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Abstract

Background: Atopic eczema (AE) is a common chronic inflammatory skin disorder. In order to dissect the genetic
background several linkage and genetic association studies have been performed. Yet very little is known about specific
genes involved in this complex skin disease, and the underlying molecular mechanisms are not fully understood.

Methodology/Findings: We used human DNA microarrays to identify a molecular picture of the programmed responses of
the human genome to AE. The transcriptional program was analyzed in skin biopsy samples from lesional and patch-tested
skin from AE patients sensitized to Malassezia sympodialis (M. sympodialis), and corresponding biopsies from healthy
individuals. The most notable feature of the global gene-expression pattern observed in AE skin was a reciprocal expression
of induced inflammatory genes and repressed lipid metabolism genes. The overall transcriptional response in M. sympodialis
patch-tested AE skin was similar to the gene-expression signature identified in lesional AE skin. In the constellation of genes
differentially expressed in AE skin compared to healthy control skin, we have identified several potential susceptibility genes
that may play a critical role in the pathological condition of AE. Many of these genes, including genes with a role in immune
responses, lipid homeostasis, and epidermal differentiation, are localized on chromosomal regions previously linked to AE.

Conclusions/Significance: Through genome-wide expression profiling, we were able to discover a distinct reciprocal
expression pattern of induced inflammatory genes and repressed lipid metabolism genes in skin from AE patients. We
found a significant enrichment of differentially expressed genes in AE with cytobands associated to the disease, and
furthermore new chromosomal regions were found that could potentially guide future region-specific linkage mapping in
AE. The full data set is available at http://microarray-pubs.stanford.edu/eczema.
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Introduction

Atopic eczema (AE) (OMIM#603165) is a common skin disorder

currently affecting 10–20% of children and 1–3% of adults in

westernized countries [1,2]. Patients with AE suffer from itchy, dry

and inflamed skin, often in combination with other atopic

manifestations such as allergic asthma and allergic rhinoconjuncti-

vitis. Twin studies indicate a strong genetic contribution in the

development of AE [3,4], and to date four genome-wide linkage

studies have been performed in Caucasian populations identifying

several chromosomal regions linked to AE susceptibility [5–8].

However, a complete genomic picture of this complex disorder still

remains to be defined, and importantly specific genes involved in the

pathogenesis of AE have to be identified.

Over the past decades, much research has been focused on

advancing the knowledge about the role and action of immune

competent cells and inflammatory molecules in AE pathogenesis.

Activated T-helper cells, eosinophils, macrophages and mast cells

are often found in AE skin [9,10]. In addition, there is an

imbalance between TH1 and TH2 cells giving an increase in

production of a TH2 cytokine profile, at least in the early phases of

the disease [11]. A network of cytokines/chemokines and their

receptors that is characteristically expressed in patients with AE

has been identified [12,13]. However, it is still not clear whether

the inflammatory response found in AE skin is a primary basic

cause of the disease, or if it is a secondary effect caused by other

factors such as an impaired skin barrier.

The importance of an impaired epidermal differentiation

process and skin barrier dysfunction in the pathogenesis of AE

has recently been emphasized when a set of so-called ‘‘epidermal

differentiation genes’’, including S100A7, S100A8, loricrin and

filaggrin (FLG), was found to be differentially expressed in AE

patients compared to healthy control individuals [14]. In addition,

genetic association studies have identified FLG to be a suscepti-
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bility gene for AE, further supporting the importance of epidermal

differentiation genes in AE (reviewed in [15]). An impaired skin

barrier function in AE patients may also be an effect of changes in

the lipid composition [16,17]. However, the precise role of various

molecules and a detailed underlying mechanism to skin barrier

dysfunction in AE patients is still far from understood.

AE results from a complex interplay between genetic and

environmental factors. For example, it is known that allergens such

as house dust mite and bacteria such as staphylococci are

aggravating factors in AE [9,18]. Members of the lipophilic

Malassezia yeast family are part of the normal microflora on

human skin. However, Malassezia has been associated with AE and

other skin diseases such as seborrhoeic dermatitis and pityriasis

versicolor [19]. Malassezia-specific IgE antibodies are often found

in adult AE patients, but not in other allergic diseases or among

healthy individuals [20]. Application of Malassezia sympodialis (M.

sympodialis) extract on non-lesional skin of AE patients, referred to

as an atopy patch test (APT), triggers immunological changes in

the skin similar to acute lesional eczema [19,21,22]. It is unknown

why AE patients are hypersensitive to M. sympodialis, nor is it

known if M. sympodialis has a major effect on transcript levels in

eczema skin.

In this study, we used cDNA microarrays representing

approximately 24,500 unique genes to identify a detailed

molecular picture of the programmed responses of the human

genome to AE. The transcriptional program was analyzed in skin

biopsy samples from lesional and patch-tested skin from AE

patients sensitized to M. sympodialis, and corresponding biopsies

from healthy individuals. A set of genes identified by the

microarrays was selected for further analysis by immunohisto-

chemistry and immunofluorence staining to confirm and explore

corresponding protein levels and cell type expression in skin. We

found that non-lesional skin from AE patients that was patch-

tested with a PBS negative control has a predisposed genetic

program different from normal healthy skin. Furthermore, we

show that the global transcriptional response to M. sympodialis

patch-test in non-lesional AE skin is very similar to the gene-

signature identified in lesional AE skin. The most notable feature

of the global gene-expression pattern observed in AE skin was a

reciprocal expression of induced inflammatory genes and

repressed lipid metabolism genes. Genes encoding key enzymes

and structural proteins involved in assembly of the cornified layer

also demonstrated altered expression in AE skin.

Results

Global portrait of altered expression profiles in AE
cDNA microarrays representing approximately 24,500 unique

genes were used to identify the global gene-signature in lesional

and patch-tested skin from AE patients, and control skin samples

from healthy individuals. A multi-group Significance Analysis of

Microarrays (SAM) approach [23] was undertaken to select a set

of ,4000 genes that were consistently differentially expressed

between AE and healthy skin with a false discovery rate (FDR)

,0.003. The full list of genes identified by the SAM approach to

be consistently up- or down-regulated in AE skin as compared to

healthy control skin is provided as Supplementary Table S1.

Hierarchical clustering was used to group these genes based on

similarity in expression across the samples and to group individuals

on the basis of similarities in gene-expression patterns (Figure 1A).

Each column in Figure 1A represents a group of skin biopsy

samples and not a single array experiment. The same set of genes

was next used to extract the patterns of gene-expression from each

individual biopsy sample. Hierarchical clustering of these genes, in

both gene and sample dimension, are displayed in Figure 1B. The

clustering analysis clearly separates AE and normal healthy skin

samples into two distinct branches. We found that the global

transcriptional response to M. sympodialis extract in AE skin is very

similar to that found in lesional AE skin. The healthy control

group did not respond to the M. sympodialis or the PBS patch-test,

neither on a transcriptional level nor as a visible reaction on the

skin. The patients with AE also had no visible skin reaction to the

PBS control patch-test. However, the gene-expression program

observed in non-lesional PBS tested AE skin was more similar to

the gene-signature identified in lesional AE skin than to that found

in the skin of healthy individuals.

The most notable feature of the observed gene-expression

program was a reciprocal expression pattern found for immune/

inflammatory genes (up-regulated in AE skin), and genes involved

in lipid metabolism (down-regulated in AE skin) (Figures 1A and

B). Using the ‘‘gene module map method’’ [24] to identify

significantly enriched Gene Ontology (GO) terms [25], we found

that ‘‘immune response’’ was the most significantly enriched GO

term in up-regulated AE genes (P,10273) and ‘‘lipid metabolism’’

was the most significantly enriched GO term in down-regulated

AE genes (P,10233) (full list of enriched GO terms is provided in

Supplementary Table S2).

The induced expression of immune and inflammatory genes,

such as interleukins, cell surface antigens, and genes induced by

interferon, were especially prominent in M. sympodialis AE skin. We

also identified genes encoding structural components and enzymes

with a key role in terminal keratinocyte differentiation and

cornified envelope assembly that were significantly different in AE

skin as compared to healthy control skin. Notably is that many of

these potential AE candidate genes are localized to chromosomal

regions that previously have been linked to AE (Table 1).

Representative genes from different clusters in Figure 1 (Cluster

I, II and III) are further described below.

Induced expression of inflammatory and immune related
genes in AE skin

The most prominently up-regulated genes in AE skin as

compared to healthy control skin are genes involved in immune

and inflammatory responses (Figure 2A). In general, we found the

immune response cluster of genes more highly expressed in M.

sympodialis patch-test reactive AE skin, as compared to lesional and

non-involved/PBS patch tested AE skin and normal healthy skin,

which supports the role of inflammatory molecules in active AE

skin lesions. Among the genes identified in the ‘‘immune cluster’’

are chemokine family members including CCL18, CCL21 and

CXCL1 (Figure 2) and members of the interleukin receptor family

such as IL-2R(c), IL-4R and IL-10RA (Figure 2). Genes encoding

cell surface antigens, such as CD5, CD6, CD28, CD37, CD53 and

CD86 are also among the genes over-expressed in AE skin

(Figure 2). Notably is that many genes identified in the ‘‘immune

cluster’’ are localized on chromosomal regions previously linked to

AE (Figure 2 and Table 1). Furthermore, we identified a group of

coordinately over-expressed genes encoding components (C1R,

C1S and C1QB) and regulatory proteins (SERPING1 and CFH)

of the classical pathway of complement in AE skin (Figure 2 and

Supplementary Table S1). Other interesting genes identified

within this cluster are FCER1G (1q23), encoding the high-affinity

IgE receptor gamma subunit, TRAa, encoding the T-cell alpha

locus, and THY1, encoding a major cell surface glycoprotein

characteristic for T-cells (Figure 2 and Supplementary Table S1).

FCER1G, TRAa and THY1 are located on previous described AE

loci (11q23.3 and 14q11.2).

Genomic Portrait of Eczema
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Figure 1. Global comparison between the gene-expression patterns underlying AE pathogenesis to those identified in normal
healthy skin. (A) Thumbnail overview of ,4000 array elements selected for differential expression in skin from AE patients and healthy individuals
by a multi-group significance analysis of microarrays (SAM) approach. Hierarchical clustering analysis was performed in both the gene (row) and
experiment (column) dimension. Note that each column represents a group of skin samples. The ‘‘contrast value’’ for each gene is shown, e.g. the
standardized mean difference between the gene’s expression in the class, versus its overall expression. (B) The SAM gene list of approximately 4000
array elements was used to extract patterns of gene expression from each AE patient and healthy control individual (indicated by separate numbers).
Note that each column here is represented by one array experiment. Transcript levels determined by microarray analysis are shown relative to a
reference pool of human mRNAs. Expression levels of each gene relative to its mean expression level over the sample set are displayed in a log2 scale.
Expression levels are represented by a color bar, where red is representing the highest levels and green is representing the lowest levels of
expression. Highlighted clusters (I–III) are described in detail below in Figures 2, 5 and 6. The full data set can be found at the SMD database http://
microarray-pubs.stanford.edu/eczema and at the NCBI GEO database (GEO accession: GSE12511).
doi:10.1371/journal.pone.0004017.g001
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Cell specific elevated expression of the Socs3 protein in
AE skin

SOCS3, located in an AE candidate chromosomal region

(17q25), was among the genes more highly expressed in AE skin

as compared to healthy skin (Figure 2B). To identify in vivo patterns

of Socs3 protein expression in the skin, we used immunohisto-

chemistry and double immunofluorescent staining methods. Socs3

expression was increased and spread to several layers in epidermis

in AE lesional skin (Figure 3A), while in non-lesional AE skin

(Figure 3B) and normal healthy skin (Figure 3C) it was

predominately in the basal epidermal layer. We next performed

double immunofluorescent staining to determine if other cell types

besides keratinocytes expressed Socs3 protein in AE epidermis

(Figure 4). A Socs3 antibody was co-applied with antibodies for

various cell types on AE lesional skin biopsy sections: CD1a for

dendritic cells, CD3 for T-cells, and CD68 for monocytes/

macrophages. We found that Socs3 was expressed by CD1a+

dendritic cells (Figure 4A–C), but not by CD3+ T-cells or CD68+

cells in AE lesional skin (data not shown).

Table 1. Enrichment of chromosomal regions.

Enriched
cytoband P-value

# of cytoband
genes induced/
repressed

Total # of
genes in
cytoband

2194 genes induced in AE:

11q12.1 ** 5.96E-15 38 210

19p13.3 ** 4.10E-13 34 194

19q12 4.33E-13 32 173

6p21.2 6.87E-10 18 75

22q13.1 2.01E-09 15 54

3p21.31 ** 9.71E-08 20 123

1q23.1 6.03E-07 14 70

16p11.2 ** 7.23E-07 14 71

19q13.2 ** 9.70E-07 18 117

16p13.3 1.09E-06 19 130

19p13.2 ** 1.25E-06 18 119

11p15.5 1.49E-06 11 46

3p25.3 * 3.13E-06 9 32

9p21.1 6.50E-06 12 63

12q13.12 ** 1.37E-05 10 47

6p21.1 1.84E-05 20 171

9q34.2 3.44E-05 6 17

19p13.12 ** 3.56E-05 12 74

10q26.2 3.85E-05 5 11

22q12.3 4.24E-05 9 43

1q22 4.24E-05 9 43

1q21.3 * 5.34E-05 12 77

19q13.13 ** 5.46E-05 7 26

11q11 7.04E-05 6 19

17p11.2 1.58E-04 8 40

3q13.33 1.75E-04 6 22

5q32 *** 1.75E-04 6 22

Xp22.22 2.28E-04 6 23

17q11.2 ** 2.80E-04 10 66

12p13.31 4.05E-04 10 69

20q13.12 4.09E-04 9 57

1p34.3 4.67E-04 9 58

17q24.3 4.88E-04 7 36

1p36.11 5.05E-04 8 47

Xq13.1 6.73E-04 4 11

14q11.2 *** 7.00E-04 11 87

12q13.13 ** 7.94E-04 10 75

5q23.1 1.51E-03 6 32

12q21.33 1.52E-03 5 22

2p14 1.52E-03 5 22

15q26.1 1.70E-03 7 44

3q24 1.78E-03 6 33

2q33.3 ** 1.85E-03 4 14

8p21.2 1.88E-03 5 23

4p16.3 1.94E-03 7 45

11p15.4 2.49E-03 9 73

16q12.2 ** 2.51E-03 7 47

Enriched
cytoband P-value

# of cytoband
genes induced/
repressed

Total # of
genes in
cytoband

1q25.2 2.77E-03 5 25

1908 genes repressed in AE:

2q24.3 4.29E-06 6 24

12q13.11 ** 8.61E-06 7 40

6q22.1 1.43E-05 4 9

6q14.1 7.22E-05 5 24

7q34 1.42E-04 4 15

14q24.3 2.10E-04 6 46

21q22.3 2.67E-04 6 48

4q28.1 7.14E-04 3 10

4q21.1 8.17E-04 4 23

1q32.2 8.17E-04 4 23

1p36.13 8.73E-04 5 40

12p12.3 9.68E-04 3 11

1p36.22 1.09E-03 5 42

7q22.3 1.27E-03 3 12

15q21.3 * 1.53E-03 4 27

10q25.1 1.53E-03 4 27

3q11.2 1.63E-03 3 13

2q14.1 1.75E-03 4 28

1p22.2 2.00E-03 4 29

3q22.1 ** 2.52E-03 3 15

5q23.2 2.52E-03 3 15

12p12.1 2.52E-03 3 15

Shown are chromosomal regions (cytobands) that are enriched in 2194 genes
induced or 1908 genes repressed in AE (P,0.05; FDR,0.05). Cytobands are
sorted by P-value. Overlap with previously known AE genome-wide scan
regions [5–8,37], AE candidate gene regions [2,36,39–40], and AE regions
identified by selective region specific linkage mapping [35,38] are indicated in
the second column by *, **, and ***, respectively.
doi:10.1371/journal.pone.0004017.t001

Table 1. cont.
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Figure 2. Transcriptional levels of immune and inflammatory genes in AE skin measured using DNA microarrays. (A) A zoomed in
picture of the hierarchical cluster analysis showing examples of immune and inflammatory genes that was found to be coordinately over-expressed
in AE skin as compared to healthy skin. A detailed list of the genes represented in this cluster is shown in the table (right). Genes localized in genome-
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Altered lipogenic gene-expression program identified in
AE skin

The most prominent feature of the AE down-regulated gene

cluster is a set of genes with a well-defined role in lipid

homeostasis. These include genes that are dedicated to the

synthesis and uptake of cholesterol and fatty acids such as ATP-

Citrate lyase (ACL1), Acyl-CoA synthase (ACSL1, ACSL3), HMG-

CoA synthetase (HMGCS1, HMGCS2) and HMG-CoA reductase

(HMGCR) (Figure 5 and Supplementary Table S1). Furthermore,

genes encoding key enzymes in the poly-unsaturated fatty acid

(PUFA) pathway (FADS1, FADS2 and ELOVL5), and an acyl-

transferase (AGPAT3) with a key role in the phospholipid pathway,

were identified in the same gene cluster (Figures 5A and B).

Genes encoding eicosanoid lipid messengers and processing

enzymes also showed significantly different expression levels in AE

skin as compared to the healthy skin. For example, we observed

that prostaglandin processing enzymes including PTGES (Prosta-

glandin E synthetase), PTGIS (Prostaglandin I2) and PTGER3

(Prostaglandin E receptor) were more highly expressed in AE skin

as compared to healthy control skin (Supplementary Table S1).

Furthermore, genes involved in arachidonic acid metabolism, e.g.

genes required for leukotriene synthesis, such as ALOX5AP,

ALOX12 and ALOX15B, were differentially expressed in AE skin

as compared to healthy skin (Supplementary Table S1).

Among the lipid genes down-regulated in AE skin were

transcripts encoding hydroxy steroid dehydrogenase family

members and members of the cytochrome P450 family that are

essential for steroid hormone biosynthesis [26] (data not shown).

Furthermore, among the down-regulated genes in AE skin was

lipin-1 (LPIN1; Figures 5A and C), which encodes a transcription

factor with a suggested role during normal adipose tissue

development [27]. The lipin-1 gene was isolated and characterized

in 2001 as the gene responsible for fatty liver dystrophy (fld) in

mouse [28]. Interestingly, we also found a member of the SREBP

family, which is a well-described transcription factor with a major

role in regulating genes involved in fatty acid and cholesterol

Figure 3. Increased expression of Socs3 on keratinocytes in lesional AE skin. Immunohistochemical staining showing Socs3 expression (A)
in lesional AE skin, (B) non-lesional AE skin, and (C) normal skin from a healthy control. Sections were counterstained with hematoxylin to visualize the
nucleus.
doi:10.1371/journal.pone.0004017.g003

wide linkage eczema regions or in AE associated loci are highlighted in blue and yellow, respectively. (B) The SOCS3 gene was identifiedby the SAM
approach to be significantly over-expressed in AE skin as compared to healthy skin. The ‘‘contrast value’’ generated by the SAM program for the
SOCS3 gene is displayed in the graph (y-axis). Each bar represents SOCS3 transcriptional levels in a group of samples. AE patients: lesional skin (AE L
n = 7), M. sympodialis (AE M n = 6) and PBS patch-tested skin (AE P n = 5). Healthy control individuals: normal skin (H n = 4), M. sympodialis (H M n = 4)
and PBS patch-tested skin (H P n = 4).
doi:10.1371/journal.pone.0004017.g002

Figure 4. Socs3 is expressed on CD1a+ dendritic cells in epidermis. Double immunofluorescensce stainings of lesional AE skin showing (A)
expression of Socs3 on keratinocytes and on epidermal dendritic cells, (B) CD1a expression on dendritic cells and (C) co-localisation of Socs3 and
CD1a in epidermis. Dendritic cells are indicated by arrows. Scale bar = 50 mm.
doi:10.1371/journal.pone.0004017.g004
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metabolism [29], to be down-regulated in AE skin as compared to

healthy skin (SREBF1; Figure 5C).

Altered expression of epidermal barrier function genes in
AE skin

We found alterations in expression of a set of genes encoding

structural components and key enzymes involved in forming the

cornified envelope in AE skin. Two transcripts encoding members

of the transglutaminase family (TGM1 and TGM3) had consistently

elevated expression in AE skin as compared to healthy skin

(Figures 6A and B). Transglutaminases are key enzymes that

catalyze the cross-linking of epidermal proteins during formation

of the stratum corneum. A similar expression pattern, as observed

for the TGM genes, was found for CALML5 (alias CLSP), which

encodes a calmodulin-like skin protein that previously has been

shown to associate with the TGM3 protein [30]. Furthermore, as

seen in Figure 6A, CDSN, which encodes a desmosomal-associated

protein expressed during terminal keratinocyte differentiation

[31], was co-expresed with the TGM transcripts. Desmosomes are

cell–cell adhesion sites that provide mechanical integrity to the

tissues by anchoring keratin filaments to the site of cell–cell

adhesion. The hypothesis that constituents of the desmosomal

cell–cell junctions may have altered expression in the epidermal

layers of AE skin is further supported by consistently lower

expression of DSG2 in AE skin as compared to healthy skin

(Supplementary Table S1). DSG2 encodes a membrane spanning

glycoprotein of the desmosome, and is localized to chromosome 18

in a locus previously linked to AE (18q12.1 [7]). Furthermore, we

identified elevated expression of the corneum chymotryptic

enzyme (SCCE/KLK7) in AE skin (Supplementary Table S1).

This result is supported by recent work from Komatsu et al. (2007)

that reported elevated expression of several kallikrein family

members in the stratum corneum from AE patients [32], and

furthermore by work from Vasilopoulos that identified genetic

association between the corneum chymotryptic enzyme (SCCE/

KLK7) and AE [33].

Genes encoding molecules critical for the extracellular matrix

(ECM) architecture (COL6A1, COL6A2 and COL6A3) and

ECM re-modeling enzymes (TIMP1 and TIMP2) were differen-

tially expressed in AE skin (Figure 6A and Supplementary Table

S1). Many of these genes with an important role in constructing

the skin barrier, as well as genes encoding cell adhesion and ECM

molecules, are localized on chromosomal regions previously linked

or associated to AE (Figure 6 and Table 1) suggesting that they

serve as potential AE candidate genes.

Elevated expression and localization of the TGase1
protein in AE skin

TGM1, which is localized in a chromosomal region (14q12)

previously linked to eczema [34], was among the epidermal

differentiation genes found to be over-expressed in lesional AE skin

as compared to healthy skin. By immunohistochemistry, we

confirmed that epidermal transglutaminase 1 (TGase1) protein

expression is increased in AE skin (Figure 7). We found that both

expression and the localization of TGase1 were altered in lesional

AE skin. TGase1 was localized to several cell layers and spread

down deep in epidermis in lesional AE skin (Figure 7A), while in

non-lesional PBS patch-tested AE skin (Figure 7C) and normal

healthy skin (Figure 7D) it was expressed as a sharp line in the

outermost layer of epidermis. As illustrated in Figure 7, TGM1

protein levels could be induced by the application of M. sympodialis

to non-involved AE skin.

Enrichment of AE related chromosomal regions
We noticed that many of the genes that were found by the array

experiments to be consistently differentially expressed in AE and

healthy skin are localized to previously described AE susceptibility

chromosomal regions (reviewed in [2]). To further test this

hypothesis, we used the previously described ‘‘gene module map

method’’ [24] to identify significantly enriched cytobands in the

AE microarray data set. The set of ,4,000 AE genes were

analyzed for their enrichment in 624 gene sets composed of

human cytoband regions [35]. As illustrated in Table 1, we found

70 cytobands that were significantly enriched in the AE data set

(P,0.05; FDR,0.05). Interestingly, 20 of these significantly

enriched cytobands represent chromosomal regions previously

described to be linked or associated to AE either by genome-wide

linkage studies, selective region-specific linkage mapping or

candidate gene studies in AE [2,34,36–40]. The observation that

20 AE-linked cytobands were found in the top 70 hits is highly

significant (P,1028, hypergeometric distribution, with 624 total

cytobands in the genome), whereas only 2 cytobands are expected

to overlap by chance alone. Notably, we found that genes induced

in AE are more enriched from AE-linked cytobands (17 of 20) than

genes repressed in AE (3 of 20).

Among the enriched AE-linked cytobands identified are 1q21,

3p25.3 and 15q21.3, which all previously have been identified as

AE susceptibility regions in genome-wide linkage analyses [5–

7,38]. The 1q21 region encodes several epidermal differentiation

genes including the FLG gene that recently has been linked to AE

susceptibility [15]. However, genes from the 3p25.3 and 15q21.3

regions have not been identified or systematically tested for a role

in AE. Furthermore, among the significantly enriched cytobands

were several AE gene candidate regions previously described in

the literature to be associated to AE [2], including chromosomal

region 2q33 (CTLA4), 3p21 (TLR9), 5q32 (the cytokine cluster),

11q12 (FCERIb), 12q13 (TIM1), 14q11 (MCC), 16p11 (IL4R) and

19q13 (SCCE and TGFB1) (Table 1).

The microarrays also identified significantly enriched cytobands

that were previously not linked to AE (Table 1). Interestingly

though, some of these chromosomal regions have been linked to

other diseases. For example, we found an enrichment of cytobands

in the AE data set that overlap with chromosomal regions

previously identified to be associated with psoriasis (1q21;PSORS4

and 6p21;PSORS1) and asthma (5q23-32, 6p21, 11p15 and

19q13). In fact, 6p21.2 was among the most significantly enriched

cytobands identified in the AE data set (P,1029, Table 1). The

Figure 5. Global down-regulation of a lipogenic expression program identified in AE skin. (A) A zoomed in picture of the hierarchical
cluster analysis illustrating a large set of genes involved in lipid metabolism and homeostasis that was found to be coordinately down regulated in AE
skin (left). A detailed list of the genes represented in this cluster is shown in the table (right). Genes localized in genome-wide linkage eczema regions
or an AE associated loci are highlighted in blue and yellow, respectively. (B) Schematic of enzymes involved in the PUFA pathway. (C) SREBF1 and
LPIN1 transcript levels were lower in AE skin compared to healthy control skin. The ‘‘contrast values’’ generated by the SAM program for the SREBF1
and the LPIN1 gene are displayed in the graph (y-axis). Each bar represents transcriptional levels in a group of samples. AE patients: lesional skin (AE L
n = 7), M. sympodialis (AE M n = 6) and PBS patch-tested skin (AE P n = 5). Healthy control individuals: normal skin (H n = 4), M. sympodialis (H M n = 4)
and PBS patch-tested skin (H P n = 4).
doi:10.1371/journal.pone.0004017.g005
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Figure 6. Genes involved in skin barrier function differentially expressed in skin from AE patients as compared to healthy control
individuals. (A) A zoomed in picture of the hierarchical cluster analysis illustrating genes involved in skin barrier function that were found
coordinately over-expressed in AE skin as compared to healthy skin (left). A detailed list of the genes represented in this cluster is shown in the table
(right). Genes localized in genome-wide linkage eczema regions or an AE associated loci are highlighted in blue and yellow, respectively. (B) Members
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6p21 region (PSORS1) contains multiple genes in tight linkage

disequilibrium, including the HLA gene cluster and the CDSN

gene.

All specific genes in AE susceptibility chromosomal regions have

not yet been identified or systematically tested for a role in AE.

Examples of genes identified by the microarrays to be consistently

differentially expressed between AE and healthy skin and localized

within significantly enriched cytobands are shown in Supplemen-

tary Table S3. In summary, we found that there is a significant

enrichment of differentially expressed genes in AE with cytobands

associated to the disease, and furthermore new chromosomal

regions were found that could potentially guide future region-

specific linkage mapping in AE.

Discussion

AE is a chronic inflammatory skin disorder that results from a

complex interaction of genetic and environmental factors [9].

Although several chromosomal regions have been identified that

are linked to AE susceptibility, it is yet not fully understood what

specific genes and mechanisms underlie the development of AE.

The DNA microarray technique [41] has recently been utilized

successfully in the search for new candidate genes in complex

diseases. Large–scale expression profiling of chronic inflammatory

skin disorders such as eczema and psoriasis have previously been

performed using the Affymetrix GeneChip [12,14,42–44]. Al-

though previous expression profiling studies have highlighted sub-

groups of genes such as a set of innate immunity genes [12] and

Figure 7. Increased TGM1 protein expression in AE skin. Immunohistochemical staining of TGM1 expression in lesional AE skin (A) and in
positive APT reaction to M. sympodialis extract (B), non-lesional PBS patch-tested AE skin (C) and normal healthy skin (D). Sections were
counterstained with hematoxylin to visualize the nucleus.
doi:10.1371/journal.pone.0004017.g007

of the transglutaminase family (TGM1, TGM3) and CDSN were among the cornified envelope genes identified by the multi-group SAM approach to be
consistently over-expressed in AE skin as compared to healthy skin. The ‘‘contrast value’’ generated by the SAM program for these genes is displayed
in the graphs (y-axis). Each bar represents transcriptional levels in a group of samples. AE patients: lesional skin (AE L n = 7), M. sympodialis (AE M
n = 6) and PBS patch-tested skin (AE P n = 5). Healthy control individuals: normal skin (H n = 4), M. sympodialis (H M n = 4) and PBS patch-tested skin (H
P n = 4).
doi:10.1371/journal.pone.0004017.g006
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the ‘‘epidermal differentiation cluster’’ [14], or potential gene

candidates including NELL2, CCL18, AQP3 and tenascin-C [42–

44] that are deregulated in AE, the complete genome-wide picture

of AE is still far from understood. To further advance the

understanding of genes underlying the development of AE, and to

test the impact allergens may have on the global expression

pattern in AE skin, we used cDNA microarrays to characterize the

global gene-signature in lesional skin and patch-tested skin from

eczema patients and corresponding skin from healthy individuals.

Our analysis provides striking evidence for global differences in the

transcriptional program between skin from AE patients and

healthy individuals. The most prominent feature of the gene-

signature identified in AE skin was a reciprocal pattern of induced

inflammatory genes and reduced lipid genes. Among the genes

identified in this study are many that are localized to chromosomal

regions previously associated with AE and thus are new potential

AE candidate genes.

The large set of coordinately up-regulated immune and

inflammatory related genes identified in AE skin includes genes

encoding cytokines, chemokins and cell-surface antigens. The

increased expression of inflammatory genes can be explained both

by increased numbers of infiltrating cells, mainly T-cells and

dendritic cells, and by activation of these cells. For example, among

the most consistently highly expressed chemokines in AE skin was

CCL18 that is known from previous work to be highly expressed in

AE skin by dendritic cells [42,45]. A novel finding in our study was

that components and regulatory proteins of the classical pathway of

complement were coordinately over-expresed in AE skin. Comple-

ment is an essential component of the immune system and is of

relevance for the destruction of invading microorganisms. However,

excessive complement activation contributes to undesired tissue

damage and the role of complement in other inflammatory diseases

has previously been reported [46].

SOCS3 was also among the inflammatory genes found to be

more abundant in AE lesions as compared to healthy skin. This

gene encodes a suppressor of cytokine signaling and is localized in

an AE candidate chromosomal region (17q25). It has previously

been reported that SOCS3 is predominantly expressed in TH2-like

cells and has an important role in regulating the onset and

maintenance of TH2-mediated responses [47]. In contrast to the

report from Seki et al. (2003), we did not find T-cells expressing

Socs3 in AE skin. However, keratinocytes and CD1a+ dendritic

cells in the skin expressed the protein in AE lesional skin. The

Socs3 protein was also expressed by basal keratinocytes in normal

healthy skin. Whether SOCS3 plays an immunoregulatory role in

keratinocytes, or if it might be involved in regulating keratinocyte

cell proliferation and differentiation [48] needs to be further

investigated. It is unknown what precise role SOCS3 plays in

different cell types in the skin. Its increased expression in AE

epidermis may play a role in developing the disease, or it may be a

secondary effect of the inflammatory condition of the skin. While

Socs3 protein levels are found to be up-regulated in AE skin, the

reverse pattern was observed in psoriatic skin [49], which is a

chronic inflammatory TH1-related skin disease. It has been

proposed that microRNAs (mir-203) acting in the SOCS3

39UTR are the regulators of reduced Socs3 protein expression

observed in psoriatic skin [49]. It is unclear how Socs3 expression

is regulated in AE skin. However, a recent genetic study has

demonstrated an association between a haplotype in the SOCS3

59region and AE, which suggest that molecules acting in the

59region may alter Socs3 expression in AE skin [50].

We demonstrate here that by applying M. sympodialis extract to

non-lesional AE skin in M. sympodialis sensitized patients, a global

expression signature can be induced that is remarkably similar to

that identified in lesional AE skin. The M. sympodialis induced

transcripts are dominated by immune related genes such as the IL-

4 receptor, which previously has been described in AE [51]. The

IL-4 signaling pathway are among the candidates considered for

the treatment of allergic inflammation [52]. Data presented here

supports the hypothesis that M. sympodialis can act as an

aggravating factor in AE pathogenesis. It is still unclear, however,

why AE patients can be hypersensitive to a fungi that is part of the

normal human skin microflora. One hypothesis is that a defective

skin barrier in AE patients allows allergens to penetrate and trigger

an immunological response in the skin [1].

We found a large set of down-regulated genes in AE skin with a

well-defined role in lipid homeostasis. Among these genes are

classical genes encoding enzymes involved in fatty acid and

cholesterol metabolism, but also genes encoding enzymes involved

in poly-unsaturated fatty acid (PUFA) metabolism. The role of

lipids in AE pathogenesis has previously been discussed. For

example, it has been shown that ceramide levels are reduced in AE

skin compared to healthy skin, and furthermore altered expression

of ceramide processing enzymes has been seen in AE skin [17].

However, this is the first time that a global reduced lipogenic

expression program has been demonstrated in AE skin. Coordi-

nate down-regulation of a large set of lipid processing genes in AE

skin could explain an impaired lipid balance previously observed

in these patients, which may be a key factor underlying the cause

of a disrupted skin barrier in AE patients. Of particular interest is

the reduced expression of genes encoding PUFA processing

enzymes, delta-5-desaturse (FADS2) and delta-6-desaturse

(FADS1), identified here in AE skin. PUFAs are important

constituents of phospholipids in cell membranes, assuring the

correct environment for membrane protein function, maintaining

membrane fluidity, and moreover PUFAs have been described to

play a role in regulating gene transcription [53]. In addition, some

PUFAs, particularly arachidonic acid, act as substrates for the

synthesis of eicosanoids (i.e. prostaglandins and leukotrienes),

which are involved in regulating inflammatory processes and

immune cell responses. A disrupted PUFA balance may thus have

a large impact on various cellular processes. Interestingly, there

are a number of observations in AE patients with significantly

higher levels of the first substrate of the PUFA pathway, linoleic

acid, and significantly lower levels of the downstream metabolites,

c-linolenic, dihomo-c-linolenic, and arachidonic acids in eczema

[16,54,55]. Furthermore, levels of linoleic acid metabolites have

been correlated with transepidermal water loss in children with

eczema [55]. To date there has been two mutually exclusive

hypotheses regarding the altered PUFA composition observed in

AE patients [56]. Our results clearly supports the hypothesis that

lower levels of PUFA metabolites are due to impaired desaturase

enzyme activity and thus impaired synthesis of these molecules,

and not that low levels of PUFA metabolites are due to increased

consumption in inflammatory processes. Genetic variants in the

FADS1 and FADS2 genes have recently been associated with fatty

acid composition in phospholipids [57]. Since the FADS gene

cluster are located on 11q12-q13.1, a chromosomal region

previously linked with allergic diseases [34], it would be intriguing

to test if FADS polymorphisms are associated with AE.

It is currently unclear what controls the well-coordinated

regulation of lipid processing enzymes in AE skin. It is intriguing

to speculate that members of the SREBP transcription factor

family, which has a well-described role in regulating genes

involved in fatty acid and cholesterol metabolism, may play a

key role in the global down-regulation of lipid genes in AE

patients. In fact, we found SREBP1 to be less expressed in skin

from AE patients as compared to healthy controls. Another
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tempting hypothesis is that nuclear receptors, such as LXR and

RXR, may have an influence on the observed reciprocal gene-

expression program of inflammatory and lipid genes in AE skin.

Members of the liver-X-receptor family have previously been

described in regulating reciprocal expression of inflammatory and

lipid genes on a large scale [58].

The hypothesis that barrier dysfunction is a key factor in the

pathogenesis of AE was recently strengthened by work from

Palmer et al. (2006), demonstrating that filaggrin (FLG) is an AE

susceptibility gene [59]. This study and work from others spread

light on structural proteins of the cornified envelope (CE),

including filaggrin and loricrin, and their role in altered barrier

function in AE patients [14,15]. We report here that TGM genes,

which encode enzymes critical for constructing the cornified cell

envelope architecture, are differentially expressed in skin from AE

patients and healthy control individuals. TGM proteins catalyse

the cross-linking of structural proteins of the CE and lipids. This

process is important in the terminal differentiation of the

epidermis, and thus critical for the formation of the stratum

corneum, the outermost layer of the skin [60,61]. Interestingly, the

same loss-of-function mutation in TGM1 and TGM5 have been

shown to cause lamellar ichthyosis, a disease characterized by

excessive scaling and shedding of the outer epidermis, and peeling

skin syndrome, respectively [62–64]. The glycine residue respon-

sible for this loss-of function mutation (G113C) is conserved in all

known TGMs and lies close to the catalytic domain of the enzyme

[62]. Interestingly, all epidermal TGMs map in genomic regions

that have previously been linked to AE susceptibility

(TGM1;14q12, TGM3;20p13 and TGM5;15q15) [5,6,34]. It has

not been investigated if TGMs are genetically associated to AE, nor

is it known if polymorphisms or mutations near the enzymatic

active site may affect TG activity in AE patients. Notably, filaggrin

and loricrin, which encode two important structural proteins of the

CE and identified by Sugiura et. al. (2005) to be differentially

expressed in AE skin [14], were not included on the microarrays

used in this study and thus the transcript levels for these genes are

not reported in our patient material.

Skin barrier dysfunction could possibly also be explained by

altered cell–cell adhesion function in the skin. We found genes

encoding common constituents of the desmosome complex, such

as CDSN, to be differentially expressed in AE skin. Desmosomes

are cell–cell adhesion sites that provide mechanical integrity to

tissues by anchoring keratin filaments to the site of cell–cell

adhesion. Changes in transcriptional levels of CDSN, which

encodes a desmosomal-associated protein expressed during

terminal keratinocyte differentiation, may lead to skin disease. In

fact, the CDSN gene has recently been associated to psoriasis

(reviewed in [65]), but has not been associated with AE. The data

presented here support the hypothesis that genes involved in

forming the outermost protective layer of the skin, the stratum

corneum, play a critical role in AE pathogenesis. Furthermore we

identified altered expression of stratum corneum proteases in AE

skin suggesting that not only the construction of the cornified

envelope is altered in AE skin, but also that abnormal renewal and

removal of corneocytes (the so called ‘‘desquamation process’’)

may be crucial for skin barrier dysfunction in AE skin.

Finally, we asked the questions what cytobands were enriched in

the microarray data set, and if these cytobands may represent

previously known AE susceptibility regions. Interestingly, we were

able to discover correspondence of differentially expressed genes in

AE and disease susceptibility regions. Enrichment was also found

for cytobands representing chromosomal regions not previously

described in the disease that could potentially guide future region-

specific linkage mapping in AE.

In conclusion, we have used human DNA microarrays to

identify a molecular picture of the programmed responses of the

genome to AE. The most prominent feature of the global

expression program identified in AE skin was a reciprocal pattern

of induced immune response genes and reduced expression of lipid

metabolism genes. Furthermore, we identified transglutaminases,

key enzymes involved in cornified envelope assembly, to be

enhanced in AE skin compared to healthy skin. Alterations in

genes involved in cornified envelope formation and lipid

homeostasis in AE skin support the hypothesis that skin barrier

dysfunction is crucially involved in the pathogenesis of AE [66].

We believe that further understanding of these gene candidates

may lead to new therapeutic strategies for AE patients in the

future.

Materials and Methods

Subjects for microarray analysis
Seven patients with AE, recruited and investigated at the

Karolinska University Hospital, Solna (Table 2), and four healthy

controls were included in the study. The healthy controls had no

clinical symptoms or history of allergy or skin diseases and were

PhadiatopH (Phadia AB, Uppsala, Sweden) negative. Inclusion

criteria for the AE patients were diagnosis according to the UK

working party criteria [67]. Also, the eczema lesion had to be

present in other regions than only the hands. The eczema started

before the age of one year in 6/7 patients. They all had an

exacerbation of symptoms lasting for more than six months before

the investigation. All patients suffered from allergic symptoms in the

airways, 5/7 with ongoing symptoms at the time of examination.

Exclusion criteria were other skin diseases than AE, autoimmune

diseases, immune deficiencies, malignant diseases, pregnancy or

lactation, immunosuppressive treatment, and age below 18 or above

55 years. Systemic glucocorticoids, systemic antifungal treatment or

UV therapy was not allowed for 2 months before the investigation

and topical glucocorticoids were not allowed on the test sites for one

week before the study. Antihistamines were withdrawn 5 days

before the investigation. All participants gave their informed

consent. The participant consent was written. The study was

approved by the Regional Ethics Committee.

Skin prick test and atopy patch test
Skin prick test (SPT) and atopy patch test (APT) were performed

with extract of the yeast M. sympodialis prepared from strain

no. 42132, American Type Culture Collection (ATCC) as previ-

ously described [68]. For SPT the protein concentration of the

extract was 100 mg/mL. Histamine dihydrochloride (10 mg/mL,

ALK, Hørsholm, Denmark) was used as a positive and PBS as a

negative control. APT was performed on healthy individuals and

non-lesional, tape-stripped skin of the back of AE patients. The M.

sympodialis extract (20 mL, 5 mg/mL) was applied on paper discs in

Finn chambers (8 mm; Epitest Ltd Oy, Tuusula, Finland). The tests

were evaluated after 48 h under coded conditions (See Table 2).

PBS (Phosphate Buffered Saline) was used as a negative control.

Skin biopsy collection and RNA preparation
Skin biopsies were collected from two groups of individuals: AE

patients sensitized to M. sympodialis (Table 2) and non-atopic

healthy individuals. Punch biopsies (4 mm) were taken from M.

sympodialis extract and PBS patch tested skin after 48 h from both

AE patients and healthy controls, and from lesional skin in AE

patients and normal skin from healthy control individuals. The

skin biopsies were snap frozen on dry ice and stored at 280uC.

Total RNA was extracted from each skin biopsy using Trizol
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(Invitrogen, Carlsbad, CA, USA), and total RNA was linearly

amplified according to the Ambion MessageAmp procedure (Cat

#1750). This amplification procedure is based on antisense RNA

(aRNA) amplification first described by Van Gelder and Eberwine

[69]. The amplified RNA was used as template for reverse

transcription in the presence of CyDye-labeled dNTPs to generate

labeled cDNA for microarray analysis. Due to technical reasons,

RNA from 3 biopsies did not get further processed for microarray

hybridization.

cDNA microarrays, hybridization, data filtering and
analysis

Human cDNA microarrays were used containing 41,792

elements that represents approximately 24,500 unique genes

(based on Unigene clusters) manufactured in the Stanford

Microarray Facility (www.microarray.org). Fluorescently labeled

cDNA prepared from amplified RNA was hybridized to the array

in a two-color comparative format, with AE patient- or healthy

control samples labeld with Cy-5, and a reference pool of human

mRNAs (Stratagene) derived from ten cell lines labeled with Cy-3.

Array images were scanned by using an Axon Scanner 4000B

(Axon Instruments, Union City, CA), and data was analyzed by

using GenePix 3.0 (Axon Instruments). Data was normalized and

retrieved as the log2 ratio of fluorescence intensities of the sample

(Cy5) and the reference (Cy3). We next filtered the data to exclude

elements that did not have at least a 2-fold intensity over

background ratio, in at least 80% of the arrays. These filtered

genes were analyzed by the multi-class Significance Analysis of

Microarrays (SAM) algorithm [23] to select a set of ,4000 genes

that were consistently differently expressed between skin from AE

patients and control individuals, with a false discovery rate less

than 0.26% (Supplementary Table S1). An overview of the skin

tissue samples used for the multi-class SAM microarray analysis

are shown in Supplementary Table S4. The abundance of each

transcript measured in a skin biopsy specimen relative to the

common reference is represented in Figures 1, 2, 5 and 6 by color;

red for expression levels above the mean for that gene and green

for expression levels below the mean. The multi-group SAM

approach calculates a ‘‘contrast value’’ for each gene, e.g. the

standardized mean difference between the genes expression in the

class, versus its overall expression. ‘‘Contrast values’’ for 4102

genes are displayed in Figure 1A and the contrast for SOCS3,

SREBF1, LPIN1, TGM1, TGM3 and CDSN, are illustrated in the

graphs in Figures 2, 5 and 6.

The full microarray data set described in this manuscript is

available at the Stanford Microarray Database (SMD) http://

microarray-pubs.stanford.edu/eczema and at the NCBI Gene

Expression Omnibus (GEO) database http://www.ncbi.nlm.nih.

gov/geo/info/linking.html (GEO accession: GSE12511).

Identification of significantly enriched cytoband regions
and Gene Ontology terms in the microarray data set

2194 genes induced and 1908 genes repressed in AE (as is

illustrated in Figure 1) were analyzed for their enrichment in 624

gene sets composed of human cytoband regions [35] and 1665

gene sets composed of Gene Ontology (GO) terms [25].

Significant enrichment of AE-associated genes (P,0.05; corrected

for multiple hypotheses using FDR) was determined using the

‘‘gene module map method’’ implemented in Genomica [24]. To

test the overlap of cytobands discovered by altered gene expression

levels by microarray versus cytobands identified by genetic studies

of AE, we scored for identical cytobands between the Genomica

output versus AE-linked or associated cytobands described in the

literature [2,37–40]. Among 70 cytobands that showed coordinate

mRNA level changes in AE, 20 were previously linked or

associated to AE by genetic studies (28% overlap), whereas only

2 cytobands (3% overlap) were expected by chance alone

(P,1028, hypergeometric distribution). Not all cytobands genet-

ically linked to AE have been discovered, which might increase the

pre-test probability of the overlap and decrease the significance of

the above findings. We note that even assuming a pretest

probability of 10% overlap (i.e. discovery of three times more

genetic loci linked to AE), the overlap between microarray and

genetic cytobands is highly significant at 1026.

Immunohistochemical and double immunofluorescence
staining of skin biopsies

Skin biopsy specimens from an independent set of AE patients

and healthy control individuals were used for immunohistochem-

istry. Staining results from a selected set of AE patients (n = 3) and

healthy controls (n = 2) are illustrated in Figure 3, 4 and 7. The

inclusion and exclusion criteria were the same for these individuals

as is described above. Six mm thick cryo sections were prepared

Table 2. Characterization of the AE patients.

No Gender Age (years) Asthma/Rhinitis SCORADa s-IgE kU/Lb Phadiatopc M. sympodialis specific IgE kU/Ld SPTe mm APTf

1 M 21 + 57 5700 + 16 5 +

2 F 28 + 57 5300 + 4,8 4,5 +

3 F 34 0 24 98 0 ,0,35 6 ++

4 F 35 + 25 7000 + 15 5 ++

5 F 22 + 22 140 + 1,6 6 +

6 M 43 + 78 4710 + 2,4 6,5 +++

7 F 31 + 48 59 + 2,6 4,5 ++

aSCORAD [70].
bImmunoCAPTM (Phadia AB, Uppsala, Sweden), reference range 1.6–122 kU/L.
cPhadiatopH (Phadia AB), serum IgE to any of 11 common aeroallergens.
dSpecific serum IgE for M. sympodialis ATCC strain 42132, ImmunoCAPTM (m70, Phadia AB).
eSPT = skin prick test evaluated after 15 min and graded as mean diameter (mm) of the wheal. A reaction of 3 mm or more was considered positive.
fAPT = atopy patch test evaluated after 48 h, + = erythema, infiltration, few papules; ++ = erythema, infiltration, papules and small vesicles; +++ = erythema, infiltration,
papules and large vesicles [22].

F = female, M = male.
doi:10.1371/journal.pone.0004017.t002
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and put on glass slides, fixed in acetone and used for the ABC-

ELITE (Vector Laboratories Inc. Burlingame, CA, USA)

immunohistochemical staining method according to the manu-

facturer’s instructions. The sections were incubated with rabbit

anti-Socs3 antibodies (dilution 1/100 from Santa Cruz Biotech-

nology Inc, Santa Cruz, CA, USA) followed by a biotinylated

goat-anti-rabbit secondary antibody (1/200, Vector Laboratories

Inc.), or a monoclonal mouse antibody against transglutaminase 1

(1/250, Biogenesis Ltd, Poole, UK) followed by a biotinylated

horse-anti-mouse secondary antibody (1/400, Vector Laboratories

Inc., Inc., Burlingame, CA, USA). The specimens then were

allowed to react with preformed avidin-biotin-enzyme complex

(ABC-ELITE reagent, Vector Laboratories Inc.) for 30 min. The

developing step was incubation with 3-amino-9-ethylcarbazole

(AEC) substrate for 15 min. The slides were counterstained with

Mayer’s haematoxylin. Irrelevant mouse Ig or normal rabbit

serum, respectively, were used as negative control and gave no

staining.

For double immunofluorescence stainings, the skin sections

were incubated with rabbit anti-Socs3 antibodies (1/100) from

Santa Cruz Biotechnology Inc and the monoclonal antibodies

against CD1a (dilution 1/10), CD3 (dilution 1/5) or CD68

(dilution 1/25), all from BD Biosciences Pharmingen, San Jose,

CA, USA. Sections were next incubated with Alexa Fluor 488 goat

anti-rabbit (green fluorescence, 1/500) and Alexa Fluor 546 goat

anti-mouse (red fluorescence, 1/500) from Invitrogen, Eugene,

OR, USA. The sections were evaluated using a Leica TCS SP2

confocal laser scanning microscope system, equipped with an

inverted Leica DM IRBE microscope, an argon laser, and two

HeNe lasers (Leica Microsystems, Germany). Leica confocal

software was used to acquire and visualize the data. Staining

was not observed when irrelevant isotype-matched mouse

antibodies were used or when primary antibodies were omitted.

Supporting Information

Table S1 Genes differentially expressed between skin from AE

patients and healthy control individuals. Shown are a detailed list

of ,4,000 genes identified by the multi-group SAM approach to

be consistently differentially expressed between AE and healthy

skin (FDR,0.003). This set of genes is the same genes that are

shown in Figure 1.

Found at: doi:10.1371/journal.pone.0004017.s001 (0.74 MB

PDF)

Table S2 Enriched GO terms. Shown are Gene Ontology (GO)

terms significantly enriched in 2181 genes induced (Gene Set 1) or

1896 genes repressed (Gene Set 2) in AE (P,0.05; FDR,0.05).

Found at: doi:10.1371/journal.pone.0004017.s002 (0.05 MB

PDF)

Table S3 Genes located in enriched AE-linked chromosomal

regions. Shown are differentially expressed AE genes located

within disease susceptibility chromosomal regions (cytobands) that

are enriched in 2194 genes induced (Gene Set 1) or 1908 genes

repressed (Gene Set 2) in AE (P,0.05; FDR,0.05).

Found at: doi:10.1371/journal.pone.0004017.s003 (0.06 MB

PDF)

Table S4 Overview of skin biopsy samples that were used in the

SAM approach to identify differentially expressed genes in AE and

healthy skin. Shown are six groups of samples representing skin

from atopic eczema patients (SAM group 1-3: AE-L, AE-M, AE-P)

and healthy control individuals (SAM group 4-6: H-N, H-M, H-

P). Corresponding microarray slide name are given for each

sample using the same nomenclature as is used in the Stanford

Microarray Database (SMD).

Found at: doi:10.1371/journal.pone.0004017.s004 (0.05 MB

PDF)
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Gene ID Gene Name contrast-1 contrast-2 contrast-3 contrast-4 contrast-5 contrast-6
AE:L AE:M AE:P H:N H:M H:P

IMAGE:33478  FPGS Hs.335084 Folylpolyglutamate synthase R44864 207402.337336877 2.85102054 2.47270515 -3.14968356 -4.16691931 -3.5568147
IMAGE:982385  CRISP3 Hs.404466 Cysteine-rich secretory protein 3 AA522850::AI732509::AI791464 9421-2.1088691 -2.33120557 -1.64640924 3.89010241 2.25926439 2.56875676
IMAGE:502155  PTGIS Hs.302085 Prostaglandin I2 (prostacyclin) synthase AA126676::AA127288 1004652.980389292 1.13158331 2.68863679 -3.16025985 -3.51714961 -2.85134543
IMAGE:123926  CTSK Hs.632466 Cathepsin K (pycnodysostosis) R00859::R01515 119132.814971321 2.01587231 2.36628467 -3.16760007 -4.14289794 -2.89362327
IMAGE:138991  COL6A3 Hs.233240 Collagen, type VI, alpha 3 R62603::R62651 1254312.353657571 2.59859195 1.23417695 -3.55874343 -2.72201229 -2.69033974
IMAGE:1876531  CTSG Hs.421724 Cathepsin G AI272833 80571.642872788 1.77926037 2.77376731 -2.25467441 -3.42234427 -2.9233902
IMAGE:2406134  MAPKAPK3 Hs.234521 Mitogen-activated protein kinase-activated protein kinase 3 AI831446 878902.215373296 2.08665788 2.34012824 -3.99935363 -3.04141388 -2.33743956
IMAGE:357681  NCF4 Hs.474781 Neutrophil cytosolic factor 4, 40kDa W92603::W95229 238521.665652497 1.79234282 2.07556607 -2.34297002 -3.02287474 -2.4156058
IMAGE:428103  CD1C Hs.1311 CD1c molecule AA002086::AA002132 86041.755770258 1.65486323 2.21933104 -2.80315254 -2.28616782 -2.80079367
IMAGE:124822  SHANK2 Hs.268726 SH3 and multiple ankyrin repeat domains 2 R05837 79513-2.347960335 -2.04257271 -1.65049441 2.93549181 2.49865206 3.21477372
IMAGE:857640  COL6A2 Hs.420269 Collagen, type VI, alpha 2 AA633747 897121.803825747 1.31147332 2.71574806 -2.99917919 -2.8835834 -2.18487109
IMAGE:2418774  MYBPC1 Hs.485903 Myosin binding protein C, slow type AI865749 106653-2.05329443 -1.80283176 -1.43890648 2.28499061 2.497733 2.80009878
IMAGE:1912578  PTGIS Hs.302085 Prostaglandin I2 (prostacyclin) synthase AI304790 1214762.259755241 1.21038932 1.97135335 -2.5157284 -2.64733348 -2.50634665
IMAGE:376416  C1R Hs.524224 Complement component 1, r subcomponent AA041382::AA041422 640471.880238843 1.80316851 1.62222077 -3.34328684 -2.10681061 -2.10278954
IMAGE:823851  AEBP1 Hs.439463 AE binding protein 1 AA490462::AA490684 1003391.984573132 1.460248 2.47426395 -2.79376058 -3.17618121 -2.29011983
IMAGE:784178  PTGER3 Hs.445000 Prostaglandin E receptor 3 (subtype EP3) AA446650::AA447453 1350863.010122163 0.86334025 2.03877305 -3.21563832 -2.4535772 -2.68944441
IMAGE:768497  CCL18 Hs.143961 Chemokine (C-C motif) ligand 18 (pulmonary and activation-regulated) AA495985::AA425047 169541.557692326 1.56070408 1.62244501 -1.69457389 -2.59227697 -2.41880001
IMAGE:2213769  CDSN Hs.556031 Corneodesmosin AI582314 1137332.206490473 0.97884385 1.97795482 -2.54397458 -2.25830502 -2.44816541
IMAGE:898305  NBL1 Hs.632384 Neuroblastoma, suppression of tumorigenicity 1 AA598830 1240452.060587323 1.37631636 2.19393243 -3.25720693 -2.55319738 -2.08736676
IMAGE:489089  COL6A1 Hs.474053 Collagen, type VI, alpha 1 AA047209::AA047208 755231.562189986 1.78310223 1.86926717 -2.83588862 -2.4559379 -2.06269577
IMAGE:358599  C1orf42 Hs.110196 Chromosome 1 open reading frame 42 W96216::W96310 1394492.18222017 1.09851283 1.54253499 -2.27942359 -2.24849326 -2.32135138
IMAGE:2307518  EMILIN2 Hs.532815 Elastin microfibril interfacer 2 AI671569 202511.793540244 1.92440949 1.7575512 -2.49455271 -2.66357998 -2.61573091
IMAGE:299539  FGF12 Hs.584758 Fibroblast growth factor 12 N71102::W05845 1081571.673540529 1.55141011 1.91877842 -2.94250088 -2.27811138 -2.01528672

Supplementary Table S1. Genes differentially expressed between skin 
from AE patients and healthy control individuals. Shown are a list of 
~4,000 genes identified by a multi-group SAM approach to be 
consistently differentially expressed between AE and healthy skin 
(FDR<0.003). Six groups were used in the SAM analysis 
representing atopic eczmea (AE-L, AE-M, AE-P) and healthy (H-N, H-
M, H-P) skin biopsy samples. The “contrast value” for each gene 
calculated by the SAM program are given in the table, e.g. the 
standardized mean difference between the genes expression in the 
class, versus its overall expression.



IMAGE:1870512  TNFRSF14 Hs.512898 Tumor necrosis factor receptor superfamily, member 14 (herpesvirus entry mediator) AI245559 35701.374241371 1.5114805 2.39750878 -2.39089283 -2.5425168 -2.39205916
IMAGE:377346  C1S Hs.458355 Complement component 1, s subcomponent AA055521::AA055520 580301.912509355 1.54586235 1.65819675 -2.98788396 -2.34235119 -1.93006833
IMAGE:754378  PTGES Hs.146688 Prostaglandin E synthase AA436163::AA436290 306181.956240595 1.90354068 1.29126351 -3.73882341 -1.68711998 -1.97780791
IMAGE:246079  TRAK2 Hs.152774 Trafficking protein, kinesin binding 2 N55566::N76952 636271.470347722 2.41462349 0.66036895 -2.42687511 -1.95816022 -2.26788268
IMAGE:813318  NRM Hs.519993 Nurim (nuclear envelope membrane protein) AA455168::AA456543 972752.447958699 2.11322424 1.56170938 -3.93869503 -2.65953121 -2.19568489
IMAGE:2119355  CRISP3 Hs.404466 Cysteine-rich secretory protein 3 AI400952 113585-1.612583072 -1.55760262 -1.08550377 2.79804068 1.44304736 1.87107021
IMAGE:329018  GLTP Hs.381256 Glycolipid transfer protein W42508::W40550 762182.210448551 0.95727761 1.69792415 -2.82848365 -2.31203527 -1.73347551
IMAGE:49944  ACSL3 Hs.471461 Acyl-CoA synthetase long-chain family member 3 H29215::H29214 106317-2.311069547 -0.99478278 -1.87560626 1.59801761 2.94987133 2.75539738
IMAGE:811827  NDST1 Hs.222055 N-deacetylase/N-sulfotransferase (heparan glucosaminyl) 1 AA463635 231221.286726183 2.36288107 0.808571 -2.55884605 -1.97185248 -1.9544261
IMAGE:2566009  TIMP2 Hs.104839 TIMP metallopeptidase inhibitor 2 AW005791 935631.892475659 0.35628057 2.72959067 -2.18556571 -2.71989444 -1.87966252
IMAGE:85097  PROS1 Hs.64016 Protein S (alpha) T74192::T74191 760152.625571134 1.27807279 1.86794706 -2.62030525 -2.85620339 -2.71389107
IMAGE:296140  FAM89A Hs.38516 Family with sequence similarity 89, member A N74350::W02617 841703.01948362 0.92694461 0.6608797 -2.32240867 -2.50073213 -1.92260116
IMAGE:814350  IDE Hs.500546 Insulin-degrading enzyme AA458827::AA459018 568312.854937796 0.52129052 1.5611925 -2.66067832 -2.35007677 -2.00507802
IMAGE:144849   Hs.569690 Transcribed locus R78490::R78530 648531.168311645 2.45070386 0.66476681 -2.27091134 -2.09311178 -1.89545866
IMAGE:2209734  PTGES Hs.146688 Prostaglandin E synthase AI540460 124031.988474049 1.48174516 1.46766936 -3.54965042 -1.80425092 -1.68601418
IMAGE:487988  CORO1A Hs.415067 Coronin, actin binding protein, 1A AA047478::AA047477 237221.257680564 2.05792439 0.99959274 -2.37797544 -1.90371149 -1.94121143
IMAGE:435858  RNASE6 Hs.23262 Ribonuclease, RNase A family, k6 AA701545 640501.46456101 1.94503039 1.1297626 -2.38791595 -2.26856368 -1.87011073
IMAGE:341763  CASP5 Hs.213327 Caspase 5, apoptosis-related cysteine peptidase W60703::W60764 1039141.690994638 2.22395115 1.0944745 -2.5792583 -2.63793241 -2.0233211
IMAGE:489129  FBN1 Hs.591133 Fibrillin 1 AA056415::AA056663 121931.748628064 1.44883937 1.47243976 -2.23266143 -2.28050005 -2.12358937
IMAGE:206816  CECR1 Hs.170310 Cat eye syndrome chromosome region, candidate 1 R98055::R98295 868981.269267068 1.96114296 1.89290314 -2.54481723 -2.50453679 -2.16238994
IMAGE:2510979  PSMB8 Hs.180062 Proteasome (prosome, macropain) subunit, beta type, 8 (large multifunctional peptidase 7) AI983836 203651.611631904 1.89326931 1.1666448 -3.18767067 -1.95651286 -1.57147429
IMAGE:742685  DAB2 Hs.481980 Disabled homolog 2, mitogen-responsive phosphoprotein (Drosophila) AA400292 1392901.842109422 1.63342854 1.42899777 -2.6382961 -2.34574618 -2.01551187
IMAGE:205185  THBD Hs.2030 Thrombomodulin H59861::H60674 629351.718000192 1.48756613 1.34066441 -3.30240201 -1.73076967 -1.45100831
IMAGE:248829  LOX Hs.102267 Lysyl oxidase H80737::H80736 1189661.088160764 2.06893959 1.98431121 -1.72976785 -2.7229616 -2.76331009
IMAGE:753184  SOX9 Hs.642674 SRY (sex determining region Y)-box 9 (campomelic dysplasia, autosomal sex-reversal) AA400464::AA400739 127105-2.149140682 -1.03846456 -1.31201387 1.77826941 2.15398774 2.48916805
IMAGE:757440  IL10RA Hs.504035 **Interleukin 10 receptor, alpha AA437226::AA442290 995561.225063485 2.18387073 1.11658529 -2.51705504 -1.85379255 -2.13828535
IMAGE:281392  DNER Hs.234074 Delta-notch-like EGF repeat-containing transmembrane N47888::N51145 17684-2.046921213 -1.17788851 -1.07566833 2.07292262 1.71026903 2.39860835
IMAGE:1609538  KIAA1324 Hs.642705 KIAA1324 AI000966 23937-2.321842266 -0.94506443 -0.77521451 1.88927642 1.77927613 2.20082563
IMAGE:50503  ITGB2 Hs.375957 Integrin, beta 2 (complement component 3 receptor 3 and 4 subunit) H17426::H17425 809911.085216306 2.3530526 0.84951866 -2.43997549 -2.01167377 -1.76765243
IMAGE:510383  IFITM1 Hs.458414 Interferon induced transmembrane protein 1 (9-27) AA055586 125381.461545936 1.97289848 1.18777565 -2.88042717 -2.24320323 -1.51275579
IMAGE:2306445  TGM1 Hs.508950 Transglutaminase 1 (K polypeptide epidermal type I, protein-glutamine-gamma-glutamyltransferase) AI652954 948002.393665687 0.67532093 1.17153066 -2.32077897 -2.06754922 -1.67956506
IMAGE:85634  C1S Hs.458355 Complement component 1, s subcomponent T62048::T62112 1005851.859880731 1.35177777 1.59482035 -2.95587684 -2.03557534 -1.81956101
IMAGE:1032509   Hs.572666 Transcribed locus AA779507 118366-1.943846645 -1.55728405 -0.57294426 1.67847565 2.23474055 2.05466017
IMAGE:1606893  LOC642851 Hs.500098 Similar to upstream binding protein 1 AA999783::AI820657 90924-1.809126514 -1.62521097 -1.50198755 2.53197011 2.18712846 2.30989209
IMAGE:878449   Hs.592532 3'UTR of hypothetical protein (ORF1) AA670382 1349081.885088846 1.456373 1.56224883 -3.44605919 -1.87221409 -1.64673052
IMAGE:133273  PMP22 Hs.372031 Peripheral myelin protein 22 R26732::R26960 848051.866069157 1.30913919 1.61984749 -2.5049936 -2.4861501 -1.79647818



IMAGE:783698  LPIN1 Hs.467740 Lipin 1 AA446822::AA446821 28078-1.931630279 -1.15401904 -1.10621933 1.44028431 2.60150555 1.96945828
IMAGE:785701  RAB31 Hs.99528 RAB31, member RAS oncogene family AA449333::AA449590 992302.376466481 0.96199275 0.82238236 -2.33390453 -2.16500452 -1.53675775
IMAGE:503051  LOC645638 Hs.463652 Similar to WDNM1 homolog AA149250::AA151535 308521.744663944 0.95091084 1.8431674 -2.26021085 -2.15529881 -1.93181177
IMAGE:2125838  HLA-G Hs.512152 HLA-G histocompatibility antigen, class I, G AI565209 977951.750325216 1.72119732 0.61258972 -2.63589854 -2.20771851 -1.12940392
IMAGE:915446  TMPRSS2 Hs.439309 Transmembrane protease, serine 2 AA579186::AI821436 127083-2.109597094 -1.30863384 -0.75152892 2.05644694 1.73145717 2.27885344
IMAGE:740975  SLC4A11 Hs.105607 Solute carrier family 4, sodium bicarbonate transporter-like, member 11 AA478318::AI821674::AA478379::AI820923 12521-1.712242639 -1.9199901 -1.11606433 1.65659922 2.6519368 2.5348935
IMAGE:214136  SORBS2 Hs.481342 Sorbin and SH3 domain containing 2 H72914::H72516 84430-1.950704411 -1.71802338 -1.0993656 2.08807117 2.44286085 2.34636666
IMAGE:121530  URP2 Hs.180535 UNC-112 related protein 2 T97890 74051.186514258 2.30203334 1.03616169 -2.47469211 -2.06243506 -1.99089633
IMAGE:1323785  THY1 Hs.643513 **Thy-1 cell surface antigen AA877226::AI732848 612481.149253728 2.26830765 0.7235496 -2.29295854 -1.88200654 -1.85581399
IMAGE:1534435  TIMP2 Hs.104839 TIMP metallopeptidase inhibitor 2 AA917374 665071.626124578 0.17137876 2.68737358 -2.12342314 -2.29632326 -1.63572557
IMAGE:75644  C4A Hs.534847 Complement component 4A (Rodgers blood group) T58430::T58462 699581.944383941 0.05663733 2.32336337 -1.89671563 -2.32038603 -1.68863447
IMAGE:322537  SLC26A2 Hs.302738 Solute carrier family 26 (sulfate transporter), member 2 W15263::W39102 24546-2.184763228 -1.15565919 -1.13039599 2.21394445 2.10459441 2.10508976
IMAGE:915177     AA579371 22179 -1.53431836 -2.18896043 -0.89267627 1.60262431 2.38262338 2.71551584
IMAGE:509641  IFITM1 Hs.458414 Interferon induced transmembrane protein 1 (9-27) AA058323::AA058453 228831.419511491 1.80739793 1.10712438 -2.87788925 -2.04670403 -1.29967632
IMAGE:843121  CLIC1 Hs.414565 Chloride intracellular channel 1 AA485913::AA486518 1116071.869518157 1.78789933 1.04468789 -2.46036066 -2.53957893 -1.79204649
IMAGE:753215  GNAI1 Hs.134587 Guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 1 AA406364::AA406420 1142462.213954167 1.57408647 1.21576056 -2.47264439 -2.35072365 -2.37839361
IMAGE:213502  CD53 Hs.443057 CD53 molecule H70125::H70124 1076251.342887913 1.94715155 0.61351263 -1.92446334 -1.74929786 -2.02818877
IMAGE:2441080  ANPEP Hs.1239 Alanyl (membrane) aminopeptidase (aminopeptidase N, aminopeptidase M, microsomal aminopeptidase, CD13, p150) AI888228 218391.495108728 1.78607088 1.06311551 -2.2543665 -2.35705902 -1.63923828
IMAGE:24707  MARCH3 Hs.132441 Membrane-associated ring finger (C3HC4) 3 R38848::T80495 974273.159905211 0.19497352 1.30129132 -2.15895465 -2.27274734 -2.22723026
IMAGE:84786  FOXA1 Hs.163484 Forkhead box A1 T74639 138368-1.607315565 -1.24315492 -1.23009224 2.02710386 1.55499615 2.23122102
IMAGE:1323448  CRIP1 Hs.70327 Cysteine-rich protein 1 (intestinal) AA873604 186642.171239126 0.7218201 1.23897782 -1.79775852 -2.40455273 -1.68599986
IMAGE:824384  CD37 Hs.166556 CD37 molecule AA489700 1127511.298645697 2.01190343 1.01405945 -2.28323429 -1.95617515 -1.99398856
IMAGE:2511237  FBLN2 Hs.198862 Fibulin 2 AI982687 821461.8392999 0.49819192 1.99345024 -2.184243 -2.21117552 -1.60263201
IMAGE:260303  ETS2 Hs.517296 V-ets erythroblastosis virus E26 oncogene homolog 2 (avian) H96235::H96769 564842.01686614 1.43778416 1.0894158 -2.90693923 -2.0038471 -1.63295888
IMAGE:1592837  IFITM2 Hs.174195 Interferon induced transmembrane protein 2 (1-8D) AA985421 1262771.249434566 2.01400719 0.73535616 -2.59231975 -1.86493451 -1.35710359
IMAGE:796240  MICAL1 Hs.33476 Microtubule associated monoxygenase, calponin and LIM domain containing 1 AA460666 660291.52543564 1.51659554 1.45029478 -3.30280654 -1.70495828 -1.36815043
IMAGE:260052  HCLS1 Hs.14601 Hematopoietic cell-specific Lyn substrate 1 N32012 78991.150617399 2.14439806 0.73560459 -2.47402569 -1.48493267 -1.90307057
IMAGE:122394  NCLN Hs.73797 Nicalin homolog (zebrafish) T99303::T99302 936601.968322328 1.24387742 1.05724076 -3.20040793 -1.62259147 -1.31685116
IMAGE:183337  HLA-DMB Hs.351279 Major histocompatibility complex, class II, DM beta H42728::H42679 970581.325013613 1.68887279 1.61236906 -3.13389398 -1.83449689 -1.56790007
IMAGE:624360  PSMB8 Hs.180062 Proteasome (prosome, macropain) subunit, beta type, 8 (large multifunctional peptidase 7) AA181300::AA187014 1237121.429707237 1.78920787 0.97478775 -2.70572593 -1.83889264 -1.50223878
IMAGE:815130   Hs.598906 Transcribed locus AA481493::AA481179 68385-1.968001469 -1.66429735 -1.19542081 2.32195242 2.3661316 2.25464022
IMAGE:131268  GRB14 Hs.411881 Growth factor receptor-bound protein 14 R24266::R24375 96017-1.92785105 -1.11570932 -1.05401 2.19138123 1.79406971 1.89740211
IMAGE:1257131  MFI2 Hs.184727 Antigen p97 (melanoma associated) identified by monoclonal antibodies 133.2 and 96.5 AA876192 92086-2.118488916 -1.06054678 -0.61563075 1.90498433 1.73226849 1.90083915
IMAGE:1475574   Hs.173894 Transcribed locus, strongly similar to NP_000748.3 colony stimulating factor 1 isoform a precursor; macrophage colony stimulating factor [Homo sapiens] AA878257 1123921.741412346 1.70418826 0.96880568 -2.12513662 -1.63157276 -2.62269862
IMAGE:2569190  FSTL1 Hs.591316 Follistatin-like 1 AW073393 626531.873721887 1.20257405 1.25723927 -2.31204696 -2.1797924 -1.69415363
IMAGE:343760  SH3BGRL2 Hs.302772 SH3 domain binding glutamic acid-rich protein like 2 W69271::W69558 122318-2.166749708 -1.68985404 -0.17047974 2.31417493 1.44947398 2.23435638



IMAGE:362278  SOCS3 Hs.527973 Suppressor of cytokine signaling 3 AA001219::AA001218 231251.770551362 1.75753932 0.5135885 -1.88188701 -2.03091551 -2.02131913
IMAGE:1926620  THY1 Hs.643513 **Thy-1 cell surface antigen AI346653 969561.31248181 2.07074438 0.33979118 -1.63718436 -1.98657985 -1.87581405
IMAGE:122982  EGLN3 Hs.135507 Egl nine homolog 3 (C. elegans) R00226::R00332 711181.833184084 1.08744564 1.1029067 -1.65805204 -2.09482698 -2.00669894
IMAGE:51843  PIAS2 Hs.514846 Protein inhibitor of activated STAT, 2 H24309::H23029 29896-2.803648025 -1.57576212 -1.43687011 3.94476402 2.54050731 1.87993153
IMAGE:1913366  PRSS3 Hs.128013 Protease, serine, 3 (mesotrypsin) AI308916 992902.164772189 0.75061319 0.83171559 -2.30317463 -2.06833697 -1.04121096
IMAGE:741831  PLTP Hs.439312 Phospholipid transfer protein AA402874::AA401952 870631.752453793 1.13863551 1.47324133 -2.58301214 -2.06650651 -1.52866695
IMAGE:2491247  SLCO2B1 Hs.7884 Solute carrier organic anion transporter family, member 2B1 AI952908 1118731.547079737 1.83658188 0.90671604 -2.13316924 -2.07677272 -1.99894552
IMAGE:486676  LCP1 Hs.381099 Lymphocyte cytosolic protein 1 (L-plastin) AA044266::AA044166 753280.922136369 2.05038501 0.90278041 -2.24999114 -1.64341954 -1.69384691
IMAGE:80256  TIMP2 Hs.104839 TIMP metallopeptidase inhibitor 2 AI821338::T64336::AI820548::T65689 280741.721683911 0.5332225 2.52557715 -1.7335434 -2.7426144 -2.06317326
IMAGE:1892897  MASP1 Hs.89983 Mannan-binding lectin serine peptidase 1 (C4/C2 activating component of Ra-reactive factor) AI278088 258381.594075982 1.09926087 1.40119298 -1.64960653 -2.05223691 -2.08965307
IMAGE:325072  TIMP2 Hs.104839 TIMP metallopeptidase inhibitor 2 W49694::W49684 1038261.203935776 1.22946259 2.00274045 -2.26240039 -2.09236156 -1.79876116
IMAGE:365085  TRPS1 Hs.253594 Trichorhinophalangeal syndrome I AA024604::AA024603 16862-1.758948966 -1.96401539 -0.66510277 1.81924605 2.21891148 2.37766746
IMAGE:2541441  SERPING1 Hs.384598 Serpin peptidase inhibitor, clade G (C1 inhibitor), member 1, (angioedema, hereditary) AW057883 26471.836668917 0.0869976 2.56206457 -2.59521131 -2.14050949 -1.35235968
IMAGE:190325  PLCB4 Hs.472101 Phospholipase C, beta 4 H29897 121481-1.729954408 -1.72224451 -0.74154576 2.09617778 1.69574507 2.31330773
IMAGE:301735  TGM3 Hs.2022 Transglutaminase 3 (E polypeptide, protein-glutamine-gamma-glutamyltransferase) N90882::W16819 231312.068142124 0.8398196 1.3806178 -2.46092108 -1.83370668 -1.79308708
IMAGE:450079     AA703419 24404-1.686972052 -1.30151485 -1.05068002 1.66895066 2.20398826 1.92314146
IMAGE:159118  RHOG Hs.501728 Ras homolog gene family, member G (rho G) R76314::R76313 561771.508857285 2.09921174 0.89741874 -2.88901984 -2.01930123 -1.62555589
IMAGE:431655  CD37 Hs.166556 CD37 molecule AA676453 1201221.398824914 1.799017 0.86437484 -2.23146595 -1.99909635 -1.64666913
IMAGE:840493  RNASE1 Hs.78224 Ribonuclease, RNase A family, 1 (pancreatic) AA485893::AA487797 192221.237636684 1.10840674 2.0022472 -1.96565062 -2.15411096 -1.90211256
IMAGE:47481  CLEC2B Hs.85201 C-type lectin domain family 2, member B H11732::H11808 1038711.702110613 1.26641725 1.39427493 -2.42618581 -2.28570524 -1.48374441
IMAGE:2326216  PADI2 Hs.33455 Peptidyl arginine deiminase, type II AI688230 6032-1.572329936 -1.75970009 -0.39450032 1.99329809 1.72395349 1.77391887
IMAGE:625384   Hs.269512 Transcribed locus, strongly similar to NP_009016.1 follistatin-like 1 precursor; follistatin-related protein [Homo sapiens] AA181288 667631.788819496 1.21507181 1.08301369 -2.28783408 -1.95608612 -1.61568387
IMAGE:1555479   Hs.380686 **Transcribed locus, weakly similar to NP_060312.1 hypothetical protein FLJ20489 [Homo sapiens] AA974952::AI792934 117697-1.75256585 -1.31436229 -0.95239414 2.18421292 1.88707489 1.71959709
IMAGE:856447  IFI30 Hs.14623 Interferon, gamma-inducible protein 30 AA630800 1353131.259532108 1.78882791 0.57667777 -2.29564108 -1.4326588 -1.56508735
IMAGE:381066  SERPING1 Hs.384598 Serpin peptidase inhibitor, clade G (C1 inhibitor), member 1, (angioedema, hereditary) AA057434 1027341.574393418 1.11669495 1.9357845 -2.14577738 -2.02767767 -2.28290813
IMAGE:755599  IFITM1 Hs.458414 Interferon induced transmembrane protein 1 (9-27) AA419251::AA419286 1051461.217767845 1.72937813 1.07361602 -2.44828989 -2.07664845 -1.23780064
IMAGE:588053  TMEM45B Hs.504301 Transmembrane protein 45B AA135001::AA135080 1178872.01334744 1.33925746 0.318683 -1.71483104 -2.0009306 -1.71149946
IMAGE:796147  PLEKHH1 Hs.594236 Pleckstrin homology domain containing, family H (with MyTH4 domain) member 1 AA460986::AA461293 12723-1.818835788 -1.68150881 -0.41387512 1.62543059 2.13248406 2.00994614
IMAGE:81449  MOSC2 Hs.369042 MOCO sulphurase C-terminal domain containing 2 T63490::T63565 14870-2.119027885 -1.4685421 -0.78903465 2.22663411 1.71708691 2.42392728
IMAGE:47142  PEX12 Hs.591190 Peroxisomal biogenesis factor 12 H10965::H10964 619982.006395543 1.0795533 1.65251032 -2.33206873 -2.3910496 -1.97144284
IMAGE:565050  DAZ4 Hs.70936 **Deleted in azoospermia 4 AA126506::AI732429::AA126633 23171-1.33483134 -1.31945641 -1.00236757 1.68862527 1.75484401 1.79092181
IMAGE:50302  ASPHD2 Hs.567547 Aspartate beta-hydroxylase domain containing 2 H17273::H17272 745032.393193138 0.21254563 1.59569919 -1.14149755 -2.21024636 -2.55148823
IMAGE:344292  HAL Hs.190783 Histidine ammonia-lyase W70115::W69965 119101.82562605 0.53428211 1.41120539 -2.04047798 -1.68973729 -1.57365371
IMAGE:785707  PRC1 Hs.567385 Protein regulator of cytokinesis 1 AA449336::AA449593 1390191.622348208 1.15964449 0.92373751 -2.60515753 -1.59464137 -1.12786202
IMAGE:504226  CD53 Hs.443057 CD53 molecule AA132090::AA132191 792591.342358191 1.73868883 0.48350971 -1.66945738 -1.69918218 -1.8573181
IMAGE:429681  SORBS2 Hs.481342 Sorbin and SH3 domain containing 2 AA011597 64310-1.559784215 -1.79735194 -0.86829246 1.60241182 2.35223494 2.16642304



IMAGE:714453  IL4R Hs.513457 Interleukin 4 receptor AA293306::AA292025 919291.355927194 2.09401564 0.53624574 -3.1924139 -1.20182594 -1.45098159
IMAGE:564801  SLC12A2 Hs.162585 Solute carrier family 12 (sodium/potassium/chloride transporters), member 2 AA136565::AA129551 127862-1.851275229 -0.96778233 -0.86016796 1.79344069 1.69314128 1.81721432
IMAGE:2504698  ARRB2 Hs.435811 Arrestin, beta 2 AW009594 1010111.659611642 1.75039154 0.70444927 -1.84518303 -2.10716197 -2.04322135
IMAGE:307050  PPARGC1A Hs.527078 Peroxisome proliferative activated receptor, gamma, coactivator 1, alpha N89673::W21597 8967-2.005283895 -1.1167292 -0.42970238 1.60529017 1.705577 1.90928045
IMAGE:430169   Hs.38218 Transcribed locus AA010251::AA010250 972801.166013372 2.01667614 0.85325906 -1.86325102 -2.183607 -1.79375007
IMAGE:486386  STK10 Hs.519756 Serine/threonine kinase 10 AA044263::AA044147 1137671.697398256 1.4451229 1.25480991 -2.01746703 -2.18343766 -2.08138943
IMAGE:361587  ZMAT1 Hs.496512 Zinc finger, matrin type 1 AA016980 83868-1.88548529 -1.02439863 -1.4256735 2.0784119 2.10801617 1.96048969
IMAGE:1516938  GPR109A Hs.524812 G protein-coupled receptor 109A AA903016 553311.62795069 1.21354947 1.33964078 -2.11423397 -2.04622967 -1.77633759
IMAGE:1911490   Hs.536075 PP632 unknown mRNA AI268028 121249-1.472891931 -1.7812929 -0.64849966 1.44912436 2.19774284 2.04503462
IMAGE:999166     AA550710::AI821494 21585-1.901526486 -1.32386439 -0.9056259 2.45360047 1.83339891 1.6831193
IMAGE:1635983  HAO2 Hs.356368 Hydroxyacid oxidase 2 (long chain) AI017808 1218-1.641838034 -1.34345734 -0.47139005 1.07832467 2.32891273 1.65994323
IMAGE:611412  RPRC1 Hs.643562 **Arginine/proline rich coiled-coil 1 AA180204::AA180820 1099821.978430586 1.01541862 1.18110714 -2.5689624 -1.98232411 -1.41587121
IMAGE:295564  RAB31 Hs.99528 RAB31, member RAS oncogene family N72559::W02384 1026351.47357658 1.09917456 1.05828592 -2.72699237 -1.65551291 -0.79947883
IMAGE:119133  MAPK8 Hs.138211 Mitogen-activated protein kinase 8 T94087::T94169 28092-2.026425747 -1.11809995 -0.67118601 1.87745262 1.84908714 1.8292313
IMAGE:342647  MAPKAPK3 Hs.234521 Mitogen-activated protein kinase-activated protein kinase 3 W68281::W68280 105301.788342796 1.05226949 1.67347075 -3.1988327 -1.66813479 -1.48578936
IMAGE:1455976  IFITM2 Hs.174195 Interferon induced transmembrane protein 2 (1-8D) AA862371 1196781.388008704 1.55896752 0.92378978 -2.75560552 -1.49807194 -1.32152409
IMAGE:70692  SERPINB2 Hs.514913 **Serpin peptidase inhibitor, clade B (ovalbumin), member 2 T49159::T49158 638362.108632409 0.65597549 0.91853449 -0.99666015 -2.53971079 -1.75870903
IMAGE:897774  APRT Hs.28914 Adenine phosphoribosyltransferase AA598510 1143301.609126721 1.41403905 1.18525442 -2.87205182 -1.82419457 -1.3200703
IMAGE:208699  KIAA1949 Hs.101150 KIAA1949 H61003::H61002 318421.410092086 1.85570204 0.79849243 -2.37301705 -1.75234605 -1.77144362
IMAGE:713696  TIMP1 Hs.522632 TIMP metallopeptidase inhibitor 1 AA284534::AA287220 1156041.015370902 1.85129226 0.60977845 -2.3301271 -1.47927858 -1.25281213
IMAGE:768571  SOX8 Hs.243678 SRY (sex determining region Y)-box 8 AA425106::AA429327 56791-2.102001045 -1.29222826 -0.83448844 1.68138347 1.8850591 2.56801193
IMAGE:1669672  THY1 Hs.643513 **Thy-1 cell surface antigen AI057267 1355601.097045691 1.76891684 0.84840432 -1.93336293 -1.63911279 -1.78697349
IMAGE:162310  PMP22 Hs.372031 Peripheral myelin protein 22 H28091::H26086 1358421.542594777 1.14996779 1.2779443 -1.9793998 -2.20770743 -1.44916699
IMAGE:278501  FYN Hs.390567 **FYN oncogene related to SRC, FGR, YES N66144::N98665 1081881.486684154 1.66135059 1.33975886 -2.51703011 -2.03926604 -1.84045454
IMAGE:756556  SERPING1 Hs.384598 Serpin peptidase inhibitor, clade G (C1 inhibitor), member 1, (angioedema, hereditary) AA481438::AA481677 826031.677385346 0.68911227 2.1075748 -2.39910898 -2.37532701 -1.40977893
IMAGE:415899  IDE Hs.500546 Insulin-degrading enzyme W86199::W86356 997242.156166909 0.48993063 0.9940449 -1.94676312 -1.69640334 -1.56853597
IMAGE:665405  MYO5C Hs.487036 Myosin VC AA195002::AA194815 65344-1.940338396 -1.15884059 -1.05323278 2.08254478 1.67334971 2.20941496
IMAGE:823964  ITGA4 Hs.440955 Integrin, alpha 4 (antigen CD49D, alpha 4 subunit of VLA-4 receptor) AA490846::AA491015 743140.592714966 2.64578427 -0.05537832 -1.38025478 -1.57925989 -1.82901129
IMAGE:2503571  KLF4 Hs.376206 Kruppel-like factor 4 (gut) AW008766 849072.219289743 0.61166932 1.23518403 -2.06097907 -2.14483792 -1.58460164
IMAGE:293925  LYZ Hs.524579 Lysozyme (renal amyloidosis) N63943::N98412 233781.270347238 1.69472949 0.50522909 -2.03829673 -1.5524098 -1.48844494
IMAGE:811024  BST2 Hs.118110 Bone marrow stromal cell antigen 2 AA485371::AA485528 1188261.506719358 1.65031438 0.83071817 -1.67943332 -2.02185223 -2.07266277
IMAGE:325247  LOC645638 Hs.463652 Similar to WDNM1 homolog AA284262::W52432::W52431 167041.660101652 0.6432325 1.59329571 -1.80688691 -1.84676672 -1.79296724
IMAGE:796839  PDGFRL Hs.458573 Platelet-derived growth factor receptor-like AA461197::AA461373 751241.417074793 0.69776641 2.05452547 -1.7918124 -2.10235196 -1.84625427
IMAGE:290158  LOC257407 Hs.551993 Hypothetical protein LOC257407 N62206::N76504 20987-2.05178784 -1.26687351 -0.81728944 2.45723149 1.60294048 1.93943186
IMAGE:1604703  HLA-F Hs.519972 Major histocompatibility complex, class I, F AA988615 919501.164855374 1.66126253 0.89272856 -2.52036966 -1.78921575 -1.04550214
IMAGE:450926  PLEKHQ1 Hs.458575 Pleckstrin homology domain containing, family Q member 1 AA704699 921841.507185009 1.59856444 1.10827863 -2.40082347 -1.86704456 -1.77610445



IMAGE:380884  TMEM56 Hs.483512 Transmembrane protein 56 AA058576::AA056057 21812-1.926887934 -0.94819727 -0.61809258 1.38031938 2.09515876 1.60976538
IMAGE:323704  PLA2R1 Hs.410477 Phospholipase A2 receptor 1, 180kDa W44657::W44656 83845-1.493765253 -1.70262671 -0.59997083 1.56671815 1.92476636 2.05306697
IMAGE:713145  CD44 Hs.502328 CD44 molecule (Indian blood group) AA283090::AA282906 1010081.561505868 1.96152166 0.46687442 -2.47324166 -1.98616361 -1.40872905
IMAGE:472186  RAB32 Hs.287714 RAB32, member RAS oncogene family AA057378::AA036761 978811.268078855 1.93811644 0.95601939 -1.70890284 -2.56167795 -1.7337364
IMAGE:79240  HUNK Hs.109437 Hormonally upregulated Neu-associated kinase T58129::T63066 1243970.999947881 1.43325322 3.064742 -2.74178498 -2.24513229 -2.49381187
IMAGE:995732     AA531182::AI791627::AI821481 21463-1.853906991 -1.05368631 -0.7676703 2.15940831 1.63495011 1.5266194
IMAGE:43642  SEPT11 Hs.128199 Septin 11 H04810::H04913 6203-2.154518908 -0.56277943 -1.38262115 2.57167683 1.89027329 1.34227383
IMAGE:878468  DPH1 Hs.513856 DPH1 homolog (S. cerevisiae) AA670380 1039991.845834023 1.0696316 1.0766087 -2.8695957 -1.68566897 -1.16369464
IMAGE:2417989  ZAP70 Hs.234569 Zeta-chain (TCR) associated protein kinase 70kDa AI817942 852060.467383872 2.83762963 -0.00841454 -1.62013792 -1.37086853 -1.95599562
IMAGE:81662  LOC340061 Hs.379754 Hypothetical protein LOC340061 T65948::T64523 1337231.279823406 1.82554051 0.66471555 -2.4044139 -1.68463186 -1.39989455
IMAGE:346510  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) W74492::W79089 118271.42640605 1.63705235 0.89076259 -2.84605986 -1.7047008 -1.15788019
IMAGE:1521297  PLCB4 Hs.472101 Phospholipase C, beta 4 AA923082::AI733066::AI791556 123590-1.853826927 -1.1761537 -0.77439029 1.81050663 1.48384336 2.21860882
IMAGE:814123  NCF4 Hs.474781 Neutrophil cytosolic factor 4, 40kDa AA465389::AA465462 229401.115622451 1.75202596 1.29847642 -2.487004 -1.52063425 -1.91692988
IMAGE:279195   Hs.596939 Transcribed locus N46862::N47182 23787-1.511048501 -1.22430582 -1.01885329 1.80361339 2.04163766 1.53134704
IMAGE:433170  SMPD2 Hs.55235 Sphingomyelin phosphodiesterase 2, neutral membrane (neutral sphingomyelinase) AA680132 1330211.708365994 1.53987613 0.81170688 -2.68710032 -1.82529035 -1.37460612
IMAGE:1695257  APBB1IP Hs.310421 Amyloid beta (A4) precursor protein-binding, family B, member 1 interacting protein AI093231 252320.811255915 2.03134231 0.90474913 -1.72195693 -1.75529966 -1.91757716
IMAGE:626502  ARPC1B Hs.489284 Actin related protein 2/3 complex, subunit 1B, 41kDa AA188179::AA188155 1366501.020450251 2.17379047 0.35287825 -2.33483562 -1.59109286 -1.30653041
IMAGE:727988  CD52 Hs.276770 CD52 molecule AA435559::AA393138 1177011.179839761 1.69784615 0.62607719 -1.80981345 -1.74320035 -1.54611153
IMAGE:1030498  MMP2 Hs.513617 Matrix metallopeptidase 2 (gelatinase A, 72kDa gelatinase, 72kDa type IV collagenase) AA555166::AI791715 1029981.188510182 0.51203057 2.13812241 -1.91075101 -1.91551495 -1.39719818
IMAGE:2450237  SOCS3 Hs.527973 Suppressor of cytokine signaling 3 AI922872 1215161.477272094 1.6906938 0.18153251 -1.52252939 -1.76012458 -1.6962105
IMAGE:2417330  CD52 Hs.276770 CD52 molecule AI826477 624361.204745784 1.57276855 0.78024657 -1.91499939 -1.62683062 -1.5997497
IMAGE:489674  ZNFX1 Hs.371794 Zinc finger, NFX1-type containing 1 AA101963::AA099652 1033871.581405964 1.52845118 0.99890329 -2.77701388 -1.75883771 -1.37756323
IMAGE:280982  TNIP2 Hs.368551 TNFAIP3 interacting protein 2 N50859 1026801.341577323 1.92443604 0.73503517 -2.49475568 -1.79578659 -1.52727173
IMAGE:47783  MYST2 Hs.21907 MYST histone acetyltransferase 2 H11938 863372.000664659 0.88056554 1.24401679 -2.1351038 -1.96778609 -1.77397641
IMAGE:2011862  CLEC10A Hs.54403 C-type lectin domain family 10, member A AI357378 579311.072622792 1.6469046 0.79026757 -1.66250307 -1.71471051 -1.68991197
IMAGE:35612  COX7B Hs.522699 Cytochrome c oxidase subunit VIIb R45627::R14646 3840-1.90446009 -1.83741533 -0.55625085 2.42769823 1.94809961 1.93232885
IMAGE:149547  GNB4 Hs.270543 Guanine nucleotide binding protein (G protein), beta polypeptide 4 H00298::H00338 1141851.396261936 2.02236726 0.55643345 -1.93127599 -2.12193212 -1.77027748
IMAGE:1898511  HIRIP3 Hs.592046 HIRA interacting protein 3 AI302719 1201151.943044786 1.08145 1.63533236 -2.84598622 -2.34338926 -1.39153217
IMAGE:502287  EMB Hs.561411 Embigin homolog (mouse) AA156781::AA156850 699071.878963755 1.0223702 1.03365653 -1.71213251 -1.99307457 -1.93886451
IMAGE:2569196  MAP4 Hs.517949 Microtubule-associated protein 4 AW073395 853941.494474994 1.36819996 1.22072319 -2.77946728 -1.92360315 -1.11684598
IMAGE:782503  FADS1 Hs.503546 Fatty acid desaturase 1 AA431773::AA432026 116379-1.990464151 -0.61655947 -0.42907872 1.13824598 1.8316385 1.47699935
IMAGE:358885  FOXC1 Hs.348883 **Forkhead box C1 W94629::W94714 14932-1.817569783 -1.26769494 -0.52938344 1.4709069 1.77960857 2.03911091
IMAGE:1915749  GMFG Hs.5210 Glia maturation factor, gamma AI311932 1047051.007947894 1.87033977 0.62784665 -1.88836415 -1.69777284 -1.51610282
IMAGE:955277  LOC653198 Hs.526886 Similar to phosphodiesterase 4D, cAMP specific AA506308::AI732480::AI791434 68237-1.695719798 -1.6463161 -0.64144493 2.70230306 1.4322752 1.68028175
IMAGE:2028528     AI261207::AI793210 13607-2.14537129 -1.22383389 -1.06477401 2.5907629 1.79972403 1.99428835
IMAGE:417300  CFHR1 Hs.575869 Complement factor H-related 1 W88788::W88909 248741.856624274 0.34359847 1.6885103 -2.04542124 -1.85329098 -1.51225977



IMAGE:590759  SC4MOL Hs.105269 Sterol-C4-methyl oxidase-like AA157955::AA157954 87051-1.730544884 -0.90186813 -0.66945466 1.25750955 2.00514619 1.52278211
IMAGE:966761  CALML5 Hs.180142 Calmodulin-like 5 AA505923::AI732539::AI791495 936381.888208091 0.28033895 1.23712034 -1.83457965 -1.88486692 -1.07977442
IMAGE:429433  ATAD4 Hs.368260 ATPase family, AAA domain containing 4 AA007620::AA007645 58248-1.842371778 -1.13177939 -0.881713 1.98686693 1.55002735 2.02647372
IMAGE:838240  FNBP1L Hs.134060 Formin binding protein 1-like AA458682::AA458681 69506-1.880858794 -1.25515616 -0.96444509 1.77541047 2.10751418 2.02665415
IMAGE:767172  SVEP1 Hs.522334 Sushi, von Willebrand factor type A, EGF and pentraxin domain containing 1 AA424560::AA424657 227061.377972655 0.45391462 2.14584035 -2.0038831 -1.7738421 -1.65240615
IMAGE:1609746  VMD2 Hs.591961 Vitelliform macular dystrophy 2 (Best disease, bestrophin) AA991578 242991.152712411 1.62097329 0.95765753 -2.17307013 -1.54333998 -1.64119036
IMAGE:1553568  HAO2 Hs.356368 Hydroxyacid oxidase 2 (long chain) AA962446::AI792794 90875-1.55741609 -1.18213153 -0.66690308 1.43408167 2.00775138 1.50111723
IMAGE:594871  RP11-125A7.3 Hs.368282 KIAA0564 protein AA171735::AA171631 8500-1.788160459 -1.02419447 -0.90671348 1.41421521 2.12725013 1.8104589
IMAGE:769565  RER1 Hs.525527 RER1 retention in endoplasmic reticulum 1 homolog (S. cerevisiae) AA425821::AA426285 1232571.166761705 1.47125171 1.14138754 -2.60438327 -1.60935343 -1.17001785
IMAGE:127881     R08912::R09018 63687-1.445583086 -1.55705266 -0.74224602 1.39203677 2.14715325 1.89257113
IMAGE:2298175  EGF Hs.419815 Epidermal growth factor (beta-urogastrone) AI640568 83526-1.678813355 -1.08539856 -1.36860849 2.41281244 1.65091615 1.79334991
IMAGE:128150  BIN2 Hs.14770 Bridging integrator 2 R12369::R09777 1090431.081891914 1.97899014 0.46227452 -1.42132868 -1.71429995 -2.0335376
IMAGE:789012  FBLN2 Hs.198862 Fibulin 2 AA452840::AA452981 118401.613081841 -0.09192042 2.0348816 -1.87686607 -1.72793515 -1.22054291
IMAGE:181541  DNER Hs.234074 Delta-notch-like EGF repeat-containing transmembrane H28681::H39690 103659-1.793893842 -0.91636616 -0.6680445 1.80875403 1.29764083 1.79405077
IMAGE:207794  NFE2 Hs.75643 Nuclear factor (erythroid-derived 2), 45kDa H58953::H59000 829031.28249245 1.21079138 1.08609386 -0.68102581 -2.11660596 -2.29991131
IMAGE:713566  TMPRSS13 Hs.266308 Transmembrane protease, serine 13 AA290867::AI821522::AI820898 1026251.028345553 1.85783931 0.55615258 -1.66635597 -1.66225918 -1.69585286
IMAGE:1593317  PDGFRB Hs.509067 Platelet-derived growth factor receptor, beta polypeptide AI002365::AI733424::AI791734 199471.23775455 0.32398262 2.3501856 -2.34928792 -1.79097177 -1.14007807
IMAGE:564962  DAZ1 Hs.522868 Deleted in azoospermia 1 AA129397::AI732428::AA133797::AI733746 31329-1.191018529 -1.1656066 -1.07702786 1.72981099 1.29417784 1.85723368
IMAGE:449126  GPR153 Hs.531581 G protein-coupled receptor 153 AA777493 277351.303721167 1.12909645 1.56482669 -2.48958499 -1.54162225 -1.57405256
IMAGE:72003   Hs.135087 Transcribed locus, strongly similar to NP_000556.1 interleukin 6 receptor isoform 1 precursor; CD126 antigen; interleukin 6 receptor alpha subunit [Homo sapiens] T52330::T52406 1371921.455075046 1.64738704 0.6809604 -1.90783378 -2.02950055 -1.56755929
IMAGE:203732  FGL2 Hs.520989 Fibrinogen-like 2 H56349::H56348 1123951.118875654 1.42045017 0.88328321 -1.58588344 -1.92591377 -1.40129555
IMAGE:827132  RAC2 Hs.517601 Ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) AA521232 1020860.961413622 1.78895087 0.50666668 -1.68316979 -1.50229292 -1.57341738
IMAGE:810928  PLOD3 Hs.153357 Procollagen-lysine, 2-oxoglutarate 5-dioxygenase 3 AA459305::AA459536 642611.294041227 1.58849778 1.25168081 -2.67001548 -1.9183764 -1.30001764
IMAGE:1009876  GTF2H5 Hs.356224 General transcription factor IIH, polypeptide 5 AA224824::AA224825 84092-1.862571731 -1.16503891 -0.61568664 2.01837317 1.52895571 1.76369538
IMAGE:488202  ACOT4 Hs.49433 Acyl-CoA thioesterase 4 AA046424::AA056177 71011-2.054360095 -1.03476944 -0.51901745 1.51425067 2.15828848 1.60992697
IMAGE:2020898  PLOD3 Hs.153357 Procollagen-lysine, 2-oxoglutarate 5-dioxygenase 3 AI365391 744671.295210329 1.67170339 1.25756102 -2.36403334 -2.0493927 -1.60889582
IMAGE:757222  HMGCS2 Hs.59889 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2 (mitochondrial) AA496149::AA496148 115957-1.409697574 -1.50703581 -0.28678715 1.51283111 1.53147035 1.68928255
IMAGE:487118  AADAC Hs.506908 Arylacetamide deacetylase (esterase) AA045320::AA045221 981602.54157883 -0.08299853 0.46569142 -1.27294771 -1.46520295 -1.53183406
IMAGE:1762435  SLC13A1 Hs.489849 Solute carrier family 13 (sodium/sulfate symporters), member 1 AI209074::AI820807::AI792474 21835-2.043585134 -1.68568819 -0.70298809 2.47377076 1.89946551 2.09940882
IMAGE:158123  ATP6V1B1 Hs.64173 ATPase, H+ transporting, lysosomal 56/58kDa, V1 subunit B1 (Renal tubular acidosis with deafness) AI820766::H26518 64908-2.032918896 -1.26239668 -0.31278011 1.83617362 1.55584039 1.94193449
IMAGE:50519  ARNTL Hs.65734 Aryl hydrocarbon receptor nuclear translocator-like H17528::H17840 1161921.18948061 1.33071076 1.40204583 -2.07263121 -1.92143188 -1.53878125
IMAGE:345626  FABP7 Hs.26770 Fatty acid binding protein 7, brain W72051::W76403 78906-1.763271609 -0.75214182 -0.52974566 1.3443153 1.64883302 1.4421539
IMAGE:45544  TAGLN2 Hs.517168 Transgelin 2 H08564::H08563 184661.700931403 1.33334113 0.57942069 -2.01587475 -1.90235422 -1.3574557
IMAGE:138139  LOC643790 Hs.447529 **Similar to Nonhistone chromosomal protein HMG-14 (High-mobility group nucleosome binding domain 1) R53889::R53888 1212771.25688042 0.91761864 1.68359635 -2.27841585 -1.83172117 -1.25610701
IMAGE:795198  SLC39A1 Hs.7854 Solute carrier family 39 (zinc transporter), member 1 AA453577 690131.501413964 1.60132258 0.65552106 -2.31114024 -1.63675712 -1.52560879
IMAGE:1551030  CDA Hs.466910 Cytidine deaminase AA922903 21666-1.527881325 -1.57985143 -0.10794251 1.09126771 1.61443346 2.0908261



IMAGE:995700     AA531163::AI791626::AI821480 5797-1.785143378 -1.34552344 -0.5057125 2.07029785 1.5864746 1.67136841
IMAGE:1650748  FAM84B Hs.124951 Family with sequence similarity 84, member B AI022800 21010-1.714399371 -1.40665107 -0.67817289 1.6862194 1.82929074 2.01378163
IMAGE:2543381  CD99 Hs.495605 CD99 molecule AW029452 1395821.55849613 0.95711556 1.21665875 -2.17586622 -1.90155228 -1.21682247
IMAGE:455227  PLCL2 Hs.202010 Phospholipase C-like 2 AA677432 642760.861457228 2.1837566 1.09372199 -2.02374252 -2.25658219 -1.65464852
IMAGE:235903  HLA-DRB1 Hs.534322 Major histocompatibility complex, class II, DR beta 1 H52245::H52342 1231560.995370737 1.32917044 1.20393166 -2.20933648 -1.53074672 -1.25164314
IMAGE:2012021  OAS3 Hs.528634 2'-5'-oligoadenylate synthetase 3, 100kDa AI357590 1117901.771225854 1.43860474 0.33012199 -1.93280779 -1.90992102 -1.38466956
IMAGE:1609625  SELPLG Hs.591014 Selectin P ligand AA991507 91430.994492033 1.6397617 0.8207261 -1.79230807 -1.48815351 -1.69682664
IMAGE:309864  JUNB Hs.25292 Jun B proto-oncogene N94468::W23847 581691.633468468 1.26400333 0.71152407 -2.89398307 -0.98006775 -1.36156198
IMAGE:2578744  TUBB Hs.533059 Tubulin, beta AW087897::AW239442 1018301.087621721 1.92053569 0.95862163 -2.42610711 -1.96140206 -1.32300398
IMAGE:898122  C7 Hs.78065 Complement component 7 AA598478 556021.055055331 0.68684095 2.27491868 -2.48269546 -1.71782938 -1.25596793
IMAGE:1867758   Hs.634776 Transcribed locus AI263912::AI733787::AI792588 15655-1.331370145 -1.32648873 -1.4758601 1.76125189 2.08798144 1.98238011
IMAGE:1610546  FOXA1 Hs.163484 Forkhead box A1 AA991871 20284-1.749918266 -0.90878847 -0.99432709 1.56137688 1.45675543 2.21283666
IMAGE:48631  KCNAB2 Hs.440497 Potassium voltage-gated channel, shaker-related subfamily, beta member 2 H14383::H14433 981690.948144457 1.64308828 1.24044204 -2.40801301 -1.80151659 -1.22787205
IMAGE:1010077  ACACA Hs.160556 Acetyl-Coenzyme A carboxylase alpha AA259263::AA259264 78452-1.993657191 -1.00933699 -0.66147201 2.15490717 1.52850571 1.6479184
IMAGE:826218  PER3 Hs.533339 Period homolog 3 (Drosophila) AA521459 16167-1.824591917 -1.05510444 -1.19310695 1.78660629 1.99486301 2.02945892
IMAGE:2349964  PDGFRL Hs.458573 Platelet-derived growth factor receptor-like AI806433 733631.305185437 0.4535186 1.84528163 -1.4721274 -1.69034808 -1.78218262
IMAGE:2410729  RAC2 Hs.517601 Ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) AI862818 593880.945711058 1.80652616 0.52590213 -1.97240042 -1.42566651 -1.38766656
IMAGE:814282   Hs.36190 CDNA FLJ34397 fis, clone HCHON2001110 AA459006::AA459225 12945-1.63813955 -0.77640113 -1.54322858 1.87955386 1.78641692 1.88487597
IMAGE:128515  SCARA3 Hs.128856 Scavenger receptor class A, member 3 R10675::R10674 1058411.54285267 0.83513387 1.78017792 -2.14925777 -2.19714852 -1.44579593
IMAGE:2028722  POSTN Hs.136348 Periostin, osteoblast specific factor AI262129 1330250.953244549 1.4734709 1.05438527 -2.02068153 -1.51886797 -1.41850526
IMAGE:730410  LCK Hs.470627 Lymphocyte-specific protein tyrosine kinase AA469965::AA420981 813210.781100758 2.00884032 0.35914472 -1.54690189 -1.47445763 -1.612483
IMAGE:454192  PCCB Hs.63788 Propionyl Coenzyme A carboxylase, beta polypeptide AA677084 94070-1.701661185 -1.42481003 -0.72103016 2.17712912 1.77412582 1.63973959
IMAGE:826166  THAP11 Hs.632200 THAP domain containing 11 AA521422 766781.666456468 0.96206161 1.35594771 -2.33637514 -1.90511298 -1.39622363
IMAGE:1567676  MYADM Hs.380906 Myeloid-associated differentiation marker AA976212 1053501.796776267 0.54850254 1.40798273 -1.73277732 -1.95426356 -1.59085575
IMAGE:742143  CD5 Hs.58685 CD5 molecule AA406028::AA406027 228051.048404437 2.1057326 0.24372623 -1.52328891 -1.48542112 -2.0271533
IMAGE:324935  TAPBP Hs.370937 TAP binding protein (tapasin) W48761::W48760 247190.790344575 1.88454689 0.50470846 -2.96701887 -1.02421445 -0.65198946
IMAGE:213917  DOCK2 Hs.586174 Dedicator of cytokinesis 2 H72959::H72557 71520.793353782 1.93554372 0.58335604 -1.9257098 -1.39780688 -1.49902463
IMAGE:261194   Hs.643733 Transcribed locus H98215 15373-1.637875005 -1.29576238 -0.38945386 1.8619661 1.34251544 1.68279187
IMAGE:277173  PPP1R1B Hs.286192 Protein phosphatase 1, regulatory (inhibitor) subunit 1B (dopamine and cAMP regulated phosphoprotein, DARPP-32) N34316::N44209 84038-1.404760279 -1.28937644 -0.54043042 1.55252755 1.41406695 1.7501486
IMAGE:809707  JUNB Hs.25292 Jun B proto-oncogene AA454711::AA456366 1107731.473070707 1.36420463 0.61127276 -2.51932946 -1.31829075 -1.18238374
IMAGE:725395  UBE2L6 Hs.425777 Ubiquitin-conjugating enzyme E2L 6 AA292074::AA292031 1003341.389381258 1.46158267 0.64605051 -2.22246584 -1.72164015 -1.13990304
IMAGE:429203  WDTC1 Hs.469154 WD and tetratricopeptide repeats 1 AA004204::AA007406 1289431.241090609 1.3902573 0.86989504 -1.63739624 -1.90675686 -1.49023756
IMAGE:238886  SH3BGRL3 Hs.109051 SH3 domain binding glutamic acid-rich protein like 3 H67864::H67188 58981.181706456 1.38863531 1.23033474 -3.16561007 -1.24117174 -0.98664926
IMAGE:745983     AA420833::AI821667 70602-1.863742159 -0.77803813 -0.43567501 1.0744305 1.88326891 1.54956478
IMAGE:983931  SEMG1 Hs.1968 Semenogelin I AA541665 21326-1.654387379 -1.101748 -0.21380586 1.75846589 1.39497911 1.24801538
IMAGE:725143  VTCN1 Hs.546434 V-set domain containing T cell activation inhibitor 1 AA404609::AA404225 66708-1.534483708 -1.24435598 -0.80117141 1.44353462 1.87182449 1.85436467



IMAGE:1535416   Hs.105902 Transcribed locus AA917536 667211.571215453 -0.13266289 2.29530264 -1.625224 -1.62312864 -1.77860449
IMAGE:796475  FHL3 Hs.57687 Four and a half LIM domains 3 AA460438::AA460437 977021.442855042 1.68544307 1.02802951 -2.63171414 -1.94033826 -1.40543166
IMAGE:1604005  SH3KBP1 Hs.444770 SH3-domain kinase binding protein 1 AA989257 604720.651736668 2.18641548 1.32249715 -2.77053093 -1.62745982 -1.51235891
IMAGE:2010931  ZNF414 Hs.515114 Zinc finger protein 414 AI361028 943621.162579353 1.88273848 0.79860704 -2.19832546 -1.70678441 -1.66112568
IMAGE:1636885  MS4A4A Hs.325960 Membrane-spanning 4-domains, subfamily A, member 4 AI000265 672500.995286592 1.60810217 0.62586735 -1.34537052 -1.69567442 -1.64637239
IMAGE:50926  SH3BGRL2 Hs.302772 SH3 domain binding glutamic acid-rich protein like 2 H19327::H19036 66497-1.442822686 -1.55456116 -0.39400904 1.9740588 1.30720929 1.70731899
IMAGE:67759  ALOX5AP Hs.507658 Arachidonate 5-lipoxygenase-activating protein T49652::T49651 912221.00866085 1.4281975 0.85647599 -1.81467685 -1.44758228 -1.46362338
IMAGE:452466  NLGN2 Hs.26229 Neuroligin 2 AA704802 194971.356164516 1.78359568 0.98104582 -2.95833844 -1.59980908 -1.37780006

1292541   Hs.583148 Transcribed locus AA719025 11359-1.208918305 -1.82666701 -0.34924884 1.30265207 1.46585038 2.22143658
IMAGE:323506  MAPK1 Hs.431850 Mitogen-activated protein kinase 1 W45690::W44318 707161.152558833 1.71037995 0.95936731 -2.82858509 -1.58035028 -1.08468194
IMAGE:172785  CAMK1D Hs.156723 Calcium/calmodulin-dependent protein kinase ID H20046::H19709 1063981.803982064 0.55942605 1.55806979 -2.22882927 -1.79826859 -1.46560155
IMAGE:1671114  LOC202781 Hs.193172 Hypothetical protein LOC202781 AI075258 11026-1.181352669 -1.85809406 -0.94288189 2.17093416 1.82450702 1.74233128
IMAGE:130843  MAPK8IP2 Hs.558180 Mitogen-activated protein kinase 8 interacting protein 2 R22306::R22305 10924-1.917509497 -1.33354487 -0.49038191 1.32836055 1.98916263 2.17203576
IMAGE:2017513  GARNL4 Hs.499659 GTPase activating Rap/RanGAP domain-like 4 AI369713 94452-1.417435757 -1.23581561 -1.47299015 1.72737809 1.97305176 2.1206849
IMAGE:1688899  TAX1BP3 Hs.12956 Tax1 (human T-cell leukemia virus type I) binding protein 3 AI140323 870321.727487201 1.7339289 1.53488026 -3.19735624 -2.19728175 -1.7160865
IMAGE:629907   Hs.567010 Transcribed locus, weakly similar to XP_518970.1 PREDICTED: similar to GLCCI1 protein [Pan troglodytes] AA219230::AA219229 129419-1.479064158 -1.17852794 -0.70594162 1.96372992 1.2399615 1.66512375
IMAGE:76481  PTK9L Hs.436439 PTK9L protein tyrosine kinase 9-like (A6-related protein) T60709::T60753 184131.461821933 1.62892022 0.60962066 -2.20668177 -1.87944762 -1.31200967
IMAGE:878652  PCOLCE Hs.202097 Procollagen C-endopeptidase enhancer AA670200 1074601.07046538 1.04680097 1.37389568 -1.55851886 -1.90954091 -1.42520936
IMAGE:897296  MDM4 Hs.497492 Mdm4, transformed 3T3 cell double minute 4, p53 binding protein (mouse) AA488282::AA488305 13081.323236688 1.07638827 1.0942635 -3.02789235 -1.13184111 -0.80753335
IMAGE:588033  EPS8L3 Hs.485352 EPS8-like 3 AA134946::AA135023 1193191.208146722 1.36509994 0.7529824 -2.28083915 -1.41339237 -1.10686648
IMAGE:321902  DSG2 Hs.412597 Desmoglein 2 W37448::W37573 20596-1.831294088 -0.78109725 -0.68176578 1.50564905 1.63724202 1.62790317
IMAGE:810104  PLCB2 Hs.355888 Phospholipase C, beta 2 AA464970::AA465038 979891.046876348 1.48249993 1.01138109 -1.88745183 -1.42278667 -1.74805228
IMAGE:76103  ELAVL2 Hs.166109 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 2 (Hu antigen B) T59542::T59598 855601.299729974 0.46835958 1.50605252 -2.98663096 -1.33280783 -0.21526118
IMAGE:126858  SOAT1 Hs.496383 Sterol O-acyltransferase (acyl-Coenzyme A: cholesterol acyltransferase) 1 R07296::R07295 107268-1.766893435 -0.58171969 -0.777004 1.07516668 1.89334061 1.52566739
IMAGE:471196  ITM2C Hs.111577 Integral membrane protein 2C AA034213 800751.089353443 1.80520791 0.99677678 -2.16886087 -2.28996407 -1.12898806
IMAGE:949938  CST3 Hs.304682 Cystatin C (amyloid angiopathy and cerebral hemorrhage) AA599177 616340.997818234 0.927635 1.69065276 -2.3524416 -1.52643888 -1.12261533
IMAGE:703943  CAB39L Hs.87159 Calcium binding protein 39-like AA279145::AA278473 1248472.295734256 0.24028279 0.97947332 -1.48220897 -2.08731609 -1.45884217
IMAGE:431231  CFL1 Hs.170622 Cofilin 1 (non-muscle) AA682527 190051.318578788 1.11137854 1.26627188 -2.1537486 -2.01385802 -1.06016922
IMAGE:22778     R38615::T75156 97370-1.413192171 -0.96914466 -0.89907887 1.48112178 1.83828437 1.37794768
IMAGE:1635286  ITGB4BP Hs.632277 Integrin beta 4 binding protein AI017019 610631.508801623 1.09074015 0.78350561 -2.96941986 -1.17864475 -0.73063005
IMAGE:1555384  FARP1 Hs.403917 FERM, RhoGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived) AA975175 76735-1.687475262 -0.98477966 -0.69926139 1.81228185 1.38523779 1.68493947
IMAGE:759948  S100B Hs.422181 S100 calcium binding protein, beta (neural) AA424045::AA424102 632311.261908052 1.18600636 1.4056748 -2.21550587 -1.61945431 -1.59400492
IMAGE:1700429  GFRA1 Hs.591913 GDNF family receptor alpha 1 AI049675 653421.20356557 1.17202445 1.26244232 -1.69243478 -1.96579114 -1.48321203
IMAGE:810504  PLP2 Hs.77422 Proteolipid protein 2 (colonic epithelium-enriched) AA464528::AA464627 825911.482565159 1.21891721 0.83223355 -2.21344955 -1.53235901 -1.34670692
IMAGE:985356  STAC2 Hs.145068 SH3 and cysteine rich domain 2 AA564175::AI821472::AI791617 60832-1.672569787 -1.1068881 -0.28705276 1.60962855 1.30318828 1.61518596
IMAGE:462412     AA699878 1219931.434300566 0.11589576 1.82026835 -1.93288621 -1.38832771 -1.279416



IMAGE:1941467  CDK6 Hs.119882 Cyclin-dependent kinase 6 AI207202 289481.590214237 0.50751847 1.25116658 -1.55000648 -1.7982474 -1.3623034
IMAGE:430954  RHBDF2 Hs.464157 Rhomboid 5 homolog 2 (Drosophila) AA678318 226681.536520749 1.36109985 0.89294532 -2.90025758 -1.07478383 -1.48757113
IMAGE:242698  EPB41L4B Hs.591901 Erythrocyte membrane protein band 4.1 like 4B H94262::H94162 29321-1.161927859 -1.72725479 -0.68866846 1.60877981 1.6814647 1.90436503
IMAGE:853367  PRRX1 Hs.283416 Paired related homeobox 1 AA663309 1173141.280938631 1.2854465 1.23856469 -2.30664655 -1.75142772 -1.33970929
IMAGE:325383  NXPH3 Hs.55069 Neurexophilin 3 W52190 1306591.703592986 0.69354701 1.26006793 -1.89386515 -1.9812822 -1.29564755
IMAGE:85497  C2 Hs.408903 Complement component 2 T71879::T71878 18821.266097492 1.00151816 1.34411448 -1.45550799 -1.77436001 -1.85169858
IMAGE:811891  FA2H Hs.461329 Fatty acid 2-hydroxylase AA454978 94384-2.213452653 -0.62282712 0.1510972 0.89533096 1.60874847 1.56146873
IMAGE:82903  TAPBP Hs.370937 TAP binding protein (tapasin) T69304::T69380 817000.719776159 1.67353092 0.70906733 -2.74001107 -1.13368726 -0.60259645
IMAGE:512133  ADCY7 Hs.513578 Adenylate cyclase 7 AA125779::AA125778 664531.581076716 1.31453175 0.74528296 -1.51080259 -1.99235767 -1.77185614
IMAGE:1188588  SPDEF Hs.485158 SAM pointed domain containing ets transcription factor AA662164::AA662204 125751-1.720667467 -0.85566683 -0.73503749 1.66357398 1.28668084 1.83304349
IMAGE:785866  SFRP2 Hs.481022 Secreted frizzled-related protein 2 AA449300::AA449558 284591.478178617 0.68011205 1.51420246 -2.11806928 -1.62323633 -1.38888345
IMAGE:1635618  SAPS1 Hs.515610 SAPS domain family, member 1 AI016007 895641.447636129 1.14181663 1.5639081 -2.56647192 -1.79435338 -1.47823896
IMAGE:290111  HMGCS1 Hs.397729 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 (soluble) N62195::N76492 125359-1.392711798 -0.95060559 -0.80570382 1.20860609 1.92435073 1.38914903
IMAGE:284592  SLC43A3 Hs.99962 Solute carrier family 43, member 3 N64781::N76193 1214701.270336162 1.31733609 0.93265976 -2.28484685 -1.40630974 -1.35617648
IMAGE:810331  AKT1 Hs.525622 V-akt murine thymoma viral oncogene homolog 1 AA464152::AA464217 992851.661637516 1.30774823 0.61132906 -2.16276976 -1.69091737 -1.36455281
IMAGE:284341  SH3BGR Hs.473847 SH3 domain binding glutamic acid-rich protein N52254 65672-1.381491108 -1.6936436 -0.91265031 2.29792988 1.12276756 2.33281751
IMAGE:343821  TYRO3 Hs.381282 TYRO3 protein tyrosine kinase W69497::W69496 1247261.739893493 0.56805398 1.76963561 -1.6022285 -2.08405084 -1.98768637
IMAGE:23819  ABCG1 Hs.124649 **ATP-binding cassette, sub-family G (WHITE), member 1 R39446::T77199 1281541.991649746 0.75276391 0.93935452 -1.81048898 -1.86021491 -1.62010974
IMAGE:590323  VIM Hs.533317 Vimentin AA147847::AA147902 892461.442610113 1.10294101 0.87444333 -2.2149491 -1.76314688 -0.93328487
IMAGE:809910  IFITM3 Hs.374650 Interferon induced transmembrane protein 3 (1-8U) AA464417::AA464416 96270.733809315 1.83652119 0.68521523 -1.97437628 -1.49450972 -1.24312879
IMAGE:489047  STS-1 Hs.444075 Cbl-interacting protein Sts-1 AA047190::AA047189 1100742.035050367 0.14970982 1.09439288 -0.71889729 -2.17390689 -1.75232719
IMAGE:137353  PEF1 Hs.470417 Penta-EF-hand domain containing 1 R38031::R38117 1351640.959074609 1.23259547 1.42699065 -3.02089807 -1.22591745 -0.8244279
IMAGE:124317  FOXP1 Hs.431498 Forkhead box P1 R00965::R00964 3460-1.177604826 -1.79656285 -0.78231573 1.41352829 2.03483085 1.99078703
IMAGE:244764   Hs.642949 Transcribed locus N54338 1384751.459994264 1.12685587 1.09888869 -1.94685993 -1.77843997 -1.52858617
IMAGE:2412851  VAV1 Hs.116237 Vav 1 oncogene AI886795 68830.75250525 1.80958368 0.74339811 -1.65064058 -1.22130411 -1.90043634
IMAGE:25988  EIF4G1 Hs.433750 Eukaryotic translation initiation factor 4 gamma, 1 R37276::R12349 1378751.788687572 1.27347164 0.31228481 -1.73477111 -1.98269302 -1.26613071
IMAGE:2057931  TACSTD1 Hs.542050 Tumor-associated calcium signal transducer 1 AI340883 89255-0.962441751 -1.33548368 -1.24480319 1.78977868 1.34314345 1.86997
IMAGE:136235  GSTP1 Hs.523836 Glutathione S-transferase pi R33642::R33755 1195021.448097286 1.03819451 0.81893802 -2.16208406 -1.56614848 -1.02487768
IMAGE:450912  SIRT2 Hs.466693 Sirtuin (silent mating type information regulation 2 homolog) 2 (S. cerevisiae) AA704693 1388871.211597899 1.2704701 1.14856124 -2.02521171 -1.92460731 -1.20898454
IMAGE:810142  HLA-B Hs.77961 Major histocompatibility complex, class I, B AA464246::AA464354 1047141.011206556 1.37029979 1.01048837 -2.52352772 -1.47318001 -0.83866226
IMAGE:1572980  HAO2 Hs.356368 Hydroxyacid oxidase 2 (long chain) AA969532::AI733261::AI793285 86134-1.173650522 -1.26100213 -0.55851129 1.21955371 1.73676719 1.39379719
IMAGE:1509935  SERPINB7 Hs.138202 Serpin peptidase inhibitor, clade B (ovalbumin), member 7 AI123041 180481.425950343 0.193789 1.54044947 -1.17819793 -1.85671125 -1.32026166
IMAGE:46411  FARP1 Hs.403917 FERM, RhoGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived) H09164::H09222 19656-1.346331048 -1.36734732 -0.76749308 1.75178785 1.43120067 1.84689538
IMAGE:739578  LYPD3 Hs.631594 LY6/PLAUR domain containing 3 AA479609::AA476961 828141.761130624 0.51706419 1.17770636 -2.32863054 -1.85888821 -0.70190643
IMAGE:490556  TSPAN4 Hs.437594 Tetraspanin 4 AA100696::AA100695 913920.867352629 1.60384819 1.39722649 -2.24213052 -1.53420494 -1.67699889
IMAGE:845771  C17orf49 Hs.511801 Chromosome 17 open reading frame 49 AA773196 1023201.345810001 1.52952122 0.75823691 -2.02847053 -2.03494332 -1.19737913



IMAGE:795841  TMEM142A Hs.55148 Transmembrane protein 142A AA461524::AA460596 888041.309493699 1.21682976 1.38035436 -2.69672267 -1.54864372 -1.26956174
IMAGE:245299  LOC388335 Hs.462230 Similar to RIKEN cDNA A730055C05 gene N53453::N72456 2153-1.082013793 -1.99976867 -0.12498381 1.26507418 1.90329454 1.61053475
IMAGE:356800  MTERFD2 Hs.159556 MTERF domain containing 2 W84525::W84513 8642-1.53887058 -1.06716201 -0.51038867 1.69976251 1.63608185 1.21119036
IMAGE:1154773  FCGRT Hs.111903 Fc fragment of IgG, receptor, transporter, alpha AA642155::AI792262 1179441.017754061 0.84648713 1.75015083 -2.29467678 -1.66897088 -1.02040266
IMAGE:823779  PLEK Hs.468840 Pleckstrin AA490267 747380.802930341 1.69277 0.55201753 -1.53160794 -1.21883662 -1.68312786
IMAGE:2450105  CCL21 Hs.57907 Chemokine (C-C motif) ligand 21 AI922341 1005810.971896431 1.14573953 1.07925887 -1.51574733 -1.7911581 -1.2186221
IMAGE:703994  TA-NFKBH Hs.466531 T-cell activation NFKB-like protein AA279097 206460.948471311 2.32866353 0.60982893 -2.17743293 -1.73718023 -1.76337527
IMAGE:814431  RAB30 Hs.40758 RAB30, member RAS oncogene family AA458945::AA459159 22279-1.397726387 -0.94451904 -1.16912327 1.47864068 1.8235448 1.67258676
*mitoch. cont. IMAGE:1590114147459 -1.73334731 -1.25971446 -0.2175829 1.5268835 1.69317738 1.5415104
IMAGE:1732444  MUC7 Hs.631946 Mucin 7, secreted AI203550 85210-1.482596662 -0.97547187 -0.51991331 1.63126907 1.18510171 1.52062366
IMAGE:384795  CALML5 Hs.180142 Calmodulin-like 5 AA709067 1082201.756786421 0.21168419 1.03133671 -1.50350821 -1.69075045 -1.04761815
IMAGE:2333826  LY86 Hs.544738 Lymphocyte antigen 86 AI720863 1164451.171572248 1.59886059 0.63722444 -1.62485192 -1.55719793 -1.77012996
IMAGE:191603  TUBB Hs.533059 Tubulin, beta H38210::H37989 1016341.497673074 1.72007877 0.16986378 -2.18314112 -1.67208124 -1.18373512
IMAGE:51817  MFNG Hs.517603 Manic fringe homolog (Drosophila) H22922::H24102 645340.928417975 1.72831364 0.78419887 -1.71318294 -1.85690644 -1.39525662
IMAGE:725549  SERTAD1 Hs.269898 SERTA domain containing 1 AA293448::AA293515 1250111.331290328 0.98265135 1.31477127 -2.54155835 -1.35952225 -1.21329602
IMAGE:811139  HLA-DRB1 Hs.534322 Major histocompatibility complex, class II, DR beta 1 AA485739::AA486460 210310.827031822 0.88850227 1.72818852 -2.0093681 -1.42386213 -1.30030654
IMAGE:1056172  C15orf48 Hs.112242 Chromosome 15 open reading frame 48 AA620995 1174240.646145719 1.06775802 1.4489843 -2.2060615 -0.95453867 -1.22148582
IMAGE:839641  KIF5A Hs.151219 Kinesin family member 5A AA490109::AA504697 1120960.706530366 1.43005417 1.20398931 -2.04620168 -1.45779376 -1.205868
IMAGE:79565  FLJ22662 Hs.131933 Hypothetical protein FLJ22662 T62854::T62704 1118871.812214243 0.78182927 0.65883729 -1.89504546 -1.60555635 -1.21401006
IMAGE:491751  ISG20 Hs.459265 Interferon stimulated exonuclease gene 20kDa AA150500::AA156704 732851.312262389 1.78088209 0.04588223 -1.75350671 -1.46015815 -1.48340464
IMAGE:346696  TEAD4 Hs.94865 TEA domain family member 4 W74602::W72159 214771.277283728 1.23035848 1.07628724 -1.81724098 -1.99321067 -1.29637071
IMAGE:365642  SEC14L4 Hs.517541 SEC14-like 4 (S. cerevisiae) AA025930::AA025889 18562-1.27920473 -0.99032822 -0.65828252 0.72856816 1.93065148 1.56793294
IMAGE:810263  RHPN2 Hs.466435 Rhophilin, Rho GTPase binding protein 2 AA464728::AA464018 75738-1.677394122 -0.77655101 -0.75512852 1.71628513 1.38258867 1.52595455
IMAGE:267738  C1orf27 Hs.371210 Chromosome 1 open reading frame 27 N23283 71668-1.503119349 -0.97218817 -1.50311935 1.57716638 2.62512339 1.38957069
IMAGE:344405  CTNNBIP1 Hs.463759 Catenin, beta interacting protein 1 W73346::W73466 986081.836601265 0.11432654 1.2934502 -2.07967018 -1.22850388 -1.23503039
IMAGE:1634994   Hs.195313 **Transcribed locus, strongly similar to NP_003640.2 D-aspartate oxidase isoform a; aspartic oxidase [Homo sapiens] AA994974::AI733581::AI792161 27914-1.80447669 -0.76122537 -0.97409933 1.67225336 1.9383458 1.45557809
IMAGE:2237353  GAL Hs.278959 Galanin AI623173 8396-1.788112853 -0.53541895 -0.18532489 1.02797257 1.45407962 1.23490162
IMAGE:47510  AP3B2 Hs.199593 Adaptor-related protein complex 3, beta 2 subunit H11603::H11692 108437-1.522121418 -1.11743826 -1.06849983 1.3066609 2.19602272 1.79228069
IMAGE:2274786  HMOX1 Hs.517581 Heme oxygenase (decycling) 1 AI648396 1191611.628202147 0.98177156 0.65618715 -2.09588108 -0.98408816 -1.65522526
IMAGE:1610464  EGLN3 Hs.135507 Egl nine homolog 3 (C. elegans) AA991861 1243471.639954053 0.81722097 0.87420404 -1.64249485 -1.82016678 -1.31585595
IMAGE:811849  ZNF655 Hs.521064 Zinc finger protein 655 AA454625::AA456234 618271.854940867 1.40426224 0.04832283 -2.59134094 -1.36421755 -0.99364971
IMAGE:84295  IL1RN Hs.81134 Interleukin 1 receptor antagonist T72877::T71181 267541.50586196 0.80032857 1.17790523 -2.01807378 -0.95323202 -1.96036154
IMAGE:151365  XLKD1 Hs.246769 CDNA clone MGC:40177 IMAGE:5167345::Extracellular link domain containing 1 H02824::H02823 1143561.442612304 0.74399465 1.04695849 -1.00612467 -1.83106553 -1.75141835
IMAGE:1560977  HLX1 Hs.74870 H2.0-like homeobox 1 (Drosophila) AA975010 301081.391615868 1.52302677 0.97338638 -2.40094569 -1.72996447 -1.45778678
IMAGE:1589468   Hs.600894 Transcribed locus AA975768 59701.965577725 0.41469422 1.18432016 -2.18957845 -1.31720648 -1.54402319
IMAGE:825343  FAM89A Hs.38516 Family with sequence similarity 89, member A AA504497::AA504575 1040362.300924443 0.27422847 0.95554329 -1.87832748 -1.6546363 -1.5241947



IMAGE:397488  TBX3 Hs.129895 T-box 3 (ulnar mammary syndrome) AA701075 27376-1.657047739 -1.07496509 -0.41332138 1.46245703 1.49987315 1.65234078
IMAGE:810010  PDGFRL Hs.458573 Platelet-derived growth factor receptor-like AA454868::AA455210 276351.116121629 0.20263718 2.16744436 -1.36068544 -1.54011988 -1.78663834
IMAGE:785537  ELMOD1 Hs.495779 ELMO/CED-12 domain containing 1 AA450353::AA450352 1045611.970959909 -1.06151364 1.36329549 -0.81805553 -1.36373749 -0.88649576
IMAGE:1589138  DEFB1 Hs.32949 Defensin, beta 1 AA946653::AI733397::AI791809 9615-1.350033451 -1.31476817 -0.83814437 1.16322803 1.7491742 2.13248066
IMAGE:272507  ME1 Hs.21160 Malic enzyme 1, NADP(+)-dependent, cytosolic N35825 24842-1.052554884 -1.35198249 -0.75167844 1.20265588 1.91672862 1.4270196
IMAGE:291490  CD59 Hs.278573 CD59 molecule, complement regulatory protein N72855::W03077 5603-1.222677315 -1.19139372 -1.1859531 1.22621607 2.01578679 1.86154507
IMAGE:1591677  C10orf26 Hs.500897 Chromosome 10 open reading frame 26 AA953036 993031.849512536 1.04895795 0.58026963 -2.40725454 -1.47246555 -1.19332267
IMAGE:985787  RHOF Hs.524804 Ras homolog gene family, member F (in filopodia) AA563806::AI821505::AI791645 1203-1.531306631 -1.30297388 -0.28527961 1.36332197 1.65591407 1.58878425
IMAGE:838478  NCALD Hs.492427 Neurocalcin delta AA457517::AA457611 124238-1.656472312 -0.76446864 -0.59779836 1.79338245 0.92092954 1.66434739
IMAGE:361899  ZNF187 Hs.157883 Zinc finger protein 187 AA001376::AA001465 780041.301279632 1.27729769 1.00965918 -2.65292342 -1.44303429 -1.03398225
IMAGE:768443  MGST1 Hs.389700 Microsomal glutathione S-transferase 1 AA495936::AA495935 96026-1.79693782 -0.52508852 -0.43389933 1.04038313 1.66105244 1.3239781
IMAGE:307255  C1orf38 Hs.10649 Chromosome 1 open reading frame 38 N93440::W21482 84140.804416907 1.82118037 0.70937163 -1.74246504 -1.54353306 -1.53911235
IMAGE:985457  PIP Hs.99949 Prolactin-induced protein AA564296::AI821473::AI791618 83707-1.466863148 -0.93755127 -0.52689051 1.76788963 1.20157328 1.29577185
IMAGE:724831  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) AA291513 1089781.588758022 1.3502125 0.83733964 -2.20818184 -1.72838006 -1.51856843
IMAGE:770858  CD34 Hs.374990 CD34 molecule AA434387::AA434483 1130041.144709177 0.16448151 1.99788075 -1.29210782 -1.38146177 -1.78756737
IMAGE:725365  GAS1 Hs.65029 Growth arrest-specific 1 AA292054::AA292153 1324601.395279191 0.89993221 1.69762608 -1.98879517 -2.31145786 -1.26459668
IMAGE:1552481  LCP2 Hs.304475 Lymphocyte cytosolic protein 2 (SH2 domain containing leukocyte protein of 76kDa) AA927372 1335330.901474894 1.66758008 0.50596966 -1.60703148 -1.38444588 -1.49456718
IMAGE:323599  INHBB Hs.1735 Inhibin, beta B (activin AB beta polypeptide) W44338::W44452 30242-1.047164107 -1.73595628 -0.26614629 0.67807901 1.64873219 2.18055224
IMAGE:811161  HLA-E Hs.118354 Major histocompatibility complex, class I, E AA485752::AA486482 808101.226381554 1.23494268 0.83256968 -2.29063675 -1.6860071 -0.7560546
IMAGE:1129559  FBLN1 Hs.24601 Fibulin 1 AA614680 300350.945995513 -0.02398749 2.30107624 -1.65395705 -1.4530837 -1.15231659
IMAGE:1566642     AI091487 21258-1.457083579 -1.06159717 -0.9840837 2.54692519 1.68348313 0.77771743
IMAGE:824602  PYHIN1 Hs.380250 Pyrin and HIN domain family, member 1 AA490996::AA491191 666651.493116591 1.16338571 0.50441245 -1.99760378 -1.42515434 -1.19251089
IMAGE:2243051  KLK8 Hs.104570 Kallikrein 8 (neuropsin/ovasin) AI656124 871441.749438876 0.09803914 1.15224084 -1.38294048 -1.37088343 -1.45769417
IMAGE:38816  TUBA1 Hs.75318 Tubulin, alpha 1 (testis specific) R49144::R36063 625981.921434364 0.43066304 0.64574505 -2.11458459 -1.46723965 -0.75350319
IMAGE:725630  PEA15 Hs.517216 Phosphoprotein enriched in astrocytes 15 AA293653::AA293211 616491.279088789 1.17605653 1.17213149 -2.61577582 -1.48978045 -1.04232608
IMAGE:842863  NDRG1 Hs.372914 N-myc downstream regulated gene 1 AA486403::AA489261 1294601.445074616 1.16143113 0.55807089 -2.23091183 -1.4889757 -0.8874597
IMAGE:139062  FLJ25084 Hs.556025 Skin ASpartic Protease R62633 984391.705594622 0.14162866 1.3962692 -1.29871116 -1.439156 -1.77830427
IMAGE:2568350  KRT17 Hs.2785 Keratin 17 AW070825 85204-1.633974439 -0.92767242 -0.56611416 1.30223574 1.27546435 1.9724129
IMAGE:1472405  S100A10 Hs.143873 **S100 calcium binding protein A10 (annexin II ligand, calpactin I, light polypeptide (p11)) AA873230::AI791420 626331.588640082 0.89020691 0.83075055 -2.12445751 -1.53049084 -1.10176032
IMAGE:267431  FYN Hs.390567 **FYN oncogene related to SRC, FGR, YES N22980::N32396 1080911.220462688 1.36244527 1.11539558 -2.02312939 -1.7320651 -1.51341192
IMAGE:1324976  CTSC Hs.128065 Cathepsin C AA740376::AI821972 319900.76048633 1.79414035 0.76202336 -1.24092146 -1.54640657 -1.9971412
IMAGE:755762  GRN Hs.514220 Granulin AA496452::AA496521 807191.169142456 1.27554218 0.75933189 -2.33638534 -1.54868413 -0.73112235
IMAGE:80384  VAV1 Hs.116237 Vav 1 oncogene T65770::T65885 35810.63818853 1.86028647 0.78984127 -1.75294156 -1.22798976 -1.75408276
IMAGE:486828  ERBB3 Hs.118681 **V-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) AA042878::AA042965 973172.342007112 0.43229903 0.3508556 -1.69435751 -1.60308469 -1.30258651
IMAGE:811108  TRIP6 Hs.534360 Thyroid hormone receptor interactor 6 AA485677::AA485807 770631.551225126 0.99410039 1.40178461 -2.82285952 -1.63323434 -1.11412517
IMAGE:431875  TRIM55 Hs.85524 Tripartite motif-containing 55 AA678376 102718-1.410341457 -1.11101696 -0.58187213 1.37274221 1.64289525 1.49374033



IMAGE:1555924  SCARA3 Hs.128856 Scavenger receptor class A, member 3 AA977646 54770.880283775 0.99822821 1.64776503 -2.39414847 -1.40215157 -1.08117422
IMAGE:1459964  TUBA3 Hs.524390 Tubulin, alpha 3 AA864642::AI732964::AI791360 594701.051193595 1.36083925 1.05893474 -2.44457678 -1.49628697 -1.00085393
IMAGE:50214  CD86 Hs.171182 CD86 molecule H16746::H16854 812261.456293399 1.31241787 0.77596768 -0.8389495 -1.87140324 -2.41267375
IMAGE:853938  DYNLL1 Hs.5120 Dynein, light chain, LC8-type 1 AA644679 1343651.533440326 0.59608718 1.113636 -2.14324373 -1.44693845 -0.99615409
IMAGE:811955  SPRR2G Hs.490253 Small proline-rich protein 2G AA456642::AA490630 1143461.062069504 1.01727328 1.00308781 -1.23252363 -1.63568963 -1.50466068
IMAGE:277414  MAF Hs.134859 **V-maf musculoaponeurotic fibrosarcoma oncogene homolog (avian) N34436::N48668 611841.319910244 1.13392769 0.91512469 -2.13663017 -1.50210147 -1.18593113
IMAGE:796876  NEK6 Hs.197071 NIMA (never in mitosis gene a)-related kinase 6 AA463188::AA463275 1202161.921582909 0.40683846 0.94096322 -1.44945374 -2.13171467 -1.08766767
IMAGE:838899  TRIM2 Hs.435711 Tripartite motif-containing 2 AA464935 75459-1.645273347 -1.24112116 -0.52858328 1.69582267 1.85877005 1.43572814
IMAGE:745019  EHD1 Hs.523774 EH-domain containing 1 AA626028 900611.075385331 1.45848606 1.10272945 -2.38011684 -1.4392441 -1.35985796
IMAGE:1898064  RP11-125A7.3 Hs.368282 KIAA0564 protein AI306395 77257-0.961466345 -1.2338057 -1.20596053 1.24050938 1.74987226 1.80997708
IMAGE:50768  ZDHHC18 Hs.523710 Zinc finger, DHHC-type containing 18 H18080::H17390 903791.367863547 1.40413919 1.23151716 -1.99107352 -2.08864249 -1.61768455
IMAGE:823719  LOC219854 Hs.7626 Hypothetical protein LOC219854 AA489660::AA490191 97834-1.437608211 -1.1701752 -0.10225013 1.67066811 1.32101751 1.04780217
IMAGE:377191  ZNF706 Hs.374485 **Zinc finger protein 706 AA055193::AA055283 1349212.172249666 0.76126753 0.31445651 -2.2184098 -1.47457682 -1.10035982
IMAGE:859359  TP53I3 Hs.50649 Tumor protein p53 inducible protein 3 AA668595 879851.483276527 1.2526433 0.81347919 -2.31736691 -1.42222168 -1.38114014
IMAGE:487425  CETN3 Hs.591767 Centrin, EF-hand protein, 3 (CDC31 homolog, yeast) AA046523::AA046590 1328581.249983798 1.1123819 1.0925864 -1.70185713 -1.68540826 -1.52201616
IMAGE:564549  BLMH Hs.371914 Bleomycin hydrolase AA101761::AA101760 966201.930369483 -0.39125303 1.20249345 -1.49683691 -1.29251044 -1.02244415
IMAGE:626348  TMEM139 Hs.17558 Transmembrane protein 139 AA188653::AA188555 16768-1.83980975 -0.89257288 -0.19975412 1.42436242 1.26800762 1.65589656
IMAGE:810603  C1orf198 Hs.568242 Chromosome 1 open reading frame 198 AA464736::AA464028 914791.868542135 0.49662092 1.16780699 -2.32030269 -1.73459786 -0.95260277
IMAGE:273536   Hs.633539 CDNA FLJ33419 fis, clone BRACE2019877 N36927::N46200 5530-1.261326457 -1.2669489 -0.57145312 1.28606034 1.96918675 1.25148234
IMAGE:283615   Hs.47068 Transcribed locus, moderately similar to XP_517655.1 PREDICTED: similar to KIAA0825 protein [Pan troglodytes] N52874 5999-1.270205896 -1.86223581 -0.26891633 1.64299331 1.78612142 1.60569325
IMAGE:1609616  RASGEF1C Hs.190559 RasGEF domain family, member 1C AA991494 64983-1.828918277 -0.63946328 -1.05855842 1.86826396 1.21529516 1.94221124
IMAGE:241530  EPHA2 Hs.171596 EPH receptor A2 H84481::H84480 1070901.775750498 1.02136743 0.94040924 -2.67602961 -1.27766099 -1.41749785
IMAGE:1700163  ZNF117 Hs.250693 Zinc finger protein 117 AI049550::AI733621::AI792344 70514-1.279784451 -0.98162273 -0.95645678 1.43977873 1.76515797 1.38274504
IMAGE:32516  PPP1R14C Hs.486798 Protein phosphatase 1, regulatory (inhibitor) subunit 14C R43270::R18901 1013081.788044551 0.15923424 1.2824186 -1.6175971 -1.82602306 -1.08032128
IMAGE:246748  BTK Hs.159494 Bruton agammaglobulinemia tyrosine kinase N57766::N59731 94890.914876698 1.7021713 0.68555191 -1.63212226 -1.08707216 -2.06331746
IMAGE:149910  SELL Hs.82848 Selectin L (lymphocyte adhesion molecule 1) H00662::H00756 221940.692646542 1.874957 -0.02519854 -1.21514274 -1.31218672 -1.29257767
IMAGE:773149  SOSTDC1 Hs.545122 Sclerostin domain containing 1 AA425405 18870-0.882426349 -1.75703531 -0.14435356 1.32858164 1.18177228 1.62928053
IMAGE:1434897   Hs.634838 Transcribed locus AA857098 575390.895141498 1.13946708 1.37169734 -1.88730181 -1.63315598 -1.24607675
IMAGE:713530  LOC284402 Hs.541294 Hypothetical protein LOC284402 AI821558::AA290985 57915-1.225380906 -1.14169842 -0.63235103 2.34130608 0.98983395 1.00991774
IMAGE:120701  ACSBG1 Hs.250616 Acyl-CoA synthetase bubblegum family member 1 T95668 4197-1.365112252 -1.10032643 -0.24176029 1.3748584 1.62126673 1.00423326
IMAGE:1635596  RASSF2 Hs.631504 Ras association (RalGDS/AF-6) domain family 2 AI015986 47930.875335861 1.4131352 0.93889397 -1.96293071 -1.32123832 -1.32215502
IMAGE:1010307   Hs.377508 Transcribed locus AA229955::AI791609::AI821466 18028-1.257054146 -1.15685427 -0.87270665 2.48068584 0.90341673 1.32764336
IMAGE:450515  SLC26A2 Hs.302738 Solute carrier family 26 (sulfate transporter), member 2 AA704222 118355-1.393655636 -0.71708961 -1.08444819 1.19141368 1.52113478 1.80912965
IMAGE:380620  PSEN2 Hs.25363 Presenilin 2 (Alzheimer disease 4) AA056325 1289701.429152158 1.02985924 1.48517236 -1.7911154 -1.80005479 -1.95381236
IMAGE:2562939  SERPINF1 Hs.532768 Serpin peptidase inhibitor, clade F (alpha-2 antiplasmin, pigment epithelium derived factor), member 1 AI986457 681581.038416189 1.20917848 0.95443474 -1.92151013 -1.31684367 -1.32608163
IMAGE:809685  FAM62A Hs.632729 Family with sequence similarity 62 (C2 domain containing), member A AA454699::AA456348 1104981.036638613 1.42430337 0.8650073 -2.50293704 -1.36940187 -0.9003332



IMAGE:1557714  ADAM19 Hs.483944 ADAM metallopeptidase domain 19 (meltrin beta) AA937792 993841.070770715 1.4978449 0.27000661 -1.34961887 -1.54580607 -1.29500675
IMAGE:209167  CSNK2A2 Hs.82201 Casein kinase 2, alpha prime polypeptide H63947::H63668 1090352.055703676 0.38219046 0.75460368 -1.81069627 -1.59313529 -1.19626424
IMAGE:1476320  NCF2 Hs.587558 Neutrophil cytosolic factor 2 (65kDa, chronic granulomatous disease, autosomal 2) AA872098 137371.076026619 1.63111322 0.26150383 -1.61881492 -1.21140511 -1.55736951
IMAGE:324513  GREM1 Hs.40098 Gremlin 1, cysteine knot superfamily, homolog (Xenopus laevis) W51909 1273981.787769041 0.49661331 1.21402638 -1.76337874 -1.45584892 -1.72487883
IMAGE:2119876  CCR5 Hs.536735 Chemokine (C-C motif) receptor 5 AI417775 1339600.975175277 1.17085171 0.84208514 -1.24151698 -1.26932264 -1.76080729
IMAGE:1569463  ZNF511 Hs.422113 Zinc finger protein 511 AA973927 1136701.81104715 1.18044441 0.70031975 -2.0390256 -1.6234055 -1.70020593
IMAGE:447416  PLEKHB1 Hs.445489 Pleckstrin homology domain containing, family B (evectins) member 1 AA702335 121000-1.677509413 -0.90665576 -0.64882874 1.72278579 1.08177797 1.88271992
IMAGE:2307514  MLC1 Hs.517729 Megalencephalic leukoencephalopathy with subcortical cysts 1 AI671567 25120-1.319097317 -1.45834221 -0.8967397 2.35084118 1.23734616 1.69889658
IMAGE:245881   Hs.596165 Transcribed locus N55360::N77366 1386661.653816764 0.62064375 1.02119698 -2.13852427 -1.50669923 -1.0429635
IMAGE:192258   Hs.595974 Transcribed locus H41222 7293-1.496759845 -1.18465039 -0.46310702 1.54177675 1.75085652 1.30836586
IMAGE:134948  SHRM Hs.137459 Shroom R31785::R31831 97619-2.019595054 -1.23064169 -0.2911803 1.77436031 1.60139745 1.86357273
IMAGE:1947396   Hs.157287 MRNA; cDNA DKFZp686H1629 (from clone DKFZp686H1629) AI365080 1130671.600493061 1.45965561 0.79462804 -2.60756967 -1.7930025 -1.18293588
IMAGE:240766  TIMP1 Hs.522632 TIMP metallopeptidase inhibitor 1 H80215::H80214 1070041.270254469 1.75659664 0.30972869 -2.24736725 -1.38107026 -1.29900002
IMAGE:1877592     AI276654 85368-1.529193112 -1.30237697 -0.81393104 1.6760355 1.96878657 1.61994685
IMAGE:780937  SYT11 Hs.32984 Synaptotagmin XI AA429657::AA446147 721191.185336978 1.56547757 0.99862086 -1.82979288 -1.54552598 -1.99917905
IMAGE:344262  KRTAP10-11 Hs.58076 Keratin associated protein 10-11 W69912::W70177 125476-1.62105335 -0.71948996 -0.68598052 1.69039697 1.26753981 1.41035383
IMAGE:193606  SLC30A10 Hs.284450 Solute carrier family 30, member 10 H47577::H47576 16023-1.810568772 -0.48542227 -0.99453186 1.38567729 1.92767196 1.37380213
IMAGE:1324230  CLDN8 Hs.162209 Claudin 8 AA769736 1507-0.902762453 -1.5576615 -0.48141196 1.25214434 1.43634473 1.60391181
IMAGE:772880  FLJ21127 Hs.211511 Tectonic AA479883::AA428455 1184131.376346404 0.44023293 1.65088372 -1.69976237 -1.70527201 -1.38343927
IMAGE:843098  BASP1 Hs.201641 Brain abundant, membrane attached signal protein 1 AA488676 704881.214102602 1.32976741 0.48724062 -2.1184135 -1.2326646 -1.07377768
IMAGE:1010082  MLPH Hs.102406 Melanophilin AA259254::AA259255 100237-1.634079119 -1.2288123 -0.63771581 1.77930541 1.8528218 1.45935467
IMAGE:2541366  AQP3 Hs.234642 Aquaporin 3 (Gill blood group) AW028467 1069251.362658811 1.31060687 0.16053286 -1.93172701 -1.35901864 -0.91981894
IMAGE:2250736  SCGB2A1 Hs.97644 Secretoglobin, family 2A, member 1 AI659370 23725-1.355071976 -1.23384997 -0.12389725 1.92155873 0.99255739 1.12413836
IMAGE:139689   Hs.504187 Transcribed locus, strongly similar to NP_079045.1 adipocyte-specific adhesion molecule; CAR-like membrane protein [Homo sapiens] R63922::R64008 76718-1.622912006 -0.63915577 -0.54616175 0.94658609 1.85069466 1.2785231
IMAGE:897910  POSTN Hs.136348 Periostin, osteoblast specific factor AA598653 960220.767624667 1.36942855 0.86374011 -1.7453395 -1.22579658 -1.31411888
IMAGE:260138  HPSE Hs.44227 Heparanase N32056::N45367 117911.710136847 0.46944524 0.76033517 -1.54453973 -1.65905296 -1.01619939
IMAGE:1758590  ACSL3 Hs.471461 Acyl-CoA synthetase long-chain family member 3 AI206454 56401-1.35406945 -0.75686898 -1.17977024 1.05087767 1.68106305 1.90917974
IMAGE:366126  ZBTB5 Hs.161276 Zinc finger and BTB domain containing 5 AA062802::AA082406 1085381.787609287 0.94929339 1.11695657 -2.4619319 -1.51882651 -1.52079131
IMAGE:1492468  C1orf34 Hs.112949 Chromosome 1 open reading frame 34 AA886199 117661.771155726 0.84497401 0.71278657 -1.98944643 -1.44808669 -1.3776447
IMAGE:1603404  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AA987621 776440.886766708 1.21121743 1.09062991 -1.65706213 -1.45894441 -1.39425705
IMAGE:1670631  FADS2 Hs.502745 Fatty acid desaturase 2 AI094611 10891-1.232595551 -1.25843225 -0.31201411 1.1362322 1.64750072 1.34282642
IMAGE:2578078  TUBB3 Hs.511743 Tubulin, beta 3 AW078724 858511.59734699 1.22917368 0.55091155 -1.90990397 -1.58746648 -1.43104999
IMAGE:51772  ABHD5 Hs.19385 Abhydrolase domain containing 5 H23210::H23322 117913-1.444690403 -0.87752106 -0.6893796 0.75951736 2.06819849 1.51732584
IMAGE:1951183     AI338101 6011 -2.042202584 -0.77974771 -0.81105322 1.86443906 1.88427376 1.49802914
IMAGE:714089  ZNF506 Hs.351906 Zinc finger protein 506 AA284793::AI821563 64134-1.807225714 -1.38768853 -0.7699562 1.84336777 2.02394443 1.88750442
IMAGE:301995  SORBS2 Hs.481342 Sorbin and SH3 domain containing 2 N89738::W17232 63525-1.314208457 -1.47015863 -0.31612738 1.75819121 1.56778693 1.2457317



IMAGE:1665056  SLC9A8 Hs.444202 Solute carrier family 9 (sodium/hydrogen exchanger), member 8 AI042535 736121.289975264 1.30358238 0.87904042 -2.07030155 -1.37709468 -1.54174076
IMAGE:415962  PCSK6 Hs.498494 Proprotein convertase subtilisin/kexin type 6 W85807::W85806 688111.644055794 0.8177812 0.85712761 -1.50896872 -1.62110598 -1.6340903
IMAGE:2015083  TCIRG1 Hs.495985 T-cell, immune regulator 1, ATPase, H+ transporting, lysosomal V0 subunit A3 AI359884 580390.746127906 2.03057737 0.4734456 -2.3905082 -1.11132288 -1.25503383
IMAGE:310493  ACSL3 Hs.471461 Acyl-CoA synthetase long-chain family member 3 N98509::W31074 87991-1.0053206 -0.84706731 -1.44169564 0.99523674 1.7528323 1.83263237
IMAGE:1631014  PPP1R3D Hs.42215 Protein phosphatase 1, regulatory subunit 3D AI018630 947310.788529671 1.92515142 0.87822227 -2.06955211 -1.85121635 -1.24753102
IMAGE:51955  FAM57A Hs.154396 Family with sequence similarity 57, member A H23091::H23090 710061.741268741 0.70010884 0.98758796 -2.09384871 -1.57208453 -1.23061808
IMAGE:506548  RGS10 Hs.501200 Regulator of G-protein signalling 10 AA709036 291111.214388561 1.7132608 0.68683257 -1.77443922 -1.77068971 -1.70488582
IMAGE:289203  FAM81A Hs.531168 Family with sequence similarity 81, member A N73665::N78507 59232-1.427019527 -1.02903597 -1.06992469 2.6926555 1.26427615 1.06455746
IMAGE:238821  PLA2G7 Hs.584823 Phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma) H65030::H65029 81202-1.610169212 -0.90943275 -0.3460396 1.15370258 1.6716608 1.38658906
IMAGE:815575  ACTR1A Hs.153961 ARP1 actin-related protein 1 homolog A, centractin alpha (yeast) AA456850 1061161.39756772 1.44113959 0.64377437 -2.45500253 -1.39293821 -1.21483819
IMAGE:206544  ARHGAP30 Hs.389374 Rho GTPase activating protein 30 H60022::H59365 1114041.376703104 1.39710352 0.22290921 -1.65175504 -1.50226348 -1.28532793
IMAGE:1585510  MFI2 Hs.184727 Antigen p97 (melanoma associated) identified by monoclonal antibodies 133.2 and 96.5 AA974052 78879-1.326014596 -1.02539872 -0.67390939 1.71521603 1.31407369 1.34021699
IMAGE:823718  CA6 Hs.100322 Carbonic anhydrase VI AA489653::AA489834 2181-1.481405571 -1.21535782 0.3284193 1.21609114 1.25284773 1.16568209
IMAGE:502814  TPST1 Hs.421194 Tyrosylprotein sulfotransferase 1 AA126919::AA128112 1036521.233146722 1.34311368 1.01121341 -1.87017084 -1.84017985 -1.41805668
IMAGE:199180  PON3 Hs.440967 Paraoxonase 3 R95740 71194-1.506390046 -1.0950867 -0.16720595 1.02667544 1.53713227 1.54741485
IMAGE:142788  SERPINH1 Hs.241579 Serpin peptidase inhibitor, clade H (heat shock protein 47), member 1, (collagen binding protein 1) R71093::R71440 182800.94681797 1.15748761 1.12615384 -2.07439137 -1.33938099 -1.15037832
IMAGE:841260  SCOTIN Hs.414579 Scotin AA487140::AA486817 271901.062728996 1.43690512 0.81327825 -2.70322893 -1.14665627 -0.91616378
IMAGE:384140   Hs.560705 CDNA FLJ39083 fis, clone NT2RP7018802 AA702195 65768-1.311875537 -1.59799289 -0.75131909 1.6352062 1.69323255 1.97551276
IMAGE:2049813  FAM26B Hs.241545 Family with sequence similarity 26, member B AI349234 99621.229441657 0.64553095 1.81225065 -1.99776671 -1.8738234 -1.2061821
IMAGE:488651  FAM46B Hs.632378 Family with sequence similarity 46, member B AA045825::AA045940 857931.448330724 0.40892292 1.31877074 -2.1376262 -1.32348442 -0.97323327
IMAGE:897727  MAF1 Hs.19673 MAF1 homolog (S. cerevisiae) AA598994 983320.972811292 1.1188148 1.64442742 -2.35698117 -2.01934806 -0.81664418
IMAGE:916250  KLK3 Hs.171995 Kallikrein 3, (prostate specific antigen) AA588358::AI732363 13932-1.070372479 -1.76376019 -0.36041324 1.69947158 1.53302945 1.46921452
IMAGE:754406  ITGAM Hs.172631 Integrin, alpha M (complement component 3 receptor 3 subunit) AA436187::AA436312 996461.41521037 0.99725004 0.91834538 -1.39143885 -1.71369799 -1.66148549
IMAGE:843321  KRT7 Hs.411501 **Keratin 7 AA485959::AA489569 81508-1.192056274 -0.87118145 -0.93018796 1.46248298 1.16206662 1.63304195
IMAGE:2018808  PRCP Hs.523936 Prolylcarboxypeptidase (angiotensinase C) AI360366 295621.186394777 1.30372901 0.95618501 -2.17804709 -1.60076265 -1.1516072
IMAGE:435894  TMEM149 Hs.352548 Transmembrane protein 149 AA701412 292680.643365583 1.53143918 1.06904137 -1.92848806 -1.46548134 -1.20453946
IMAGE:854189     AA669383 896211.465569823 0.7830203 0.79969798 -1.92200684 -1.55139172 -0.8991091
IMAGE:2435471  ALDH6A1 Hs.293970 Aldehyde dehydrogenase 6 family, member A1 AI859300 21717-1.816283551 -0.58054689 -0.6731315 0.98765266 1.57013225 1.87887512
IMAGE:1467469  RASGRP1 Hs.591127 RAS guanyl releasing protein 1 (calcium and DAG-regulated) AA884877 1213650.880219955 1.68466826 0.29630933 -1.50870012 -1.42371312 -1.28530574
IMAGE:784830  C10orf7 Hs.412842 Chromosome 10 open reading frame 7 AA448289 1293851.406009229 1.41453014 0.3928728 -1.70135432 -1.67579158 -1.34475416
IMAGE:813757  FOLR2 Hs.433159 Folate receptor 2 (fetal) AA453816::AA453901 1173871.500556629 0.41676093 1.08628068 -1.04155268 -1.84850413 -1.34377038
IMAGE:255725     N27731 128493 -1.777497199 -0.42392577 -0.39252132 0.908875 1.4854845 1.3984266
IMAGE:68977  PSMB10 Hs.9661 Proteasome (prosome, macropain) subunit, beta type, 10 T54166::T53775 1218430.699497947 1.51274369 0.73982418 -2.26901703 -1.35243532 -0.62169033
IMAGE:840978  CD81 Hs.54457 **CD81 molecule AA486556::AA486653 1009141.041504574 0.93859482 1.25723392 -2.21482695 -1.59736841 -0.72949612
IMAGE:49560  CAPN1 Hs.502842 Calpain 1, (mu/I) large subunit H15456::H15515 649151.156157969 1.20392995 0.71180505 -2.3673931 -1.28701138 -0.77548371
IMAGE:1660303   Hs.132014 Transcribed locus, strongly similar to XP_374269.1 PREDICTED: hypothetical protein XP_374269 [Homo sapiens] AI040213 1201-1.159560046 -1.15956005 -0.61668926 0.90389937 1.4803233 1.86531905



IMAGE:809894  ACSS2 Hs.517034 Acyl-CoA synthetase short-chain family member 2 AA455146::AA464329 11454-1.300794266 -0.88626903 -0.6363165 0.86803888 1.85794989 1.3500018
IMAGE:588661  ZNF204 Hs.8198 Zinc finger protein 204 AA156286::AA156079::AI733867 166800.943681453 1.63727432 0.32161912 -1.60255828 -1.41166946 -1.25922981
IMAGE:1909775  MRAS Hs.527021 Muscle RAS oncogene homolog AI343006 3946-1.332273928 -1.58798602 -0.53499054 1.73270468 1.40061542 1.915808
IMAGE:825323  CKAP1 Hs.31053 Cytoskeleton associated protein 1 AA504477::AA504554 978901.095276435 1.44563895 0.87019506 -2.43674935 -1.70417318 -0.75819438
IMAGE:1556638  ZNF592 Hs.79347 Zinc finger protein 592 AA916935 10250.977580757 0.89831045 1.46822222 -2.26610444 -1.37612144 -1.00688871
IMAGE:825813   Hs.594539 **Full-length cDNA clone CS0DB001YB20 of Neuroblastoma Cot 10-normalized of Homo sapiens (human) AA505136 81537-1.401927502 -1.11988033 -0.77952325 1.09078495 1.59061242 2.07571844
IMAGE:149745  LOC442609 Hs.433879 **Similar to Williams Beuren syndrome chromosome region 19 H00596::R82742 16642-1.583159194 -1.3626625 -0.05054009 1.2217008 1.52738941 1.73281744
IMAGE:131887  C1orf115 Hs.519839 Chromosome 1 open reading frame 115 R25166::R24664 126383-1.899269593 -0.98084315 -0.02826417 1.35814438 1.33276074 1.66459421
IMAGE:743268  DDX54 Hs.506861 DEAD (Asp-Glu-Ala-Asp) box polypeptide 54 AA400151::AA400177 1230911.391778163 1.03801716 1.05852505 -2.37064953 -1.36319972 -1.23400005
IMAGE:1552374  PLSCR3 Hs.534591 Phospholipid scramblase 3 AA926947 258891.068769522 1.32416261 0.86256325 -2.61007334 -1.19122284 -0.86630608
IMAGE:814167  DPP8 Hs.591106 Dipeptidyl-peptidase 8 AA496257::AA465309 985120.862656925 1.70006777 0.84710501 -2.73731248 -1.40941814 -0.75623768
*mitoch. cont. IMAGE:562867140755 -1.098515291 -0.89900761 -1.22708691 0.78073624 1.73393962 2.01546712
IMAGE:377560  CD3D Hs.504048 CD3d molecule, delta (CD3-TCR complex) AA055946::AA055945 1258370.756941492 1.61826156 0.2322336 -1.10017389 -1.19306398 -1.55985871
IMAGE:1416129  CFC1 Hs.567542 Cripto, FRL-1, cryptic family 1 AA878309::AI732919::AI791237 847931.218039577 1.32153183 0.56065679 -2.41805723 -1.09480529 -0.99731558
IMAGE:306812  VASN Hs.372579 Vasorin N79049::W24199 580831.401953043 0.44356434 1.61104733 -1.96963257 -1.43493493 -1.37751774
IMAGE:485854  SNX19 Hs.444024 **Sorting nexin 19 AA040425::AA040424 1280871.461441785 -0.53802169 1.73804488 -0.87823924 -1.22425928 -1.45518773
IMAGE:1861233  EIF5B Hs.158688 Eukaryotic translation initiation factor 5B AI054356::AI792440 18155-0.885321542 -1.53070207 -1.59282881 1.83083214 1.78414252 2.00009677
IMAGE:2578396  TUBB6 Hs.193491 Tubulin, beta 6 AW087209::AW239093 570151.64789293 1.25249378 -0.02876773 -2.09795319 -1.30645382 -0.91021339
IMAGE:1880372  PRKD1 Hs.508999 Protein kinase D1 AI290489 95293-1.464990536 -1.57871735 -0.31364198 1.89527564 1.5847834 1.47755526
IMAGE:415584   Hs.49943 **Transcribed locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] W80715::W78816 133411.092261221 0.72214799 1.38468127 -1.50724897 -1.48430807 -1.46090835
IMAGE:841046  VSIG4 Hs.8904 V-set and immunoglobulin domain containing 4 AA486747::AA486920 1043781.396513821 0.412206 1.25914002 -1.01166733 -1.75219798 -1.52313943
IMAGE:261472  ORF1-FL49 Hs.529798 Putative nuclear protein ORF1-FL49 H99035 5406-1.55600277 -1.04671854 -0.48276116 1.09957744 1.77587694 1.63207904
IMAGE:1692766  SLURP1 Hs.103505 Secreted LY6/PLAUR domain containing 1 AI092857 591981.297799885 0.25657441 1.12907576 -0.80874365 -1.15365908 -1.78050342
IMAGE:725152  SLC43A3 Hs.99962 Solute carrier family 43, member 3 AA404709::AA404310 806481.047803442 1.31006436 0.83274949 -2.0856526 -1.40002761 -1.09205836
IMAGE:624372  ST3GAL6 Hs.148716 **ST3 beta-galactoside alpha-2,3-sialyltransferase 6 AA181306::AA187045 89107-1.137346279 -1.68553149 -0.73044592 1.8300123 1.68354701 1.63381474
IMAGE:345329  ABHD5 Hs.19385 Abhydrolase domain containing 5 W72559::W76554 78584-1.447413506 -0.99719577 -0.32549391 0.85154673 1.74523268 1.4770019
IMAGE:2014138  ACSL1 Hs.406678 Acyl-CoA synthetase long-chain family member 1 AI361530 8119-1.591884668 -0.67415786 -0.38722776 1.08291441 1.59140998 1.20877409
IMAGE:810133  TRIM25 Hs.528952 Tripartite motif-containing 25 AA464251::AA464359 1161391.382295308 1.25485739 0.50567687 -1.8629307 -1.45165376 -1.27324067
IMAGE:249603  STK39 Hs.276271 Serine threonine kinase 39 (STE20/SPS1 homolog, yeast) H84871::H85277 11050-1.629418302 -0.99434203 -0.61934461 1.80366577 1.30467727 1.60147822
IMAGE:1658925  FBXW8 Hs.435466 F-box and WD-40 domain protein 8 AI039509 21191-1.425053433 -1.13343985 -0.37078561 2.10070639 0.72156142 1.47895413
IMAGE:985230  TGM4 Hs.438265 Transglutaminase 4 (prostate) AA564047::AI791616 21391-1.242449511 -1.34039345 -0.54015519 1.33547124 1.62930305 1.58468415
IMAGE:151240  SORBS2 Hs.481342 Sorbin and SH3 domain containing 2 H02525 12813-1.170756345 -1.55216171 -0.25366929 1.88755756 0.59549332 1.91841282
IMAGE:377368  AVEN Hs.555966 Apoptosis, caspase activation inhibitor AA055221::AA055220 97771.7977578 0.90108515 0.47703371 -2.07077755 -1.3772573 -1.19652172
IMAGE:740476  IRF1 Hs.436061 Interferon regulatory factor 1 AA478043::AA478203 920300.885526755 1.76563645 0.58269331 -2.08531663 -1.30457416 -1.31522065
IMAGE:166195  RNH1 Hs.530687 Ribonuclease/angiogenin inhibitor 1 R88243::R88242 30951.338113592 0.98925167 1.23016387 -3.01838197 -1.18192014 -0.82845061
IMAGE:839580  MLSTD1 Hs.298851 Male sterility domain containing 1 AA489804::AA489935 66006-1.576847346 -0.56312261 -0.33350786 0.89543491 1.47122751 1.26017734



IMAGE:767405  MAP3K6 Hs.194694 Mitogen-activated protein kinase kinase kinase 6 AA417921::AA418097 1270200.983310009 1.10215282 0.97188282 -1.96733422 -1.22599503 -1.14971852
IMAGE:1069986  XKR6 Hs.125914 XK, Kell blood group complex subunit-related family, member 6 AA599693::AI732633::AI791925 4784-1.59181345 -0.86274421 -0.47712292 1.50456455 1.50493805 1.26873754
IMAGE:490361  SDC2 Hs.1501 Syndecan 2 (heparan sulfate proteoglycan 1, cell surface-associated, fibroglycan) AA122057::AA122056 975061.378668408 0.93028195 0.86843554 -1.98944834 -1.6879471 -0.87157451
IMAGE:52629  CAMK1 Hs.434875 Calcium/calmodulin-dependent protein kinase I H29322::H29415 1158660.978903195 1.30947755 1.22228258 -1.5236405 -1.60269089 -1.83409294
IMAGE:1350439  PPM1F Hs.112728 Protein phosphatase 1F (PP2C domain containing) AA806330 303040.8622137 1.14197957 1.36186573 -2.57767945 -1.14940107 -0.98154154
IMAGE:264895  TRAFD1 Hs.5148 TRAF-type zinc finger domain containing 1 N21170::N29133 1038230.866024984 1.57129216 0.77145507 -1.83422666 -1.55772986 -1.22833803
IMAGE:118399  FLJ25037 Hs.567827 **Hypothetical protein FLJ25037 AI821405::T91578::AI820568::T91626 28436-1.190266313 -1.36631042 -0.94481053 1.63473867 1.89880483 1.48233477
IMAGE:162722  PLA2R1 Hs.410477 Phospholipase A2 receptor 1, 180kDa AI668612::H27541::AI820785::H27613 65081-1.033907161 -1.29233287 -0.3396144 1.09053321 1.36624217 1.45710267
IMAGE:1897415     AI301734 4627 -1.364826389 -1.39616114 -0.42478394 1.65442584 1.92599366 1.09204171
IMAGE:1535957  EXOC3 Hs.481464 Exocyst complex component 3 AA917609 266360.999254317 1.2018868 1.0446054 -2.68600339 -1.12283851 -0.79862653
IMAGE:309929  GPR176 Hs.37196 G protein-coupled receptor 176 N95435::W24047 663111.655322685 0.9438976 0.89719336 -1.98244901 -1.78694288 -1.25093024
IMAGE:1009945     AA224758 1506 -1.434532844 -1.76654144 -0.10237046 1.58538906 1.83575396 1.50843148
IMAGE:704237  MOBKL2A Hs.86912 MOB1, Mps One Binder kinase activator-like 2A (yeast) AA279337 139810.867816527 1.35275378 1.1233211 -2.61460656 -1.39444185 -0.72595845
IMAGE:2430220     AI871056 18794 1.201365804 0.84695721 1.06084591 -1.91105669 -1.41581731 -1.07166791
IMAGE:2385051  SOLH Hs.632219 Small optic lobes homolog (Drosophila) AI796687 1294651.620584167 0.80878336 1.01964072 -2.23731466 -1.46241389 -1.21887365
IMAGE:198453  HLA-E Hs.118354 Major histocompatibility complex, class I, E R94661::R94660 1298931.149400095 0.77108145 1.33426921 -2.16127807 -1.10822617 -1.27905459
IMAGE:190887  MYD88 Hs.82116 Myeloid differentiation primary response gene (88) H40681::H38383 1019131.794057917 1.10264181 0.07104897 -2.07026673 -1.21844208 -1.14515198
IMAGE:461488  ARRB1 Hs.503284 Arrestin, beta 1 AA705047 705040.866997909 1.74946434 1.33529343 -2.15066959 -1.66531305 -1.77782752
IMAGE:510736  CHMP4C Hs.183861 Chromatin modifying protein 4C AA099748::AA099747 913001.894621888 -0.59148672 1.23326872 -1.2530123 -1.24784009 -0.99543627
IMAGE:359701   Hs.99913 Beta1-adrenergic receptor mRNA, 3'untranslated region AA011176::AA010748 97185-1.379594746 -1.45739685 -0.03102502 1.43109871 1.68326088 1.17990908
IMAGE:726768  FLJ37543 Hs.586196 **Hypothetical protein FLJ37543 AA398366::AA399507 303721.176361374 1.3196741 0.69865229 -2.54849562 -1.21903123 -0.84984172
IMAGE:490140  DUSP14 Hs.91448 **Dual specificity phosphatase 14 AA136040::AA136202 273472.024764567 0.30424891 0.58462924 -1.62874246 -1.33004183 -1.26552249
IMAGE:270127  NSUN7 Hs.590923 NOL1/NOP2/Sun domain family, member 7 N27935::N40697 117996-1.26117931 -0.89523578 -1.36194637 2.37783744 1.3762659 1.18295225
IMAGE:752557  GPSM3 Hs.520046 G-protein signalling modulator 3 (AGS3-like, C. elegans) AA410896::AA419524 171260.841192099 1.74910984 0.17213062 -1.45785445 -0.8992585 -1.74350324
IMAGE:813630  PIM1 Hs.81170 Pim-1 oncogene AA447730::AA453663 1198531.850829974 0.65255662 -0.35147032 -1.37656164 -1.61495497 -0.32422537
IMAGE:289666  RAGE Hs.104119 Renal tumor antigen N62873::N77779 992011.393853663 1.25237044 0.59093638 -1.83704833 -1.71833506 -1.15262325
IMAGE:2015501  CALM3 Hs.515487 Calmodulin 3 (phosphorylase kinase, delta) AI355949 3794-1.501753404 -1.36129336 -0.21793946 1.61810664 1.92121666 1.02767118
IMAGE:954096  HMGCS1 Hs.397729 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 (soluble) AA525061::AI732514::AI791469 14912-1.732433281 -0.74472636 -0.59081862 1.16979871 1.86595358 1.41851045
IMAGE:196282  CSF1R Hs.483829 Colony stimulating factor 1 receptor, formerly McDonough feline sarcoma viral (v-fms) oncogene homolog R92609::R92689 579551.294777757 1.24256575 1.03835879 -1.95599982 -1.01618369 -2.13178024
IMAGE:286446  ZNF626 Hs.128692 Zinc finger protein 626 N67334 65382-1.825377299 -1.05251348 -0.5062789 1.40350827 2.19671061 1.34946591
IMAGE:502012  MS4A4A Hs.325960 Membrane-spanning 4-domains, subfamily A, member 4 AA128162::AA125975 1270580.831298695 1.2682778 0.71433775 -0.93804027 -1.44251051 -1.66173615
IMAGE:2098508  ATP2B2 Hs.268942 ATPase, Ca++ transporting, plasma membrane 2 AI421603 65624-0.910210369 -1.53127186 -0.96312668 2.14974026 1.10001715 1.6163743
IMAGE:1536940  LOC642851 Hs.500098 Similar to upstream binding protein 1 AA933846::AI733144::AI792787 66826-1.060508662 -1.29173855 -0.45738208 1.71389715 1.23403044 1.15217083
IMAGE:291955  PTPLA Hs.114062 Protein tyrosine phosphatase-like (proline instead of catalytic arginine), member A N67509 277711.114909987 -0.75418233 2.24051892 -1.05261407 -1.41760627 -0.87151979
IMAGE:223483  DUSP1 Hs.171695 Dual specificity phosphatase 1 H86755::H86754 1249951.026434671 1.48773107 0.7102451 -2.18853249 -1.25474318 -1.21577931
IMAGE:840663  HSPC159 Hs.372208 HSPC159 protein AA488062::AA486345 1123262.075349693 -0.38064395 0.89741134 -0.92170561 -1.6843151 -1.05780207



IMAGE:2119167  CYP4F8 Hs.268554 Cytochrome P450, family 4, subfamily F, polypeptide 8 AI401776 109634-1.383676303 -0.60947146 -0.61111532 0.9066576 1.63247464 1.21448356
IMAGE:280782  CP Hs.558314 Ceruloplasmin (ferroxidase) N50654::N50749 578661.20605834 0.5789366 1.20959854 -1.16676296 -1.58779428 -1.43493336
IMAGE:23579  C9orf91 Hs.522357 Chromosome 9 open reading frame 91 R38349::T77388 62462-2.400967665 -0.35374499 -0.78721436 1.12339901 2.03199784 1.96069008
IMAGE:2568695  UBE2L6 Hs.425777 Ubiquitin-conjugating enzyme E2L 6 AW071596 187281.146080256 1.44463384 0.42480358 -1.46274148 -1.74741651 -1.20691763
IMAGE:79710  KIAA0174 Hs.232194 KIAA0174 T62546::T63171 1152491.017464323 1.78473052 0.69163895 -1.70913348 -1.84927342 -1.50943406
IMAGE:71545  MAP4K1 Hs.95424 Mitogen-activated protein kinase kinase kinase kinase 1 T50313::T47961 725170.920446185 1.62172028 0.59207109 -1.35074714 -1.41780393 -1.78478748
IMAGE:506018  CADPS2 Hs.126730 Ca2+-dependent activator protein for secretion 2 AA708441 8888-1.916747194 -0.81382047 -0.27430548 1.91431473 1.10090628 1.42351234
IMAGE:68894  FCGRT Hs.111903 Fc fragment of IgG, receptor, transporter, alpha T53509::T53508 1025611.111580016 0.53498433 1.57642577 -1.95134556 -1.81750058 -0.67153259
IMAGE:986126  PIP Hs.99949 Prolactin-induced protein AA532383::AI821475::AI791620 31690-1.355296557 -0.67776897 -0.57801491 1.52938339 1.16936873 1.07336482
IMAGE:725709  PRSS1 Hs.511522 Protease, serine, 1 (trypsin 1)::T-cell receptor beta (TCRB) mRNA (HLA-A3, 29; B7, 44; DR2, 7) AA394198 669791.633058691 0.59583306 0.51810187 -1.52926493 -1.33979514 -1.12190489
IMAGE:768643   Hs.506325 **Transcribed locus, strongly similar to XP_532650.2 PREDICTED: similar to nudix-type motif 4 isoform beta [Canis familiaris] AA425630::AA430351 136446-1.098288188 -0.99362876 -1.41625351 1.24732906 1.74072354 1.92013971
IMAGE:898222  ATPAF2 Hs.528889 ATP synthase mitochondrial F1 complex assembly factor 2 AA598602 1217131.291927598 1.51069719 1.2372352 -2.46294673 -1.88385076 -1.40368369
IMAGE:811050  C19orf6 Hs.515003 Chromosome 19 open reading frame 6 AA485429::AA485593 577321.115085353 1.20344515 0.81024407 -2.02665754 -1.36948158 -1.09446172
IMAGE:433491   Hs.579591 **Transcribed locus, strongly similar to XP_512881.1 PREDICTED: similar to FTO protein [Pan troglodytes] AA699589 184191.37568416 0.22590644 1.24908629 -1.99062649 -1.40350596 -0.56961131
IMAGE:1155709  CD46 Hs.510402 CD46 molecule, complement regulatory protein AA678559 118127-1.139233275 -1.19479053 -0.98880131 1.29524307 1.77602704 1.66576725
IMAGE:2281706  ITK Hs.558348 IL2-inducible T-cell kinase AI862176 1192390.663575501 1.67128334 0.33831694 -1.11198806 -1.33944441 -1.47375196
IMAGE:1606300  BMPR1A Hs.524477 Bone morphogenetic protein receptor, type IA AA991180 6706-1.376169188 -1.27361577 -0.71787392 1.50094251 1.62547166 1.74560566
IMAGE:786067  CDC25B Hs.153752 Cell division cycle 25B AA448659::AA448755 1384580.752877804 1.47478919 0.97897093 -1.8227989 -1.50150867 -1.24090659
IMAGE:358990  LRRC56 Hs.567655 **Leucine rich repeat containing 56 W92263::W92262 748651.577273404 0.6214428 1.00377504 -2.29457959 -1.64422062 -0.61399289
IMAGE:1558326  FRZB Hs.128453 Frizzled-related protein AA975883 5772-1.213033623 -1.30249453 -0.49190089 2.18900924 1.22487345 0.97428566
IMAGE:995444  ARSB Hs.149103 Arylsulfatase B AA532683::AI791623::AI821478 31755-1.533348641 -0.51345439 -1.13180011 2.03105636 1.42037378 1.03352455
IMAGE:1947123     AI351836 97119 1.819542674 1.54905881 0.6331445 -2.61406087 -2.20833508 -1.02193691
IMAGE:1090417  MUC5B Hs.523395 Mucin 5B, oligomeric mucus/gel-forming AA587390::AI732665::AI791962 20853-1.590866093 -1.54301471 -0.82205382 2.00357055 1.97127087 1.75354706
IMAGE:1470060  TUBA3 Hs.524390 Tubulin, alpha 3 AA865469 681561.399414491 1.10833307 0.80560838 -1.64283423 -1.58909612 -1.53670146
IMAGE:366950  SLPI Hs.517070 Secretory leukocyte peptidase inhibitor AA026264::AA026192 1285811.157491846 0.71730293 1.10067571 -1.84200986 -1.44420615 -0.9018208
IMAGE:1691326     AI128614 4353 -1.529481542 -1.4315041 -0.45288235 1.53159313 1.64052099 1.83546728
IMAGE:320865  MARVELD2 Hs.444195 MARVEL domain containing 2 W44766::W38683 238590.560358917 2.13327587 0.26653085 -1.83662852 -1.46841786 -1.06856936
IMAGE:285760   Hs.587521 Transcribed locus N64145 101791-1.171794004 -1.6439852 -0.83732524 2.2132266 1.45575323 1.60134552
IMAGE:298155  ACADM Hs.445040 Acyl-Coenzyme A dehydrogenase, C-4 to C-12 straight chain N70794 139011-1.600325504 -0.50123144 -0.86077492 1.06229589 1.79960483 1.36640334
IMAGE:878630  NBEA Hs.491172 Neurobeachin AA775279 14948-1.666671717 -1.07761704 -0.11360713 1.40127452 1.27728932 1.5798782
IMAGE:1915694   Hs.604477 Transcribed locus AI311321 57699-1.818724018 -1.21092621 -0.54029986 2.2149364 1.67982067 1.32509309
IMAGE:1568056  TATDN3 Hs.530538 TatD DNase domain containing 3 AA975949 26614-1.353829263 -0.93384696 -1.28231876 1.16083506 2.12436204 1.74921568
IMAGE:52076  OLFM1 Hs.522484 Olfactomedin 1 H23124::H23123 1059681.13933122 1.52004786 0.7854887 -1.96994797 -1.91116084 -1.08982068
IMAGE:50483  FBLN5 Hs.332708 Fibulin 5 H17615::H17726 736701.167402438 0.43602437 1.56760158 -1.82744647 -1.51419762 -1.0229981
IMAGE:252382     H87106 90351 -1.400276686 -0.97974882 -0.60056098 0.77595502 1.85043935 1.69434511
IMAGE:825270  PREX1 Hs.153310 Phosphatidylinositol 3,4,5-trisphosphate-dependent RAC exchanger 1 AA504197::AA504431 974740.696197429 1.64740028 0.62995192 -1.62073065 -1.4743476 -1.20775822



IMAGE:296454  MGC7036 Hs.488173 Hypothetical protein MGC7036 N74626::W00946 813581.053052092 1.68325457 0.77404983 -1.99302852 -1.9498933 -1.12910046
IMAGE:999777     AA552459::AI791658::AI821516 83999-1.676939206 -1.50989258 -0.76071379 1.92732368 1.38178569 2.42203056
IMAGE:739901  CYP51A1 Hs.417077 **Cytochrome P450, family 51, subfamily A, polypeptide 1 AA477781::AA477893 63010.846879518 1.34505583 1.21611608 -2.73031944 -1.08633761 -0.99139107
IMAGE:744939  GRAMD1C Hs.24583 GRAM domain containing 1C AA625897 24569-0.764963149 -1.75598503 -0.6920389 1.51111494 1.71563006 1.41972589
IMAGE:824799  NOB1 Hs.271695 NIN1/RPN12 binding protein 1 homolog (S. cerevisiae) AA489080 979001.338940171 1.54775249 0.47052658 -2.35120342 -1.69712954 -0.86986426
IMAGE:82556  POR Hs.354056 P450 (cytochrome) oxidoreductase T73294::T73355 922951.45283696 0.09155189 1.49122627 -1.30677886 -1.8077594 -1.06607786
IMAGE:491415  CYBRD1 Hs.221941 Cytochrome b reductase 1 AA150422::AA156591 558431.186259808 0.83890094 1.40990182 -1.90277567 -1.43011383 -1.46722889
IMAGE:188232  KLF4 Hs.376206 Kruppel-like factor 4 (gut) H45668::H45711 50211.524942345 0.20560195 1.13601179 -2.03401273 -0.66828927 -1.31352918
IMAGE:268837  C1orf21 Hs.497159 Chromosome 1 open reading frame 21 N26008::N36640 280431.772217975 0.87973001 0.60229611 -1.48108616 -1.94485011 -1.30485585
IMAGE:2418870  RABAC1 Hs.11417 Rab acceptor 1 (prenylated) AI865765 1273771.028100859 0.95504375 0.99570162 -2.08270272 -1.40136574 -0.73527547
IMAGE:795543  PRDX4 Hs.83383 Peroxiredoxin 4 AA459663 1394251.270916086 1.18737899 0.91612913 -1.70128463 -1.88555763 -1.24576176
IMAGE:510145  SGK2 Hs.472793 **Serum/glucocorticoid regulated kinase 2 AA053121::AI732394::AA053206::AI733718 63215-1.455486516 -0.81770513 -0.26505665 0.89040792 1.51012539 1.34057498
IMAGE:2029476  CYP4F2 Hs.558423 Cytochrome P450, family 4, subfamily F, polypeptide 2 AI364951 74758-1.344067112 -0.96884296 -0.28495983 0.84611841 1.78735867 1.19208781
IMAGE:269606  MPG Hs.459596 N-methylpurine-DNA glycosylase N26769 1233431.058588535 1.37282315 1.02418812 -2.2565866 -1.42965342 -1.24111265
IMAGE:140635  C9orf150 Hs.445356 Chromosome 9 open reading frame 150 R66946::R66945 297330.414787279 1.80071782 0.44093691 -1.59394035 -1.35249207 -0.92799637
IMAGE:151620  TMEM54 Hs.534521 Transmembrane protein 54 H03961::H03154 168471.230113278 0.65577863 0.93792161 -2.17821202 -1.17767429 -0.64535356
IMAGE:68061  ALDH1L1 Hs.434435 Aldehyde dehydrogenase 1 family, member L1 T52840::T52839 111523-1.400322455 -0.87800155 -0.39692202 1.05353906 1.41780293 1.44229654
IMAGE:108377  TUBG1 Hs.279669 Tubulin, gamma 1 T77733::T77732 866951.456382765 1.17397677 0.94933564 -2.43857355 -1.36992359 -1.3237117
IMAGE:1630961  PPM1F Hs.112728 Protein phosphatase 1F (PP2C domain containing) AI018525 1001780.993140838 0.88289198 1.27407126 -2.26062955 -1.35413896 -0.7918698
IMAGE:68637  LOC643008 Hs.528605 PP12104 T49816::T49815 1255311.81955709 0.10191595 0.8235285 -1.15785695 -1.74734326 -1.00641995
IMAGE:810326  PDIA3 Hs.591095 Protein disulfide isomerase family A, member 3 AA464142::AA464210 634730.637310646 1.82878434 -0.11723965 -2.76189372 -0.42815613 -0.36254306
IMAGE:781362  PLEC1 Hs.434248 Plectin 1, intermediate filament binding protein 500kDa AA448400 1264320.91358397 0.62254843 1.54173567 -2.35995951 -1.09274227 -0.77866642
IMAGE:376736   Hs.62927 Transcribed locus AA046306::AA046394 317961.219475147 -0.0276516 1.43757171 -0.94386803 -1.60583929 -1.03499263
IMAGE:1699663  OCA2 Hs.130937 Oculocutaneous albinism II (pink-eye dilution homolog, mouse) AI061162::AI733617::AI792341 18715-1.135067729 -1.21679961 -1.00429673 2.02289061 1.40565181 1.35462949
IMAGE:246661  WSB1 Hs.446017 WD repeat and SOCS box-containing 1 N57723::N59690 67982-0.58788115 -0.87689635 -1.47011422 0.41738172 2.06136819 1.55605911
IMAGE:380890  FAM46C Hs.356216 Family with sequence similarity 46, member C AA058597::AA056118 1699-1.67667087 -0.26013591 -0.85115239 1.5928168 1.32944843 1.04688542
IMAGE:824510  FAM96B Hs.9825 Family with sequence similarity 96, member B AA490522::AA490521 1287051.47904323 1.21155633 0.52192647 -1.88326708 -1.59146319 -1.21357716
IMAGE:2236882  ZNF710 Hs.459311 Zinc finger protein 710 AI624998 1084351.50340784 0.45412871 1.59298045 -2.28807272 -0.97807332 -1.66138436
IMAGE:1033363     AA621402 15776-1.515183062 -0.82625317 -0.82170169 1.54114163 1.69408939 1.30405045
IMAGE:156386  FLOT2 Hs.514038 Flotillin 2 R73545::R72913 1371560.600896281 1.52840269 0.80463811 -2.38264543 -1.15266399 -0.66443667
IMAGE:1035182     AA670190 1234380.885127353 1.58897368 0.86290063 -2.13850119 -1.39231825 -1.25895789
IMAGE:343987  DPP4 Hs.368912 Dipeptidyl-peptidase 4 (CD26, adenosine deaminase complexing protein 2) W70234::W70233 186581.341094219 0.39098347 1.16331439 -1.28262198 -1.54609807 -1.22353947
IMAGE:294018     N64033 4937 -0.846472651 -1.39299403 -1.00237953 1.4542129 1.64952015 1.50844138
IMAGE:530139  GNAI2 Hs.77269 Guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 2 AA071330::AA071395 713551.167193236 1.73420791 0.86368683 -2.17235092 -1.85775889 -1.40160045
IMAGE:856568  C14orf92 Hs.555910 Chromosome 14 open reading frame 92 AA633647 962781.493299963 1.27770361 0.68494044 -2.31673155 -1.70798889 -0.98796047
IMAGE:951108  ELF3 Hs.67928 E74-like factor 3 (ets domain transcription factor, epithelial-specific ) AA620466 55274-1.709597684 -1.03452119 -0.22264112 1.65304326 1.10985258 1.63158388



IMAGE:998871  KIF13A Hs.189915 Kinesin family member 13A AA536029::AI821491 78261-1.3878577 -1.231181 -0.3154824 1.63549121 1.37104698 1.31637285
IMAGE:51865  CA2 Hs.155097 Carbonic anhydrase II H23187::H23302 578371.272151538 1.55419444 0.31064166 -1.52288373 -1.70778948 -1.39714782
IMAGE:198045  ARG1 Hs.440934 Arginase, liver R93602::R93601 281761.950738801 -0.68983713 0.42691946 -0.44043306 -1.32295392 -0.66161485
IMAGE:742565  C12orf10 Hs.505625 Chromosome 12 open reading frame 10 AA401345::AA401585 1369121.324555177 1.12871026 0.94899375 -2.36107333 -1.6266549 -0.87841212
IMAGE:726521  CTDP1 Hs.465490 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) phosphatase, subunit 1 AA398027::AA394185 1249521.494777419 0.98679088 0.82682916 -2.3467357 -1.28482766 -1.12432553
IMAGE:1636154   Hs.131034 Transcribed locus, strongly similar to XP_496282.1 PREDICTED: similar to RIKEN cDNA 2310076L09 [Homo sapiens] AI016021 89742-1.286962647 -0.82775021 -0.45951924 1.14564348 1.45991699 1.14090786
IMAGE:2009477  CD6 Hs.502710 CD6 molecule AI336940 232510.670842484 1.54872642 0.51518187 -1.64362644 -1.0740501 -1.25565415
IMAGE:1855351  EPSTI1 Hs.546467 Epithelial stromal interaction 1 (breast) AI286247 1003201.080854281 1.50270766 -0.03518821 -1.06966347 -1.41248609 -1.34920809
IMAGE:357544  SPRR4 Hs.433629 Small proline rich protein 4 W94063 783150.621847249 0.83232754 1.45875101 -1.75025813 -1.08921454 -1.16522828
IMAGE:2572015  TIMP1 Hs.522632 TIMP metallopeptidase inhibitor 1 AW075162 71740.724232017 1.51029781 0.5205935 -1.64728629 -1.11787889 -1.23737144
IMAGE:739126  TSTA3 Hs.404119 Tissue specific transplantation antigen P35B AA421688::AA421687 166200.617915 1.49031913 0.62847399 -2.21772035 -0.94472659 -0.78549674
IMAGE:855843  UQCRB Hs.131255 Ubiquinol-cytochrome c reductase binding protein AA664284 5437-1.577191827 -1.03868152 -0.5502146 0.62390104 2.13336174 1.85431549
IMAGE:826405  INPP5D Hs.262886 Inositol polyphosphate-5-phosphatase, 145kDa AA521067 839201.373470372 1.41313048 0.39089134 -1.52840974 -1.37968436 -1.76042134
IMAGE:1916614  FLT3LG Hs.428 Fms-related tyrosine kinase 3 ligand AI347556 84020.325764822 0.7138532 2.21378956 -1.69456277 -1.53075923 -1.10134197
IMAGE:840821  SSR4 Hs.409223 **Signal sequence receptor, delta (translocon-associated protein delta) AA486261::AA486260 290640.975243319 1.28390425 0.57797855 -2.25607348 -1.29196199 -0.56315907
IMAGE:395604  JOSD1 Hs.3094 Josephin domain containing 1 AA757576 1189741.592430365 0.95242184 0.78475228 -2.35734107 -1.35645645 -1.08442114
IMAGE:251682  TINF2 Hs.496191 TERF1 (TRF1)-interacting nuclear factor 2 H96734 941151.335931462 1.28851307 0.8332965 -2.22963531 -1.5734833 -1.1751688
IMAGE:81332  MSN Hs.87752 Moesin T60068 797520.932427565 1.39514954 0.42879828 -2.15188266 -1.21134994 -0.66413091
IMAGE:1566690     AI091654 1047 -1.19965484 -1.25630868 -0.51149952 0.98863122 1.35285247 1.981836
IMAGE:526282  CSK Hs.77793 **C-src tyrosine kinase AA079775::AA078778 28001.117703151 1.26859224 1.10201069 -2.46953415 -1.37407933 -1.11334298
IMAGE:996112   Hs.633916 Transcribed locus AA531220::AI791628::AI821482 60942-1.3787802 -0.87991119 -0.1916335 1.5480755 1.08177131 0.99773216
IMAGE:340644  ITGB8 Hs.592171 Integrin, beta 8 W56754::W56709 976021.452447832 1.20651957 0.47776887 -0.82539998 -1.75139519 -2.00886702
IMAGE:1636162  LOC388323 Hs.131035 Hypothetical LOC388323 AI016025::AI733517::AI792237 111046-1.19329482 -0.96556104 -0.52686694 1.3139337 1.60954966 0.9733841
IMAGE:1087295  PREPL Hs.444349 Prolyl endopeptidase-like AA582497::AI821706 528-1.15885479 -1.27597145 -0.52853942 1.53564175 2.08157619 0.69569569
IMAGE:795790  MKRN1 Hs.490347 Makorin, ring finger protein, 1 AA460329::AA460391 265301.323142814 0.53319941 1.15438218 -2.01203413 -1.30647105 -0.90898589
IMAGE:298899  GBP2 Hs.386567 Guanylate binding protein 2, interferon-inducible W01896 282731.461374799 1.07490809 0.87199567 -2.11695872 -1.48607793 -1.29138227
IMAGE:1010093  COG4 Hs.208680 Component of oligomeric golgi complex 4 AA229573::AA229673 6086-1.715077322 -1.00460032 -0.40821452 2.08571532 1.34949372 1.15457558
IMAGE:281597  TSPAN33 Hs.27267 Tetraspanin 33 N51612::N53906 1364280.668422042 1.5537828 0.80658596 -1.87887598 -1.51063737 -0.95202635
IMAGE:769698   Hs.536417 Transcribed locus AA496289::AI732736::AA428839::AI734132 1130741.29549954 0.67727773 1.0894256 -1.94593309 -1.42154852 -0.95346629
IMAGE:2466502  PSMC4 Hs.211594 Proteasome (prosome, macropain) 26S subunit, ATPase, 4 AI933231 1369071.402838838 1.17792776 0.35555502 -2.24137649 -1.29606946 -0.77814772
IMAGE:1011676  EIF3S3 Hs.492599 Eukaryotic translation initiation factor 3, subunit 3 gamma, 40kDa AA229851::AI821617 1082451.706371449 0.96355033 0.39980216 -1.87911428 -1.2765196 -1.3490015
IMAGE:1670741  ZNF428 Hs.99093 Chromosome 19 open reading frame 37 AI077350 651441.299743699 0.24936746 1.02426041 -0.60435867 -1.85302022 -1.14661335
IMAGE:129725  RBPSUH Hs.479396 Recombining binding protein suppressor of hairless (Drosophila) R16902::R16957 751500.992633658 1.25999714 0.65445498 -2.20976668 -1.14753878 -0.83970947
IMAGE:592728  ACP6 Hs.562154 Acid phosphatase 6, lysophosphatidic AA160670::AA160106 29673-1.457746452 -0.94796738 -0.41805691 0.90818043 1.62414403 1.59881743
IMAGE:1842541  PDE6A Hs.567314 Phosphodiesterase 6A, cGMP-specific, rod, alpha AI221148 27400-1.085352046 -1.05243622 -0.77265171 1.18213687 1.64172408 1.34863609
IMAGE:358217  GPC4 Hs.58367 Glypican 4 W95636::W95635 77604-1.166818592 -1.39507244 -0.25881189 1.02216447 1.26982706 1.87435989



IMAGE:186307  LOC400128 Hs.438480 Hypothetical gene supported by BC025370 H29766::H29765 104601-1.270274899 -1.22628926 -0.59553521 2.0732934 1.04930774 1.36666412
IMAGE:2284924  TBC1D9 Hs.480819 TBC1 domain family, member 9 AI628353 81868-1.416139753 -0.65933542 -0.98142561 1.65764555 1.31212193 1.37022729
IMAGE:207358  SLC2A1 Hs.473721 Solute carrier family 2 (facilitated glucose transporter), member 1 H58873::H58872 1349141.6317543 0.47903724 0.6764707 -1.68031452 -1.31242609 -1.01903508
IMAGE:361097  UBE2D3 Hs.518773 Ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast) AA017200::AA017199 209690.549643862 1.45969337 0.5395009 -2.12936719 -1.22495267 -0.3340621
IMAGE:229365  PTPRC Hs.192039 Protein tyrosine phosphatase, receptor type, C H74265::H74264 825150.963101616 1.43311075 -0.05294753 -0.93136349 -1.15168027 -1.44509038
IMAGE:2541394  EIF3S7 Hs.55682 Eukaryotic translation initiation factor 3, subunit 7 zeta, 66/67kDa AW057866 1276381.298227793 1.21644621 0.46859907 -2.30856718 -1.27266713 -0.77652553
IMAGE:756595  S100A10 Hs.143873 **S100 calcium binding protein A10 (annexin II ligand, calpactin I, light polypeptide (p11)) AA444051 317621.603182416 0.65315516 0.57972676 -2.15283172 -1.04572824 -0.91060485
IMAGE:207288  INSIG1 Hs.520819 **Insulin induced gene 1 H59620::H59663 20688-1.265114376 -0.73076401 -0.6018654 0.87912263 1.57032956 1.29669713
IMAGE:81203  PON3 Hs.440967 Paraoxonase 3 T57069::T57140 25533-1.619451762 -0.66868025 -0.1900049 0.68996021 1.62436401 1.35537992
IMAGE:745057  MOBKL2A Hs.86912 MOB1, Mps One Binder kinase activator-like 2A (yeast) AA626277 718771.044754223 1.36503946 0.90294007 -2.4525569 -1.18622684 -1.10458187
IMAGE:1276003  CIP29 Hs.505676 Cytokine induced protein 29 kDa AA744231::AI791219::AI821954 27168-1.475167168 -1.04116056 -0.48330925 2.65666742 1.23728243 0.4846783
IMAGE:769028  MEOX1 Hs.438 Mesenchyme homeobox 1 AA426312::AA426311 664580.951330266 0.80418901 1.2297951 -1.92563902 -1.03001878 -1.21486499
IMAGE:2130772  CLDN15 Hs.38738 Claudin 15 AI433892 872420.617408815 2.19220782 1.05243617 -1.95773558 -1.92184582 -1.65038876
IMAGE:704519  HMGCS1 Hs.397729 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 (soluble) AA279533::AA279532 56628-0.915357506 -0.8911472 -0.96935106 1.05143298 1.49023336 1.37977955
IMAGE:85128  C1QB Hs.8986 Complement component 1, q subcomponent, B chain T71284::T71421 1215181.068859668 0.88865379 0.95749648 -1.3913809 -1.38378795 -1.35797194
IMAGE:451855  PPM1F Hs.112728 Protein phosphatase 1F (PP2C domain containing) AA706929 953170.97531703 1.18226123 1.36506193 -2.13660633 -1.3690685 -1.43701997
IMAGE:587388  LIPH Hs.68864 Lipase, member H AA132946::AI732595::AA132858::AI733889 73001-1.052420654 -1.42559545 -0.5441173 1.66841643 1.50932612 1.21942823
IMAGE:878600  TIA1 Hs.516075 TIA1 cytotoxic granule-associated RNA binding protein AA775259 14240-1.355243623 -1.43250927 -0.62062558 1.90863579 1.35588921 1.69288632
IMAGE:357298   Hs.568928 MRNA; cDNA DKFZp762M127 (from clone DKFZp762M127) W93688::W93740 69690.946542771 1.40946255 0.90445915 -1.8232606 -1.37436869 -1.46695264
IMAGE:40056  CSPG4 Hs.513044 Chondroitin sulfate proteoglycan 4 (melanoma-associated) R53541::R53652 578301.234054985 1.58815736 0.33135818 -1.88600977 -1.27557955 -1.48592693
IMAGE:75581     T58362::T58408 797371.20654388 0.21855725 1.29758149 -2.44407861 -1.332058 0.01650804
IMAGE:783442  ALOX15B Hs.111256 Arachidonate 15-lipoxygenase, type B AA468451::AA470333::AI732691::AI734097 134110-1.392351141 -0.67053641 -0.37807588 0.9615204 1.50282779 1.10257798
IMAGE:37728  ANKRD6 Hs.575381 Ankyrin repeat domain 6 R59489::R59488 96833-1.373602019 -1.27421254 -0.69775359 2.41461229 0.77245635 1.65684519
IMAGE:502326  ATP2B4 Hs.343522 ATPase, Ca++ transporting, plasma membrane 4 AA156674::AA156846 891931.400793679 0.91816826 0.60802209 -2.20272704 -1.15138492 -0.88435856
IMAGE:983891  MCF2L2 Hs.584868 **MCF.2 cell line derived transforming sequence-like 2 AA541802::AI791612 5643-1.496442608 -1.28987257 -0.4444667 1.96837177 1.51080674 1.25587765
IMAGE:788520  LOC400948 Hs.502948 Similar to CG33774-PA AA452799::AA452935 698141.025111395 1.40723979 0.81315751 -2.20947809 -1.28472738 -1.1707682
IMAGE:1657539  UBIAD1 Hs.522933 UbiA prenyltransferase domain containing 1 AI040821 88601-1.289445992 -0.77230585 -0.92610467 0.97438536 1.61745249 1.65842074
IMAGE:1618989  ELOVL5 Hs.520189 ELOVL family member 5, elongation of long chain fatty acids (FEN1/Elo2, SUR4/Elo3-like, yeast) AA992103 24166-1.330766217 -0.70935788 -0.59842247 0.93200807 1.56319233 1.31301384
IMAGE:377692  MFAP5 Hs.512842 Microfibrillar associated protein 5 AA056013::AA056042 644331.518148914 -0.40034274 1.2811187 -1.02209297 -1.15150602 -1.10450865
IMAGE:999104  PRR5 Hs.102336 Proline rich 5 (renal) AA551970::AI791657::AI821515 5946-1.288419281 -0.97712269 -0.61244384 1.64188585 1.16632954 1.35565237
IMAGE:1475987  EXOSC7 Hs.115792 Exosome component 7 AA872436 1272921.453551036 0.65209271 1.10780564 -2.00320394 -1.36017343 -1.17984531
IMAGE:1839226   Hs.458901 Transcribed locus AI208508 56506-0.984575383 -1.22645032 -0.91669435 1.69744055 1.51473395 1.250232
IMAGE:795803  HN1 Hs.532803 Hematological and neurological expressed 1 AA459865::AA460509 101971.362248193 0.80569773 1.15109512 -1.85472224 -1.66937017 -1.16669537
IMAGE:826994  PLEKHA4 Hs.9469 Pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 4 AA521373 576541.16714861 1.12929843 0.79789912 -1.72986181 -1.85602907 -0.85615358
IMAGE:2249522  FAU Hs.387208 Finkel-Biskis-Reilly murine sarcoma virus (FBR-MuSV) ubiquitously expressed (fox derived); ribosomal protein S30 AI659736 1031961.091130025 0.96042441 0.86645766 -2.1247581 -1.39351315 -0.64213247
IMAGE:2072912  AATF Hs.195740 Apoptosis antagonizing transcription factor AI439571 1214451.51965304 1.1992386 0.63203687 -2.74356332 -1.17898644 -0.9458338



IMAGE:67884     T52763::AI820998::T52762 6934-1.305302498 -1.16105352 -0.68809173 1.45138285 1.42870735 1.6795585
IMAGE:1733935  DHX8 Hs.463105 DEAH (Asp-Glu-Ala-His) box polypeptide 8 AI190747 1066571.542537525 0.94289157 1.26864518 -2.86040342 -1.17086042 -1.28268629
IMAGE:379346   Hs.203961 Transcribed locus, strongly similar to XP_372723.2 PREDICTED: similar to RP2 protein, testosterone-regulated - ricefield mouse (Mus caroli) [Homo sapiens] AA778432 102407-1.118050856 -1.30096986 -1.29555004 2.06485279 1.62759732 1.55551852
*mitoch. cont. IMAGE:770969147522 -1.286400902 -1.15430557 -0.58665265 1.83807024 1.27874766 1.27755761
IMAGE:1639090  PDZD6 Hs.391481 PDZ domain containing 6 AI016810 14902-1.316514377 -1.40803278 -0.61561737 1.70366254 1.67062862 1.48205129
IMAGE:767991   Hs.43744 MRNA (clone ICRFp507I1077) AA418828::AA418925 136280-1.972554686 0.1021727 -0.44997787 0.4057223 1.39590786 1.56641516
IMAGE:1632487  WISP2 Hs.592145 WNT1 inducible signaling pathway protein 2 AI081658 133120.844059738 -0.08634873 1.89560172 -1.16972048 -1.15812259 -1.1782256
IMAGE:1558847     AA975259 1333 -0.952530301 -1.75571828 -0.69210269 1.7051396 1.70133663 1.52102499
IMAGE:744944  MYO6 Hs.149387 Myosin VI AA625890 108710-0.478978749 -1.70787372 -0.9521517 1.1038283 1.80052466 1.56611536
IMAGE:222454  CD300A Hs.9688 CD300a molecule H84077::H84076 293220.759592121 1.78664368 0.16458439 -1.03433723 -1.62555511 -1.36519185
IMAGE:42558  GATM Hs.75335 Glycine amidinotransferase (L-arginine:glycine amidinotransferase) R61229::R61228 1199331.184646941 0.69936691 1.35015297 -2.32392769 -1.44276131 -0.74702299
IMAGE:1132429  TOB1 Hs.531550 **Transducer of ERBB2, 1 AA631929::AI792252 26276-0.88882907 -1.51092467 -0.93727962 1.33163474 1.84759777 1.59199762
IMAGE:292388  TMEM97 Hs.199695 Transmembrane protein 97 N62562::N79230 5027-1.359812346 -0.6838893 -0.5650671 0.92537243 1.59739967 1.24911425
IMAGE:783249  BASP1 Hs.201641 Brain abundant, membrane attached signal protein 1 AA468280 70155-1.269360116 -0.97173829 -0.74064369 2.35746824 1.22169082 0.70829317
IMAGE:1950782  CD1B Hs.1310 CD1b molecule AI336342 231790.715012508 1.19766704 0.82639432 -1.63350581 -0.90952402 -1.3589824
IMAGE:417800   Hs.59203 Transcribed locus W88745::W88841 99767-1.112080615 -1.6038087 -0.17340682 1.74894267 1.15623471 1.38541512
IMAGE:682418  ELF4 Hs.271940 E74-like factor 4 (ets domain transcription factor) AA255812::AA255811 101900.86866597 1.52481539 0.70462861 -2.21113537 -1.19072653 -1.0691459
IMAGE:1702586  RCSD1 Hs.493867 RCSD domain containing 1 AI146507 585400.818699549 1.70582175 0.23066426 -1.31075583 -1.31944601 -1.44491044
IMAGE:183194  CASP4 Hs.138378 Caspase 4, apoptosis-related cysteine peptidase H44953::H45000 988521.183954078 1.17531903 0.70989008 -1.7621076 -0.83599896 -1.8281657
IMAGE:2239290  CXCL12 Hs.522891 Chemokine (C-X-C motif) ligand 12 (stromal cell-derived factor 1) AI655374 236780.780471574 -0.46855991 2.19150278 -1.02109468 -1.13851045 -1.04764085
IMAGE:810728  DMKN Hs.417795 Dermokine AA457707::AA480817 668151.223210644 0.55671893 1.13661801 -1.74039952 -1.32403077 -1.0262366
IMAGE:244355  IL2RG Hs.84 Interleukin 2 receptor, gamma (severe combined immunodeficiency) N54821::N75745 47900.187479391 1.63306889 0.76757248 -1.95567668 -0.6370019 -1.09760943
IMAGE:186768  C2orf18 Hs.516034 Chromosome 2 open reading frame 18 H51318::H51914 19011.154031128 0.79397971 1.31909206 -2.27724657 -1.21794211 -1.07569266
IMAGE:725390  GSTP1 Hs.523836 Glutathione S-transferase pi AA292063::AA292163 755311.327885192 0.71401777 0.66989605 -2.17739369 -1.14628826 -0.57654256
IMAGE:1084278   Hs.1247 Transcribed locus, strongly similar to NP_000473.1 apolipoprotein A-IV precursor [Homo sapiens] AA588783::AI791957 770531.562768131 0.91566207 0.33304424 -2.2346993 -1.27023489 -0.62901642
IMAGE:2508563  TNFAIP3 Hs.591338 Tumor necrosis factor, alpha-induced protein 3 AI963014 650210.896821303 1.51557886 0.23618823 -1.81836812 -0.94648247 -1.14898495
IMAGE:1575419  FTL Hs.433670 Ferritin, light polypeptide AA971188::AI791780 1303130.915908949 1.06966578 0.85758739 -1.73825202 -1.29636683 -1.01572748
IMAGE:1573311  NFKBIE Hs.458276 Nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, epsilon AA953975 221260.099018007 1.94386567 0.84705325 -1.40934765 -1.34817779 -1.36561665
IMAGE:1609795     AA991624 875610.814440374 1.5317649 0.33327207 -1.6057181 -1.32479059 -1.00538931
IMAGE:470279  CNTNAP1 Hs.408730 Contactin associated protein 1 AA028905 94796-1.712027884 -1.082525 -0.40335634 1.84369889 1.72217075 1.13015512
IMAGE:32565  PIAS1 Hs.162458 Protein inhibitor of activated STAT, 1 R43509::R20392 21524-1.142310925 -0.89949576 -0.586392 0.14253272 1.90134517 1.75182215
IMAGE:342349  MAP3K14 Hs.404183 Mitogen-activated protein kinase kinase kinase 14 W61116::W65377 18930.484923635 1.0599207 1.36384772 -2.25695362 -0.90720401 -0.85791854
IMAGE:926239  C10orf99 Hs.298713 Chromosome 10 open reading frame 99 AA534511::AI732376 727001.670689511 0.1843178 0.37205567 -0.87848566 -1.32024188 -1.04885302
IMAGE:486102  ELK3 Hs.591015 ELK3, ETS-domain protein (SRF accessory protein 2) AA040699::AA043163 1189471.666156396 1.01334324 0.32702592 -2.10953873 -1.37521028 -0.94328285
IMAGE:1000892  ZNF539 Hs.434406 Zinc finger protein 539 AA548438::AI732074::AI820988 8460-1.324663708 -0.81665813 -0.37761074 0.6952778 1.68287211 1.30584629
IMAGE:1461019  ZP1 Hs.172130 Zona pellucida glycoprotein 1 (sperm receptor) AA890119 7065-1.553382763 -1.0009782 -0.36845389 1.1692127 1.82211835 1.30077776



IMAGE:841340  TAP1 Hs.352018 Transporter 1, ATP-binding cassette, sub-family B (MDR/TAP) AA487429::AA487637 725260.920962846 1.29095986 0.85883989 -2.27433444 -1.21108787 -0.90601162
IMAGE:221898  LRRC39 Hs.44277 Leucine rich repeat containing 39 H83658::H83657 29262-0.495449258 -1.38781545 -1.86509145 1.87655025 2.21002159 1.06968953
IMAGE:756490  BCAT2 Hs.512670 Branched chain aminotransferase 2, mitochondrial AA436410::AA481353 14281-1.475381603 -0.56297131 -0.45475705 0.72177411 1.53009393 1.37410763
IMAGE:487764   Hs.592414 Homo sapiens, clone IMAGE:4214654, mRNA AA045174::AA045293 20091-1.231063505 -1.7696967 1.53453817 0.80880804 0.91866312 0.85549645
IMAGE:1941687  PIP5K1B Hs.534371 Phosphatidylinositol-4-phosphate 5-kinase, type I, beta AI214315 25513-1.265372517 -1.40200192 -1.16227372 2.30297866 1.20197008 1.94895508
IMAGE:300276   Hs.594923 Transcribed locus N79745::W07107 288530.719708968 1.51177675 1.14558889 -1.13332787 -1.99427112 -1.65161571
IMAGE:1917430  CD33 Hs.83731 CD33 molecule AI344474 1256030.66954106 1.54029009 1.04416564 -1.30913485 -1.52175961 -1.78905931
IMAGE:1912458  IL12A Hs.673 Interleukin 12A (natural killer cell stimulatory factor 1, cytotoxic lymphocyte maturation factor 1, p35) AI304577 83350.369296151 0.84107264 1.84752915 -1.36847944 -1.45431655 -1.30216863
IMAGE:924152   Hs.600053 Transcribed locus AA514694 28497-1.626213179 -0.96203165 -0.67220698 1.4018508 1.51712198 1.80365318
IMAGE:506497  EHD2 Hs.631554 EH-domain containing 2 AA708621 98320.767734106 0.81003127 1.66631393 -1.9127314 -1.44041303 -1.09639606
IMAGE:43679   Hs.107384 MRNA; cDNA DKFZp761F1212 (from clone DKFZp761F1212) H05939::H05987 6264-0.638811064 -1.81611047 -0.03522428 1.3356148 1.29706748 1.09373037
IMAGE:455263  PET112L Hs.119316 PET112-like (yeast) AA677572 763951.052900248 1.37883576 0.45645778 -1.90725778 -1.32760002 -0.98331843
IMAGE:78845  CSF1R Hs.483829 Colony stimulating factor 1 receptor, formerly McDonough feline sarcoma viral (v-fms) oncogene homolog T51164 1380200.979968047 1.23009517 0.97626246 -2.00928269 -1.37006893 -1.15607128
IMAGE:143039   Hs.356055 CDNA FLJ35491 fis, clone SMINT2008625, moderately similar to GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR R71328::R71327 6810-1.28091493 -1.34572047 -0.47433526 1.20736838 1.97755725 1.34794654
IMAGE:853962     AA644695::AI791172 29306-1.513826803 -0.97645025 -0.83538891 2.66192486 0.73744508 1.38028178
IMAGE:138496  MFAP5 Hs.512842 Microfibrillar associated protein 5 R68635::R68634 1305821.540264699 0.57988048 1.08177186 -1.99285076 -1.46623315 -1.0733487
IMAGE:768329  MYCBP Hs.591506 **C-myc binding protein AA424831::AA495781 670111.552168586 0.66782767 0.54303946 -1.63390991 -1.2519052 -1.1229786
IMAGE:323238  CXCL1 Hs.789 Chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha) W42723::W42812 1352360.398467617 1.57945762 0.29587931 -1.36601037 -1.08799697 -0.88272966
IMAGE:141845  FEZ2 Hs.258563 **Fasciculation and elongation protein zeta 2 (zygin II) R70508::R70601 25858-1.130497923 -1.3591793 -0.4893431 1.07013685 1.8006468 1.47541106
IMAGE:366585  SNX8 Hs.584900 **Sorting nexin 8 AA026689::AA026699 991340.646809332 1.85640285 0.15277299 -1.71057217 -1.32505248 -0.91015986
IMAGE:823688  MAN1A1 Hs.102788 Mannosidase, alpha, class 1A, member 1 AA489636::AA489739 305011.077391493 0.85560757 1.38288797 -2.29203897 -1.04858133 -1.28748827
IMAGE:213651  ENC1 Hs.104925 Ectodermal-neural cortex (with BTB-like domain) H72122::H72225 121691-1.197444492 -0.70718634 -0.91140853 0.61885266 1.72895949 1.64839477
IMAGE:626716  ELL2 Hs.592742 Elongation factor, RNA polymerase II, 2 AA191548::AA191245 21369-1.549356994 -0.90965488 -0.80928783 1.16193217 1.93122911 1.60696632
IMAGE:1435862  CD99 Hs.495605 CD99 molecule AA937895 308821.091402193 0.5689498 1.63375754 -1.73326155 -1.35746901 -1.44199434
IMAGE:212640  ARHGAP4 Hs.3109 Rho GTPase activating protein 4 H70464::H69620 1232520.740053221 1.85755007 0.34843486 -1.2172969 -1.55839715 -1.55625446
IMAGE:756509  NSDHL Hs.57698 NAD(P) dependent steroid dehydrogenase-like AA436425 5880-1.192034903 -0.96446271 -0.42568555 0.74039435 1.69278397 1.33367505
IMAGE:251047  MMP17 Hs.159581 Matrix metallopeptidase 17 (membrane-inserted) H97792 251241.590711721 1.05650063 0.37714539 -1.97161953 -1.30637552 -1.16425521
IMAGE:1635756  HSPC049 Hs.459858 HSPC049 protein AA995874::AI733593::AI792183 72839-1.044517733 -1.13127386 -0.75355102 1.64542283 1.36124089 1.19896244
IMAGE:161993  CEBPB Hs.517106 CCAAT/enhancer binding protein (C/EBP), beta H26183::H26184 1330481.267686917 0.78059151 0.91306597 -2.3388769 -1.06424603 -0.81062717
IMAGE:897011  PLEKHM2 Hs.145049 Pleckstrin homology domain containing, family M (with RUN domain) member 2 AA676757 276561.091751553 0.3131365 1.43203517 -2.6347866 -0.5512704 -0.71131905
IMAGE:110198  TRPV2 Hs.279746 Transient receptor potential cation channel, subfamily V, member 2 T71250::T71382 586310.79131599 1.4750353 0.64496074 -1.2748294 -1.42804126 -1.5028572
IMAGE:814432  CCDC34 Hs.143733 Coiled-coil domain containing 34 AA458934 15008-1.236354508 -0.72706349 -1.00100032 0.71192479 1.80646642 1.67798619
IMAGE:823925  PLEKHO1 Hs.438824 Pleckstrin homology domain containing, family O member 1 AA490216 593030.558660318 1.93460429 0.13027364 -1.86626362 -1.49508973 -0.54138561
IMAGE:151477  VGLL3 Hs.435013 Vestigial like 3 (Drosophila) H02837::H03730 985191.218264816 0.83901337 0.99342005 -1.00541017 -1.79485408 -1.52742809
IMAGE:345553  CLEC3B Hs.476092 C-type lectin domain family 3, member B W73889::W76174 995441.524784341 -0.4188968 1.26130756 -0.76929931 -1.38493332 -1.08123314
IMAGE:1855450  SHROOM2 Hs.567236 Apical protein-like (Xenopus laevis) AI271607 6224-1.364915043 -0.95088054 -0.55589895 0.95168915 1.69692509 1.51995282



IMAGE:48614  ELF4 Hs.271940 E74-like factor 4 (ets domain transcription factor) H14359 1228231.070784517 1.4165186 0.45257906 -1.62321452 -1.46960638 -1.2038576
IMAGE:503035  CPXM2 Hs.307574 Carboxypeptidase X (M14 family), member 2 AA148685::AA148684 983291.19981162 1.44973007 1.02992748 -2.31679008 -1.55797425 -1.38695755
IMAGE:132690  PDCD4 Hs.232543 Programmed cell death 4 (neoplastic transformation inhibitor) R26827::R26026 22658-1.502909386 -0.98157927 -0.51097316 0.87665733 1.68830022 1.80049187
IMAGE:139009  FN1 Hs.203717 Fibronectin 1 R62612::R62662 265821.522819903 0.56782203 0.54478317 -0.2925586 -1.92710992 -1.59727335
IMAGE:970284  LOC643980 Hs.597646 Similar to FRG1 protein (FSHD region gene 1 protein) AA775962 26682-0.838349326 -0.88992869 -0.86770989 2.71328648 0.47222935 0.49153855
IMAGE:740117  IRF7 Hs.166120 Interferon regulatory factor 7 AA477347::AA479653 165020.9381888 1.23466222 0.53410651 -2.26207702 -1.0926541 -0.57217855
IMAGE:384968   Hs.59203 Transcribed locus AA708696 102788-1.260283514 -1.52186541 -0.10361595 1.51795398 1.28253028 1.50225906
IMAGE:1456776  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) AA863314 1245031.419100608 0.6776186 0.91089384 -1.90652951 -1.350418 -1.02674861
IMAGE:154670  GABRP Hs.26225 Gamma-aminobutyric acid (GABA) A receptor, pi AI732282::R55016::AI820703::R55154 5717-1.397319711 -1.24663028 -0.14910892 1.79211628 1.15247104 1.20772383
IMAGE:340864  LY6G6C Hs.241586 Lymphocyte antigen 6 complex, locus G6C W56597::W56634 1223981.235999131 0.34240879 1.16408255 -1.25786929 -1.672463 -0.89238279
IMAGE:195117   Hs.445447 Transcribed locus, moderately similar to XP_517655.1 PREDICTED: similar to KIAA0825 protein [Pan troglodytes] R91259::R91258 317441.180352541 1.35968884 0.10379336 -1.02531474 -1.33492363 -1.57956541
IMAGE:564514  SEMA6D Hs.511265 Sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6D AA121697::AI732456::AA121751::AI733768 231102.048123078 -0.56805005 1.1600524 -2.2451923 -0.91113876 -0.51384398
IMAGE:743901  ZNF256 Hs.288736 Zinc finger protein 256 AA634482 24450-0.815153198 -1.77648845 -0.42121473 1.12789343 1.8475887 1.43849875
IMAGE:137238  ANXA11 Hs.530291 Annexin A11 R36150::R36432 1371790.441718096 1.48332409 1.23546044 -1.68175967 -1.46475842 -1.28537073
IMAGE:310519  F10 Hs.361463 Coagulation factor X N98524::W31088 849021.065400606 0.50644502 1.28620197 -1.44392065 -1.22701251 -1.29458774
IMAGE:486356  ZNF83 Hs.467210 Zinc finger protein 83 AA043743::AA043742 114249-1.321227932 -1.18555476 -0.64587705 1.19513246 1.81508346 1.55730444
IMAGE:85450  ACOX2 Hs.444959 Acyl-Coenzyme A oxidase 2, branched chain T71782::T71713 30622-1.458212929 -0.68629295 -0.31753335 0.87743934 1.53814237 1.19809379
IMAGE:951705  ZCCHC6 Hs.136398 Zinc finger, CCHC domain containing 6 AA630663::AI791332 112220-1.401032359 -1.12903928 -0.70405008 2.1442275 1.12425344 1.40668911
IMAGE:838689  SLC44A1 Hs.573495 Solute carrier family 44, member 1 AA457261::AA457356 982591.637837066 0.62994032 0.61079591 -2.57590332 -1.16541095 -0.4238467
IMAGE:491762   Hs.594584 Transcribed locus AA150501::AA156705 1243871.568622328 0.36054062 0.9744308 -1.27594841 -1.27017732 -1.56565718
IMAGE:1896493  LOC125893 Hs.446907 Hypothetical protein LOC125893 AI298070 438-0.965640784 -1.43893394 -0.86200172 1.51156344 2.34023099 0.8325698
IMAGE:759173  PYGM Hs.154084 Phosphorylase, glycogen; muscle (McArdle syndrome, glycogen storage disease type V) AA496032::AA436943 715551.175921443 0.24045865 1.34003772 -1.50696945 -1.26900084 -1.023647
IMAGE:455121  CEBPG Hs.429666 CCAAT/enhancer binding protein (C/EBP), gamma AA676804 648201.946958318 0.82178347 0.15185178 -2.37494174 -1.25946667 -0.70851899
IMAGE:2012135  C3AR1 Hs.591148 Complement component 3a receptor 1 AI356589 1194971.336054788 0.85645983 0.61204402 -0.70790789 -1.64578248 -1.70013658
IMAGE:769901  CDIPT Hs.121549 CDP-diacylglycerol--inositol 3-phosphatidyltransferase (phosphatidylinositol synthase) AA430520::AA430605 181581.091097092 0.27577025 1.72093708 -2.04969479 -1.46877441 -0.68300316
IMAGE:141627  FAM46A Hs.10784 Family with sequence similarity 46, member A R69088::R69202 75530.99495502 0.82949728 0.87486472 -1.97487805 -1.18628509 -0.66909621
IMAGE:262804  GABARAP Hs.513913 **GABA(A) receptor-associated protein H99502::N28321 707341.058830634 1.19395864 0.76655376 -2.43372792 -0.94731983 -0.95632836
IMAGE:1473289  PPGB Hs.517076 Protective protein for beta-galactosidase (galactosialidosis) AA916327 1194891.497657094 0.81197499 0.63066039 -2.16222868 -1.02118922 -1.06935571
IMAGE:785389  CTPS Hs.473087 CTP synthase AA476603::AA449133 1068361.104862943 1.45032352 0.32447636 -1.86189046 -1.0048825 -1.37160219
IMAGE:145503  CDKN2D Hs.435051 Cyclin-dependent kinase inhibitor 2D (p19, inhibits CDK4) R77517 1202941.207088227 1.23297823 0.27874686 -1.81408966 -0.75280006 -1.44164354
IMAGE:783996  TSEN34 Hs.15580 TRNA splicing endonuclease 34 homolog (S. cerevisiae) AA443283::AA476700 900771.131736 1.06343617 1.11010772 -2.19133521 -1.54248685 -0.94657085
IMAGE:840530  ZNF664 Hs.524828 Zinc finger protein 664 AA487934::AA487933 60793-1.505758931 -0.71745091 -0.92930869 1.21874855 1.75414108 1.52356099
IMAGE:1877404  LOC642775 Hs.128708 Hypothetical protein LOC642775 AI276822 22434-1.06713034 -1.12759717 -0.51947362 1.76383308 1.16193617 1.01566403
IMAGE:365517  MPP7 Hs.499159 Membrane protein, palmitoylated 7 (MAGUK p55 subfamily member 7) AA009593::AA009592 659191.88949175 0.4913543 0.6265559 -1.7543301 -1.40404311 -1.19609074
IMAGE:770192  LGALS9 Hs.81337 Lectin, galactoside-binding, soluble, 9 (galectin 9) AA434102 1248250.692571082 1.78640351 0.49298413 -1.66666063 -1.14971243 -1.51831897
IMAGE:141115  CSF2RB Hs.592192 Colony stimulating factor 2 receptor, beta, low-affinity (granulocyte-macrophage) R66326::R66325 1214060.803444985 1.45817097 0.1432977 -1.3532933 -1.13018604 -1.08806672



IMAGE:759164  NEK4 Hs.631921 NIMA (never in mitosis gene a)-related kinase 4 AA496013::AA442692 1231590.869720284 1.34203341 0.92566274 -2.41726662 -1.2098358 -0.84760655
IMAGE:245860   Hs.593064 Transcribed locus N55339::N77345 28059-0.837631943 -0.95977149 -1.12533843 0.9830955 1.23682587 1.88285683
IMAGE:202740  PEX11A Hs.31034 Peroxisomal biogenesis factor 11A H53572::H53893 129675-1.401164036 -0.76723803 -0.4462755 1.12291634 1.40038395 1.28714717
IMAGE:62260  LOC440341 Hs.513373 Similar to nuclear pore complex interacting protein AI821314::T41166::AI821025::T40301 4707-0.977592585 -1.06715034 -0.76346814 2.39636004 0.82842091 0.79666861
IMAGE:789382  NOTCH4 Hs.436100 Notch homolog 4 (Drosophila) AA464852::AA453338 12788-1.316615218 -1.52901386 0.1000837 0.70462333 1.94715537 1.49156029
IMAGE:129986     R19275 106996 -1.136762911 -0.87650199 -0.99070604 0.95950285 1.69949846 1.59927858
IMAGE:342720  SNRK Hs.476052 SNF related kinase W68396::W68511 1389161.495279416 0.83743918 0.65669488 -1.59700108 -1.5128838 -1.21006161
IMAGE:487766  MS4A6A Hs.523702 Membrane-spanning 4-domains, subfamily A, member 6A AA045175::AA045294 1041420.916146628 1.27558816 0.47461987 -1.31149861 -1.26858656 -1.30079184
IMAGE:773437  PPIG Hs.470544 Peptidylprolyl isomerase G (cyclophilin G) AA426019::AA428114 10549-0.709604623 -0.18252554 -2.13467031 1.07978008 1.63614133 1.29061171
IMAGE:857319  EIF3S4 Hs.529059 Eukaryotic translation initiation factor 3, subunit 4 delta, 44kDa AA668703 1222041.04032702 0.99109452 0.87016421 -2.531897 -1.05492206 -0.54801852
IMAGE:433253  FBP1 Hs.494496 Fructose-1,6-bisphosphatase 1 AA699427 88347-1.271634813 -0.53169362 -0.70592091 0.75428219 1.47323214 1.35987945
IMAGE:1573665  SH3RF1 Hs.301804 SH3 domain containing ring finger 1 AA954262 100045-1.294387967 -1.61096287 -0.36756444 1.48945044 1.23136332 2.09666804
IMAGE:325079  SRA1 Hs.642625 Steroid receptor RNA activator 1 W49708::W49707 853201.105487771 1.27631643 0.40598935 -2.31490665 -1.0741511 -0.69113525
IMAGE:1699118  LOC644488 Hs.153272 Hypothetical protein LOC644488 AI003508::AI733556::AI792327 79246-0.887940641 -0.89233776 -0.61004293 2.24093691 0.60067537 0.59135898
IMAGE:1631649  CSNK2B Hs.73527 Casein kinase 2, beta polypeptide AA994790 313321.588255128 0.33731847 0.77358819 -2.31079424 -1.06208345 -0.48246796
IMAGE:266643   Hs.556072 Full-length cDNA clone CS0DI026YE10 of Placenta Cot 25-normalized of Homo sapiens (human) N22776 428-1.210049075 -1.70917146 0.25612293 1.24578904 1.76986754 1.04302057
IMAGE:384866   Hs.206112 Transcribed locus AA708823 862141.601299576 0.76333336 0.94981035 -1.85663882 -1.44773688 -1.42983666
IMAGE:200402  FAM83D Hs.472716 Family with sequence similarity 83, member D R96941::R96998 72670.587395997 1.92533415 -0.22549183 -1.15138119 -0.93984232 -1.39600691
IMAGE:28298   Hs.106554 Transcribed locus R40434::R14138 67448-0.922687589 -1.17848485 -1.14146883 1.8053653 1.30498609 1.4682433
IMAGE:341840  ADAMTS14 Hs.352156 ADAM metallopeptidase with thrombospondin type 1 motif, 14 W60649::W60907 870960.652611923 1.71274789 0.22444848 -0.53197703 -1.89027624 -1.40634706
IMAGE:770835  BCKDHB Hs.436387 Branched chain keto acid dehydrogenase E1, beta polypeptide (maple syrup urine disease) AA427739::AA434304 58871-1.185042379 -0.91908391 -0.71439201 0.92594005 1.44938843 1.67385097
IMAGE:1506912  ARL1 Hs.372616 ADP-ribosylation factor-like 1 AA905362 18080-1.142264581 -1.69141797 -0.35987526 1.7124075 1.41623489 1.57172551
IMAGE:1441751  SYTL2 Hs.369520 Synaptotagmin-like 2 AA916193 1296161.058189941 1.29022697 0.37429132 -2.1561336 -1.23103858 -0.60331734
IMAGE:814620  FNBP1 Hs.189409 Formin binding protein 1 AA480984::AA480983 1126531.032244974 1.31649694 0.72197673 -1.96131363 -1.5060287 -0.95824145
IMAGE:204539  CCR2 Hs.395 Chemokine (C-C motif) receptor 2 H58254::H58597 301010.942199048 1.35026016 0.55046038 -1.39652341 -1.17031561 -1.55992527
IMAGE:840770  LTBP2 Hs.512776 Latent transforming growth factor beta binding protein 2 AA486081::AA486139 17563-0.918713097 -1.14399259 -0.61683857 0.91534362 1.5634915 1.38627163
IMAGE:1017720     AA552851 644220.690707791 0.41065935 1.62144271 -1.03122487 -1.32162293 -1.3260063
IMAGE:565083  RGS16 Hs.413297 Regulator of G-protein signalling 16 AA128457::AA129843 664630.775823434 1.17860397 0.7714094 -1.76734945 -1.26663255 -0.86192087
IMAGE:1571901  TBC1D2B Hs.567426 TBC1 domain family, member 2B AA932682 1208291.022916713 0.89760977 1.03795355 -1.9522373 -1.31177956 -0.91421479
IMAGE:346360  LAT Hs.632179 Linker for activation of T cells W74254::W79349 1185850.814211096 1.76106569 -0.04571914 -1.52711972 -1.23349132 -1.04515521
IMAGE:110788  LSP1 Hs.56729 Lymphocyte-specific protein 1 T90632::T83159 147951.012965031 0.51253346 1.45517229 -2.09629813 -0.80583128 -1.20508369
IMAGE:810209  C15orf20 Hs.112160 Chromosome 15 open reading frame 20 AA464522::AA464521 83302-1.200803264 -0.60956171 -1.25826195 1.34382543 1.22932442 1.71522505
IMAGE:564772  MGC9850 Hs.507584 Hypothetical protein MGC9850 AA136527::AA129409 1370730.890865011 1.40879173 0.67919061 -1.99533791 -1.27924793 -1.02388754
IMAGE:214075  TTC21B Hs.310672 Tetratricopeptide repeat domain 21B H70813::H70812 18017-0.868908586 -1.09193102 -1.36593001 1.72930277 1.51344891 1.40592024
IMAGE:357892  KIAA1245 Hs.515947 KIAA1245 W99328::W99370 813161.426511357 0.66408523 1.07723777 -1.23090429 -2.02681535 -1.22472246
IMAGE:1899312  LOC643008 Hs.528605 PP12104 AI289178 72991.752813397 -0.37900317 0.88711306 -1.12160068 -1.3707549 -0.67725109



IMAGE:784150  RAB31 Hs.99528 RAB31, member RAS oncogene family AA432084::AA446769 750341.348120282 1.14185766 -0.03824774 -1.48216658 -1.19545831 -1.00953234
IMAGE:120707     T95670 111465 -1.487592614 -0.51552836 -0.4282172 1.16695771 1.3859632 0.98703204
IMAGE:25069  ZUBR1 Hs.148078 Zinc finger, UBR1 type 1 R38966::T80321 122911.323764881 0.67182683 0.8637671 -2.0226843 -1.30550909 -0.74490305
IMAGE:755506  ANXA4 Hs.422986 Annexin A4 AA419015::AA419108 975181.441024816 1.04308516 0.38561964 -1.6120807 -1.63803329 -0.95807552
IMAGE:1592953  JAK1 Hs.207538 Janus kinase 1 (a protein tyrosine kinase) AA985527 995931.304133394 0.89276681 0.69766152 -1.91569163 -1.26338176 -0.98835381
IMAGE:128329  FADS2 Hs.502745 Fatty acid desaturase 2 R12563::R09913 19403-1.615764556 -0.30138839 -0.13812679 0.76923049 1.18505426 1.09410316
IMAGE:770670  TNFAIP3 Hs.591338 Tumor necrosis factor, alpha-induced protein 3 AA476272::AA433807 1063620.875247008 1.59998203 0.16470782 -1.61780413 -0.96218043 -1.33874378
IMAGE:712668  SOCS1 Hs.50640 Suppressor of cytokine signaling 1 AA280137::AA280136 998950.4647304 1.69054317 0.415575 -1.26876548 -1.19687571 -1.28673792
IMAGE:74051  GAB1 Hs.80720 GRB2-associated binding protein 1 T48293::T48292 977471.013627278 1.03066823 0.90693612 -2.14643133 -1.47294343 -0.58073865
IMAGE:1010094   Hs.634001 Transcribed locus AA229496::AA229664 21710-0.953046223 -1.31507931 -0.51335966 2.6418374 0.94185595 0.46019453
IMAGE:301867  RNF36 Hs.489254 Ring finger protein 36 N92478::W16596 1107081.217714359 1.63933021 0.34095313 -2.247597 -1.79815878 -0.6660025
IMAGE:126519  KLF3 Hs.298658 **Kruppel-like factor 3 (basic) R06749::R06798 958611.651908381 0.83111058 0.94573243 -1.51962532 -1.69748681 -1.68958185
IMAGE:162077  PHLDA1 Hs.484885 Pleckstrin homology-like domain, family A, member 1 H26271::H25689 21916-1.400617282 -0.36955164 -1.03822306 0.97691866 1.42771408 1.54839947
IMAGE:447173     AA702986 21506-1.607174214 -0.90203625 -0.80174997 1.9355956 1.69819915 1.13220841
IMAGE:1573251  MGC48595 Hs.568046 Hypothetical MGC48595 AA953357 121755-1.494211402 -0.53761656 -0.24676002 0.79814211 1.40409324 1.15395661
IMAGE:487371  FBXO32 Hs.403933 F-box protein 32 AA046700::AA046488 13571-1.375338085 -0.94545708 -0.26505921 0.38921227 1.76779619 1.6555083
IMAGE:469647  HBA1 Hs.449630 Hemoglobin, alpha 1 AA027832::AA027875 1237810.201869321 0.81653058 1.45512555 -1.28827627 -0.51375473 -1.54447579
IMAGE:813585  RBCK1 Hs.247280 Chromosome 20 open reading frame 18 AA447671::AA447821 1091870.482744079 1.04789204 1.71900523 -2.2753938 -1.15883413 -1.01048279
IMAGE:1586060   Hs.128330 Transcribed locus AA973834 774930.971892252 0.96581627 1.35346413 -2.40240616 -1.42315987 -0.77282691
IMAGE:125134  CD48 Hs.243564 CD48 molecule R05416::R05415 889630.888737497 1.54313577 0.16217855 -0.85815215 -1.65934787 -1.33303306
IMAGE:470061  SIAH2 Hs.477959 Seven in absentia homolog 2 (Drosophila) AA029042::AA029041 1388511.61292363 0.49875784 0.81107518 -1.67408477 -1.47669319 -1.03058823
IMAGE:1325605  D4S234E Hs.518595 DNA segment on chromosome 4 (unique) 234 expressed sequence AA875888 16897-0.610602258 -1.59911108 -0.48644825 1.42596207 1.20835518 1.28831306
IMAGE:195162  RHOC Hs.502659 Ras homolog gene family, member C R91954::R91953 1398751.416449436 0.9584877 0.8685368 -1.55045319 -1.74086022 -1.35676329
IMAGE:1643107  RPL10L Hs.308332 Ribosomal protein L10-like AI025348 1044990.760133073 1.08072824 1.03146247 -2.04139811 -1.19707837 -0.81214358
IMAGE:36493  NAGA Hs.75372 N-acetylgalactosaminidase, alpha- R46823::R25825 562720.868162055 1.60945556 0.79937002 -1.46454035 -1.55349557 -1.69760303
IMAGE:811048  PLXND1 Hs.301685 Plexin D1 AA485428::AA485592 1328850.328665508 1.43092561 0.91058075 -1.98001216 -1.00472757 -0.79287288
IMAGE:685381     AA243581::AA261799 26311-1.135667256 -1.31179386 -0.70263418 2.58980767 1.47742912 0.48224761
IMAGE:810761  CLDN10 Hs.534377 Claudin 10 AA457739::AA480851 125761-1.448456538 -0.51358562 -0.44002119 0.98847104 1.22380748 1.2808112
IMAGE:811013  AMPD2 Hs.82927 Adenosine monophosphate deaminase 2 (isoform L) AA485376::AA485533 846281.035524616 1.27015811 0.7405568 -2.0499058 -1.10897761 -1.22533667
IMAGE:327165  SERPINB5 Hs.55279 Serpin peptidase inhibitor, clade B (ovalbumin), member 5 AA284290::W02802::W30956 1312751.746857142 -0.11846905 0.70684981 -1.4642315 -1.21948076 -0.64243213
IMAGE:810575  ZNRD1 Hs.57813 Zinc ribbon domain containing 1 AA464582::AA464686 1269421.065027724 0.77152669 1.15394127 -2.1498876 -0.90617699 -1.14119362
IMAGE:111120  JOSD1 Hs.3094 Josephin domain containing 1 T82263::T83550 1285491.359786804 1.01453405 0.72404552 -2.4698401 -1.30014757 -0.69655051
IMAGE:253979  TRAF3IP1 Hs.631898 TNF receptor-associated factor 3 interacting protein 1 N22113::N75889 2854-1.509682333 -1.53789807 -0.81933736 1.54216286 1.65189072 2.40148873
IMAGE:128795  ZNF138 Hs.184080 Zinc finger protein 138 R16769::R10020 31789-1.033437324 -0.8881444 -1.2658011 2.00801048 1.67756086 0.77905261
IMAGE:1941993  GPR55 Hs.114545 G protein-coupled receptor 55 AI205505 746261.287291524 0.99924467 0.73651102 -1.43686068 -1.25864987 -1.65493252
IMAGE:154472  FGFR1 Hs.264887 Fibroblast growth factor receptor 1 (fms-related tyrosine kinase 2, Pfeiffer syndrome) R54846::R54610 1035450.691864448 0.51902823 1.79978892 -1.72939369 -1.51667219 -0.82000928



IMAGE:82734  ACSL1 Hs.406678 Acyl-CoA synthetase long-chain family member 1 T73556::T73651 91720-1.258168953 -0.70370194 -0.68538473 1.00957637 1.60290557 1.18705532
IMAGE:248371  COPA Hs.162121 Coatomer protein complex, subunit alpha N54848::N72623 31118-0.516320031 -1.39875405 -1.1291946 1.2985965 1.51152212 1.47398575
IMAGE:1580874  CORO2A Hs.113094 Coronin, actin binding protein, 2A AA983765 1063581.374386057 0.57459177 0.69378668 -0.39247152 -1.39068394 -2.00754464
IMAGE:586904  RALGPS1 Hs.432842 Ral GEF with PH domain and SH3 binding motif 1 AA130884::AI732590::AA130779::AI733886 98141-1.116906402 -1.1668927 -0.62120898 1.95995829 1.1976673 1.04458428
IMAGE:769686  THY1 Hs.643513 **Thy-1 cell surface antigen AA496283::AA428836 55780.67341314 1.50783793 0.72072589 -1.8980346 -1.15608472 -1.11866464
IMAGE:263341  C2orf32 Hs.212885 Chromosome 2 open reading frame 32 N20003 949211.057119353 0.56577433 1.71609974 -1.69932624 -1.61261829 -1.26752067
IMAGE:469383  C8orf1 Hs.436445 Chromosome 8 open reading frame 1 AA027049 134473-1.101024729 -1.19989767 -0.78552007 1.6620613 2.17983492 0.59138745
IMAGE:809616  KLK10 Hs.275464 Kallikrein 10 AA458489 1028821.631106813 0.28803884 0.62307628 -1.55869699 -1.37357724 -0.72528961
IMAGE:359395  NAPG Hs.464622 N-ethylmaleimide-sensitive factor attachment protein, gamma AA010503::AA010502 49560.863375033 0.70045177 1.52192802 -1.15215726 -1.42483936 -1.67115361
IMAGE:248027  CCNI Hs.642729 Cyclin I N58372::N77740 17745-1.101910399 -1.13043097 -0.5866387 0.28680387 2.06220959 1.73279697
IMAGE:509610  SGK2 Hs.472793 **Serum/glucocorticoid regulated kinase 2 AA045602::AI668634::AA045601::AI733685 134434-1.374648686 -0.72622521 -0.28546676 0.8446517 1.35353307 1.30995951
IMAGE:1455463   Hs.560695 Transcribed locus AA865667 104033-1.460301397 -1.54216566 0.12534631 0.83773403 1.71485108 1.79443258
IMAGE:357450  FAM89B Hs.25723 Family with sequence similarity 89, member B W93891::W93890 932410.945192927 0.93740295 0.95921489 -2.13321155 -1.28605146 -0.60364941
IMAGE:1984409  COPG2 Hs.532231 Coatomer protein complex, subunit gamma 2 AI252190::AI733930::AI792842 5018-1.014818768 -1.11616086 -0.74014675 1.42315752 1.57517066 1.1233247
IMAGE:510130  CDH17 Hs.591853 Cadherin 17, LI cadherin (liver-intestine) AA053102::AI732393::AA053188 22857-1.35622333 -0.91720008 -1.10711586 2.25130279 0.99713786 1.54558929
IMAGE:809824  TMEPAI Hs.517155 Transmembrane, prostate androgen induced RNA AA455519::AA464401 82159-0.996694957 -1.24112625 -0.44742905 1.1249258 1.14789867 1.64319366
IMAGE:2017403  RGS3 Hs.494875 Regulator of G-protein signalling 3 AI369623 961880.971871213 1.37586772 0.93881695 -2.15818352 -1.51546181 -1.02148426
IMAGE:841059  CAPG Hs.516155 Capping protein (actin filament), gelsolin-like AA486766::AA486942 184031.213013457 0.3539181 1.13736178 -1.91354868 -1.14420956 -0.71434132
IMAGE:795965  CKMT2 Hs.80691 Creatine kinase, mitochondrial 2 (sarcomeric) AA461048::AA460480 61723-1.22332555 -0.98734511 -0.40007561 1.25353049 1.0524108 1.51015922
IMAGE:687875  CTSS Hs.181301 Cathepsin S AA236164::AA236689 1269240.857690442 1.37753828 0.48449441 -1.58838517 -1.11559724 -1.25447869
IMAGE:60738  EPHX1 Hs.89649 Epoxide hydrolase 1, microsomal (xenobiotic) T40640::T39503 29674-1.589141801 -1.10353755 -0.4160788 1.65581345 1.28382444 1.61947964
IMAGE:950592  FRAP1 Hs.338207 FK506 binding protein 12-rapamycin associated protein 1 AA608530 7242-1.386841561 -0.45561086 -0.88190758 0.46465201 2.18556634 1.21584477
*mitoch. cont. IMAGE:1010160149425 -1.320980028 -0.90140601 -0.70970767 1.26819503 1.13979219 1.81272643
IMAGE:809682  TNRC5 Hs.414099 Trinucleotide repeat containing 5 AA454691::AA456338 1052720.551878854 1.36301778 1.32246084 -2.18183826 -1.45718106 -0.88640168
IMAGE:264868  APH1B Hs.511703 Anterior pharynx defective 1 homolog B (C. elegans) N21153::N29112 966450.848069052 1.44642496 0.87956147 -1.67841005 -1.41899127 -1.44379155
IMAGE:713974  CSF1R Hs.483829 Colony stimulating factor 1 receptor, formerly McDonough feline sarcoma viral (v-fms) oncogene homolog AA284954::AA285109 1041810.922821441 0.93621575 0.90674828 -1.46243643 -1.37644499 -1.08310971
IMAGE:731292  KLF6 Hs.4055 Kruppel-like factor 6 AA416628 307441.277718135 0.98985755 0.56958109 -2.51278894 -0.8342019 -0.76634905
IMAGE:201562   Hs.165062 CDNA clone IMAGE:4610527 R97050::R97288 24038-1.209336772 -0.84718773 -0.49177633 1.09652095 1.33023342 1.27275279
IMAGE:825092  CTH Hs.19904 **Cystathionase (cystathionine gamma-lyase) AA489240::AA504310 778161.595582315 0.56673996 0.38321673 -1.74763398 -1.36330773 -0.61156261
IMAGE:1553313   Hs.127009 Transcribed locus AA934773 929911.491042902 -0.0662243 1.34457735 -0.94012832 -1.72027868 -1.15754259
IMAGE:1636876  TUBB2C Hs.433615 Tubulin, beta 2C AI000256 611661.390958764 0.77441177 0.61202545 -2.22951807 -0.98556938 -0.79800016
IMAGE:2010309   Hs.604782 Transcribed locus AI365523 1286781.548558315 0.50829693 0.74505745 -1.17449703 -0.93474607 -1.90736159
IMAGE:1686766  RRAGD Hs.485938 Ras-related GTP binding D AI095082 60826-1.467588493 -0.92875236 -0.27716707 1.1482741 0.90396473 1.8887313
IMAGE:649743  SC5DL Hs.287749 Sterol-C5-desaturase (ERG3 delta-5-desaturase homolog, fungal)-like AA216528::AA216535 134301-1.069191308 -0.80318781 -0.89223865 0.95930084 1.61617054 1.3483956
IMAGE:1606829  HDAC4 Hs.20516 Histone deacetylase 4 AA996024 1010921.553550636 0.48506485 1.14548 -1.78461493 -1.63968734 -1.06547095
IMAGE:78041  IL6ST Hs.532082 Interleukin 6 signal transducer (gp130, oncostatin M receptor) T61343::T60500 1327981.219536209 0.65232175 1.0384697 -2.26797863 -0.97931159 -0.85858384



IMAGE:84211  SOCS3 Hs.527973 Suppressor of cytokine signaling 3 T72915 1128521.057900387 1.24697874 -0.10342945 -1.24611652 -0.98635468 -1.09556068
IMAGE:1635970   Hs.592881 CDNA FLJ39185 fis, clone OCBBF2004418 AI017797 729301.345309149 0.88167107 0.40703142 -2.1962178 -0.8406658 -0.81237601
IMAGE:1534173  FREQ Hs.301760 Frequenin homolog (Drosophila) AA918755 1133191.411853014 0.87174731 0.34933472 -0.25898261 -1.37318344 -2.22990283
IMAGE:290234  ITGAX Hs.248472 Integrin, alpha X (complement component 3 receptor 4 subunit) N64384::N92181 582680.703196562 1.24875489 0.50386536 -1.07006077 -0.86764514 -1.62005296
IMAGE:322192  FLJ20273 Hs.518727 RNA-binding protein W37780::W37779 77739-0.943733266 -0.6245386 -1.34161313 0.82671015 1.69760257 1.50511149
IMAGE:1656062  F12 Hs.1321 Coagulation factor XII (Hageman factor) AI086240 660961.627666025 0.58572467 0.53216302 -1.833546 -1.25971109 -0.89203273
IMAGE:285992  ADNP Hs.570355 Activity-dependent neuroprotector N67071 195931.047204722 0.69854009 1.12360745 -1.5083165 -1.68829521 -0.8265148
*mitoch. cont. IMAGE:1590115148100 -0.972830054 -1.09117401 -0.49816614 0.82515273 1.62868403 1.264877
IMAGE:270826   Hs.592775 CDNA FLJ39585 fis, clone SKMUS2006633 N32949 9575-1.401593947 -0.98438957 -0.24744536 0.93124467 1.56844548 1.38859182
IMAGE:462237  C3orf52 Hs.434247 Chromosome 3 open reading frame 52 AA705470 1009631.124491947 0.652841 1.23161267 -1.47898133 -1.3710612 -1.35547273
IMAGE:502063  FLJ39575 Hs.396189 Hypothetical protein FLJ39575 AA126832::AA127314 5687-0.761020163 -1.39668232 -0.8881526 1.36617784 2.03967704 0.94088959
IMAGE:276523  FBN1 Hs.591133 Fibrillin 1 N34849::N43922 567380.973866776 0.75582714 1.11922653 -1.01803587 -1.49677507 -1.4787631
IMAGE:841332  ARHGDIB Hs.504877 Rho GDP dissociation inhibitor (GDI) beta AA487426::AA487634 273430.508245965 1.67369538 0.31702699 -1.40251201 -1.33569673 -0.93098702
IMAGE:1469115  AP2A2 Hs.19121 Adaptor-related protein complex 2, alpha 2 subunit AA862722 712240.728394373 1.19485293 1.47168881 -2.28046151 -1.10902947 -1.33499098
IMAGE:1609752  TOMM40 Hs.110675 Translocase of outer mitochondrial membrane 40 homolog (yeast) AA991590 21723-1.50888565 -0.48231564 -0.13234859 0.70983682 1.31713258 1.12526829
IMAGE:131012  NAV2 Hs.502116 Neuron navigator 2 R23148::R23147 7122-1.334587541 -1.18089398 -0.12828048 1.12788327 1.31062867 1.49506094
IMAGE:433490  CSNK1A1 Hs.529862 Casein kinase 1, alpha 1 AA699578 718351.74895675 0.95875117 -0.64456449 -0.88448923 -1.1307127 -1.24065435
IMAGE:2107532  ITGB7 Hs.524458 Integrin, beta 7 AI380522 303100.825958661 1.63989312 0.20327656 -1.91095154 -1.15038984 -0.89153199
IMAGE:897509   Hs.173030 **CDNA FLJ34013 fis, clone FCBBF2002111 AA496936::AA497100 80850.522765133 1.42785319 0.98806601 -1.79822572 -1.12921156 -1.23357272
IMAGE:731469  PLEKHB1 Hs.445489 Pleckstrin homology domain containing, family B (evectins) member 1 AA412417 106994-1.696465287 -0.53265846 -0.33143251 1.57589671 0.73119821 1.45088133
IMAGE:844680  TRA@ Hs.74647 T cell receptor alpha locus AA670107 606480.616756851 1.59241793 0.19406047 -0.93821989 -1.24632339 -1.37179449
IMAGE:756731  MAP3K3 Hs.29282 Mitogen-activated protein kinase kinase kinase 3 AA443920 720530.831325023 1.28202878 1.31583156 -2.37184066 -1.51620775 -0.92677174
IMAGE:489495   Hs.579591 **Transcribed locus, strongly similar to XP_512881.1 PREDICTED: similar to FTO protein [Pan troglodytes] AA099138::AA099236 194811.34548201 0.27814413 1.14359234 -1.63890324 -1.42181757 -0.80420884
IMAGE:85502  UBE2R2 Hs.11184 Ubiquitin-conjugating enzyme E2R 2 T71869::T71799 842011.48295083 0.78220061 0.49862215 -1.89929595 -1.18010492 -0.94160397
IMAGE:510534   Hs.692 **Transcribed locus, strongly similar to NP_002345.1 tumor-associated calcium signal transducer 1 precursor; MK-1 antigen; antigen identified by monoclonal antibody AUA1; human epithelial glycoprotein AA055808::AA055858 112913-1.284803935 -0.8469424 -0.46962468 1.13870563 1.09045977 1.55548494
IMAGE:1211795  RPLP0 Hs.448226 **Ribosomal protein, large, P0 AA687094::AI821253 1188170.963045289 0.80195727 0.8431958 -2.18735313 -1.0420173 -0.47212816
IMAGE:1899317  HIG2 Hs.433213 Hypoxia-inducible protein 2 AI289187 22739-1.061219343 -0.74118384 -1.17608357 1.31500133 1.72899115 1.12971676
IMAGE:428163  SLC9A9 Hs.302257 Solute carrier family 9 (sodium/hydrogen exchanger), member 9 AA001874::AA001796 25271.068165931 0.3174459 1.79908436 -1.47421818 -1.37720484 -1.47585018
IMAGE:140071  FRZB Hs.128453 Frizzled-related protein R65782::R65878 102012-1.330367978 -1.17198643 0.13712207 1.25876767 1.05027671 1.27308465
IMAGE:80463     T65992::T64570 180031.236200247 0.90200018 0.64770083 -1.8881862 -1.38112404 -0.74761645
IMAGE:399463     AA732944 558141.579979133 0.37841616 1.27029795 -2.00974186 -1.2766749 -1.23904863
IMAGE:83345  GNE Hs.5920 Glucosamine (UDP-N-acetyl)-2-epimerase/N-acetylmannosamine kinase T68440 68178-1.584971791 -0.67753454 -1.00075066 1.82611072 1.30508925 1.51349784
IMAGE:1625160   Hs.88045 Transcribed locus AI003973 92811-1.639533398 -0.84193345 -0.64196537 1.43980459 1.47632473 1.60852766
*mitoch. cont. IMAGE:1590916140317 -1.338853226 -1.03932142 -0.02780518 1.14792341 1.22346904 1.230626
IMAGE:448009  GJB7 Hs.146727 Gap junction protein, beta 7 AA702791 121168-1.342638425 -0.56888613 -1.01312577 0.62563468 1.1100219 2.39803746
IMAGE:824523  JAK3 Hs.515247 Janus kinase 3 (a protein tyrosine kinase, leukocyte) AA490900 35880.480043164 1.61319812 0.24264464 -1.55613814 -0.93178587 -0.95524372



IMAGE:898218  IGFBP3 Hs.450230 Insulin-like growth factor binding protein 3 AA598601 892511.367100789 0.59401378 0.44439749 -0.89206886 -1.63324779 -0.97185206
IMAGE:1010136     AA229609::AA229701 21770-1.87767513 -1.21303644 0.04156245 1.65573834 0.98363179 1.94474415
IMAGE:681906  FGR Hs.1422 Gardner-Rasheed feline sarcoma viral (v-fgr) oncogene homolog AA256172::AA256231 275880.876368623 1.57119999 0.37609004 -1.57980423 -1.18728054 -1.3743807
IMAGE:1871243   Hs.146276 **Full length insert cDNA clone YP08F12 AI261536::AI792610 97313-1.159935732 -0.90814005 -0.41205838 0.89893572 1.60793936 1.11031157
IMAGE:2062432  COMP Hs.1584 Cartilage oligomeric matrix protein AI337428 998181.864992613 -0.42846325 0.39158182 -0.92990099 -0.93636143 -0.77800889
IMAGE:1750217  FCER2 Hs.465778 Fc fragment of IgE, low affinity II, receptor for (CD23) AI055825 1098671.217216801 0.70869332 0.61970609 -0.37935074 -1.9358515 -1.34829555
IMAGE:138672  UNQ338 Hs.208081 LGLL338 R63388::R63443 708451.290341847 0.70442855 1.36015279 -1.96552847 -1.35779925 -1.36901887
IMAGE:235040  C13orf1 Hs.44235 Chromosome 13 open reading frame 1 H79138::H79230 1937-1.025350627 -1.67681517 -0.18496137 1.58295052 1.21952637 1.48197352
IMAGE:276688   Hs.27688 Full-length cDNA clone CS0DF012YD09 of Fetal brain of Homo sapiens (human) N34890 78389-1.352134113 -0.95626769 -0.4457885 1.09526295 1.29319617 1.6313792
IMAGE:68767  FCGBP Hs.111732 Fc fragment of IgG binding protein T53389 1340381.511690373 0.8349148 0.61848119 -2.31262428 -0.98654787 -0.99383709
IMAGE:1882648  TMEM25 Hs.564188 Transmembrane protein 25 AI279064 70879-1.035093971 -1.30083279 -0.5711993 2.32889695 0.87835672 1.01063559
IMAGE:814988  DYNLL1 Hs.5120 Dynein, light chain, LC8-type 1 AA465714 1279131.684145968 0.96863853 0.79356757 -1.12345954 -1.87702588 -1.97065079
IMAGE:1708311  TARDBP Hs.300624 **TAR DNA binding protein AI143794 69949-0.944215357 -0.83921027 -1.24662999 1.17611727 1.41902903 1.63827964
IMAGE:986259   Hs.136418 Transcribed locus AA548781::AI821506::AI791647 77975-0.901355549 -1.96721077 0.02070382 1.67277941 1.27702548 1.32716482
IMAGE:727305  UXT Hs.172791 Ubiquitously-expressed transcript AA401736::AA292902 1101481.441788773 0.49452224 0.84092671 -1.99381651 -1.32666717 -0.63514122
IMAGE:244044  C1QC Hs.467753 Complement component 1, q subcomponent, C chain N38801::N45434 587781.094639414 0.72707356 0.88429516 -1.04864511 -1.28060957 -1.50868373
IMAGE:435371   Hs.633766 Transcribed locus AA700758 136773-1.012968966 -0.92597223 -0.65389655 0.82230679 1.38161028 1.52186541
IMAGE:724888  CYP4B1 Hs.436317 Cytochrome P450, family 4, subfamily B, polypeptide 1 AA291484::AA404692 249360.459832912 1.21732821 1.0748932 -1.60013347 -1.36220226 -0.89702245
IMAGE:810205   Hs.264606 Full length insert cDNA clone ZD68B12 AA464518 135335-1.364055708 -0.71125399 -0.76259484 0.85768821 1.34714163 1.86137825
IMAGE:206795  ASGR2 Hs.16247 Asialoglycoprotein receptor 2 R98050::R98289 240060.624910174 1.37526482 0.55391918 -1.57652924 -1.02972825 -1.08640397
IMAGE:262060  LOX Hs.102267 Lysyl oxidase H99075::N26939 1208991.313180882 0.47527685 1.2964228 -1.55220448 -1.55220448 -1.19880613
IMAGE:49630  CACNA1D Hs.476358 Calcium channel, voltage-dependent, L type, alpha 1D subunit H29256::H29339 87058-1.227484496 -0.9719762 -0.73435349 1.47250814 1.10466745 1.63995732
IMAGE:1700097  ACAD8 Hs.14791 Acyl-Coenzyme A dehydrogenase family, member 8 AI061405::AI792384 4867-1.318080291 -0.92010862 -0.24117576 0.4358863 1.77266293 1.45020384
IMAGE:1869574  C2orf18 Hs.516034 Chromosome 2 open reading frame 18 AI263576::AI733825::AI792646 752191.171418699 1.30053874 0.96210832 -1.53814831 -1.77693544 -1.59548781
IMAGE:148469  TYROBP Hs.515369 TYRO protein tyrosine kinase binding protein H12338::H12392 79240.751807218 0.72777299 1.21903261 -1.16576364 -1.12250203 -1.4548954
IMAGE:704532  NMI Hs.54483 N-myc (and STAT) interactor AA279762::AA279601 1395060.899822079 1.32841304 0.24899876 -1.4927473 -1.11177755 -1.04907628
IMAGE:111750   Hs.445588 Transcribed locus, weakly similar to XP_209041.2 PREDICTED: similar to KIAA1503 protein [Homo sapiens] T91100::T84772 24752-1.446633746 -0.50162507 -0.44070559 0.75566689 1.64693352 1.07066978
IMAGE:1879740  C1orf45 Hs.149386 Chromosome 1 open reading frame 45 AI288915 896981.227015355 0.19433218 1.09477584 -0.7934423 -1.51088008 -1.19616871
IMAGE:320254  BRP44L Hs.172755 **Brain protein 44-like W15574::W31650 92764-1.099483778 -1.00657143 -0.63359471 0.98345347 1.66847466 1.29914807
IMAGE:840942  HLA-DPB1 Hs.485130 Major histocompatibility complex, class II, DP beta 1 AA486532::AA486627 157290.66909811 0.94510405 1.15838138 -1.62253534 -0.79828122 -1.44846341
IMAGE:209143  ALDH6A1 Hs.293970 Aldehyde dehydrogenase 6 family, member A1 H63534::H63937 126072-1.372417646 -0.76411276 -0.48852712 0.77467176 1.73514653 1.30563622
IMAGE:175123  MAPK7 Hs.150136 Mitogen-activated protein kinase 7 H39192 1255161.5844017 0.61400906 0.98505889 -1.48811507 -1.24920381 -1.79162086
IMAGE:381023  ZNF540 Hs.121283 Zinc finger protein 540 AA057426 6266-1.55602374 -1.01939931 -0.55512873 1.82440873 1.55217734 1.18045941
IMAGE:207255  ABCF3 Hs.361323 ATP-binding cassette, sub-family F (GCN20), member 3 H59609::H59649 1337111.293291446 1.05399204 0.71674683 -2.1590199 -1.28251626 -0.9753226
IMAGE:595001  CRISPLD1 Hs.436542 Cysteine-rich secretory protein LCCL domain containing 1 AA164782::AA164781 120729-0.989952256 -1.05026139 -0.64722309 1.62461545 0.93389256 1.31084133
IMAGE:230376  CFB Hs.69771 Complement factor B H80257::H80353 1022740.208626282 1.27268982 0.86862693 -1.94141489 -0.70039805 -0.66594489



IMAGE:1947381  GLT25D1 Hs.418795 Glycosyltransferase 25 domain containing 1 AI365075 918011.146539384 1.07672044 0.62894829 -2.17847138 -1.10325967 -0.83934406
*mitoch. cont. IMAGE:182295140615 -0.945120151 -0.92760361 -0.97104463 0.98222502 1.69689995 1.34376646
IMAGE:2490258  SLC10A3 Hs.522826 Solute carrier family 10 (sodium/bile acid cotransporter family), member 3 AI972634 1170561.198574256 0.46841739 1.18396013 -2.15267545 -0.87366478 -0.95409741
IMAGE:796613   Hs.634838 Transcribed locus AA461456 559781.031291127 0.73766841 1.02994114 -1.81060555 -1.16812304 -0.96213714
IMAGE:2029006   Hs.442676 Transcribed locus AI263210::AI793230::AI793054 24822-0.986757949 -0.93220305 -0.56862104 1.12266883 1.36024662 1.10630236
IMAGE:199362   Hs.596145 Transcribed locus R95689 71972-1.809486574 -0.51971387 -1.04009615 1.83728983 1.85965583 1.09697521
IMAGE:815276  NUP62 Hs.574492 Nucleoporin 62kDa AA481531::AA481597 1018441.109013439 1.57038776 0.27134091 -2.39775864 -1.18051574 -0.78000356
IMAGE:47475  CYFIP2 Hs.519702 Cytoplasmic FMR1 interacting protein 2 H12044::H12043 826060.546683486 1.82936946 0.16622729 -1.52758395 -1.46100856 -0.78327102
IMAGE:1435137  C17orf27 Hs.195642 Chromosome 17 open reading frame 27 AA857573::AI732941::AI791260 1273550.49515656 1.65497441 0.10319172 -2.13204141 -0.73107331 -0.49107139
IMAGE:248391  ZNF710 Hs.459311 Zinc finger protein 710 N58556::N78153 73606-1.088603338 -1.02577332 -0.59740686 0.88647084 1.50156679 1.53028594
IMAGE:2351095  TMPRSS2 Hs.439309 Transmembrane protease, serine 2 AI673506 31635-1.361016462 -1.30181669 -0.0635547 1.08763428 1.16558065 1.82047817
IMAGE:136772  AMMECR1 Hs.481208 Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region, gene 1 R35245::R35244 990701.419637402 0.7739265 0.41124181 -1.89977183 -1.11603518 -0.7885911
IMAGE:156437  ATP1A2 Hs.34114 ATPase, Na+/K+ transporting, alpha 2 (+) polypeptide R73570::R72950 14528-1.286722467 -1.27871365 0.45383688 0.92156911 1.4527625 0.90652647
IMAGE:745397  DDA1 Hs.642605 DDA1 AA625765 1158851.100904726 1.16866393 0.73210104 -1.23316661 -1.87493446 -1.21137822
IMAGE:1526847  C18orf49 Hs.534774 Chromosome 18 open reading frame 49 AA911690 100987-1.17906775 -1.09874057 -0.56858121 1.64354756 1.17547157 1.30841986
IMAGE:1519744   Hs.129798 Transcribed locus AA902302 24819-0.901593377 -1.16197055 -0.67400444 1.32426983 1.50496677 1.10861485
IMAGE:595420  ECHDC1 Hs.486410 Enoyl Coenzyme A hydratase domain containing 1 AA173573::AA173532 127028-1.341286431 -0.78702627 -0.67701402 0.71682432 1.6804812 1.64143105
IMAGE:1516913   Hs.532593 **Transcribed locus, strongly similar to XP_511557.1 PREDICTED: similar to gap junction protein, alpha 7, 45kDa (connexin 45); gap junction protein, alpha 7, 45kD (connexin 45) [Pan troglodytes] AA903008 21881-1.296908053 -1.26099474 -0.8894117 1.79989666 1.32224964 1.82647251
IMAGE:283744  LOC145783 Hs.620525 Hypothetical protein LOC145783 N50740::N55061 19519-1.415741659 -1.05416311 -0.13963933 0.95108048 1.26859185 1.65973398
IMAGE:1586103  GPR143 Hs.74124 G protein-coupled receptor 143 AA973938 993210.542632789 1.21323931 1.02630774 -2.16943172 -0.93966958 -0.80759153
IMAGE:232614   Hs.601468 **Transcribed locus H74191::H73421 63597-0.883281794 -1.31296583 -0.24348199 1.24912508 1.10589064 1.24370821
IMAGE:841238   Hs.362807 MRNA; cDNA DKFZp667P0610 (from clone DKFZp667P0610) AA487121 1383170.729650247 1.40538102 -0.01715081 -0.95574974 -1.11579124 -1.10956741
IMAGE:626585  SYNJ2 Hs.434494 Synaptojanin 2 AA191573 83496-1.315929659 -0.23215627 -1.64792856 1.35707949 1.53621558 1.48874452
IMAGE:45607  IGSF4B Hs.365689 Immunoglobulin superfamily, member 4B H08210::H08308 1042090.517100858 0.01931534 2.11246266 -1.10575135 -1.41358613 -0.92586513
IMAGE:1416278     AA825324::AI732884 2087-1.143519852 -0.92826335 -0.78306248 1.90079212 1.39633867 0.78937211
IMAGE:841195  FRAS1 Hs.369448 Fraser syndrome 1 AA487070::AA486624 1260321.28938404 1.3067472 -0.13555237 -1.43605282 -1.22769494 -1.06100863
IMAGE:490232  IRAK1 Hs.522819 Interleukin-1 receptor-associated kinase 1 AA121313::AA121428 94206-1.144853895 -0.95524501 -1.64473188 1.976367 2.09271791 1.13697829
IMAGE:2409635  COL6A2 Hs.420269 Collagen, type VI, alpha 2 AI830005 1246400.845144035 0.45640177 1.49986786 -1.59932873 -1.07759568 -1.15022911
IMAGE:1607229  HDDC2 Hs.32826 HD domain containing 2 AI014441 2407-0.852746398 -1.09751992 -0.66219153 0.88343482 1.48014078 1.38956329
IMAGE:854897   Hs.633467 Transcribed locus AA630373 739431.197922838 0.50643757 1.31689898 -2.05885838 -0.96906997 -1.17473599
IMAGE:235164  YIF1A Hs.446445 Yip1 interacting factor homolog A (S. cerevisiae) H79351::H79466 680801.166791102 1.08250065 0.48436266 -1.85895236 -1.36050403 -0.75993458
IMAGE:263815   Hs.592775 CDNA FLJ39585 fis, clone SKMUS2006633 H99761::N28486 15998-1.302246616 -1.02996859 -0.2330573 1.01261467 1.27232237 1.50470739
IMAGE:32273  NBEA Hs.491172 Neurobeachin R43444::R17955 65845-1.182869113 -1.2415744 -0.66664132 1.99128795 1.11032988 1.36834909
IMAGE:742763  FCHO1 Hs.96485 FCH domain only 1 AA400186::AA400344 878801.025148653 0.72374463 1.07621004 -1.74782747 -1.22421185 -0.99656316
IMAGE:1584411     AA971543 1342340.616367801 1.29898084 0.62616315 -1.91159622 -0.99328272 -0.75084795
IMAGE:840788  TMSB10 Hs.446574 Thymosin, beta 10 AA486085::AA486145 1363240.691674723 1.44552855 0.32716066 -1.70415752 -1.1001662 -0.81043202



IMAGE:797000  UBIAD1 Hs.522933 UbiA prenyltransferase domain containing 1 AA463500::AA463546 135845-1.651596363 -0.47107059 -0.16696498 0.37097685 1.55963017 1.46209964
IMAGE:131362  MSN Hs.87752 Moesin R22977::R23083 1248170.826095678 1.17278877 0.35707348 -2.04145082 -0.95063596 -0.45258174
IMAGE:1857088  RGS20 Hs.368733 Regulator of G-protein signalling 20 AI264190 206811.464703509 0.76346074 0.21235188 -0.74996481 -1.30229279 -1.55542863
IMAGE:505576  NFXL1 Hs.518618 Nuclear transcription factor, X-box binding-like 1 AA147032::AA147031 913891.017369924 0.15639983 1.55815596 -1.23481028 -1.3783053 -1.095234
IMAGE:127648  CD36 Hs.120949 CD36 molecule (thrombospondin receptor) R09417::R09416 110753-0.736432592 -0.95591822 -0.85032784 0.84178774 1.42016204 1.33948624
IMAGE:1901097  GPD1 Hs.524418 Glycerol-3-phosphate dehydrogenase 1 (soluble) AI300352 104429-1.290761441 -0.76708455 -0.1601023 0.82882202 1.21670008 1.24137477
IMAGE:1759582  TNFRSF12A Hs.355899 Tumor necrosis factor receptor superfamily, member 12A AI221536 874761.355733592 0.83648853 0.05341083 -0.64055319 -0.80923767 -1.90530586
IMAGE:2405842  TAP2 Hs.502 Transporter 2, ATP-binding cassette, sub-family B (MDR/TAP) AI824088 241260.903205477 1.42941676 0.14622203 -1.44049518 -1.16114356 -1.08007215
IMAGE:782444   Hs.469369 **CDNA clone IMAGE:5271446 AA431570::AA448463 119555-1.080800664 -1.58754869 -0.26317127 1.73649059 1.31799644 1.27700109
IMAGE:1098494  CALML5 Hs.180142 Calmodulin-like 5 AA601601::AI732667::AI791964 1044331.30863975 0.15167973 0.96404227 -1.42040479 -1.2740301 -0.70109716
IMAGE:898328  PHC2 Hs.524271 Polyhomeotic-like 2 (Drosophila) AA598840 1057060.500431913 1.14504872 1.25431913 -1.4719383 -1.18716703 -1.37701454
IMAGE:133199     R26462::R28472 94510.276057716 2.05307502 -1.04444425 -0.56512773 -0.68864438 -0.93437169
IMAGE:73252  HMGCS1 Hs.397729 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 (soluble) T56013 91861-1.105608126 -0.67775935 -0.70324363 1.05544098 1.24993809 1.24872669
IMAGE:108837  CCL2 Hs.303649 Chemokine (C-C motif) ligand 2 T77817::T77816 862271.040864915 0.89189808 0.30957317 -1.79009748 -0.68300303 -0.81301045
IMAGE:180803  INPP1 Hs.32309 Inositol polyphosphate-1-phosphatase H52141::H52036 987560.874636726 1.21687448 0.68281458 -1.92389629 -1.42828533 -0.63860341
IMAGE:1626279  TBC1D22A Hs.435044 TBC1 domain family, member 22A AI005114 997321.010007537 1.1827093 0.86493806 -2.21001679 -1.43372237 -0.72650866
IMAGE:752732  BLMH Hs.371914 Bleomycin hydrolase AA417881::AA482449 80541.289763035 -0.57564312 1.43280419 -0.98621928 -0.8981529 -0.97781294
IMAGE:49249  CXorf40B Hs.545950 Chromosome X open reading frame 40B H15095::H15094 680511.329712283 0.68149177 1.17531794 -2.0165788 -1.22005329 -1.24932142
IMAGE:1899496  AKR1B10 Hs.116724 Aldo-keto reductase family 1, member B10 (aldose reductase) AI301329 177961.047148921 1.14856726 -0.08463992 -1.07171602 -1.25962005 -0.85643832
IMAGE:378458   Hs.634728 Transcribed locus AA775606 23220-1.566933359 -1.0599966 0.04224206 1.52189281 1.4172499 0.94844966
IMAGE:341774  HLA-A Hs.181244 Major histocompatibility complex, class I, A W60701::W60762 164550.672920198 1.2476947 0.6241735 -2.16584742 -0.92717199 -0.56811981
IMAGE:1917887     AI344419 94686-0.902186019 -1.64342876 -0.76086497 1.58384712 1.61056749 1.57508878
IMAGE:327202  TNFRSF1A Hs.279594 **Tumor necrosis factor receptor superfamily, member 1A W02761::W24771 46480.886885195 0.61726005 1.67393382 -2.38296161 -1.05409484 -0.9115787
IMAGE:448101  AKAP13 Hs.459211 **A kinase (PRKA) anchor protein 13 AA702710 1003031.755593702 0.73603556 0.67034591 -2.04448424 -1.42864375 -1.10224829
IMAGE:149406  DOPEY1 Hs.520246 **Dopey family member 1 H01516::H01622 27360-0.735403152 -1.24933471 -0.72585871 0.93726053 1.88986939 1.05730026
IMAGE:1855734  KIAA0232 Hs.79276 **KIAA0232 gene product AI264061 55487-1.03085633 -0.34501187 -1.77767207 1.89830266 1.15845506 1.22913466
IMAGE:345680  DIRAS3 Hs.194695 DIRAS family, GTP-binding RAS-like 3 W72033::W76278 22200-1.028316215 -0.99861294 -0.42465435 0.76907442 1.42026151 1.38187575
IMAGE:855385  TPP1 Hs.523454 Tripeptidyl peptidase I AA664004 823191.055741002 0.79450646 1.01210768 -2.30414098 -1.21164514 -0.52471968
IMAGE:322676  DOPEY2 Hs.204575 Dopey family member 2 W15495::W39717 112854-1.076595089 -1.06789666 -0.75649304 1.29002895 1.75974391 1.11258107
IMAGE:1499940  MAP1A Hs.194301 Microtubule-associated protein 1A AA885609 265180.369327439 0.88758689 1.86484421 -1.31536521 -1.60183953 -1.29922202
IMAGE:2017821  NTHL1 Hs.66196 Nth endonuclease III-like 1 (E. coli) AI369190 1173830.896379051 0.94831191 1.53125825 -1.6538489 -1.75122301 -1.27603735
IMAGE:814251  SLAMF1 Hs.523660 Signaling lymphocytic activation molecule family member 1 AA458996::AA459214 1280740.836659089 1.32218161 0.14489324 -1.17121959 -1.13520556 -1.11295245
IMAGE:1526978  WDFY4 Hs.287379 WDFY family member 4 AA917432 940721.180710627 0.85712538 0.63484721 -1.06369529 -1.45573126 -1.33088648
IMAGE:384819  TEAD1 Hs.568169 TEA domain family member 1 (SV40 transcriptional enhancer factor) AA709086 1289110.676692402 0.77805257 1.43501663 -1.37810348 -1.24483363 -1.35295114
IMAGE:1417887  CHD3 Hs.191616 Chromodomain helicase DNA binding protein 3 AA894466::AI732927::AI791245 22180-1.46322323 -1.15643327 -0.64084858 1.81654415 1.25315691 1.66084441
IMAGE:2566714  DGAT1 Hs.521954 Diacylglycerol O-acyltransferase homolog 1 (mouse) AW054709 1351460.682953752 1.16248689 0.95562946 -2.3009647 -0.95239528 -0.7093378



IMAGE:448325  AGPAT3 Hs.248785 1-acylglycerol-3-phosphate O-acyltransferase 3 AA777475 21753-1.278832947 -0.62744724 -0.48357271 0.79549683 1.5049937 1.16339565
IMAGE:1570786     AA932088::AI733301::AI793328 3094-0.978485069 -1.27542557 -0.51173172 2.05077198 0.71724623 1.2525124
IMAGE:78921  ASPN Hs.435655 Asporin (LRR class 1) T60482::T60635 1036621.387742827 0.76015852 0.35502093 -1.16332258 -1.53964879 -0.96265682
IMAGE:84955  SEC24C Hs.81964 SEC24 related gene family, member C (S. cerevisiae) T74758::T74846 943571.063266701 1.14820619 0.55278036 -1.94507775 -1.16151094 -0.90159609
IMAGE:460159  TBX19 Hs.507978 T-box 19 AA676929 612691.741068556 0.45443426 0.61513641 -1.50781019 -0.99163082 -1.56273371
IMAGE:180147  AGPAT3 Hs.248785 1-acylglycerol-3-phosphate O-acyltransferase 3 R85941::R84552 6534-1.536087279 -0.35183681 -0.40099856 0.62269416 1.61020968 1.10023049
IMAGE:126320  JUP Hs.514174 Junction plakoglobin R06417::R06472 119761.474765718 0.41985462 1.07284459 -1.9027959 -1.34105574 -0.93913461
IMAGE:1989716  KALRN Hs.8004 Kalirin, RhoGEF kinase AI368219 984880.738376286 0.88478418 1.44719245 -1.78261625 -1.51756747 -0.94354754
IMAGE:76480  RBM25 Hs.531106 RNA binding motif protein 25 AI821040::T60745 101537-0.732329841 -0.64988309 -1.42344867 0.87412712 1.3419228 1.63658031
IMAGE:133456  WSB1 Hs.446017 WD repeat and SOCS box-containing 1 R27346::R27345 137019-0.997442897 -0.38729306 -1.12691036 0.10049723 1.75253546 1.63270919
IMAGE:969854  CALM3 Hs.515487 Calmodulin 3 (phosphorylase kinase, delta) AA663828 94979-0.829146688 -1.22511629 -0.81677264 1.56585069 1.10801084 1.42849873
IMAGE:502518  LAMB2 Hs.439726 Laminin, beta 2 (laminin S) AA156802::AA156926 859570.867230078 0.32136111 1.4986058 -1.95697383 -1.08091139 -0.61825881
IMAGE:2569029  EIF4G1 Hs.433750 Eukaryotic translation initiation factor 4 gamma, 1 AW072780 796651.420383161 0.70863519 0.61749673 -1.86212035 -1.32179948 -0.78147862
IMAGE:1659082   Hs.559426 CDNA clone IMAGE:4814828 AI051504 105023-0.957874194 -0.95250761 -0.66575294 2.99600391 0.31002684 0.39173313
IMAGE:196012  GLS Hs.116448 Glutaminase R89349::R89441 97450-1.061838586 -0.77554476 -1.03517012 1.51147225 1.00473872 1.5338267
IMAGE:898652   Hs.404330 Transcribed locus, strongly similar to XP_856578.1 PREDICTED: similar to general transcription factor II, i isoform 2 isoform 5 [Canis familiaris] AA494413::AI732167::AI821180 10970-0.972763999 -0.99064071 -0.480082 2.27060664 0.75287436 0.52172856
IMAGE:964748  SCGB2A2 Hs.46452 Secretoglobin, family 2A, member 2 AA513640::AI732534 9134-1.473802298 -0.47166288 -0.17388431 1.20206065 1.04608857 0.88740394
IMAGE:23548   Hs.593532 Clone 23548 mRNA sequence R38161::T77080 894362.378073953 -0.02194527 0.25912494 -0.81017974 -1.62389985 -1.42401961
IMAGE:186623  GNA12 Hs.487341 Guanine nucleotide binding protein (G protein) alpha 12 R83896::R83895 1006091.205959311 1.09330947 0.52104826 -1.27616736 -1.81688661 -1.00715953
IMAGE:232860  THSD4 Hs.387057 Thrombospondin, type I, domain containing 4 H73973::H73335 127148-1.015303917 -1.19157356 -0.50016489 1.30295021 1.184238 1.44833412
IMAGE:754085  GTF2F2 Hs.58593 General transcription factor IIF, polypeptide 2, 30kDa AA479196::AA478656 1017271.954044048 0.49528464 0.24110687 -1.22511211 -1.55664834 -1.19361617
IMAGE:194384  BTF3 Hs.591768 Basic transcription factor 3 R83000::R82957 301671.021035381 1.38423936 0.3394938 -2.24913571 -0.7309787 -1.05216496
IMAGE:269997  CTNS Hs.187667 Cystinosis, nephropathic N24910::N36036 944891.125083976 1.0284888 0.92344155 -2.31219496 -1.28888982 -0.78357631
IMAGE:134172  UBE2Z Hs.514297 Ubiquitin-conjugating enzyme E2Z (putative) R30957::R31012 205730.82301737 1.14994651 0.77691198 -2.08937638 -1.07715347 -0.76405595
IMAGE:205527  SSBP2 Hs.102735 Single-stranded DNA binding protein 2 H61464::H59471 740771.332849775 1.630613 -0.10981302 -0.93275612 -1.03325121 -2.34192055
IMAGE:796505   Hs.12680 CDNA FLJ10196 fis, clone HEMBA1004776 AA460239 269710.732552398 1.18794504 0.84252338 -1.37751573 -1.51776985 -1.03861479
IMAGE:1913850  PSMB10 Hs.9661 Proteasome (prosome, macropain) subunit, beta type, 10 AI309187 1020630.483583421 1.41803791 0.66075599 -1.9697334 -1.04228732 -0.66635628
IMAGE:154185  EIF4A1 Hs.129673 Eukaryotic translation initiation factor 4A, isoform 1 R53605::R51936 256910.859141135 0.9724813 0.97467498 -0.89817982 -1.51679775 -1.5507998
IMAGE:36491  PCCB Hs.63788 Propionyl Coenzyme A carboxylase, beta polypeptide R46700::R25544 16070-1.706749242 -0.5304682 -0.67801565 0.81151096 1.95588194 1.43595284
IMAGE:1704828  WBSCR17 Hs.488591 Williams-Beuren syndrome chromosome region 17 AI151048 15780-1.327170496 -1.11772183 -0.36273243 1.75830067 0.95777997 1.40467338
IMAGE:785933  SRPX Hs.15154 Sushi-repeat-containing protein, X-linked AA449715::AA448569 780910.769137009 1.04729828 0.72196086 -1.4446929 -1.1042235 -1.07818761
IMAGE:345849  LOX Hs.102267 Lysyl oxidase W70343::W77730 806341.051243999 0.86437932 0.62416862 -0.82853785 -1.23554447 -1.58956344
IMAGE:754491  CTSS Hs.181301 Cathepsin S AA411619::AA410584 16720.955401501 0.97884754 0.65177531 -1.78697898 -0.88969701 -1.03941671
IMAGE:2312765  CFH Hs.363396 Complement factor H AI669507 951461.127359647 -0.36470023 1.63026376 -1.03196406 -1.20681482 -0.94303995
IMAGE:1703455  EDG2 Hs.126667 Endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor, 2 AI161252 1097061.140437468 0.95113566 0.5552624 -0.90983397 -1.5923168 -1.32928692
IMAGE:484600  RERG Hs.199487 RAS-like, estrogen-regulated, growth inhibitor AA037415 26628-0.887543711 -1.46670566 -0.22564434 0.95522129 1.25831042 1.59989777



IMAGE:282779  PAG1 Hs.266175 Phosphoprotein associated with glycosphingolipid microdomains 1 N50114 1211441.062445505 0.9265711 0.51432236 -1.86372072 -0.93404103 -0.82866609
IMAGE:770854  PTP4A3 Hs.43666 **Protein tyrosine phosphatase type IVA, member 3 AA427737::AA434302 1346100.50990916 1.35625355 1.05739388 -1.50743916 -1.28220234 -1.33134492
IMAGE:44310  ELL Hs.515260 Elongation factor RNA polymerase II H06296::H06353 890841.725541441 0.85626048 0.54250438 -1.44495712 -1.91355389 -1.19232235
IMAGE:283151     N45230 94062 1.45460825 0.27986488 1.01153646 -0.64957768 -1.65486094 -1.56169164
IMAGE:899772   Hs.178393 **Transcribed locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AA483416::AI732201::AI821220 1118560.853444654 0.88914376 0.92889498 -2.05846382 -1.0847413 -0.63179622
IMAGE:80574  SUSD1 Hs.494827 Sushi domain containing 1 T59678::T59814 742220.648040079 1.8551619 0.22037406 -1.07555744 -1.06693514 -1.88777798
IMAGE:727292  CD163 Hs.504641 CD163 molecule AA401693::AA292877 580430.982472381 0.60589684 0.89159922 -1.13527887 -0.98042449 -1.38134948
IMAGE:1506399   Hs.540405 Transcribed locus AA906297 17958-0.717285093 -1.05704982 -0.53799386 2.05698101 0.92312514 0.35388854
IMAGE:324210  OPRS1 Hs.522087 Opioid receptor, sigma 1 W47485::W47484 601761.140687278 0.90408697 0.7829797 -1.08235306 -1.65741212 -1.30612081
IMAGE:841008  GBP1 Hs.62661 Guanylate binding protein 1, interferon-inducible, 67kDa AA486850::AA486849 1382090.990037842 1.49409564 -0.0271794 -1.35595463 -1.33138019 -1.00489116
IMAGE:897504   Hs.113577 Clone 24723 mRNA sequence AA496924::AA497088 5348-1.650283062 -1.40406639 0.67046695 0.93278241 1.38733628 1.42332179
IMAGE:223098  ROM1 Hs.281564 Retinal outer segment membrane protein 1 H84114::H84113 623271.35440447 0.60656047 1.43585283 -2.16573798 -1.17308613 -1.39743933
IMAGE:182999  DUSP22 Hs.29106 Dual specificity phosphatase 22 H42417::H42445 301960.783165344 0.85456085 1.07065126 -2.45781673 -0.84631813 -0.4907685
IMAGE:487327  CGI-38 Hs.534458 Brain specific protein AA045524 746641.668815509 -0.9886513 0.50963827 -0.10388196 -1.10348892 -0.44992327
IMAGE:51548     H20826::H20876 266011.054524023 0.97064954 1.63829044 -1.3849654 -1.63658885 -2.06406915
IMAGE:383851  MEGF10 Hs.438709 Multiple EGF-like-domains 10 AA704670 93616-1.317905396 -0.93220331 -0.66351197 1.30907812 1.18482442 1.71065049
IMAGE:2509925  SEC13L1 Hs.166924 SEC13-like 1 (S. cerevisiae) AI961881 1090771.205190137 1.13151745 0.46846327 -1.89169388 -1.31762099 -0.8813256
IMAGE:1471441  CTLA4 Hs.247824 Cytotoxic T-lymphocyte-associated protein 4 AA873138::AI733018::AI791416 133450.701241929 1.44296591 0.25065155 -0.95402487 -1.33322084 -1.24238049
IMAGE:359135  FAM59B Hs.187912 Family with sequence similarity 59, member B AA010128::AA010127 852210.560048915 1.61802443 0.91390287 -1.47999089 -1.33384681 -1.59565092
IMAGE:809901  COL15A1 Hs.409034 Collagen, type XV, alpha 1 AA455157::AA464342 576291.240445396 1.03235802 0.35437385 -1.88545235 -1.20765075 -0.75906933
IMAGE:784360  EML1 Hs.12451 Echinoderm microtubule associated protein like 1 AA447196 682611.074346806 0.40921196 1.48759626 -1.78666775 -1.28486483 -1.0133009
IMAGE:1585492  RNF20 Hs.388742 MRNA full length insert cDNA clone EUROIMAGE 1585492::Ring finger protein 20 AA974044 19331.644052854 -1.23284182 1.67336977 -1.37824237 -0.53115402 -0.79913238
IMAGE:340734  NFKBIA Hs.81328 Nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, alpha W56300::W55872 49500.960867134 1.02990863 0.75472896 -2.40170019 -0.75949895 -0.76837571
IMAGE:1574629  UBE2D4 Hs.19196 Ubiquitin-conjugating enzyme E2D 4 (putative) AA968964 1391990.67787128 1.31874585 0.84906994 -1.60933386 -1.60933386 -0.8375954
IMAGE:76169  ANTXR2 Hs.162963 Anthrax toxin receptor 2 T59658::T59791 258591.073857892 0.54479433 1.42723242 -1.40350717 -1.57570239 -1.23280931
IMAGE:133085  FAM46A Hs.10784 Family with sequence similarity 46, member A R26131::R26344 299421.055499398 0.78795289 0.63445146 -1.82900329 -1.1114922 -0.61774728
IMAGE:132305  LY6G6C Hs.241586 Lymphocyte antigen 6 complex, locus G6C R27318::R25237 915471.443781221 -0.00567617 0.96399959 -1.2805526 -1.24684429 -0.83476018
IMAGE:1010428   Hs.544119 Transcribed locus, weakly similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AA228300::AA230164::AI821502 100401-1.353277739 -1.19145915 -0.59273035 2.1774017 1.32785409 1.05276248
IMAGE:1585952  C1orf187 Hs.371716 Chromosome 1 open reading frame 187 AA974305 1202351.316704807 0.20559393 1.144927 -1.25522004 -1.37172919 -1.08765763
IMAGE:812976  PANX1 Hs.591976 Pannexin 1 AA464606 741401.199685006 1.1388351 0.53548446 -1.76626866 -0.97584975 -1.43501733
IMAGE:593183  EVI2B Hs.5509 Ecotropic viral integration site 2B AA159620::AA159688 618300.751591834 1.72445686 0.0729629 -1.25554602 -1.11341113 -1.43631952
IMAGE:2568378  FAM50A Hs.54277 Family with sequence similarity 50, member A AW070893 1066490.950791248 1.06608791 0.7953914 -2.22663438 -1.2641579 -0.52876571
IMAGE:503602  CAMK2N1 Hs.197922 Calcium/calmodulin-dependent protein kinase II inhibitor 1 AA131299 129317-1.028770744 -0.87812952 -0.66268416 1.4984489 0.73955822 1.45069847
IMAGE:80344   Hs.362807 MRNA; cDNA DKFZp667P0610 (from clone DKFZp667P0610) T65739::T65813 210290.691937555 1.40822836 0.05862486 -1.03618377 -1.0640912 -1.12325496
IMAGE:145932  FCER1G Hs.433300 Fc fragment of IgE, high affinity I, receptor for; gamma polypeptide R79170::R79271 864011.071445192 0.74266676 0.58163242 -1.31781789 -1.07123407 -1.05915649
IMAGE:276920     N39449::N48561 25280-1.471754653 -0.60796761 -0.71442353 1.86678226 1.05260461 1.09322595



IMAGE:134748  LOC646504 Hs.631963 **Similar to Glycine cleavage system H protein, mitochondrial precursor R28294::R28081 73938-1.159681405 -0.68305892 -0.88275331 0.9562441 1.53706252 1.3742455
IMAGE:772220  PDIA5 Hs.477352 **Protein disulfide isomerase family A, member 5 AA404387::AA404394 1087140.622850798 1.65375174 0.83676274 -1.59584133 -1.77947056 -1.08554536
IMAGE:839081  ELOVL5 Hs.520189 ELOVL family member 5, elongation of long chain fatty acids (FEN1/Elo2, SUR4/Elo3-like, yeast) AA487608::AA488732 105744-1.366844675 -0.42349688 -0.37725765 0.55554288 1.4288568 1.17268472
IMAGE:1517162  KLRK1 Hs.387787 Killer cell lectin-like receptor subfamily K, member 1 AA903175 615980.631780594 1.57504318 0.09587977 -0.62219009 -1.49995295 -1.30794233
IMAGE:854444  HLA-DQB1 Hs.409934 Major histocompatibility complex, class II, DQ beta 1 AA669055 602800.123787149 1.39705557 1.1759609 -2.13083564 -0.85756721 -0.76281236
IMAGE:2022019  NAGPA Hs.21334 N-acetylglucosamine-1-phosphodiester alpha-N-acetylglucosaminidase AI361848 297190.894000628 1.04595117 0.9895124 -2.3015735 -1.1131032 -0.73214149
IMAGE:1867895  SCNN1G Hs.371727 Sodium channel, nonvoltage-gated 1, gamma AI264163::AI733789::AI792590 74931-1.140074711 -1.31450799 -0.16191934 1.29949928 1.28132915 1.30344479
IMAGE:2322367  RTN4 Hs.429581 Reticulon 4 AI682462 61162-0.737495562 -1.03742045 -0.81202235 0.63988678 1.70780116 1.32971403
*mitoch. cont. IMAGE:725914151937 -1.089055804 -1.04492854 -0.57129591 1.43042711 1.02224992 1.46241938
IMAGE:2061465  GGT2 Hs.454906 Gamma-glutamyltransferase 2 AI344264 76674-1.558840753 -0.71104889 -0.64428528 1.14164128 1.46751128 1.6010385
IMAGE:1569449  B3GALT5 Hs.197749 UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase, polypeptide 5 AA973667::AI733281::AI793307 12105-1.026192348 -0.75486215 -0.86000625 1.21702789 0.97607265 1.55348902
IMAGE:488301     AA085748 1345350.932018398 0.43400982 1.35397415 -2.24089641 -0.90080893 -0.59980467
IMAGE:201173  NXF4 Hs.454283 **Nuclear RNA export factor 4 pseudogene R98492::R98541 100982-1.354988018 -1.17643007 -0.23676887 1.40168631 1.2199664 1.47143551
IMAGE:740473  ZNF397 Hs.591061 Zinc finger protein 397 AA478048::AI821670::AA478209::AI820920 16365-1.14344358 -0.99148187 -0.60391456 1.60414106 1.31775168 1.03538864
IMAGE:1606837  IMPDH2 Hs.476231 IMP (inosine monophosphate) dehydrogenase 2 AA996028 1336340.90699835 1.09775007 0.29659284 -2.3726815 -0.64999613 -0.35518606
IMAGE:1881183  FMNL1 Hs.100217 Formin-like 1 AI290782 90050-0.965197645 -1.06267039 -0.64296422 2.67082237 0.44844382 0.72624114
IMAGE:23116  SPIRE2 Hs.461786 Spire homolog 2 (Drosophila) R39179::T75274 110512-1.355602258 -0.66699698 -0.93984058 1.27014262 1.68740344 1.25115351
IMAGE:1915913  CLIC2 Hs.632837 Chloride intracellular channel 2 AI311800 1255140.709631635 1.37845517 0.36236886 -1.01483075 -1.18617751 -1.38408302
IMAGE:511068  LGALS4 Hs.5302 Lectin, galactoside-binding, soluble, 4 (galectin 4) AA100297::AI732445::AA099805::AI733760 63322-1.187566977 -1.12189669 -0.27912806 1.37302682 1.12785776 1.312221
IMAGE:309515  COMP Hs.1584 Cartilage oligomeric matrix protein N94385 648391.77493934 -0.65921235 0.58315007 -1.00875449 -0.75205749 -0.64171609
IMAGE:448218  RXRA Hs.590886 Retinoid X receptor, alpha AA777229 1128441.053050001 0.83648142 1.10662223 -2.22311975 -1.32549996 -0.6689552
IMAGE:325355  LTBP2 Hs.512776 Latent transforming growth factor beta binding protein 2 W52204 19851-0.91558092 -1.15757909 -0.42441169 0.9318326 1.33524578 1.37317624
IMAGE:1422743     AA827293 22305-1.186213493 -1.1716322 -0.52033435 1.36381199 1.4269976 1.39637688
IMAGE:308579  FRG1 Hs.203772 FSHD region gene 1 AI668696::N95835::AI734274::W24982 11226-1.109419058 -0.83811819 -0.74838021 2.50175203 0.73307906 0.62195005
IMAGE:714213  FAS Hs.244139 Fas (TNF receptor superfamily, member 6) AA293571::AA293570 820500.919983079 1.15432434 0.54286237 -1.62408194 -0.95592812 -1.21002904
IMAGE:139681  NNAT Hs.504703 Neuronatin R63918::R64004 81297-0.940557805 -1.01844345 -0.46402227 1.10658852 1.26547524 1.14646597
IMAGE:2189995  HDGF Hs.506748 Hepatoma-derived growth factor (high-mobility group protein 1-like) AI538219 978861.397289984 0.75348625 0.48691126 -2.22838129 -1.13441791 -0.47200422
IMAGE:1324405  MGC42367 Hs.469398 Similar to 2010300C02Rik protein AA746215 31939-1.467012139 -1.25253412 -0.23313272 1.68351675 1.51099937 1.17621916
IMAGE:712829  LMO2 Hs.34560 LIM domain only 2 (rhombotin-like 1) AA280651::AA282029 1205400.99787227 0.73382539 0.921454 -1.69493998 -1.10875589 -0.94566811
IMAGE:1604769   Hs.434909 Transcribed locus AA989297::AI820645::AI792040 73921-1.205523204 -1.22621083 -0.2093346 2.64901855 1.32779556 -0.06754481
IMAGE:2577245  TXNRD1 Hs.567352 Thioredoxin reductase 1 AW075603 630470.903332487 1.05168056 0.48578693 -2.10469614 -1.08774293 -0.34731416
IMAGE:149966     H01178::H01267 92642-1.262990353 -0.67411509 -0.60994278 1.96129046 1.20183955 0.50495663
IMAGE:771157  KCTD5 Hs.61960 Potassium channel tetramerisation domain containing 5 AA429470::AA443480 662171.56053789 0.67540849 0.2368374 -1.4268646 -1.15457294 -1.06852878
IMAGE:490525  NFXL1 Hs.518618 Nuclear transcription factor, X-box binding-like 1 AA126468::AA126648 1358350.945641691 0.09325143 1.53423745 -1.63987395 -0.9048393 -0.93142324
IMAGE:2565790  CD2BP2 Hs.202677 CD2 (cytoplasmic tail) binding protein 2 AW005514 880671.415559092 0.76604572 0.52297025 -2.04777417 -1.26835812 -0.60998774
IMAGE:487905  RP11-125A7.3 Hs.368282 KIAA0564 protein AA045370::AA046556 109197-1.439967967 -0.76037898 -0.58432438 1.66447664 1.15820564 1.20824361



IMAGE:376875  FMO1 Hs.1424 Flavin containing monooxygenase 1 AA047666::AA047651 971441.254563187 1.18902446 0.43354173 -2.18234702 -1.27970006 -0.74526157
IMAGE:366902  SLPI Hs.517070 Secretory leukocyte peptidase inhibitor AA026641::AA026099 95590.891115136 0.61974627 0.96521063 -1.792133 -0.85237082 -0.82830158
IMAGE:281240  SYN2 Hs.445503 Synapsin II N50998 80792-0.963958688 -1.09654252 -0.28649808 0.95775842 1.31701783 1.17409816
IMAGE:741977  CFB Hs.69771 Complement factor B AA401441 239530.191453737 1.35958825 0.86928425 -1.71072902 -0.55837384 -1.14406544
IMAGE:841698  EXT1 Hs.492618 Exostoses (multiple) 1 AA487582::AA488708 1335351.392809004 0.7215528 0.59623146 -1.98171022 -0.97369075 -0.96143106
IMAGE:1636360  CGNL1 Hs.148989 Cingulin-like 1 AA999838 136495-1.428876866 -1.10273872 0.38487203 1.0439867 1.06108265 1.211264
IMAGE:78844  C1QTNF1 Hs.201398 C1q and tumor necrosis factor related protein 1 T46871::T51153 995001.674225094 0.78630549 0.54369084 -1.72331798 -1.17514226 -1.47194919
IMAGE:687297  RAB3B Hs.123072 RAB3B, member RAS oncogene family AA235116::AA235224 58309-1.026156841 -0.93733159 -0.4758583 1.78427404 1.06917853 0.68660296
IMAGE:629916  TIMM17B Hs.30570 Translocase of inner mitochondrial membrane 17 homolog B (yeast) AA219179::AA219178 1111160.927779144 1.2178859 0.71716783 -1.95186597 -1.48728219 -0.6758092
IMAGE:295974     N73548 82908 1.316035841 1.26930565 -0.05128965 -1.61651751 -1.0671707 -1.13021196
IMAGE:1048696  APOBEC3F Hs.441124 Apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3F AA620608 33440.87841078 1.48266286 0.16780403 -1.26384798 -1.20476205 -1.28275547
IMAGE:234376  LOC646652 Hs.546584 Integral membrane glycoprotein-like N28268 65665-0.686002941 -1.55474972 -0.80273445 1.42946122 1.52682472 1.40826111
IMAGE:2062453  PHF19 Hs.460124 PHD finger protein 19 AI337373 100360.989175428 1.04766888 0.85059095 -1.67835083 -1.24639921 -1.1937551
IMAGE:1941633  SLC25A18 Hs.282982 Solute carrier family 25 (mitochondrial carrier), member 18 AI206252 116603-1.079468525 -0.70451337 -0.60263615 1.12393443 1.18567295 1.11966067
IMAGE:2565353  SEPT9 Hs.440932 Septin 9 AW004927 90120.793134748 0.95803354 0.87723313 -2.23007844 -0.69651969 -0.79669571
IMAGE:1501598   Hs.148141 Transcribed locus, weakly similar to NP_060312.1 hypothetical protein FLJ20489 [Homo sapiens] AA887300 121252-1.040926292 -0.91476013 -0.41712476 0.75711847 1.53680602 1.1610111
IMAGE:42118  P2RX4 Hs.321709 Purinergic receptor P2X, ligand-gated ion channel, 4 R60723::R60722 599930.763372787 1.70102884 0.39295586 -1.96269613 -1.21615728 -1.00894385
IMAGE:815740  C3orf52 Hs.434247 Chromosome 3 open reading frame 52 AA485080::AA485191 685731.209013598 0.77510588 0.78285808 -0.78114775 -1.78247324 -1.39113083
IMAGE:40227   Hs.404323 Transcribed locus, strongly similar to NP_061886.1 hypothetical protein FLJ10156 [Homo sapiens] R53062::R53149 963001.298792763 -0.85234766 1.4409302 -1.85875703 -0.66287082 0.05079744
IMAGE:1638479  ZNF415 Hs.147765 Zinc finger protein 415 AI016074 76867-0.763942613 -1.39774283 -0.59010027 0.87676998 1.57274298 1.53064054
IMAGE:2306953  LY96 Hs.69328 Lymphocyte antigen 96 AI652240 1362470.636187527 1.39767125 0.26699759 -1.27447651 -1.07109985 -1.03895879
IMAGE:742561     AA401344::AA401584 28002-1.124262829 -0.99797611 -0.95467781 2.14205289 1.0686158 1.16603698
IMAGE:898236  EEF1G Hs.444467 **Eukaryotic translation elongation factor 1 gamma AA598618::AI732191::AI821205 73820-1.086960997 -0.87167383 -0.64471331 2.34878302 1.00443425 0.39062661
IMAGE:868380  FCGR2B Hs.352642 Fc fragment of IgG, low affinity IIb, receptor (CD32) AA634109 659050.851461327 1.20442276 0.25271821 -1.05506847 -1.01130699 -1.33334843
IMAGE:1500279   Hs.553287 Transcribed locus AA885798 6151-1.176048075 -0.87037514 -0.84101704 1.57689241 1.82323049 0.72078323
IMAGE:767753   Hs.166891 Transcribed locus, strongly similar to NP_000440.1 regulatory factor X, 5 [Homo sapiens] AA418045::AA418216 973280.459843063 1.64277989 0.42357183 -1.6086477 -0.99657063 -1.0781809
IMAGE:2548367  ALDOC Hs.155247 Aldolase C, fructose-bisphosphate AI951114 1374021.571787427 0.56065903 0.35676206 -0.63159506 -1.7534462 -1.259581
IMAGE:782748  BIN3 Hs.232256 Bridging integrator 3 AA447997::AA448140 1309790.983635489 0.50808359 1.04511368 -2.3998123 -0.86229244 -0.28186598
IMAGE:1689083   Hs.1987 Transcribed locus, strongly similar to XP_525998.1 PREDICTED: similar to T-cell-specific surface glycoprotein [Pan troglodytes] AI092544 1030760.46948589 1.55645152 -0.14884335 -0.53727372 -1.06124569 -1.25433253
IMAGE:489729  ETS1 Hs.369438 V-ets erythroblastosis virus E26 oncogene homolog 1 (avian) AA101971::AA099595 1183340.947164007 1.3838243 0.05181372 -1.50739612 -1.27493978 -0.77891371
IMAGE:1877697  LOC130576 Hs.357567 Hypothetical protein LOC130576 AI275120 1275271.208488916 0.46014336 0.92197948 -1.26051688 -1.46175201 -0.93315388
IMAGE:2063982  KCNK6 Hs.240395 Potassium channel, subfamily K, member 6 AI377055 1350791.232074414 0.8026432 0.36728879 -1.29971877 -1.18495698 -1.02651167
IMAGE:2545528  PIN1 Hs.465849 Protein (peptidylprolyl cis/trans isomerase) NIMA-interacting 1 AW003596 766670.98527352 0.97562442 0.89167719 -2.04140974 -1.17299022 -0.84154344
IMAGE:377641  TNFAIP8L1 Hs.465643 Tumor necrosis factor, alpha-induced protein 8-like 1 AA055992::AA055904 155040.221242825 1.60428826 0.4242382 -1.91535169 -0.92701949 -0.4262232
IMAGE:769571  SREBF1 Hs.592123 Sterol regulatory element binding transcription factor 1 AA425823::AA426287 10395-0.997878729 -1.54322148 -0.16563376 1.11934957 1.48550828 1.41383466
IMAGE:1741991  ZNF480 Hs.147025 Zinc finger protein 480 AI186033 962501.585053115 1.51340578 0.95455659 -1.4402555 -2.38361205 -2.01701653



IMAGE:2019211  RAB33A Hs.56294 RAB33A, member RAS oncogene family AI360342 1123200.625283654 1.23472698 0.69939542 -0.54341566 -1.35674342 -1.76410114
IMAGE:288983  PI16 Hs.25391 Peptidase inhibitor 16 N59816::N72763 1115341.397664461 -0.06742138 1.04793429 -0.85859728 -1.27262187 -1.17406334
IMAGE:730288  EHD4 Hs.143703 EH-domain containing 4 AA412509::AA412632 637611.076934212 1.05311282 0.35154943 -2.33956738 -0.82465132 -0.47028864
IMAGE:489266  PRIC285 Hs.517180 Peroxisomal proliferator-activated receptor A interacting complex 285 AA056755::AA058433 1240780.875772274 1.23873239 0.70171524 -2.12253082 -0.86115057 -1.06521965
IMAGE:687990  ARHGEF6 Hs.522795 Rac/Cdc42 guanine nucleotide exchange factor (GEF) 6 AA236957::AA236617 113700.590493681 1.17890993 0.68711171 -0.70877003 -0.48270102 -2.32152401
IMAGE:1069393  EXT1 Hs.492618 Exostoses (multiple) 1 AA600365 1135691.213484119 0.54581631 1.32105282 -2.14247396 -1.15333646 -0.99445625
IMAGE:814731  AIP Hs.412433 Aryl hydrocarbon receptor interacting protein AA454926::AA455316 961070.628674705 1.33898257 0.88001441 -1.7970515 -1.47666788 -0.77778455
IMAGE:70749   Hs.593210 CDNA: FLJ21874 fis, clone HEP02488 T47312::T47311 29726-1.521832526 -0.47421799 -0.85516873 0.8440303 1.50355127 1.71545512
IMAGE:454564  LOC389289 Hs.529385 Similar to annexin II receptor AA677025 224610.834544243 1.65702957 0.358112 -0.92222349 -1.88178971 -1.38098753
IMAGE:811054  GNA12 Hs.487341 Guanine nucleotide binding protein (G protein) alpha 12 AA485431::AA485595 869240.869383452 1.22414468 1.09744424 -1.85689322 -1.14420326 -1.51100102
IMAGE:564884  KRIT1 Hs.531987 KRIT1, ankyrin repeat containing AA126460::AA121011 14697-0.839212603 -0.73554663 -1.35754249 1.22576858 1.29112321 1.54217516
IMAGE:971372  NPTX2 Hs.3281 Neuronal pentraxin II AA683041 235160.812949814 0.32206841 1.84214611 -1.54410825 -1.46137543 -0.99972629
IMAGE:358531  JUN Hs.525704 V-jun sarcoma virus 17 oncogene homolog (avian) W96155::W96134 1082771.056548168 0.99876612 0.87954248 -1.63441021 -1.35994546 -1.18804385
IMAGE:79032  DLG2 Hs.503453 Discs, large homolog 2, chapsyn-110 (Drosophila) T61899::T61960 120046-0.912480469 -0.91000992 -0.65208413 0.83210087 1.60003124 1.11670863
IMAGE:506016  MYADM Hs.380906 Myeloid-associated differentiation marker AA708440 1359951.223543909 0.46858405 0.97529134 -1.19725869 -1.20873612 -1.35131131
IMAGE:2420792  SLC7A7 Hs.513147 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 7 AI815076 25050.82677336 0.82296056 1.1638251 -1.35453097 -1.42983382 -1.14501747
IMAGE:2309141  CD97 Hs.466039 CD97 molecule AI651871 142900.870661089 0.94057871 0.89396696 -1.5382408 -1.28633173 -1.00974586
IMAGE:118447  MAPK8 Hs.138211 Mitogen-activated protein kinase 8 AI821367::T92551::AI820519::T92622 66654-0.783659971 -1.13971074 -0.83955611 1.41565999 1.19165611 1.32718511
IMAGE:866483  LOC283537 Hs.117167 Hypothetical protein LOC283537 AA679509 111544-1.241044856 -0.21464647 -0.96943525 0.56210935 1.51775309 1.31546861
IMAGE:79254  MICA Hs.549053 MHC class I polypeptide-related sequence A T58146::T63084 254130.924899535 0.92125543 0.825051 -1.75661674 -1.29745923 -0.74647023
IMAGE:159462  CDC42EP1 Hs.225356 CDC42 effector protein (Rho GTPase binding) 1 H15910::H16016 960990.96802482 1.07940696 0.71608902 -1.92105999 -1.10116367 -0.94403529
IMAGE:1911663   Hs.452702 CDNA clone IMAGE:5259414 AI268632 85812-0.766225179 -1.15288793 -0.47040488 0.9240268 1.51799669 1.02465228
IMAGE:745918  ACPP Hs.433060 Acid phosphatase, prostate AA420721::AA420767::AI821627 1193150.898911159 0.8530323 0.80439508 -1.15857269 -1.38465976 -1.0901766
IMAGE:210687  AGTR1 Hs.477887 Angiotensin II receptor, type 1 H66070::H66116 189750.459172751 1.05363747 1.71860848 -0.94300363 -1.803595 -1.6708773
IMAGE:781007  RPL27A Hs.523463 Ribosomal protein L27a AA446013::AA446288 639750.83910529 0.94127656 0.66855786 -2.26277525 -0.92472455 -0.31877031
IMAGE:768069  KLHL18 Hs.517946 Kelch-like 18 (Drosophila) AA418936::AA426583 949351.964240081 -0.01397837 0.3849083 -1.88598918 -0.87093611 -0.64960266
IMAGE:770267  LOC158381 Hs.575661 Hypothetical protein LOC158381 AA434256 15992-1.265689732 -0.92589756 -0.6112407 1.29275915 1.06933416 1.68933851
IMAGE:2010562  ADAMTS10 Hs.465818 ADAM metallopeptidase with thrombospondin type 1 motif, 10 AI360772 721240.714145922 1.18215518 0.65001371 -1.54510802 -0.88615966 -1.22570111
IMAGE:795544  WASPIP Hs.591641 Wiskott-Aldrich syndrome protein interacting protein AA459654::AA459777 240270.488346495 1.41586359 0.59676168 -1.22092601 -1.31074673 -1.07059449
IMAGE:1698046  HIST1H2BG Hs.458395 Histone 1, H2bg AI143991 92381-1.735492871 0.0538607 -0.81666938 1.82871489 1.14534311 0.56922699
IMAGE:323028  SMAD3 Hs.36915 SMAD, mothers against DPP homolog 3 (Drosophila) W42414::W42512 1184991.191307127 1.2483336 0.340979 -2.38393613 -1.06092188 -0.64082684
IMAGE:454698  FZD4 Hs.591968 Frizzled homolog 4 (Drosophila) AA677200 79677-1.374002087 -0.86310932 -0.24130835 0.78174505 1.54496646 1.33059104
IMAGE:759163  MFAP4 Hs.296049 Microfibrillar-associated protein 4 AA496022::AA442695 100451.348055719 0.10559428 0.87332784 -0.99403301 -1.42143485 -0.85666694
IMAGE:810454  BACE2 Hs.529408 Beta-site APP-cleaving enzyme 2 AA457119 688360.673223754 1.32895301 0.62928741 -1.88441049 -1.08796057 -0.81750334
IMAGE:1861700     AI053583::AI792539 20677-1.187684106 -0.90281825 -0.72536084 1.83873206 1.17155444 1.03216809
IMAGE:47074  ANKH Hs.156727 Ankylosis, progressive homolog (mouse) H10417::H10416 63486-0.917223186 -1.24171649 -0.97299547 0.96445771 1.61024903 1.87994712



IMAGE:842806  CDK4 Hs.95577 Cyclin-dependent kinase 4 AA486208::AA486312 1391871.00327867 1.07311357 0.64199946 -1.994268 -1.28195203 -0.64086765
IMAGE:916090     AA579722::AI732362 28369-1.106723514 -0.70323813 -0.86884256 1.49365209 1.36734362 0.93999996
IMAGE:210494   Hs.596334 CDNA FLJ40180 fis, clone TESTI2018035 H65481::H64888 1502-1.213968892 -1.17809304 0.14666994 0.50155763 1.4259115 1.47728635
IMAGE:1623425  PRDM5 Hs.132593 PR domain containing 5 AI016226 89616-0.826828854 -1.47546826 -0.81665412 1.47933861 1.51749387 1.47743085
IMAGE:428100  SFRP1 Hs.213424 Secreted frizzled-related protein 1 AA002080::AA002243 64241-1.355482972 -0.45815111 -0.4755107 1.10830101 0.95420313 1.25233535
IMAGE:1882829     AI279428 16879-0.856086397 -0.80827761 -0.44134517 2.314682 0.37394405 0.35960142
IMAGE:768597  MUC1 Hs.89603 Mucin 1, cell surface associated AA425062::AA429320 28665-1.3136966 -0.50866315 -0.38068248 0.60805575 1.32284143 1.27849554
IMAGE:206638  SEC61A1 Hs.518236 Sec61 alpha 1 subunit (S. cerevisiae) H57782 961601.046478008 1.29379417 0.13618099 -1.905479 -0.96828092 -0.80687458
IMAGE:49356  GOLGA8A Hs.182982 Golgi autoantigen, golgin subfamily a, 8A H15102::H15101 79483-0.843157549 -0.9516202 -0.96293804 0.53062412 1.30416719 2.06104787
IMAGE:1505405   Hs.602479 Transcribed locus AA905925 94673-1.231036086 -1.614859 -0.23761208 1.37218638 1.75036484 1.44330651
IMAGE:1877234   Hs.528324 Transcribed locus, strongly similar to NP_940851.1 similar to embigin [Homo sapiens] AI276270 205471.248369879 1.17747913 0.10750135 -1.91341682 -0.94380853 -0.91592484
IMAGE:2547341  SLC2A1 Hs.473721 Solute carrier family 2 (facilitated glucose transporter), member 1 AI950601 933101.507697448 0.57156843 0.20851839 -1.40225361 -1.18172321 -0.79556999
IMAGE:743848  JMJD2C Hs.157106 Jumonji domain containing 2C AA634414 74722-1.602140363 -0.34261336 -0.760246 1.37354291 1.04665439 1.4472408
IMAGE:810521  LMO2 Hs.34560 LIM domain only 2 (rhombotin-like 1) AA464544::AA464644 24220.810266919 0.95552766 1.13256419 -1.65167568 -1.15461158 -1.25810985
IMAGE:1899292   Hs.604363 Transcribed locus AI289160 62918-1.250354758 -1.20377731 0.05924795 1.20815844 1.27899498 1.11998474
IMAGE:249949  H2AFV Hs.488189 H2A histone family, member V H97000 585811.147017827 0.99210934 0.58977461 -1.60508277 -0.9473449 -1.39348134
IMAGE:306052   Hs.596963 Transcribed locus N91461::W20065 62907-1.58921585 -0.33021656 -0.56462484 1.25071603 0.92016796 1.41404567
IMAGE:298523  WDR53 Hs.385865 WD repeat domain 53 N74189::W04353 831881.756241181 0.54496075 0.59000334 -1.33191523 -1.59669261 -1.26069924
IMAGE:32299  IMPA2 Hs.367992 Inositol(myo)-1(or 4)-monophosphatase 2 R42685::R17337 616251.095147825 0.67689022 0.51630373 -2.1049299 -0.69496419 -0.50354264
IMAGE:1698856  COL9A2 Hs.418012 Collagen, type IX, alpha 2 AI003467::AI733641 106450-1.177751816 -1.1093803 -0.08346744 0.80281107 1.23140862 1.50081279
IMAGE:429047  TTC3 Hs.368214 Tetratricopeptide repeat domain 3 AA007509::AA007508 63859-0.74153415 -0.51273131 -1.29903179 0.79446766 1.15487863 1.55584165
IMAGE:344550   Hs.229128 Transcribed locus, weakly similar to XP_209041.2 PREDICTED: similar to KIAA1503 protein [Homo sapiens] W73597::W73636 125654-1.137354329 -0.7154127 -0.48736796 1.31805159 0.95302302 1.11728588
IMAGE:813414  SERPINA12 Hs.99476 Serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 12 AA458648::AA455546 1184331.406134557 -0.02420414 0.95063116 -0.79406291 -1.39995013 -1.06717153
IMAGE:2421421  SNX4 Hs.507243 Sorting nexin 4 AI818235 56399-0.909698059 -1.09156003 -0.79884886 0.99833711 1.58289344 1.41921766
IMAGE:754989  KIAA0409 Hs.511948 KIAA0409 AI821681::AA496312::AI820931 12775-0.671187853 -1.62008636 0.14205826 1.33235789 0.9965681 0.9304125
IMAGE:324543  MRGPRF Hs.118513 MAS-related GPR, member F W52061 69710.921006239 0.383733 1.40053175 -1.38957329 -1.27962111 -1.03857914
IMAGE:713205  UTP11L Hs.472038 UTP11-like, U3 small nucleolar ribonucleoprotein, (yeast) AA283599::AA282707 1198701.797333796 0.41831079 -0.1208616 -0.98393979 -1.32412318 -0.86432692
IMAGE:704046  ULK4 Hs.563159 Unc-51-like kinase 4 (C. elegans) AA279168::AA279223 104120-1.184078636 -1.01895307 -0.04387264 0.75362785 1.10766825 1.49809225
IMAGE:66686  RPL10 Hs.534404 Ribosomal protein L10 T67270::T67271 225690.762129511 0.91587194 0.80761165 -1.97272415 -0.95898499 -0.5948076
IMAGE:197596  C9orf77 Hs.380389 Chromosome 9 open reading frame 77 R87738::R87801 8101-1.492051343 -0.472104 -0.472104 1.55294272 1.23635192 0.74706836
IMAGE:1591736  MS4A2 Hs.386748 Membrane-spanning 4-domains, subfamily A, member 2 (Fc fragment of IgE, high affinity I, receptor for; beta polypeptide) AA953113 277500.792920432 0.46493377 1.31293676 -0.46923567 -1.04934814 -2.00936843
IMAGE:2461316  CST7 Hs.143212 Cystatin F (leukocystatin) AI927615 1008330.542509873 1.33819204 0.42770114 -1.05406296 -1.17042317 -1.13119316
IMAGE:453195  ANGPTL2 Hs.642746 Angiopoietin-like 2 AA704833 297671.413939526 0.08487851 1.08299453 -1.82751707 -0.91336587 -0.86108727
IMAGE:208656  MRPL48 Hs.503239 Mitochondrial ribosomal protein L48 H63737::H63300 7303-1.418313765 -0.77588751 -0.42931546 1.60003299 1.0729295 1.15498375
IMAGE:1893670   Hs.603516 Transcribed locus AI280215 93550-1.426459726 -0.32159821 -1.05393716 2.15408862 1.16647064 0.61894909
IMAGE:322807   Hs.37517 Transcribed locus, weakly similar to NP_997349.1 FLJ46489 protein [Homo sapiens] W15460::W39667 75087-1.007919164 -0.85419921 -0.48061684 2.0225381 0.77215997 0.59925054



IMAGE:2028487  TMPRSS2 Hs.439309 Transmembrane protease, serine 2 AI261741 11493-1.096827529 -0.80674243 -0.55733592 1.63780808 0.43245446 1.4817623
IMAGE:365883  C21orf33 Hs.413482 Chromosome 21 open reading frame 33 AA025421 90614-1.346094434 -0.69025908 -0.33291743 0.40569499 1.44794145 1.61704062
IMAGE:252993  SEC31L1 Hs.370024 SEC31-like 1 (S. cerevisiae) H88535::H88581 57300-0.889834136 -0.97910873 -1.03831188 1.22057023 1.65452529 1.22620862
IMAGE:845355  CTSC Hs.128065 Cathepsin C AA644088 1043640.660625026 1.53661872 -0.04878626 -1.28049084 -0.97461108 -0.97978088
IMAGE:359610  BMP2 Hs.73853 Bone morphogenetic protein 2 AA011062::AA011061 1395301.029985074 0.94546399 0.70772371 -0.83917039 -1.29012533 -1.71853251
IMAGE:1670632  ADORA1 Hs.77867 Adenosine A1 receptor AI094603 28147-1.239841774 -0.51931778 -1.00219526 1.58600277 1.05635443 1.2491262
IMAGE:755881  AQP5 Hs.298023 Aquaporin 5 AA496539 10249-1.147591302 -1.23946112 -0.67329806 1.4593679 1.42261997 1.54021334
IMAGE:1084673  AFAP Hs.529369 Actin filament associated protein AA577701::AI732661::AI791958 989351.270086321 0.19815528 0.8479837 -1.34804569 -1.29266259 -0.62163376
IMAGE:782140  SLC35D2 Hs.494556 Solute carrier family 35, member D2 AA431179::AA431505 1188521.014438055 1.54913434 0.41079066 -1.7185625 -1.18646814 -1.45381629
IMAGE:151055  ELOVL5 Hs.520189 ELOVL family member 5, elongation of long chain fatty acids (FEN1/Elo2, SUR4/Elo3-like, yeast) H02231::H02230 27481-1.297787285 -0.36508246 -0.47675281 0.64492405 1.41714644 1.02817516
IMAGE:490959  PHF17 Hs.12420 PHD finger protein 17 AA136664::AA136780 61555-1.081135709 -0.80126148 -0.45919298 -0.32903642 1.8076378 1.91898562
IMAGE:247616  LHFP Hs.507798 Lipoma HMGIC fusion partner N58145 1122601.062755952 0.49842139 1.31525536 -1.58739944 -1.51955837 -0.87887741
IMAGE:121454  ALOX12 Hs.422967 Arachidonate 12-lipoxygenase T97276::T97387 202981.336291786 -0.86865165 1.30395262 -0.69825502 -0.94779862 -0.68534735
IMAGE:1620712  FBLN5 Hs.332708 Fibulin 5 AI016973 664350.921964753 -0.068664 1.69947019 -1.28629539 -1.21203112 -0.90596236
*mitoch. cont. IMAGE:915948141567 -1.347203663 -0.65714141 -0.3863809 0.43006235 1.52918213 1.53024924
IMAGE:1031372     AA609127 22798-1.346584529 -1.08483993 -0.66873314 1.03864699 1.66784073 1.77656541
IMAGE:383603  MLH3 Hs.436650 MutL homolog 3 (E. coli) AA679054 65481-0.437218333 -1.34195594 -1.20708823 1.22378198 1.3084757 1.64536402
IMAGE:2298441  GGPS1 Hs.498143 Geranylgeranyl diphosphate synthase 1 AI650314 94633-0.921767259 -1.04092699 -0.67897932 0.81405483 1.59045492 1.38825576
IMAGE:487824  FCHSD1 Hs.591257 FCH and double SH3 domains 1 AA045079::AA045395 112121.533110484 0.36331405 0.57229547 -1.87252407 -0.82417504 -0.86330702
IMAGE:868332  HLA-DPA1 Hs.347270 Major histocompatibility complex, class II, DP alpha 1 AA634028 742100.955798289 0.79827716 0.62739059 -1.7085762 -0.7328203 -0.97395492
IMAGE:32496  FLJ42709 Hs.457407 Hypothetical gene supported by AK124699 R43486::R17996::R36749 63388-1.113811127 -0.71688444 -0.43841403 0.98477921 1.17921356 1.13006812
IMAGE:854706     AA630097 26501-0.930576657 -0.94729097 -0.31214725 2.03663091 0.66570942 0.50464517
IMAGE:841686  LOC644845 Hs.631669 **Similar to N-acetylated-alpha-linked acidic dipeptidase II (NAALADase II) AA487579::AI791154::AA488703::AI734208 14002-0.772381671 -0.89336167 -0.49450574 1.89749565 0.62125119 0.59800035
IMAGE:128791  NRBP1 Hs.515876 Nuclear receptor binding protein 1 R16767::R10018 1273901.188824686 0.86628296 0.74200953 -1.82006272 -1.23664166 -0.953469
IMAGE:924428  FAM3D Hs.61265 Family with sequence similarity 3, member D AA514424::AI732367 115851-1.209782105 -0.89201826 -0.26232875 0.93408133 1.23797122 1.30855893
IMAGE:453348  TUBGCP2 Hs.523370 Tubulin, gamma complex associated protein 2 AA779105 1333700.993332612 0.9133949 0.58326252 -2.535087 -0.65862699 -0.39545542
IMAGE:2005924   Hs.604701 Transcribed locus AI357047 195290.552618542 1.81895429 0.25750725 -1.31990662 -1.36945889 -1.1898778
IMAGE:845054  INSR Hs.591381 Insulin receptor AA773311::AI791161 25051-1.381237045 -1.33198719 0.20898617 1.22591758 1.48884408 1.09384197
IMAGE:714106  PLAU Hs.77274 Plasminogen activator, urokinase AA284669::AA284668 665531.405667928 0.84942711 0.27512035 -1.96909742 -0.65693959 -1.10050599
IMAGE:2307420  TUBB2B Hs.300701 Tubulin, beta 2B AI672565 101151.443232273 0.76591044 -0.00706824 -1.08142543 -0.86931675 -1.35413659
IMAGE:67237   Hs.632968 Transcribed locus T52700::T52699 26649-1.298956309 -1.08004272 -0.22839823 2.7131649 0.74956294 0.39126848
IMAGE:773138  CAMK2N1 Hs.197922 Calcium/calmodulin-dependent protein kinase II inhibitor 1 AA425373::AA425465 24609-0.893630005 -0.98361475 -0.48903608 1.18535513 0.81416804 1.42763907
IMAGE:144853     R78464::R78532 94907-1.193315195 -0.69335163 -0.17615769 0.71000653 1.42817453 0.91201629
IMAGE:809489  NOL6 Hs.493709 Nucleolar protein family 6 (RNA-associated) AA443125::AA456190 986941.899250827 0.4057996 0.09258969 -1.56654129 -1.06094582 -0.94582562
IMAGE:998788     AA535935::AI791634::AI821490 31876-1.565586318 -0.63429746 -0.46905339 1.06900597 1.35555639 1.46158005
IMAGE:79353  PPP4R1 Hs.464595 Protein phosphatase 4, regulatory subunit 1 T62952::T62804 1138231.273321516 1.01933875 0.28232693 -1.88229895 -1.09264343 -0.81695668



IMAGE:251529  KLF13 Hs.525752 Kruppel-like factor 13 H97677 1098991.405749352 0.59336603 0.48230406 -1.68748172 -1.29721152 -0.6168599
IMAGE:767272  CPD Hs.446079 Carboxypeptidase D AA418397 87175-1.420010855 -0.582792 -0.70372361 0.85106157 1.67432677 1.35847046
IMAGE:825583  RALY Hs.136947 RNA binding protein, autoantigenic (hnRNP-associated with lethal yellow homolog (mouse)) AA504617::AA504712 1325420.69578497 1.14763204 0.94252393 -2.06784373 -1.21491892 -0.66051779
IMAGE:1454534  ZNF681 Hs.187337 Zinc finger protein 681 AA937570::AI732980 20242-0.740617102 -0.87147019 -0.91247484 0.60308932 1.64006486 1.31557031
IMAGE:243155  NUP85 Hs.362817 Nucleoporin 85kDa H94469 1373301.022702172 1.21770182 0.6023696 -1.94481329 -1.14856473 -1.02018996
IMAGE:1559703  EXOSC5 Hs.283741 Exosome component 5 AA917649 923341.014300602 1.03231682 0.58335269 -1.31645741 -1.20836011 -1.27429947
IMAGE:712914  NOD3 Hs.592091 NOD3 protein AA282229::AA282330 849460.717378326 1.53567189 -0.00056484 -1.0064682 -1.17487143 -1.19752965
IMAGE:782446  C21orf56 Hs.381214 Chromosome 21 open reading frame 56 AA431571::AA448464 1283610.851846628 1.28623211 0.08393299 -1.01888188 -1.23607462 -1.05707784
IMAGE:2019015  SLC7A1 Hs.14846 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 1 AI362952 1378110.908921182 1.37092464 0.59288814 -2.22813188 -1.27152963 -0.6612174
IMAGE:595547     AA176528::AA173058 7977-1.138103702 -1.24299744 -0.04332393 1.29057471 1.08078725 1.25444465
IMAGE:2019798  COL9A2 Hs.418012 Collagen, type IX, alpha 2 AI493478 61156-1.274042823 -1.10028415 -0.1517452 0.81024332 1.34564808 1.59528055
IMAGE:232908  PX19 Hs.279529 Px19-like protein H73484::H75575 737720.930646696 1.12601197 0.40967265 -1.96286616 -0.75619832 -0.87801432
IMAGE:281605  FMNL1 Hs.100217 Formin-like 1 N51614::N53909 671640.749903738 1.4026811 0.57212607 -1.32578939 -1.50634483 -1.11190064
IMAGE:52419  C9orf61 Hs.118003 Chromosome 9 open reading frame 61 H24395::H25214 123620-1.167618375 -1.1088645 -0.16235851 1.1357231 0.87543711 1.60651223
IMAGE:587525  RNF113A Hs.458365 Ring finger protein 113A AA132766 1178790.858899589 1.37082603 0.33141059 -1.12343316 -1.52381083 -1.11160766
IMAGE:271978  NT5E Hs.153952 5'-nucleotidase, ecto (CD73) N35316::N44688 1153590.707073766 1.11329013 0.62472583 -0.98444833 -1.31208266 -1.21492214
IMAGE:111004  ZNF432 Hs.643435 Zinc finger protein 432 T90374::T83110 93968-1.127327949 -0.89903013 -0.67309401 1.31309704 1.32024775 1.24755983
IMAGE:140301   Hs.28792 CDNA FLJ11041 fis, clone PLACE1004405 R66925::R66924 19991-1.043999197 -0.90418493 -0.61988393 1.31193715 0.72270276 1.66249119
IMAGE:153694  SH3BP2 Hs.167679 SH3-domain binding protein 2 R48132::R48131 1086191.055208048 0.91345055 0.89076935 -1.08777154 -1.61621199 -1.36246607
IMAGE:366518  UBADC1 Hs.9194 **Ubiquitin associated domain containing 1 AA026605::AA026716 949891.197448588 0.94100122 0.65771077 -1.58919956 -1.45474444 -0.98586918
IMAGE:611381   Hs.529890 **Full-length cDNA clone CS0DL012YB18 of B cells (Ramos cell line) Cot 25-normalized of Homo sapiens (human) AA180321::AA180110 9848-0.237612007 -0.50245369 -1.94867845 1.24269761 1.42781654 0.87543246
IMAGE:767798  ATOX1 Hs.125213 ATX1 antioxidant protein 1 homolog (yeast) AA418694::AA418755 749450.778664925 0.99350156 0.86069346 -2.2966726 -0.94832862 -0.48911532
IMAGE:2306221  WNT10B Hs.91985 Wingless-type MMTV integration site family, member 10B AI652223 100420.83748022 1.05525707 1.03644907 -1.2808592 -1.32222266 -1.5315854
IMAGE:531402  MCM5 Hs.517582 MCM5 minichromosome maintenance deficient 5, cell division cycle 46 (S. cerevisiae) AA075920 1387360.351175602 1.44380712 0.58197005 -1.802842 -1.18751793 -0.42957671
IMAGE:782307   Hs.405628 CDNA clone IMAGE:4823383 AA432258::AA431241 83198-0.836308621 -1.21252264 -0.70087158 0.7687928 1.61213922 1.56840434
IMAGE:730555  DNAJB1 Hs.515210 **DnaJ (Hsp40) homolog, subfamily B, member 1 AA435948 1368321.439908696 0.88298444 0.08027708 -1.7720714 -1.3164061 -0.49620856
IMAGE:462802  NUDT21 Hs.528834 **Nudix (nucleoside diphosphate linked moiety X)-type motif 21 AA705275 18626-1.050907658 -1.27768283 -0.42840351 1.44995661 1.3669941 1.2114394
IMAGE:121798  FAM105A Hs.591751 **Family with sequence similarity 105, member A T98201::T98200 574330.84090861 1.29337604 0.36989457 -1.14970312 -1.27043109 -1.24366097
IMAGE:489968  ABL1 Hs.431048 V-abl Abelson murine leukemia viral oncogene homolog 1 AA115607 663801.366273196 0.13002857 1.15458747 -1.77443734 -0.82185158 -1.09139807
IMAGE:591101  INTS8 Hs.521693 Integrator complex subunit 8 AA161073::AA158836 24684-0.651004586 -1.64010206 -0.58053139 1.12102535 1.86649133 1.17480752
IMAGE:841292  UBE2I Hs.302903 Ubiquitin-conjugating enzyme E2I (UBC9 homolog, yeast) AA487197 1104811.529136443 0.78083083 0.53004732 -1.50386083 -1.66719755 -0.95645168
IMAGE:446927  TNF Hs.241570 Tumor necrosis factor (TNF superfamily, member 2) AA699697 1337970.619208491 1.16515897 0.65805497 -1.40933876 -0.96050447 -1.12927667
IMAGE:40562  SGCB Hs.438953 Sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) R54807::R55105 1139911.128892958 1.1869916 0.30590518 -0.89152146 -1.37872656 -1.58596028
IMAGE:2012523  LOC653327 Hs.632112 Similar to Fatty acid-binding protein, epidermal (E-FABP) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP) AI359037 1235051.498373574 0.29297316 0.24237103 -1.39448457 -0.74344493 -0.85205438
IMAGE:823878   Hs.567506 **Transcribed locus, strongly similar to NP_057361.3 Ras-related protein Rab-23 [Homo sapiens] AA490474::AA490697 92532-1.6306096 -0.73128091 0.0952649 1.51766825 1.00456289 0.90152352
IMAGE:1631656  CITED4 Hs.355820 Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 4 AA994783::AI733502::AI792211 71444-1.554070669 -0.46448477 -0.59052335 0.61847527 1.57344052 1.57407156



IMAGE:795401  LOC642255 Hs.613075 **Similar to Diacylglycerol O-acyltransferase 1 (Diglyceride acyltransferase) (ACAT-related gene product 1) AA453512::AA453511 1124280.73864794 1.31958155 0.53961503 -2.09959162 -1.21303641 -0.449235
IMAGE:1569604   Hs.484309 Transcribed locus, strongly similar to XP_499019.1 PREDICTED: hypothetical protein XP_499019 [Homo sapiens] AA934493::AI793266 63029-0.662151971 -1.39686891 0.13404917 0.6093917 1.26193634 1.04964182
IMAGE:1456643     AA864787 26449-1.438491999 -1.26216648 -0.159074 1.89864487 1.60241799 0.74876735
IMAGE:1535106  HAO2 Hs.356368 Hydroxyacid oxidase 2 (long chain) AA919149 97433-1.190090619 -0.810692 -0.09815476 0.92297666 1.21800901 0.98288171
IMAGE:1588906  TNIP2 Hs.368551 TNFAIP3 interacting protein 2 AA975583 100851.17813091 0.77599452 0.73582602 -1.95117621 -0.96276018 -0.93703428
IMAGE:45376  ACAA2 Hs.200136 Acetyl-Coenzyme A acyltransferase 2 (mitochondrial 3-oxoacyl-Coenzyme A thiolase) H07926::H08029 81599-1.346318736 -0.43089907 -0.36432309 0.59775921 1.33187823 1.19159313
IMAGE:1898089   Hs.151334 Transcribed locus AI306471 22492-1.848172734 -0.72792106 -0.49415581 1.41037323 1.59948527 1.47197695
IMAGE:243817   Hs.151675 Transcribed locus, strongly similar to XP_371399.2 PREDICTED: chromosome 20 open reading frame 142 [Homo sapiens] N39168::N45244 20147-1.01001313 -0.94116302 -0.39761501 0.6490907 1.36255659 1.41213568
IMAGE:346947  ZNF211 Hs.590977 Zinc finger protein 211 W79396::W79316 85962-1.451044006 -1.10068773 -0.33605054 1.44775169 1.43673171 1.36317738
IMAGE:813591  ACOT8 Hs.444776 Acyl-CoA thioesterase 8 AA447674::AA447824 1200351.272170086 0.83789978 0.74770518 -1.9756707 -1.29921119 -0.8248544
IMAGE:1857169  SESTD1 Hs.591613 SEC14 and spectrin domains 1 AI284281 2159-0.891628462 -1.71989986 0.24846275 1.13655375 1.56801277 0.90214753
IMAGE:504420  SORBS2 Hs.481342 Sorbin and SH3 domain containing 2 AA142913 106893-0.348465032 -1.71445124 0.03959186 1.0796557 0.63725138 1.3279775
IMAGE:376343  TEAD1 Hs.568169 TEA domain family member 1 (SV40 transcriptional enhancer factor) AA039595::AA039594 100720-1.174129705 -1.26217805 -0.80139172 1.72889752 1.2886558 1.63864796
IMAGE:179193  HLA-E Hs.118354 Major histocompatibility complex, class I, E H50128::H50176 16398-1.533304619 -0.98334079 0.03570985 0.61074556 1.45096808 1.66861717
IMAGE:486493  GPR124 Hs.274136 G protein-coupled receptor 124 AA044447::AA044379 124900.563105512 -0.11034711 1.94980568 -1.19019449 -1.00216163 -0.92403858
IMAGE:1750155  RFX2 Hs.465709 Regulatory factor X, 2 (influences HLA class II expression) AI055840 885021.75949319 0.2108415 0.05225782 0.28931308 -1.52255107 -1.78758632
IMAGE:509731  TSPAN8 Hs.170563 Tetraspanin 8 AA045699::AA045698 56804-1.082189396 -1.24516919 0.01497668 1.24317678 1.00065765 1.22848259
IMAGE:810960   Hs.609030 Transcribed locus AA459401::AA459626 1105170.98702563 0.78073621 0.53536037 -1.88840465 -0.88274371 -0.54969486
IMAGE:2572023  GRN Hs.514220 Granulin AW075163 1224631.037244126 0.75099141 0.80179817 -2.02293371 -1.03158231 -0.630085
IMAGE:291374  ARFGEF2 Hs.62578 ADP-ribosylation factor guanine nucleotide-exchange factor 2 (brefeldin A-inhibited) N72274::W03016 17558-0.392256827 -0.63830727 -1.40910292 0.87870943 1.03666286 1.39185251
IMAGE:838446  CYBRD1 Hs.221941 Cytochrome b reductase 1 AA457501::AA457594 94390.778759271 -0.07263216 1.73349879 -1.18924854 -0.95196975 -1.08484587
IMAGE:814460  SURF5 Hs.78354 Surfeit 5 AA459247::AA459472 1381150.660011816 0.97658725 1.22313236 -1.50733076 -1.57927973 -0.89720356
IMAGE:1873606  TMEM79 Hs.347408 Transmembrane protein 79 AI339788 620651.448411273 0.30626864 0.65380633 -1.92641625 -0.92296237 -0.59989917
IMAGE:788654  GRB2 Hs.444356 **Growth factor receptor-bound protein 2 AA449831::AA449878 749520.457619523 1.68189074 -0.02138495 -1.22107039 -1.06051023 -0.90095357
IMAGE:842994  CTSZ Hs.252549 Cathepsin Z AA488341 812290.855284641 1.5092402 -0.04310165 -1.3049896 -1.12423928 -1.06368132
IMAGE:768561  CCL2 Hs.303649 Chemokine (C-C motif) ligand 2 AA425102::AA429323 848190.935380234 0.8645048 0.34693242 -1.66674764 -0.53819269 -0.92855276
IMAGE:2419934  DSCR1L1 Hs.440168 Down syndrome critical region gene 1-like 1 AI813911 85302-0.940488042 -1.29296354 0.05733285 1.26219729 0.86673697 1.14957706
IMAGE:1908572  SLC16A4 Hs.351306 Solute carrier family 16 (monocarboxylic acid transporters), member 4 AI348298 5632-1.327199191 -1.06069442 -0.22355588 0.64787554 1.69606234 1.51734738
IMAGE:277745  CASP7 Hs.9216 Caspase 7, apoptosis-related cysteine peptidase N46094::N46093 25041-1.132768702 -1.37162883 -0.51875768 2.08306135 1.21473455 1.10724749
IMAGE:1703854  KCNJ10 Hs.408960 Potassium inwardly-rectifying channel, subfamily J, member 10 AI160757 4284-1.312607594 -1.26103096 0.11915981 1.43075366 1.50786073 0.77289367
IMAGE:1574914  FLJ10916 Hs.516179 Hypothetical protein FLJ10916 AA971274 70184-1.046598301 -1.2581804 -0.14641266 1.14096821 1.33862802 1.16058764
IMAGE:1882494  PPP1R16B Hs.45719 Protein phosphatase 1, regulatory (inhibitor) subunit 16B AI279830 641560.702907955 1.64079369 0.12312405 -1.28109932 -1.4563608 -0.93199741
IMAGE:2577077  NPEPPS Hs.443837 Aminopeptidase puromycin sensitive AW075412 1225481.731156164 0.68451685 -0.47246584 -1.31890496 -0.85095982 -0.86306244
IMAGE:1009971   Hs.377508 Transcribed locus AA224785::AA259232 31938-0.978353745 -0.78415855 -0.67977012 1.98363401 0.70177538 0.8080717
IMAGE:877638  CLIPR-59 Hs.466539 CLIP-170-related protein AA488178::AA488231 577470.770180873 1.05579782 1.40411117 -1.68786644 -1.71921465 -1.08702591
IMAGE:220069  MGC18216 Hs.595494 Hypothetical protein MGC18216 H85437::H84616 16581-1.151582955 -0.72219705 -0.72258493 0.74768361 1.24223377 1.72398381



IMAGE:781342  GPX4 Hs.433951 **Glutathione peroxidase 4 (phospholipid hydroperoxidase) AA448390::AA448389 1307510.893600883 1.01704662 0.59545417 -1.76540682 -1.24432041 -0.60056174
IMAGE:509823  CEACAM6 Hs.466814 Carcinoembryonic antigen-related cell adhesion molecule 6 (non-specific cross reacting antigen) AA054073::AA054457 6796-1.204220875 -0.6755263 -0.49067183 1.13381096 0.81853438 1.4806152
IMAGE:1631023  PRDM10 Hs.275086 PR domain containing 10 AI032349::AI733569::AI792159 71346-1.37086434 -1.01491395 -0.0458103 2.29079078 0.76679273 0.5783468
IMAGE:383958     AA702728 71324-1.167679986 -0.57777485 -0.71880452 1.72780555 0.84637012 0.94251224
IMAGE:2018337  GBA Hs.282997 Glucosidase, beta; acid (includes glucosylceramidase) AI362819 215951.354952105 0.49264228 0.8252475 -2.06272051 -1.09262195 -0.64760849
IMAGE:434864  NR2C2 Hs.591667 Nuclear receptor subfamily 2, group C, member 2 AA701232 14376-0.974504629 -0.80484129 -0.84254425 0.69064681 1.60682885 1.42472353
IMAGE:881059  FAM3D Hs.61265 Family with sequence similarity 3, member D AA470683::AI732198::AI821215 95649-0.870481883 -1.13012272 -0.26943487 0.86774895 1.05781752 1.41213402
IMAGE:703855  PHC3 Hs.529592 Polyhomeotic like 3 (Drosophila) AA278956::AA278482 22215-1.145164065 -0.58136416 -1.23107643 1.24418415 1.33760746 1.54684626
IMAGE:415806  AMMECR1 Hs.481208 Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region, gene 1 W84774::W84821 1020381.799408634 0.33672863 1.01824107 -1.06581004 -1.88823268 -1.52296452
IMAGE:593431  UGCG Hs.593014 UDP-glucose ceramide glucosyltransferase AA165628::AA165664 979951.287978767 0.99332499 0.33705067 -1.47038239 -1.24269538 -1.13019121
IMAGE:303035  PLXNA2 Hs.497626 Plexin A2 N91580::W19130 1349991.052361118 0.19013089 1.59968987 -2.17589968 -0.98044037 -0.7070103
IMAGE:26418  EDG1 Hs.154210 Endothelial differentiation, sphingolipid G-protein-coupled receptor, 1 R20666::R13546 1073690.929652275 1.00099268 0.71187629 -1.56106668 -1.1264534 -1.09829272
IMAGE:781075  RGPD5 Hs.592664 RANBP2-like and GRIP domain containing 5 AA446486::AA430178 102385-0.746993664 -0.69141689 -1.48565952 1.16611049 1.46167788 1.38690186
IMAGE:204790  FLJ20273 Hs.518727 RNA-binding protein H57105 122855-1.085902761 -0.19058253 -1.07808906 0.27221665 1.59077918 1.39934343
IMAGE:196849  ZC3H14 Hs.325846 Zinc finger CCCH-type containing 14 R93089::R92873 6421-1.303187589 -0.93968059 -0.38674037 0.55095408 1.71827233 1.57850133
IMAGE:490789  RIC8A Hs.592292 **Resistance to inhibitors of cholinesterase 8 homolog A (C. elegans) AA133204 1346750.923999171 1.19209561 0.61700247 -2.08209783 -0.93086019 -0.93243723
IMAGE:321310   Hs.597566 Transcribed locus W32192 70776-1.450707741 -1.2678886 -0.35629726 2.26734524 1.52156419 0.73435666
IMAGE:489025  RAC1 Hs.413812 Ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) AA057070::AA056925 1190921.079540699 0.87706379 0.51860466 -1.91955483 -0.93529206 -0.72831566
IMAGE:384397  FAM84A Hs.260855 Family with sequence similarity 84, member A AA708676 27900-0.634606844 -1.35577547 -0.27896918 1.24681015 1.03983215 1.04764264
IMAGE:307069  ALDH3B1 Hs.523841 **Aldehyde dehydrogenase 3 family, member B1 N93686 240580.5572536 0.80262471 1.30190156 -1.43718676 -1.22915473 -1.00085292
IMAGE:1325193  FOXI1 Hs.87236 Forkhead box I1 AA741219 121191-0.895204553 -1.04594381 -0.24938673 0.8639952 1.24265948 1.11680128
IMAGE:755299  IER2 Hs.501629 Immediate early response 2 AA496359::AA496408 838351.22040258 1.02592502 0.31219237 -2.20645411 -0.99826226 -0.55501549
IMAGE:841384  DDR1 Hs.631988 Discoidin domain receptor family, member 1 AA487526::AA487745 57295-1.293133095 -0.88731538 -0.5107543 0.91125928 1.55360737 1.44424894
IMAGE:505887  B4GALT4 Hs.13225 UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, polypeptide 4 AA683581 283931.0437886 0.91855196 1.07408779 -1.93876242 -1.12991839 -1.21743976
IMAGE:1584980   Hs.187624 Transcribed locus, strongly similar to NP_061959.2 hypothetical protein FLJ20674 [Homo sapiens] AA947778 84509-1.431458702 -0.14273565 -0.89943139 0.92949377 0.93989509 1.6161919
IMAGE:741919  APBA3 Hs.25527 Amyloid beta (A4) precursor protein-binding, family A, member 3 (X11-like 2) AA402040::AA402159 125270-1.226116012 -1.19439298 -0.27286475 1.16013245 1.22721888 1.58449308
IMAGE:755093  SMA3 Hs.642643 SMA3 AA482508::AI821682::AA482660::AI820932 70690-0.733418581 -0.7730693 -0.87516988 1.76742632 0.83439545 0.7518724
IMAGE:2239277  TRPC3 Hs.150981 Transient receptor potential cation channel, subfamily C, member 3 AI655379 645390.956488891 0.42226191 1.36784367 -0.97190357 -1.11742477 -1.68860245
IMAGE:201443  TERF1 Hs.442707 Telomeric repeat binding factor (NIMA-interacting) 1 R99110::R99652 113423-1.132571331 -1.26498909 -0.75187029 2.51429637 0.72665669 1.29522542
IMAGE:415145  HSD11B2 Hs.1376 Hydroxysteroid (11-beta) dehydrogenase 2 W95082 1221-0.688979433 -1.41342239 -0.00457004 0.71946161 1.01422928 1.4256244
IMAGE:1893420   Hs.603935 Transcribed locus AI278117 27682-0.812694805 -0.79653118 -0.428045 2.57063168 0.48098483 -0.10272128
IMAGE:2020460  TXLNA Hs.17987 Taxilin alpha AI382562 1328630.870049668 0.96766393 0.62575019 -2.4902554 -0.78068668 -0.26781606
IMAGE:725907  TCEA2 Hs.505004 Transcription elongation factor A (SII), 2 AA292256::AA292367 8389-1.258550549 -1.1707131 -0.05710264 1.38138606 1.12870298 1.20518473
IMAGE:2012757  PXDN Hs.332197 Peroxidasin homolog (Drosophila) AI356709 233840.310190835 1.35626217 0.75714859 -1.57358665 -1.10896796 -0.76356064
IMAGE:1637233  TFCP2L1 Hs.156471 Transcription factor CP2-like 1 AI075110::AI733680::AI792404 55960-0.78190032 -0.61192199 -1.14277739 2.21952474 0.57204246 0.72763801
IMAGE:142944  FAM46A Hs.10784 Family with sequence similarity 46, member A R71627::R71124 871630.297779488 0.99443617 1.46772206 -1.41535071 -1.48617047 -0.87145489



IMAGE:344806  SBEM Hs.348419 Small breast epithelial mucin W72838::W72837 120341-1.26485284 -0.56802723 -0.32078007 0.67219643 1.48918249 0.98891627
IMAGE:342685  C9orf91 Hs.522357 Chromosome 9 open reading frame 91 W68711::W68676 92873-1.439296836 -0.25828539 -0.95462344 0.66510861 1.6648511 1.40969294
IMAGE:1660695  ZNF595 Hs.235993 Zinc finger protein 595 AI042041 99875-0.757334935 -1.40947433 -0.60916887 1.53786033 1.03030956 1.44350508
IMAGE:1551288   Hs.535619 Transcribed locus, strongly similar to XP_290985.5 PREDICTED: similar to LIM and senescent cell antigen-like domains 1 [Homo sapiens] AA936147 10900-1.116842753 -1.10075004 -0.17488268 1.21494996 1.76602219 0.56402039
IMAGE:1472689  TOMM40 Hs.110675 Translocase of outer mitochondrial membrane 40 homolog (yeast) AA873159 98774-1.30366849 -0.48643792 -0.21070902 0.6760069 1.236038 1.03650099
IMAGE:136169  SAMSN1 Hs.570423 SAM domain, SH3 domain and nuclear localisation signals, 1 R33402::R33401 734880.566993412 1.39842044 0.01654506 -0.83859451 -0.77906512 -1.35114248
IMAGE:813748  HIPK2 Hs.397465 Homeodomain interacting protein kinase 2 AA453802::AA453887 92268-0.87527324 -1.11153538 -0.90551479 0.46264549 2.09501435 1.55444658
IMAGE:212496  MAN2A1 Hs.432822 Mannosidase, alpha, class 2A, member 1 H69561::H70017 1196671.061875568 0.82158755 0.45621808 -1.91818967 -0.89614266 -0.58113494
IMAGE:282404  CTA-221G9.4 Hs.419171 KIAA1671 protein N49774::N52705 9835-0.825080783 -1.370525 -0.19330727 0.80791641 1.08456257 1.64256378
IMAGE:839888  FIBP Hs.7768 Fibroblast growth factor (acidic) intracellular binding protein AA490046::AA489891 783840.874826449 0.9771346 0.7111334 -1.8418643 -1.30781573 -0.51717831
IMAGE:843251  KIAA1841 Hs.468653 KIAA1841 AA488646::AA486028 79609-0.622007354 -1.22349788 -1.44458629 1.82581525 0.77036194 1.97781353
IMAGE:1556290  KIAA1409 Hs.126561 KIAA1409 AA916834::AI792964 26278-0.662529493 -1.57820404 -0.61246383 2.10195126 1.11381325 0.91091558
IMAGE:223350  CP Hs.558314 Ceruloplasmin (ferroxidase) H86554::H86642 170751.326019355 0.17116202 0.90066021 -0.48888608 -1.51702745 -1.3656838
IMAGE:795825  SLC24A6 Hs.286194 Solute carrier family 24 (sodium/potassium/calcium exchanger), member 6 AA461505::AA460579 1379721.006896806 0.83541965 0.88358739 -2.01008968 -1.05004638 -0.80782285
IMAGE:1912786  MRAS Hs.527021 Muscle RAS oncogene homolog AI304356 123243-1.168531525 -0.68787756 -0.56514454 0.80240163 1.13845634 1.55018634
IMAGE:294483  EIF4E2 Hs.292026 Eukaryotic translation initiation factor 4E member 2 N71001::W01534 1012171.122750764 0.80567876 0.9033168 -1.76537259 -1.23691925 -1.01949844
IMAGE:824531  PSCDBP Hs.270 Pleckstrin homology, Sec7 and coiled-coil domains, binding protein AA490903::AA491089 1052340.644225716 1.38124898 0.10231088 -1.02942133 -0.90698165 -1.22969766
IMAGE:868368  TMSB4X Hs.522584 Thymosin, beta 4, X-linked AA634103 1261140.813966147 1.33485579 0.23976277 -1.46933883 -1.19916785 -0.85442969
IMAGE:810154   Hs.569375 **Transcribed locus, strongly similar to XP_522804.1 PREDICTED: similar to AP1G2 protein [Pan troglodytes] AA464255::AA464366 22089-1.031877639 -0.95561664 -1.01789646 0.70900655 1.69222868 1.85237677
IMAGE:214600  CPEB4 Hs.127126 Cytoplasmic polyadenylation element binding protein 4 H71226::H71225 63011-0.837313628 -0.90445059 -0.77890447 0.94064088 1.76642547 0.87921056
IMAGE:1567422  EIF2A Hs.378808 **Eukaryotic translation initiation factor 2A, 65kDa AA928991 80032-1.23271807 -0.42881727 -0.87683085 1.04042168 1.32026056 1.22765933
IMAGE:25389  SLC2A1 Hs.473721 Solute carrier family 2 (facilitated glucose transporter), member 1 R17667::R11688 881221.48145623 0.30090214 0.33704155 -1.32875943 -1.11041716 -0.6556629
IMAGE:1622354   Hs.131064 Transcribed locus, strongly similar to XP_527419.1 PREDICTED: similar to bA345L23.2 (novel protein with BTB/POZ (broad complex Tramtrack bric-a-brac/Pox virus and zinc finger) domain) [Pan troglodytes AI016419 66943-0.984900191 -0.99133476 -0.37905117 1.34231874 1.34352355 0.7523241
IMAGE:431944  CD55 Hs.527653 CD55 molecule, decay accelerating factor for complement (Cromer blood group) AA678160 92721.384897091 0.5112276 0.50508118 -0.24598921 -1.60423794 -1.62531138
IMAGE:843287  MCL1 Hs.632486 Myeloid cell leukemia sequence 1 (BCL2-related) AA488674::AA486057 607461.102258914 1.35714243 -0.19254936 -1.34964974 -1.2165439 -0.88222168
IMAGE:1543217     AA918191 1042 -1.35140127 -0.68803805 -0.65977926 1.59828998 0.89565183 1.38994124
IMAGE:71794  C10orf76 Hs.16004 Chromosome 10 open reading frame 76 T52497::T52576 873480.988911468 0.29486974 1.55049925 -2.27453204 -0.82382244 -0.76544139
IMAGE:1610304  PCYT1B Hs.296031 CDNA clone IMAGE:5262734::Phosphate cytidylyltransferase 1, choline, beta AI001065::AI792156 109530-1.026310357 -0.81431136 -0.50717699 1.10518732 1.20841105 1.08130545
IMAGE:85660  KIAA1881 Hs.591387 KIAA1881 T62068::T62123 108837-0.793623775 -0.96961824 -0.41112914 0.73701475 1.19900022 1.22275947
IMAGE:502625  GALNT12 Hs.47099 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 12 (GalNAc-T12) AA134576 61214-1.065102834 -0.68131769 -0.80859559 1.42998845 1.06409159 1.13629524
IMAGE:810703  HDLBP Hs.471851 High density lipoprotein binding protein (vigilin) AA457697::AA480805 1360660.641401132 0.95670568 0.92400743 -2.0030698 -0.93453772 -0.61456199
IMAGE:810737  SHKBP1 Hs.26506 SH3KBP1 binding protein 1 AA457723::AA480832 690170.857695887 1.02423584 0.77354938 -1.85668627 -1.17299592 -0.76015214
IMAGE:1593261     AI002301 1271840.703145166 1.47229847 0.36544591 -1.58087605 -1.23270902 -0.90638777
IMAGE:595078  BHLHB3 Hs.177841 Basic helix-loop-helix domain containing, class B, 3 AA164819::AA164818 108191-1.464454167 -0.73751516 -0.4815928 1.27725106 1.15775424 1.46993969
IMAGE:2471879  PTPRC Hs.192039 Protein tyrosine phosphatase, receptor type, C AI949245 291790.809841566 1.40103185 -0.08377671 -0.93803182 -1.11182394 -1.16173347
IMAGE:1896838  CPD Hs.446079 Carboxypeptidase D AI298027 20898-1.486986889 -1.07338134 -0.11344657 1.01370673 1.68730432 1.2813495



IMAGE:1475115  FBXO32 Hs.403933 F-box protein 32 AA857859 106955-1.036357884 -0.83634807 -0.45374864 0.33983871 1.5328005 1.50360552
IMAGE:2569769  CA2 Hs.155097 Carbonic anhydrase II AW084638 627560.834491248 1.18574463 0.0138414 -0.68865741 -1.1892173 -1.16978085
IMAGE:151261  XTP3TPA Hs.632191 XTP3-transactivated protein A H02336::H02444 1182461.244171188 1.0939526 -0.13475843 -1.35326229 -1.39370576 -0.5917696
IMAGE:1895357  TMSB4X Hs.522584 Thymosin, beta 4, X-linked AI299356 1273440.998377601 1.17599642 0.07068751 -1.42173295 -1.28526971 -0.64291775
IMAGE:245235  RORA Hs.569497 RAR-related orphan receptor A N54497::N76608 126742-0.831579161 -1.0045197 -0.5608824 0.28116024 1.38675257 1.78733849
IMAGE:2028984  CXCL12 Hs.522891 Chemokine (C-X-C motif) ligand 12 (stromal cell-derived factor 1) AI263201 724250.730194383 0.5966084 1.43387818 -1.55434689 -1.2559885 -0.97221651
IMAGE:2577722  STOML2 Hs.3439 Stomatin (EPB72)-like 2 AW075647::AW238840 1071951.004914285 0.77170067 0.72647137 -1.78958549 -1.08464434 -0.69878182
IMAGE:23576  PDHX Hs.502315 Pyruvate dehydrogenase complex, component X R38347::T77385 75745-1.174526022 -0.85842498 -0.81288949 1.07515677 1.22164692 1.76873469
IMAGE:191664  THBS2 Hs.371147 Thrombospondin 2 H38240::H38013 1167141.192603226 -0.03296511 1.07273995 -1.85622247 -0.62672603 -0.5974336
IMAGE:1947826  ITGAL Hs.174103 Integrin, alpha L (antigen CD11A (p180), lymphocyte function-associated antigen 1; alpha polypeptide) AI350394 167590.042821607 1.60797251 0.70452402 -1.2129242 -1.1091527 -1.03476929
IMAGE:1953022  SULT1A1 Hs.567342 Sulfotransferase family, cytosolic, 1A, phenol-preferring, member 1 AI207770 1568-1.590741064 -0.62762602 -0.02309934 1.71308751 0.6951523 0.94818498
IMAGE:724615  RCC1 Hs.469723 Regulator of chromosome condensation 1 AA291398::AA291608 618190.590450525 1.29920318 0.7059448 -1.65400211 -0.9685145 -1.09439495
IMAGE:384087  PPM1K Hs.291000 Protein phosphatase 1K (PP2C domain containing) AA702550 64102-1.131227858 -0.48878874 -0.6833387 0.29350209 1.54353103 1.44716516
IMAGE:391984   Hs.99913 Beta1-adrenergic receptor mRNA, 3'untranslated region AI003625 102886-1.242291259 -1.12837171 0.10521424 1.34524208 1.3787229 0.70051169
IMAGE:743353  POLE4 Hs.469060 Polymerase (DNA-directed), epsilon 4 (p12 subunit) AA400317::AA400632 688280.948772514 1.12510035 0.54840461 -2.09729085 -1.12489469 -0.57412951
IMAGE:223176  MXD1 Hs.468908 MAX dimerization protein 1 H86558::H86197 1083571.66982845 0.44577127 0.20991216 -1.40860648 -0.78514156 -1.24204174
IMAGE:140334  ABLIM1 Hs.438236 Actin binding LIM protein 1 R66994::R65610 27610-1.15088134 -0.72072493 -0.62370478 0.74319253 1.67821039 1.16563745
IMAGE:210698  EPB41L4B Hs.591901 Erythrocyte membrane protein band 4.1 like 4B H66834::H66877 31122-0.36862258 -1.03309173 -0.99497878 1.22052434 0.81102955 1.31474105
IMAGE:153743  UBE2Q1 Hs.516587 Ubiquitin-conjugating enzyme E2Q (putative) 1 R48169::R48168 1369171.003278474 0.9194153 0.74079763 -2.29869786 -0.76302156 -0.74831828
IMAGE:810854  RPP30 Hs.139120 Ribonuclease P/MRP 30kDa subunit AA458957::AA459168 763791.208615414 0.93927396 0.25330559 -1.17914774 -1.19448998 -1.16482832
IMAGE:773301  CDH3 Hs.554598 Cadherin 3, type 1, P-cadherin (placental) AA425217::AA425556 65850.204497672 1.20516463 0.24128231 -2.23279661 0.19873059 -0.38203033
IMAGE:365973  PPT1 Hs.3873 **Palmitoyl-protein thioesterase 1 (ceroid-lipofuscinosis, neuronal 1, infantile) AA063637::AA034250 23504-1.358749581 -0.56750987 -0.30257792 0.58867806 1.46882111 1.2101124
IMAGE:811900  LTBR Hs.1116 Lymphotoxin beta receptor (TNFR superfamily, member 3) AA454646::AA456259 170720.78453721 1.11535699 0.75917436 -2.30504386 -0.84943683 -0.64432856
IMAGE:2489752  PIP Hs.99949 Prolactin-induced protein AI972286 29292-1.239476482 -0.6743973 -0.00103318 1.15310819 1.02695097 0.692043
*mitoch. cont. IMAGE:1574720141855 -1.092357503 -0.92404012 -0.27355816 0.99892126 1.10263067 1.26499221
IMAGE:1127165   Hs.559628 Transcribed locus AA788582::AI821766::AI792110 1205-0.896158398 -1.64476909 0.27632781 0.9546298 1.14473308 1.36661859
IMAGE:241097  SUPT3H Hs.368325 Suppressor of Ty 3 homolog (S. cerevisiae) H80336::H80335 33960.579852974 0.84845477 0.9287193 -0.614161 -1.99825024 -0.69094951
IMAGE:713474     AA290848 3632 -1.012094386 -0.99961639 -0.48886715 1.49517131 1.40982184 0.72365695
IMAGE:684073  CSNK1A1 Hs.529862 Casein kinase 1, alpha 1 AA251288::AA251217 1232811.043071747 0.45461279 0.49190775 -2.27822498 -0.36992495 -0.21326156
IMAGE:1604717   Hs.379253 Transcribed locus AA988630 83372-0.975521429 -1.53293034 0.34589565 0.46428112 1.23681237 1.6292146
IMAGE:682052  THBD Hs.2030 Thrombomodulin AA256378::AA256849 100761.12320899 0.50014027 0.67762945 -1.44399958 -0.56962194 -1.26843918
IMAGE:272097  DCPS Hs.504249 Decapping enzyme, scavenger N35397 1358270.569986384 1.15768724 0.78985565 -1.5867029 -1.06295773 -0.92916936
IMAGE:214982  CDC42EP1 Hs.225356 CDC42 effector protein (Rho GTPase binding) 1 H73234::H74163 1053231.134817164 0.86583865 0.63436629 -1.83960763 -0.89390932 -1.06042462
IMAGE:252963  LGR4 Hs.502176 Leucine-rich repeat-containing G protein-coupled receptor 4 H88521::H88565 65631-0.5737216 -1.38360092 -0.51412671 0.8524173 1.31784323 1.40838163
IMAGE:126419  DEDD Hs.517342 **Death effector domain containing R06583::R06637 972441.032664766 1.16877091 0.55629326 -2.38536626 -0.97195628 -0.64019755
IMAGE:811028  TMEM49 Hs.444569 Transmembrane protein 49 AA485373::AA485530 1108790.770090517 1.34149697 -0.23455444 -1.38638339 -0.86649719 -0.62130761



IMAGE:51672  ARRB1 Hs.503284 Arrestin, beta 1 H20859::H20911 694270.886545888 0.91488082 1.19191919 -1.68655587 -1.33880896 -1.16667423
IMAGE:969538  CENTG1 Hs.302435 Centaurin, gamma 1 AA772779 689981.869012993 0.26601373 -0.25003202 0.12114375 -1.23611944 -1.77502436
IMAGE:1606315  LAIR1 Hs.572535 Leukocyte-associated immunoglobulin-like receptor 1 AA991196 185880.631061076 1.45066491 0.18504411 -0.9272492 -1.16031945 -1.26632546
IMAGE:1540694  MGC4728 Hs.579576 Similar to hypothetical protein FLJ23233 AA907660 10218-1.143883872 -1.25943575 -0.39510772 1.53345307 1.31823771 1.2471733
*mitoch. cont. IMAGE:1862251151651 -0.77659729 -1.23418169 -0.64790538 1.80262778 0.86916745 1.15425496
IMAGE:855079  ZNF185 Hs.16622 Zinc finger protein 185 (LIM domain) AA630138 277091.431269272 -0.00128415 1.03141568 -1.70270413 -0.8002255 -0.93131766
IMAGE:1501802   Hs.602613 Transcribed locus AA886168::AI733050::AI791540 1719-1.254278729 -1.50069683 -0.41102436 2.17962954 1.23134257 1.23527167
IMAGE:785975  F13A1 Hs.335513 Coagulation factor XIII, A1 polypeptide AA449742::AA448599 621000.864704971 0.2407942 1.20447803 -1.18555722 -1.03653394 -0.94175514
IMAGE:323181  FAP Hs.516493 Fibroblast activation protein, alpha W42634::W45237 3866-1.131694109 -1.04824194 -0.59081976 1.12021044 1.69915985 1.18905848
IMAGE:731098  C1orf158 Hs.98095 Chromosome 1 open reading frame 158 AA421166::AA421403 129777-0.871672573 -0.88579591 -0.48532874 0.92898648 1.3021147 1.01176246
IMAGE:916018     AA570170 18581-0.867081656 -0.82231777 -0.82487571 1.48590014 1.30284782 0.77644581
IMAGE:837953  NEDD4L Hs.185677 Neural precursor cell expressed, developmentally down-regulated 4-like AA458578::AA443082 112014-0.968744909 -1.18461043 -1.20533352 1.71791737 0.88899377 2.12978878
IMAGE:50506  MAPK6 Hs.411847 Mitogen-activated protein kinase 6 H17504 764911.60677077 0.81832764 -0.18655086 -1.23212466 -1.2389451 -0.93338929
IMAGE:290180   Hs.542001 Transcribed locus N62212::N76511 81182-0.63749343 -1.43107827 -0.65143479 1.80572908 0.98292101 1.12850094
IMAGE:1577736  EGF Hs.419815 Epidermal growth factor (beta-urogastrone) AA954947 84115-1.102684341 -0.58388293 -1.29303079 1.41618598 1.69571261 1.0342408
IMAGE:796127  DNMT1 Hs.202672 DNA (cytosine-5-)-methyltransferase 1 AA460965::AA461274 51100.828877881 0.58793146 1.27365834 -1.70113052 -1.15154547 -0.86461095
IMAGE:511991  OVOL2 Hs.386387 Ovo-like 2 (Drosophila) AA100778::AI732417::AA100777::AI733739 63514-0.954288319 -1.15367496 -0.47006363 1.37374684 1.21516035 1.16061726
IMAGE:451470  BAT2D1 Hs.494614 BAT2 domain containing 1 AA707306 27042-1.190265129 -1.29877593 -0.28480275 1.63493423 1.22801871 1.22661209
IMAGE:1435566  FARSLB Hs.471452 Phenylalanine-tRNA synthetase-like, beta subunit AA857903::AI732904 18712-0.803216606 -1.57568547 0.00817982 2.18416987 0.90685915 0.46709932
IMAGE:857264   Hs.600913 Transcribed locus AA669689 99386-0.995665808 -0.75667921 -0.60698431 0.69339168 1.48125959 1.21259663
IMAGE:345423  PREI3 Hs.1197 Preimplantation protein 3 W72496::W76032 1183191.304020496 0.9267484 0.33588225 -2.2472708 -0.78461589 -0.73411947
IMAGE:182818  PRPF31 Hs.515598 PRP31 pre-mRNA processing factor 31 homolog (S. cerevisiae) H45266::H45335 845590.905269909 1.09221489 0.58314933 -2.06356018 -0.81174783 -0.84985585
IMAGE:490777  CSNK2A2 Hs.82201 Casein kinase 2, alpha prime polypeptide AA133198 1089131.816986925 -0.05730999 0.26157492 -1.42847268 -1.1167966 -0.42121477
IMAGE:840503  BHLHB3 Hs.177841 Basic helix-loop-helix domain containing, class B, 3 AA485896::AA487800 129007-1.128632985 -0.95593988 -0.82692142 1.30940367 1.42638932 1.42471809
IMAGE:266343  ACAD8 Hs.14791 Acyl-Coenzyme A dehydrogenase family, member 8 N26556::N35670 19205-1.253377379 -1.46817707 -0.57138835 1.14528314 1.80886076 1.84242322
IMAGE:511043  PSME2 Hs.434081 Proteasome (prosome, macropain) activator subunit 2 (PA28 beta) AA100289::AA102276 1278030.480009592 1.46825052 0.18840892 -1.78302733 -0.67125629 -0.7036177
IMAGE:753019  FLJ21963 Hs.259559 FLJ21963 protein AA436548::AA436575 103235-1.557863828 -0.57373875 -0.59498691 0.96759124 1.52116159 1.45238467
IMAGE:810844  ZNF672 Hs.521151 Zinc finger protein 672 AA458952::AA459164 225260.62321708 0.98234573 0.74637259 -2.29093886 -0.86835791 -0.18201318
IMAGE:2291894  TMC6 Hs.632227 Transmembrane channel-like 6 AI866462::BE048247 929260.181051168 1.7014979 0.19234861 -1.96475578 -0.7432204 -0.35628318
IMAGE:357084   Hs.512144 Transcribed locus, strongly similar to NP_054884.1 hormone-regulated proliferation-associated 20 kDa protein; HSPC125 protein; My013 protein; hormone-regulated proliferation-associated protein, 20 kDa W92994::W93178 99856-0.853232587 -1.74248374 -0.06219724 1.68279224 1.10544261 1.18308618
IMAGE:770394  FCGRT Hs.111903 Fc fragment of IgG, receptor, transporter, alpha AA430668::AI732703 974000.764728736 0.39400193 1.4490819 -1.73810334 -1.14792331 -0.66342172
IMAGE:1917941  H2AFV Hs.488189 H2A histone family, member V AI344518 775550.819391152 1.22831489 0.32265642 -1.9520357 -1.06746908 -0.45537481
IMAGE:1518538  CCM2 Hs.148272 Cerebral cavernous malformation 2 AA903402 887490.933412606 1.17726147 0.44658577 -1.66118284 -1.23662455 -0.82643593
IMAGE:897141  CHMP7 Hs.5019 CHMP family, member 7 AA676889 895681.303753849 1.2713571 -0.08606684 -1.23048213 -1.3670113 -1.15758944
IMAGE:428796  CCDC47 Hs.202011 Coiled-coil domain containing 47 AA004671 1193450.834941028 1.34507184 0.92180114 -1.58369943 -1.55267796 -1.28589333
IMAGE:290566  DIXDC1 Hs.446249 DIX domain containing 1 N62375::N79145 1104-1.127344748 -1.35887438 0.1608861 1.30209563 1.08363089 1.14249454



IMAGE:453109  ACTR1A Hs.153961 ARP1 actin-related protein 1 homolog A, centractin alpha (yeast) AA700905 912091.255142935 0.86557829 0.46615125 -1.84830654 -1.26395958 -0.65150478
IMAGE:1861139     AI144039::AI733713::AI792435 105871-0.758742891 -1.08848973 -0.9794504 0.92848083 1.44538901 1.62129209
IMAGE:782331  MGC72075 Hs.592178 Hypothetical protein MGC72075 AA432268::AA431256 104731-1.070706343 -1.04612916 -0.64175259 1.19358943 1.40003776 1.38381682
IMAGE:122428     T99236::T99280 1039871.272435766 0.77394518 0.61977283 -1.94642587 -0.88263668 -1.0152249
IMAGE:200396  L3MBTL4 Hs.128279 L(3)mbt-like 4 (Drosophila) R97220::R97219 127935-1.361756107 -0.24406781 -0.79982821 1.41481873 1.02641299 0.96728941
IMAGE:136862  TCTE3 Hs.584808 T-complex-associated-testis-expressed 3 R36112 14812-1.788721342 -0.75255951 -0.29456327 1.3259912 1.87603206 0.97810211
IMAGE:2477598  SLPI Hs.517070 Secretory leukocyte peptidase inhibitor AI970057 678690.827039268 0.41817593 1.07181929 -1.78040599 -0.86853315 -0.55865777
IMAGE:210387  KATNB1 Hs.275675 Katanin p80 (WD repeat containing) subunit B 1 H65353::H65562 1382921.188345283 0.58126343 0.99876534 -1.94478286 -1.06611176 -0.89197512
IMAGE:139635  AMY1A Hs.484588 **Amylase, alpha 1A; salivary R64129::R64228 12385-0.966483154 -1.29409133 -0.45710529 1.02600107 1.44909872 1.48714354
IMAGE:1127766  EIF4ENIF1 Hs.517559 Eukaryotic translation initiation factor 4E nuclear import factor 1 AA653220::AI821771::AI792115 5799-1.498133701 -0.92004019 0.10715076 0.78509679 1.53399066 1.17423494
IMAGE:48285  TP53I11 Hs.554791 Tumor protein p53 inducible protein 11 H11660::H12189 1093741.298971439 0.43638355 0.62806974 -1.42872317 -1.25476794 -0.70462855
IMAGE:1098334  AYTL2 Hs.368853 **Acyltransferase like 2 AA614419::AI791907 828780.935641091 1.00182183 0.43928553 -2.05152316 -0.50228323 -0.90149491
IMAGE:2018283  LASS1 Hs.412355 LAG1 longevity assurance homolog 1 (S. cerevisiae) AI362733::AI939570 112560.844386098 0.55192424 1.26653289 -1.86938274 -0.9772399 -0.83100897
IMAGE:2506649  CTDSP2 Hs.524530 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 2 AW006631 793531.083252962 1.11061141 0.62431503 -1.47903652 -1.70132389 -0.89082992
IMAGE:1574926  CYP2S1 Hs.98370 Cytochrome P450, family 2, subfamily S, polypeptide 1 AA971278 925071.003735469 0.96995815 0.72290119 -0.72542201 -1.62293363 -1.51581128
IMAGE:726035  JUN Hs.525704 V-jun sarcoma virus 17 oncogene homolog (avian) AA399421::AA293362 1160300.884967001 0.98201474 0.82581409 -1.75773531 -0.80805388 -1.26695104
IMAGE:811059  RAB34 Hs.301853 RAB34, member RAS oncogene family AA485449::AA485617 824310.963885489 0.54819945 0.97232971 -1.89889783 -1.05255644 -0.53208528
IMAGE:1436337   Hs.602089 Transcribed locus AA858371::AI732949::AI791349 8665-1.245486228 -0.67234255 -0.25304603 0.29905776 1.44983382 1.44415913
IMAGE:2576857  EIF1 Hs.150580 Eukaryotic translation initiation factor 1 AW078959 856661.169214497 0.61511251 0.79567333 -1.96361128 -1.20410942 -0.50336147
*mitoch. cont. IMAGE:137242142793 -1.192992167 -0.86382583 -0.55413131 0.86383382 1.14895678 1.76510053
IMAGE:593115  PDE9A Hs.473927 Phosphodiesterase 9A AA160913::AA160032 88878-1.060112116 -0.78824987 -0.63031084 1.4389169 1.06530858 1.05620605
IMAGE:278572  FAM84B Hs.124951 Family with sequence similarity 84, member B N66178::N99169 19312-1.108726868 -0.87456893 -0.5380165 0.74925686 1.32803708 1.57017038
IMAGE:2449975  SPRR2A Hs.355542 Small proline-rich protein 2A AI924562 788150.711221648 0.82003015 0.74976092 -1.27643882 -1.18125646 -0.77638355
IMAGE:49481  SPRYD3 Hs.343334 SPRY domain containing 3 H16514::H16657 985870.778764741 0.15778435 1.82948554 -1.27878234 -1.3581222 -1.05477603
IMAGE:248129  GBF1 Hs.290243 **Golgi-specific brefeldin A resistance factor 1 N53790::N73153 29146-0.874972777 -0.80706716 -0.73765252 2.03475611 0.74916619 0.66120326
IMAGE:208027  HS3ST3B1 Hs.48384 Heparan sulfate (glucosamine) 3-O-sulfotransferase 3B1 H59780::H59779 583010.848150377 1.23980139 0.13951954 -0.88592173 -0.95727269 -1.46313265
IMAGE:812053   Hs.43047 Homo sapiens, clone IMAGE:4393354, mRNA AA455980 986000.734269652 0.91036851 1.16057848 -2.0369417 -0.97626902 -0.90446964
IMAGE:119174  HCG18 Hs.283315 HLA complex group 18 AI732292::T93322::AI820713::T94000 5296-1.238848544 -0.91723531 -0.12425992 1.62233484 0.85639545 0.91072038
IMAGE:140429  FAM109A Hs.173088 Family with sequence similarity 109, member A R65814 1305751.573285712 -0.08665834 0.69696203 -1.58754093 -1.00245027 -0.51115239
IMAGE:1115504  ADCK1 Hs.413208 AarF domain containing kinase 1 AA603349::AI792088::AI821745 5431-1.534689435 -0.63194864 -0.20020304 1.40608684 1.33336606 0.760758
IMAGE:233299  ICMT Hs.515688 Isoprenylcysteine carboxyl methyltransferase H77506::H77505 26302-1.905827469 0.10542318 -0.75860096 1.09809457 1.48350101 1.06726205
IMAGE:47665  C1orf2 Hs.348308 Chromosome 1 open reading frame 2 H11464::H11572 797600.954443771 0.93505357 0.93246821 -2.01775128 -1.68811782 -0.29396217
IMAGE:770014  TRA@ Hs.74647 T cell receptor alpha locus AA427491::AA427667 631310.845727206 1.00280422 0.41058144 -1.10786502 -1.13333697 -1.04482195
IMAGE:1572710  CASD1 Hs.260041 CAS1 domain containing 1 AA969799 83874-1.574501222 -0.48355123 -0.61189829 1.14164339 1.44513071 1.26517744
IMAGE:321574  TLE3 Hs.287362 Transducin-like enhancer of split 3 (E(sp1) homolog, Drosophila) W32778::W32777 974350.945742973 0.73754221 1.13572617 -2.38449323 -1.03769457 -0.52239769
IMAGE:343737  TCF4 Hs.569908 **Transcription factor 4 W69216::W69096 1324910.652527119 0.9691882 0.97108579 -2.11369122 -0.86839485 -0.66434414



IMAGE:610113  SNX2 Hs.134822 **Sorting nexin 2 AA169814::AA171463 1183271.326625147 0.9721979 0.1058202 -1.10776494 -1.51397065 -0.95877423
IMAGE:1055460  PANK1 Hs.376351 Pantothenate kinase 1 AA626076 17387-0.667622389 -1.50757411 0.15736326 0.52161171 1.26494931 1.27952966
IMAGE:207550  TRAM2 Hs.520182 Translocation associated membrane protein 2 H59726::H59725 1293240.925458909 0.88824421 0.92731964 -1.36487304 -1.58816121 -0.92666999
IMAGE:843263  MRPL37 Hs.584908 Mitochondrial ribosomal protein L37 AA488652::AA486034 982620.838066119 0.88616983 0.69279292 -2.19415112 -1.13346435 -0.1247296
IMAGE:52096  PDGFRA Hs.74615 Platelet-derived growth factor receptor, alpha polypeptide H23235::H23349 305791.310964261 0.77173562 0.81041942 -1.52203751 -1.44291157 -1.17212501
IMAGE:461327  PIK3C2B Hs.497487 Phosphoinositide-3-kinase, class 2, beta polypeptide AA699876 255291.001657722 0.65508982 1.13447786 -2.3154481 -0.91990996 -0.66786057
IMAGE:1155958     AA678653::AI792287 26506-1.027838612 -0.90252757 -0.42558615 1.9479189 0.74607209 0.73354098
IMAGE:51831   Hs.31942 Transcribed locus, moderately similar to XP_509882.1 PREDICTED: hypothetical protein XP_509882 [Pan troglodytes] H22949::H24131 59440-0.735593036 -0.66295579 -0.37841573 2.42580609 0.3129636 -0.16792678
IMAGE:1386780     AA825954 84612-1.379073844 -0.47983435 -0.46270597 1.66348695 0.89899956 0.80425825
IMAGE:125589  USP4 Hs.631919 Ubiquitin specific peptidase 4 (proto-oncogene) R07444::R07443 862060.276977274 1.4046725 0.74463912 -1.71245124 -0.99727688 -0.74354545
IMAGE:767851  FBN1 Hs.591133 Fibrillin 1 AA418674::AA418811 295051.134719411 0.97223202 -0.14870214 -0.66474265 -1.06141595 -1.24839088
IMAGE:811000  LGALS3BP Hs.514535 Lectin, galactoside-binding, soluble, 3 binding protein AA485353::AA485508 237310.551694513 0.76977965 0.87518746 -1.94551009 -0.71878121 -0.41190427
IMAGE:1456160  AZGP1 Hs.546239 Alpha-2-glycoprotein 1, zinc AA862465 20567-0.611025291 -1.43003571 -0.03175169 1.17927183 0.88592869 1.0360806
IMAGE:1554167  JAM3 Hs.150718 Junctional adhesion molecule 3 AA931102 122130.973430587 0.50540575 1.37567896 -2.07094446 -1.34044624 -0.52646251
IMAGE:1552744  CD2 Hs.523500 CD2 molecule AA927710 1053380.73886324 1.11714503 0.25167701 -1.08754795 -0.94138078 -1.06967994
IMAGE:825857   Hs.535041 Transcribed locus, strongly similar to XP_499090.1 PREDICTED: hypothetical protein XP_499090 [Homo sapiens] AA504783 58598-1.253398123 -0.48158252 -0.45159197 0.84737369 1.31774017 1.00184707
IMAGE:127943     R09153::R09152 63802-1.019193625 -0.92539752 -0.80840453 0.8362421 1.56902417 1.52212612
IMAGE:26616  RPA2 Hs.79411 Replication protein A2, 32kDa R39861::R13557 1065580.816129814 1.32027019 0.26808043 -1.48035159 -1.28520047 -0.77414849
*mitoch. cont. IMAGE:1635611144995 -1.164322977 -1.21961618 -0.01698897 0.95232067 1.2262634 1.41856088
IMAGE:1526537  CDKL1 Hs.280881 Cyclin-dependent kinase-like 1 (CDC2-related kinase) AA923384 6712-0.977615531 -1.44523912 0.1675851 0.66387279 1.37012529 1.39080252
IMAGE:916305   Hs.643025 Transcribed locus AA573540::AI732329 28434-1.010198635 -0.9099222 -0.73193153 1.28425154 1.32812248 1.18272165
IMAGE:383706  PTK2 Hs.395482 PTK2 protein tyrosine kinase 2 AA704332 65580-0.354065917 -1.18181451 -1.14257799 1.60167331 0.90173884 1.22863098
IMAGE:236399  SPIN1 Hs.632181 Spinster H61825::H61824 956211.028161992 0.76286301 0.72070592 -1.60974573 -1.16818647 -0.80948771
IMAGE:306446  C11orf24 Hs.303025 Chromosome 11 open reading frame 24 N92712::W20329 776521.284731246 0.38563401 1.04612467 -1.92176072 -1.35982494 -0.53161807
IMAGE:742739  TIAM2 Hs.586279 **T-cell lymphoma invasion and metastasis 2 AA400155::AA400313 31728-0.809045924 -1.40847773 -0.53730351 0.98097163 1.52388558 1.49305766
IMAGE:1551599     AA922508 73810-0.770609638 -1.2683945 -0.1784173 1.05360023 1.27245392 0.95547368
IMAGE:1385018  ADAMTS6 Hs.482291 ADAM metallopeptidase with thrombospondin type 1 motif, 6 AA848157::AI732907::AI791223 21950-1.034912465 -0.80646056 -0.64136695 1.67591737 1.00590342 0.88194744
IMAGE:755444  TMSB4X Hs.522584 Thymosin, beta 4, X-linked AA423800::AA419048 830010.866224719 1.26934562 0.1679889 -1.27240771 -1.50629389 -0.63464002
IMAGE:295324  DMGDH Hs.631969 Dimethylglycine dehydrogenase N76012::W04231 8508-1.216532471 -0.88716436 -0.22225249 1.34790705 1.21307198 0.87238184
IMAGE:247089  SSBP4 Hs.515259 Single stranded DNA binding protein 4 N57858 908960.849353518 1.27772201 0.67405978 -1.79637887 -1.04880265 -1.1880065
IMAGE:85060  SQRDL Hs.511251 Sulfide quinone reductase-like (yeast) T74688::T74801 1048130.586861933 1.20572478 0.56355411 -2.00251646 -0.73733041 -0.65347583
IMAGE:502622  ACLY Hs.387567 ATP citrate lyase AA136054::AA126708 93396-0.9858922 -0.60318012 -0.72433003 0.64164797 1.55787591 1.08949714
IMAGE:800675     AA581501 1013531.462938358 0.55320086 0.69530233 -1.91527224 -1.33018381 -0.64788068
IMAGE:951117  SHMT2 Hs.75069 Serine hydroxymethyltransferase 2 (mitochondrial) AA620477 108540.900142309 1.15302067 0.56431985 -1.93386543 -1.08419415 -0.76708469
IMAGE:489201  PPAP2B Hs.405156 Phosphatidic acid phosphatase type 2B AA058383 96930.601609031 0.78689236 1.14276414 -0.98959145 -1.3369977 -1.18461813
IMAGE:2244050  EBI3 Hs.501452 Epstein-Barr virus induced gene 3 AI656943 306140.088417935 1.83694223 -0.01897777 -0.84164412 -0.87030845 -1.15236548



IMAGE:415122  HS3ST3B1 Hs.48384 Heparan sulfate (glucosamine) 3-O-sulfotransferase 3B1 W95041::W95040 1216460.672147957 1.25172392 0.23410215 -1.36446602 -0.78140164 -1.03256784
IMAGE:1566111  ARF1 Hs.286221 ADP-ribosylation factor 1 AI073458 21133-1.4020827 -1.00436117 -0.40777886 2.31108975 0.99087521 0.81742442
IMAGE:252453  DHRS7 Hs.59719 Dehydrogenase/reductase (SDR family) member 7 H87144::H87143 736611.045902594 1.24655869 0.23424869 -1.74246466 -0.93733208 -1.05170605
IMAGE:272155  SRGAP2 Hs.497575 SLIT-ROBO Rho GTPase activating protein 2 N31484 663931.233444142 -0.03035899 1.28726444 -1.10921127 -1.32867267 -0.97582434
IMAGE:377701  CSPG2 Hs.443681 Chondroitin sulfate proteoglycan 2 (versican) AA056022::AA056070 810891.281114474 0.47144852 0.36111948 -1.51939112 -0.95095669 -0.60989604
IMAGE:384134   Hs.349122 Transcribed locus, moderately similar to NP_061913.2 elongation protein 4 homolog; PAX6 neighbor gene; chromosome 11 open reading frame 19 [Homo sapiens] AA702193 24398-0.883716895 -1.35330535 -0.08072064 1.24410579 1.20653872 1.00578965
IMAGE:1883318  PLCL1 Hs.153322 Phospholipase C-like 1 AI222930 37240.459084348 1.11059109 1.18535415 -0.67952031 -1.4815513 -1.67513424
IMAGE:154152  SETD4 Hs.473727 SET domain containing 4 R53580::R51188 31575-1.019273441 -0.62060681 -0.58963362 1.13100865 1.19078148 0.87507228
IMAGE:198509  NDEL1 Hs.372123 NudE nuclear distribution gene E homolog like 1 (A. nidulans) R94693::R94775 1147501.427986537 0.01354258 0.90431507 -1.64239921 -1.03029929 -0.61998901
IMAGE:277487  NECAP1 Hs.555927 NECAP endocytosis associated 1 N56888::N48745 3307-1.372706321 -1.14853842 -0.23383031 1.0261479 1.47786555 1.57014156
IMAGE:1605539  IDUA Hs.89560 Iduronidase, alpha-L- AA988345 1132060.777306536 1.11290182 0.46653611 -2.1159386 -1.00571583 -0.29682825
IMAGE:913992  GTDC1 Hs.44780 Glycosyltransferase-like domain containing 1 AA579536 84610-1.615305393 -0.43476466 -0.56462414 1.09269407 1.34758355 1.34060763
IMAGE:841645  C17orf81 Hs.417029 Chromosome 17 open reading frame 81 AA487488::AA487702 25532-1.097724075 -0.67380225 -0.54725842 1.54118929 0.47347573 1.3266975
IMAGE:999087  ZNF539 Hs.434406 Zinc finger protein 539 AA551962::AI821493 121019-1.311960626 -0.66555818 -0.39033471 1.17517028 1.10599322 1.1730331
IMAGE:278875  SEMA3C Hs.269109 Sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C N63034::W00510 21990-1.213598211 -0.65431343 -0.72377299 0.71525774 1.39857745 1.5927485
IMAGE:590154  PLAUR Hs.466871 Plasminogen activator, urokinase receptor AA147962::AA148025 1184731.006429263 0.98652566 0.21938408 -0.61955264 -1.3284999 -1.31560995
IMAGE:1536236   Hs.408702 Transcribed locus, strongly similar to NP_078874.2 hypothetical protein FLJ13154 [Homo sapiens] AA923560 1361910.665339488 1.47491341 0.06847715 -1.38042207 -1.3441103 -0.57144342
IMAGE:782193  LATS2 Hs.78960 LATS, large tumor suppressor, homolog 2 (Drosophila) AA431967 1294070.894226764 0.89821812 1.03431777 -1.25079024 -1.47087703 -1.25989728
IMAGE:2308253  OSBP Hs.502688 Oxysterol binding protein AI671599 101861.262445735 0.85583471 0.45003691 -1.57155052 -1.05607574 -1.11234054
IMAGE:810448   Hs.525339 CDNA FLJ14162 fis, clone NT2RM4002504 AA457116::AA464464 896521.203547413 0.94718163 0.36991662 -1.57603226 -1.0986615 -1.01379558
IMAGE:724465     AA250763 102916-1.21102348 -0.6272889 -0.43283536 1.92921426 0.85785003 0.51144849
IMAGE:825809  C10orf4 Hs.303727 **Chromosome 10 open reading frame 4 AA505135::AA491328 58495-0.595193791 -1.18159595 -0.9365535 2.56804923 0.90020252 0.36762472
IMAGE:324437  CXCL1 Hs.789 Chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha) W46900 1387660.351934204 1.41774375 -0.04669175 -1.19076351 -0.71109603 -0.69429271
IMAGE:795250  ALS2CR12 Hs.107944 **Amyotrophic lateral sclerosis 2 (juvenile) chromosome region, candidate 12 AA453991::AA451790 1356711.488993062 0.41490695 0.49440624 -1.58039829 -1.07295603 -0.82050351
IMAGE:286450  PHCA Hs.23862 Phytoceramidase, alkaline N67336 16453-1.195414505 0.03571229 -1.17939299 0.46850395 1.7770279 0.96826272
IMAGE:1637296  RPS24 Hs.356794 Ribosomal protein S24 AI005519 1196651.305899258 0.35893195 0.69203603 -2.11246238 -0.89187386 -0.35795561
IMAGE:897822  SYK Hs.371720 Spleen tyrosine kinase AA598572 142330.828518659 1.16482434 0.34841958 -1.92471141 -0.64243239 -0.85839517
IMAGE:1703518     AI160214 1087831.128408885 0.24458771 0.97731338 -1.40781621 -1.06641371 -0.8069067
IMAGE:1575049   Hs.444193 Transcribed locus AA954184::AI733327::AI791664 24415-0.914328705 -1.00808526 -0.59255621 1.50796565 1.11298268 1.00336787
IMAGE:1871083  TPSG1 Hs.592076 Tryptase gamma 1 AI262349::AI733832::AI792653 919211.060705032 0.38119552 0.96525306 -0.25330111 -1.3447093 -1.77140675
IMAGE:460571   Hs.643938 Transcribed locus AA700311 1191401.268993149 0.61883782 0.81918487 -1.29069965 -1.13590076 -1.42912713
IMAGE:415064   Hs.527211 CDNA clone IMAGE:3683736 W93120::W93212 84498-1.272918576 -0.43700118 -0.70001897 1.2581998 1.14317889 1.03852466
IMAGE:897896  RSN Hs.524809 Restin (Reed-Steinberg cell-expressed intermediate filament-associated protein) AA598649::AI732157::AI821168 25786-1.030813735 -0.75946489 -0.73632042 1.77079664 0.92110229 0.91391953
IMAGE:382195  MYO7A Hs.370421 Myosin VIIA AA062993::AA062619 236810.475054158 0.99045313 1.1552046 -1.76869344 -0.93612586 -0.9374474
IMAGE:243614  TSPAN32 Hs.271954 Tetraspanin 32 N49723 661340.821811277 1.2923938 0.45524161 -1.14095562 -1.55984822 -1.03955578
IMAGE:145292  COL4A1 Hs.17441 Collagen, type IV, alpha 1 R78226::R78225 231751.415680621 0.65489106 -0.09439283 -1.33801415 -0.8722717 -0.77758063



IMAGE:22893  HDHD1A Hs.185910 Haloacid dehalogenase-like hydrolase domain containing 1A R38639::T75249 882900.978421404 1.13224735 0.31081681 -1.04503069 -1.03958269 -1.46991076
IMAGE:1129873  MAPK6 Hs.411847 Mitogen-activated protein kinase 6 AA603152 1133771.575699496 0.54690448 -0.04303391 -1.29701273 -1.05570155 -0.7773993
IMAGE:247082  C20orf121 Hs.283869 **Chromosome 20 open reading frame 121 N57848::N64089 1355081.331021458 0.1030053 1.17611817 -1.58772498 -1.19558358 -0.83787929
IMAGE:1555836  TRAF1 Hs.531251 TNF receptor-associated factor 1 AA977631 995100.539928375 1.64938791 -0.06009393 -0.77251654 -1.32724631 -1.10909415
*mitoch. cont. IMAGE:771838148609 -0.912636562 -0.82850467 -0.82741205 1.10136921 1.14689513 1.39771257
IMAGE:1323737   Hs.552449 Transcribed locus AA877118 1055221.315597461 0.4953308 0.81925776 -1.89937762 -1.10784642 -0.73324056
IMAGE:1564149  LOC283130 Hs.435510 Hypothetical protein LOC283130 AA960916 30562-1.166012961 -1.04839952 -0.41737784 1.61145403 1.28929548 0.9425915
IMAGE:683569  ITPR1 Hs.567295 Inositol 1,4,5-triphosphate receptor, type 1 AA215397 99649-0.884196979 -0.63363583 -0.99659155 1.40181559 0.6716088 1.44906426
IMAGE:206913  FLJ21963 Hs.259559 FLJ21963 protein R98698::R98924 58416-1.209297873 -0.8586088 -0.48490575 2.64937788 0.89227948 0.16633483
IMAGE:1658252     AI038595 94777-1.159235328 -1.63110251 0.4405943 1.60301882 1.28630544 0.74543962
IMAGE:788263  ZBTB25 Hs.435974 Zinc finger and BTB domain containing 25 AA454111::AA452527 56809-1.275371524 -1.13392049 0.71696628 0.81753965 0.97741299 0.92277753
IMAGE:469369  POLR2E Hs.24301 Polymerase (RNA) II (DNA directed) polypeptide E, 25kDa AA027042::AA026840 1248200.711085682 1.05497579 0.72392425 -2.05539558 -0.92743604 -0.57116589
IMAGE:758662  PSMD9 Hs.131151 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 9 AA403126::AA401853 200791.019292052 0.67805876 0.89146498 -2.24869379 -0.85938681 -0.55227684
IMAGE:1703181     AI097617 23767 -0.74041101 -1.62244407 0.14195552 1.50127017 1.18113719 0.68443086
IMAGE:1114740  CAMK1D Hs.156723 Calcium/calmodulin-dependent protein kinase ID AA602951::AI791913::AI821714 677-1.159644229 -0.6628041 -0.52332142 1.68004105 1.17749319 0.53029002
IMAGE:814522  ANKRD39 Hs.631520 Ankyrin repeat domain 39 AA459362::AA459587 622521.304317193 0.82421519 0.91740933 -2.42300679 -1.15883254 -0.75772091
IMAGE:230261  RALA Hs.6906 V-ral simian leukemia viral oncogene homolog A (ras related) H94892::H94944 1011880.770755675 1.67747891 -0.44738664 -1.0063744 -1.22000029 -0.88674389
IMAGE:769579  MAP2K2 Hs.465627 Mitogen-activated protein kinase kinase 2 AA425826::AA425963 824120.891717779 0.79082299 0.9339975 -1.97393453 -1.09254646 -0.62482703
IMAGE:940821     AA503283 30933-1.340232877 -0.50390385 -0.46006403 1.52479623 0.87587042 0.94061848
IMAGE:853789  TYRP1 Hs.270279 Tyrosinase-related protein 1 AA668457 717440.865328341 0.69415455 0.758178 -1.3873854 -0.95278182 -0.94677962
IMAGE:195753  DBT Hs.270570 Dihydrolipoamide branched chain transacylase E2 R89083::R89183 69684-1.12915703 -0.57084718 -0.81323536 1.97627132 0.92263169 0.66764749
IMAGE:300973  CD8A Hs.85258 CD8a molecule N80692::W07753 943540.518069652 1.49902341 -0.06642742 -0.62836547 -1.30076997 -1.01346987
IMAGE:1635302  EDAR Hs.171971 Ectodysplasin A receptor AI017384 115987-0.895839976 -1.20718772 -0.26257753 0.84890249 1.21119805 1.42266292
IMAGE:1658001  LOC390927 Hs.568010 Similar to zinc finger protein 569 AI039201 66747-0.96303342 -1.07101194 -0.57622431 1.5942317 1.02773502 1.1493817
IMAGE:234468  OSBP2 Hs.517546 Oxysterol binding protein 2 H95354::H94819 201081.559750438 0.45452604 0.26090402 -1.53093064 -0.82666171 -0.98995239
IMAGE:2504881  STAT5A Hs.437058 Signal transducer and activator of transcription 5A AW009739 1219420.572786104 1.48144211 0.3910549 -1.10040177 -1.22675495 -1.24300424
IMAGE:26939  LOC643564 Hs.571994 **Hypothetical protein LOC643564 R39882::R13583 73124-1.205924268 -0.17953728 -0.99803914 0.9662553 1.62095899 0.73852696
IMAGE:462681  NRG3 Hs.125119 Neuregulin 3 AA705129 93353-1.001571556 -1.01392039 -0.40590881 1.95092188 0.97323118 0.60647088
IMAGE:1915185   Hs.158667 Transcribed locus AI371390 23166-0.822898799 -1.2396319 -0.42487616 1.42441241 1.36558784 0.834891
IMAGE:842980  DRG1 Hs.115242 Developmentally regulated GTP binding protein 1 AA488336::AA488466 753311.484709657 0.59191724 0.76381309 -1.9255575 -1.27595108 -0.86819812
IMAGE:345897   Hs.642794 Full length insert cDNA clone ZD69D05 W72079::W77742 77513-0.571424084 -0.94166032 -0.76944952 1.91561236 0.32087921 0.99494693
IMAGE:782701  PODN Hs.586141 Podocan AA447610::AA448109 1361830.484233906 0.27406582 1.5319375 -1.61802205 -0.85786185 -0.57648756
IMAGE:470128  MYO1E Hs.370392 Myosin IE AA029956 199051.226754516 0.69614884 0.80158745 -1.77915783 -1.09692532 -1.01025619
IMAGE:298417  TFF3 Hs.82961 Trefoil factor 3 (intestinal) N74131 836400.91672589 0.92249172 0.64081401 -1.05942724 -1.33415203 -1.16626466
IMAGE:645670   Hs.633967 Transcribed locus AA206454::AA206719 1287980.329943983 -0.66225519 -0.29433701 2.48677046 -1.44716518 -0.1732172
IMAGE:1010155  ALOX15B Hs.111256 Arachidonate 15-lipoxygenase, type B AA228916::AA229624 61430-1.85596128 -0.60854812 0.00546354 1.52853562 1.00223991 1.15915913



IMAGE:1704155  IER5 Hs.15725 Immediate early response 5 AI096800 970251.032337439 1.09589962 0.23611199 -2.04994298 -0.68165793 -0.75589467
IMAGE:853988  UBE2L3 Hs.108104 Ubiquitin-conjugating enzyme E2L 3 AA669526 1048761.009148757 1.219725 -0.01821798 -1.22212121 -1.28394476 -0.81447218
IMAGE:712683  NCK1 Hs.477693 NCK adaptor protein 1 AA280214::AA280548 690961.049638601 1.03116611 0.07798575 -0.56638081 -0.83446278 -1.81784567
IMAGE:823726     AA489655 102965-0.827942257 -1.58661941 0.10247939 2.72491783 0.46000253 0.3088229
IMAGE:1435192  TMEM41A Hs.535679 Transmembrane protein 41A AA857628::AI732902 56262-1.023836963 -1.03611471 -0.86913737 1.21470298 1.6382852 1.32336103
IMAGE:186132  SELE Hs.89546 Selectin E (endothelial adhesion molecule 1) H39991::H39560 621110.831663825 1.13653085 0.08354667 -1.33337804 -1.29272911 -0.43061819
IMAGE:785745  PNPLA4 Hs.264 Patatin-like phospholipase domain containing 4 AA449678::AA448952 1344510.93514704 1.04197506 0.54085453 -1.92086367 -0.54059709 -1.18029056
IMAGE:768344  TYRP1 Hs.270279 Tyrosinase-related protein 1 AA424996 163820.797475888 0.65904936 0.83568161 -1.69022673 -1.08147961 -0.45768355
IMAGE:2144577  JPH2 Hs.441737 Junctophilin 2 AI452900 8542-1.386662448 -0.76370462 0.00974302 1.40667345 0.86596006 0.94073833
IMAGE:1739821  CRISPLD1 Hs.436542 Cysteine-rich secretory protein LCCL domain containing 1 AI183898 107434-0.962461008 -0.60073817 -0.95615647 1.68968057 0.65682002 1.19349377
IMAGE:2244196  BCAP29 Hs.303787 B-cell receptor-associated protein 29 AI657191 19953-1.132322832 -0.63399016 -0.58665513 0.7076621 1.60357615 1.07155014
IMAGE:1591379     AA976270::AI733415::AI791725 8255-0.803722429 -0.46964771 -0.36862029 2.13482698 0.06094747 0.17505613
IMAGE:399101   Hs.601242 Transcribed locus AA733027 122401-1.632072272 -0.66707098 0.11769414 0.66687336 1.1401069 1.49461694
IMAGE:323322   Hs.171939 MRNA; cDNA DKFZp761L1121 (from clone DKFZp761L1121) W42945::W42944 16385-0.872697438 -1.43908501 0.14088272 1.30683803 1.2180758 0.76665645
IMAGE:999365  PRR5 Hs.102336 Proline rich 5 (renal) AA550924::AI791635::AI821495 61142-0.901331098 -0.89486917 -0.54529081 1.12979861 1.15953815 1.08657715
IMAGE:2013094  KIF1C Hs.435120 Kinesin family member 1C AI359085 1102221.496839656 0.0627702 0.77971613 -1.53268757 -1.1996993 -0.58167308
IMAGE:48182  PGM5P1 Hs.178400 Phosphoglucomutase 5 pseudogene 1 H12279::H12280 77720-0.580043677 -0.86844945 -0.91892046 1.83195442 0.74121527 0.74822058
IMAGE:242084  FCHO2 Hs.165762 FCH domain only 2 H93339::H93842 14890-0.991239778 -1.37474848 0.087171 1.30905809 1.17139023 0.95957032
IMAGE:283309  REV1L Hs.443077 REV1-like (yeast) N51427 7068-0.997576966 -1.02301859 -0.93185277 1.18953956 1.76265759 1.24351215
IMAGE:229537  GANAB Hs.76847 Glucosidase, alpha; neutral AB H67274 1154381.000236163 1.0358963 0.40292883 -1.80955993 -1.13424604 -0.61405376
IMAGE:712591   Hs.598937 Transcribed locus AA281936 910841.503650691 0.83187328 0.12695745 -1.81910542 -0.83950615 -1.0033712
IMAGE:785744  MFGE8 Hs.3745 **Milk fat globule-EGF factor 8 protein AA449667::AA448941 109860.47059289 -0.01991789 1.83049173 -1.53310135 -0.96224829 -0.46877753
IMAGE:324225  RARRES3 Hs.17466 Retinoic acid receptor responder (tazarotene induced) 3 W47350::W47454 1061270.170740143 1.2867666 0.89495299 -1.73353018 -0.93264069 -0.63878049
IMAGE:295492  ZNF260 Hs.18103 Zinc finger protein 260 N74915::W23522 117014-1.415390656 -0.77889045 -0.90357094 1.6851235 1.42568733 1.31007451
IMAGE:1204881  COBLL1 Hs.470457 COBL-like 1 AA654028::AI821246::AI821898 1134640.633357698 0.92667251 0.93672901 -1.8822358 -1.05257391 -0.57614686
IMAGE:377252  ADORA2B Hs.167046 Adenosine A2b receptor AA055350::AA055349 1298831.142540934 0.9116687 0.35209702 -1.54907711 -0.97972271 -0.9926359
IMAGE:753321   Hs.593989 Transcribed locus AA406589::AA410269 4430-0.972630308 -1.19024172 -0.13498639 0.70805782 1.5241006 1.18088261
IMAGE:2505791  ARD1A Hs.433291 ARD1 homolog A, N-acetyltransferase (S. cerevisiae) AW054887 851061.010731962 0.97889731 0.3241646 -2.32049927 -0.60938663 -0.45976375
IMAGE:1612722  CPSF3L Hs.6449 Cleavage and polyadenylation specific factor 3-like AA991426 1205431.273126459 0.54688516 0.65852225 -2.36018075 -0.80266325 -0.39032624
IMAGE:511882  OVOL2 Hs.386387 Ovo-like 2 (Drosophila) AA088845::AI732413::AA099880::AI733736 57377-0.886177452 -1.16749728 -0.43354645 1.48171523 0.97572193 1.16500799
IMAGE:210697  EPB41L4B Hs.591901 Erythrocyte membrane protein band 4.1 like 4B H66840::H66884 74345-0.582958418 -0.85694153 -0.90525833 0.8394916 1.26301857 1.18891267
IMAGE:1869136  ABHD5 Hs.19385 Abhydrolase domain containing 5 AI241278 135367-0.895145386 -0.91310795 -0.33212665 0.6149318 1.27505618 1.23755034
IMAGE:324891  DEGS1 Hs.299878 Degenerative spermatocyte homolog 1, lipid desaturase (Drosophila) W49667::W49761 62331.45771593 0.20329758 0.61321416 -1.42825445 -1.01602531 -0.81375821
IMAGE:1574120  ANXA4 Hs.422986 Annexin A4 AA938691::AI733322::AI791661 93648-1.3068242 -0.88106229 -0.24241944 1.81534727 0.76508741 1.00441936
IMAGE:267427  C2orf24 Hs.4973 Chromosome 2 open reading frame 24 N22978::N32394 244941.204944485 0.31182551 0.99992308 -1.70913116 -0.94360061 -0.87232707
IMAGE:1635163  HAAO Hs.368805 3-hydroxyanthranilate 3,4-dioxygenase AI005031 215340.89326697 0.669279 1.13858713 -1.90844923 -1.25248446 -0.60611917



IMAGE:2502722  LOH11CR2A Hs.152944 Loss of heterozygosity, 11, chromosomal region 2, gene A AW008721 221880.735477997 0.16410118 1.54387039 -1.68800621 -0.91876371 -0.67243682
IMAGE:855687     AA663922::AI821271 111095-0.892126822 -0.94206443 -0.77527281 1.97587345 0.96696723 0.77753722
IMAGE:2014862  HOXC6 Hs.549040 Homeobox C6 AI361560 1081651.134370684 0.90769196 0.78415206 -1.44381646 -1.2398056 -1.35966198
IMAGE:825647  NUP210 Hs.475525 Nucleoporin 210kDa AA504654::AA504752 980760.551529682 1.42039059 0.58303782 -1.37715057 -1.04862249 -1.26090462
IMAGE:1631663  LASP1 Hs.548018 LIM and SH3 protein 1 AA994796 248980.846603984 1.15235138 0.54894991 -1.63691913 -1.01643178 -1.03126952
IMAGE:135338  TAF1B Hs.631902 TATA box binding protein (TBP)-associated factor, RNA polymerase I, B, 63kDa R32478::R32583 586750.674974973 1.3229608 0.36577859 -2.08712839 -0.52583971 -0.84115879
IMAGE:810567  ARHGEF2 Hs.568509 Rho/rac guanine nucleotide exchange factor (GEF) 2 AA464578::AA464682 4446-0.098230869 1.62520716 0.90964743 -1.64418977 -1.06858178 -0.71475217
IMAGE:753252  TMEM101 Hs.514211 Transmembrane protein 101 AA406233::AA406505 1111301.057186282 1.37603574 0.04446753 -0.95978436 -1.45275017 -1.29288292
IMAGE:379768  CRLF1 Hs.114948 Cytokine receptor-like factor 1 AA706010 36061.398512464 0.26269221 0.50036771 -0.81575307 -1.36663076 -0.9348828
IMAGE:279936  ATP10B Hs.109358 **ATPase, Class V, type 10B N57535 1381301.395394195 0.20828588 0.6315457 -1.00586939 -1.19156999 -0.99751286
IMAGE:149274  CASC4 Hs.512867 Cancer susceptibility candidate 4 H04308::H04348 27161-1.019111026 -0.64042146 -0.72401897 1.77158099 0.97847643 0.64426503
IMAGE:781311  LOC643988 Hs.528816 Homo sapiens, clone IMAGE:3632546, mRNA::Hypothetical protein LOC643988 AA446361::AA446543 964401.242718746 0.34367062 0.56743371 -2.30277744 -0.69947494 -0.0866238
IMAGE:42408  AGPAT3 Hs.248785 1-acylglycerol-3-phosphate O-acyltransferase 3 R61733::R61732 80361-1.13771132 -0.53479263 -0.44695798 0.59295025 1.25586964 1.2186335
IMAGE:1871165  TMEM41A Hs.535679 Transmembrane protein 41A AI261473::AI733834::AI792655 15924-0.939148906 -1.11445348 -0.78488088 1.10402588 1.54754645 1.40993236
IMAGE:280633   Hs.633606 Transcribed locus N50432::N50487 99600-0.949634485 -1.19520468 -0.64057541 1.69264096 0.91300549 1.41233156
IMAGE:50238  VPS37C Hs.523715 Vacuolar protein sorting 37 homolog C (S. cerevisiae) H16997::H16996 1167421.109289545 0.66368583 0.82572354 -2.03724966 -1.01692938 -0.63743845
IMAGE:324712  RPS6KB2 Hs.534345 Ribosomal protein S6 kinase, 70kDa, polypeptide 2 AA284234::W47353::W47352 1027521.405908278 0.56543043 0.35718404 -1.93126903 -0.92989972 -0.54231936
IMAGE:1632154  HMHA1 Hs.465521 Histocompatibility (minor) HA-1 AI004920 1360910.125744462 1.82856064 -0.26941713 -1.331787 -0.65144647 -0.61145277
IMAGE:2562146  MAPK13 Hs.178695 Mitogen-activated protein kinase 13 AI984215 738331.096073604 0.65240087 0.56082682 -1.82276059 -0.85377933 -0.64720531
IMAGE:2466317  RNF8 Hs.485278 Ring finger protein 8 AI933026 733691.151522296 0.84659849 0.64590318 -2.00776555 -0.94330426 -0.85349034
IMAGE:80221  CPA3 Hs.646 Carboxypeptidase A3 (mast cell) T64223::T64409 104453-1.59423447 -0.49297028 0.09712691 0.58254763 1.12942114 1.29742971
IMAGE:236129  TMEM127 Hs.355708 **Transmembrane protein 127 H53733::H53732 1083671.399306412 0.86477353 1.10346302 -1.98099729 -1.35420609 -1.44024532
IMAGE:460386     AA676776 664291.465237403 0.22594018 0.97521098 -1.67273432 -1.32970397 -0.75334181
IMAGE:1862098     AI053677::AI792518 5153-1.312106464 -0.57420587 -0.46577966 1.46574535 0.98588611 0.96006162
IMAGE:375834  LOX Hs.102267 Lysyl oxidase AA037733::AA037732 808990.59809473 0.63035055 1.09268391 -0.81917442 -1.0014899 -1.38785849
IMAGE:2313673  TMED5 Hs.482873 Transmembrane emp24 protein transport domain containing 5 AI675331 14412-1.045812002 -0.51340235 -0.92369287 0.73999421 1.416443 1.33700041
IMAGE:45641  MAP2K3 Hs.514012 Mitogen-activated protein kinase kinase 3 H08749::H08467 1057941.376535239 0.65737357 0.33610321 -2.5240767 -0.44724532 -0.49967019
IMAGE:415136  KDELR2 Hs.487498 KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 2 W93155::W95017 1382191.124777326 0.93303767 0.57028698 -1.74535799 -1.21677841 -0.83744482
IMAGE:2143529  TRAT1 Hs.138701 T cell receptor associated transmembrane adaptor 1 AI453185 1135760.644490523 1.23350705 -0.07447943 -0.0927046 -1.10147244 -1.52972003
IMAGE:782277  DCBLD1 Hs.583022 Discoidin, CUB and LCCL domain containing 1 AA431749 72944-1.126249462 -0.41675741 -1.20495874 0.79048766 1.53735475 1.49286632
IMAGE:898051  TNC Hs.143250 Tenascin C (hexabrachion) AA598955 856571.087810256 1.02073246 -0.47836054 -0.88858919 -0.98719356 -0.68908065
IMAGE:701070     AA287269::AA287416 96927-1.017146541 -0.66051996 -1.02822816 0.7951176 1.4742864 1.53238094
IMAGE:249606  RABEPK Hs.19012 Rab9 effector protein with kelch motifs H84815::H85272 877801.271864331 0.82251957 0.60894583 -1.72626709 -1.53729032 -0.63920073
IMAGE:180079  ARHGAP1 Hs.138860 Rho GTPase activating protein 1 R85916::R84525 892681.008786506 1.03523512 0.70727234 -2.21364614 -1.13255917 -0.60391755
IMAGE:1603560  PEPD Hs.36473 Peptidase D AA996122 933600.978530605 0.87750121 0.65528134 -1.87073357 -0.86015959 -0.87225624
IMAGE:415415   Hs.633768 Transcribed locus W81118::W78766 162220.814929976 0.89501071 0.67307267 -1.87864279 -0.90623385 -0.62137523



IMAGE:1208795  ANKH Hs.156727 Ankylosis, progressive homolog (mouse) AA658477::AI791203::AI821937 16244-1.05587656 -0.91342813 -0.57551647 1.37796326 1.58402944 0.71135991
IMAGE:1584597  C1orf164 Hs.456557 Chromosome 1 open reading frame 164 AA971725 773001.174988166 0.47459901 0.75282257 -1.99535956 -1.13315636 -0.28689306
IMAGE:627055  C22orf13 Hs.9850 Chromosome 22 open reading frame 13 AA190998::AA191123 1357520.895347429 1.20986773 0.54536365 -1.98271683 -1.04962055 -0.80718993
IMAGE:767853  ADPRH Hs.99884 ADP-ribosylarginine hydrolase AA418675::AA418812 948450.897687433 0.96492927 0.85527335 -1.17827495 -1.72215796 -0.96258383
IMAGE:1570436  EXOSC7 Hs.115792 Exosome component 7 AA931892 178061.385721404 0.32416094 0.63816063 -1.46261801 -1.26334898 -0.63655731
IMAGE:323917  EHD1 Hs.523774 EH-domain containing 1 AA284180::W46303 1293930.72830324 1.14316378 0.82006063 -1.3696709 -1.2305706 -1.23203481
IMAGE:789069  LOX Hs.102267 Lysyl oxidase AA452916::AA453085 118280.883355776 0.87000369 0.58226617 -0.64495768 -1.69643467 -1.01647955
IMAGE:1915445  GRHPR Hs.155742 Glyoxylate reductase/hydroxypyruvate reductase AI311094 864781.130205498 0.8589519 0.45362153 -1.21749437 -1.33955849 -0.99371015
*mitoch. cont. IMAGE:1573967149015 -1.232549999 -0.77539911 -0.35980739 1.82336152 0.83075351 0.80756787
IMAGE:196275  CNTN1 Hs.143434 Contactin 1 R92612::R92691 165580.95752393 0.71559898 0.97093759 -1.72448963 -0.76158041 -1.23728631
IMAGE:730018  SUGT1 Hs.281902 SGT1, suppressor of G2 allele of SKP1 (S. cerevisiae) AA416876::AA470048 1334591.277110578 0.91020355 0.04720765 -1.02886186 -1.33843967 -0.97267923
IMAGE:2306655     AI654233 1106790.376732939 1.11145122 0.77769031 -0.6346848 -1.40938774 -1.16031658
IMAGE:510790  YARS Hs.213264 Tyrosyl-tRNA synthetase AA102053::AA102052 1052511.108974995 1.18195245 -0.14283928 -1.17436977 -1.04115696 -1.04231533
IMAGE:725931  CLCNKA Hs.591533 Chloride channel Ka AI821546::AA399181 64523-1.242137558 -1.05286769 0.06124359 1.44915095 0.99932775 0.91747468
IMAGE:280777  KENAE Hs.482372 Kenae N50659::N50753 25165-1.486910099 -0.86924114 -0.39924476 1.97345599 1.27591605 0.78391078
IMAGE:309583  RARRES1 Hs.131269 Retinoic acid receptor responder (tazarotene induced) 1 N94424::W30772 22950-0.933523013 -0.75984552 -0.38643892 0.55340171 1.44113909 1.02856066
IMAGE:45515  BCAP29 Hs.303787 B-cell receptor-associated protein 29 H08417::H08416 6823-1.254288898 -0.54719177 -0.34896789 0.67218096 1.58193981 0.88431009
IMAGE:1695734  HK3 Hs.411695 Hexokinase 3 (white cell) AI089249 307770.591945032 1.26851613 0.27268805 -1.3316576 -0.91144352 -0.88845068
IMAGE:240353  C6orf71 Hs.310225 Chromosome 6 open reading frame 71 H78003::H78002 9460-1.124878272 -0.48599441 -0.87392389 1.42525815 1.37426742 0.70918832
IMAGE:345670  APCDD1 Hs.293274 Adenomatosis polyposis coli down-regulated 1 W72005::W76603 1286440.907268528 0.36121151 1.17270287 -1.57409656 -1.0377432 -0.75675889
IMAGE:1009313  PPAP2A Hs.435122 Phosphatidic acid phosphatase type 2A AA225806::AA225807::AI734081 4564-1.534473746 -0.82590237 0.22870422 0.92198793 1.51650843 0.81618754
IMAGE:1739623   Hs.541185 CDNA clone IMAGE:4816709 AI140281 63317-1.020882648 -0.81472563 -0.64583994 0.86656053 1.51427921 1.17987261
IMAGE:1536968  CD3E Hs.3003 CD3e molecule, epsilon (CD3-TCR complex) AA933862 6035-0.326690544 1.82568053 0.54102939 -1.07428537 -0.81206231 -1.03842404
IMAGE:742633  NAG Hs.467759 Neuroblastoma-amplified protein AA400261::AA401464 1344640.441027351 0.77229342 1.27893564 -2.06709523 -0.80292545 -0.54863003
IMAGE:786308  CD4 Hs.631659 CD4 molecule AA451863::AA452060 834650.670417596 0.82742348 0.84799666 -1.47356988 -1.00988369 -0.82330386
IMAGE:340850  C9orf125 Hs.130027 Chromosome 9 open reading frame 125 W56790::W56568 253351.343845088 -0.07937106 1.3198583 -1.60777214 -1.29680056 -0.64196121
IMAGE:783681  HUWE1 Hs.136905 HECT, UBA and WWE domain containing 1 AA446600::AA446730 1243770.77586892 0.82068679 0.84676264 -1.92481497 -0.75140174 -0.77707015
IMAGE:714498  TRIM8 Hs.336810 Tripartite motif-containing 8 AA292429::AA411134 231850.489050589 0.91324238 0.9855478 -2.18793707 -0.81630326 -0.33113389
IMAGE:39821  ABCA5 Hs.421474 ATP-binding cassette, sub-family A (ABC1), member 5 R53428::R53427 100960-0.796132016 -0.84863434 -0.92310686 0.86435486 1.35504963 1.40162861
IMAGE:80050  STEAP4 Hs.521008 STEAP family member 4 T63245::T63893 1057361.158430962 0.88807405 0.04909548 -1.33352474 -1.03693504 -0.76066709
IMAGE:504678  C14orf147 Hs.269909 Chromosome 14 open reading frame 147 AA142942::AA150642 18293-0.802705498 -1.13855879 -0.44304488 0.53709407 1.23218285 1.69642563
IMAGE:810213  IL1R1 Hs.557403 Interleukin 1 receptor, type I AA464526::AA464525 1249900.944845865 0.9232544 0.30669809 -1.16116175 -0.8300926 -1.19426866
IMAGE:1010172     AA228893::AA228894 105777-0.680299571 -1.54465167 -0.31906001 1.79741042 1.03737668 0.90146476
IMAGE:2125819  BAX Hs.631546 BCL2-associated X protein AI565203 758160.769042105 1.32868181 0.13838606 -1.45542922 -1.08490914 -0.77923008
IMAGE:246869  ZNF207 Hs.500775 Zinc finger protein 207 N59119 955911.30840565 1.18534017 -0.19406338 -1.39555705 -1.10662069 -0.99586176
IMAGE:502515  RBM25 Hs.531106 RNA binding motif protein 25 AA156804::AA156928 24018-0.755548868 -0.74422462 -0.9941131 0.65866143 1.49665606 1.33698411



IMAGE:1010124  CCDC9 Hs.227782 Coiled-coil domain containing 9 AA229596::AA229687 6158-1.275715297 -0.94875748 -0.17246622 1.50062362 0.89224854 1.15941979
IMAGE:208387  KIAA1407 Hs.477159 KIAA1407 H60895 11223-1.099473061 -0.93415885 -0.49838462 1.43681562 1.23458495 1.00202806
IMAGE:1550894  GCNT2 Hs.519884 Glucosaminyl (N-acetyl) transferase 2, I-branching enzyme (I blood group) AA913127 1115-1.095004678 -0.79959398 -0.56175049 1.09652614 1.08137687 1.36618309
IMAGE:1593829  TIA1 Hs.516075 TIA1 cytotoxic granule-associated RNA binding protein AA962013 6307-1.384229066 -0.65498291 -0.01752743 -0.15076905 1.939011 1.2924853
IMAGE:1127373  SLC15A1 Hs.436893 Solute carrier family 15 (oligopeptide transporter), member 1 AA653477::AI821768::AI792112 1286-0.929500724 -1.02317062 -0.39107226 1.39438012 1.17549487 0.84797236
IMAGE:855755  FBL Hs.299002 Fibrillarin AA663986 244800.851463764 0.92072832 0.63273359 -1.66885465 -1.01266413 -0.76768634
IMAGE:1557288  GABPB2 Hs.596918 GA binding protein transcription factor, beta subunit 2 AA935693 56180.450565321 0.76567843 1.27429761 -1.90324083 -0.81439929 -0.69959752
IMAGE:284619  GYPC Hs.59138 **Glycophorin C (Gerbich blood group) N64800::N77392 1288771.094941372 1.19396788 -0.04926491 -0.66435456 -1.38004614 -1.32738204
IMAGE:245426  RANBP2 Hs.590897 RAN binding protein 2 N55016::N77205 9385-0.85396489 -0.93047874 -0.63754001 1.56350832 1.15780276 0.75227937
IMAGE:52339  TSPAN5 Hs.591706 Tetraspanin 5 H23278::H23389 1047341.303697299 0.23474728 0.87798445 -1.7694173 -1.07623356 -0.55949658
IMAGE:841308  MYLK Hs.556600 Myosin, light polypeptide kinase AA487215 8399-1.047443827 -1.01888494 0.00733121 0.49679887 1.20442472 1.38910555
IMAGE:322175   Hs.562735 Transcribed locus, moderately similar to XP_374529.2 PREDICTED: KIAA1466 protein [Homo sapiens] W37778::W37777 132722-0.332541696 -1.40813987 -0.36155274 0.91725959 1.01578766 1.12991602
IMAGE:192225  SLIT3 Hs.604116 Slit homolog 3 (Drosophila) H41160 199311.084325144 -0.64186788 1.29677967 -0.45336696 -1.19606484 -0.63522868
IMAGE:1073215  CYP11B1 Hs.184927 Cytochrome P450, family 11, subfamily B, polypeptide 1 AA576580::AI732646::AI791941 296-1.045227393 -0.70096601 -0.61564906 1.34218251 1.82104795 0.22562098
IMAGE:814455  COMMD8 Hs.23956 COMM domain containing 8 AA459255::AA459480 1225571.291953012 0.73978446 0.31273785 -1.02144281 -1.06807211 -1.3490136
IMAGE:684940  TMF1 Hs.267632 TATA element modulatory factor 1 AA252318::AA252329 30491.033441715 1.26687872 0.34013381 -1.62686474 -1.17166258 -1.0771206
IMAGE:953848   Hs.430095 Transcribed locus AA527929::AI791310 112379-1.120417415 -0.65293775 -0.66579029 1.53823144 0.98963586 0.9644033
IMAGE:284139  TRIM35 Hs.104223 Tripartite motif-containing 35 N53505 34201.195545831 -0.60513027 1.8030192 -1.45348653 -0.98463125 -0.70127957
IMAGE:930020     AA503162::AI732378 10175-0.887487755 -0.93378591 -0.55612524 1.42212883 1.1021755 0.90276273
IMAGE:366074  LOH12CR2 Hs.67553 Loss of heterozygosity, 12, chromosomal region 2 AA071340::AA082295 18006-0.825998643 -1.75978746 -0.01215994 1.7487532 0.78080138 1.36432449
IMAGE:127032  BIRC3 Hs.127799 Baculoviral IAP repeat-containing 3 R07870::R07927 248900.259255166 1.267821 0.62142199 -1.02055375 -0.75847944 -1.28835854
IMAGE:229907  SLC14A1 Hs.101307 Solute carrier family 14 (urea transporter), member 1 (Kidd blood group) H70868::H71265 69827-0.975856317 -0.74275438 -0.6263766 1.72444313 0.84186829 0.79457538
IMAGE:1323011     AA746175 1358 -0.715679407 -1.40133335 -0.20585574 1.03210718 1.29353904 1.1071926
IMAGE:853506  PISD Hs.420559 Phosphatidylserine decarboxylase AA663549 844681.00862763 1.09125603 0.4668124 -2.02727224 -0.85218286 -0.85388589
IMAGE:757368  MOSPD3 Hs.521086 Motile sperm domain containing 3 AA437126 1344780.866489289 0.57399872 1.35072367 -1.11350934 -1.39137537 -1.34425189
IMAGE:1456899  CYP3A5 Hs.150276 Cytochrome P450, family 3, subfamily A, polypeptide 5 AA863432::AI791396 82225-0.62845381 -1.63153837 0.01304944 1.20683778 1.22666404 0.94017466
IMAGE:39914  FSTL4 Hs.483390 Follistatin-like 4 R52650::R53307 118625-0.727512381 -1.15068047 -0.60673502 1.31691284 1.2457884 1.01300681
IMAGE:293729  UNQ1887 Hs.507087 Signal peptide peptidase 3 N63835::N94194 1037761.214383099 0.52172695 0.48615912 -1.55289554 -1.34045104 -0.31851739
IMAGE:1944078  SLC25A37 Hs.596025 Solute carrier family 25, member 37 AI201945 16118-1.281309389 -0.82404128 0.09634797 0.45685814 1.59271212 0.98802078

1239845  SYT17 Hs.258326 Synaptotagmin XVII AA705977 17497-0.979838675 -1.46439125 0.40956316 0.63590715 1.63332175 0.88516204
IMAGE:951449  REG4 Hs.171480 Regenerating islet-derived family, member 4 AA609806::AI791286 117449-1.242412428 -0.98572192 0.06402731 1.11052001 1.21396245 0.93768493
IMAGE:1588935  PHLDA3 Hs.268557 Pleckstrin homology-like domain, family A, member 3 AA975612 1204830.713594428 0.66070913 1.19837635 -1.60636251 -1.28657171 -0.66649156
IMAGE:1655795  GNG12 Hs.431101 Guanine nucleotide binding protein (G protein), gamma 12 AI033539 281231.234331374 1.35474009 -0.10790894 -1.20774749 -1.09367608 -1.44729746
IMAGE:358162  SAC3D1 Hs.23642 SAC3 domain containing 1 W95389::W95346 149380.620480294 0.58917562 1.11587681 -2.00265601 -0.75242546 -0.45424841
IMAGE:365707  FAM3D Hs.61265 Family with sequence similarity 3, member D AA025434::AA025433 22963-0.703065445 -1.16107417 -0.29085759 0.84979604 1.0226646 1.28732078
IMAGE:51511  GALNTL1 Hs.21035 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase-like 1 H18956::H19400 258200.653636607 0.097452 1.64441746 -0.69882855 -1.30266266 -1.18066352



IMAGE:136360  ANKDD1A Hs.207157 Ankyrin repeat and death domain containing 1A R34140::R34139 67807-0.940880551 -0.89523699 -0.56368219 1.02813687 1.57736579 0.8532764
IMAGE:25499  PLXNA1 Hs.432329 Plexin A1 R17676::R11698 627400.929531972 0.72208054 0.86163878 -1.96229379 -0.96511249 -0.62706096
IMAGE:449278     AA777699 24232-0.599035211 -1.61110725 0.18716668 0.73729081 1.35083234 0.9931322
IMAGE:121159  C15orf39 Hs.17936 Chromosome 15 open reading frame 39 T96944::T97054 737060.71649716 0.99990859 1.04678047 -1.66988154 -1.02403051 -1.18917216
IMAGE:814526  RBM38 Hs.236361 RNA-binding region (RNP1, RRM) containing 1 AA459363::AA459588 1094611.100999288 1.40921886 -0.00730693 -1.63990748 -1.33168791 -0.78459817
IMAGE:1637226  FLT3LG Hs.428 Fms-related tyrosine kinase 3 ligand AI075036::AI733676::AI792400 184540.399007057 0.85394667 1.49246057 -0.96006356 -1.54103375 -1.243909
IMAGE:399898  CSPG2 Hs.443681 Chondroitin sulfate proteoglycan 2 (versican) AA722599 636211.025326759 0.66901577 0.33861831 -1.58837631 -0.8498408 -0.52656956
IMAGE:42706  THRA Hs.724 Thyroid hormone receptor, alpha (erythroblastic leukemia viral (v-erb-a) oncogene homolog, avian) R60006::R63060::R67197 639711.338044079 1.1321871 -0.03738552 -2.33955275 -0.97860938 -0.34045274
IMAGE:827129  POLRMT Hs.254113 Polymerase (RNA) mitochondrial (DNA directed) AA521239 1177851.014157426 0.86407812 0.72271309 -0.91920299 -1.71075032 -1.09079136
IMAGE:123815  INOC1 Hs.292949 INO80 complex homolog 1 (S. cerevisiae) R01452::R01451 1334520.750466552 1.35255031 0.05064791 -1.87661945 -0.81167803 -0.52953771
IMAGE:383938     AA702714 93718-1.029632431 -0.71379842 -0.60685873 1.27046293 1.16732605 0.93593069
IMAGE:1646553  SLC7A2 Hs.448520 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 2 AI025958 14491.451343529 0.67450979 0.06075604 -1.99950622 -0.99953938 -0.26567942
IMAGE:214068  GATA3 Hs.524134 **GATA binding protein 3 H72875::H72474 1374940.787973801 0.47674617 0.87018977 -2.00448368 -0.69635505 -0.28397844
IMAGE:767801  ZC3HAV1 Hs.133512 Zinc finger CCCH-type, antiviral 1 AA418724::AA418768 596330.754961398 0.69002559 0.49831035 -2.14040257 -0.34539132 -0.30457453
IMAGE:1896822  COBL Hs.99141 Cordon-bleu homolog (mouse) AI298021 5144-1.140742564 -0.76418208 -0.40521787 1.49193811 1.06357332 0.80839787
IMAGE:815501  LMNB2 Hs.538286 Lamin B2 AA457025::AA456868 918260.563009832 1.32691458 0.17115499 -1.72640563 -0.81979923 -0.5026255
IMAGE:289936  SLC7A11 Hs.390594 Solute carrier family 7, (cationic amino acid transporter, y+ system) member 11 N59336::N77144 6331.086956591 0.88377635 0.02714976 -0.86369052 -0.85769632 -1.26864977
IMAGE:344970  ITGA4 Hs.440955 Integrin, alpha 4 (antigen CD49D, alpha 4 subunit of VLA-4 receptor) W73004::W76241 1225260.522255744 1.38106082 -0.07912198 -0.81881514 -0.80917768 -1.12807956
IMAGE:428828  BCL2L10 Hs.283672 BCL2-like 10 (apoptosis facilitator) AA005254::AA005293 627761.537268391 -0.27147576 0.58910567 -1.34482261 -0.68510698 -0.60514145
IMAGE:220369  SORBS1 Hs.38621 Sorbin and SH3 domain containing 1 H86816 27308-1.027518632 -0.83211684 -0.4784396 2.06972188 0.99531734 0.32246349
IMAGE:2421798  PLAUR Hs.466871 Plasminogen activator, urokinase receptor AI828190 795600.798112435 1.17551328 0.10684442 -0.76267084 -1.14550191 -1.18582135
IMAGE:246546  TMEM140 Hs.567530 **Transmembrane protein 140::CDNA FLJ32348 fis, clone PROST2007200 N53061::N73248 569280.959535565 1.0245248 0.48511419 -1.61844792 -1.33992265 -0.6241127
IMAGE:298136  CDADC1 Hs.388220 Cytidine and dCMP deaminase domain containing 1 N70777::W01831 65282-1.375293842 -1.15803704 -0.40970804 1.89683503 1.2329948 1.18230154
IMAGE:290654  ZNF331 Hs.185674 **Zinc finger protein 331 N71714::N99663 60577-1.205075784 -0.66911725 -0.97301126 1.38354868 1.52014751 1.12385744
IMAGE:239724  SLFN11 Hs.462829 Schlafen family member 11 H80525::H80577 995690.697603882 1.16444163 0.43722677 -0.90460301 -1.07572206 -1.35927668
IMAGE:754080  ICAM3 Hs.75516 Intercellular adhesion molecule 3 AA479188::AA478647 1040830.457794648 1.71412373 -0.01770839 -1.40592699 -1.01551397 -0.81430111
IMAGE:744436   Hs.112954 Transcribed locus AA621224 122353-1.334187162 -0.71278795 -0.52463566 1.52132558 0.93562361 1.26930806
IMAGE:281901  HDAC11 Hs.404802 Histone deacetylase 11 N48166::N53311 1296340.322789334 0.51190603 1.5624686 -1.48674872 -0.98887006 -0.72951002
IMAGE:665508  DERL1 Hs.241576 Der1-like domain family, member 1 AA195378::AA195505 665670.591448555 1.11302336 0.69904903 -1.73859449 -1.06095793 -0.63096673
IMAGE:289978  UBL4A Hs.76480 Ubiquitin-like 4A N64628::N79957 1275431.253074873 0.78966239 0.59884549 -1.60836091 -1.27306835 -0.93123349
IMAGE:996847  CLN8 Hs.127675 Ceroid-lipofuscinosis, neuronal 8 (epilepsy, progressive with mental retardation) AA533042::AI821486 21518-0.975009468 -0.94986882 -0.75307019 0.86893994 1.43723546 1.52247978
IMAGE:1492104  TUBB2C Hs.433615 Tubulin, beta 2C AA888148 1394210.887439023 1.13717764 0.22763576 -1.53718703 -1.18350306 -0.60077961
IMAGE:234522  PKLR Hs.95990 **Pyruvate kinase, liver and RBC H77542::H77541 126408-1.182897405 -0.71820254 -0.24131275 0.83502205 1.5197558 0.79851301
IMAGE:593780   Hs.598465 Transcribed locus AA159729::AA159728 1187781.173449495 0.88272414 0.71460904 -1.88769894 -1.21460653 -0.87521627
IMAGE:1569429  CHD3 Hs.191616 Chromodomain helicase DNA binding protein 3 AA973654::AI733240::AI793263 62931-0.904292105 -0.39604572 -0.57275908 2.32887168 0.18315969 0.15442422
IMAGE:1558693  C19orf30 Hs.326728 Chromosome 19 open reading frame 30 AA977000::AI793141 67227-0.615632722 -0.61416147 -0.45788152 1.99102194 0.23287256 0.19314869



IMAGE:767823  PALMD Hs.483993 Palmdelphin AA418728::AA418782 104123-0.179567406 -1.67603071 -0.53136755 1.09365158 1.06672586 1.28722917
IMAGE:288667  DDX28 Hs.458313 DEAD (Asp-Glu-Ala-Asp) box polypeptide 28 N59197::N75222 1289671.11245293 0.99726202 0.56392477 -1.54160055 -1.1548882 -1.17298963
IMAGE:212634  UBE2V1 Hs.420529 **Ubiquitin-conjugating enzyme E2 variant 1 H69049::H69048 18320-0.411554967 -1.14735268 -0.48703112 0.70001161 1.35995388 0.88718489
IMAGE:745138  H2-ALPHA Hs.503749 Alpha-tubulin isotype H2-alpha AA626698 252981.259940564 0.40293866 0.60647661 -1.36944842 -1.33731084 -0.54565533
IMAGE:2118808  ALOX15B Hs.111256 Arachidonate 15-lipoxygenase, type B AI474406 69987-1.400767184 -0.31732281 -0.00750383 0.8332029 1.02683977 0.72647211
IMAGE:1897716  ERN1 Hs.133982 Endoplasmic reticulum to nucleus signalling 1 AI299780 59450-1.020146382 -1.63576416 0.2849633 2.42863234 0.80457402 0.39445532
IMAGE:937364  C11orf59 Hs.530753 Chromosome 11 open reading frame 59 AA527451::AI732356 14331-1.027085692 -1.28434236 -0.49542191 1.37276723 1.25788124 1.45577099
IMAGE:771016  PTPN18 Hs.591549 Protein tyrosine phosphatase, non-receptor type 18 (brain-derived) AA427866::AA430687 886921.229502888 0.75423159 0.81857602 -2.25350452 -1.14575681 -0.59956041
IMAGE:842794  MICAL-L1 Hs.517610 MICAL-like 1 AA486203::AA486307 127261.034784226 0.41226355 0.78345744 -1.86341469 -0.76791741 -0.51856136
IMAGE:176606  NELL2 Hs.505326 NEL-like 2 (chicken) H45300::H45376 1076351.356872341 0.58842681 -0.14029601 -1.0489927 -0.54851792 -1.1450681
IMAGE:971279  KALRN Hs.8004 Kalirin, RhoGEF kinase AA682905 970121.089560421 0.98350294 -0.17949315 -0.98719666 -1.45991003 -0.43812191
IMAGE:377246  CHP Hs.406234 Calcium binding protein P22 AA055215::AA055306 100516-0.929975312 -0.89299891 -0.55586111 0.36485135 1.41541624 1.64902011
IMAGE:772416  UNC45A Hs.389461 Unc-45 homolog A (C. elegans) AA405543::AA405597 1141710.797174695 0.53212005 1.04859796 -1.82251182 -0.90239356 -0.57978419
IMAGE:188036  DST Hs.631992 Dystonin H44785::H44784 940071.090762807 0.52484546 0.8966791 -1.64522497 -0.47824063 -1.42079567
IMAGE:1011697  RPL21 Hs.381123 **Ribosomal protein L21 AA229937::AA230127 37810.91002215 0.83154073 0.65493873 -1.58686916 -1.20908072 -0.63506784
IMAGE:1586056  CAPZA3 Hs.131288 Capping protein (actin filament) muscle Z-line, alpha 3 AA973833 22058-0.89086584 -0.89247955 -0.78231696 1.31043409 1.3658535 0.9766267
IMAGE:855395  SCP2 Hs.476365 Sterol carrier protein 2 AA664009 105136-0.494934817 -0.61123505 -1.37798584 0.62507793 1.5471726 1.20948658
IMAGE:2516692  CTSW Hs.416848 Cathepsin W (lymphopain) AI967990 1222000.582760545 1.2384733 0.29259474 -1.0085599 -1.22225661 -0.86677769
IMAGE:1901399   Hs.210944 Transcribed locus, strongly similar to XP_379508.2 PREDICTED: hypothetical protein XP_379508 [Homo sapiens] AI300832 31260-0.926583871 -1.23162979 -0.14472512 1.14403087 1.35516803 0.91902799
IMAGE:345761   Hs.595153 CDNA clone IMAGE:5301514 W72671 9587-1.189783526 -1.0620637 -0.44283441 1.55013961 1.35946784 1.02170641
IMAGE:810859  IL32 Hs.943 Interleukin 32 AA458965::AA459180 1381950.662236514 1.15843361 0.24177476 -1.13470065 -1.02940386 -0.86911914
IMAGE:244307  SERPINE1 Hs.414795 Serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 1 N54794::N75719 988700.835808914 0.76354033 0.31632532 -0.05766461 -1.43820716 -1.29855874
IMAGE:1656893  FUT8 Hs.118722 Fucosyltransferase 8 (alpha (1,6) fucosyltransferase) AI034360 9736-0.815533291 -0.97840369 -0.33035095 2.1072862 0.76693477 0.22962319
IMAGE:187055  PDCD6IP Hs.475896 **Programmed cell death 6 interacting protein R82991::R82990 84644-0.941004924 -1.21161216 -0.49675804 0.99355496 1.54698435 1.30933388
IMAGE:49164  VCAM1 Hs.109225 Vascular cell adhesion molecule 1 H16591::H16637 1359850.545594808 1.08019041 0.45761365 -1.13161777 -0.94815731 -0.9309198
IMAGE:299781   Hs.49943 **Transcribed locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AI822141::N70894::AI822084::W06919 1124770.784175934 0.44614256 0.99460731 -0.64373525 -1.09878377 -1.34621786
IMAGE:491500  NFATC2IP Hs.513470 Nuclear factor of activated T-cells, cytoplasmic, calcineurin-dependent 2 interacting protein AA152202::AA148810 1243030.423870522 1.38898154 0.43267985 -1.80643155 -0.59074404 -0.86295233
IMAGE:950746   Hs.606068 Transcribed locus AA608612::AI791323 26003-1.117433064 -0.67896462 -0.51453895 1.51560423 1.0269517 0.79521427
IMAGE:2516736  NASP Hs.319334 Nuclear autoantigenic sperm protein (histone-binding) AI968022 187891.024666276 0.97236109 -0.20724533 -0.49679189 -1.50179863 -0.73789387
IMAGE:1947827   Hs.577789 Transcribed locus, moderately similar to XP_509352.1 PREDICTED: similar to hypothetical protein [Pan troglodytes] AI350403 10391.43329164 0.78034428 0.13457825 -1.82964981 -1.01968022 -0.63934667
IMAGE:1662217  ABCA12 Hs.134585 ATP-binding cassette, sub-family A (ABC1), member 12 AI081199 88211.215568794 0.06028316 0.87712741 -1.45513688 -0.68884266 -0.86620766
IMAGE:120309  C17orf75 Hs.462754 Chromosome 17 open reading frame 75 T97215::T97214 13409-1.026053039 -1.19372173 -0.16951679 1.51069394 0.7710177 1.2598465
IMAGE:112495     T91047 117198 -1.147327463 -0.82688076 -0.26849318 0.86246267 1.60073319 0.83373296
IMAGE:281909   Hs.573828 Transcribed locus, weakly similar to XP_534504.2 PREDICTED: similar to LINE-1 reverse transcriptase homolog [Canis familiaris] N51865::N54130 28061-0.729972998 -0.56398828 -0.64745488 2.46594423 -0.11037575 0.39469204
IMAGE:428411  MYSM1 Hs.477495 Myb-like, SWIRM and MPN domains 1 AA005386::AA004286 102052-0.561440396 -1.04620611 -0.95983866 1.10696983 1.52767722 0.97662103
IMAGE:1553439  NALP9 Hs.443029 **NACHT, leucine rich repeat and PYD containing 9 AA953555::AI822027::AI792836 30818-0.90701455 -0.72209029 -0.75702042 2.20407937 0.84026291 0.34559051



IMAGE:51944  DDHD1 Hs.513260 DDHD domain containing 1 H24311::H23031 62150-0.794766882 -0.80033183 -0.89243169 1.17324167 1.67162735 0.66331867
IMAGE:1605562   Hs.489491 Transcribed locus AA988354 96228-0.585748795 -1.34277722 -0.60418923 1.27509745 1.28763371 1.08529441
IMAGE:76415     T60688 79844 -0.906263445 -0.93248949 -0.8747922 1.20309701 1.14802232 1.50050031
IMAGE:595637  ARID5B Hs.535297 AT rich interactive domain 5B (MRF1-like) AA173611::AA173610 974381.262003983 0.67846153 0.39919478 -1.59464474 -1.04444757 -0.77059943
IMAGE:287558  TOLLIP Hs.368527 **Toll interacting protein N62110 676131.131993283 0.43366025 0.68899788 -2.26661208 -0.55154307 -0.39157251
IMAGE:1891563  FZD4 Hs.591968 Frizzled homolog 4 (Drosophila) AI287541 11302-1.031288507 -0.9826027 -0.57136992 1.39642926 1.09701155 1.2416084
IMAGE:213698  SRD5A2L Hs.590906 Steroid 5 alpha-reductase 2-like H72290::H71725 6284-1.045321363 -0.74650933 -0.53792988 1.16272403 1.12248602 1.07494834
IMAGE:308989  RAB25 Hs.632469 RAB25, member RAS oncogene family N93392::W25368 598111.05833486 0.34468374 0.82538836 -1.77051759 -0.77578218 -0.58996359
IMAGE:1631863  HLA-DQB1 Hs.409934 Major histocompatibility complex, class II, DQ beta 1 AI004331::AI733503::AI792212 92130.634788512 0.29164276 1.2601265 -1.37746787 -0.80856833 -0.77876883
IMAGE:1493227   Hs.125407 Transcribed locus, weakly similar to NP_694983.1 hypothetical protein FLJ25952 [Homo sapiens] AA878944::AI733079::AI791572 23043-0.982644557 -1.09816009 -0.2986983 1.22257057 1.37851654 0.89349274
IMAGE:40364  SUSD4 Hs.497841 Sushi domain containing 4 R54822::R55121 22344-0.87761377 -0.99051595 -0.21764089 0.49414767 1.37218829 1.20790972
IMAGE:968121  CCDC108 Hs.147762 Coiled-coil domain containing 108 AA506436::AI791496 27856-0.896689975 -1.1523811 -0.17194786 1.56949015 0.94410303 0.77494827
IMAGE:1506462  ABCB9 Hs.511951 ATP-binding cassette, sub-family B (MDR/TAP), member 9 AA906467 21698-1.228931885 -1.23869172 -0.87562575 1.51992651 1.35400926 1.92203183
IMAGE:229398     H79296::H79407 10649-1.078189245 -0.99602364 -0.09654731 1.45780468 0.88523289 0.88896589
IMAGE:286639  ZNF256 Hs.288736 Zinc finger protein 256 N67878 97388-1.087130449 -1.17734444 -0.11812604 1.73329503 0.78693256 1.0241423
IMAGE:1878270  KRT75 Hs.145949 Cytokeratin type II AI276487 59897-0.505233235 -1.37464799 0.14354337 0.76343609 0.84458147 1.03237506
IMAGE:951125  PECI Hs.15250 Peroxisomal D3,D2-enoyl-CoA isomerase AA620556 14618-1.059477603 -0.65395105 -0.55727875 0.75770653 0.89383591 1.61519897
IMAGE:898044  CPXM Hs.29341 Carboxypeptidase X (M14 family) AA598945 1128480.851887193 0.71983155 0.65745999 -1.03592779 -1.06496282 -1.0785125
IMAGE:240780  NINJ2 Hs.504422 Ninjurin 2 H91056::H91351 1168500.864805335 1.22066499 0.63658846 -1.41823851 -1.1382178 -1.36748475
IMAGE:1574509  RAPGEF1 Hs.127897 Rap guanine nucleotide exchange factor (GEF) 1 AA970650 1189340.812462612 1.29687891 0.27070724 -1.51248848 -1.38792429 -0.60198356
IMAGE:190717  FSTL5 Hs.591707 Follistatin-like 5 H38864::H38621 12563-1.349381212 -0.75994348 -0.44374043 1.65234423 1.11110818 0.95521016
IMAGE:1584403  TRIM46 Hs.287735 Tripartite motif-containing 46 AA971528 1138360.506438061 1.27251767 0.65390839 -0.83348306 -0.84066506 -1.81167097
IMAGE:281053  C2orf18 Hs.516034 Chromosome 2 open reading frame 18 N50907 1025751.122817815 0.97102792 0.75314769 -0.62930239 -1.4790353 -1.97386552
IMAGE:187614  SMAD1 Hs.519005 SMAD, mothers against DPP homolog 1 (Drosophila) R83757::R83610 31040.502170079 0.97088517 1.08192059 -1.6357168 -0.86688754 -1.05937927
IMAGE:878231  BAT5 Hs.388188 HLA-B associated transcript 5 AA775774 1363390.724928724 1.32681639 0.37784017 -1.69942464 -1.0448718 -0.80562145
IMAGE:545749  BCAS1 Hs.400556 Breast carcinoma amplified sequence 1 AA079342::AA079436 77891-0.863569409 -0.82538584 -0.78502035 2.20557143 0.75527761 0.55385927
IMAGE:452660     AA779153 107945-0.53207273 -1.30512939 -0.15978492 0.77284182 1.2877891 0.8949034
IMAGE:1881612  CYBASC3 Hs.22546 Cytochrome b, ascorbate dependent 3 AI290663 291050.740130146 0.53721011 0.81229589 -2.14262563 -0.54878101 -0.23997361
IMAGE:744994  KCTD17 Hs.517597 Potassium channel tetramerisation domain containing 17 AA626000 95220.736430184 0.72544599 1.05319731 -1.23783003 -1.24923669 -1.02224419
IMAGE:767262  KCNMB4 Hs.525529 Potassium large conductance calcium-activated channel, subfamily M, beta member 4 AA418392::AA418442 645740.882100594 0.47113842 0.88062231 -1.69830086 -1.28684592 -0.14548963
IMAGE:219540  PRPF39 Hs.274337 PRP39 pre-mRNA processing factor 39 homolog (S. cerevisiae) H83924::H83781 25451-0.68847422 -1.18364538 -0.70580259 0.75664392 1.72795756 1.20583116
IMAGE:1553567  ANKDD1A Hs.207157 Ankyrin repeat and death domain containing 1A AA962445 98371-0.728837745 -0.88797528 -0.61498499 0.91589938 1.31601279 0.96203859
IMAGE:823955  MGC2749 Hs.369785 Hypothetical protein MGC2749 AA490850 571231.191390374 1.16169981 0.20922637 -1.21859308 -1.52143688 -1.05113827
IMAGE:202901  VAV2 Hs.369921 Vav 2 oncogene H54025::H54183 750750.400263935 1.66358832 0.28311931 -0.59804945 -1.45940698 -1.39222109
IMAGE:868469  ALCAM Hs.591293 **Activated leukocyte cell adhesion molecule AA634270::AI732172::AI821185 73252-1.046261235 -0.72747299 -0.43108608 1.7147896 0.96507719 0.51959216
IMAGE:229622  ZNRF3 Hs.134473 Zinc and ring finger 3 H68519::H67309 67650-1.274556834 -1.1144702 -0.41148106 1.25278193 1.5245232 1.32058674



IMAGE:358227  SPTBN5 Hs.591124 Spectrin, beta, non-erythrocytic 5 W95287::W95544 129163-0.69214038 -0.98530406 -0.42652228 0.80643758 1.24421555 0.99866638
IMAGE:302080  NDE1 Hs.567518 NudE nuclear distribution gene E homolog 1 (A. nidulans) N79612::W19090 570460.731822982 1.10233746 0.57955676 -2.03866099 -0.59974516 -0.83728047
IMAGE:1892819   Hs.604307 Transcribed locus AI283135 73911-0.977478397 -1.25417363 0.30860106 1.31964545 0.87693307 0.7651482
IMAGE:148225  GALNT3 Hs.170986 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 3 (GalNAc-T3) H13688::H13738 14923-0.717863881 -1.0139415 -0.55858931 0.45752631 1.69877479 1.1396436
IMAGE:283258  ATP11B Hs.478429 ATPase, Class VI, type 11B N51394 963071.369204203 0.76104565 0.02042516 -1.48351761 -0.7399813 -0.99740732
IMAGE:459947  MOSC2 Hs.369042 MOCO sulphurase C-terminal domain containing 2 AA779383 27104-1.076729983 -0.7742944 -0.91747646 2.3315145 1.01657718 0.57529048
IMAGE:729964  SMPD1 Hs.498173 Sphingomyelin phosphodiesterase 1, acid lysosomal (acid sphingomyelinase) AA416890::AA469896 11330.896456272 0.57404153 0.76175856 -2.13617677 -0.38288542 -0.63888272
IMAGE:840514  ROS1 Hs.1041 V-ros UR2 sarcoma virus oncogene homolog 1 (avian) AA485969::AA487805 99585-0.672870144 -1.00390805 -1.0615476 0.95985611 1.28875797 1.59348771
IMAGE:786048  E2F4 Hs.108371 E2F transcription factor 4, p107/p130-binding AA448641::AA448735 919451.089990676 0.90079583 0.62055095 -2.00718815 -0.93409861 -0.82058169
IMAGE:1455561  STK40 Hs.471768 Serine/threonine kinase 40 AA863093 825391.139249226 0.7032361 0.50213616 -1.76313001 -1.15182181 -0.47644637
IMAGE:261253  PVRL3 Hs.293917 Poliovirus receptor-related 3 H98248 1190320.805902081 0.683529 0.92687661 -0.73197789 -1.30363499 -1.35712951
IMAGE:843407  TTC17 Hs.191186 Tetratricopeptide repeat domain 17 AA489394::AA489453 749621.101097842 0.53887978 0.63198596 -1.72556986 -0.81241313 -0.71196589
IMAGE:950603  HIPK2 Hs.397465 Homeodomain interacting protein kinase 2 AA608546 118766-0.798211424 -0.56840007 -1.06402655 0.60038215 1.51962756 1.25994073
IMAGE:1591477  MS4A6A Hs.523702 Membrane-spanning 4-domains, subfamily A, member 6A AA976371::AI733416::AI791726 643270.54225116 1.21659492 0.22847488 -0.58847883 -1.03660778 -1.29877612
IMAGE:462849  SLC41A1 Hs.20274 Solute carrier family 41, member 1 AA705326 127333-0.855943389 -0.85073376 -0.55313131 0.68585583 1.33127539 1.23429865
IMAGE:35300  WWC1 Hs.484047 WW, C2 and coiled-coil domain containing 1 R43798 128915-0.74383058 -0.79964237 -1.06550943 1.69556736 1.32957733 0.62195152
IMAGE:953542     AA528311::AI791341 29658-1.084624311 -0.55270007 -0.63780795 1.5745457 1.00747646 0.67122436
IMAGE:418081  KIAA0831 Hs.414809 KIAA0831 W90067::W90185 23080-0.917891616 -0.5213341 -0.83538636 0.78584191 1.35273286 1.06449676
IMAGE:122063  SLC7A7 Hs.513147 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 7 T98394::T98393 715820.527282042 0.976996 0.90575045 -1.24750485 -1.11813198 -1.02296829
IMAGE:462468     AA699895 22284-0.944961978 -0.89724293 -0.40318295 1.62757637 1.01029325 0.62941643
IMAGE:1602597     AA987596::AI733485::AI791886 4295-1.111471433 -0.90394003 -0.26785627 1.32039826 1.05386997 0.98366929
IMAGE:878174  FADS2 Hs.502745 Fatty acid desaturase 2 AA775443 73779-1.449060995 -0.32089867 -0.00504068 0.59077887 1.13513799 0.93532348
IMAGE:156097  HLA-DQB2 Hs.554753 Major histocompatibility complex, class II, DQ beta 2 R73128::R73184 233030.813705802 0.65455727 0.73390738 -1.42300352 -0.79761704 -0.89915828
IMAGE:1688537  FBXO31 Hs.567582 F-box protein 31 AI093960 23556-0.580217695 -1.26297602 -0.33643632 0.23089521 1.57055625 1.3838845
IMAGE:731293  ZNF659 Hs.21026 Zinc finger protein 659 AA416755::AA416849 65669-0.803066253 -0.63468583 -0.86686256 0.93750756 1.27724251 1.02545626
*mitoch. cont. IMAGE:511775150724 -1.195905972 -0.84851681 -0.41121517 1.75111207 0.73497749 1.09456358
IMAGE:435025   Hs.477083 CDNA FLJ26025 fis, clone PCD08250 AA700060 136695-1.584786765 -0.44544946 -0.16380528 0.81870225 1.16169975 1.26970893
IMAGE:825229  MRPL11 Hs.418450 Mitochondrial ribosomal protein L11 AA504139::AA504401 925910.433122608 0.60729621 1.55838963 -1.65352991 -1.11834194 -0.73674341
IMAGE:2125289  WISP1 Hs.492974 WNT1 inducible signaling pathway protein 1 AI473336 1390091.150266614 0.78716741 0.03311482 0.18606415 -1.91978688 -1.21382184
IMAGE:795456  JMJD2C Hs.157106 Jumonji domain containing 2C AA453623::AA454041 17155-0.945194481 -0.95480785 -0.35877924 0.95472681 1.26047187 1.08327886
IMAGE:2566688  ARL3 Hs.182215 ADP-ribosylation factor-like 3 AW075267 1148221.092614819 0.97274632 0.66156062 -1.19522011 -1.56230508 -1.1674673
IMAGE:1601661  B3GALT4 Hs.534375 UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase, polypeptide 4 AA987754 314341.214377643 0.26604283 0.95152397 -1.41566232 -1.13648767 -0.85788568
IMAGE:135238  SRG Hs.556029 Survival-related gene R32739::R32738 25599-0.717692823 -1.6233849 -0.22281883 0.94525656 1.74742138 1.09746219
IMAGE:112559     T91244 100134 -0.589171202 -0.44540527 -0.5932788 2.45722889 -0.07510531 -0.08866038
IMAGE:898035  CTSB Hs.520898 Cathepsin B AA598950 183410.847729802 1.06937648 0.19157133 -1.73001052 -0.72891221 -0.65620086
IMAGE:79726  C17orf28 Hs.11067 Chromosome 17 open reading frame 28 T62552::T63177 64955-1.184406214 -0.84879616 -0.25733281 1.13979209 0.87985881 1.35181867



IMAGE:809467  SARS2 Hs.643441 Seryl-tRNA synthetase 2 AA443105::AA456171 1377500.187179155 1.22379976 1.18209386 -1.89721175 -0.92990008 -0.76697386
IMAGE:771220  RELA Hs.502875 V-rel reticuloendotheliosis viral oncogene homolog A, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3, p65 (avian) AA443547::AA443546 73160.318578382 1.09150723 1.32273637 -1.85633948 -1.24254304 -0.66966636
IMAGE:785986     AA449783::AA448605 83281-1.660380114 -0.58509933 -0.5420881 1.50894106 1.50643458 1.03045365
IMAGE:796367  LZTS2 Hs.523221 Leucine zipper, putative tumor suppressor 2 AA456143 27298-1.031981113 -0.74677503 -0.33607827 0.59926805 1.24487092 1.24409308
IMAGE:346134  CARHSP1 Hs.632184 Calcium regulated heat stable protein 1, 24kDa W72753::W77951 680720.42868696 1.45682127 0.01047593 -1.59608056 -1.01630557 -0.22897114
IMAGE:824426  PDAP1 Hs.632296 PDGFA associated protein 1 AA490300::AA490392 1194171.145031628 0.67969476 0.63011681 -1.55718393 -1.00269373 -0.96485793
IMAGE:1570219     AA931593::AI733291::AI793319 7382-1.024390242 -0.96369906 -0.46268617 1.25499037 1.20436205 1.10113925
IMAGE:25422  C9orf91 Hs.522357 Chromosome 9 open reading frame 91 R39093::R11900 107449-1.884662607 -0.28421706 -0.72433958 1.26534477 1.36972165 1.52367755
IMAGE:1894503     AI291677 24350-1.004570357 -0.81218632 -0.40643089 1.6954522 0.72741069 0.81031072
IMAGE:2254132  PLCB1 Hs.431173 Phospholipase C, beta 1 (phosphoinositide-specific) AI620336 4154-1.341554318 0.00374686 -0.88326491 0.88576919 1.08534683 1.1396763
IMAGE:562080  C9orf86 Hs.567803 Chromosome 9 open reading frame 86 AA211483 1032471.042887661 0.78721447 0.53393821 -1.54720166 -1.19964591 -0.66572837
IMAGE:156211  ATP6V1B1 Hs.64173 ATPase, H+ transporting, lysosomal 56/58kDa, V1 subunit B1 (Renal tubular acidosis with deafness) AI668571::R73402::R73401 13335-1.133088669 -1.15714412 0.31264381 0.82953527 1.17168108 1.04332807
IMAGE:1521924  PGBD3 Hs.133444 CDNA FLJ13497 fis, clone PLACE1004518::PiggyBac transposable element derived 3 AA907277::AI821994::AI792802 70609-1.036029741 -1.46479809 0.151518 1.90414628 1.16509826 0.49259971
IMAGE:36393  ACAT2 Hs.571037 Acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl Coenzyme A thiolase) R46821::R25823 7383-1.069010906 -0.73347482 -0.31973941 0.61324504 1.37028101 1.1198768
IMAGE:129569  HSPC049 Hs.459858 HSPC049 protein R14977::R16471 4336-1.279439921 -0.82182302 -0.19820783 0.73257896 1.27775622 1.38931903
IMAGE:214131  NIT2 Hs.439152 Nitrilase family, member 2 H72917::H72519 78523-0.407045188 -1.16604032 -0.91530085 2.38792533 0.28374687 0.83208213
IMAGE:347183   Hs.374278 CDNA FLJ38388 fis, clone FEBRA2004485 W80666::W80616 733180.953997167 -0.63073287 1.42330988 -0.63110153 -0.94724271 -0.68568956
IMAGE:289847  ZNF141 Hs.601092 Zinc finger protein 141 N62074::N77120 19779-0.690199756 -0.88130303 -0.59191807 2.22935776 0.40250147 0.46529254
IMAGE:1573108  BCKDK Hs.513520 Branched chain ketoacid dehydrogenase kinase AA970731 1008291.141639653 0.7678434 0.41564425 -1.55114706 -1.20850049 -0.62413234
IMAGE:782811  HMGA1 Hs.518805 High mobility group AT-hook 1 AA448261 1111850.910878136 0.71389508 0.73522542 -1.68766619 -1.02726056 -0.64126486
IMAGE:740780  KLK11 Hs.57771 Kallikrein 11 AA477283::AA477282 51071.091225206 -0.33595938 1.2360021 -1.17711773 -1.14509756 -0.35568609
IMAGE:196445     R92500 31780 -1.070829648 -1.21647955 -0.35945801 1.59306334 1.07422463 1.21299835
IMAGE:269752  ZAK Hs.444451 Sterile alpha motif and leucine zipper containing kinase AZK N24807 718561.655109256 0.12308231 1.15995815 -1.06355505 -1.51665791 -1.53702208
IMAGE:360025  SAMSN1 Hs.570423 SAM domain, SH3 domain and nuclear localisation signals, 1 AA063573::AA035703 153120.696630487 1.2302209 0.0332749 -1.16129125 -0.81483325 -0.95574621
IMAGE:161204   Hs.503584 Transcribed locus, strongly similar to NP_056183.2 pannexin 1; MRS1 protein; innexin [Homo sapiens] AI668599::H25265::AI820778 876781.281759036 0.72949153 0.0824522 -1.18418355 -0.72907422 -1.20668334
IMAGE:76744  TRSPAP1 Hs.533626 TRNA selenocysteine associated protein 1 T60861::T60889 203900.889781876 0.73210418 0.91782732 -2.32079776 -0.71285921 -0.54645626
IMAGE:825451  VDP Hs.292689 Vesicle docking protein p115 AA504342 8812-1.303313354 -0.74759842 -0.30676237 0.89456256 1.56702433 0.99823375
IMAGE:1466633   Hs.447707 Transcribed locus, strongly similar to XP_098164.1 PREDICTED: hypothetical protein XP_098164 [Homo sapiens] AA883680 11355-1.369840451 -1.13112441 -0.4790769 2.18815319 0.72755275 1.43458747
IMAGE:1893919     AI280322 88145-0.571497076 -1.08799928 -0.79484938 1.95276619 0.80454827 0.72549181
IMAGE:82738  DNASE1L3 Hs.476453 Deoxyribonuclease I-like 3 T73558::T73653 1055250.764410505 1.00594263 0.2899724 -1.25917583 -0.96480855 -0.79401083
IMAGE:320763  SP3 Hs.531587 Sp3 transcription factor W31688::W32135 801371.314706484 -0.13075069 0.79843006 -0.83406051 -1.32902008 -0.61089068
IMAGE:2542973  DIO2 Hs.202354 Deiodinase, iodothyronine, type II AW029226 763771.223540544 0.64434111 0.38935209 -0.9024569 -1.32758576 -1.05846992
IMAGE:1859838  ZNF213 Hs.115284 Zinc finger protein 213 AI197807 181240.994641344 0.56081736 0.88730345 -1.72009424 -1.16650278 -0.55572035
IMAGE:127486  LDHD Hs.380929 Lactate dehydrogenase D R09053 127228-1.302386556 -0.50580403 -0.02319365 1.04107027 1.12596442 0.57424325
IMAGE:1898026  MBOAT2 Hs.467634 O-acyltransferase (membrane bound) domain containing 2 AI299663 106705-0.104135759 -0.79637307 -1.45446415 0.87435112 1.01395943 1.28053288
IMAGE:795882  GNPDA1 Hs.278500 Glucosamine-6-phosphate deaminase 1 AA460143::AA460741 956730.640389851 1.29535407 0.49916319 -1.78425698 -0.84018746 -0.90312543



IMAGE:234562  SFRS2IP Hs.210367 Splicing factor, arginine/serine-rich 2, interacting protein H78241 35691.354445511 -0.81101576 0.9958706 -0.86945137 -0.6736045 -0.51692701
IMAGE:1492238  MAPBPIP Hs.632483 Mitogen-activated protein-binding protein-interacting protein AA875936 1279220.615884639 0.88159041 0.7857621 -2.05576507 -0.71634665 -0.45630347
IMAGE:826204  FLII Hs.513984 **Flightless I homolog (Drosophila) AA521453 284430.979133517 0.7976408 0.39768462 -1.70410189 -0.8672188 -0.59094655
IMAGE:1881689   Hs.604374 Transcribed locus AI290798 73528-1.073290672 -0.9933204 -0.31877116 1.73891392 1.12414246 0.63532417
IMAGE:901655  PCOLCE Hs.202097 Procollagen C-endopeptidase enhancer AA513387::AI821414 844360.553114497 0.52084914 1.22100745 -1.15654627 -1.0773953 -0.90326319
IMAGE:1631807  GMPPB Hs.567488 GDP-mannose pyrophosphorylase B AI004169 892751.124156676 0.89517263 0.17044197 -1.51976098 -1.06294937 -0.65933608
IMAGE:898109  TAX1BP1 Hs.34576 Tax1 (human T-cell leukemia virus type I) binding protein 1 AA598483 105330-0.633582709 -0.67710409 -1.23044738 0.04296754 1.66154847 1.79957342
IMAGE:1914684     AI310519 86294 0.737867157 -0.11658113 1.44375066 -1.74898691 -0.77327764 -0.21435282
IMAGE:855402  RP5-821D11.2 Hs.116419 Meiosis defective 1 AA664001 1598-1.093769812 -0.88851794 -0.42242516 1.35572951 0.95885578 1.18687778
IMAGE:134976  MLLT1 Hs.10095 Myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 1 R32354::R31625 1318960.834034919 0.51371702 1.04768969 -2.24238576 -0.6599606 -0.42889367
IMAGE:49435  C9orf68 Hs.179615 Chromosome 9 open reading frame 68 H15396::H15395 29996-1.009827567 -1.07215308 -0.23449814 1.23124963 1.22373099 0.96111303
IMAGE:809946  IFRD2 Hs.315177 Interferon-related developmental regulator 2 AA454813::AA454887 1288581.260146172 0.77365885 0.10377011 -1.73993075 -0.84875485 -0.59173456
IMAGE:878545  RPL18 Hs.515517 Ribosomal protein L18 AA775874 1245600.647598426 0.65085359 0.89108484 -1.86815657 -0.72071058 -0.47266693
IMAGE:1323772   Hs.543999 Transcribed locus AA877216 6021-1.008533836 -0.79351903 -0.58544018 1.19755075 1.15501698 1.08231179
IMAGE:229596  PSD4 Hs.516306 Pleckstrin and Sec7 domain containing 4 H67298 1343950.838714231 0.60254493 1.12393408 -1.52683921 -0.97502056 -1.06494657
IMAGE:1873533  SLC26A3 Hs.1650 Solute carrier family 26, member 3 AI339538 3647-1.196779229 -0.64040466 -0.18556397 0.98228477 1.35407266 0.65137338
IMAGE:32609  LAMA4 Hs.213861 Laminin, alpha 4 R43734 4600.923513789 0.82761028 0.90094826 -1.87376579 -0.87524106 -1.00386459
IMAGE:813391   Hs.597796 Transcribed locus AA458636::AA455539 39050.033734294 -2.17960171 0.70658844 0.69152073 0.53190515 1.1121397
IMAGE:304886     N92502::W38826 13644-0.677877884 -1.18752682 -0.36009678 1.28626915 1.00646189 0.955497
IMAGE:770785  MAN1C1 Hs.197043 Mannosidase, alpha, class 1C, member 1 AA427619::AA437353 949160.304762123 1.43889687 1.03006507 -1.52785023 -1.20187138 -1.17334823
IMAGE:1568233  FAM62C Hs.477711 Family with sequence similarity 62 (C2 domain containing), member C AA928864 119591.254772518 -1.39294938 1.11896854 -0.83452387 -0.13676256 -0.22015896
IMAGE:1505707   Hs.42197 CDNA clone IMAGE:5270438 AA879452 10001-0.738264993 -1.25668207 -0.32198217 1.62482059 1.36381391 0.40626381
IMAGE:321266  MAFB Hs.642679 V-maf musculoaponeurotic fibrosarcoma oncogene homolog B (avian) AA037402::W52922 291831.551013117 -0.10070292 0.66350986 -1.60583503 -0.69527363 -0.70374397
IMAGE:1592276  MRPL28 Hs.513230 Mitochondrial ribosomal protein L28 AA968664 119911.049618299 0.68764353 0.52790249 -1.78853932 -0.89737318 -0.57985835
IMAGE:1374851  HNRPR Hs.373763 Heterogeneous nuclear ribonucleoprotein R AA947360::AI732865 18152-0.898161206 -0.82545848 -0.731182 1.39888945 1.06632714 1.03419043
*mitoch. cont. IMAGE:502634141632 -1.04809744 -0.91152292 -0.21399355 1.37743271 0.82280692 1.00668285
IMAGE:502664  TMEM158 Hs.35861 **Ras-induced senescence 1 AA127069::AA125792 914161.561752606 -0.26580132 0.63093161 -0.02861339 -1.40297335 -1.30100471
IMAGE:1070007  ZC3H7B Hs.592188 Zinc finger CCCH-type containing 7B AA599715::AI732635::AI791927 20615-1.267691869 -0.70481844 -0.73785666 1.63324766 1.0355224 1.21231623
IMAGE:26474  FOS Hs.25647 V-fos FBJ murine osteosarcoma viral oncogene homolog R20750::R12840 896270.841846694 0.73196341 0.47232491 -1.14602041 -1.09186364 -0.71323724
IMAGE:824421  NUDT5 Hs.555956 Nudix (nucleoside diphosphate linked moiety X)-type motif 5 AA490236::AA490510 727560.898407194 1.23163199 0.18388584 -1.80481065 -0.41182177 -1.20828365
IMAGE:23185  TNC Hs.143250 Tenascin C (hexabrachion) R39239::T77595 313851.0351759 1.03294439 -0.5001052 -0.75717552 -1.0621118 -0.65776161
IMAGE:563465  ATP11A Hs.29189 **ATPase, Class VI, type 11A AA113331::AA113330 760951.08970102 0.56548519 0.77694852 -1.71063329 -0.77104305 -0.97228862
IMAGE:300015  FNTA Hs.370312 **Farnesyltransferase, CAAX box, alpha N78902::W06970 277840.579684951 -0.88340464 1.69435174 0.04542473 -0.93116074 -0.77662414
IMAGE:1861366  RPL14 Hs.446522 Ribosomal protein L14 AI053973::AI792445 21951-0.875760969 -0.89483898 -0.46969617 1.96325859 0.60872003 0.67104152
IMAGE:242182  PKIB Hs.486354 Protein kinase (cAMP-dependent, catalytic) inhibitor beta H93535::H93534 7082-1.125901365 -0.63944894 -0.47938831 0.90119924 1.3747227 0.97133889
IMAGE:1845273  TNPO2 Hs.643444 Transportin 2 (importin 3, karyopherin beta 2b) AI217523 6240-1.019297307 -1.23293539 0.67501699 -0.05044862 1.57796655 1.00705987



IMAGE:47853  STARD4 Hs.93842 **START domain containing 4, sterol regulated H11346::H11369 782780.932339952 0.50877479 0.86626379 -1.94514998 -0.77611013 -0.52324173
IMAGE:68500  RASSF5 Hs.497579 Ras association (RalGDS/AF-6) domain family 5 T53118::T53117 950890.731491356 1.08475781 0.55360678 -1.33194087 -1.21554904 -0.8688923
IMAGE:951008   Hs.593086 Transcribed locus AA620414 13639-1.02119636 -0.99742906 -0.24733295 0.36934937 1.67710565 1.29064929
IMAGE:80374  PDHA1 Hs.530331 Pyruvate dehydrogenase (lipoamide) alpha 1 T65758::T65833 3244-1.106040538 -0.63136228 -0.31585756 0.46480343 1.52643415 1.00968859
IMAGE:380880   Hs.386402 Transcribed locus, strongly similar to XP_295178.2 PREDICTED: hypothetical protein XP_295178 [Homo sapiens] AA058574::AA056055 3154-1.097752293 -1.26020662 0.39682749 1.04152637 1.05710418 0.94227345
IMAGE:1699243  DMRT3 Hs.189174 Doublesex and mab-3 related transcription factor 3 AI002773::AI733646 702380.608922583 -0.51395343 -0.07189236 2.04457329 -1.25540582 -0.84175575
IMAGE:730633  CROP Hs.130293 Cisplatin resistance-associated overexpressed protein AA412738::AA411969 119185-0.3245574 -0.52739427 -1.35689032 0.66600714 1.14641025 1.16162302
IMAGE:41208  BMP1 Hs.1274 Bone morphogenetic protein 1 R56774::R56773 43590.748322908 0.91648598 0.59841754 -2.14576356 -0.42009013 -0.67938157
IMAGE:647420  NOL12 Hs.632778 Nucleolar protein 12 AA199650 1215471.519783596 0.63665132 0.54793335 -1.94689511 -1.0289556 -0.94371835
IMAGE:195555   Hs.406337 Full length insert cDNA YP99D02 R91822 61517-1.119018043 -0.80169262 -0.38351857 1.71963172 0.97956799 0.66126451
IMAGE:206272  ME1 Hs.21160 Malic enzyme 1, NADP(+)-dependent, cytosolic H58542::H58541 25936-0.765452861 -0.67207682 -0.69560464 0.7571465 1.26281087 1.00584294
IMAGE:197913  SFPQ Hs.355934 Splicing factor proline/glutamine-rich (polypyrimidine tract binding protein associated) R96240::R96296 94215-0.430294422 -1.23315903 -0.5702988 0.28982068 1.61208424 1.30614875
IMAGE:815051  SLFN11 Hs.462829 Schlafen family member 11 AA465168::AA465286 1072900.674892353 1.1560646 0.55104966 -1.03622714 -1.14271608 -1.25630428
IMAGE:1091502  COL5A2 Hs.445827 Collagen, type V, alpha 2 AA599273 1183000.825127196 0.76037585 0.77877887 -1.45769847 -0.99762313 -0.89640656
IMAGE:1898143  GFOD2 Hs.461030 Glucose-fructose oxidoreductase domain containing 2 AI298988 991191.580780458 0.17019278 0.55336734 -0.74263828 -1.56330368 -1.01222708
IMAGE:299603   Hs.635764 Full length insert cDNA clone ZA88B06 AI822111::N74889::W05733 11428-0.734923197 -0.55023322 -0.30788394 2.04927818 0.25530787 0.00800349
IMAGE:139883  KIAA1754 Hs.523252 KIAA1754 R64153::R64263 709381.346155632 -0.40254438 1.28300813 -1.7617336 -0.77808985 -0.4793536
IMAGE:49920  PTDSS1 Hs.292579 Phosphatidylserine synthase 1 H28984::H29089 1010051.419820425 0.55095137 0.34453497 -1.53409433 -1.11646114 -0.73627093
IMAGE:949928  MYST3 Hs.591848 MYST histone acetyltransferase (monocytic leukemia) 3 AA599173 871480.583947248 0.37902059 0.78260064 -1.97732236 -0.32431699 -0.1210632
IMAGE:239943  KIAA0256 Hs.9997 KIAA0256 gene product H81938::H82033 101788-0.943462789 -0.83957108 -0.31869665 1.98043834 0.61851894 0.47396434
IMAGE:814297  PEPD Hs.36473 Peptidase D AA459105::AA459325 1078390.647326163 0.91471702 0.84438512 -1.64636071 -0.67099179 -1.08119367
IMAGE:869233  DLC1 Hs.134296 Deleted in liver cancer 1 AA679864 73933-1.186391817 -0.53332262 -0.99466508 1.03733874 1.6574549 1.12810937
IMAGE:1659177   Hs.562573 Transcribed locus AI055943 77779-0.615823612 -1.38439446 -0.11022455 1.31700022 0.97570471 0.84540288
IMAGE:1558394  LPL Hs.180878 Lipoprotein lipase AA976046::AI733202::AI793132 89623-0.426234089 -1.15836109 -0.39411787 0.7955118 1.36777369 0.70625463
IMAGE:842879  ALDH5A1 Hs.371723 Aldehyde dehydrogenase 5 family, member A1 (succinate-semialdehyde dehydrogenase) AA486410 134537-1.304709585 -0.78168298 -0.18645093 0.67237728 1.44303153 1.24724369
IMAGE:1519408   Hs.370221 CDNA clone IMAGE:4823793 AA902665 28320-0.619232888 -1.11503127 -0.30297093 0.96168707 0.90108555 1.11733729
IMAGE:811941  ZNF688 Hs.301463 Zinc finger protein 688 AA455010::AA455009 1142580.722378664 1.14311233 0.57836331 -1.24613154 -1.30471353 -0.97034556
IMAGE:1869329     AI269958 1098511.285942688 0.612195 0.49691153 -1.44891315 -1.13498505 -0.88444774
IMAGE:222025  STCH Hs.352341 **Stress 70 protein chaperone, microsome-associated, 60kDa H85557::H85311 236190.619772389 0.44526082 1.50687288 -1.32094172 -1.05594267 -1.10425652
IMAGE:682749   Hs.561775 Transcribed locus AA210699::AA210841 29590-0.645556963 -1.31428183 -0.28806254 1.49739681 0.76630068 1.03613887
IMAGE:1323636  MGAT1 Hs.519818 Mannosyl (alpha-1,3-)-glycoprotein beta-1,2-N-acetylglucosaminyltransferase AA858059 686510.501393359 0.88744921 0.75232966 -2.04406587 -0.51528471 -0.46432534
IMAGE:148960  GPBP1 Hs.444279 GC-rich promoter binding protein 1 R82825::R82824 12674-1.298799917 -1.29487245 -0.10092237 1.64994259 0.91354245 1.45317647
IMAGE:453589  SLC2A1 Hs.473721 Solute carrier family 2 (facilitated glucose transporter), member 1 AA679565 791301.733248823 -0.18273954 -0.02566644 -1.30117404 -0.74659658 -0.24591025
IMAGE:242687  B3GNT2 Hs.173203 **UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 2 H93550 1036-0.561309475 -0.60979518 -1.01178579 0.72113752 0.91133373 1.38891797
IMAGE:839736  CRYAB Hs.408767 Crystallin, alpha B AA504891::AA504943 21958-0.317773294 -1.64249511 0.3990523 0.43120404 0.89503237 1.11535082
IMAGE:160664  RET Hs.350321 Ret proto-oncogene (multiple endocrine neoplasia and medullary thyroid carcinoma 1, Hirschsprung disease) H24956::H24996 1080020.897690193 1.24641371 0.22277606 -1.73839138 -1.08654664 -0.66968791



IMAGE:1573570  RERG Hs.199487 RAS-like, estrogen-regulated, growth inhibitor AA962466 70043-0.970491143 -1.03411073 -0.60361822 1.27455116 1.22484836 1.26202605
IMAGE:2015148  GIT1 Hs.514051 G protein-coupled receptor kinase interactor 1 AI361300 248280.929334021 0.03681635 1.35551121 -2.06255255 -0.62336781 -0.45769422
IMAGE:307553  KRAS Hs.505033 **V-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog N95249::W21091 1251770.534454325 1.51425608 -0.36804819 -0.7397965 -0.6340186 -1.23919027
IMAGE:1883267   Hs.147865 Transcribed locus AI222908 13039-0.724621398 -1.42590393 0.22234887 0.99671038 0.78816771 1.16297382
IMAGE:1557660  POLR3D Hs.148342 Polymerase (RNA) III (DNA directed) polypeptide D, 44kDa AA937731 781040.708255174 1.05904587 0.64051628 -1.35354738 -1.24528612 -0.85276342
IMAGE:878605  LOC642412 Hs.515687 Similar to matrix-remodelling associated 8 AA775270 286750.684817437 -0.05925784 1.54031705 -1.32063369 -1.08507217 -0.45802984
IMAGE:343990  COPZ2 Hs.408434 Coatomer protein complex, subunit zeta 2 W70230::W70229 817920.440185449 0.66760319 1.13257428 -1.5817103 -1.0210844 -0.47460611
IMAGE:2542220  PMM2 Hs.459855 Phosphomannomutase 2 AW029017 189081.453420587 0.738937 0.1684933 -1.63610172 -1.18359545 -0.67945583
IMAGE:744925  NEK9 Hs.7200 NIMA (never in mitosis gene a)- related kinase 9 AA625810 94056-0.645226955 -1.3005128 -0.64945461 2.25177064 0.78266205 0.69599521
IMAGE:32050  LONRF2 Hs.21380 LON peptidase N-terminal domain and ring finger 2 R41972 70585-1.140434069 -0.73975535 -0.48073073 1.30471793 1.22579636 0.89068325
IMAGE:2243734  C1orf95 Hs.592751 Chromosome 1 open reading frame 95 AI656373 1033760.847359797 -0.73537966 1.69075092 -0.2835301 -0.95336311 -1.04451565
IMAGE:155575  EPB41L1 Hs.437422 Erythrocyte membrane protein band 4.1-like 1 R71689 29236-1.503583669 -0.95326592 0.11735224 0.91750174 1.20829464 1.41278771
IMAGE:122946  KIAA1276 Hs.18861 KIAA1276 protein R00167::R00166 2144-0.891887603 -1.10797836 -0.605413 0.52659386 1.66552444 1.56444689
IMAGE:713660  GPM6B Hs.495710 Glycoprotein M6B AA284329::AA287218 23625-0.273019295 0.52025976 1.44534517 -1.93417004 -0.25290662 0.0095345
IMAGE:307157  BBS2 Hs.333738 Bardet-Biedl syndrome 2 N93740::W21145 112344-0.642319697 -0.66665253 -1.22728103 1.75762774 0.88894556 0.85098634
IMAGE:299600  DLX5 Hs.99348 Distal-less homeobox 5 N74882 276461.364254825 -0.4503377 0.99115424 -0.74002703 -0.7297995 -1.13999195
IMAGE:278188  ABHD5 Hs.19385 Abhydrolase domain containing 5 N63539::N94860 67014-0.667503378 -0.7474805 -0.28612069 -0.1271017 1.42668897 1.18053941
IMAGE:127119  ITFG1 Hs.42217 Integrin alpha FG-GAP repeat containing 1 R08032::R08083 25696-1.012657758 -1.15445451 -0.57437688 1.31184225 1.47619758 1.18059968
IMAGE:854450  STAU1 Hs.370187 Staufen, RNA binding protein, homolog 1 (Drosophila) AA669068 1145120.904134697 0.90188588 0.45822667 -0.92334933 -1.10646718 -1.25199769
IMAGE:271926   Hs.594950 Transcribed locus N35250 71770-0.352196903 -2.03527038 -0.1954872 1.25860342 1.1891236 1.37783291
IMAGE:2488470   Hs.477083 CDNA FLJ26025 fis, clone PCD08250 AI971009 67965-1.215471852 -0.56138277 -0.19933563 0.19576953 1.62769427 1.09098767
IMAGE:1160966  CAPN13 Hs.445748 Calpain 13 AA877554::AI821843::AI821097 28837-0.73549064 -0.79578885 -0.60361261 1.17586546 0.98913551 0.88643404
IMAGE:825404   Hs.600133 Transcribed locus AA504253 23642-0.632332739 -1.44408149 -0.33478661 0.65060677 1.63890945 1.24358838
IMAGE:1663707  LOC147804 Hs.433293 Hypothetical protein LOC147804 AI079632 67743-1.129963375 -1.35467494 0.08733125 1.52901642 1.11811528 0.9706617
IMAGE:2298710   Hs.605886 Transcribed locus AI651167 1360711.236093747 0.87597904 0.08912839 -1.60363583 -0.82713848 -0.84874536
IMAGE:2109825  CYP4F3 Hs.106242 Cytochrome P450, family 4, subfamily F, polypeptide 3 AI393075 26883-1.035006153 -0.79946058 -0.2366685 0.51591858 1.44156872 1.09004842
IMAGE:2490795  WISP2 Hs.592145 WNT1 inducible signaling pathway protein 2 AI973060 109830.735142131 0.25969969 1.19113798 -0.96253587 -0.81047227 -1.20817707
IMAGE:1667445  CEBPZ Hs.135406 CCAAT/enhancer binding protein zeta AI057599 64416-1.212671619 -1.08976503 -0.09948908 0.68911276 1.50385664 1.38504693
IMAGE:701175     AA287667::AA287867 22159-1.681456748 -0.93707372 -0.65249323 2.30186236 1.36773311 1.07381677
IMAGE:61647  ACADL Hs.471277 Acyl-Coenzyme A dehydrogenase, long chain T41038::T40152 8089-0.858779332 -1.0350804 -0.12432981 1.27796374 0.83850739 0.87973073
IMAGE:839941  FBXO18 Hs.498543 F-box protein, helicase, 18 AA490142::AA489961 27477-1.211094678 -0.72744227 -0.30931697 0.82746121 1.40667397 1.06031644
IMAGE:132789     R27412::R27411 58717-0.812283879 -0.75837239 -0.45437499 1.8210864 0.62877031 0.47409643
IMAGE:27548  NUP153 Hs.121088 Nucleoporin 153kDa R40059::R12905 1286810.844560048 0.52511431 1.47504507 -1.83815371 -1.20766869 -0.85249546
IMAGE:1682730   Hs.146933 Transcribed locus AI168102 21071-1.163009111 -1.16816782 0.06579423 1.18884414 1.23656215 0.98911631
IMAGE:280784  SLC27A3 Hs.438723 **Solute carrier family 27 (fatty acid transporter), member 3 N50655::N50750 80110.336274702 0.69196801 1.18471518 -1.79856918 -0.3571407 -0.86754816
IMAGE:245398   Hs.498418 CDNA clone IMAGE:4794941 N53480::N72483 26315-0.617240107 -0.84403883 -1.15651707 1.37682465 1.38438461 0.87635547



IMAGE:897460  EEF1D Hs.333388 Eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein) AA489523 1047120.613163963 0.80123118 0.73775849 -2.0074351 -0.77912112 -0.2572346
IMAGE:954120     AA525112::AI732473::AI791426 29278-0.966292212 -0.70621014 -0.58575108 1.60766474 0.84281813 0.7904595
IMAGE:342211  MBOAT2 Hs.467634 O-acyltransferase (membrane bound) domain containing 2 W63789::W94209 115880.163204599 -1.52417351 -0.38119733 0.41397476 1.20423563 0.89973964
IMAGE:510668  SEPP1 Hs.643494 Selenoprotein P, plasma, 1 AA101954::AA101953 12549-1.172658149 -0.45942856 -0.43449046 0.67687587 1.21553878 1.09882848
IMAGE:265   Hs.465730 Transcribed locus, weakly similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AA177066::AI793032::AI793208 25111-0.982767386 -0.87816778 -0.40746956 1.35649069 0.99767669 0.94657232
IMAGE:813286  LOC146795 Hs.157726 Hypothetical protein LOC146795 AA455934::AA456403 301321.510227154 0.2184843 0.17082106 -1.41409676 -0.76988031 -0.62261644
IMAGE:290229  DTNA Hs.643454 Dystrobrevin, alpha N62272::N77553 3857-0.861688281 -1.36843241 -0.55193201 1.08205017 1.60682858 1.34621731
IMAGE:294995  SIDT2 Hs.410977 SID1 transmembrane family, member 2 N71545::N99553 124083-1.010445223 -0.53488352 -0.95134629 1.48579199 1.28494797 0.73643603
IMAGE:869187  EPAS1 Hs.468410 Endothelial PAS domain protein 1 AA680300 646460.829973518 1.1219148 0.29917118 -1.6044187 -1.21958701 -0.47779074
IMAGE:843049  MCM4 Hs.460184 **MCM4 minichromosome maintenance deficient 4 (S. cerevisiae) AA488610::AA485983 791660.478510111 1.51231814 -0.12513871 -1.48156614 -0.79236079 -0.55589206
IMAGE:550353  PIGF Hs.468415 Phosphatidylinositol glycan, class F AA098979::AA101792 989621.07126076 0.98821182 0.05228638 -1.28004729 -1.08566463 -0.78885494
IMAGE:1884443  ZNF626 Hs.128692 Zinc finger protein 626 AI216192 96334-0.923253277 -1.16965652 0.36372982 1.38172272 0.59402209 0.70895762
IMAGE:52755  LOC349114 Hs.414183 Hypothetical protein LOC349114 H29783::H29782 31486-0.663278817 -1.13416815 -0.6176769 0.47007745 1.48125034 1.51693879
IMAGE:840466  MARCO Hs.67726 Macrophage receptor with collagenous structure AA485867::AA487769 677921.308663555 0.09990295 0.71953741 -0.98602222 -1.00896921 -1.0172801
IMAGE:236282  WAS Hs.2157 Wiskott-Aldrich syndrome (eczema-thrombocytopenia) H61193::H62098 1255980.698386269 1.36116477 0.03478952 -1.43252844 -0.75747626 -0.94280877
IMAGE:241245  KIAA0146 Hs.381058 KIAA0146 H81087::H81086 67927-0.757900636 -0.78101034 -0.46607346 2.44306186 0.08228932 0.36560711
IMAGE:301135  TXNL2 Hs.42644 Thioredoxin-like 2 N81125::AI822071::W15560 1330121.130769306 0.73781055 0.16700691 -1.35959862 -1.0506585 -0.6013713
IMAGE:51975  ZNF592 Hs.79347 Zinc finger protein 592 H23198::H23311 921220.944294796 0.85403218 0.77618068 -0.55237219 -1.38758345 -1.72776068
IMAGE:242011  PKN2 Hs.440833 Protein kinase N2 H93319::H93823 5703-1.3174968 -0.96815115 0.11912736 1.1818799 1.03029738 1.06738545
IMAGE:207750     H58930::H58977 28422-0.757954417 -0.79944849 -0.60995889 1.84674954 0.70667108 0.54513235
IMAGE:149809  GATA2 Hs.367725 GATA binding protein 2 H00625::R82780 667850.5673074 0.80448649 0.92629858 -0.85259293 -1.1919266 -1.17104453
IMAGE:980809   Hs.573633 Transcribed locus, moderately similar to NP_775735.1 l(3)mbt-like 4 [Homo sapiens] AA526755::AI732498::AI791454 65787-0.641580449 -0.90272961 -0.73698694 1.64747898 0.716961 0.87325878
IMAGE:297305  RBP5 Hs.246046 Retinol binding protein 5, cellular N92148::W03572 826120.254222196 1.44240693 0.21017543 -0.38277287 -1.19957424 -1.22531586
IMAGE:454317  LOC402571 Hs.568109 Similar to gap junction protein, epsilon 1, 29kDa AA677165 24580-0.318369179 -1.3612519 -0.09105915 1.08556417 0.82102233 0.72666907
IMAGE:139331  RMND5A Hs.75277 Required for meiotic nuclear division 5 homolog A (S. cerevisiae) R63731::R63782 309121.234394869 0.50279755 0.59304249 -1.58400715 -0.6706057 -1.09247889
IMAGE:252412  C4A Hs.534847 Complement component 4A (Rodgers blood group) H87351::H87892 921371.230558659 0.16647418 0.77087417 -2.04868368 -0.90745308 -0.10300521
IMAGE:83358   Hs.76704 Transcribed locus, strongly similar to XP_496055.1 PREDICTED: similar to p40 [Homo sapiens] T68445::T68510 11442-0.869457021 -1.10427146 0.26788777 0.15906031 1.23830358 1.22836912
IMAGE:2400801  C6orf130 Hs.227457 Chromosome 6 open reading frame 130 AI767030 129726-0.680102709 -0.95133526 -0.88108158 1.29820895 0.93906667 1.3112333
IMAGE:809600  DHX8 Hs.463105 DEAH (Asp-Glu-Ala-His) box polypeptide 8 AA458473::AA442985 1129481.030122125 0.83750431 1.08198077 -1.52836106 -1.62837416 -0.99718039
IMAGE:739511  PKMYT1 Hs.77783 **Protein kinase, membrane associated tyrosine/threonine 1 AA478066::AA479030 701650.601550884 1.26267774 0.17667505 -1.37665972 -0.83475504 -0.80577199
IMAGE:1640966  LOC645626 Hs.539813 Hypothetical protein LOC645626 AI024606 95110-0.706590372 -0.5818812 -0.69998326 2.22428162 0.44407885 0.13932597
IMAGE:124203   Hs.609453 Transcribed locus R02313::R02414 22354-0.440139841 -1.39422598 -0.17752359 0.73112217 1.11922501 1.12310604
IMAGE:180902  BOK Hs.293753 BCL2-related ovarian killer R87777::R87860 1025581.362316742 0.9971312 -0.17853064 -1.48171292 -1.36685617 -0.46743952
IMAGE:771258  CD8A Hs.85258 CD8a molecule AA443584::AA443649 751350.669691607 1.31651497 -0.048258 -0.87203578 -1.06584541 -0.98110617
IMAGE:825677  ASNA1 Hs.465985 **ArsA arsenite transporter, ATP-binding, homolog 1 (bacterial) AA504809::AA505159 1361450.607648761 1.23636997 0.43224756 -1.38003132 -1.16378326 -0.76252297
IMAGE:1325420   Hs.621437 Variable region of IgA (VH4 family) AA740786 6089-0.707423766 -1.08419789 -0.24043 1.33849848 0.99075972 0.65871178



IMAGE:950574   Hs.642799 Histone H3.3 mRNA, 3' untranslated region AA608514 837291.372517305 0.68031627 -0.33707505 -1.44621906 -0.82431969 -0.38736779
IMAGE:810964  PPFIBP1 Hs.172445 PTPRF interacting protein, binding protein 1 (liprin beta 1) AA459403::AI732818::AA459628::AI734197 79956-0.773967038 -0.75354729 -1.11191383 1.303657 1.04900576 1.32850102
IMAGE:1913255     AI304840 22975-1.340089389 -0.42080668 -0.82859106 1.56773146 1.25229626 0.85705521
IMAGE:700699  TMED1 Hs.515139 **Transmembrane emp24 protein transport domain containing 1 AA285073::AA283999 1211171.310536818 0.67089007 0.61681684 -1.97573078 -1.04593499 -0.72149561
IMAGE:366933  LOC653750 Hs.632454 Similar to WD repeat domain 42A AA027317::AA027316 2193-0.899284659 -1.24684535 0.63584484 -0.01058215 1.35630046 1.07867065
IMAGE:50743  TXNL2 Hs.42644 Thioredoxin-like 2 H17927 1144111.152400494 0.93567594 -0.13074647 -1.26751836 -1.01260901 -0.6885542
IMAGE:241633  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 H90688::H89838 73031-1.178587673 -0.35594638 -0.64446695 1.77310634 0.81452911 0.51974931
IMAGE:1032172     AA778449 75307-1.583073487 -0.21914591 -0.12394559 1.63970126 0.82965948 0.38890033
IMAGE:284383  SYNPO2 Hs.480615 Synaptopodin 2 N52151 29034-0.547658408 -1.32183973 -0.0320925 0.9789217 0.67923861 1.18620251
IMAGE:767850  C6orf206 Hs.534585 Chromosome 6 open reading frame 206 AA418740::AA418795 726660.813477008 1.25106601 0.38682773 -0.20340462 -1.38027972 -1.99666485
IMAGE:73418  LYN Hs.491767 V-yes-1 Yamaguchi sarcoma viral related oncogene homolog T55399::T55472 946200.700938346 1.36719575 -0.24722294 -0.65953249 -1.16173656 -0.97190342
IMAGE:239924  SPON2 Hs.302963 Spondin 2, extracellular matrix protein H79845::H79844 103061-1.005030497 -0.56372368 -0.11101605 2.31379625 -0.17870843 0.35681351
IMAGE:813279  APEH Hs.517969 N-acylaminoacyl-peptide hydrolase AA455941::AA456408 24100.685196636 0.84073561 0.72587606 -1.88059825 -0.80378995 -0.51185525
IMAGE:486984  NAV1 Hs.497369 Neuron navigator 1 AA043878::AA043997 298381.030044228 1.06622115 0.36542253 -1.35362717 -1.30517594 -0.94237312
IMAGE:84078  UGT1A9 Hs.124112 CDNA clone IMAGE:4824446::UDP glucuronosyltransferase 1 family, polypeptide A9 T70999::T71061 1387560.788900728 1.00379311 0.2256565 -1.84013786 -0.83919179 -0.29178173
IMAGE:1290947     AA876747::AI732837 5798-0.632861223 -1.14082251 -0.3486312 1.2117802 0.92545066 0.95908373
IMAGE:823679  C18orf1 Hs.149363 Chromosome 18 open reading frame 1 AA489633::AA489736 466-0.660064527 -0.95814356 -0.66648469 0.5860587 0.68106184 1.99329746
IMAGE:285323  ITGB4BP Hs.632277 Integrin beta 4 binding protein N66329 627020.792595113 0.8012977 0.7969464 -1.6521776 -1.2061703 -0.52867432
IMAGE:1658773   Hs.587300 CDNA FLJ41780 fis, clone IMR322017049 AI039375 25104-0.775941559 -1.1646417 -0.24306901 1.03153932 1.19812509 0.98504674
IMAGE:275612     R93354::R93353 20694-0.513362857 -0.31539048 -0.64921287 2.26558907 0.17151917 -0.38246216
IMAGE:241242  PB1 Hs.189920 Polybromo 1 H81077::H81076 25722-0.966739214 -1.08630485 -0.55877406 1.57628361 1.38702143 0.81472864
IMAGE:824358   Hs.643726 CDNA: FLJ22105 fis, clone HEP17660 AA489681::AA490288 1124190.576411701 0.7255635 0.7946705 -1.63687671 -0.79416904 -0.51525518
IMAGE:151449  PTPN21 Hs.437040 Protein tyrosine phosphatase, non-receptor type 21 H03504::H03614 1174681.27749931 -0.19000769 0.90942974 -0.99487018 -0.86017973 -0.9129747
IMAGE:126230  ZBTB7A Hs.591384 Zinc finger and BTB domain containing 7A R06252::R06307 1231010.748923404 0.63771691 1.02569591 -1.89299834 -0.78301497 -0.68606705
IMAGE:2113499  GIT2 Hs.434996 G protein-coupled receptor kinase interactor 2 AI399875 1186570.704503196 1.34524759 0.4040533 -1.1119264 -1.46729724 -1.00046918
IMAGE:144855  C9orf46 Hs.584242 Chromosome 9 open reading frame 46 R78465::R78533 218000.474796766 1.33348074 0.12942103 -0.78972408 -0.99637888 -1.08808959
IMAGE:1553305     AA934769 27378-0.998750107 -0.80066672 -0.2250694 0.73856502 1.29567455 0.94622243
IMAGE:77301     AI821303::T50231::AI821013::T50277 22688-0.962053047 -0.80667279 -0.42903121 1.52622664 0.96381767 0.69933345
IMAGE:2338271  NFIA Hs.191911 Nuclear factor I/A AI912047 118560-0.266540774 -1.23250297 -0.42400585 0.06972655 1.34995727 1.35888911
IMAGE:811133  ERICH1 Hs.389906 Glutamate-rich 1 AA485737::AA486458 1096561.010368386 0.97794874 -0.03118655 -1.29000227 -0.81549648 -0.83799375
IMAGE:795792  CUTL1 Hs.191482 **Cut-like 1, CCAAT displacement protein (Drosophila)::CDNA clone IMAGE:4816860 AA459850::AA460403 1245481.140230091 0.47255062 0.43273487 -1.64335012 -0.65561329 -0.66112624
IMAGE:1664338   Hs.634167 CDNA clone IMAGE:4830091 AI073641 903081.570868651 -0.10567601 0.84897962 -1.45860969 -1.0573991 -0.74300468
IMAGE:161823  C6orf68 Hs.289008 Chromosome 6 open reading frame 68 H26324::H26485 1231-0.754077785 -0.51342663 -0.81874453 0.40900232 1.52031338 0.99537158
IMAGE:713158  BIC Hs.388313 BIC transcript AA283087::AA282902 988881.054850937 1.05485094 0.20518911 -1.37509637 -1.24679173 -0.7991511
IMAGE:705265  ZMYM6 Hs.533986 Zinc finger, MYM-type 6 AA280677::AA280676 29979-0.766848473 -0.74591457 -0.5930971 0.91218117 1.57159904 0.52673573
IMAGE:950781  CDC26 Hs.195058 Cell division cycle 26 AA608646 165720.776190611 0.6546442 1.04011997 -1.47393738 -1.21348078 -0.75898401



IMAGE:1237871  ARID1B Hs.291587 AT rich interactive domain 1B (SWI1-like) AA804943::AI791211::AI821947 16368-1.023265194 -0.78584003 -0.54515532 1.3093295 1.07464235 1.01113014
IMAGE:300965  LOC401320 Hs.561708 Hypothetical LOC401320 AI822121::N80689::W07749 11486-0.618714129 -1.42482907 -0.33696522 2.44647922 0.30988332 0.73015878
IMAGE:1570671   Hs.126893 Transcribed locus AA932525::AI733255::AI793279 12178-0.701771194 -0.87450459 -0.21221947 2.21426347 0.40582905 0.00959549
IMAGE:2149968  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) AI459073 270710.94869513 0.2653612 1.31664417 -0.82405164 -1.89108299 -0.75175507
IMAGE:810391  HYAL1 Hs.75619 Hyaluronoglucosaminidase 1 AA464196::AA464791 1041841.375973703 0.10998493 0.70108329 -1.58111194 -1.04830371 -0.47587642
IMAGE:711680  ZNFN1A1 Hs.435949 Zinc finger protein, subfamily 1A, 1 (Ikaros) AA280931 16561-1.282507261 0.11064482 -0.85189662 0.51335819 1.28866272 1.02064354
IMAGE:757143  REEP6 Hs.76277 Receptor accessory protein 6 AA443936::AA444115 139378-1.289814416 -0.53640875 -0.06176318 0.58199505 1.21342075 1.02112293
IMAGE:767202  LTBP2 Hs.512776 Latent transforming growth factor beta binding protein 2 AA424584::AA424629 26631-0.909843952 -0.94070293 -0.18860794 0.627504 1.22323655 1.1608397
IMAGE:148763  KIAA0738 Hs.406492 KIAA0738 gene product H12784::H12845 98191-1.214257913 -0.5694053 -0.59115188 0.81017099 1.37602583 1.22823786
IMAGE:328868  CD44 Hs.502328 CD44 molecule (Indian blood group) W45275::W40475 567880.935243372 0.9314487 0.41916762 -1.40170703 -0.88942595 -1.03286465
IMAGE:198580     R94726::R94809 22061-1.111007861 -0.67801251 -0.63689982 1.34766222 1.0808671 1.05112601
IMAGE:726779  CNN1 Hs.465929 Calponin 1, basic, smooth muscle AA398400::AA399519 3328-0.36237803 -1.60112913 0.53571652 1.10241148 0.54026085 0.63294277
IMAGE:1008791  ACPP Hs.433060 Acid phosphatase, prostate AA225107::AA226678::AI732062::AI820974 1036240.807104665 0.51400251 0.71770032 -1.19442279 -1.11036743 -0.57399595
IMAGE:826355  VAMP5 Hs.172684 Vesicle-associated membrane protein 5 (myobrevin) AA521036 864410.558999026 0.94770565 0.84557489 -1.49066626 -1.09481429 -0.73154508
IMAGE:743114  HSPBP1 Hs.53066 Hsp70-interacting protein AA401391::AA401415 1011961.181725565 0.52637445 0.67103389 -1.92215102 -1.08378379 -0.39500758
IMAGE:745901  LOC23117 Hs.611072 **CDNA FLJ41487 fis, clone BRTHA2004350::KIAA0220-like protein AA420724::AA420786::AI821628 98301-0.404841723 -0.63516164 -0.2069574 2.30482437 -0.2377235 -0.24839908
IMAGE:700299  WASPIP Hs.591641 Wiskott-Aldrich syndrome protein interacting protein AA283699::AA290914 1178350.593777234 1.2746745 0.196059 -1.13465831 -0.96657876 -0.94651427
IMAGE:195051   Hs.613074 Transcribed locus R91137 867090.596091966 0.87294413 1.0097791 -1.61213359 -0.98751148 -0.86613294
IMAGE:77295  DEDD2 Hs.515432 Death effector domain containing 2 T50230 270971.177905387 0.31588693 0.9000312 -1.80543909 -0.71777462 -0.84251376
IMAGE:815239  ARHGEF1 Hs.631550 Rho guanine nucleotide exchange factor (GEF) 1 AA481277::AA481583 667661.352634411 0.96543917 0.0678502 -1.37445207 -1.18085445 -1.00661659
IMAGE:377205   Hs.598068 **CDNA FLJ42576 fis, clone BRACE3008255 AA055335::AA055334 78228-0.779402327 -1.05566868 -0.11392737 0.64248452 1.16802052 1.08451069
IMAGE:795382  RAPGEF3 Hs.8578 Rap guanine nucleotide exchange factor (GEF) 3 AA453498::AA453497 28574-0.80454201 -1.50189716 0.30420743 0.74096259 0.76015459 1.57828227
*mitoch. cont. IMAGE:324154148142 -1.104224327 -0.67425577 -0.37820047 0.43686059 1.31926636 1.38434379
IMAGE:236034  UCP2 Hs.80658 Uncoupling protein 2 (mitochondrial, proton carrier) H61243::H61242 632570.257902726 1.37547443 0.35757007 -1.16884415 -0.8813422 -0.84684196
IMAGE:1566550  KIAA1370 Hs.152385 KIAA1370 AI091178 5498-1.186194657 -1.16497635 0.1993606 0.82079168 1.3495253 1.10723879
IMAGE:1460130  APOBEC3F Hs.441124 Apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3F AA864496 822790.315679013 0.92542781 1.03675265 -1.39395241 -0.98282877 -0.78081987
IMAGE:2471503  SH3BP2 Hs.167679 SH3-domain binding protein 2 AI948893 147920.445955081 1.00976809 0.8943567 -1.894673 -0.7452891 -0.66156854
IMAGE:123436     R00486::R00585 79137-0.550220948 -1.41267161 -0.27861709 0.63216187 1.13427709 1.52617125
IMAGE:1493596  GPR98 Hs.591777 G protein-coupled receptor 98 AA910218 6078-0.836987663 -0.86730667 -0.6581055 1.36739393 1.06609876 0.94558069
IMAGE:627401  TNFAIP8 Hs.271955 Tumor necrosis factor, alpha-induced protein 8 AA190825::AA190434 1397570.842523786 0.89671036 0.48303459 -0.94052407 -0.99625883 -1.27586154
IMAGE:32076  F2 Hs.410092 Coagulation factor II (thrombin) R41998::R17320 1344881.061986854 0.60889076 0.70150507 -1.81995106 -0.81741689 -0.74582981
IMAGE:196837  EP300 Hs.517517 E1A binding protein p300 R93080::R92865 106010-0.736764705 -0.94819546 -0.543182 1.56511903 0.8340354 0.80726332
IMAGE:214231     H77640 28882 -0.99303335 -0.58687732 -0.62797892 1.63477305 0.90635361 0.61371298
IMAGE:338736  SERPINB1 Hs.381167 Serpin peptidase inhibitor, clade B (ovalbumin), member 1 W60096::W52888 593830.611516391 1.24667919 -0.06273335 -1.50047178 -0.67705937 -0.53134555
IMAGE:1606321  TMC4 Hs.355126 Transmembrane channel-like 4 AA991211 137686-1.618069928 -0.00530031 -0.28088036 0.69793771 1.14418949 0.9440286
IMAGE:1602489   Hs.436703 Transcribed locus, weakly similar to NP_060312.1 hypothetical protein FLJ20489 [Homo sapiens] AA987571::AI733481::AI791882 20131-0.569531911 -0.85386389 -0.93496843 1.9288606 0.69900824 0.6759354



IMAGE:810037  ZBTB22 Hs.206770 Zinc finger and BTB domain containing 22 AA455280::AA465000 1235210.899578929 0.81128418 0.70753784 -2.00504258 -0.40745936 -1.03821502
IMAGE:2448698  HLA-DRB1 Hs.534322 Major histocompatibility complex, class II, DR beta 1 AI923787 63000.531243856 0.67494643 0.9554142 -1.47030997 -0.79391684 -0.73932638
IMAGE:166335  MDS032 Hs.16187 Uncharacterized hematopoietic stem/progenitor cells protein MDS032 R87531::R87627 619390.587664918 0.80894525 0.81686698 -2.22111662 -0.77143996 -0.12344241
IMAGE:1882185  KCTD1 Hs.526630 Potassium channel tetramerisation domain containing 1 AI298267 76456-0.964658112 -0.68547323 -0.96693717 1.3684349 1.62008114 0.69535243
*mitoch. cont. IMAGE:770935142205 -0.578715473 -1.04889129 -0.74150753 1.94986983 0.59242676 0.82599797
IMAGE:2310169  ALDH3A1 Hs.531682 Aldehyde dehydrogenase 3 family, memberA1 AI652557 950591.16741419 0.22121352 0.58704534 -1.3083965 -1.02745517 -0.48089658
IMAGE:212456  LOC90355 Hs.482976 Hypothetical gene supported by AF038182; BC009203 H69538::H69993 21878-0.895398095 -0.4007359 -1.00414987 1.99415236 0.59299662 0.61223935
IMAGE:433225  DDX23 Hs.130098 DEAD (Asp-Glu-Ala-Asp) box polypeptide 23 AA699408 1176240.978327426 0.86088568 0.35467127 -1.71615064 -0.91369956 -0.57230856
IMAGE:1507713  CHAD Hs.97220 Chondroadherin AA937215 118138-0.665632396 -1.36960421 -0.17655724 1.43694308 1.04404653 0.79256186
IMAGE:415698  GALC Hs.513439 Galactosylceramidase W85914::W78928 916451.064272463 0.97232167 0.20652252 -1.55220795 -1.12676398 -0.63407242
IMAGE:345621  CXX1 Hs.522789 CAAX box 1 W72596::W76590 182180.677432983 0.27576322 1.37477632 -1.76954479 -0.86997188 -0.50874804
IMAGE:753291  C1orf21 Hs.497159 Chromosome 1 open reading frame 21 AA406569::AA411752 158951.027294494 0.58101643 0.52624594 -1.64986678 -0.93593457 -0.48447246
IMAGE:1584360   Hs.530159 CDNA FLJ32217 fis, clone PLACE6003771 AA971493::AI733333::AI791671 20883-0.866095796 -1.05210809 -0.76964497 2.05109866 0.98817125 0.80009214
IMAGE:430677  MS4A7 Hs.530735 Membrane-spanning 4-domains, subfamily A, member 7 AA677863 626880.629536199 1.13345277 0.22789235 -1.03326436 -0.69824052 -1.19784401
IMAGE:854162   Hs.335223 **Transcribed locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AA669289::AI791176 25240-1.026362135 -0.77491613 -0.44997052 1.53316479 1.05348318 0.67773258
IMAGE:855406   Hs.594613 Transcribed locus AA664003 740331.676798085 0.33986675 1.05035026 -2.25191356 -0.90334918 -1.18267233
IMAGE:428413  SLC6A16 Hs.130949 Solute carrier family 6, member 16 AA005387::AA004287 107146-0.811084127 -1.3388688 -0.20527911 1.70962039 0.74922712 1.02268077
IMAGE:383175  SART1 Hs.502883 Squamous cell carcinoma antigen recognised by T cells AA074222::AA074115 1298900.881816293 0.909276 0.80822429 -1.57500336 -1.26196274 -0.85995269
IMAGE:1608958     AA991389 87472-0.569730928 1.03482823 1.55795847 -0.40771808 -1.46625088 -0.77112508
IMAGE:2412354  IGHG1 Hs.510635 Immunoglobulin heavy constant gamma 1 (G1m marker) AI826042 124729-1.199112029 -0.56605961 0.09024049 0.61089928 1.27077596 0.65328161
IMAGE:1219044  TASP1 Hs.369932 **Taspase, threonine aspartase, 1 AA659815::AI821943 12394-0.892850617 -1.21746306 -0.03833029 1.37570785 0.73306294 1.10461259
IMAGE:212258  TRA2A Hs.445652 Transformer-2 alpha H69291::H69387 25392-1.135561896 -0.66026682 -0.60323141 1.6432508 0.96833178 0.83619975
IMAGE:212489  WWP2 Hs.408458 WW domain containing E3 ubiquitin protein ligase 2 H68404::H68403 220520.811124709 0.33929848 1.2603539 -1.35977309 -1.35977309 -0.58153097
IMAGE:66317  HIST1H1C Hs.7644 Histone 1, H1c T66815::T66816 128501-1.438235748 0.08986603 -0.29101944 0.28875799 1.37106283 0.72650805
IMAGE:502558  ZFAND2B Hs.534540 Zinc finger, AN1-type domain 2B AA134532::AA134531 209180.946132665 0.51672736 1.01227095 -1.7085299 -1.04796963 -0.7031292
IMAGE:460519   Hs.107418 CDNA FLJ35001 fis, clone OCBBF2011887 AA700392 28430-0.448542261 -0.52558703 -0.94651457 2.3191972 -0.01328628 0.33842623
IMAGE:814054  KIAA0040 Hs.518138 KIAA0040 AA465479::AA465478 97491.175480141 0.79187357 0.82612416 -1.32036012 -1.08403107 -1.57929456
IMAGE:869466  BPI Hs.529019 Bactericidal/permeability-increasing protein AA680249 1243691.043063428 0.98596591 -0.06507118 -0.77600332 -1.0079289 -1.17827282
IMAGE:1358393  MAP2K3 Hs.514012 Mitogen-activated protein kinase kinase 3 AA829383 1329361.2904369 0.37418726 0.5142509 -2.19860672 -0.54410498 -0.39703816
IMAGE:2568869  EXT1 Hs.492618 Exostoses (multiple) 1 AW071548 795581.268264528 0.34626723 0.731475 -1.67657384 -1.087923 -0.57164454
IMAGE:1861898     AI054063::AI792505 20798-0.923454374 -0.59995562 -0.78019064 1.65725052 0.76522196 0.83788081
IMAGE:239568  FAM63A Hs.3346 **Family with sequence similarity 63, member A H81304::H81359 87701.094621312 -0.45983986 1.013807 -0.29081428 -1.01041499 -0.91820166
IMAGE:450193  IL24 Hs.58831 Interleukin 24 AA703531 1181840.341366868 1.45438064 -0.29046519 -0.23017695 -1.25465554 -0.84570729
IMAGE:121558  KIAA0232 Hs.79276 **KIAA0232 gene product T97910::T97909 68119-0.855937961 -0.9317069 -0.65983012 1.35317225 1.16894974 0.98413296
IMAGE:279592  GNPTAB Hs.46850 N-acetylglucosamine-1-phosphate transferase, alpha and beta subunits N48294::N49021 63605-1.173263688 -0.98368883 0.12228776 0.7553305 1.39081743 0.93642114
IMAGE:1696463  LOC284373 Hs.188680 Hypothetical protein LOC284373 AI089641 25286-0.604093079 -1.02642185 -0.79393195 1.03567156 1.16738796 1.23512782



IMAGE:378591     AA777219 1074321.372877307 0.14402188 1.03756743 -1.45422712 -1.17787282 -0.94020813
IMAGE:503581  RERG Hs.199487 RAS-like, estrogen-regulated, growth inhibitor AA131239::AA131358 109293-0.922009858 -1.24219015 0.0622321 1.20311677 1.03505444 0.93033868
IMAGE:273563  IMMP2L Hs.549405 IMP2 inner mitochondrial membrane peptidase-like (S. cerevisiae) N36948::N46217 72595-1.12431915 -0.5985668 -0.37910642 1.63574328 0.98656736 0.43590132
IMAGE:1913269  C14orf72 Hs.150840 Chromosome 14 open reading frame 72 AI304659 63406-1.383833701 -0.86677355 -0.02331918 1.01914949 1.28219999 1.10371037
IMAGE:294127  HERPUD2 Hs.643591 HERPUD family member 2 N71365::N99796 15137-0.655596551 -1.18561359 -0.76748904 1.63172141 0.95506633 1.13438876
IMAGE:809784  KLK6 Hs.79361 Kallikrein 6 (neurosin, zyme) AA454743::AA454794 1017330.647450569 0.93820674 0.53240407 -1.63762291 -0.52609284 -0.8802753
IMAGE:214658  LARP5 Hs.631814 **La ribonucleoprotein domain family, member 5 H73202::H74032 17392-0.849366366 -1.28813867 -0.25648867 1.02736621 1.12102894 1.37847324
IMAGE:743143   Hs.201633 Transcribed locus, strongly similar to XP_371116.3 PREDICTED: myosin VB [Homo sapiens] AA401349::AA399977 861691.720922342 -0.16808776 0.38552416 -0.84963372 -0.90552723 -1.05599612
IMAGE:1837653  TG Hs.584811 Thyroglobulin AI214881 135640-0.883664126 -0.91117987 -0.09605184 0.81351931 0.72973077 1.26908071
IMAGE:505864  RGL1 Hs.497148 **Ral guanine nucleotide dissociation stimulator-like 1 AA683557 988160.740609075 1.20656324 0.17652214 -1.03442921 -1.01854441 -1.08843753
IMAGE:1420801  UPF1 Hs.515266 UPF1 regulator of nonsense transcripts homolog (yeast) AA826255::AI732933::AI791252 1009970.859558243 0.80715417 0.62993312 -1.90046908 -1.00721781 -0.37979812
IMAGE:362279  OR2A7 Hs.561654 Olfactory receptor, family 2, subfamily A, member 7 AA001222 979730.982817314 0.89086213 0.7317301 -1.06882949 -1.23814817 -1.41820413
IMAGE:117364  RAD23B Hs.521640 RAD23 homolog B (S. cerevisiae) AI821397::T96270::AI820558 72200-1.19792051 -0.82309913 -0.38402266 1.95660299 0.74847336 0.80648143
IMAGE:2124107  UPK1A Hs.159309 Uroplakin 1A AI633692 700801.029519786 -0.03225196 0.87077232 -0.68878823 -0.94645669 -0.94912222
IMAGE:240674  LOC400721 Hs.467370 Similar to Zinc finger protein 418 H90294::H90946 73699-1.171149176 -0.31638989 -0.85061444 1.34304514 1.33369621 0.6178353
IMAGE:49631   Hs.532778 Transcribed locus, strongly similar to XP_498905.1 PREDICTED: hypothetical protein XP_498905 [Homo sapiens] H29257::H29340 74986-1.133649109 -0.36848701 -0.30158339 2.02331744 0.46838501 0.13848095
IMAGE:700792  CDKN3 Hs.84113 Cyclin-dependent kinase inhibitor 3 (CDK2-associated dual specificity phosphatase) AA284072::AA284166 1348280.709136693 1.14369647 0.0105871 -1.38323189 -0.64715691 -0.76209482
IMAGE:730971  ACE2 Hs.178098 **Angiotensin I converting enzyme (peptidyl-dipeptidase A) 2 AA416585::AA421125 71705-0.814123442 -0.95866389 -0.53165711 1.22395813 1.01523192 1.08456234
IMAGE:760298  LGMN Hs.18069 Legumain AA425938 201380.952706333 0.89534934 0.42349243 -1.38497372 -1.01215324 -0.90432208
IMAGE:746157  FLJ32569 Hs.177744 Hypothetical protein FLJ32569 AA419488 18487-1.039347853 -0.55678527 -0.16043545 0.78013243 1.09341663 0.72119494
IMAGE:770462  CPZ Hs.78068 Carboxypeptidase Z AA427725::AA427724 770780.542993498 0.50954279 1.10585749 -1.01164695 -1.11954408 -0.82993525
IMAGE:342039  PRSS23 Hs.25338 Protease, serine, 23 W60288::W60379 26440-1.009521931 -1.21540193 -0.49335136 1.35184814 1.75993171 0.84229514
IMAGE:283461  RMND5A Hs.75277 Required for meiotic nuclear division 5 homolog A (S. cerevisiae) N50647::N55404 1266491.392939903 0.51175261 0.73368126 -1.30553299 -0.94938646 -1.51922091
IMAGE:137797  KIAA1856 Hs.556754 KIAA1856 protein R68245::R68539 20051-0.748058508 -0.94855062 -0.66477717 1.06723052 1.05694888 1.25170576
IMAGE:431280  RP1-93H18.5 Hs.381220 Hypothetical protein LOC441168 AA682624 1278390.215345374 1.4347601 -0.02531267 -0.70344835 -0.89089557 -0.84917345
IMAGE:2310272  DHCR7 Hs.503134 7-dehydrocholesterol reductase AI652764 25255-0.928407518 -0.73076772 -0.24376789 0.47550668 1.25011559 1.06785044
IMAGE:489525  QKI Hs.510324 Quaking homolog, KH domain RNA binding (mouse) AA099295::AA099294 1241300.728457138 0.94163052 0.57461137 -1.34355434 -0.74336975 -1.13647162
IMAGE:854338  CHI3L2 Hs.514840 Chitinase 3-like 2 AA668821 119848-0.04770967 1.23989694 0.43232876 -1.35334311 -0.27935022 -0.69599852
IMAGE:810321  CARS Hs.274873 Cysteinyl-tRNA synthetase AA464147::AA464214 1022951.107082322 0.3549252 0.90390222 -1.7811522 -0.73350477 -0.80823207
*mitoch. cont. IMAGE:1011713145850 -0.896961842 -0.76286799 -0.57886345 0.65778392 0.96043898 1.59510117
IMAGE:587782  FOXP1 Hs.431498 Forkhead box P1 AA134361::AI732600::AA134360::AI733893 16609-1.154954797 -0.71505519 -0.19886531 0.93374799 1.13421506 0.98563358
IMAGE:488345  DHRS10 Hs.18788 Dehydrogenase/reductase (SDR family) member 10 AA044826::AA044874 617830.6766182 0.93400792 1.58986709 -2.43413583 -1.35180666 -0.61733055
IMAGE:2569053  FKBP2 Hs.227729 FK506 binding protein 2, 13kDa AW072922 1223000.776631942 1.09171502 0.62955398 -1.42345327 -1.39964568 -0.76636397
IMAGE:854429     AA669059 116185-0.788363235 -0.72867568 -0.3529442 1.73723724 0.55312287 0.42637852
IMAGE:758371  SMC5 Hs.534189 SMC5 structural maintenance of chromosomes 5-like 1 (yeast) AA404360 65541-0.380895265 -1.43037761 -0.63714924 0.40879191 1.47115135 1.6334026
IMAGE:1635534  RALBP1 Hs.528993 **RalA binding protein 1 AI015639::AI733588::AI792168 884191.135299784 0.52961603 0.68809569 -1.587317 -1.1023146 -0.66786174



IMAGE:1894979  MYOG Hs.2830 Myogenin (myogenic factor 4) AI291603 31216-0.455423881 -0.90535739 -1.17636386 0.7182617 1.30858144 1.4847836
IMAGE:1586016  DAPK3 Hs.631844 Death-associated protein kinase 3 AA973730 1218391.316088247 0.58113899 -0.08470747 -0.53841419 -1.12695922 -1.0745831
IMAGE:1590269  SLC2A4 Hs.380691 Solute carrier family 2 (facilitated glucose transporter), member 4 AA978042 101003-0.836235102 -0.98881338 -0.48021912 1.17981954 0.89357225 1.26445484
IMAGE:461799  SELT Hs.369052 Selenoprotein T AA682691 22166-0.963365091 -0.87482134 -0.29592843 1.03886855 0.97543764 1.112884
IMAGE:727263  FAM36A Hs.411490 Family with sequence similarity 36, member A AA412059::AA402247 31356-0.83498634 -1.15621794 -0.24581728 0.44578408 1.52389011 1.32440383
IMAGE:1740334   Hs.551905 CDNA FLJ43146 fis, clone CTONG3008566 AI186968 22977-0.934661453 -1.10111802 -0.38686802 1.04087535 1.34352366 1.15285523
IMAGE:809998  AMY1A Hs.484588 **Amylase, alpha 1A; salivary AA454854::AA455195 61824-0.505690918 -1.2268037 -0.07758966 0.86737251 0.90162061 0.92673589
IMAGE:123608  FHIT Hs.196981 Fragile histidine triad gene R00843 7880-1.112325032 -0.58892422 -0.59923363 0.86055803 1.43191837 1.00843953
IMAGE:145643  ATP8B4 Hs.511311 ATPase, Class I, type 8B, member 4 R77809::R78174 9595-0.753852231 -0.8725628 -0.68402249 1.19914026 1.19317564 0.90233475
IMAGE:838408  TAF4B Hs.369519 TAF4b RNA polymerase II, TATA box binding protein (TBP)-associated factor, 105kDa AA458814::AA457205 26495-0.543346102 -0.90930177 -0.85418796 2.18561397 0.57353516 0.48755763
IMAGE:282162  LOC374676 Hs.564775 Hypothetical protein LOC374676 N48270 58591-0.620228676 -1.20533345 -0.53199859 1.21008122 1.41643514 0.77682507
IMAGE:135010   Hs.594441 Homo sapiens, clone IMAGE:4693260, mRNA R32361::R31645 88297-0.504163635 -0.84154576 -0.45911109 1.87619782 0.19048176 0.52577338
IMAGE:435743  ZNF141 Hs.601092 Zinc finger protein 141 AA700785 67925-1.137168119 -0.62181355 -0.57854921 2.27267042 0.56334291 0.52564568
IMAGE:814109  POLS Hs.481542 Polymerase (DNA directed) sigma AA465382::AA465456 15584-0.971997942 -0.72467559 -0.60526137 0.98372228 1.41489695 0.90296779
IMAGE:1659444   Hs.604033 Transcribed locus AI085810 5641-0.690419193 -1.02637444 -0.43756356 0.72631604 1.43605787 0.95977099
IMAGE:280985  CPEB4 Hs.127126 Cytoplasmic polyadenylation element binding protein 4 N47682::N47681 123541-0.638853845 -0.73552091 -0.86311846 0.72216182 1.36566488 1.05263351
IMAGE:364415  LOC284408 Hs.570010 Hypothetical protein LOC284408 AA022880::AA022879 8306-1.013464717 -0.91293668 -0.31811104 0.68737789 1.38189731 1.2179657
IMAGE:878148  TBC1D9B Hs.155829 KIAA0676 protein AA775429 974410.800741826 0.50645687 0.99513189 -1.78370106 -1.08173695 -0.3392749
IMAGE:416803  HAL Hs.190783 Histidine ammonia-lyase W86776::W86775 898860.937077904 0.37125962 0.72026903 -1.11176597 -0.96135114 -0.78972547
IMAGE:742132  ISG15 Hs.458485 ISG15 ubiquitin-like modifier AA406020::AA406019 11450.933545976 0.88677984 0.0632036 -1.39737663 -0.78683244 -0.62528416
IMAGE:2577145  SCAMP3 Hs.200600 Secretory carrier membrane protein 3 AW075462 1017410.774977463 0.82752036 0.57149317 -2.03296246 -0.87224221 -0.21290852
IMAGE:2384055  FRY Hs.591225 Furry homolog (Drosophila) AI796288 1088100.699932971 -0.16992335 0.45271065 1.29621302 -1.26463929 -1.39247647
IMAGE:1556401     AA936454 13030-1.014573237 -0.73784253 -0.75629124 0.83106685 1.23693855 1.5059823
IMAGE:77193  MAFB Hs.642679 V-maf musculoaponeurotic fibrosarcoma oncogene homolog B (avian) T50121::T50172 585951.320695735 -0.01722228 0.69135469 -0.88540767 -0.67741338 -1.2565825
IMAGE:201213  FRMD4A Hs.330463 FERM domain containing 4A R99471::R99470 2851-1.104684623 -0.72050591 -0.42751909 1.36073172 1.22525817 0.68619478
IMAGE:1476309  VENTX Hs.125231 VENT homeobox homolog (Xenopus laevis) AA872096 569350.987876743 0.70179546 0.65749901 -0.4756751 -1.36698748 -1.51371949
IMAGE:745773  GAPDHS Hs.248017 Glyceraldehyde-3-phosphate dehydrogenase, spermatogenic AA420639::AA420659::AI821664 98220-1.410838599 -0.7485166 -0.07031783 1.46407134 0.81182042 1.05103833
IMAGE:612274  TUBA1 Hs.75318 Tubulin, alpha 1 (testis specific) AA180742::AA180912 1159641.224826404 0.24949378 0.58151899 -1.3833298 -1.15666799 -0.39838122
IMAGE:1948644  FLJ21963 Hs.259559 FLJ21963 protein AI335854 83694-1.238856602 -0.00232384 -1.1479273 0.80782048 1.25227143 1.23658788
IMAGE:276091  ITPKB Hs.528087 Inositol 1,4,5-trisphosphate 3-kinase B R94153::R94152 1197521.250457582 0.21975685 0.68770368 -1.6365917 -1.02991342 -0.39844614
IMAGE:298610  ZNF324 Hs.515660 Zinc finger protein 324 N74284::W04384 632910.46239211 -0.3682726 1.05996461 -2.25466494 0.30740283 0.48112708
IMAGE:301315   Hs.643777 CDNA: FLJ22870 fis, clone KAT02506, highly similar to D84064 Homo sapiens mRNA for Hrs N78770::AI822090 1126460.876578957 0.62578809 0.98943485 -1.79512755 -0.94870836 -0.74650822
IMAGE:1913608     AI310424 3153 1.496578828 -0.74014989 0.46428434 -0.57748283 -0.88554859 -0.25196742
IMAGE:1851134  TNF Hs.241570 Tumor necrosis factor (TNF superfamily, member 2) AI242177 726211.063519517 0.8086956 0.64544085 -1.45567914 -1.07108863 -1.08835596
IMAGE:813393  SSBP2 Hs.102735 Single-stranded DNA binding protein 2 AA458637::AA455540 753861.379032731 0.4083616 0.44240976 -0.75353174 -1.13881351 -1.34175845
IMAGE:915113     AA579267::AI732236 6642-1.295477203 -0.58548101 -0.34881561 1.15978838 1.0432486 1.05441987



IMAGE:811808  FAM65A Hs.152717 **Family with sequence similarity 65, member A AA463469::AA443029 1092820.864619682 0.721324 0.85814826 -1.59844818 -1.05068889 -0.80246379
IMAGE:1956910  WNK2 Hs.522291 WNK lysine deficient protein kinase 2 AI214154 19465-1.475215025 -0.12595428 -0.53777611 0.60449236 1.331476 1.13800574
IMAGE:1892310   Hs.635262 Transcribed locus AI283105 10903-0.911600804 -1.20219763 0.08805227 1.25396824 1.1351349 0.67152918
IMAGE:1636105   Hs.586328 CDNA clone IMAGE:5261865 AI015688 67169-0.812183617 -0.8709904 -0.26722712 0.77700306 1.10341143 0.97838043
IMAGE:417707  CTDSPL Hs.475963 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase-like W88965::W88544 61873-0.487359374 -1.28742753 -0.53951851 1.01398399 1.2682598 1.05433471
IMAGE:2506801  DNM2 Hs.211463 Dynamin 2 AW006821 24160.797212712 0.27540893 1.06463715 -2.24310962 -0.18035405 -0.51626524
IMAGE:2056566  ITGAM Hs.172631 Integrin, alpha M (complement component 3 receptor 3 subunit) AI309439 1005040.787471214 0.81150385 0.70782021 -1.07132412 -0.99729503 -1.21461869
IMAGE:66784   Hs.593576 Transcribed locus T64933::T67667 1340021.323484884 0.57790914 0.18938806 -1.78907717 -0.6064152 -0.69333373
IMAGE:138693  LOC349114 Hs.414183 Hypothetical protein LOC349114 R63497 73777-1.036999267 -0.7041005 -0.50436124 0.47853289 1.54675867 1.21680965
IMAGE:293178  PBX3 Hs.428027 Pre-B-cell leukemia transcription factor 3 N63864::N92009 6081-1.075463564 -0.74454334 -0.22326519 1.39540745 0.98459363 0.62909076
IMAGE:140280     R67904::R66806 27052-1.250752486 -0.88857803 -0.65660678 1.62756169 1.40980804 0.99238451
IMAGE:1374906     AA947534::AI821985 55495-1.084514034 -0.62715055 -0.39778618 1.55437086 0.87856512 0.63179363
IMAGE:1698064  TERF1 Hs.442707 Telomeric repeat binding factor (NIMA-interacting) 1 AI144010 113640-1.067401639 -0.71945682 -0.5647023 1.6070954 0.87656301 0.90250715
IMAGE:195988  OCIAD1 Hs.518750 OCIA domain containing 1 R91401::R92658 22735-0.975008349 -0.70488258 -0.50055667 1.53110083 0.95708356 0.65734784
IMAGE:712916  PSMC3 Hs.250758 Proteasome (prosome, macropain) 26S subunit, ATPase, 3 AA282230::AA282349 160080.917055543 0.61864656 0.55628244 -1.75974008 -0.6683679 -0.57079823
IMAGE:753620  IGFBP6 Hs.274313 Insulin-like growth factor binding protein 6 AA478724::AA479428 55840.864240942 -0.43867442 1.30212796 -0.7573514 -0.8614503 -0.64720804
IMAGE:46931  OTUB2 Hs.278815 OTU domain, ubiquitin aldehyde binding 2 H10030::H10029 3294-0.2394048 -1.4156524 -0.07872098 0.35178214 1.2751015 0.95410337
IMAGE:1622314  SERGEF Hs.32470 Secretion regulating guanine nucleotide exchange factor AI016293 1050610.709726018 1.0767345 0.70096164 -1.72704594 -1.10258376 -0.72626312
IMAGE:344555  UBE2R2 Hs.11184 Ubiquitin-conjugating enzyme E2R 2 W73607::W73654 234560.905323271 0.69921846 0.51135898 -1.70595718 -0.7379403 -0.60211384
IMAGE:198526  SPAG9 Hs.463439 Sperm associated antigen 9 R94859::R94858 5854-1.005880125 -0.90058361 -0.23612629 1.3983298 0.89847392 0.85804974
IMAGE:428560  P117 Hs.356626 Hypothetical protein P117 AA005401::AA005400 1359200.422315877 0.7821733 0.79534354 -1.99074311 -0.74150718 -0.0686629
IMAGE:136856  TMEM107 Hs.513933 Transmembrane protein 107 R36109::R36207 1099990.972706148 0.84449806 0.90117953 -0.98651586 -1.87722467 -0.9885402
IMAGE:1472538  PLA2G6 Hs.170479 Phospholipase A2, group VI (cytosolic, calcium-independent) AA872271 65848-0.432164616 -1.19972886 -1.0020301 0.40924036 1.49729468 1.79384282
IMAGE:343930  GFRA3 Hs.58042 GDNF family receptor alpha 3 W69774::W69813 104670-1.075431323 -0.99662123 0.15826417 0.77062983 0.72020631 1.41941247
IMAGE:462625  PHKA2 Hs.54941 Phosphorylase kinase, alpha 2 (liver) AA704985 6836-1.112914186 -0.57631667 0.02674577 -0.09718996 1.53546896 1.06213507
IMAGE:49117  PHF16 Hs.371977 PHD finger protein 16 H14805::H14804 4501-1.212847565 -0.55482683 -0.53529184 0.49723524 1.78191792 1.04147323
IMAGE:810979  MRPS2 Hs.382044 Mitochondrial ribosomal protein S2 AA459419::AA459645 1296440.654363976 1.00962082 0.71276236 -1.58594408 -1.32315135 -0.47783472
IMAGE:897099  GGT1 Hs.356549 Gamma-glutamyltransferase 1 AA676874 26618-1.01641325 -0.78184667 -0.50557936 1.8721439 1.07483471 0.38238547
IMAGE:140150   Hs.28664 Transcribed locus, strongly similar to XP_373246.2 PREDICTED: similar to 60S ribosomal protein L17 (L23) [Homo sapiens] R66067::R67666 25869-0.764190193 -0.77412075 -0.55664166 0.63763131 1.35635498 1.0092822
*mitoch. cont. IMAGE:1161030153263 -0.715470614 -0.40848309 -0.97424667 0.70233786 1.06083335 1.14056769
IMAGE:323522  NRBP1 Hs.515876 Nuclear receptor binding protein 1 W45701::W44348 911870.887124782 0.56696613 0.81560882 -1.74212617 -0.96875592 -0.48976531
IMAGE:841022  BTBD9 Hs.116233 BTB (POZ) domain containing 9::CDNA FLJ35343 fis, clone PROST2015932 AA486864::AA486863 21119-0.857388292 -1.59256054 -0.02958435 1.37588119 1.14705883 1.18896365
IMAGE:1880054  ROS1 Hs.1041 V-ros UR2 sarcoma virus oncogene homolog 1 (avian) AI280391 111090-0.963058254 -0.5969325 -0.47220834 0.88295986 1.08043978 0.96684692
IMAGE:321271  PRR5 Hs.102336 Proline rich 5 (renal) AA037410::W52941 126864-1.318637147 -0.51832878 -0.20058258 0.50246059 1.47352783 1.03018869
IMAGE:562067  AGPAT3 Hs.248785 1-acylglycerol-3-phosphate O-acyltransferase 3 AA211446::AA211524 30855-1.07039095 -0.45606633 -0.30505916 0.42179766 1.23150006 1.01771215
IMAGE:159455  PLD3 Hs.257008 Phospholipase D family, member 3 H15747::H15746 1252570.743356752 0.72353534 1.05945604 -1.58904917 -0.68143734 -1.2541717



IMAGE:1635350  PRR13 Hs.426359 Proline rich 13 AI014387 894610.957934042 0.84251804 0.5656187 -1.79050243 -0.82085939 -0.79633968
IMAGE:279665  PDHX Hs.502315 Pyruvate dehydrogenase complex, component X N48320::N49046 56277-0.838723941 -0.73291226 -0.58664316 0.5808643 1.48181968 1.02807427
IMAGE:1655779     AI040138 13600-0.398962285 -0.61168638 -0.45027512 2.29141216 -0.23864525 0.02605
IMAGE:345234  ARHGAP30 Hs.389374 Rho GTPase activating protein 30 W72330::W74396 702180.815095379 0.97389345 0.23427124 -1.27848226 -0.81016252 -0.88767751
IMAGE:2253645  TAS2R49 Hs.408153 Taste receptor, type 2, member 49 AI686409 109377-0.431109936 -1.05528308 -0.56817326 1.32316691 0.64820008 0.96843912
IMAGE:743341  C21orf91 Hs.293811 Chromosome 21 open reading frame 91 AA400378::AA400623 754021.212393606 0.36693581 0.8085104 -1.25593138 -1.02524434 -1.0984564
IMAGE:2028349  DNAH5 Hs.212360 Dynein, axonemal, heavy polypeptide 5 AI263076::AI734009::AI792912 907-0.995578492 -0.94568651 -0.41229589 1.19672048 1.25834032 0.97220657
IMAGE:842836  SERPINB1 Hs.381167 Serpin peptidase inhibitor, clade B (ovalbumin), member 1 AA486275::AA489298 752260.617828571 1.14828949 0.18556447 -1.55698691 -0.79769486 -0.52645091
IMAGE:594540  PTCH Hs.494538 Patched homolog (Drosophila) AA169807::AA171645 1270080.873654479 0.66953863 0.82482677 -0.78468674 -1.31899 -1.24214638
IMAGE:1565868   Hs.133924 Transcribed locus AI073847 21074-0.872287367 -1.65188518 0.19723655 2.03824625 0.79475262 0.70671426
IMAGE:1533710  SLC25A26 Hs.379386 Solute carrier family 25, member 26 AA917688 920500.908767555 0.53041782 0.9325244 -1.55864467 -1.15609815 -0.60969073
IMAGE:2336916  DIRAS3 Hs.194695 DIRAS family, GTP-binding RAS-like 3 AI692753 28956-0.892969319 -0.76024968 -0.25956788 0.52096973 1.18724668 1.09607194
IMAGE:531036  KRT18 Hs.406013 Keratin 18 AA070498::AA070385 115780-1.259587818 -0.30859821 -0.49209902 1.11671422 0.55917981 1.29150878
IMAGE:768523  ZMYM6 Hs.533986 Zinc finger, MYM-type 6 AA496005::AA424984 287000.514003724 1.42601223 0.15029583 -1.06505821 -1.32797958 -0.70485593
IMAGE:2298075     AI635997 13946-1.302191658 -0.23491755 -0.68638394 1.66185522 0.89681802 0.6049705
IMAGE:1555396     AA975183::AI792933 96603-1.244874078 0.06879131 -0.53458308 1.96739004 0.28904783 0.17591513
IMAGE:593185  ABCC4 Hs.508423 ATP-binding cassette, sub-family C (CFTR/MRP), member 4 AA165678::AA159714 1137600.904920961 0.93861153 0.41303864 -1.05980077 -1.09349134 -1.12830493
IMAGE:202919  VPS13D Hs.380857 Vacuolar protein sorting 13 homolog D (S. cerevisiae) H54094::H54093 906261.359693478 0.8850177 -0.08806766 -1.06708646 -1.19091492 -0.9989808
IMAGE:701261  CCDC51 Hs.187657 Coiled-coil domain containing 51 AA286819::AA287773 627661.11940536 1.00697374 0.09360071 -1.73341307 -0.89820677 -0.6749497
IMAGE:797048  BMP4 Hs.68879 Bone morphogenetic protein 4 AA463225::AA463224 1242821.104276676 0.7851188 0.48261264 -1.37197214 -1.04587605 -1.01951083
IMAGE:1031747  ALKBH1 Hs.94542 AlkB, alkylation repair homolog 1 (E. coli) AA609609 73746-1.0966345 -0.33859449 -0.79532552 0.26521536 1.74553878 1.13624624
IMAGE:1926956  EHD3 Hs.368808 EH-domain containing 3 AI347958 67113-0.063862585 -0.4844947 -1.01792201 2.49216776 -0.50065026 0.10342093
IMAGE:109153  COPA Hs.162121 Coatomer protein complex, subunit alpha T81091::T81140 1065630.192724646 1.6185259 0.11323307 -0.2723957 -0.55392836 -2.03209311
IMAGE:259819  KCTD10 Hs.524731 Potassium channel tetramerisation domain containing 10 N29840::N57258 228990.861777702 0.79067694 0.86104846 -1.69953611 -1.22603238 -0.62942406
IMAGE:950613  RIN3 Hs.326822 Ras and Rab interactor 3 AA608549::AI791280 25952-0.761823312 -0.7431599 -0.55652578 1.93000059 0.51780242 0.50532904
IMAGE:375827  PTP4A3 Hs.43666 **Protein tyrosine phosphatase type IVA, member 3 AA039851::AA040215 1381450.48947072 1.17778892 0.56126305 -1.25667413 -0.95692266 -0.98887148
IMAGE:80742     AI821346::T62974::AI820501::T63226 28128-0.508570376 -0.68106439 -0.05766497 2.15797526 -0.16161531 -0.13982659
IMAGE:435824  C8orf42 Hs.289293 Chromosome 8 open reading frame 42 AA701521 68024-1.144034195 -0.97489991 -0.50262493 1.5240592 1.28743383 0.99518929
IMAGE:1690065   Hs.597349 CDNA: FLJ21268 fis, clone COL01718 AI123411 58641-0.946132912 -0.95747705 -0.26334956 1.6592808 1.18337218 0.34194891
IMAGE:754108  KIAA1109 Hs.408142 KIAA1109 AA479203::AA478663 111457-0.823967148 -1.2559795 -0.39104529 1.2483658 1.10185785 1.25850294
IMAGE:1856361   Hs.469747 Transcribed locus AI246375 22006-0.81677424 -0.97424032 -0.32858806 1.79174852 0.73009236 0.57541603
IMAGE:1631634  ARPC5L Hs.132499 Actin related protein 2/3 complex, subunit 5-like AA995164 250041.248144559 0.78848096 0.31470676 -1.57406522 -1.00928475 -0.86497176
IMAGE:324342  ASAHL Hs.632602 N-acylsphingosine amidohydrolase (acid ceramidase)-like W47576::W47597 857740.877119862 0.71959462 0.67898811 -1.29795368 -0.81487627 -1.13097692
IMAGE:1856268  ZNF605 Hs.29698 Zinc finger protein 605 AI240380 6427-1.057205189 -0.47157713 -0.82311747 1.03677619 0.98384076 1.30145337
IMAGE:53245  PPARA Hs.103110 Peroxisome proliferative activated receptor, alpha R15978 3273-0.813269666 -0.55691292 -0.87767148 0.80302833 1.27713199 1.07220291
IMAGE:213577  CTBS Hs.513557 Chitobiase, di-N-acetyl- H72086::H72187 1132101.066256442 0.76498803 0.3179057 -1.45253579 -1.05147221 -0.64024083



IMAGE:1386594     AA831913::AI732911::AI791227 61806-0.843860053 -0.57698087 -0.75012974 1.4030574 1.02473416 0.64113199
IMAGE:1864283     AI249759 1128260.896423263 0.97938166 0.14835498 -1.58727886 -0.81089652 -0.60097572
IMAGE:85394  PPAP2B Hs.405156 Phosphatidic acid phosphatase type 2B T71976::T72119 680650.674549161 0.75180032 0.85995195 -1.10174476 -1.13071395 -0.98200546
IMAGE:2449679  PLXNB3 Hs.632833 Plexin B3 AI923542 126760-1.207558821 -0.88594036 -0.49243071 0.99741954 1.38446529 1.37390233
IMAGE:77133  SHC1 Hs.433795 SHC (Src homology 2 domain containing) transforming protein 1 T50498::T50633 248831.019504149 1.01825721 0.17731828 -1.63881386 -1.07835417 -0.56112186
IMAGE:1686314  PRICKLE1 Hs.524348 Prickle-like 1 (Drosophila) AI095049 99699-0.758486762 -1.12065836 -0.17149544 1.04263359 0.67362857 1.31682482
IMAGE:242807  RP4-691N24.1 Hs.472347 **KIAA0980 protein H93622::H93621 29889-1.219776198 -0.55696314 -0.86668887 1.23949032 1.10940551 1.39957427
IMAGE:813637  DNAH9 Hs.567259 Dynein, axonemal, heavy polypeptide 9 AA447742::AA453674 1063720.735665848 0.63936457 1.12032066 -1.00518608 -0.62548391 -1.83227647
IMAGE:927208  C10orf99 Hs.298713 Chromosome 10 open reading frame 99 AA535314::AI732377 727991.307115234 0.09411159 0.22568712 -0.7945348 -0.9333719 -0.65604243
IMAGE:199239  ARMCX4 Hs.388888 Armadillo repeat containing, X-linked 4 R95774::R95823 84780-1.009709361 -1.16767859 -0.04471483 1.04216285 1.08659169 1.19322092
IMAGE:144042  CNOT2 Hs.133350 **CCR4-NOT transcription complex, subunit 2 R77125::R77126 872570.602359251 0.67104242 1.24340212 -1.7565804 -0.91439397 -0.79338078
IMAGE:229997  C1orf112 Hs.443551 Chromosome 1 open reading frame 112 H71314::H71361 84336-1.182217118 -0.40822673 -0.48119379 2.06711106 0.6867288 0.23331816
IMAGE:784693  GTF2B Hs.481852 General transcription factor IIB AA443746 1167990.944808028 1.02100487 0.30475453 -1.61897767 -0.94749298 -0.76319186
IMAGE:295986  EBP Hs.632801 Emopamil binding protein (sterol isomerase) N67038 96427-1.027656863 -0.29471946 -0.63792031 0.17398237 1.39990742 1.20707508
IMAGE:490961  ISG15 Hs.458485 ISG15 ubiquitin-like modifier AA120862 1134740.919096753 0.7266055 0.47251704 -1.24876727 -0.97744626 -0.83298615
IMAGE:1575159  CD24 Hs.375108 CD24 molecule AA970205::AI733328::AI791665 65796-0.302311138 -1.23402359 -0.88300168 1.27678601 0.96776136 1.16370681
IMAGE:814489  LOC440248 Hs.531509 Hypothetical LOC440248 AA459353::AA459574 28452-0.557854804 -0.78001906 -0.95351876 0.76508043 1.38925619 1.04437263
IMAGE:83029  HGD Hs.368254 Homogentisate 1,2-dioxygenase (homogentisate oxidase) T67807::T67955 73190-1.022150272 -0.23800727 -0.84517051 1.84566659 0.89286713 0.20816572
IMAGE:1836699  FAM79B Hs.338851 Family with sequence similarity 79, member B AI205595 1037100.891642313 0.06931209 1.0184351 -0.75676521 -1.12134511 -0.83636516
IMAGE:1636369   Hs.592876 Transcribed locus AA999861 94230-0.625579226 -1.05325808 -0.28343614 1.68658608 0.89134059 0.29462447
IMAGE:51950  AQP1 Hs.76152 Aquaporin 1 (Colton blood group) H24316::H23036 1221950.926433765 0.01404651 1.24807331 -1.22712273 -1.46904359 -0.27464573
IMAGE:913912  LOC653269 Hs.558782 Similar to protein expressed in prostate, ovary, testis, and placenta 15 AA568393::AI821419 22008-0.845827654 -0.65376328 -0.50995309 1.78481939 0.65148084 0.45052753
IMAGE:1567985     AA975922::AI793121 67669-0.618782953 -1.24571979 -0.44050265 1.97234854 0.25488386 1.12015003
IMAGE:281045  PARP9 Hs.518200 Poly (ADP-ribose) polymerase family, member 9 N50904 159661.147565643 0.98347531 0.48609328 -0.94794868 -1.19509294 -1.6611364
IMAGE:810989  TMEM147 Hs.9234 Transmembrane protein 147 AA485358::AA485513 669871.127305354 0.28783097 0.7506763 -1.5323537 -0.93678066 -0.5919155
IMAGE:324715  FOLR3 Hs.352 Folate receptor 3 (gamma) W47362::W47361 1216071.023458897 0.16726884 0.73143059 0.02747183 -1.61918416 -1.10866751
IMAGE:1009355  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AA225859::AI732070::AI820983 59278-1.048961849 -0.77645223 -0.347515 1.21700538 1.08681758 0.86869191
IMAGE:417223  LOC399715 Hs.58963 FLJ46311 protein W87747 7208-1.139729473 -1.15728812 0.30242049 0.30665338 1.23546733 1.52538006
IMAGE:758266  THBS4 Hs.211426 Thrombospondin 4 AA423957::AA437064 668711.428114334 0.29199716 0.60111331 -0.63023298 -0.99127698 -1.71004891
IMAGE:286378  ZNF135 Hs.85863 Zinc finger protein 135 N67262 8060-1.558264103 -0.54413352 0.56788272 0.97463727 1.11220629 0.35689947
IMAGE:81409  GABARAPL1 Hs.524250 GABA(A) receptor-associated protein like 1 T60160::T60220 73468-1.114774098 -0.80697757 0.00065374 0.47489458 1.2705932 1.13632255
IMAGE:1470149   Hs.554362 Transcribed locus AA865572 100059-0.955181847 -0.70656909 -0.69133153 1.17266271 1.02469801 1.15943009
IMAGE:795334  CD209 Hs.278694 CD209 molecule AA454170::AA453203 599480.603444145 0.75818632 0.64791374 -0.94500418 -0.86503975 -1.04229394
IMAGE:44477  VCAM1 Hs.109225 Vascular cell adhesion molecule 1 H07072::H07071 795430.772531767 0.76677933 0.36633551 -0.96050575 -1.35021014 -0.45617015
IMAGE:2029309  MSRA Hs.490981 Methionine sulfoxide reductase A AI253258::AI793253::AI793078 28554-0.649497388 -0.949574 -0.43779609 1.99352345 1.03487605 -0.08254732
IMAGE:187616  MYCL1 Hs.437922 V-myc myelocytomatosis viral oncogene homolog 1, lung carcinoma derived (avian) R83758::R83611 36590.848994335 -0.09434349 1.25561518 -1.08372184 -0.92321361 -0.69455979



IMAGE:1602516  DAXX Hs.336916 Death-associated protein 6 AA988524 1000870.660533092 0.71013865 0.85013654 -2.22127392 -0.62562865 -0.27177571
IMAGE:1658202   Hs.602888 Transcribed locus AI038557 115844-0.52561367 -0.87491285 -0.99912664 0.9297301 1.20248983 1.21747815
IMAGE:666128  CFD Hs.155597 Complement factor D (adipsin) AA233549::AA233663 18101.029891726 -0.20239198 1.11122245 -2.23165516 -0.30929259 -0.08932995
IMAGE:290307  CECR2 Hs.231895 CDNA FLJ38271 fis, clone FCBBF3002782, moderately similar to Leptin receptor::Cat eye syndrome chromosome region, candidate 2 N64478::N92212 72966-0.480243614 -0.60788889 -0.82712295 2.25735281 0.30243907 0.10631056
IMAGE:1486719     AA927623 85780-1.030564946 -0.8879407 -0.31533074 1.90723049 0.83457728 0.53011412
IMAGE:257999  SERTAD4 Hs.600545 SERTA domain containing 4 N27086::N40495 21422-0.67487224 -1.25510569 -0.28044856 0.95563441 1.45285677 0.83703642
IMAGE:1583526   Hs.537960 Transcribed locus AA971574 4139-0.722844271 -1.3753381 -0.03444319 1.92241025 0.77239347 0.49552382
IMAGE:45231  GPR19 Hs.504815 G protein-coupled receptor 19::Transcribed locus H07878::H07970 51610.512385897 1.117516 0.8581007 -1.1231707 -1.42332419 -0.97098384
IMAGE:1692237     AI090818 28429 -1.36853586 -0.75062735 -0.11846798 1.56875626 1.07609948 0.68197405
IMAGE:279171   Hs.444781 Transcribed locus N46849::N47168 125137-1.066991244 -1.08167919 0.10077377 0.8848582 1.3116479 0.90053234
IMAGE:294487  PDCD4 Hs.232543 Programmed cell death 4 (neoplastic transformation inhibitor) N71003::W01536 93483-0.501569441 -0.5032243 -1.02020101 0.81842568 0.76133318 1.20268301
IMAGE:854263   Hs.634576 Transcribed locus AA669739::AI821268 28719-1.172406023 -0.70343155 -0.37969916 1.38092377 1.11187591 0.79558063
IMAGE:1032007     AA610013 103321-0.509477564 -0.45513729 -0.36710604 2.55341209 -0.46247323 -0.18513404
IMAGE:38925     R51593 128169 0.778040109 0.54735217 1.0872561 -1.6500681 -0.72778715 -0.9693033
IMAGE:1461025   Hs.126020 Transcribed locus AA890128 22544-0.378125371 -1.35899292 -0.34800424 1.09182436 1.22119075 0.72766763
IMAGE:247081  HDAC7A Hs.200063 Histone deacetylase 7A N57854::N64095 1125981.163578954 0.77389677 0.65430465 -1.85209084 -1.17686568 -0.69513788
IMAGE:810801  AGRIN Hs.273330 Agrin AA458878::AA459068 5747-1.41067184 -0.64813753 0.13949286 0.31540663 1.27822685 1.3202145
IMAGE:392624   Hs.601172 Transcribed locus AA708299 24516-0.841382297 -0.85558078 -0.52759591 0.77316228 1.07292767 1.35884955
IMAGE:213622  DKFZP564J102 Hs.357025 DKFZP564J102 protein H70329::H70328 66729-0.645715396 -1.07849291 -0.36018385 1.81220222 0.67603753 0.54830252
IMAGE:2063468  CPT1B Hs.439777 Carnitine palmitoyltransferase 1B (muscle) AI375206 17920-0.588017968 -0.92736073 -0.82993652 0.16264106 1.59937452 1.54847311
IMAGE:49303  PPP2R2B Hs.193825 Protein phosphatase 2 (formerly 2A), regulatory subunit B (PR 52), beta isoform H15677::H15676 1203931.435485747 -0.08045327 0.45649488 -0.53380184 -1.16199295 -0.90737252
IMAGE:267864     N25650 16673 -0.761912718 -0.92681628 -0.55678877 1.61571514 0.81331853 0.8000458
IMAGE:2457025  PDPN Hs.468675 Podoplanin AI925568 1061100.501995068 1.17470839 0.08516827 -1.31465024 -0.54933239 -0.7575329
IMAGE:796694  BIRC5 Hs.514527 Baculoviral IAP repeat-containing 5 (survivin) AA460685::AA460859 1073780.794147382 1.1680437 -0.01538162 -1.73769588 -0.58926899 -0.59709473
IMAGE:746229  MAP4K4 Hs.431550 Mitogen-activated protein kinase kinase kinase kinase 4 AA417711::AA417860 1123501.016755983 1.11202771 -0.18113929 -1.52623165 -0.85639462 -0.58412517
IMAGE:1056198  C14orf58 Hs.509966 Chromosome 14 open reading frame 58 AA621018 619281.443827901 0.47520899 0.68577832 -1.68207379 -0.91700522 -1.13669922
IMAGE:359191  HSPB8 Hs.400095 Heat shock 22kDa protein 8 AA010110 1023591.156877875 0.29913877 0.49661183 -0.95671815 -1.3869667 -0.46110491
IMAGE:361091  BRI3BP Hs.632740 BRI3 binding protein AA017225::AA017317 7642-1.273513537 -0.4730983 -0.31984344 0.54632472 1.34054401 1.13285332
IMAGE:744846  GORASP2 Hs.431317 Golgi reassembly stacking protein 2, 55kDa AA625675 1104941.124177465 0.76914163 0.20357031 -1.2291974 -1.29329031 -0.57195382
IMAGE:203130  ARPC4 Hs.323342 Actin related protein 2/3 complex, subunit 4, 20kDa H54627::H54626 259601.255837381 0.86656081 -0.1276605 -1.05454143 -1.33643136 -0.63304887
IMAGE:1457251  D4ST1 Hs.442449 Dermatan 4 sulfotransferase 1 AA922082 1245910.307306047 1.09521668 1.18612945 -1.51307056 -0.97668524 -1.09669009
IMAGE:118581  DOCK8 Hs.132599 Dedicator of cytokinesis 8 T92904::AI820521::T92997 66755-0.592941117 -1.20970196 -0.30625366 1.66206414 0.80391586 0.62080169
IMAGE:726658  NME3 Hs.514065 Non-metastatic cells 3, protein expressed in AA398218::AA399289 840070.431620414 1.26211891 0.38833711 -1.7927359 -0.66331205 -0.56998242
IMAGE:122665     T98915::T98960 22625-0.989031531 -0.72821911 -0.49721383 1.43652397 1.00674237 0.75412691
IMAGE:135182  KIAA2026 Hs.535060 KIAA2026 R32818::R32919 10566-0.289176771 -1.55813813 -0.39899074 0.43468027 1.44130828 1.39372222
IMAGE:356992  HSPC023 Hs.231616 HSPC023 protein W92964::W92963 750540.863184345 0.67797372 0.7565753 -1.7945882 -0.84594839 -0.61691963



IMAGE:841620  DPYSL2 Hs.173381 Dihydropyrimidinase-like 2 AA487460::AA487674 42331.026658305 0.67489278 0.59510206 -1.52514319 -1.04897278 -0.72208823
IMAGE:213535     H72259::H71697 21889-1.451762327 -0.78822209 -0.21159262 2.10520365 0.71616023 0.80310352
IMAGE:1590169     AA946953::AI733452::AI791752 64237-0.936655198 -0.65294171 -0.46289496 2.23571578 0.35648257 0.37081571
IMAGE:1593194  REPS1 Hs.334603 RALBP1 associated Eps domain containing 1 AI002264::AI733422::AI791732 4012-1.088201214 -1.1843504 -0.09185533 1.00158406 1.21314446 1.30891805
IMAGE:705064  TACC3 Hs.104019 Transforming, acidic coiled-coil containing protein 3 AA279990::AA280070 109192-0.170492995 1.50128628 -0.03844946 0.36064119 -0.9459592 -1.36281009
IMAGE:810290  MTCH2 Hs.269944 Mitochondrial carrier homolog 2 (C. elegans) AA463946::AA464081 7565-1.047615559 -0.57975328 -0.53926735 0.56716169 1.52339016 1.0245856
IMAGE:486401  ZNF251 Hs.534516 Zinc finger protein 251 AA043772::AA043771 12862-0.791435737 -0.87296118 -0.55945879 0.61172835 1.31210605 1.27208446
IMAGE:838628  SUB1 Hs.229641 **SUB1 homolog (S. cerevisiae) AA456973::AA457082 65825-0.225583665 -1.16382244 -0.95295096 0.84207765 1.28697801 1.14624219
IMAGE:328768  HS2ST1 Hs.48823 Heparan sulfate 2-O-sulfotransferase 1 W45406::W40398 57236-0.691890211 -1.31687036 -0.47278798 0.99777116 1.47568542 1.13066924
IMAGE:206849  PHF21A Hs.502458 PHD finger protein 21A R98107::R98106 2229-1.059728459 -0.96313872 -0.13708647 1.18750532 0.90734258 1.11081096
IMAGE:1555209   Hs.567879 Homo sapiens, clone IMAGE:4715175, mRNA AA931414 26225-0.831914836 -0.84958704 -0.42015249 1.67225652 0.81013412 0.56505279
IMAGE:1696319  C10orf59 Hs.149849 Chromosome 10 open reading frame 59 AI093491 95118-0.978061289 -0.64407305 -0.80871514 0.86692971 1.38892914 1.18823659
IMAGE:487878  SPARC Hs.111779 **Secreted protein, acidic, cysteine-rich (osteonectin) AA045463::AA046533 267530.626373435 0.64162811 0.82947852 -1.22238406 -0.99029509 -0.72617131
IMAGE:564517   Hs.69494 Transcribed locus, strongly similar to XP_371259.2 PREDICTED: similar to RIKEN cDNA 1700013E18 [Homo sapiens] AA121704::AI732457::AA121564::AI733769 63610-0.937291641 -0.78696709 -0.52257274 1.72367394 0.64114771 0.87478237
IMAGE:704320  RPL23AP7 Hs.247828 Ribosomal protein L23a pseudogene 7 AA279467 31074-0.764817273 -0.9813302 -0.21943877 1.4680454 0.85800561 0.56746867
IMAGE:359287  LOC375449 Hs.482329 Similar to microtubule associated testis specific serine/threonine protein kinase AA016235 22784-0.94648746 -0.66405731 -0.43979099 0.56754989 1.36510548 1.03290051
IMAGE:204686  FXYD1 Hs.442498 FXYD domain containing ion transport regulator 1 (phospholemman) H57136::H57207 1028280.781619979 -1.05996534 1.71789263 -0.41594427 -0.93639229 -0.37751119
IMAGE:36367  ULBP2 Hs.642734 UL16 binding protein 2 R62460::R25716 870170.905050201 0.91358962 0.22925795 -0.97789253 -0.89639993 -1.14023971
IMAGE:1603855  LOC387904 Hs.147563 Similar to FRAS1-related extracellular matrix protein 2 precursor (ECM3 homolog) AA988077::AI820580::AI791980 25678-0.758826948 -1.09679412 -0.69348663 1.13838933 1.18814561 1.32375494
IMAGE:811025  HDAC10 Hs.26593 Histone deacetylase 10 AA485381::AA485538 112679-0.070685906 -1.04936679 -0.97852198 1.40153499 1.05020194 0.4514946
IMAGE:452668  EFTUD2 Hs.151787 Elongation factor Tu GTP binding domain containing 2 AA779221 289610.825963384 1.05891312 0.25642504 -1.7951966 -0.8610206 -0.49162887
IMAGE:33294  ZNF559 Hs.172979 Zinc finger protein 559 R43957::R18845 56454-1.097502974 -0.57350182 -0.76482317 1.99258056 0.59422865 0.87572695
IMAGE:71101  PROCR Hs.356273 Protein C receptor, endothelial (EPCR) T47443::T47442 259041.025827863 0.89164535 0.19687813 -1.1969427 -0.76644047 -1.15892432
IMAGE:1638894   Hs.131087 Transcribed locus AI016773 10012-0.92611485 -0.93718627 -0.35842772 0.70401355 1.3822073 1.15676549
IMAGE:277423  DCAMKL1 Hs.507755 Doublecortin and CaM kinase-like 1 N34513::N47738 816870.608429202 0.22545136 1.40997475 -0.81477836 -1.30974821 -0.88876271
IMAGE:950722  SCGB2A2 Hs.46452 Secretoglobin, family 2A, member 2 AA608588::AI791322 11173-0.984082248 -0.78364242 -0.26929343 1.5658776 0.72696047 0.69536572
IMAGE:1030854   Hs.584286 Transcribed locus AA621750 58723-0.800771936 -0.57303869 -0.36836343 2.05176489 0.46296967 0.00643567
IMAGE:767828  HPS1 Hs.404568 Hermansky-Pudlak syndrome 1 AA418683::AA418773 1203010.827883871 0.52462825 0.76569728 -1.78568054 -0.89894576 -0.30126348
IMAGE:34616  KCTD2 Hs.514468 Potassium channel tetramerisation domain containing 2 R44371 1354780.975784628 0.76301164 0.78286043 -2.14562511 -0.7043325 -0.73681233
IMAGE:1415672  LOC441119 Hs.348792 Hypothetical LOC441119 AA808736::AI732915::AI791233 55782-1.025582673 -0.5791725 -0.58350657 1.44953784 1.0065588 0.68041933
IMAGE:39995  SEMA4C Hs.516220 Sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4C R54587 716810.612840944 1.21006371 0.79187417 -1.78172839 -0.8655192 -1.07695209
IMAGE:133423     R27446::R27244 28985-1.090562224 -1.00428281 -0.16994498 1.23458803 1.5613198 0.55879094
IMAGE:260200  MNDA Hs.153837 Myeloid cell nuclear differentiation antigen N29376::N47924 691910.652213213 0.8836097 0.67138606 -0.89020962 -0.85496298 -1.39779434
IMAGE:1635874  CTNND1 Hs.166011 Catenin (cadherin-associated protein), delta 1 AA996104 949960.497086965 1.4126756 0.00436055 -1.05959757 -0.91036135 -0.90013561
IMAGE:195458  UBE2D3 Hs.518773 Ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast) R92147::R91710 901781.237358767 0.87189146 0.12555381 -1.40369666 -0.95769725 -0.9594237
IMAGE:322615  C5orf21 Hs.127788 Chromosome 5 open reading frame 21 W15296::W39313 13295-1.332516306 -1.11421498 -0.04765708 1.67393474 1.34674263 0.70899091



IMAGE:49555  MDM4 Hs.497492 Mdm4, transformed 3T3 cell double minute 4, p53 binding protein (mouse) H15089::H15088 111471-0.131885048 -0.47557936 -1.47905755 0.96253281 0.86446444 0.9330213
IMAGE:813401   Hs.597993 Transcribed locus AA458641::AA455542 1173000.923720744 0.93235652 0.31476519 -0.68820866 -1.03074616 -1.45861756
IMAGE:363936  ASNS Hs.489207 Asparagine synthetase AA021259::AA021391 78412-0.857088977 -0.40676981 -0.51413067 1.93324965 0.27431309 0.33088878
IMAGE:1629917  CEECAM1 Hs.495230 Cerebral endothelial cell adhesion molecule 1 AA984404 3310-0.961895766 -0.68035287 -0.44116091 1.91486762 0.58212682 0.51782964
IMAGE:743038  VCY Hs.170076 **Variable charge, Y-linked AA406064::AA496069 6166-1.05241943 -0.66761611 -0.21415723 0.59932807 1.41738118 0.83104058
IMAGE:263049  PCMTD1 Hs.308480 Protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 1 N20046::N28399 26547-0.903071395 -1.42761186 -0.18814217 1.37155046 0.89384397 1.46580816
IMAGE:809719  CCDC80 Hs.477128 Coiled-coil domain containing 80 AA455497::AA455496 143020.47035154 0.21378083 1.35416945 -0.88803212 -1.18912313 -0.64175512
IMAGE:283301  FAM13A1 Hs.97270 Family with sequence similarity 13, member A1 N51424 20808-0.778055597 -1.01407665 -0.56424829 0.85396054 1.11080698 1.42874121
IMAGE:1556889     AA935952::AI792982 11626-0.306186792 -0.99522868 -0.11954867 2.33414577 -0.55494719 0.32236047
IMAGE:884644  RPSA Hs.449909 Ribosomal protein SA::UCSC_hg16 AA629897 211480.418699657 1.14089921 0.64367576 -1.66014082 -0.91488924 -0.56896295
IMAGE:429574  CASP3 Hs.141125 Caspase 3, apoptosis-related cysteine peptidase AA011446::AA011445 1083640.666078644 1.44325161 0.24730445 -1.10247156 -1.67089972 -0.69975466
IMAGE:210501     H64973::H64972 31936-0.783384894 -0.58477545 -0.36092606 -0.0669427 1.43411024 1.13623055
IMAGE:1540010     AI124708 31051-0.838383082 -0.68978755 -0.75301969 1.17924914 1.05840549 0.99587593
IMAGE:417424  TRPV6 Hs.302740 Transient receptor potential cation channel, subfamily V, member 6 W88571::W88570 17857-0.50845071 -1.30861391 0.02967919 0.86022024 0.72208856 1.10618913
IMAGE:1900367  CINP Hs.129634 Cyclin-dependent kinase 2-interacting protein AI301694 770461.107045997 0.8660618 0.39561874 -1.39368893 -1.2703155 -0.79018068
IMAGE:281190  SSPN Hs.183428 Sarcospan (Kras oncogene-associated gene) N50976 14305-0.95713186 -1.24388425 0.92493315 0.51964297 0.71956189 0.90615288
IMAGE:1874679   Hs.150064 MRNA; cDNA DKFZp781N0753 (from clone DKFZp781N0753) AI264444::AI733805::AI792615 69668-0.566037482 -1.03215623 -0.25542878 2.00392382 0.36928554 0.3433672
IMAGE:770859  ITGB5 Hs.536663 **Integrin, beta 5 AA434397::AA434492 986581.143014406 -0.21198819 1.02565198 -1.26771659 -0.87828671 -0.53260101
IMAGE:782756  TBPL1 Hs.486507 TBP-like 1 AA448001::AA448144 1121730.497255723 0.49116461 0.78780202 -1.99660003 -0.33258289 -0.1382001
IMAGE:731423  C14orf140 Hs.48642 Chromosome 14 open reading frame 140 AA412429::AA412428 11607-1.060252831 -0.94358098 -0.58128417 1.19939443 1.23521473 1.29774675
IMAGE:154482  SERPINB1 Hs.381167 Serpin peptidase inhibitor, clade B (ovalbumin), member 1 R54665::R54664 970700.452771513 1.35741146 -0.24298401 -1.44091409 -0.56057037 -0.41005999
IMAGE:595529  ZNF83 Hs.467210 Zinc finger protein 83 AA166907::AA167094 126368-0.438169259 -0.77413563 -1.12020042 1.15485511 1.1490291 0.91482364
IMAGE:1553319     AA934775 114212-1.069863746 -0.27329767 -0.96979263 2.32818744 0.82166228 0.07713319
IMAGE:740888   Hs.634364 **Transcribed locus AA477481::AI821672 113809-1.261992934 -0.43026269 -0.45314671 0.89805087 0.72330015 1.48346581
IMAGE:1751052  CARD11 Hs.520628 Caspase recruitment domain family, member 11 AI143715 1126370.374540051 1.38778911 0.21684165 -0.75974622 -0.95180297 -1.20299662
IMAGE:197051  SGCE Hs.371199 Sarcoglycan, epsilon R93153 18262-1.412354498 -0.32564327 -0.41687335 1.24438614 0.98981397 0.89388823
IMAGE:795440   Hs.537531 Transcribed locus AA453613::AA454030 584-0.645036698 -1.05546975 -0.30512877 1.36565168 0.79100929 0.77550966
IMAGE:233380  MYBPHL Hs.443402 Myosin binding protein H-like H79798::H79892 3299-0.656086562 -1.41290196 -0.42255959 1.83759006 1.25730319 0.53678901
IMAGE:298362   Hs.572124 Transcribed locus AI822095::AI822043::W04854 11243-0.712462493 -1.39750936 0.06863592 1.59426974 1.00423234 0.48066081
IMAGE:308726  ETNK1 Hs.29464 Ethanolamine kinase 1 N93236::W25093 2926-1.087481645 -0.49889622 -0.97336814 1.16465841 1.61310445 0.81851412
IMAGE:283400   Hs.632945 Full length insert cDNA clone ZC34E11 N52773::N57595 123834-0.256784297 -1.41177671 -0.73927942 1.49846911 0.92668873 1.00178295
IMAGE:914079     AA572718::AI732224 18330-0.905519034 -0.84800752 -0.41429009 1.4502553 0.83576121 0.86213592
IMAGE:1899812   Hs.527860 Transcribed locus, strongly similar to NP_848718.1 mitochondrial ribosomal protein L50 [Mus musculus] AI266457 1227030.368993398 1.26029271 0.42782727 -0.86528612 -0.88629822 -1.22712891
IMAGE:309676  FTSJ1 Hs.23170 FtsJ homolog 1 (E. coli) N94524::W30749 594100.947267762 1.00047172 -0.03111163 -1.21004127 -0.84685257 -0.82582585
IMAGE:154184  P4HA2 Hs.519568 Procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha polypeptide II R53598::AI820698::R51928 99624-0.459560223 -0.77037305 -0.57471383 2.34616247 -0.03588667 0.2530164
IMAGE:365813  UBE2W Hs.128841 Ubiquitin-conjugating enzyme E2W (putative) AA025601 7573-1.085337154 -0.79510929 -0.07761813 0.935914 1.05541749 0.92636084



IMAGE:1128376  WDR71 Hs.525017 WD repeat domain 71 AA665899::AI792244 29708-1.154691934 -1.24506077 -0.13503019 1.63523084 1.17249397 0.960692
IMAGE:67009  EBF2 Hs.584959 Early B-cell factor 2 T69732::T70388 156860.646642065 0.78585178 0.91006969 -1.99432692 -0.66085844 -0.63114252
IMAGE:2302145  GNA14 Hs.126715 Guanine nucleotide binding protein (G protein), alpha 14 AI685379 649250.623247534 1.52705524 -0.30624214 -0.61220327 -1.12189154 -1.10855668
IMAGE:39937  CHN1 Hs.380138 Chimerin (chimaerin) 1 R53966::R53364 30981.227905152 0.91249993 -0.56917111 -0.6731448 -1.03622756 -0.78977138
IMAGE:207558  HBA1 Hs.449630 Hemoglobin, alpha 1 H60173::H60214 730460.361904866 0.6204668 0.98335285 -0.64083453 -0.66138208 -1.40053195
IMAGE:593690  TNFSF13B Hs.525157 Tumor necrosis factor (ligand) superfamily, member 13b AA166695 1136910.472250766 0.97944953 0.56146341 -1.22675186 -0.73087451 -0.92175332
IMAGE:240966  PCBP2 Hs.546271 Poly(rC) binding protein 2 H90894::H91006 19544-0.562245515 -0.87626886 -1.47620604 1.17050477 1.25483329 1.57769105
IMAGE:131091  ALG3 Hs.478481 Asparagine-linked glycosylation 3 homolog (S. cerevisiae, alpha-1,3-mannosyltransferase) R23251::R23327 1117780.854451949 0.66310003 0.76070884 -1.82906537 -0.98827665 -0.409872
IMAGE:1631248  IFT140 Hs.389438 Intraflagellar transport 140 homolog (Chlamydomonas) AA994299::AI733570::AI792171 936441.005958006 0.1583498 1.01416378 -1.51063226 -1.15512916 -0.34840502
IMAGE:811897  MKL1 Hs.474905 **CDNA FLJ46295 fis, clone TESTI4034973::Megakaryoblastic leukemia (translocation) 1 AA454651::AA456264 128060.317133813 1.37241128 0.5693266 -1.32001275 -1.03471594 -0.8912472
IMAGE:321495   Hs.323090 Transcribed locus W32519::W32635 11411-0.809146538 -0.90016516 -0.40736436 1.18562397 1.22463195 0.66291706
IMAGE:288743     N59220 14270 -1.062999431 -0.97978185 -0.03526226 1.18155221 1.11142405 0.81527347
IMAGE:505064  MAFG Hs.252229 **V-maf musculoaponeurotic fibrosarcoma oncogene homolog G (avian) AA150896::AA151022 25900.451832642 1.30533241 0.39221017 -0.93643169 -0.9480922 -1.2414864
IMAGE:1621805  ASB6 Hs.125037 Ankyrin repeat and SOCS box-containing 6 AI003892 835560.833453565 0.74765633 0.67043882 -2.06676107 -0.46610642 -0.67684588
IMAGE:74908  ATXN3 Hs.532632 Ataxin 3 AI821319::T47186::AI821031::T47185 127529-1.250586789 -0.38206029 -0.42944109 1.4042566 0.7048865 0.87662888
IMAGE:502917  TMEM68 Hs.420076 Transmembrane protein 68 AA135868::AA135867 59222-1.352475289 -0.55307378 -0.5714207 1.49555641 1.4857277 0.59131536
IMAGE:969636  SNN Hs.459952 Stannin AA663592 242121.23034298 0.16912837 0.81289837 -1.72647252 -0.57900279 -0.80985468
IMAGE:278516  C3orf15 Hs.341906 Chromosome 3 open reading frame 15 N62817::W01352 26373-0.778591084 -0.93721281 -0.31990993 1.52852884 0.5767985 0.86826592
IMAGE:1856915   Hs.435804 Transcribed locus AI271427 126910-0.909746523 -0.87237838 -0.20833258 1.19251155 0.95999865 0.78109288
IMAGE:280286  SURF2 Hs.159448 Surfeit 2 N49224::N50274 24300.654824449 -0.4521729 1.72398772 -2.01002646 -0.20239787 -0.24653764
IMAGE:758284  TDRD6 Hs.40510 Tudor domain containing 6 AA404231::AA401219 129578-0.777747384 -0.97354025 -0.37686979 1.26530137 0.92681201 0.90590531
IMAGE:1967131  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AI246316 1240490.384312005 1.44718124 0.01285944 -0.69271656 -0.8526986 -1.217899
IMAGE:1854323  ZNF544 Hs.438994 Zinc finger protein 544 AI280139 12855-1.262930432 -0.67490648 -0.04322621 0.33698473 1.39943709 1.22436632
IMAGE:504207  C6orf108 Hs.109752 Chromosome 6 open reading frame 108 AA132086::AA132169 671590.677152989 0.88662384 0.61795471 -1.81304557 -1.0002076 -0.30485546
IMAGE:753969  DLG5 Hs.500245 Discs, large homolog 5 (Drosophila) AA478949::AA479995 98960.41999546 0.82941809 0.86581121 -2.00628854 -0.40271657 -0.54737923
IMAGE:1323775   Hs.446264 Transcribed locus AA877224::AI732847 21653-0.740349304 -0.70095322 -0.53031891 2.195398 0.52598873 0.10346568
IMAGE:742874     AA406213::AA405043 58947-1.022900057 -0.53593313 -0.605371 1.83194358 0.82344108 0.43957887
IMAGE:770452  TIA1 Hs.516075 TIA1 cytotoxic granule-associated RNA binding protein AA427664::AA427663 850980.151154063 -1.47216979 -0.73797347 0.56389279 1.18559129 1.15450636
IMAGE:415134  STAT5B Hs.632256 Signal transducer and activator of transcription 5B W93154::W95016 824640.479304696 1.3994851 -0.0848059 -1.02348993 -0.95725472 -0.73143267
IMAGE:1872080     AI280873 22056-0.788765913 -0.60399845 -0.56504748 2.24316822 0.33307219 0.21921548
IMAGE:141416  GATAD2B Hs.4779 GATA zinc finger domain containing 2B R68767::R68861 16299-1.050322126 -0.57553185 -0.29130366 1.67738028 0.62761623 0.49791404
IMAGE:289023  MFAP3L Hs.178121 Microfibrillar-associated protein 3-like N62737::N78462 1896-0.480023252 -1.24090122 0.2004052 0.55249299 0.94262469 0.83576253
IMAGE:1574815  SPATA17 Hs.171130 Spermatogenesis associated 17 AA970569::AI733365::AI791701 88241-0.613462281 -0.93761046 -0.61423406 1.67990447 0.68177982 0.7327174
IMAGE:134742   Hs.633153 Transcribed locus R28292::R28078 90096-0.979808792 -0.59964275 -0.36647424 1.57617425 0.617311 0.63378486
IMAGE:49922  LOC643580 Hs.559879 Similar to Glutamate dehydrogenase 1, mitochondrial precursor (GDH) (Memory-related protein 2) (MRG-2) H28985::H29090 30005-0.624843141 -0.45182239 -0.54986748 2.23179413 0.28177969 -0.21124116
IMAGE:752631  LETM1 Hs.120165 Leucine zipper-EF-hand containing transmembrane protein 1 AA419620::AA417654 961900.734036214 0.55917851 0.72681069 -1.89706128 -0.50821216 -0.44306201



IMAGE:271076   Hs.594207 Transcribed locus N29918::N42970 100965-1.071545294 -0.81099007 -0.4107329 1.87023403 0.63121079 0.83577436
IMAGE:77391     T55353 120703 0.275831927 1.28103652 0.5937777 -1.53242929 -0.93462039 -0.61047512
IMAGE:814667  SFRS11 Hs.479693 Splicing factor, arginine/serine-rich 11 AA481054::AA481111 94640-0.578545404 -0.62818843 -1.08032188 0.65355642 1.35237753 1.15456915
IMAGE:549221  MGP Hs.365706 Matrix Gla protein AA081092::AA081250 947910.589672291 -0.62066143 1.58366499 -0.81489059 -1.06296 -0.05524693
IMAGE:303128  UBXD4 Hs.591576 UBX domain containing 4 N90792::W19108 28830-0.92611277 -0.59297516 -0.69249116 1.41169811 0.98110003 0.75144772
IMAGE:428733  PRKCD Hs.155342 Protein kinase C, delta AA005215::AA005214 280860.775406985 0.85587929 0.49233381 -1.9836097 -0.42860073 -0.65013625
IMAGE:813823  LUM Hs.406475 Lumican AA447781::AA453712 1042700.902271496 0.86407075 0.19719488 -0.67173564 -1.22428214 -0.99998919
IMAGE:897299  NHLRC2 Hs.594372 NHL repeat containing 2 AA488287::AA488312 6395-1.328364998 -0.86344256 0.25434442 0.83870383 1.65114653 0.47993046
IMAGE:1521918  RGS7 Hs.130171 Regulator of G-protein signalling 7 AA907274::AI821993::AI792801 27328-0.64988721 -0.73666181 -0.28962635 2.04445613 0.29442036 0.10297998
IMAGE:510381  KLF6 Hs.4055 Kruppel-like factor 6 AA055585::AA055584 1439-0.687684944 -0.91086541 -0.30195073 0.27029669 1.29032333 1.21464393
IMAGE:256515  HNRPLL Hs.445497 Heterogeneous nuclear ribonucleoprotein L-like H95141::H95173 1240540.926267453 0.9239533 0.32921612 -1.72783401 -0.76699791 -0.69201937
IMAGE:1435264  TAF4B Hs.369519 TAF4b RNA polymerase II, TATA box binding protein (TBP)-associated factor, 105kDa AA858116::AI732943::AI791262 79431-0.280042569 -0.28681672 -0.61887773 2.55247753 -0.5115002 -0.41709123
IMAGE:1674813     AI076396 5656 -0.970340732 -0.94743904 -0.59589807 1.0379945 1.41630182 1.16724593
IMAGE:587992  ANP32E Hs.385913 Acidic (leucine-rich) nuclear phosphoprotein 32 family, member E AA130596::AA130595 971540.462226107 1.5708588 -0.0990192 -0.74712389 -1.23709995 -0.94162954
IMAGE:810999  GPX1 Hs.76686 Glutathione peroxidase 1 AA485362::AA485517 656150.528068809 0.98475586 0.42942441 -1.78952663 -0.80965889 -0.20683199
IMAGE:260015  COBRA1 Hs.521809 Cofactor of BRCA1 N30367::N47043 317830.850117932 0.2345851 1.04642796 -1.89065437 -0.70041019 -0.34402493
IMAGE:34773  PTPN11 Hs.506852 Protein tyrosine phosphatase, non-receptor type 11 (Noonan syndrome 1) R45056::R19952 2172-0.752504647 -0.66359103 -0.82606046 1.68918451 0.70103091 0.76650366
IMAGE:758309  PRICKLE1 Hs.524348 Prickle-like 1 (Drosophila) AA404269::AA401230 94034-0.867052895 -0.76182281 -0.56695228 1.15239039 0.52100988 1.47860365
IMAGE:282741     N49969::N52746 23169-0.68566931 -1.15201502 -0.44583437 1.47308305 1.07097884 0.76975758
IMAGE:2407298  JAG2 Hs.433445 Jagged 2 AI830866 1298961.195350131 0.42082443 0.84118171 -0.95549729 -1.66615655 -0.85408513
IMAGE:1533970   Hs.600085 CDNA FLJ40339 fis, clone TESTI2032079 AA918659::AI733122::AI792766 70791-0.575718913 -1.27762961 -0.11743139 1.22608586 1.01876149 0.68196468
IMAGE:1499830  C22orf35 Hs.642767 Hypothetical protein LOC150271 AA879119 888170.584529643 1.31243728 -0.29067984 -0.64939207 -0.92311903 -0.90958949
IMAGE:1472563  EFTUD2 Hs.151787 Elongation factor Tu GTP binding domain containing 2 AA872296 1327841.001504809 0.7773061 0.51660992 -1.83669445 -0.8043376 -0.67294672
IMAGE:244194  COBLL1 Hs.470457 COBL-like 1 N51030::N72057 5928-1.123463676 -0.4924551 -0.51059187 1.52488311 0.8003568 0.73687809
IMAGE:1456974   Hs.180848 Transcribed locus, strongly similar to NP_777549.1 hypothetical protein LOC91942 [Homo sapiens] AA862484 59243-0.616668125 -0.71435272 -0.80548863 2.03091188 1.0649804 -0.09250022
IMAGE:1941469  R3HDM1 Hs.412462 R3H domain containing 1 AI207203 73244-0.888711354 -0.02264144 -0.8323161 1.83840181 0.5871322 -0.01810968
IMAGE:325365  KRR1 Hs.205558 KRR1, small subunit (SSU) processome component, homolog (yeast) W52273::W52272 193080.764725608 1.01744173 0.25688656 -0.97826347 -1.1136471 -0.90244863
IMAGE:611443  MB Hs.517586 Myoglobin AA176581::AA176928 53790.285585936 1.05512062 0.81726445 -1.95231088 -0.61811762 -0.4622119
IMAGE:230251  GCLC Hs.271264 Glutamate-cysteine ligase, catalytic subunit H93482::H93481 73792-0.730632268 -0.37114565 -1.18630585 1.570325 1.26427558 0.3009486
IMAGE:502486  TANK Hs.556496 TRAF family member-associated NFKB activator AA134814::AA134813 73080-0.767216572 -0.38445993 -1.04213083 0.05618517 1.778171 1.19582213
IMAGE:2322039  PPL Hs.192233 Periplakin AI680568 215311.111951333 0.05578122 0.84204119 -1.78281235 -0.82819705 -0.19314092
IMAGE:275173  SCRG1 Hs.7122 Scrapie responsive protein 1 R85819::R84886 4402-1.027786819 -1.05277837 0.01167656 0.68266883 1.00335516 1.4202281
IMAGE:1915867  C10orf118 Hs.159066 Chromosome 10 open reading frame 118 AI311655 57799-0.788510944 -0.91024131 -0.8328208 1.63990842 1.36311675 0.58612921
IMAGE:1456128  UBIAD1 Hs.522933 UbiA prenyltransferase domain containing 1 AA862446 119789-1.070800302 -0.47730131 -0.225674 0.31975564 1.20619314 1.07829614
IMAGE:936683     AA524273::AI732354 28718-0.681651378 -1.14984258 -0.33001341 1.30094879 1.15876044 0.70004846
IMAGE:23869  FAIM2 Hs.567424 Fas apoptotic inhibitory molecule 2 R38179::T77115 93144-1.259413327 -1.118609 -0.00873958 2.09214384 0.43976362 1.0460505



IMAGE:180561  GSTM2 Hs.279837 Glutathione S-transferase M2 (muscle) R84981::R85023 5238-0.928819371 -1.02574471 0.5244733 0.16905941 1.07738831 1.02980678
IMAGE:1415129  SYN2 Hs.445503 Synapsin II AA829792::AI732873 55682-0.904643723 -0.5148825 -1.00074923 1.7617502 0.72995079 0.88852488
IMAGE:810961  ADCK1 Hs.413208 AarF domain containing kinase 1 AA459412::AA459637 62665-1.021352549 -0.57422206 -0.22745809 0.28234202 1.15603024 1.23931226
IMAGE:768246  PRKCA Hs.531704 Protein kinase C, alpha AA424938::AA424937 275300.406591662 1.67081463 -0.28795696 -0.88867787 -1.13550235 -0.73198302
IMAGE:565097     AA126567::AI732463::AA126665::AI733776 86392-0.6671996 -0.40492511 -0.35820746 2.06972693 0.30913256 -0.3229131
IMAGE:51447  FCGR3A Hs.372679 Fc fragment of IgG, low affinity IIIa, receptor (CD16a) H20822::H20872 311670.829192351 0.98961288 0.50193448 -1.39767369 -0.94391278 -1.01403947
IMAGE:2488862  FKBP9 Hs.575466 FK506 binding protein 9, 63 kDa AI971229 148600.387998564 0.04732685 1.57157778 -1.50854331 -0.76804132 -0.34087571
IMAGE:897527  SEPT11 Hs.128199 Septin 11 AA496944::AA497109 117635-1.131116331 -0.37337114 -0.42580583 0.31131718 1.48630181 0.99136951
IMAGE:293917  SPARC Hs.111779 **Secreted protein, acidic, cysteine-rich (osteonectin) N66035::N95151 158600.674679732 0.55206525 0.80045846 -1.22060402 -0.9773527 -0.64273382
IMAGE:205049  HSPB8 Hs.400095 Heat shock 22kDa protein 8 H57494::H57493 936721.259726422 0.21788499 0.41797374 -1.16083 -1.32021104 -0.25784326
IMAGE:341834   Hs.27278 Transcribed locus, weakly similar to XP_497870.1 PREDICTED: similar to PPIA protein [Homo sapiens] W60647::W60905 1083601.289263499 0.80028829 0.04986102 -1.21723342 -1.22471774 -0.75470279
IMAGE:1643566  CA9 Hs.63287 Carbonic anhydrase IX AI023541 1262730.576331174 1.18346468 0.71699379 -1.72205989 -0.90152797 -0.91234817
IMAGE:452068  C20orf44 Hs.18128 Chromosome 20 open reading frame 44 AA707125 23152-1.364426637 -0.59280815 -0.35573116 0.9149232 1.50202422 0.96356871
IMAGE:784146  GPATC3 Hs.10903 G patch domain containing 3 AA432083::AA446768 751590.84365257 0.74444341 1.07419577 -1.51752552 -1.18682831 -1.02053485
IMAGE:376941  MAL2 Hs.201083 Mal, T-cell differentiation protein 2 AA046815::AA046853 866761.628499208 -0.2350135 0.28242867 -0.97733476 -0.87320553 -0.59272411
IMAGE:429811  PCMTD1 Hs.308480 Protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 1 AA009755 57153-0.739186638 -0.63463141 -0.72760326 1.44530888 1.06964927 0.455273
IMAGE:1934935  GPC4 Hs.58367 Glypican 4 AI368019 10236-0.991658567 -0.8599758 -0.3577819 0.84426638 1.20094128 1.17947127
IMAGE:2116188  HDAC5 Hs.438782 Histone deacetylase 5 AI401021 122770.636941214 -0.03482746 1.46962192 -1.37582615 -0.77240603 -0.59196584
IMAGE:1916839  DDX19B Hs.221761 DEAD (Asp-Glu-Ala-As) box polypeptide 19B AI347748 1373281.400958359 0.70949721 0.39731277 -1.56924381 -1.00443644 -1.08864408
IMAGE:324861  EGFR Hs.488293 **Epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian) W48713::W48712 8207-0.842827852 -1.18491716 0.53696036 0.18676535 1.31933205 0.86431966
IMAGE:841470  CTSH Hs.148641 Cathepsin H AA487231::AA487346 20280.576104171 0.53136601 0.9438519 -2.05382896 -0.30232973 -0.48486145
IMAGE:123761     R01415::R01414 24617-0.612147719 -0.69767907 -1.16055463 1.45745946 1.01370267 0.94427134
IMAGE:796181  GAS6 Hs.369201 Growth arrest-specific 6 AA461110::AA461427 1374910.694512221 0.35663687 1.06835214 -1.75014224 -0.77439653 -0.38762504
IMAGE:25621  CDC37 Hs.160958 CDC37 cell division cycle 37 homolog (S. cerevisiae) R17767::R11890 745540.75791757 1.06752979 0.31683924 -1.73731875 -0.93709024 -0.4598111
IMAGE:1588700  SPIRE1 Hs.515283 **Spire homolog 1 (Drosophila) AA975354 17250-0.389801008 -1.32223675 -0.31598318 0.72776207 0.86762743 1.3676461
IMAGE:878447  PPP1R14C Hs.486798 Protein phosphatase 1, regulatory (inhibitor) subunit 14C AA670373 958730.944142118 0.53106642 0.97865224 -1.02371914 -1.567515 -0.84489397
IMAGE:239877  HDAC3 Hs.519632 Histone deacetylase 3 H79779::H79778 959321.10395108 0.51320695 0.43912951 -1.89360656 -0.7754123 -0.30563006
IMAGE:1126178     AA653120::AI821718::AI792059 1050-0.874797899 -0.70647686 -0.64242691 1.07450766 1.31415524 0.78628287
IMAGE:757220  TUSC2 Hs.517981 Tumor suppressor candidate 2 AA496147::AA496146 1198651.262706418 0.15765478 0.82422526 -1.21007436 -1.18899353 -0.76175548
IMAGE:36348  PTPN13 Hs.436142 Protein tyrosine phosphatase, non-receptor type 13 (APO-1/CD95 (Fas)-associated phosphatase) R46609::R25256 74881.389602186 0.07057708 0.54074053 -1.3015353 -0.66301697 -0.9016423
IMAGE:1500480  MRPS16 Hs.180312 Mitochondrial ribosomal protein S16 AA887401 1345630.562251414 1.08656552 0.29746124 -1.83973083 -0.69848149 -0.30683964
IMAGE:2030301   Hs.552087 CDNA clone IMAGE:5922621 AI493143 18130.779417379 -0.88791423 1.36378762 -0.57723299 -0.60317734 -0.36157892
IMAGE:25384  LOC646201 Hs.380803 CDNA FLJ26856 fis, clone PRS08123::Hypothetical protein LOC646201 R12808 75363-0.966095709 -0.47117156 -0.6316875 0.44456352 1.53187788 0.96906887
IMAGE:138917  MYCL1 Hs.437922 V-myc myelocytomatosis viral oncogene homolog 1, lung carcinoma derived (avian) R62813::R62862 827960.857936573 0.20106048 0.93384858 -1.06299307 -1.1752005 -0.51761273
IMAGE:593658  BRWD1 Hs.190548 **Bromodomain and WD repeat domain containing 1 AA160080::AA160079 66716-0.325689161 -1.34609261 -0.61669773 0.94489959 1.15258443 1.18106081
IMAGE:502151  SLC16A3 Hs.500761 Solute carrier family 16 (monocarboxylic acid transporters), member 3 AA129777::AA133273 1238700.489641626 1.04414716 0.48697573 -0.78425487 -0.88022698 -1.24492101



IMAGE:1925280  TUSC4 Hs.437083 Tumor suppressor candidate 4 AI222722 993750.81417138 0.88853844 0.64255508 -1.93083128 -0.95261839 -0.47380892
IMAGE:1020543   Hs.634750 Transcribed locus AA788918 11800-0.567158586 -0.9574134 -0.55621686 1.68738357 0.62603638 0.6687091
IMAGE:2578773  CSNK1D Hs.631725 Casein kinase 1, delta AW087914::AW239476 30360.440630074 1.27887842 0.36755201 -1.86106018 -0.27411993 -0.90352265
IMAGE:2516260  LTBP1 Hs.49787 Latent transforming growth factor beta binding protein 1 AW025698 852940.627600585 0.63191409 1.02961956 -1.64712802 -0.63776708 -0.89140137
IMAGE:1553065  TNFRSF19L Hs.533720 Tumor necrosis factor receptor superfamily, member 19-like AA928313 273180.489459126 1.40942417 -0.38972909 -1.70030631 0.06005923 -0.7209165
IMAGE:202560  MAGI2 Hs.583235 Membrane associated guanylate kinase, WW and PDZ domain containing 2 H53807::H53755 5781-0.990730812 -0.79648457 -0.39807314 1.4999606 0.90987861 0.76857529
IMAGE:292222  LOC644823 Hs.632011 Hypothetical protein LOC644823 N62460::N79179 129428-1.03660095 -0.6485324 -0.4826242 1.01108369 1.23271 0.88718658
IMAGE:826973  USP9Y Hs.165856 **Ubiquitin specific peptidase 9, Y-linked (fat facets-like, Drosophila) AA521367 63770-1.031232048 -0.38645965 -0.56991619 0.741115 1.62505676 0.47276102
IMAGE:754538  DRAP1 Hs.356742 DR1-associated protein 1 (negative cofactor 2 alpha) AA406285::AA421977 601850.724859573 0.64438129 1.00795377 -1.57752943 -1.05915461 -0.67711946
IMAGE:234664   Hs.633489 Transcribed locus H77737 108450-0.162363729 0.0657915 0.95551554 1.26467997 -0.73595037 -1.57826569
IMAGE:126458  MT1M Hs.643532 Metallothionein 1M R06601::R06655 1233080.777705804 0.7701824 0.22073117 -1.65514484 -0.56667807 -0.37592336
IMAGE:416227  MUS81 Hs.288798 MUS81 endonuclease homolog (S. cerevisiae) W86124 822680.947142806 0.94084069 0.67867267 -1.58536242 -1.24504816 -0.84990551
IMAGE:121574  PSME4 Hs.413801 Proteasome (prosome, macropain) activator subunit 4 T97717::T97820 7951-1.140192752 -0.53427014 -0.34024246 0.6742877 0.86713286 1.39557685
IMAGE:505997  KIAA0672 Hs.499758 KIAA0672 gene product AA708431 82162-1.405954168 -0.69073545 -0.15359867 1.1880869 0.78913709 1.35980877
IMAGE:1492114  RBP7 Hs.422688 Retinol binding protein 7, cellular AA888151::AI733027::AI791518 22982-0.621770121 -1.18026063 0.04170702 0.76043397 0.92582386 0.96465453
IMAGE:51997  RP11-487F23.3 Hs.582685 Hypothetical LOC389422 H23517::H23546 17116-0.919251776 -1.30567598 0.10753253 1.26556305 1.14066523 0.79674769
IMAGE:79043  C11orf67 Hs.503357 **Chromosome 11 open reading frame 67 AI821328::T61912::AI821043::T61975 124566-1.00174627 -0.68092486 -0.7903197 1.27897841 1.27897841 0.9539495
IMAGE:1607473   Hs.157101 CDNA clone IMAGE:4138684 AI014470 261020.844898261 0.80715635 0.48823719 -0.93321759 -0.98511272 -1.17004809
IMAGE:84264  ECHDC2 Hs.476319 Enoyl Coenzyme A hydratase domain containing 2 T72850::T71152 69124-0.842512271 -0.89052457 -0.24142324 0.46426402 1.3143519 1.12271839
IMAGE:202872  PTPLB Hs.477367 Protein tyrosine phosphatase-like (proline instead of catalytic arginine), member b H54005::H54162 66514-0.771149596 -0.93136024 -0.74634279 1.24130278 1.37386417 0.87152629
IMAGE:187582  ABI3BP Hs.477015 ABI gene family, member 3 (NESH) binding protein AI821443::R83653::AI820814 11104-0.442643758 -1.02079049 -0.32985765 2.08416127 0.29864338 0.22466878
IMAGE:276412  MS4A7 Hs.530735 Membrane-spanning 4-domains, subfamily A, member 7 N40188 1050071.296929427 0.64634149 0.47277392 -1.3306907 -1.21741869 -0.9577644
IMAGE:113048  PTGFRN Hs.418093 Prostaglandin F2 receptor negative regulator T87069::T83630 869850.797950819 0.87476782 0.79795082 -1.06129502 -1.62096177 -0.8242597
IMAGE:2284803  SCAMP1 Hs.482587 Secretory carrier membrane protein 1 AI628468 58874-1.499266532 -0.45183521 -0.52076295 1.02909753 1.47799667 1.0705121
*mitoch. cont. IMAGE:916506144621 -1.018295226 -0.45585008 -0.42444081 -0.01520718 1.46942888 1.28754726
IMAGE:2422534  AGPAT1 Hs.409230 1-acylglycerol-3-phosphate O-acyltransferase 1 (lysophosphatidic acid acyltransferase, alpha) AI865990 122210-1.300626803 -0.51683051 0.16865638 0.11002387 1.32651144 1.07883019
IMAGE:645284  FLJ23861 Hs.591638 Hypothetical protein FLJ23861 AA206122::AA206121 12380-1.120043097 -1.11308958 -0.32456121 1.27648515 1.21494656 1.26396883
IMAGE:724588  ISGF3G Hs.1706 Interferon-stimulated transcription factor 3, gamma 48kDa AA291389::AA291577 568940.896509852 0.77729624 0.51758087 -1.67658823 -0.69520475 -0.78589225
IMAGE:866866  RASSF1 Hs.476270 Ras association (RalGDS/AF-6) domain family 1 AA679341 967890.868348301 0.78918109 0.63480502 -1.70384392 -1.08782404 -0.48813241
IMAGE:645939  ZC3H13 Hs.136102 Zinc finger CCCH-type containing 13 AA196638::AA196928 1197910.923945914 0.82549596 0.21145994 -0.25508346 -1.25599134 -1.37741295
IMAGE:162365  TOMM70A Hs.227253 **Translocase of outer mitochondrial membrane 70 homolog A (S. cerevisiae) AI668611::H27519::AI733543::H27590 23988-0.464325622 -1.16304846 -0.54942148 1.13863825 1.19719045 0.79200927
IMAGE:780977  TRAPPC3 Hs.523131 Trafficking protein particle complex 3 AA429882::AA446176 733711.15712079 0.7632343 0.06999408 -1.62568725 -0.74600743 -0.59633056
IMAGE:856977  KIF3B Hs.369670 Kinesin family member 3B AA669631::AI791147 28894-0.933518535 -0.66565404 -0.49577156 1.5782398 0.73537295 0.70486056
IMAGE:743116  TAF7L Hs.223806 TAF7-like RNA polymerase II, TATA box binding protein (TBP)-associated factor, 50kDa AA401392::AA401416 66050-0.136883821 -1.12949605 -0.7362689 1.30069956 0.97550998 0.54369639
IMAGE:296345  FRMD4A Hs.330463 FERM domain containing 4A N70116::W04141 11400-0.703780324 -0.7520981 -0.8809455 1.19732279 1.04255492 1.0451218
IMAGE:1202584  DNAJA2 Hs.368078 **DnaJ (Hsp40) homolog, subfamily A, member 2 AA630812::AI821087::AI821833 116864-0.542780337 -1.45482075 -0.39263491 1.31857094 1.16434836 1.00427596



IMAGE:488017  MFGE8 Hs.3745 **Milk fat globule-EGF factor 8 protein AA054753 696720.764132987 0.63808745 0.9069846 -1.82426473 -1.08374717 -0.32904949
IMAGE:383999  CAND1 Hs.546407 Cullin-associated and neddylation-dissociated 1 AA702623 65676-0.462735665 -1.05999346 -0.55010595 1.49873205 0.68694901 0.78604505
IMAGE:234419  LOC54103 Hs.186649 Hypothetical protein LOC54103 H95342 6223-1.148932084 -0.97566562 -0.17170924 0.74590168 1.22375958 1.43187185
IMAGE:137931     R63068::R63109 27428-0.803067848 -0.74721901 -0.60309296 0.99625577 1.09984636 0.98319435
IMAGE:322169  CASR Hs.435615 Calcium-sensing receptor (hypocalciuric hypercalcemia 1, severe neonatal hyperparathyroidism) W37989 1027751.374795069 0.51735263 -0.55678791 0.46434684 -1.50841702 -1.09816647
IMAGE:208181     H62537::H62604 72387-1.139763742 -0.70590818 -0.15961922 1.59079211 0.97329738 0.40394242
IMAGE:488207  PDPN Hs.468675 Podoplanin AA046430::AA055908 1048190.547834426 1.20939217 -0.03250705 -1.29293619 -0.6581877 -0.64408218
IMAGE:142067  LOC389541 Hs.406520 Similar to CG14977-PA R69117::R69236 1004461.01285968 0.10531161 0.87191472 -1.52535288 -0.87563097 -0.36616648
IMAGE:1610125     AI000670::AI733566::AI792155 4343-0.82794572 -0.76319011 -0.38356035 1.90627315 0.47106192 0.48881912
*mitoch. cont. IMAGE:245272148009 -0.79491673 -0.83615017 -0.83615017 1.07424662 0.99693392 1.42060751
IMAGE:50542  APBA2BP Hs.516986 Amyloid beta (A4) precursor protein-binding, family A, member 2 binding protein H18064::H17371 60678-0.949919781 -0.58902784 -0.51833003 0.53575205 1.37217824 1.04840368
IMAGE:826133  BTBD2 Hs.465543 BTB (POZ) domain containing 2 AA521345 704621.00599858 0.70069654 0.097725 -0.42583865 -0.6918037 -1.56455657
IMAGE:196636  NIP30 Hs.396740 NEFA-interacting nuclear protein NIP30 R93007 106091-1.190926186 -0.06713358 -0.40969657 2.62338093 -0.16672486 -0.05744571
IMAGE:22411  DARC Hs.153381 Duffy blood group, chemokine receptor T82477::T74141 572090.579540863 1.08315405 0.27389226 -1.22520901 -0.98772403 -0.62347465
IMAGE:838155  SCD5 Hs.379191 **Stearoyl-CoA desaturase 5 AA457374::AA457423 70830-1.266882278 -0.81926624 0.03351153 1.08494776 1.05726017 0.94512543
IMAGE:757257  C6orf105 Hs.126409 Chromosome 6 open reading frame 105 AA426092 112292-0.874724911 -0.48600664 -0.80404886 0.73646815 1.19554696 1.11414329
IMAGE:296024     N73572 25347 -0.853509062 -0.66882737 -0.67685701 1.63025893 0.86995252 0.62936447
IMAGE:868356   Hs.116806 Transcribed locus AA634087::AI732170::AI821183 28951-0.535712004 -0.62149845 -0.60669337 2.03840016 0.29672782 0.15905441
IMAGE:345833  HNRPAB Hs.591731 Heterogeneous nuclear ribonucleoprotein A/B W72693::W77808 1031071.22752005 0.47632193 0.09963417 -1.62431108 -0.68803516 -0.36795944
IMAGE:869164   Hs.178949 Transcribed locus AA680272::AI732117::AI821148 10658-0.785532601 -0.87270478 -0.49601915 1.90229755 0.25111644 0.95396602
IMAGE:2315045  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) AI669217 898891.18017152 0.50311256 0.22730012 -1.55960101 -0.80058229 -0.44886797
IMAGE:81057  LOC400590 Hs.558901 Hypothetical LOC400590 AI821387::T70206::AI820539::T69877 66255-0.436455717 -1.08853939 -0.45217559 1.36230545 0.91763679 0.57276991
IMAGE:127682  ZDHHC2 Hs.443852 Zinc finger, DHHC-type containing 2 R09490::R09585 93577-1.319542024 0.16946418 -0.79431546 0.87748293 0.91081889 0.92970927
IMAGE:81315  RAB40B Hs.484068 RAB40B, member RAS oncogene family T60070::T60109 16616-1.016791123 -1.12646969 0.31510042 0.75008843 1.07406205 0.99686521
IMAGE:712209  ARHGAP15 Hs.171011 Rho GTPase activating protein 15 AA280373::AA280331 1249460.301626623 1.29752725 0.32396458 -0.85203584 -0.81480591 -1.1368448
IMAGE:810509  RRBP1 Hs.472213 Ribosome binding protein 1 homolog 180kDa (dog) AA464540::AA464639 183540.904505897 1.00339627 0.14799456 -1.32609004 -1.18393513 -0.53682127
IMAGE:666774  MOSPD2 Hs.190043 Motile sperm domain containing 2 AA236207::AA236206 14045-0.70105151 -0.67372833 -0.82400581 0.64171193 1.30976363 1.14070147
IMAGE:744985  C11orf66 Hs.502726 Chromosome 11 open reading frame 66 AA626004 26382-0.64629419 -1.47108417 -0.12064446 1.47200036 0.76787696 1.08699579
IMAGE:392127  DAP Hs.75189 Death-associated protein AI003757 63603-1.172107602 -0.19457809 -0.94697959 1.15285749 1.26906255 0.81183299
IMAGE:786573  GRB2 Hs.633064 **Growth factor receptor-bound protein 2 AA452248::AA452427 1083-0.748558583 -0.7923183 -0.67217799 0.51709165 1.4144144 1.22003176
IMAGE:377348  CALML3 Hs.239600 Calmodulin-like 3 AA055523::AA055522 24846-0.6780387 -1.05101318 -0.07207029 0.59203148 1.15840013 0.93323406
IMAGE:86035  ISOC1 Hs.483296 Isochorismatase domain containing 1 T62842::T62691 87535-1.049332882 -0.39360324 -0.77984399 0.69974598 1.24012319 1.19934
IMAGE:1950530  TMEM107 Hs.513933 Transmembrane protein 107 AI338147 105398-1.608713022 -1.00177993 0.36889267 1.99460631 0.75491319 0.70510409
IMAGE:813310  SFRS1 Hs.68714 Splicing factor, arginine/serine-rich 1 (splicing factor 2, alternate splicing factor) AA455164::AA456529 752781.347139875 0.43655435 0.44830384 -1.08280166 -1.2230612 -0.93005828
IMAGE:512410  RNASEH2A Hs.532851 Ribonuclease H2, large subunit AA057723::AA059437 254320.876039617 1.08181464 0.03335951 -1.10295945 -0.91750333 -0.95801798
IMAGE:151492  CHD4 Hs.162233 Chromodomain helicase DNA binding protein 4 H02839::H03733 1006880.946254633 0.87474614 0.1292701 -1.82492295 -0.6886083 -0.37955753



IMAGE:179211  GPR160 Hs.231320 **G protein-coupled receptor 160 H50224::H50258 23439-1.280449938 0.06776284 -0.63027287 1.08519657 0.63433321 0.88734197
IMAGE:357785  CDSN Hs.556031 Corneodesmosin W95595::W95594 1325180.878234594 0.26714116 0.77826193 -1.09709971 -0.71973189 -0.87405944
IMAGE:825284  TMEM109 Hs.13662 Transmembrane protein 109 AA504202::AA504438 1342290.93236514 0.56686143 0.61245893 -1.47199786 -1.09907551 -0.44334015
IMAGE:1686218  FGL2 Hs.520989 Fibrinogen-like 2 AI094854 316270.600399409 0.54230855 0.78647458 -1.39377685 -0.82983446 -0.47354385
IMAGE:471855  LUM Hs.406475 Lumican AA035657 157940.881243998 0.73412574 0.4284467 -0.77342774 -1.03905792 -1.14612732
IMAGE:1534734  ZDHHC14 Hs.143660 Zinc finger, DHHC-type containing 14 AA918703 309860.872116718 0.66544641 0.54060067 -1.80342026 -0.86075058 -0.31792468
IMAGE:824622  LAS1L Hs.522675 LAS1-like (S. cerevisiae) AA491271::AA482133 578561.185823205 0.9115886 0.18945579 -1.28036475 -1.12373777 -0.97883492
IMAGE:183005  FBXW8 Hs.435466 F-box and WD-40 domain protein 8 AI821450::H42373 29394-0.713199505 -1.3572151 0.20903082 0.90771874 1.11126089 0.82535375
IMAGE:771010  HIP1 Hs.329266 Huntingtin interacting protein 1 AA427722::AA429286 267280.711885742 0.71188574 0.8596052 -1.98479722 -0.55398796 -0.67137855
IMAGE:1156220     AA679634::AI792297 15792-0.769686847 -1.1524688 0.27830418 1.16587086 0.76731887 0.60216351
IMAGE:825853   Hs.535041 Transcribed locus, strongly similar to XP_499090.1 PREDICTED: hypothetical protein XP_499090 [Homo sapiens] AA504782::AA491400 26922-0.374861263 -0.89907034 -0.42457074 2.3893813 0.12809418 -0.07586465
IMAGE:309993  ABR Hs.159306 Active BCR-related gene N99003::W24076 122740.616979149 0.73343451 0.7237299 -2.08502778 -0.36003278 -0.48522229
IMAGE:462019   Hs.634742 Transcribed locus AA780033 22224-0.796308849 -0.66922925 -0.3166482 1.77967891 0.60022138 0.2142171
IMAGE:711857  FGFR1 Hs.264887 Fibroblast growth factor receptor 1 (fms-related tyrosine kinase 2, Pfeiffer syndrome) AA281064::AA281189 252450.684259457 0.26323609 1.47940739 -1.06032282 -1.02834637 -1.18183337
IMAGE:2504022  GBAS Hs.591069 Glioblastoma amplified sequence AW004731 18462-0.830000825 -0.76475993 -0.53061761 0.47294441 1.28362293 1.29884581
IMAGE:123405  KCTD5 Hs.61960 Potassium channel tetramerisation domain containing 5 T99645 1061621.256522923 0.5761651 0.12552809 -1.44429754 -0.56243374 -0.89921086
IMAGE:345925  KRT5 Hs.433845 Keratin 5 (epidermolysis bullosa simplex, Dowling-Meara/Kobner/Weber-Cockayne types) W72110::W77796 863091.164262934 0.6238234 0.24774894 -1.66902484 -0.87176486 -0.45102598
IMAGE:1020434   Hs.584100 Transcribed locus AA682947 11732-0.923711589 -1.00766396 -0.13342097 1.49553959 0.77518557 0.79311438
IMAGE:432047  ABCC11 Hs.642671 ATP-binding cassette, sub-family C (CFTR/MRP), member 11 AA678290 3454-0.689820449 -1.34360423 -0.12837302 1.44413718 0.93406353 0.83240258
IMAGE:2028590  GCGR Hs.208 Glucagon receptor AI261290 689040.825994038 0.80076886 0.15500436 0.59203053 -1.20053354 -2.02539679
IMAGE:841221  ASL Hs.632015 Argininosuccinate lyase AA486741::AA486740 1090721.114991613 0.47717861 1.09136891 -1.95477873 -1.17522951 -0.62245824
IMAGE:824530  ARTS-1 Hs.436186 Type 1 tumor necrosis factor receptor shedding aminopeptidase regulator AA490894::AA491080 1071050.268765676 1.36438013 0.56260251 -1.28511333 -1.29375391 -0.57410461
IMAGE:564608  TMEM163 Hs.369471 Hypothetical protein DKFZp566N034 AA127499::AI732458::AA127522::AI733770 57487-1.168310105 -0.64574612 -0.33163662 1.57515084 1.05401462 0.50646465
IMAGE:785540  CAPNS2 Hs.460857 Calpain, small subunit 2 AA450334::AA450333 1253621.298155741 -0.75371652 0.96177074 -0.50333471 -0.69355242 -0.82198513
IMAGE:1575061  GALT Hs.522090 Galactose-1-phosphate uridylyltransferase AA954189 1000050.225076892 1.11629983 0.75024631 -1.70235575 -0.71114194 -0.53637529
IMAGE:1646628  STXBP5 Hs.93534 Syntaxin binding protein 5 (tomosyn) AI025874 1111211.047839559 0.70301665 -0.41951541 0.14312661 -1.27276636 -0.9722503
IMAGE:233987  C13orf24 Hs.441926 Chromosome 13 open reading frame 24 H66147::H66565 25669-0.889767771 -0.63275668 -0.66677286 1.44765629 1.04027212 0.62932435
IMAGE:2455026  SCTR Hs.42091 Secretin receptor AI922679 1215920.829824335 0.73718285 -0.18090142 0.93338171 -1.52377202 -1.5339937
IMAGE:128143  PON1 Hs.370995 Paraoxonase 1 R12373::R09781 6650-0.918090677 -1.07974599 -0.31188326 1.53358531 1.28244224 0.57058153
IMAGE:1914863  DYSF Hs.252180 Dysferlin, limb girdle muscular dystrophy 2B (autosomal recessive) AI310142 210250.27004105 1.29706402 0.43391575 -1.87856958 -0.96098348 -0.05349925
IMAGE:1557243  FPRL2 Hs.445466 Formyl peptide receptor-like 2 AA935508 1206600.744525286 0.86524578 0.34972455 -0.89976984 -0.87424714 -1.07779531
IMAGE:855451  ZNF521 Hs.116935 Zinc finger protein 521 AA664087::AI791141 67312-0.829986049 -1.11542828 -0.10577834 1.27015514 0.78803448 0.9921548
IMAGE:592777  FER1L4 Hs.72222 Fer-1-like 4 (C. elegans) AA158234::AA160812 16210-1.027563142 -0.45665032 -0.54533018 0.71748842 1.3260757 0.86441878
IMAGE:230202  ZNF347 Hs.467239 Zinc finger protein 347 H93450::H93449 3193-0.528420306 -1.43192724 0.13538071 0.52526503 1.44984501 0.7961854
IMAGE:123400     T99639 82991 1.109475292 1.06144065 0.21324999 -1.09011105 -1.49988027 -0.93294507
IMAGE:683151  C10orf128 Hs.385493 Chromosome 10 open reading frame 128 AA214559::AA213418 296380.670664994 0.79376468 0.87761688 -1.73149672 -1.11046637 -0.45170252



IMAGE:845658  HIG2 Hs.433213 Hypoxia-inducible protein 2 AA670144 100439-0.848862507 -0.57727625 -0.56684734 0.68136309 1.11774788 1.04865634
IMAGE:981201  ITCH Hs.632272 Itchy homolog E3 ubiquitin protein ligase (mouse) AA526416::AI732502::AI791458 27911-1.134170683 -0.27488783 -0.78646088 1.16251255 1.07858259 0.85556872
IMAGE:1010364     AA229894::AI791639::AI821499 78545-1.40779987 -0.92824645 0.0568127 1.72046009 0.83090864 0.88168488
IMAGE:1899498  LYPLAL1 Hs.591419 Lysophospholipase-like 1 AI301330 56872-0.983680257 -0.60254911 -0.26629006 1.70444428 0.66454766 0.34321468
IMAGE:813552  CD47 Hs.446414 CD47 molecule AA455448::AA455447 1384640.658688626 1.01400985 0.23427717 -1.1755338 -0.91644541 -0.70991495
IMAGE:297800  RGS18 Hs.440890 Regulator of G-protein signalling 18 N69945::N98410 786840.841982866 1.09858604 -0.18164998 -0.55495415 -1.10194659 -1.02689016
IMAGE:841287  GNPAT Hs.498028 Glyceronephosphate O-acyltransferase AA487206::AA486845 22576-1.184622389 -0.25557171 -0.42465296 0.33934932 1.29635261 1.05540542
IMAGE:347429     W81196::W81264 1298220.684632438 0.80151107 0.73054905 -1.24115179 -1.45403787 -0.44721192
IMAGE:71956  CLIC2 Hs.632837 Chloride intracellular channel 2 T52201::T52280 256920.577596605 1.12631563 0.3352457 -0.83617144 -1.04684035 -1.0919137
IMAGE:2243166  MLN Hs.2813 Motilin AI655747 1292070.774994649 0.90502819 0.57827724 -0.63989412 -1.68097899 -0.92200771
IMAGE:24176  RGS6 Hs.509872 Regulator of G-protein signalling 6 R39325::T78751 631410.723983565 0.81540979 0.39891256 -1.75417491 -0.52500018 -0.52855564
IMAGE:214713  VAPA Hs.165195 VAMP (vesicle-associated membrane protein)-associated protein A, 33kDa H73806::H73402 17757-0.2269284 -0.99091898 -1.01830646 0.77294485 1.25672103 1.06998826
IMAGE:782222  CIP29 Hs.505676 Cytokine induced protein 29 kDa AA431981::AA429710 114440.46083207 1.20154365 0.53532649 -1.20619226 -1.07286417 -0.88366527
IMAGE:704020  CSF2RB Hs.592192 Colony stimulating factor 2 receptor, beta, low-affinity (granulocyte-macrophage) AA279147 19550.56733342 0.95501041 0.3844411 -1.34961525 -0.72078038 -0.69367149
IMAGE:450965  ANKRD39 Hs.631520 Ankyrin repeat domain 39 AA704413 269180.931757201 0.99023944 0.60382348 -1.69247067 -1.12714239 -0.81816125
IMAGE:2029229  C21orf51 Hs.303798 Chromosome 21 open reading frame 51 AI253185::AI793189::AI793021 66759-0.767316997 -1.07782157 0.21241626 1.66155937 0.48177246 0.3588557
IMAGE:282980   Hs.596757 Transcribed locus N45139 93436-0.986650182 -0.69832756 -0.90366953 1.95599858 0.81466295 0.88639199
IMAGE:212467  SPTLC2 Hs.435661 Serine palmitoyltransferase, long chain base subunit 2 H68395::H68394 12168-1.136257359 -0.98500129 -0.35498688 1.50842212 1.17302823 0.94417122
IMAGE:233583  IL1R2 Hs.25333 Interleukin 1 receptor, type II H78386::H78484 1041690.970296488 0.72475105 0.18773407 -0.83912332 -1.0744377 -0.86367787
IMAGE:432492  TNRC6A Hs.407740 Trinucleotide repeat containing 6A AA699500 24457-0.883772925 -0.96033044 -0.37645179 0.41591851 1.35757595 1.46322532
IMAGE:198169     R94923::R95007 106169-0.687633717 -0.47419902 -0.2699448 2.0933569 0.09064246 -0.10381925
IMAGE:51408  DSCR1L1 Hs.440168 Down syndrome critical region gene 1-like 1 H19440::H19439 6941-1.329672892 -0.51726615 0.22587564 1.25368345 0.77303644 0.46134413
IMAGE:2018501  MOSPD3 Hs.521086 Motile sperm domain containing 3 AI359963 685500.790170704 0.5188273 1.1345681 -1.38501195 -1.23629489 -0.7604003
IMAGE:435714     AA699972 14773-0.977484245 -0.63676792 -0.23930892 1.38978711 0.92300488 0.40772241
IMAGE:435835  SCAND2 Hs.513102 SCAN domain containing 2 AA701535 90491-1.181330052 -0.86215342 -0.25627779 1.30600782 1.28227956 0.79728507
IMAGE:2449845  ITGB1BP1 Hs.467662 Integrin beta 1 binding protein 1 AI924387 556001.193432952 0.40551905 0.40963527 -0.78458426 -1.35056508 -0.77532275
IMAGE:1191176  EIF4A1 Hs.129673 Eukaryotic translation initiation factor 4A, isoform 1 AA650175::AI821080 107711.215990887 0.61245935 0.01867428 -1.50683604 -0.71962099 -0.53956116
IMAGE:857249  PLEC1 Hs.434248 Plectin 1, intermediate filament binding protein 500kDa AA629644::AI821275 118800.688895097 -0.27983503 1.32675302 -1.78313611 -0.3632166 -0.12567866
IMAGE:1115508  LOC401101 Hs.543306 Hypothetical LOC401101 AA603350::AI792089::AI821746 21135-0.809984767 -0.52580998 -0.52248873 2.05679111 0.27744911 0.32256281
IMAGE:2018680  HIP2 Hs.50308 Huntingtin interacting protein 2 AI360196 1359831.102245676 0.99317202 -0.05767471 -1.27330057 -0.89465917 -0.90307343
IMAGE:283686   Hs.586700 CDNA FLJ34358 fis, clone FEBRA2013905 N52937 67117-0.575906434 -1.28531176 0.02336744 0.83967966 1.03191362 0.89102473
IMAGE:504543  TEAD3 Hs.485205 TEA domain family member 3 AA150053::AA150038 37331.176868134 -0.37293498 0.74257192 -1.92029822 -0.02606731 -0.18774912
IMAGE:795260   Hs.634293 CDNA FLJ13202 fis, clone NT2RP3004503 AA453996::AA453181 5063-0.712615022 -1.39897591 -0.08738932 1.17360847 1.01569471 1.08731988
IMAGE:376290  TEAD1 Hs.568169 TEA domain family member 1 (SV40 transcriptional enhancer factor) AA039370::AA039369 800471.614975397 0.25969226 0.31462004 -1.03499121 -1.12454737 -1.04573795
IMAGE:1699812     AI049745::AI733657::AI792377 4789-1.078325042 -0.61011342 -0.25239421 1.45108812 0.99427103 0.4027913
IMAGE:665261   Hs.633963 Transcribed locus AA195276::AA195086 89279-0.759350119 -0.84463567 -0.57965382 1.17932931 0.85622025 1.09499639



IMAGE:796090  MAN2C1 Hs.598731 Mannosidase, alpha, class 2C, member 1 AA460369::AA460803 60390.479843414 1.23761315 0.7672346 -2.36474 -0.43242716 -0.73806095
IMAGE:648046     AA206914::AA204756 126882-0.580518701 -0.77155576 -0.42006727 2.12716081 0.45380173 -0.02776676
IMAGE:32310  DAD1 Hs.82890 Defender against cell death 1 R42714 59346-0.905854407 -0.7003241 -0.49096997 1.93882845 0.53767167 0.54648011
IMAGE:200899  AKR1C2 Hs.460260 Aldo-keto reductase family 1, member C2 (dihydrodiol dehydrogenase 2; bile acid binding protein; 3-alpha hydroxysteroid dehydrogenase, type III) R98791::R98790 66420-0.391748086 -1.1997913 -0.48371478 1.07533125 0.96870956 0.94791175
IMAGE:119851  KLRK1 Hs.387787 Killer cell lectin-like receptor subfamily K, member 1 T94611::T94610 1235620.449252603 1.07788072 0.19480045 0.03865935 -1.3070612 -1.26579869
IMAGE:1894160  LOC644450 Hs.534619 Hypothetical protein LOC644450::PNAS-130 AI301365 81106-0.254020459 -0.40480971 -0.51147914 2.0918344 -0.12574987 -0.33849036
IMAGE:77577  FOSL2 Hs.220971 FOS-like antigen 2 T58873::T58932 188640.909958222 1.0760103 -0.15900202 -0.18157473 -0.79648632 -1.80213921
IMAGE:1553979   Hs.602361 Transcribed locus AA933078::AI792947 1196-0.945500741 -0.86771656 -0.61282379 0.76964041 0.94615066 1.77006462
IMAGE:878835  NDP Hs.522615 Norrie disease (pseudoglioma) AA670439 891651.151886078 0.58053546 0.44276297 -1.01404605 -1.12142755 -1.0166124
IMAGE:510466  KRT17 Hs.2785 Keratin 17 AA055657::AA055713 133354-0.744091875 -0.73003806 -0.52942678 0.60934537 0.79121823 1.47241478
IMAGE:810613  DDX49 Hs.143187 DEAD (Asp-Glu-Ala-Asp) box polypeptide 49 AA464741::AA464032 1356570.734981376 0.59386962 0.89678952 -1.80902834 -0.84946842 -0.45576663
IMAGE:137045   Hs.633162 Transcribed locus R35679::R35790 26990-0.921257418 -0.5265464 -0.79578086 1.50579984 0.89269937 0.76793261
IMAGE:76252  CHMP4A Hs.279761 Chromatin modifying protein 4A T59873::T59964 1140800.498823799 1.14591665 0.64273725 -1.60215728 -1.05083417 -0.61754079
IMAGE:83746  METTL7B Hs.51483 Methyltransferase like 7B T60926::T60981 1119760.525464152 0.92588937 0.66434581 -2.00811236 -0.64717349 -0.35217669
IMAGE:193182  TACC1 Hs.279245 Transforming, acidic coiled-coil containing protein 1 H47327::H47413 239300.761375442 0.52408516 0.59813703 -1.69841671 -0.5835848 -0.39386068
IMAGE:782843  C14orf8 Hs.406966 Chromosome 14 open reading frame 8 AA448281 297731.793736272 -0.88363096 0.39783769 -0.20420318 -0.67284432 -0.98540759
IMAGE:869448     AA680243::AI732120 14660-0.800943255 -0.7901609 -0.57235728 1.3938056 0.77921123 0.929086
IMAGE:1190928  ZNF10 Hs.507355 Zinc finger protein 10 AA650138 291080.335749551 0.70895966 1.00482984 -1.90283663 -0.73599297 -0.18427152
IMAGE:1470305     AA866057 24331-0.543291438 -0.98991728 -0.53517097 0.85212431 1.05658614 1.06006634
IMAGE:80770  SHANK2 Hs.268726 SH3 and multiple ankyrin repeat domains 2 AI821382::T63030::AI820534::T63279 94159-0.925264864 -0.76269111 -0.42411358 1.35129789 0.91187751 0.79890053
IMAGE:1541632     AA928058 83354-1.215212352 -1.00039455 0.17632961 0.41956601 1.37841421 1.30501813
IMAGE:1669248  SLC1A3 Hs.481918 Solute carrier family 1 (glial high affinity glutamate transporter), member 3 AI056429 14834-1.41914443 -0.78259432 0.25207304 1.13735529 1.15193834 0.69822321
IMAGE:23539     R38110::T77036 1309760.964672735 0.60219133 0.69788642 -1.66927826 -0.98475226 -0.56862361
IMAGE:48283  EPHA5 Hs.479853 EPH receptor A5::Transcribed locus H11658::H12187 866111.383334534 0.79531786 0.32992284 -2.23711361 -1.42709064 -0.01617789
IMAGE:714493  SRGAP2 Hs.497575 SLIT-ROBO Rho GTPase activating protein 2 AA292435::AA411140 310070.86716374 0.31295319 1.06339533 -1.38806267 -0.85779949 -0.85355739
IMAGE:2029080  ERBB4 Hs.390729 V-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) AI253036::AI793236::AI793060 1118801.271397041 0.36490359 0.42195016 -0.974714 -1.25091123 -0.75626341
IMAGE:46050  MLSTD1 Hs.298851 Male sterility domain containing 1 H09062::H09061 119034-0.899962247 -0.96241102 -0.3347116 0.78570867 1.34635372 1.07988702
IMAGE:564981  C18orf24 Hs.134726 Chromosome 18 open reading frame 24 AA126518::AA121042 87846-0.03601476 1.55165607 0.13361718 -0.79778133 -0.92623196 -0.71647015
IMAGE:2114193  CILP Hs.442180 Cartilage intermediate layer protein, nucleotide pyrophosphohydrolase AI417982 304201.136366395 -0.80294703 0.81739787 -0.37559391 -0.448675 -0.69760748
IMAGE:117546  ITGBL1 Hs.643461 Integrin, beta-like 1 (with EGF-like repeat domains) T89304::AI820563::T89937 66442-0.403930708 -0.76331235 -0.64896832 1.86043068 -0.25164338 0.95328768
IMAGE:753420  DCUN1D4 Hs.221407 DCN1, defective in cullin neddylation 1, domain containing 4 (S. cerevisiae) AA410430::AA406422 65716-0.483641956 -1.47027335 -0.10119515 0.88857245 1.26225243 0.90654202
IMAGE:245534  ZNF704 Hs.632067 Zinc finger protein 704 N55108::N77321 11274-0.59763977 -0.21121066 -0.63231312 2.14986059 0.20853964 -0.35473319
*mitoch. cont. IMAGE:916749144076 -0.773765796 -0.85961337 -0.3125231 0.83486478 0.95811182 1.04774603
IMAGE:308275   Hs.597449 **Transcribed locus N93807::W24826 16427-0.894628004 -1.09411733 -0.30723615 0.95249428 1.41072424 1.00394466
IMAGE:809456  IRF7 Hs.166120 Interferon regulatory factor 7 AA443090::AA456157 186120.940904156 0.62703399 0.50809371 -1.37165821 -0.98807582 -0.62729032
IMAGE:2310335  FCGR2B Hs.352642 Fc fragment of IgG, low affinity IIb, receptor (CD32) AI654494 671451.081810547 0.39445775 0.44283589 -1.15831292 -0.75236763 -0.85726677



IMAGE:449061     AA777417 93447-0.537614275 -0.59517251 -0.5391699 1.95341269 0.4600099 -0.04028003
IMAGE:810959  ARHGDIA Hs.159161 Rho GDP dissociation inhibitor (GDI) alpha AA459400::AA459625 195340.673816792 0.69988355 0.64045134 -2.14738879 -0.58703245 -0.12669345
IMAGE:282320  BCL2L13 Hs.631672 BCL2-like 13 (apoptosis facilitator) N51957 1362630.762034168 1.03260807 0.6007509 -1.23198939 -1.31156995 -0.89934265
IMAGE:362875   Hs.130643 Full-length cDNA clone CS0DB009YL20 of Neuroblastoma Cot 10-normalized of Homo sapiens (human) AA018937::AA018936 19386-0.301915174 -1.09558722 -0.85225261 0.85654076 1.22957389 1.0754547
IMAGE:324651  MECR Hs.183646 Mitochondrial trans-2-enoyl-CoA reductase W47099::W47223 22400-1.026613181 -0.50596445 -0.32257177 0.34533507 1.24675675 1.10998933
IMAGE:1942064  GRK5 Hs.524625 G protein-coupled receptor kinase 5 AI206119 68878-0.769470198 -0.28269079 -0.66899893 2.03162542 0.4519567 -0.06909198
IMAGE:1693563  POU6F1 Hs.594817 POU domain, class 6, transcription factor 1 AI123130 72591-1.184948439 -0.72913909 -0.05931174 1.33772757 0.96537436 0.64216904
IMAGE:1009152     AA225452::AA225519::AI732065::AI820978 8867-1.190714907 -0.42242417 -0.1770055 1.31668201 0.80236158 0.52192189
IMAGE:1861415  LRRC16 Hs.145481 Leucine rich repeat containing 16 AI054019::AI792486 1267550.519845722 0.95695548 0.62025113 -1.76026591 -0.84493211 -0.3853177
IMAGE:1697156     AI095492 16175-1.125785595 -0.96058791 -0.22545822 0.9931697 1.5064625 0.91175084
IMAGE:1118167  PDE4DIP Hs.584841 Phosphodiesterase 4D interacting protein (myomegalin) AA603761::AI821791::AI792138 835220.411718105 1.6481766 0.29243623 -0.87819903 -1.45678887 -1.12039943
IMAGE:723955  EFNB2 Hs.149239 Ephrin-B2 AA235700::AA292568 131368-0.392096996 -1.11088885 -0.37172943 0.43068798 1.09276855 1.19568403
IMAGE:1912788   Hs.543417 Transcribed locus AI304357 1228710.736014272 1.21516002 0.28949121 -1.03707986 -1.28939597 -0.96214962
IMAGE:151745  FBXO45 Hs.518526 F-box protein 45 H04182::H04181 1346901.079816029 0.57848742 0.70657557 -1.52840512 -0.89761037 -0.94465914
IMAGE:1010100     AA229499::AA229667 84178-1.397229579 -0.86323834 -0.81073292 1.47101837 0.77280806 2.16029159
IMAGE:809587  ARHGEF18 Hs.465761 Rho/rac guanine nucleotide exchange factor (GEF) 18 AA456630::AA455811 941050.720994703 0.88659059 0.72572601 -1.97200841 -0.7743953 -0.57213175
IMAGE:1601279   Hs.341780 Transcribed locus AA985650::AI733429::AI791739 23720-1.188398387 -0.99478603 0.09276226 1.40337964 0.90344487 0.8519993
IMAGE:844906     AA773755 28553-0.607161284 -0.72050084 -0.72201203 1.775425 0.70436624 0.41421698
IMAGE:1169174     AA640825::AI821056::AI821805 89869-0.683707619 -0.65551362 -0.76400699 1.58127 0.44637221 0.93619838
IMAGE:1560382  LOC441212 Hs.132551 PNAS-13 AA948490::AI733185::AI793113 29011-0.818050163 -0.91293059 -0.35369421 2.05989635 0.60320278 0.37548976
IMAGE:810083  COMMD5 Hs.631856 COMM domain containing 5 AA464962 717510.828159233 1.21443375 0.5915661 -1.85041308 -0.63123416 -1.32169985
IMAGE:771058  CISH Hs.8257 Cytokine inducible SH2-containing protein AA427521::AA428159 891740.203673688 1.16379709 0.44853056 -1.32884075 -0.55921802 -0.7238106
IMAGE:2011066  MMP19 Hs.591033 Matrix metallopeptidase 19 AI361112 1025380.559490977 0.87266328 0.57405713 -1.1990079 -0.72560791 -0.94118698
IMAGE:290391   Hs.146317 Transcribed locus, weakly similar to XP_517655.1 PREDICTED: similar to KIAA0825 protein [Pan troglodytes] N64519::N80308 14312-1.296885491 -0.47508935 -0.57156107 0.63344219 1.24085674 1.49811466
IMAGE:257926  NPLOC4 Hs.464333 Nuclear protein localization 4 homolog (S. cerevisiae) N27028::N40154 22911-1.037659254 -0.51183158 -0.71955524 1.25751337 1.12062434 0.84554259
IMAGE:252953  FAM3C Hs.434053 Family with sequence similarity 3, member C H88599::H88598 72813-0.69074284 -0.49674175 -0.84647522 0.50289535 1.33603701 1.00038855
IMAGE:399577  PKP1 Hs.497350 Plakophilin 1 (ectodermal dysplasia/skin fragility syndrome) AA733090 568390.980527795 0.15057803 0.87072899 -1.39726213 -0.87749398 -0.51031387
IMAGE:194353  NUP214 Hs.461860 Nucleoporin 214kDa H50679::H50772 1367420.94407733 0.60764196 0.82686759 -1.55395533 -1.24465184 -0.56255625
IMAGE:815284  PEPD Hs.36473 Peptidase D AA481543::AA481608 879681.257136689 0.49221404 0.29517497 -1.24300315 -0.72359744 -1.02639422
IMAGE:2249736  SELP Hs.73800 Selectin P (granule membrane protein 140kDa, antigen CD62) AI659868 1240410.388786066 1.07679934 0.50517929 -0.88382294 -0.89891095 -1.04711832
IMAGE:625786  RPL22L1 Hs.380933 Ribosomal protein L22-like 1 AA188378::AA187005 1389701.021567103 0.83297235 0.21165099 -1.21090882 -1.04314049 -0.7923236
IMAGE:248599  AMDHD1 Hs.424907 Amidohydrolase domain containing 1 N59799 803590.982001382 0.40824299 0.73488819 -0.79664962 -0.86270089 -1.34462629
IMAGE:916140     AA570243::AI732327 72304-0.972700607 -0.53922304 -0.48213559 1.51419723 0.82107891 0.53527883
IMAGE:487499   Hs.642841 **CDNA FLJ32068 fis, clone OCBBF1000114 AA045115::AA045157 93134-0.69105432 -0.91772594 -0.66824695 0.60190864 1.18377702 1.46279342
IMAGE:742776  YPEL1 Hs.517436 Yippee-like 1 (Drosophila) AA400188::AA400346 1330271.01680224 0.66149791 0.70341584 -1.06686801 -1.18663351 -1.14321851
IMAGE:1436413     AA877935::AI732975::AI791373 23894-0.903197684 -0.80326127 -0.30183029 1.2837424 0.88296502 0.77026886



IMAGE:71672  ETFA Hs.39925 Electron-transfer-flavoprotein, alpha polypeptide (glutaric aciduria II) T57919::T58002 75348-0.922348596 -0.28991877 -0.91990048 0.39412548 1.09795867 1.4761925
IMAGE:243238  YWHAZ Hs.492407 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, zeta polypeptide H94670 745221.276676796 0.10886767 0.51177643 -1.62906779 -0.6645919 -0.42437755
IMAGE:381107  PVRL1 Hs.334846 Poliovirus receptor-related 1 (herpesvirus entry mediator C; nectin) AA058663::AA058697 843141.03862386 0.19592402 0.70440053 -1.96724362 -0.52465576 -0.2404231
IMAGE:565644  ZNF182 Hs.189690 Zinc finger protein 182 AA133309::AI732432::AA129708::AI733750 22424-1.392643096 -0.68391197 -0.44136842 0.54967394 1.70726813 1.40960105
IMAGE:124829  KIAA1641 Hs.541894 KIAA1641 R01148::R05762 97461-0.844392497 0.09291608 -1.07082475 1.61360685 0.4293729 0.42276582
IMAGE:243770  HMBOX1 Hs.591836 Homeobox containing 1 N39325::N45173 59262-0.964976652 -0.73431123 -0.23200797 1.67966101 0.80731428 0.3519665
IMAGE:340903  PPARA Hs.103110 Peroxisome proliferative activated receptor, alpha W57774::W57621 19768-0.893680442 -1.28669639 -0.291056 1.32904306 1.5528438 0.75249837
IMAGE:1555604     AA975065::AI792936 29759-0.598621124 -0.94072521 -0.5284308 1.07400241 1.08137534 0.81418026
IMAGE:79000  MOSC1 Hs.497816 MOCO sulphurase C-terminal domain containing 1 T61938::T62164 64863-1.020502843 -0.4970185 -0.58116138 0.92618448 1.10261958 0.97392968
IMAGE:277621  CCDC82 Hs.525088 Coiled-coil domain containing 82 N49389::N49478 7485-1.152851075 -0.55181978 -0.45851282 1.0020878 1.28342719 0.84463231
IMAGE:1856927  VIT Hs.137415 Vitrin AI271432 221210.320225507 -1.01553697 1.64601961 -0.2674103 -0.45880313 -0.28834389
IMAGE:2455836  ADAMDEC1 Hs.521459 ADAM-like, decysin 1 AI921121 220180.704636718 0.1812163 1.11283881 -1.47414193 -0.88652844 -0.35915767
IMAGE:452395  LGR4 Hs.502176 Leucine-rich repeat-containing G protein-coupled receptor 4 AA700149 102405-0.574464503 -0.70101772 -0.56442923 1.259828 0.14173217 1.21719971
IMAGE:1020181  PRSS12 Hs.445857 Protease, serine, 12 (neurotrypsin, motopsin) AA683308 691080.894173971 0.87974191 0.28802743 -0.73670899 -1.26738788 -1.01681123
IMAGE:812161  PARD6G Hs.352602 Par-6 partitioning defective 6 homolog gamma (C. elegans) AA456039::AA455399 275961.120007197 0.05246976 0.80345724 -1.45550875 -0.62592955 -0.68159868
IMAGE:489563  ARHGDIA Hs.159161 Rho GDP dissociation inhibitor (GDI) alpha AA099160 247850.468748459 0.42094294 0.90951538 -2.19330208 -0.23464152 -0.04348772
IMAGE:192242  RPS19 Hs.438429 Ribosomal protein S19 H41165 89160.508548253 0.66273949 0.87729495 -1.60534794 -0.78354147 -0.46466088
IMAGE:214635  RORA Hs.569497 RAR-related orphan receptor A H73197::H74026 28939-0.861460991 -1.07971069 0.60402153 0.14341036 0.99093331 1.02238694
IMAGE:2244016  SEZ6L Hs.194766 Seizure related 6 homolog (mouse)-like AI656870 40180.706628869 1.06578367 0.41930503 -1.51677342 -0.81010949 -0.85586719
IMAGE:241447  WHDC1L1 Hs.558967 **WAS protein homology region 2 domain containing 1-like 1 H90407::H90460 73979-0.903946336 -0.66498064 -0.55027711 1.65059695 1.0200301 0.37060979
IMAGE:949971  ATF4 Hs.496487 Activating transcription factor 4 (tax-responsive enhancer element B67) AA600217 1294561.231943524 0.58279211 0.36815334 -1.64133675 -0.80895711 -0.73200126
IMAGE:754093  NID2 Hs.369840 Nidogen 2 (osteonidogen) AA479199::AA478659 29560.132253973 1.65137915 -0.13347679 -0.72099574 -0.63464486 -1.15296309
IMAGE:430465  CCL19 Hs.50002 Chemokine (C-C motif) ligand 19 AA680186 758050.65339016 0.56376681 0.70220628 -1.31279357 -0.48949823 -0.90120151
IMAGE:124597     R02373::R02480 7467-1.23728453 -0.31999307 -0.45878326 0.67486934 1.46633235 0.76819378
IMAGE:502153  MARCH9 Hs.632709 Membrane-associated ring finger (C3HC4) 9 AA126675::AA127037 138980.370109857 0.82939338 1.14062552 -1.58508713 -1.17173196 -0.46821766
IMAGE:1879640  IGSF10 Hs.643584 Immunoglobulin superfamily, member 10 AI288214 951280.08075978 0.55782289 1.29698217 -0.73161811 -0.87468895 -0.97279467
IMAGE:234856  VHL Hs.517792 Von Hippel-Lindau tumor suppressor H73054::H73053 1067270.516654456 0.76304819 0.75856831 -1.76752749 -0.50755952 -0.59267735
IMAGE:360878  PRKAG1 Hs.530862 Protein kinase, AMP-activated, gamma 1 non-catalytic subunit AA011026::AA011110 115129-0.88264872 -0.5189296 -0.65586941 1.60481499 0.64136637 0.6760229
IMAGE:795901   Hs.642795 CDNA clone IMAGE:5311370 AA460171::AA460772 10285-0.783802212 -1.187425 -0.26335021 1.19548219 1.0230484 1.067498
IMAGE:727207   Hs.599366 Transcribed locus AA402493::AA292816 1239130.339520964 1.26545959 0.55028223 -0.85251478 -1.03182353 -1.21098531
IMAGE:1627623  STK32C Hs.469002 Serine/threonine kinase 32C AI014704 317100.755441355 1.11845377 0.46389701 -1.55507595 -0.72978991 -1.10584809
IMAGE:1687041  GIPC1 Hs.631639 GIPC PDZ domain containing family, member 1 AI094796 31684-0.660536525 -0.85223428 -0.46565266 1.89999017 0.55727144 0.39396043
IMAGE:1384997     AA848149::AI732906::AI791222 6363-1.114271896 -0.46004959 -0.48353449 1.13239461 0.81283217 1.02067357
IMAGE:128679  C1QTNF6 Hs.22011 C1q and tumor necrosis factor related protein 6 R16812::R16515 1220620.473501125 0.85507879 0.84126304 -0.98488211 -0.9947505 -1.06481605
IMAGE:143523  COL5A1 Hs.210283 Collagen, type V, alpha 1 R75635::R75738 1023730.935037772 0.33157496 0.93353849 -1.14348868 -1.0155808 -0.90777273
IMAGE:561918  EIF2B4 Hs.169474 Eukaryotic translation initiation factor 2B, subunit 4 delta, 67kDa AA085589::AA111940 1264451.393147601 0.90178174 0.18478067 -0.90133443 -1.09001892 -1.68201651



IMAGE:244147  RPS3A Hs.356572 **Ribosomal protein S3A N51018::N72048 2343-0.063205533 0.30580631 1.52402933 -1.3104353 -0.44386242 -0.5146401
IMAGE:261834  PLXNC1 Hs.584845 Plexin C1 H98855::N23577 1071870.509301107 0.92331494 0.81888206 -1.41501827 -0.96287715 -0.79463122
IMAGE:280843  C4orf12 Hs.46730 Chromosome 4 open reading frame 12 N47522 14504-0.506053615 -1.50482386 -0.10245848 0.86642985 0.93293547 1.34502399
IMAGE:35789  NRBP1 Hs.515876 Nuclear receptor binding protein 1 R45977 1083201.055139746 0.31239229 0.6987638 -1.43467114 -0.7886951 -0.70138657
IMAGE:83920  SLC43A1 Hs.591952 Solute carrier family 43, member 1 T64312::T64699 43900.073577702 0.4007482 1.28899731 -1.72153539 0.06097976 -0.66217987
IMAGE:1535451   Hs.599739 **Transcribed locus AA917621::AI822019::AI792828 2394-0.177883181 -0.86817182 0.09121239 2.10416427 -0.35948091 -0.28961634
IMAGE:260931  RANGAP1 Hs.183800 Ran GTPase activating protein 1 H98072 857510.788468371 0.65976213 0.60460232 -1.94929721 -0.57374927 -0.40505217
IMAGE:844552   Hs.102746 Transcribed locus, strongly similar to XP_526429.1 PREDICTED: ATPase family homolog up-regulated in senescence cells [Pan troglodytes] AI791156::AA626456::AI734210 72504-1.145866056 -0.28857716 -0.65408437 1.30884088 1.20001524 0.46041416
IMAGE:1609611   Hs.129636 Transcribed locus AA991502::AI733562::AI792151 24243-0.651188328 -1.10935929 -0.41531513 0.97387922 0.95516754 1.23091858
IMAGE:1683035   Hs.536967 Transcribed locus AI088089 9633-0.913974134 -1.03303815 0.02172892 1.15738948 1.11203176 0.62393602
IMAGE:155048  CCDC55 Hs.462663 **Coiled-coil domain containing 55 AI732285::R71385::AI820708::R70166 1283-0.895991406 -0.67446062 -0.48889931 1.41400569 0.80489359 0.74790288
IMAGE:913913  TCF12 Hs.511504 Transcription factor 12 (HTF4, helix-loop-helix transcription factors 4) AA568400::AI821420 61803-0.891885619 -0.81616476 -0.51748804 1.28448812 1.05435079 0.8700967
IMAGE:2511682  GCNT3 Hs.194710 Glucosaminyl (N-acetyl) transferase 3, mucin type AI955582 87778-0.261790956 1.42408327 0.49859046 -0.05194379 -1.0910412 -1.22369155
IMAGE:210565  SC4MOL Hs.105269 Sterol-C4-methyl oxidase-like H65839 31985-0.887448162 -0.6814032 -0.54025709 1.36574746 1.03380584 0.62904511
IMAGE:324815  PLCB4 Hs.472101 Phospholipase C, beta 4 W49563::W49562 123722-1.04733314 -0.51118731 -0.76379448 1.54910768 0.69849171 1.0449244
IMAGE:823577  CCDC12 Hs.631918 Coiled-coil domain containing 12 AA497045::AA497123 1390511.050849832 0.11425704 1.01076492 -1.42151812 -1.04506847 -0.54452986
IMAGE:78869  ADRM1 Hs.90107 Adhesion regulating molecule 1 T46897::T51182 875040.911521319 0.80179333 0.61977396 -2.03402975 -0.8625221 -0.44813757
IMAGE:360079  OS9 Hs.527861 Amplified in osteosarcoma AA013242::AA013336 247781.197666884 0.43330117 0.51466913 -1.13659368 -1.0050899 -0.94810493
IMAGE:814148     AA465395::AA465506 70415-0.794943894 -0.77677723 -0.65705888 1.61849806 0.9390322 0.62137502
IMAGE:1020315  VAV2 Hs.369921 Vav 2 oncogene AA682337 314271.170904037 0.71247425 0.32379256 -1.04776668 -1.19313909 -0.98890236
IMAGE:50276  C17orf27 Hs.195642 Chromosome 17 open reading frame 27 H17861::H17860 915970.443132969 1.50011979 -0.3191227 -1.76937333 -0.27577988 -0.47082255
IMAGE:489800  SCARA5 Hs.591833 Scavenger receptor class A, member 5 (putative) AA099820::AA098903 243250.643833779 -0.52363386 1.32494154 -0.64646194 -0.56416385 -0.62585101
IMAGE:729956  ZMYM5 Hs.530988 Zinc finger, MYM-type 5 AA412047::AA399028 19764-0.798211486 -1.00754225 -0.49456157 1.06459173 1.16588858 1.09635226
IMAGE:292424  DKFZp547E087 Hs.632865 Hypothetical gene LOC283846 N68408::N91202 6153-1.005606026 -0.42077599 -0.62831567 1.09929475 0.77282713 1.05284575
*mitoch. cont. IMAGE:1011715146407 -0.931236275 -0.81344132 -0.1845975 0.63679576 1.01328655 1.19768096
IMAGE:178805  SRXN1 Hs.516830 Sulfiredoxin 1 homolog (S. cerevisiae) H49601::H49696 113779-0.677614086 -0.66447749 -0.80666187 0.38896194 1.30466025 1.32784249
IMAGE:200926  ATG16L1 Hs.529322 ATG16 autophagy related 16-like 1 (S. cerevisiae) R97744::R97743 217570.02163613 -0.61436289 -0.84203986 2.30455196 -0.33297341 -0.02993858
IMAGE:884599  FAM82C Hs.511067 Family with sequence similarity 82, member C AA630011 3522-1.013032777 -0.62540209 -0.13507155 -0.18168748 1.60525657 1.20292265
IMAGE:789253  PSEN2 Hs.25363 Presenilin 2 (Alzheimer disease 4) AA450249::AA451661 195260.771067514 0.58204386 1.10050874 -1.36949032 -0.85912646 -1.1766862
IMAGE:1604622   Hs.634940 Transcribed locus AA988103::AI820598::AI791997 14915-0.743875653 -0.98557898 -0.37053697 1.27281326 0.88724996 0.89728995
IMAGE:377521  TAF5L Hs.270621 TAF5-like RNA polymerase II, p300/CBP-associated factor (PCAF)-associated factor, 65kDa AA055932::AA055381 206430.959128409 0.52921519 1.09008659 -1.59654033 -0.84353079 -1.15505252
IMAGE:289818  ALDH6A1 Hs.293970 Aldehyde dehydrogenase 6 family, member A1 N62179::N77107 19954-0.985416717 -0.72392705 -0.50192766 0.28814468 1.41601898 1.48726157
IMAGE:711552  CBR1 Hs.88778 Carbonyl reductase 1 AA280846::AA280924 1216761.17190796 0.29202474 0.60944293 -1.47853393 -0.96431646 -0.51485231
IMAGE:795888  JARID1A Hs.76272 Jumonji, AT rich interactive domain 1A (RBBP2-like) AA460157::AA460756 1075361.29478243 0.68636541 0.2499432 -1.47439254 -1.17603419 -0.63372402
IMAGE:741885  TFE3 Hs.274184 Transcription factor binding to IGHM enhancer 3 AA403035::AA401326 879771.205342407 0.2747053 0.66096974 -1.67462919 -0.77251161 -0.59914293
IMAGE:356949  RPH3AL Hs.461807 Rabphilin 3A-like (without C2 domains) W92947::W92946 78051-0.336407987 -1.12301646 -0.86151238 0.69572085 1.28921458 1.28109171



IMAGE:230180  FCHO2 Hs.165762 FCH domain only 2 H74330::H74329 100563-0.843590695 -1.19407967 -0.55819253 1.93653789 0.48451216 1.33319616
IMAGE:292833  C1QC Hs.467753 Complement component 1, q subcomponent, C chain N69227::N90491 1337991.071020147 0.76679107 0.17067844 -1.60244799 -0.75589751 -0.61171938
IMAGE:471477  LOC646324 Hs.152812 **Hypothetical protein LOC646324 AA035344::AA035343 20595-0.902827209 -1.018319 0.00213347 1.47774734 0.67342951 0.72787564
IMAGE:204608  MGC40579 Hs.135904 Hypothetical protein MGC40579 H56915::H57008 72284-0.724869528 -0.80889207 -0.48893422 1.50175191 0.91983577 0.4902225
IMAGE:44409  MRPS25 Hs.555973 Mitochondrial ribosomal protein S25 H06385::H06384 121392-1.110970526 -0.7572242 -0.33365951 1.05642393 1.191697 0.97124554
IMAGE:782585  C1orf150 Hs.388765 CDNA clone IMAGE:4821984::Chromosome 1 open reading frame 150 AA447527 1145550.821676709 0.26084565 0.98524644 -0.60286298 -0.90658647 -1.34589214
IMAGE:285367   Hs.597217 Transcribed locus N66354 691300.712941049 0.32123567 1.50445606 -0.72117338 -1.22768896 -1.48297281
IMAGE:1882431  LOC94431 Hs.632170 **RNA polymerase I transcription factor RRN3-like AI279624 12840-0.890588362 -0.88832723 -0.37912108 0.73674585 1.5466821 0.8588468
IMAGE:769911  CAPZB Hs.432760 Capping protein (actin filament) muscle Z-line, beta AA430524::AA430609 1222910.287066342 0.86436229 1.02727046 -1.28408808 -1.10022327 -0.62691968
IMAGE:1323649  WDR66 Hs.620697 WD repeat domain 66 AA858079::AI821964 21586-0.983668877 -0.55476291 -0.56721502 2.33101328 0.10001047 0.58564271
IMAGE:1574487   Hs.543584 Transcribed locus AA970635::AI733325 93746-0.920958029 -0.61235044 -0.21305 2.37075133 0.26403215 -0.06850828
IMAGE:756828  PEX1 Hs.164682 Peroxisome biogenesis factor 1 AA426648::AI732729::AA426082::AI734125 118207-0.693919015 -1.23567544 0.06537861 0.80467486 1.01871477 0.98927878
IMAGE:452544  ABCB11 Hs.158316 ATP-binding cassette, sub-family B (MDR/TAP), member 11 AA778830 119386-0.797940757 -0.79532901 -0.39531439 1.64772192 0.51582496 0.72050076
IMAGE:112565     T91080 115176 0.296607304 1.15224102 0.47197497 -0.68553756 -0.91334359 -1.16436005
IMAGE:1558571   Hs.434889 Transcribed locus AA974821::AI733164 14333-0.398826232 -1.4530775 -0.52637762 1.09024945 1.00456442 1.34101375
IMAGE:2568621  C22orf5 Hs.182626 Chromosome 22 open reading frame 5 AW071165 1274670.577731692 1.15536124 0.93171493 -1.6020793 -1.11331584 -1.04888792
IMAGE:287646  RNF14 Hs.483616 Ring finger protein 14 N62157::N79285 14682-0.99259081 -0.80822174 -0.42309523 0.53178292 1.19243876 1.50586618
IMAGE:1602284  PLA2G12A Hs.389452 Phospholipase A2, group XIIA AA988920 31482-0.534452555 -1.20426131 -0.0305012 0.1219999 1.17541087 1.34878654
IMAGE:234985  TOPBP1 Hs.53454 Topoisomerase (DNA) II binding protein 1 H79123::H79213 29094-1.20549424 -0.37460694 -0.42065611 1.83850644 0.45477876 0.60268671
IMAGE:124502  PAXIP1 Hs.443881 PAX interacting (with transcription-activation domain) protein 1 R01899::R01946 22291-1.235089907 -0.48000731 -0.49347376 1.12466343 1.2328759 0.83194869
IMAGE:491180  ACO1 Hs.642741 Aconitase 1, soluble AA114872 110235-1.093719445 -0.22018792 -0.43703444 0.32445241 1.14462279 1.0480789
IMAGE:151184  CHPT1 Hs.293077 Choline phosphotransferase 1 H02294::H02399 9651-1.1090235 -0.58045831 -0.41282764 1.06809876 0.99447718 0.98768134
IMAGE:258120  COX7B Hs.522699 Cytochrome c oxidase subunit VIIb N30868::N56693 156330.215550865 1.45798585 -0.53837562 -0.42641538 -0.64136202 -0.76955816
IMAGE:788668  LOC441124 Hs.520589 Hypothetical gene supported by AK093729; BX647918 AA449839 68539-0.787921137 -0.65129649 -0.94883461 0.78402132 1.20148551 1.35936288
IMAGE:49693  EIF4EBP2 Hs.594234 Eukaryotic translation initiation factor 4E binding protein 2 H15159::H15219 979991.561297421 -0.08964587 1.40327856 -1.50297126 -2.01341597 -0.4451883
IMAGE:700862  LOC643338 Hs.631715 Hypothetical protein LOC643338 AA287286::AA287285 1332440.940982227 0.40221928 0.70178276 -1.11971555 -0.95131687 -0.82099829
IMAGE:50882  ECE1 Hs.195080 Endothelin converting enzyme 1 H18427::H18535 803510.862964499 0.78985141 0.96177364 -1.58490421 -1.43583869 -0.66069802
IMAGE:594684  C1orf106 Hs.518997 Chromosome 1 open reading frame 106 AA171760::AA172001 1341620.977260737 -0.03308836 1.0738092 -1.14361994 -0.95855378 -0.65634634
IMAGE:1856212     AI240278 21948-0.978917294 -1.04361722 0.06232016 1.17623719 0.8807742 0.89889018
IMAGE:2028332   Hs.560366 Transcribed locus AI263051::AI734007::AI792910 1256770.665392928 0.78801039 0.47948904 -1.0095467 -0.952729 -0.81719057
IMAGE:26186   Hs.137567 Clone IMAGE:26186, mRNA sequence R20617::R13496 118457-1.447298771 -0.46753629 -0.07626238 1.42914293 0.91024922 0.62818842
IMAGE:71116  TFPI Hs.516578 Tissue factor pathway inhibitor (lipoprotein-associated coagulation inhibitor) T50282::T47454 948980.361380123 1.11277034 0.56605746 -0.7124959 -1.15109019 -1.05521144
IMAGE:34466  HSMPP8 Hs.269654 M-phase phosphoprotein, mpp8 R44214::R23429 9707-1.079934115 -0.94297374 -0.22834982 1.32115254 1.15754563 0.84110088
IMAGE:302591  RHOH Hs.160673 Ras homolog gene family, member H N90273::W38571 38750.377493966 1.39836514 -0.26105661 -0.728257 -0.7716368 -0.83757409
IMAGE:187605  ABI3BP Hs.477015 ABI gene family, member 3 (NESH) binding protein AI821445::R83668::AI820815::R83667 68342-0.621012477 -0.81153103 -0.24464307 2.06906785 0.08557322 0.29997804
IMAGE:1836821  CD300LG Hs.147313 CD300 molecule-like family member g AI208121 24108-0.366857005 -1.03142438 -0.2624067 0.2727672 1.30846374 0.8441995



IMAGE:2149720  KIF1C Hs.435120 Kinesin family member 1C AI457164 270051.183947925 -0.13050288 1.04425721 -1.09984972 -1.15077863 -0.63486073
IMAGE:2545711   Hs.592971 Transcribed locus AI969131 1195770.468732542 0.58061477 1.24027242 -0.88437118 -1.34756362 -0.8924267
IMAGE:1031552  EPHB6 Hs.380089 EPH receptor B6 AA609284 1246310.778980502 -0.46512242 1.25187708 -1.3839371 -0.54880724 -0.10288914
IMAGE:51328  CDC34 Hs.514997 Cell division cycle 34 H20743::H20742 70920.799099267 0.56510311 0.73922378 -1.48184715 -0.7437269 -0.74475924
IMAGE:758435   Hs.25766 **CDNA clone IMAGE:3690160 AA393766::AA393937 722080.666312772 0.32334291 0.99107559 -0.78927145 -1.05245318 -0.88160338
IMAGE:52232   Hs.633382 **CDNA FLJ26715 fis, clone PNC01822 H23270::H23381 13833-0.872469064 -1.02736226 -0.27118627 1.81579945 0.80306375 0.56986662
IMAGE:796341  CLCN3 Hs.481186 Chloride channel 3 AA461332::AA459750 1179670.840000302 1.24150568 -0.17682417 -0.64284857 -0.98370487 -1.27467533
IMAGE:1950245  TMEM56 Hs.483512 Transmembrane protein 56 AI342212 105298-0.814639528 -0.44498502 -0.94324459 1.82712285 0.83961967 0.40175005
IMAGE:1636232  PLEKHA5 Hs.188614 Pleckstrin homology domain containing, family A member 5 AI016716::AI733604 88580-0.370794019 -1.36142197 -0.10054598 1.47872603 0.59287951 0.65240094
IMAGE:2340213  POU3F1 Hs.1837 POU domain, class 3, transcription factor 1 AI807330 1368170.731837461 -0.23841231 0.7716626 -1.67787643 0.00297881 -0.02981837
IMAGE:73550  C12orf44 Hs.9911 Chromosome 12 open reading frame 44 T55569::T55648 1294821.035035619 0.4562347 0.46789399 -1.57518999 -1.106736 -0.13984698
IMAGE:307130  C6orf160 Hs.292457 **Chromosome 6 open reading frame 160 AI668667::N93717::AI734258::W21123 27062-1.165958204 -0.79874166 -0.1684446 1.58350717 1.02446108 0.5496373
IMAGE:2304929  PCDHA6 Hs.199343 Protocadherin alpha 6 AI651536 892610.008052541 -0.46407287 -0.3970821 2.25793976 -0.53760647 -0.53995017
IMAGE:1635664  MGC15523 Hs.352240 Hypothetical protein MGC15523 AI016677 670690.519233888 0.77869526 0.84760139 -2.0495324 -0.40993555 -0.54692751
IMAGE:2549448  FYN Hs.390567 **FYN oncogene related to SRC, FGR, YES AI952526 1374870.853843003 0.74226289 0.65122473 -0.81448972 -1.58481266 -0.80888738
IMAGE:700778  ATP1A1 Hs.371889 ATPase, Na+/K+ transporting, alpha 1 polypeptide AA284067::AA284123 26433-0.549783593 -0.75393806 -0.29902865 2.14483347 0.28747163 -0.10293681
IMAGE:1909426  GPR111 Hs.150131 G protein-coupled receptor 111 AI299961 1420-0.233281113 -1.44895457 0.23194244 0.71775689 0.77322636 0.74244222
IMAGE:460332     AA676696 1342710.419375077 0.69878869 0.99224151 -1.78213011 -0.84453375 -0.29088367
IMAGE:1635062  LETMD1 Hs.288771 **LETM1 domain containing 1 AA995174 136261-0.798357874 -0.52886255 -0.93270569 1.11284262 1.04952435 0.99434579
IMAGE:376947   Hs.547925 Transcribed locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AA047704::AA047754 3921-1.179160221 -0.99079382 -0.10871944 0.83538594 1.54663149 1.00881294
IMAGE:204614  EIF4A1 Hs.129673 Eukaryotic translation initiation factor 4A, isoform 1 H56918::H57011 158711.032477162 0.92924775 -0.46700375 -0.9771045 -0.70457886 -0.67714933
IMAGE:756575  FAM51A1 Hs.592237 Family with sequence similarity 51, member A1 AA444046::AA444066 1203081.04755125 0.3739499 0.68163361 -1.62664611 -0.80528704 -0.5523606
IMAGE:257422  BST1 Hs.169998 Bone marrow stromal cell antigen 1 N27179::N39926 646780.71115011 0.48717615 1.0830314 -1.2008691 -0.86490816 -1.08550138
IMAGE:2566856  FSCN1 Hs.118400 Fascin homolog 1, actin-bundling protein (Strongylocentrotus purpuratus) AW072118 656110.725541816 0.95734682 0.09392929 -1.5503473 -0.73277778 -0.35861949
IMAGE:120273  USP46 Hs.331478 Ubiquitin specific peptidase 46 T96986::T97100 27613-0.753261296 -0.88800086 -0.25831795 1.90627321 0.40392703 0.47459044
IMAGE:136508  OAS2 Hs.414332 2'-5'-oligoadenylate synthetase 2, 69/71kDa R34568::R34567 291341.075553328 0.50450255 0.25786769 -1.10806537 -0.98453696 -0.59981611
IMAGE:853151  RPS16 Hs.397609 Ribosomal protein S16 AA668301 998870.884933074 0.60054468 0.42766647 -1.71703365 -0.8133521 -0.23241397
IMAGE:416808  DLG1 Hs.292549 **Discs, large homolog 1 (Drosophila) W86779::W87271 60707-0.929727738 -0.51045365 -0.64546658 1.29331465 0.99253832 0.68125233
IMAGE:731339   Hs.593232 Full length insert cDNA clone YY93G09 AA416783 592910.878185809 0.73484401 0.74275253 -1.33545636 -1.00181598 -1.01071305
IMAGE:144912   Hs.633129 CDNA FLJ33255 fis, clone ASTRO2005553 R78507::R78554 16505-1.18316359 -0.92276434 -0.06936497 0.6279428 1.36142535 1.25622997
IMAGE:758365  CTDSP2 Hs.524530 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 2 AA404264::AA401267 149271.002119667 0.29752993 0.81645075 -1.76077666 -0.71817427 -0.4910869
IMAGE:1559108     AA934093::AI733214::AI793147 14402-0.898888682 -0.38434764 -0.39473287 1.81118484 0.53401109 0.07307463
IMAGE:504630  RBM25 Hs.531106 RNA binding motif protein 25 AA150143::AA152212 101910-0.415141727 -0.37876922 -1.21112544 0.47689413 1.13590662 1.09197246
IMAGE:1636130  VISA Hs.570362 Virus-induced signaling adapter AI015698 1109620.438657551 0.70846933 0.51963947 -2.04856186 -0.3041884 -0.01748939
IMAGE:1420942   Hs.634840 Transcribed locus AA858425::AI791254 2320-0.459866556 -0.69970684 -1.11459396 1.77132739 0.63003946 0.73123569
IMAGE:2436850  WNT7A Hs.72290 Wingless-type MMTV integration site family, member 7A AI885451 319971.560967261 0.16653805 0.16084651 -0.25918972 -1.37837161 -1.15475477



IMAGE:626990  C20orf3 Hs.472330 Chromosome 20 open reading frame 3 AA190882::AA190850 16269-1.154187843 -0.31344283 -0.12681259 0.47829659 0.96936237 0.9123028
IMAGE:2577230  TNC Hs.143250 Tenascin C (hexabrachion) AW075585 73280.817331846 1.00241392 -0.41875198 -0.67737113 -0.74898026 -0.77982728
IMAGE:811053  RNF187 Hs.356377 Ring finger protein 187 AA485438::AI732821::AA485604::AI734200 226890.698761096 0.63357769 1.32307326 -1.46840602 -0.77040041 -1.41354332
IMAGE:433257  LOC653071 Hs.632605 Similar to CG32820-PA, isoform A AA699429 115223-0.342757178 -0.37575184 -0.41791474 1.97384154 -0.14089132 -0.23279327
IMAGE:280518   Hs.595334 Transcribed locus N51643 72790-0.858283574 -1.02232048 -0.21619626 0.55079345 1.28092507 1.25943289
IMAGE:1055760     AA628230 75286-0.879026167 -0.73095179 0.0777156 1.71726154 0.36192774 0.23863316
IMAGE:1470657  DIO2 Hs.202354 Deiodinase, iodothyronine, type II AA864322 1180531.385686961 0.24431531 -0.22502183 -0.07448888 -1.04090388 -1.04833337
IMAGE:197300  LOC646858 Hs.464896 Hypothetical protein LOC646858::MRNA; cDNA DKFZp686P1116 (from clone DKFZp686P1116) R87101::R86733 83226-0.857192514 -0.33504222 -0.84321948 1.6227303 0.55322615 0.66642
IMAGE:192477  KNDC1 Hs.530685 Kinase non-catalytic C-lobe domain (KIND) containing 1 H41275 1133360.748391803 0.65186135 0.32981681 0.67466149 -1.45285786 -1.73445437
IMAGE:1637328  CARHSP1 Hs.632184 Calcium regulated heat stable protein 1, 24kDa AI015349 288000.216288217 1.49344438 0.09548861 -1.31606865 -0.90802417 -0.45986684
IMAGE:770289  UBE2R2 Hs.11184 Ubiquitin-conjugating enzyme E2R 2 AA434435::AA434206 1102431.127551036 0.31442913 0.68272552 -1.62677985 -0.88062092 -0.50897638
IMAGE:66815  PARP14 Hs.583792 Poly (ADP-ribose) polymerase family, member 14 T64956 700890.478738308 1.04892386 0.33370725 -1.69985641 -0.55566627 -0.45310465
IMAGE:796159  TTC18 Hs.591367 Tetratricopeptide repeat domain 18 AA461091::AA461405 98428-0.703478142 -1.1676748 0.04121482 0.68245858 1.15878417 0.91396813
IMAGE:825223  HOP Hs.121443 Homeodomain-only protein AA504137::AA504398 1029540.576409596 0.49295076 0.95549819 -0.85966202 -1.06204971 -0.87670154
IMAGE:143450   Hs.590931 **Full-length cDNA clone CS0DE001YJ10 of Placenta of Homo sapiens (human) R74478::R74581 1088250.542385718 0.58998204 1.03010807 -1.6415157 -0.72808621 -0.61658482
IMAGE:486036  SH3KBP1 Hs.444770 SH3-domain kinase binding protein 1 AA040856::AA043083 591910.271860887 1.21757154 0.90059542 -1.70663101 -0.71754812 -0.93571378
IMAGE:50649  PKN1 Hs.466044 Protein kinase N1 H18068::H17375 698930.36223342 1.05380631 0.82536417 -1.04255191 -1.20986793 -0.90334498
IMAGE:856646     AA669312::AI821273 28840-0.894137541 -0.61695088 -0.70032934 1.25477093 1.03853864 0.84873474
IMAGE:179500  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) H51404::H51445 770701.018706864 0.31876073 0.49772423 -0.26525682 -0.52773662 -1.83536325
IMAGE:2062341  PHLDA2 Hs.154036 Pleckstrin homology-like domain, family A, member 2 AI337297 997301.509720735 0.18163606 -0.12045644 -1.53388459 -0.55185014 -0.30072991
IMAGE:263836   Hs.514802 **Transcribed locus, weakly similar to XP_520031.1 PREDICTED: zinc finger protein 16 [Pan troglodytes] H99766::N28492 317051.097938371 0.74815933 0.12523965 -1.14690715 -1.05155323 -0.72723574
IMAGE:810117  ANXA11 Hs.530291 Annexin A11 AA464982::AA465051 16064-0.206437355 1.29789442 0.78078037 -1.67081031 -0.62700604 -0.31534471
IMAGE:429122  MYO5C Hs.487036 Myosin VC AA004803::AA005048 30745-1.00895292 -0.37514577 -0.37127519 2.08097791 0.25938712 0.19987698
IMAGE:2490241  HOXD9 Hs.236646 Homeobox D9 AI972635 1373230.827291358 0.20192841 1.01679528 -0.50056263 -1.53967582 -0.77458531
IMAGE:1492587  RAB37 Hs.592097 RAB37, member RAS oncogene family AA878511 1210970.408878098 0.90597133 0.79043074 -0.70012122 -1.14369856 -1.11649278
IMAGE:1623764  MGC39606 Hs.374414 Hypothetical protein MGC39606 AI016104 98038-0.365315379 -1.28132378 -0.44131015 1.84218004 -0.06574671 1.24516309
IMAGE:202769     H53950::H53949 106622-0.468143913 -0.55405094 -0.95495039 2.03103462 0.36300655 0.33293909
IMAGE:85800  SLC43A1 Hs.591952 Solute carrier family 43, member 1 T72067::T72211 307560.318855627 0.51084997 1.08569017 -1.68628527 -0.26689854 -0.64848729
IMAGE:340630  MAP3K8 Hs.432453 Mitogen-activated protein kinase kinase kinase 8 W56266::W56189 1248310.952793375 0.97296746 -0.36140438 -1.01374794 -0.66790643 -0.75523141
IMAGE:1127964   Hs.116530 Transcribed locus AA653524::AI792119 105421-1.193996381 -0.96111328 -0.0026279 0.93771151 1.38101691 0.91722095
IMAGE:450938  LETMD1 Hs.288771 **LETM1 domain containing 1 AA704713 113439-1.061695498 -0.65640076 0.01946314 0.33955281 1.22654267 0.98671999
IMAGE:366540  MAGI1 Hs.476636 Membrane associated guanylate kinase, WW and PDZ domain containing 1 AA026618::AA026729 1168870.948903835 0.38919088 0.68014622 -0.93290395 -1.07324495 -0.85117595
IMAGE:1584573   Hs.346736 Transcribed locus, strongly similar to XP_515648.1 PREDICTED: similar to mitochondrial ribosomal protein L30 isoform a [Pan troglodytes] AA971709::AI733337 17205-0.752611048 -0.87596262 -0.60351654 1.82516871 0.6747812 0.69730627
IMAGE:448551     AA777753 6209 -0.84173467 -0.7184228 -0.41248707 0.58365301 1.39005732 0.88213471
IMAGE:461661  LOC221442 Hs.374076 Hypothetical LOC221442 AA779915 18433-1.366636354 -1.0765179 -0.09998545 1.40255177 1.1544331 1.23272833
IMAGE:936292   Hs.105551 Transcribed locus AA523428::AI732351 10241-0.632643708 -1.17198572 -0.38757956 1.22165831 1.2944745 0.67528577



IMAGE:66336  PPFIBP2 Hs.16019 **PTPRF interacting protein, binding protein 2 (liprin beta 2) T66832::T66833 1372530.787858881 0.84390726 0.46019141 -1.62804198 -0.88432305 -0.51052346
*mitoch. cont. IMAGE:1273911146492 -0.93778745 -0.50563522 -0.66786942 0.67800142 1.11369588 1.20827346
IMAGE:1553306  PSMD11 Hs.443379 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 11 AA934762 64370.334507749 0.31696829 0.46500133 -2.12224446 0.5507693 0.01300944
IMAGE:40449  PTD004 Hs.157351 GTP-binding protein PTD004 R53258 1179800.826585063 1.06140022 0.07744895 -0.92591244 -1.01538838 -0.9874883
IMAGE:768997  RNF150 Hs.480825 Ring finger protein 150 AA424754::AA426199 100508-0.858621905 -0.98515891 -0.13381797 1.03629076 0.22782478 1.66882814
IMAGE:1553560  FLJ36031 Hs.29692 Hypothetical protein FLJ36031 AA962436 1052020.780075923 0.8498797 0.26449076 -1.05371753 -0.85152727 -0.87030208
IMAGE:31237  C1orf31 Hs.23198 Chromosome 1 open reading frame 31 R42836::R21450 8024-0.934607306 -0.57276805 -0.26890722 1.81509759 0.60398793 0.17811153
IMAGE:460435   Hs.117067 Transcribed locus AA677561 30602-1.033337435 -0.36482387 -0.74198526 1.78084275 0.66862825 0.57525254
IMAGE:758301  C14orf138 Hs.558541 **Chromosome 14 open reading frame 138 AA404341::AA401278 136834-0.969228752 -0.34635491 -1.14151301 1.09486913 0.87800783 1.42738979
IMAGE:293683   Hs.597181 Transcribed locus N63823::N94181 102705-0.606550359 -1.03775598 -0.87902232 1.12025108 1.33390096 1.11108536
IMAGE:878496  POGZ Hs.591471 Pogo transposable element with ZNF domain AA775828 25195-0.948173726 -0.94255245 -0.12409453 0.09260569 1.47543981 1.42316193
IMAGE:814838  AUP1 Hs.411480 Ancient ubiquitous protein 1 AA465653::AA459427 1017480.894872629 0.79655981 0.41641693 -1.89803061 -0.84936058 -0.31027864
IMAGE:470348   Hs.31841 CDNA FLJ33489 fis, clone BRAMY2003585 AA029362::AA029361 4405-0.816274015 -1.19588682 0.43012136 1.17850089 1.14206483 0.16002384
IMAGE:1627154  C11orf17 Hs.131180 Chromosome 11 open reading frame 17 AI017578 680340.062236793 1.43874322 0.52038744 -0.77933253 -1.40338302 -0.71923878
IMAGE:193586     H47383::H47475 5487-0.964447787 -0.7490794 -0.3931548 1.12037489 1.00206397 0.93929542
IMAGE:143661  NTN4 Hs.201034 Netrin 4 R76614::R76613 1541-0.814395242 -0.65762994 -0.61644062 0.94337419 0.92124262 1.11397173
IMAGE:66894  PARL Hs.478469 Presenilin associated, rhomboid-like T67440::T69473 1350830.531230987 0.9703954 0.52650879 -1.84568736 -0.73360974 -0.33127847
IMAGE:1325631   Hs.125341 Transcribed locus AA875910::AI732853 1264191.005567054 0.5945789 0.28816503 -0.54571844 -0.99329153 -1.22141525
IMAGE:1618835   Hs.541326 Transcribed locus, weakly similar to NP_060312.1 hypothetical protein FLJ20489 [Homo sapiens] AA992015 121909-0.85423318 -0.42912832 -0.73725482 0.84316045 1.19731513 0.80613519
IMAGE:1685642   Hs.2868 Transcribed locus, strongly similar to XP_528177.1 PREDICTED: similar to Myelin P2 protein [Pan troglodytes] AI089407 24725-0.568063579 -1.25542255 -0.07468322 1.41874119 0.62490484 0.78493718
IMAGE:2017754  DGCR14 Hs.517407 DiGeorge syndrome critical region gene 14 AI369125 742141.061653837 0.58480412 0.84675356 -1.53463395 -1.12454319 -0.86895174
IMAGE:785459  SMTN Hs.149098 Smoothelin AA449234::AA449289 1166261.009987377 0.05453059 0.88429173 -1.58397164 -0.90878217 -0.20938781
IMAGE:392350  CCDC73 Hs.632153 Coiled-coil domain containing 73 AA707889 13412-0.177961914 -1.5442123 -0.16746453 0.93293166 0.9885996 0.87106072
IMAGE:809567  FLOT1 Hs.179986 Flotillin 1 AA456611::AA455790 1140850.601419062 0.86174773 0.68125319 -1.48533213 -1.16382623 -0.39715831
IMAGE:1585400  AUH Hs.175905 AU RNA binding protein/enoyl-Coenzyme A hydratase AA974028::AI733389::AI791801 66169-0.569688777 -0.91474165 -0.71398361 1.18753217 1.02755311 0.90403987
IMAGE:435948  AKR1B1 Hs.521212 Aldo-keto reductase family 1, member B1 (aldose reductase) AA701963 24680.811354298 0.56589083 1.00345615 -1.20491468 -1.42102926 -0.69424393
IMAGE:257003  KLRK1 Hs.387787 Killer cell lectin-like receptor subfamily K, member 1 N30237::N57129 306430.023807489 1.27787492 0.3241308 -1.17136502 -0.91184651 -0.27447558
IMAGE:856289  CCNB2 Hs.194698 Cyclin B2 AA774665 742200.459367074 1.36356618 -0.2028258 -1.00114717 -0.72689561 -0.75282485
IMAGE:280390  NHSL1 Hs.92290 NHS-like 1 N49275::N49376 80835-0.530076836 -1.31778281 -0.16324863 1.03891118 0.95252048 0.98441859
IMAGE:768638  SLC15A2 Hs.518089 Solute carrier family 15 (H+/peptide transporter), member 2 AA425352::AA430343 1178670.623881329 0.95937742 0.25888062 -1.23095401 -0.69514177 -0.77239312
IMAGE:299332  GREB1 Hs.467733 GREB1 protein N75569::W05592 29728-1.181652426 -0.14793513 -0.68900352 1.280055 0.75378145 0.82179928
IMAGE:22040  MMP9 Hs.297413 Matrix metallopeptidase 9 (gelatinase B, 92kDa gelatinase, 92kDa type IV collagenase) T72581::T64837 168880.375608855 1.1452813 0.1976623 -1.14212824 -0.65744593 -0.72883894
IMAGE:342814  FLJ16636 Hs.494569 FLJ16636 protein W67596::W67730 61271-0.746385753 -0.85050856 -1.18690533 1.46942772 1.41107318 0.99847224
IMAGE:783116   Hs.634309 Transcribed locus AA467740::AA467807::AI732720::AI734119 12333-0.681108254 -0.76129786 -0.62127447 1.30558925 0.86197623 0.77263678
IMAGE:138304  ITPR2 Hs.512235 Inositol 1,4,5-triphosphate receptor, type 2 R68021::R68020 62364-0.422487845 -0.9229646 -0.84670147 0.78759344 1.07953821 1.20942385
IMAGE:1897302  STK17B Hs.88297 **Serine/threonine kinase 17b (apoptosis-inducing) AI301262 312750.730144206 1.11217566 -0.1317597 -0.67409987 -0.789072 -1.13560832



IMAGE:858204   Hs.600940 Transcribed locus AA633882 280871.113500375 0.24971722 0.83960492 -1.68060632 -0.64272992 -0.7709963
IMAGE:809939  C6orf48 Hs.109798 **Chromosome 6 open reading frame 48 AA454819::AA454894 229370.7823247 0.41274361 0.94766361 -1.8161708 -0.74389933 -0.41711184
IMAGE:417466  GPR108 Hs.167641 G protein-coupled receptor 108 W88995::W89086 967051.070451658 0.21741661 0.78733624 -1.49026733 -1.12369281 -0.30201257
IMAGE:32996   Hs.527484 Transcribed locus, moderately similar to NP_005340.2 recombining binding protein suppressor of hairless isoform 1; immunoglobulin kappa J region recombination signal binding protein 1; H-2K binding fa R44578::R19314 300510.856646954 0.65527256 0.50633149 -1.637166 -0.74237976 -0.52124787
IMAGE:231438   Hs.234478 CDNA: FLJ22648 fis, clone HSI07329 H92571::H92239 25880-0.639959228 -1.22202978 -0.07234009 0.83388354 1.19516871 0.85435637
IMAGE:211951   Hs.406106 Transcribed locus H68477::H75367 180240.872977108 1.24461084 -0.06741781 -1.03285762 -0.88743572 -1.17181632
IMAGE:1947258  TRIM56 Hs.521092 Tripartite motif-containing 56 AI350814 972030.333386013 0.42461999 0.91728344 -2.07714587 -0.3437004 0.13723297
IMAGE:1083850  EEF1G Hs.444467 **Eukaryotic translation elongation factor 1 gamma AA577534::AI791903 4490.868998322 0.42759545 0.78229419 -1.62611026 -0.62408632 -0.67256181
IMAGE:1667310  C6orf170 Hs.121396 Chromosome 6 open reading frame 170 AI052103 20438-0.82400915 -1.17002058 -0.33243429 1.31708573 1.12170858 0.96779315
IMAGE:1635288  TXN2 Hs.211929 Thioredoxin 2 AI017377 992130.441580596 0.91937961 0.48524154 -1.77174094 -0.88698898 0.0107377
IMAGE:1891757   Hs.603854 Transcribed locus AI265975 14780-0.720595136 -1.19049377 -0.1202198 1.12318673 1.1878168 0.70590458
IMAGE:280483  MAGI1 Hs.476636 Membrane associated guanylate kinase, WW and PDZ domain containing 1 N47255::N47254 28654-1.198271811 -0.49628335 -1.21779457 1.10795758 1.58460359 1.37151479
IMAGE:309603  CNTROB Hs.348012 Centrobin, centrosomal BRCA2 interacting protein N94435::W30782 745770.353624599 0.75929007 1.13590111 -1.81367057 -0.64354497 -0.63203285
IMAGE:2029216  TINAG Hs.127011 Tubulointerstitial nephritis antigen AI253174::AI793070 9957-0.691599215 -1.33515503 0.13215223 1.16112647 0.92038892 0.79342569
IMAGE:2210984  NBR1 Hs.373818 Neighbor of BRCA1 gene 1 AI561159 27068-1.001941575 -0.70666756 -0.62479612 2.00549142 0.84385659 0.49456084
IMAGE:1896918  ADRBK2 Hs.571835 Adrenergic, beta, receptor kinase 2::CDNA clone MGC:43891 IMAGE:5274560 AI299461 104503-0.693087841 -1.01538213 -0.09485042 1.29833213 0.64918816 0.7337477
IMAGE:266732  TFDP2 Hs.379018 **Transcription factor Dp-2 (E2F dimerization partner 2) N23047::N28711 1165501.276313409 0.69090887 0.24653361 -1.72820886 -1.1396999 -0.39109167
IMAGE:1741841  DKFZp586C0721 Hs.519666 Hypothetical protein DKFZp586C0721 AI191523 15164-0.816986649 -0.96550357 -0.13282341 1.26123837 0.55787997 1.02064625
IMAGE:162838  SH3PX3 Hs.8705 SH3 and PX domain containing 3 H27959::H27958 97140.773706068 0.53345631 0.88688853 -1.52970425 -0.72817048 -0.8114795
IMAGE:664121  LITAF Hs.459940 Lipopolysaccharide-induced TNF factor AA227142::AA227310 1186420.112866319 1.08151052 0.09093025 -1.79417057 -0.05508168 -0.05597582
IMAGE:1574661  MGC52110 Hs.596537 Hypothetical protein MGC52110 AA968989 12417-0.96709571 -0.89471418 -0.11092559 0.31328189 1.74798725 0.87010267
IMAGE:399302  MFSD2 Hs.75668 Major facilitator superfamily domain containing 2 AA774524 226590.876978115 -0.55585508 1.22797986 -1.47511508 -0.40049018 -0.14105411
IMAGE:1013695  RBP2 Hs.97661 **Retinol binding protein 2, cellular AA548333::AI791707 58235-1.154991338 -0.84171326 -0.35814042 1.16537508 1.16411996 1.11323737
IMAGE:1951711  SH2D1A Hs.349094 SH2 domain protein 1A, Duncan's disease (lymphoproliferative syndrome) AI338791 864080.000847284 1.40896798 -0.21982129 -0.07912736 -0.98282898 -0.77798994
IMAGE:815214  CHI3L2 Hs.514840 Chitinase 3-like 2 AA481250::AA481565 31593-0.167347899 1.07875446 0.56198974 -1.37197444 -0.19899511 -0.49862746
IMAGE:1636156  NOD27 Hs.528836 Nucleotide-binding oligomerization domains 27 AI016022 729180.795142894 0.653838 0.60652157 -1.67621658 -0.36255449 -0.89285223
IMAGE:39947     R53531::R53642 26868-0.759945058 -0.57682082 -0.40418538 1.86449183 0.48608583 0.15980289
IMAGE:529861  PSMB6 Hs.77060 Proteasome (prosome, macropain) subunit, beta type, 6 AA070997::AA070618 206911.075857553 0.67686916 0.38427768 -1.62677726 -0.99760327 -0.48505664
IMAGE:196612   Hs.643717 Transcribed locus R92994::R93037 309900.581890825 0.82945475 0.32607477 -0.95680923 -0.50809961 -1.05970298
IMAGE:293438  APAF1 Hs.552567 Apoptotic peptidase activating factor N68864::N92079 27187-0.783417056 -1.16607866 -0.65736382 1.00721416 1.5874592 1.151275
IMAGE:51405  PAQR8 Hs.239388 Progestin and adipoQ receptor family member VIII H18949::H19392 107490.727048858 1.0686379 0.30358218 -1.09060682 -1.09998478 -0.88241627
IMAGE:123614  C20orf55 Hs.574822 Chromosome 20 open reading frame 55 R00846::R01499 189251.20020265 -0.66765767 0.87441469 -1.33007455 -0.51175785 -0.05000342
IMAGE:344834  SCARF2 Hs.474251 Scavenger receptor class F, member 2 W70264::W75968 313610.612741874 0.10904017 1.31792426 -0.8691215 -1.03645864 -0.82449826
IMAGE:970649  CENPN Hs.55028 CDNA clone IMAGE:6043059::Centromere protein N AA774724 749020.263608468 0.76379591 0.81929616 0.06798722 -1.30495879 -1.32825519
IMAGE:32483     R43456::R17966 55989-0.776127445 -1.02149391 -0.50517061 2.23186972 0.51849785 0.57752773
IMAGE:756968  EFNB1 Hs.144700 Ephrin-B1 AA428778::AA429069 1344450.959487044 0.42064534 0.9895035 -1.72655619 -0.75366593 -0.82685584



IMAGE:290181     N62214::N76512 83102-0.850349221 -0.97278699 -0.29837654 1.69148786 0.94637224 0.4698149
IMAGE:755363  ZNF672 Hs.521151 Zinc finger protein 672 AA436369::AA410279 34300.816818326 0.64376089 0.60677152 -1.77970368 -0.68983818 -0.47979137
IMAGE:506637   Hs.367827 CDNA FLJ14274 fis, clone PLACE1004979 AA708789 20510-0.743183999 -0.800307 -0.52902467 1.85599919 0.1637735 0.95674464
IMAGE:81050  PPARA Hs.103110 Peroxisome proliferative activated receptor, alpha T70198::T69865 8838-0.814231703 -0.49302714 0.11210338 -0.41991545 1.24849193 0.99218256
IMAGE:292528  FOSL2 Hs.220971 FOS-like antigen 2 N62648::N80371 752681.009006535 0.65690344 0.5046811 -1.68431537 -0.36499576 -1.08040522
IMAGE:131979  EPAS1 Hs.468410 Endothelial PAS domain protein 1 R32440::R24882 964870.818357491 0.83182608 0.34903384 -1.69643818 -0.99550626 -0.21962321
IMAGE:302004  SLC25A21 Hs.633435 Solute carrier family 25 (mitochondrial oxodicarboxylate carrier), member 21 N89735::W17278 62805-1.187547296 -0.70887553 -0.46303917 1.13253338 1.04756281 1.24333702
IMAGE:914733     AA569693::AI732234 18452-0.615533914 -0.56511861 -0.54207656 1.85187089 0.32609321 0.27061039
IMAGE:771130   Hs.181895 Transcribed locus, strongly similar to XP_524772.1 PREDICTED: similar to hypothetical protein MGC45474 [Pan troglodytes] AA429399::AI732746::AA443528 69758-1.204241396 -0.7245598 -0.35389675 2.03742502 0.77008444 0.52806327
IMAGE:810457  ZNF503 Hs.195710 Zinc finger protein 503 AA457137::AA464485 585011.222908652 0.10974081 0.57876458 -0.68729415 -0.89375059 -1.14138518
IMAGE:110664     T90522::T83058 86464-0.871243345 -0.42655575 0.18196412 2.02176153 -0.08660378 -0.21591426
IMAGE:141931   Hs.595334 Transcribed locus R67544::R67543 78669-0.885673706 -1.10300406 0.01383753 0.80863917 0.90241404 1.25466653
IMAGE:1627058   Hs.165387 Transcribed locus, strongly similar to XP_518411.1 PREDICTED: similar to LEM domain containing 2 [Pan troglodytes] AA994363 67933-0.825519669 -0.88115285 -0.27189004 2.36214238 0.38795922 0.14976973
IMAGE:256619  HSD17B7 Hs.492925 Hydroxysteroid (17-beta) dehydrogenase 7 H95380::H95413 3910-0.921970499 -0.71962568 -0.49082038 0.83283579 1.22390608 1.01917786
IMAGE:1762245  FLJ38482 Hs.643587 Hypothetical protein FLJ38482 AI205976::AI792472 1004090.3029184 1.18551001 0.48441909 -0.66277206 -1.16990635 -1.00548808
IMAGE:795735  BAT4 Hs.247478 HLA-B associated transcript 4 AA460293::AA461581 68150.370611963 0.55402061 1.44171849 -1.66430702 -0.72066951 -0.80412045
IMAGE:769959  COL4A2 Hs.508716 Collagen, type IV, alpha 2 AA430540::AA430642 49530.859175107 0.57743961 0.60865895 -1.53690914 -0.95440197 -0.42443466
IMAGE:1846982  HNRPA3 Hs.516539 Heterogeneous nuclear ribonucleoprotein A3 AI239905 1142400.725943641 0.95567264 0.34229621 -1.45016432 -0.77820699 -0.72192338
IMAGE:1604182  C21orf66 Hs.473635 **Chromosome 21 open reading frame 66 AA995573::AI820584::AI791984 29169-0.67166463 -0.66901946 -0.45114695 2.08882133 0.593472 -0.10733351
IMAGE:1581839  AKAP11 Hs.105105 A kinase (PRKA) anchor protein 11 AA970151 1002571.112338386 0.63615927 0.19541673 -0.60121433 -1.11296846 -1.15283461
IMAGE:745007  PLD1 Hs.382865 Phospholipase D1, phosphatidylcholine-specific AA626014 841881.044264676 0.87036271 -0.03238175 -0.67292067 -1.09608213 -1.06246109
IMAGE:624867  FLJ20186 Hs.62771 Hypothetical protein FLJ20186 AA181898 15491.070433282 0.38238088 0.57503556 -1.51212225 -0.73364011 -0.65225334
IMAGE:489722  COBLL1 Hs.470457 COBL-like 1 AA099593 8621-1.202611821 -0.73243378 0.12076735 0.99403705 0.90802887 0.84954331
IMAGE:1660748  COX18 Hs.356697 COX18 cytochrome c oxidase assembly homolog (S. cerevisiae) AI042199 21462-0.923597237 -0.96635334 -0.42626917 1.91086057 0.50499936 0.95190238
IMAGE:842839  METTL9 Hs.279583 DORA reverse strand protein 1 AA486284::AA489305 1183241.104818493 0.74060398 0.10558527 -1.45046767 -0.82701812 -0.62262951
IMAGE:1592452  PEX19 Hs.517232 Peroxisomal biogenesis factor 19 AA977836 105545-1.277853067 -0.52017508 -0.67753897 0.6392908 1.63374316 1.27093197
IMAGE:772373  DGKH Hs.326475 Diacylglycerol kinase, eta AA404564 85553-0.727525421 -1.16602975 -0.37200443 0.75758647 1.23184866 1.31590316
IMAGE:771579     AA471001::AI732707 97493-1.271388243 -0.45145293 -0.09865915 1.21558398 0.97290766 0.51909405
IMAGE:589869  WWTR1 Hs.477921 WW domain containing transcription regulator 1 AA148213 756800.838961548 0.74381462 0.32707108 -0.36009362 -1.15864819 -1.26426128
IMAGE:264117  CTSD Hs.121575 Cathepsin D (lysosomal aspartyl peptidase) N20475::N25503 865980.985830244 0.74060585 0.38830014 -1.25838165 -0.90587159 -0.91077608
IMAGE:281082   Hs.322859 Transcribed locus N47786::N50164 121862-0.872915614 -0.82237632 -0.62122995 0.89419066 1.27485982 1.15042486
IMAGE:358083  KIAA0226 Hs.478868 KIAA0226 W94774::W95279 1076510.919743918 0.38921322 0.75978606 -2.06862713 -0.51126282 -0.33327832
IMAGE:1879066  C6orf50 Hs.150858 Chromosome 6 open reading frame 50 AI305158 2790-0.666925874 -1.14149427 -0.83716787 1.19140578 1.51448803 1.05319625
IMAGE:430970  IKIP Hs.252543 IKK interacting protein AA678336 628940.344927397 1.6167765 -0.4221566 -0.62560277 -0.83426552 -0.95499182
IMAGE:2498291  DMXL1 Hs.181042 Dmx-like 1 AI989608 184061.098410345 0.85038847 -0.25067832 -0.53834612 -0.85635901 -1.2151452
IMAGE:786259  PCDHGC3 Hs.368160 Protocadherin gamma subfamily C, 3 AA478467 225720.477738421 0.00291082 1.37840347 -1.46434415 -0.75210275 -0.2275313



IMAGE:178324  IL17RE Hs.390823 Interleukin 17 receptor E H46768::H46854 27143-0.79291126 -1.22170967 -0.21001342 1.82108406 0.65528838 0.80807573
IMAGE:2403355  MDFIC Hs.427236 MyoD family inhibitor domain containing AI769827 591960.572351487 1.05291007 0.04613984 0.53721064 -1.36174664 -1.67103114
IMAGE:703479  HDHD1A Hs.185910 Haloacid dehalogenase-like hydrolase domain containing 1A AA278698::AA278240 157390.569174476 1.09656811 0.19642626 -1.40719065 -0.76985245 -0.56710362
IMAGE:234425  LOC253981 Hs.283378 Hypothetical protein LOC253981 H93265::H93264 305931.29038344 0.45641888 0.05231084 -0.86980649 -1.15947685 -0.6563087
IMAGE:1127807  PSD3 Hs.434255 Pleckstrin and Sec7 domain containing 3 AA653292::AI821736::AI792076 21467-0.842946066 -0.66179797 -0.40345608 1.63541576 0.64586487 0.48015553
IMAGE:325513     W52248 129765 0.431414708 0.58462447 1.17593135 -1.22532115 -1.14768106 -0.62097074
IMAGE:771461  LOC23117 Hs.611072 **CDNA FLJ41487 fis, clone BRTHA2004350::KIAA0220-like protein AA397438::AI734083 30291-1.063921594 -0.13864665 -0.89354693 1.49347349 1.02255497 0.40475756
IMAGE:916369     AA573663 72408-0.925110981 -0.4561304 -0.43749541 1.71973764 0.66091247 0.23808122
IMAGE:121543  WWC1 Hs.484047 WW, C2 and coiled-coil domain containing 1 T97707::T97809 73892-0.408410178 -1.21048291 -0.27655325 1.19146531 0.87377892 0.70878696
IMAGE:433673  DUS3L Hs.284297 Dihydrouridine synthase 3-like (S. cerevisiae) AA699331 185031.012805135 0.60226792 0.3643966 -1.48619002 -0.76698349 -0.62493182
IMAGE:731476  C4orf22 Hs.527104 Chromosome 4 open reading frame 22 AA412289::AA470021 4560-1.144774038 -0.9460707 0.12588151 0.9941628 1.31060658 0.67414585
IMAGE:470079  FADS1 Hs.503546 Fatty acid desaturase 1 AA029069::AA029030 1059610.69023203 0.96534456 0.65469666 -1.6932168 -0.6443503 -0.96416861
IMAGE:160672  C8orf1 Hs.436445 Chromosome 8 open reading frame 1 H25042::H25041 18179-0.78159556 -0.73335987 -0.51662085 0.64827101 1.27533495 0.99460325
IMAGE:1631355  KIAA0100 Hs.591189 KIAA0100 AI024502 841970.947511231 1.16937382 0.33666878 -1.08634922 -0.98910426 -1.52071007
IMAGE:362985  NR3C1 Hs.122926 Nuclear receptor subfamily 3, group C, member 1 (glucocorticoid receptor) AA019062::AA019143 100123-0.982021573 -0.63339731 -0.50890814 1.85720501 0.36661105 0.83544744
IMAGE:322194  KRTAP4-7 Hs.380164 Keratin associated protein 4-7 W37782::W37781 99577-0.893748176 -0.1199636 -0.80996259 2.02329294 0.23203856 0.27768939
IMAGE:341295  ICOS Hs.56247 Inducible T-cell co-stimulator W58028::W57945 1178450.476179142 1.24244827 -0.1642722 -0.55502789 -0.62777496 -1.18979803
IMAGE:1626196   Hs.130639 Transcribed locus AI005310 16806-0.860267047 -1.14627445 0.48805354 1.0926868 1.00347973 0.30357877
IMAGE:1542291  BRI3BP Hs.632740 BRI3 binding protein AA927474 5492-0.99805902 -0.57003395 -0.31821774 0.40296806 1.23346428 1.11347927
IMAGE:470393  MMP7 Hs.2256 Matrix metallopeptidase 7 (matrilysin, uterine) AA031514::AA031513 227-0.784367771 -0.93504365 0.20945862 0.77496899 0.70597529 0.83634958
IMAGE:143443  TBXAS1 Hs.520757 Thromboxane A synthase 1 (platelet, cytochrome P450, family 5, subfamily A) R76437::R76436 1278870.779495515 0.89621745 0.34395596 -1.05420605 -0.88412552 -1.00518283
IMAGE:859574   Hs.600897 Transcribed locus AA668668 1060560.987609905 -0.20964592 1.28293301 -1.21226452 -0.911454 -0.64689372
IMAGE:320871  NPHP1 Hs.280388 Nephronophthisis 1 (juvenile) W44768::W38685 12666-1.466267373 -0.93501523 -0.01528495 1.21614093 1.29084826 1.1140409
IMAGE:133179  FXR2 Hs.52788 Fragile X mental retardation, autosomal homolog 2 R25403::R28430 1355020.450781969 0.64149236 1.25176561 -1.32204448 -1.11139618 -0.76967784
IMAGE:1203584  SLC7A8 Hs.632348 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 8 AA635304::AI791180::AI821918 97309-1.015694391 -0.59060791 -0.31765764 1.56586701 0.65165141 0.58900708
IMAGE:1555047   Hs.127481 Transcribed locus AA954520 98547-0.906397036 -0.5305227 -0.18777399 1.79976295 0.49163915 0.09869499
IMAGE:214441  LOC652651 Hs.633485 **Similar to Ig heavy chain V-III region VH26 precursor H73590::H73816 5657-0.007028511 1.06694687 1.00936351 -1.38651561 -0.63244779 -0.83261852
IMAGE:79229  JOSD1 Hs.3094 Josephin domain containing 1 T58135::T63072 888661.307944188 0.48514969 0.16314796 -1.11974433 -1.13975825 -0.6340732
IMAGE:1550580  BCKDHB Hs.436387 Branched chain keto acid dehydrogenase E1, beta polypeptide (maple syrup urine disease) AA922629 29219-0.985396487 -0.61308923 -0.7371004 1.51481098 1.01383872 0.79045437
IMAGE:824447  DOCK11 Hs.368203 Dedicator of cytokinesis 11 AA490315::AA490413 949280.467323016 0.86029622 0.74874865 -1.7998483 -0.78214239 -0.34537398
IMAGE:1470128  LOC399959 Hs.411391 Hypothetical gene supported by BX647608 AA865547 782540.59982664 0.47331496 1.03073309 -0.42702649 -1.38161462 -1.08948765
IMAGE:139957  CYP19A1 Hs.511367 Cytochrome P450, family 19, subfamily A, polypeptide 1 R63948::R64048 1398590.304610816 1.25329209 0.17058296 -1.16691017 -1.05483798 -0.32833491
IMAGE:950422  MRPL32 Hs.50252 Mitochondrial ribosomal protein L32 AA599068 82281-0.893332556 -0.16336372 -1.17132069 0.62953994 1.30432363 1.1153317
IMAGE:1897944  TSC22D1 Hs.507916 TSC22 domain family, member 1 AI299525 1039661.244782767 0.2429629 0.29104189 0.1954065 -1.34240267 -1.44842469
IMAGE:131446  ANK3 Hs.499725 Ankyrin 3, node of Ranvier (ankyrin G) R23952::R23951 31246-0.733536807 -0.97079337 -0.31654042 0.77052602 1.06440063 1.11724414
IMAGE:701460  CHFR Hs.560003 Checkpoint with forkhead and ring finger domains AA286905 1128820.674615793 1.17158981 -0.31721746 -1.85175691 -0.44410444 -0.07692523



IMAGE:153149  G3BP Hs.587054 Ras-GTPase-activating protein SH3-domain-binding protein AI732304::R50505::AI820726::R50591 314680.617522976 0.48925017 0.78748444 -1.67487239 -0.6887752 -0.28086768
IMAGE:255277     N23708 7439 -1.295485551 -0.40164112 -0.70394948 0.51909132 1.73232164 1.17421389
IMAGE:1523043  HLA-DQB1 Hs.409934 Major histocompatibility complex, class II, DQ beta 1 AA908992 65492-0.865862363 -1.16745679 0.31572677 1.01166625 0.74601526 0.89763876
IMAGE:814119  DHX8 Hs.463105 DEAH (Asp-Glu-Ala-His) box polypeptide 8 AA465387::AA465460 301050.724051588 0.90355024 0.78559398 -1.68860264 -1.18857067 -0.54622192
IMAGE:244313     N52814::N72313 24397-0.889102841 -0.8371134 -0.33801477 1.62307266 0.74039478 0.64837538
IMAGE:1010483     AA228330::AA228418::AI791819::AI821596 7818-1.159355833 -0.49212803 -0.14510131 1.16387679 0.9666777 0.52804794
IMAGE:136218  TIA1 Hs.516075 TIA1 cytotoxic granule-associated RNA binding protein R33841::R33840 1044630.534991122 1.31176696 0.13576447 -0.9027216 -1.11272205 -0.92439907
IMAGE:712950  ACAD8 Hs.14791 Acyl-Coenzyme A dehydrogenase family, member 8 AA282273::AA282272 104203-1.021344439 -0.51639467 -0.1746665 0.19503861 1.17764357 1.15225961
IMAGE:235923  TBC1D10B Hs.632182 TBC1 domain family, member 10B H52258::H52353 206390.301687744 0.31268994 1.4228113 -1.7466457 -0.88022293 -0.07321201
IMAGE:461442   Hs.601138 Transcribed locus AA705222 26778-0.054377627 0.32009627 0.61010549 -2.03024752 0.65868308 0.21035461
IMAGE:1032796  LSM1 Hs.425311 LSM1 homolog, U6 small nuclear RNA associated (S. cerevisiae) AA628430 1278110.988947573 0.79346427 0.25858869 -1.35414853 -0.75522097 -0.88748414
IMAGE:783536     AA468491::AA468952::AI732760::AI734154 7013-1.098480341 -0.57751763 -0.253658 1.14846172 0.83378254 0.8488252
IMAGE:827011  RUVBL1 Hs.272822 RuvB-like 1 (E. coli) AA521388 1212061.242719258 0.52085406 -0.00223666 -1.22051496 -0.77065694 -0.65139225
IMAGE:135766  LOC285500 Hs.435077 Hypothetical protein LOC285500 R33336::R33335 20710-0.707931369 -0.41422938 -0.422896 2.21265805 0.06749003 -0.06828696
IMAGE:1662723  CAPS2 Hs.407154 Calcyphosine 2 AI080392 116675-0.674468026 -0.87079194 -0.44887401 1.49152014 0.8077775 0.57968481
IMAGE:1460075  PIN1 Hs.465849 Protein (peptidylprolyl cis/trans isomerase) NIMA-interacting 1 AA864841 1382071.006801043 0.84732557 0.15856391 -1.34251699 -0.89311222 -0.74376559
IMAGE:591465  FAM38A Hs.513807 Family with sequence similarity 38, member A AA160695 1297180.890323807 0.7740086 0.38370648 -1.59688296 -0.75036676 -0.62888199
IMAGE:814981  ITSN2 Hs.432562 Intersectin 2 AA465719 857691.022713818 0.80895375 0.29084006 -1.56200169 -0.90545291 -0.64359682
IMAGE:108395  DLG5 Hs.500245 Discs, large homolog 5 (Drosophila) T77840 1181490.543313503 0.84539175 0.51000744 -1.78753 -0.38751351 -0.54552367
IMAGE:2271170  LOC400451 Hs.27373 Hypothetical gene supported by AK075564; BC060873 AI689831 64831-1.227525971 -0.60792618 -0.05298027 0.84970479 0.52419041 1.44550836
IMAGE:462953  MAOB Hs.46732 Monoamine oxidase B AA682423 99690.29125972 1.33158985 0.22944044 -1.49825066 -0.6614195 -0.56140474
IMAGE:76886  FBXL15 Hs.380081 F-box and leucine-rich repeat protein 15 T61547 1333740.535125843 0.44746401 1.2026081 -2.00299736 -0.78199323 -0.19215431
IMAGE:31448  C6orf152 Hs.21945 Chromosome 6 open reading frame 152 R42841::R21456 64010-1.454713699 -0.08642159 -0.40857644 1.6529548 0.67653116 0.49293753
IMAGE:855486  NFATC1 Hs.534074 Nuclear factor of activated T-cells, cytoplasmic, calcineurin-dependent 1 AA664145 1172410.704356335 0.68868295 0.66517288 -1.5500636 -0.96583832 -0.40512312
IMAGE:1950323  MGC13017 Hs.156506 Similar to RIKEN cDNA A430101B06 gene AI342425 21511-0.864714982 -0.5985898 -0.66826621 1.76823085 0.67106928 0.59098979
IMAGE:773724  FADD Hs.86131 Fas (TNFRSF6)-associated via death domain AA433944::AA430751 107231.025475885 0.80794947 0.22004024 -1.90436978 -0.68739767 -0.43342088
IMAGE:208678  RUFY2 Hs.499891 RUN and FYVE domain containing 2 H61603::H61602 71986-0.930159886 -0.81690673 -0.54170156 1.5084637 1.21082025 0.57844294
IMAGE:471826  SETD7 Hs.480792 SET domain containing (lysine methyltransferase) 7 AA035639 978201.130492268 1.05050961 -0.02273459 -0.95633728 -1.08143836 -1.20530894
IMAGE:2060307     AI376502 83648 0.899203504 1.04453439 0.08625889 -0.92129286 -1.13928918 -0.96284841
IMAGE:724229  CCDC107 Hs.534579 **Coiled-coil domain containing 107 AA482560::AI821534::AI820900 19846-0.65332229 -1.31505888 -0.30316671 1.42208309 0.88775296 1.0216941
IMAGE:153505  DPT Hs.80552 Dermatopontin R48303::R48405 47240.931874439 -0.38654603 0.99551278 -0.49272523 -1.12466189 -0.44499647
IMAGE:2049599  ADCY8 Hs.591859 Adenylate cyclase 8 (brain) AI382422 133113-1.042750191 -0.48303788 -0.50732343 1.21750221 0.62692191 1.07841227
IMAGE:130421  LOC441127 Hs.201430 Hypothetical LOC441127 R21759::R21810 68924-1.27043344 0.13604376 -0.90221946 1.69667403 0.87859967 0.25408515
IMAGE:897518  RECK Hs.388918 Reversion-inducing-cysteine-rich protein with kazal motifs AA496930::AA497093 93090.023062851 -0.02020664 1.66544908 -0.54361294 -0.74759768 -0.79488505
IMAGE:1631868  RNF135 Hs.29874 Ring finger protein 135 AI004323 893701.200526142 0.42856889 0.40509104 -1.2492537 -1.00695388 -0.69379876
IMAGE:208969  PVRL1 Hs.334846 Poliovirus receptor-related 1 (herpesvirus entry mediator C; nectin) H63389::H63441 1224400.931485711 0.43435928 0.51779308 -1.65096444 -0.5871834 -0.457861



IMAGE:294682  SLC2A9 Hs.444612 Solute carrier family 2 (facilitated glucose transporter), member 9 N71294::W01603 65628-0.598641994 -0.98973678 -0.65171914 1.16098525 1.1549991 0.88123275
IMAGE:1374473     AA829097::AI732862 6230-0.796312429 -0.8726996 -0.33333973 1.09144712 0.8852571 0.94348849
IMAGE:856454  SLC3A2 Hs.502769 Solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2 AA630794 1244480.906592313 0.72932248 0.07548539 -1.73328526 -0.76242375 -0.05251992
IMAGE:341680  LOX Hs.102267 Lysyl oxidase W60414::W60413 812230.53643441 0.93811713 0.46027119 -0.89384299 -0.80855062 -1.0847727
IMAGE:359504  TMEM130 Hs.270753 Transmembrane protein 130 AA010589 864961.178358239 -0.23631551 1.05149856 -1.54720972 -0.91615746 -0.26407012
IMAGE:417487  C6orf108 Hs.109752 Chromosome 6 open reading frame 108 W88650::W88894 1244590.598430636 1.00785165 0.32796463 -1.59073114 -0.88975273 -0.33889536
IMAGE:1590058  SLC35E3 Hs.506011 Solute carrier family 35, member E3 AA946873::AI733408::AI791718 2150-0.662276957 -0.775137 -0.74838499 1.41073504 0.84733056 0.83353656
IMAGE:1589928  NDUFA11 Hs.406062 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 11, 14.7kDa AA977263::AI733407 867730.622925316 0.46704793 0.80387864 -1.65881471 -0.79471178 -0.18628166
IMAGE:1220017  OTUB2 Hs.278815 OTU domain, ubiquitin aldehyde binding 2 AA687835::AI821944 701570.816434798 0.66192136 0.60269121 -1.63582222 -0.83750279 -0.49757323
IMAGE:121420  COX18 Hs.356697 COX18 cytochrome c oxidase assembly homolog (S. cerevisiae) T97257::T97368 11390-1.163869101 -0.51739924 -0.65317037 0.75841339 1.65525019 0.92470188
IMAGE:399513  ABHD5 Hs.19385 Abhydrolase domain containing 5 AA733195 107036-0.887552641 -0.76161357 -0.04513117 0.18600048 1.1079944 1.2361684
IMAGE:969843  HAPLN3 Hs.447530 Hyaluronan and proteoglycan link protein 3 AA663831 1300070.949483482 0.44843501 0.47985254 -1.76400206 -0.69218471 -0.24050664
IMAGE:1556536  SIRT7 Hs.528641 Sirtuin (silent mating type information regulation 2 homolog) 7 (S. cerevisiae) AA935564 1050011.1300778 0.36440956 0.37599805 -1.6298458 -0.76070888 -0.32117392
IMAGE:1722146  ST3GAL5 Hs.415117 ST3 beta-galactoside alpha-2,3-sialyltransferase 5 AI192267 84278-0.785722977 -0.0101248 -1.1562096 0.49522588 1.21265419 0.9311536
IMAGE:1588477  CALCRL Hs.470882 Calcitonin receptor-like AA975301 1262000.931398138 0.72343617 0.39960968 -1.24421827 -0.85985999 -0.8776853

1276380  LOC161527 Hs.534573 Hypothetical protein LOC161527 AA694481 97464-0.108429916 -0.76308499 -1.11199845 1.30934066 0.45475038 0.93317939
IMAGE:1882370  VKORC1L1 Hs.427232 Vitamin K epoxide reductase complex, subunit 1-like 1 AI279477 119482-1.089771538 -0.40780398 -0.56498919 1.40918214 0.64072114 0.90269648
IMAGE:1953214  ADCK4 Hs.130712 AarF domain containing kinase 4 AI365953 1078040.42196885 0.78391752 1.29969437 -1.37630201 -1.06589871 -0.9912468
IMAGE:154610  DCTN5 Hs.435941 Dynactin 5 (p25) R54969::R54779 961360.723683695 0.73739878 0.82106082 -2.12802591 -0.70851434 -0.38140949
IMAGE:365326  FBP2 Hs.61255 Fructose-1,6-bisphosphatase 2 AA025150::AA025149 55690-0.742686251 -0.5628116 -0.66493056 0.75721911 1.07908471 0.95310618
IMAGE:130819  TMCC1 Hs.477547 Transmembrane and coiled-coil domain family 1 R22183::R22182 56775-0.533012447 -0.74978372 -0.62771303 2.14351063 0.43515958 0.13016532
IMAGE:1688967  USP49 Hs.591793 Ubiquitin specific peptidase 49 AI123933 58337-1.167413505 -0.19079038 -0.43015879 1.37515777 0.7687578 0.43108875
IMAGE:857630     AA782345::AI821279 67397-0.885824969 -0.49069917 -0.58912142 1.58142774 0.46994401 0.74981623
IMAGE:1507723  ARHGAP22 Hs.435063 Rho GTPase activating protein 22 AA937220 1383780.578015791 0.89219315 0.62258514 -0.67997226 -1.15671814 -1.14685443
IMAGE:897974     AA598859 867280.881845519 0.37970579 0.85536906 -1.60488738 -0.92060787 -0.43604303
IMAGE:80030  RBMS1 Hs.470412 RNA binding motif, single stranded interacting protein 1 T63612::T63461 877850.782637922 0.45940217 0.42150557 -1.62792055 -0.41745839 -0.34456316
IMAGE:244784  RRAGD Hs.485938 Ras-related GTP binding D N54401 100480-0.833284488 -0.64922589 -0.35260839 1.4717713 0.08982541 1.10292934
IMAGE:1558642  MLPH Hs.102406 Melanophilin AA976544 118760-0.711720021 -0.96196252 -0.22884245 1.0015366 0.73290278 1.06213749
IMAGE:162208  ARPC2 Hs.529303 Actin related protein 2/3 complex, subunit 2, 34kDa H25917 128560.551920835 0.8897235 0.26676275 -1.94365116 -0.52224775 -0.03002102
IMAGE:79592  AKR7A2 Hs.571886 Aldo-keto reductase family 7, member A2 (aflatoxin aldehyde reductase) T62865::T62715 902570.48600093 0.57129568 1.02380675 -1.75022852 -0.64235878 -0.47311605
IMAGE:200418  IFT122 Hs.477537 Intraflagellar transport 122 homolog (Chlamydomonas) R97234::R97233 106340-0.406525237 -0.7215 0.25144646 2.0632038 -0.32898348 -0.35649054
IMAGE:161484  DGAT2 Hs.334305 Diacylglycerol O-acyltransferase homolog 2 (mouse) H25560::H25606 102112-0.800100012 -0.70747777 -0.19599718 0.45313036 1.1246416 0.92859119
IMAGE:711450  THOC1 Hs.592342 THO complex 1 AA281366::AA280748 16827-1.30943754 -0.4400149 -0.22464524 0.78092811 1.01345453 1.11060258
IMAGE:810574   Hs.559734 Transcribed locus, weakly similar to NP_787073.2 hypothetical protein MGC35023 [Homo sapiens] AA464573::AI732817::AA464677::AI734196 24266-0.42132534 -1.06136844 -0.49292338 1.39086449 0.81349981 0.6358306
IMAGE:182328  CASP3 Hs.141125 Caspase 3, apoptosis-related cysteine peptidase AI668623::H41917::AI733548::H41961 20490-0.869539714 -0.64069905 -0.55774431 1.75640687 0.81172402 0.39440765
IMAGE:51239  MIR16 Hs.512607 Membrane interacting protein of RGS16 H19340::H19050 830990.968843723 0.378421 0.65482631 -1.93270128 -0.79285741 -0.11387128



IMAGE:1155182  POLR2J2 Hs.530089 DNA directed RNA polymerase II polypeptide J-related gene::HSPC047 protein, mRNA (cDNA clone MGC:34358 IMAGE:5178752) AA780885 91451-0.737698081 -0.87701174 -0.30154978 1.38122587 0.67316306 0.74461303
IMAGE:487797  DR1 Hs.348418 Down-regulator of transcription 1, TBP-binding (negative cofactor 2) AA043503::AA044623 793501.182407594 0.64593772 -0.24499965 -0.13404406 -1.2626532 -1.03957115
IMAGE:292726  PIM1 Hs.81170 Pim-1 oncogene N63635::N80481 811211.027943497 0.71176071 -0.1449785 -0.9242606 -0.81251201 -0.69156059
IMAGE:1460832   Hs.634877 Transcribed locus AA889801 56447-0.868617438 -0.47865483 -0.30130197 2.18030256 0.30138486 -0.08415156
IMAGE:22161  LOC401152 Hs.173705 HCV F-transactivated protein 1 T66154::T66226 1163220.940438265 0.78711471 0.64893846 -1.65340797 -0.82967084 -0.91942372
IMAGE:877632  FLOT1 Hs.179986 Flotillin 1 AA488175::AA488228 76180.450501691 0.97841375 0.62889956 -1.25465424 -1.00344092 -0.67140244
IMAGE:343687   Hs.582517 Transcribed locus W69166::W69253 28883-0.749874531 -0.53355905 -0.64920464 1.84237528 0.54448241 0.34979848
IMAGE:1671606  SNRPE Hs.515575 Small nuclear ribonucleoprotein polypeptide E AI027842 93536-0.891736897 -0.4825563 -0.7839756 1.18793911 0.91853586 0.93493432
IMAGE:76220  KIAA1961 Hs.591273 KIAA1961 gene T59852::T59908 127712-0.746357931 -0.66217581 -0.59284935 1.91567189 0.23191147 0.70627893
IMAGE:1744499   Hs.603521 Transcribed locus AI193670 11357-0.856491997 -1.2186081 -0.15398675 1.86770746 0.69807244 0.73935368
IMAGE:201890  BIRC3 Hs.127799 Baculoviral IAP repeat-containing 3 H48533::H48706 50950.276484399 1.23511436 0.35280948 -0.89236571 -0.82876148 -0.9872828
IMAGE:292996  YWHAH Hs.226755 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide N69107::N90630 1276320.903154033 0.77529098 0.27625977 -1.38687318 -0.87176775 -0.60435132
IMAGE:1683411   Hs.633996 Transcribed locus AI092436 971-1.154748299 -0.31279008 -0.61762213 0.95511264 1.27165654 0.74656606
IMAGE:415787  ZKSCAN1 Hs.615360 Zinc finger with KRAB and SCAN domains 1 W84769::W84805 1292570.506968885 1.03226714 0.52813475 -1.63980291 -0.93447455 -0.39474502
IMAGE:154428   Hs.299119 Transcribed locus, moderately similar to XP_376048.1 PREDICTED: similar to FKSG60 [Homo sapiens] AI732317::R53116::AI820739::R53214 21329-0.634577055 -0.99913513 -0.39781031 1.38088028 0.83992314 0.72702774
IMAGE:856420  RAC1 Hs.413812 Ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) AA630771 1019181.075025226 0.2581282 0.60747253 -1.59156878 -0.69586617 -0.47163585
IMAGE:2062533  ZNF467 Hs.112158 Zinc finger protein 467 AI337462 5744-0.637544247 -1.08205584 -0.42495175 0.63390385 1.24269146 1.2339945
IMAGE:1568655  SCUBE3 Hs.12923 Signal peptide, CUB domain, EGF-like 3 AA932717::AI733234::AI793257 107000-1.29498437 -0.51786154 -0.25448099 1.23899831 1.01259976 0.78577203
IMAGE:1699439  CAST1 Hs.476389 CAZ-associated structural protein AI061063::AI733652::AI792373 18649-0.757886282 -0.69390117 -0.40724788 1.86705712 0.56724533 0.25243859
IMAGE:1470278  NES Hs.527971 Nestin AA866029 91820.560286579 0.60721154 0.91836016 -1.43528782 -0.82345847 -0.6404511
IMAGE:245990  MT1F Hs.513626 Metallothionein 1F (functional) N55459::N76834 859670.610569552 0.90064741 0.04924243 -1.66871866 -0.42867996 -0.23097984
IMAGE:191787  ROBO1 Hs.13640 Roundabout, axon guidance receptor, homolog 1 (Drosophila) H40323::H40377 69840.158863327 0.82489334 0.83180032 -1.80477405 0.23144827 -0.94205962
IMAGE:251  DICER1 Hs.87889 Dicer1, Dcr-1 homolog (Drosophila) AA177110::AI793031 10102-0.5335334 -1.14723452 -0.28223543 0.26494564 1.42368202 1.1853185
IMAGE:1522799  FOXJ2 Hs.120844 Forkhead box J2 AA902249 118370.409708181 0.05822193 1.60996865 -1.8316676 -0.57217518 -0.31051319
IMAGE:727164  MGC13114 Hs.239500 Hypothetical protein MGC13114 AA398922::AA402011 1254670.735926545 0.67581118 0.66477155 -1.66577139 -0.8132131 -0.46958655
IMAGE:504544  HCK Hs.126521 Hemopoietic cell kinase AA149097::AA149096 1367310.442579615 0.99314364 0.38064116 -1.07249302 -0.76038128 -0.79651204
IMAGE:173878  MGC14327 Hs.591886 Hypothetical protein MGC14327 H23880::H23879 117850.83285147 0.26660953 1.0021743 -1.90132745 -0.53245131 -0.46813062
IMAGE:1709743  RALGDS Hs.106185 Ral guanine nucleotide dissociation stimulator AI131235 316981.471458712 0.23282188 -0.03849856 -1.10418967 -0.90744022 -0.4966678
IMAGE:1684602  STYXL1 Hs.11615 Serine/threonine/tyrosine interacting-like 1 AI205036 21252-0.904183342 -0.59054537 -0.28126348 1.90458784 0.37770297 0.31138161
IMAGE:838818  AOX1 Hs.406238 Aldehyde oxidase 1 AA457675 5202-0.839378991 -0.86061979 0.07397526 2.02581481 0.15143779 0.2802765
IMAGE:1607142  DNAJC4 Hs.172847 DnaJ (Hsp40) homolog, subfamily C, member 4 AA996059 1198801.349223087 0.01017171 0.39312746 -0.33849916 -1.44467204 -0.74733031
IMAGE:666829  SGCD Hs.591727 Sarcoglycan, delta (35kDa dystrophin-associated glycoprotein) AA234982::AA234152 849140.439632221 1.05135723 0.47576095 -0.35006781 -1.00284818 -1.47826936
IMAGE:1671875  IGHG1 Hs.510635 Immunoglobulin heavy constant gamma 1 (G1m marker) AI051664 24285-0.593254008 -1.2339474 -0.06090552 1.65813959 0.76574522 0.39304919
IMAGE:430395     AA680099 64027-1.078496113 -0.66773088 -0.17639246 1.32631429 0.95941856 0.55409822
IMAGE:951746  ARHGEF11 Hs.516954 Rho guanine nucleotide exchange factor (GEF) 11 AA630050::AI791290 26117-0.956992561 -0.63010732 -0.20878856 1.87442387 0.33108286 0.43612879
IMAGE:201317     R99584::R99690 18707-1.162100001 -0.67111952 -0.46895109 1.225798 1.12442497 0.98579519



IMAGE:2310212  SNF8 Hs.127249 SNF8, ESCRT-II complex subunit, homolog (S. cerevisiae) AI652579 1035530.666667379 0.66666738 0.7946382 -1.8268657 -0.9809569 -0.18547728
IMAGE:26578  PES1 Hs.517543 Pescadillo homolog 1, containing BRCT domain (zebrafish) R37665::R13806 1205301.04509849 0.71248374 0.3941239 -0.9522531 -1.32288096 -0.85389416
IMAGE:853996  PACSIN2 Hs.162877 Protein kinase C and casein kinase substrate in neurons 2 AA668896::AI791130 10176-0.920558399 -0.60160746 -0.44017923 1.35001428 0.68607559 0.79738296
IMAGE:129541  BEAN Hs.97805 Brain expressed, associated with Nedd4 R14880::R11384 83760-0.788271761 -0.90370498 -0.07463797 0.79782338 1.11163072 0.72180847
IMAGE:1566919     AI091219 17597-0.421250412 -1.54098791 -0.34857871 0.83493192 1.43892277 1.10522617
IMAGE:1671363  BLK Hs.146591 B lymphoid tyrosine kinase AI084074 1153660.959299291 0.85504196 0.44218292 -1.04426602 -1.15373622 -1.07623827
IMAGE:486374  WDR25 Hs.497600 WD repeat domain 25 AA044106::AA044139 1345940.216730525 1.22315134 0.80894809 -1.4083773 -1.06805581 -0.69457479
IMAGE:376296  TACSTD2 Hs.23582 Tumor-associated calcium signal transducer 2 AA041250::AA041184 1025300.624467604 0.39318815 0.98314033 -1.6289905 -0.65079215 -0.4756264
IMAGE:1499828  FUT1 Hs.69747 Fucosyltransferase 1 (galactoside 2-alpha-L-fucosyltransferase, H blood group) AA879118 10631.371516351 -0.25219668 0.4422268 -1.44629348 -0.21340563 -0.57206391
IMAGE:219937  HS3ST5 Hs.632617 Heparan sulfate (glucosamine) 3-O-sulfotransferase 5 H84759::H85691 1192861.036143619 0.57741716 0.60652256 -1.50187916 -1.07478901 -0.60182621
IMAGE:1553996   Hs.595398 Transcribed locus AA933076 99778-0.29686915 -1.1878705 -0.49867715 0.98404048 1.11826184 0.74815359
IMAGE:1880989  TLE1 Hs.197320 Transducin-like enhancer of split 1 (E(sp1) homolog, Drosophila) AI268473 29005-0.462595756 -0.8115023 -0.80143078 0.55768612 1.21053704 1.1447124
IMAGE:153614  IFRD1 Hs.7879 Interferon-related developmental regulator 1 AI732268::R48587::AI820689::R48690 7217-0.82528374 -0.95174426 -0.55051952 0.80232065 1.38863761 1.16273314
IMAGE:111200  PCMTD1 Hs.308480 Protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 1 T85248::T84381 28175-1.069727764 -0.45610714 -0.55225407 1.14106526 0.93391945 0.90408524
IMAGE:110321  PTPRS Hs.408456 Protein tyrosine phosphatase, receptor type, S T71574::T82028 1185801.204518972 0.62442957 0.22522826 -0.12469664 -1.4567971 -1.4434644
IMAGE:1637732  PPAN Hs.14468 Peter pan homolog (Drosophila) AI000807 730080.655447753 0.94266534 0.45082869 -1.69978339 -0.54528133 -0.71564078
IMAGE:344243  UCK2 Hs.458360 Uridine-cytidine kinase 2 W69906::W70171 163110.717781541 1.13957069 -0.12875669 -1.19321931 -0.90407175 -0.52779143
IMAGE:309039  IL17D Hs.585624 Interleukin 17D N92873::W25618 88490.204225758 -1.01747993 1.55355319 0.03796476 -0.4795767 -0.2804483
IMAGE:78353  MT1F Hs.513626 Metallothionein 1F (functional) T56281::T56221 1084320.652220778 0.88038881 0.21915163 -1.55095102 -0.73016933 -0.29173356
IMAGE:809569  WASPIP Hs.591641 Wiskott-Aldrich syndrome protein interacting protein AA456622::AA455802 949980.692197346 1.15269095 0.23170375 -0.89982872 -1.22739633 -0.92973707
IMAGE:744050  PSCD3 Hs.487479 Pleckstrin homology, Sec7 and coiled-coil domains 3 AA629264 134700.813354717 -0.63965166 1.34777316 -1.26426446 -0.54225975 -0.13874683
IMAGE:267202  ZNF462 Hs.370379 Zinc finger protein 462 N23972::N31873 24435-0.977113308 -1.00760473 -0.31849865 1.06672654 1.30151047 1.00696336
IMAGE:1622066  COPG Hs.518250 Coatomer protein complex, subunit gamma AA992128 10022-0.123334395 -0.70379446 -0.44325208 2.1548606 -0.08101841 -0.2790838
IMAGE:1700833   Hs.133024 Transcribed locus AI049730::AI733696::AI792418 17974-0.853111455 -1.83613778 0.20281345 1.5522656 1.20848252 1.01960892
IMAGE:66811  C2orf11 Hs.591615 Chromosome 2 open reading frame 11 T64955 66330-0.617789174 -0.82663317 -0.34145291 1.81014964 0.42620796 0.35709206
IMAGE:268240  FXC1 Hs.54943 Fracture callus 1 homolog (rat) N27437::N34723 13457-1.530430635 -0.74527401 -0.01473697 0.99411709 1.27919591 1.15866517
IMAGE:1882030  LOC441119 Hs.348792 Hypothetical LOC441119 AI291274 67847-0.952637111 -0.56270309 -0.57861674 1.33023139 0.78871519 0.87733464
IMAGE:234320  PARD3 Hs.131489 Par-3 partitioning defective 3 homolog (C. elegans) H95239 68209-0.701752632 -0.62791717 -0.38514616 1.72492378 0.41360591 0.33740771
IMAGE:232869  LOC642775 Hs.128708 Hypothetical protein LOC642775 H72778::H72777 31833-0.886601849 -0.72287455 -0.31864829 1.60201398 0.57793496 0.63257601
IMAGE:40932  KIAA1411 Hs.211700 KIAA1411 R55763::R55842 988941.267236132 0.32142008 0.28862162 -1.07361092 -0.6041194 -1.06603104
IMAGE:773330  GPNMB Hs.190495 Glycoprotein (transmembrane) nmb AA425450::AA425587 139470.726609256 -0.07749325 1.44261901 -1.25223409 -0.56520447 -0.9595092
IMAGE:1667259   Hs.149995 Transcribed locus AI052026 102906-0.876419742 -1.06192975 -0.08263219 1.33578707 0.83133004 0.84369737
IMAGE:810551  LRP1 Hs.162757 Low density lipoprotein-related protein 1 (alpha-2-macroglobulin receptor) AA464566::AA464668 276950.860718855 0.04969114 1.27188849 -0.90065131 -1.13230488 -0.92251941
IMAGE:203352  RORA Hs.569497 RAR-related orphan receptor A H54796::H54848 85890-0.744520734 -1.04760053 0.07367347 0.67245306 1.08956663 0.83407036
IMAGE:43933  MAOA Hs.183109 Monoamine oxidase A H05775::H05883 15233-0.892027168 -0.90902793 0.04301487 0.41543786 1.26016333 0.97221289
IMAGE:248098  NOS1AP Hs.129729 **Nitric oxide synthase 1 (neuronal) adaptor protein N58401::N77993 14764-0.936502719 -0.74197481 -0.1330059 1.68665779 0.38442453 0.61289135



IMAGE:756666  PPP1CA Hs.183994 Protein phosphatase 1, catalytic subunit, alpha isoform AA443982 863121.035602145 0.59322959 0.16012579 -1.68330385 -0.72272344 -0.23737755
IMAGE:377679   Hs.349024 Transcribed locus, weakly similar to XP_533346.2 PREDICTED: similar to long interspersed repetitive DNA sequence LINE4 (L1Rn) [Canis familiaris] AA056010::AA056039 11098-0.555544931 -0.75038252 -0.56370092 1.9531023 0.46463374 0.24578129
IMAGE:859761  TOMM40 Hs.110675 Translocase of outer mitochondrial membrane 40 homolog (yeast) AA668508 845460.440181837 1.02784475 0.68861875 -1.75199993 -0.83132195 -0.47949144
IMAGE:744374  TANC2 Hs.410889 Tetratricopeptide repeat, ankyrin repeat and coiled-coil containing 2 AA621188 11060-0.262574259 -1.03571903 -0.53152994 -0.00287164 1.42209997 1.19262402
IMAGE:731125  WDR33 Hs.620490 WD repeat domain 33 AA417318::AA417330 12152-0.866141957 -1.19351024 0.08591111 0.42722733 1.39737679 1.15748528
IMAGE:586820  PTD004 Hs.157351 GTP-binding protein PTD004 AA133482::AI732588::AA133481::AI733884 30661-0.292726541 -0.24513075 -0.70291571 2.1670383 -0.20121282 -0.28039491
IMAGE:796757  AP3S1 Hs.406191 Adaptor-related protein complex 3, sigma 1 subunit AA460727::AA460899 587661.025464948 0.48722318 0.61489914 -0.99544513 -1.20197976 -0.84023122
IMAGE:1694766   Hs.603142 Transcribed locus AI093177 94962-0.663895544 -0.5281353 -0.71500528 1.81033498 0.59761948 0.27384841
*mitoch. cont. IMAGE:274677149977 -0.926057519 -0.70359263 -0.34813774 0.541294 1.12434758 1.21400582
IMAGE:450744  ITGB2 Hs.375957 Integrin, beta 2 (complement component 3 receptor 3 and 4 subunit) AA704483 920880.308112509 1.3275976 -0.00059139 -0.58226956 -0.82523096 -1.0453254
IMAGE:813730  MAL2 Hs.201083 Mal, T-cell differentiation protein 2 AA453783::AA453868 558061.460581595 -0.93695822 0.63207093 -0.88060367 -0.47648227 -0.21843778
*mitoch. cont. IMAGE:1253749144801 -0.88431516 -0.79846171 -0.27160774 0.60077059 1.19637887 1.06652553
IMAGE:1642145  SATB2 Hs.516617 SATB family member 2 AI023265 10412-0.736472268 -1.32049613 0.0165216 1.03431075 0.91084357 1.11964627
IMAGE:1030649  SPAG17 Hs.528821 Sperm associated antigen 17 AA608775 112194-0.77000102 -0.85196657 -0.57137286 1.26900508 1.03140557 0.8467568
IMAGE:1901295   Hs.554323 CDNA FLJ34261 fis, clone FEBRA2001772 AI301670 598-0.638240306 -1.20498099 -0.19266488 1.16384848 1.18363555 0.658179
IMAGE:288770  TMEM144 Hs.176227 Transmembrane protein 144 N62499::N79400 10676-0.49962669 -1.09623318 -0.72042685 0.99830166 1.30775642 0.98826528
IMAGE:160488   Hs.180284 5.5 kb mRNA upregulated in retinoic acid treated HL-60 neutrophilic cells H22137::H22173 1221590.577177355 1.02325334 0.16858232 -0.52705866 -0.9823729 -1.10194238
IMAGE:825318   Hs.445080 **CDNA clone IMAGE:3077825, containing frame-shift errors AA504467::AA504543 1388350.558960759 1.19294054 -0.04081748 -1.54672801 -0.57073282 -0.45936927
IMAGE:415988   Hs.586834 MRNA; cDNA DKFZp686J0581 (from clone DKFZp686J0581) W85822::W85821 1107-1.033207489 -0.68551069 -0.35313612 1.90861191 0.46247806 0.64840745
IMAGE:745116  HMOX2 Hs.284279 Heme oxygenase (decycling) 2 AA626370 961861.203561002 0.36359443 0.31149524 -1.8519503 -0.3950336 -0.49311831
IMAGE:1456060  FRG1 Hs.203772 FSHD region gene 1 AA862414 76907-0.44789081 -0.82164543 -0.58380158 1.60050072 0.49192334 0.54163227
IMAGE:954052  SEMA3C Hs.269109 Sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C AA524996::AI791312 91200-0.890812762 -0.50824718 -0.25438285 1.97135274 0.05410211 0.39111364
IMAGE:44300     H06377::H06376 100453-0.842882258 -0.64439684 -0.44697856 2.01087914 0.23411454 0.54464817
IMAGE:136984     R35849 26248 -1.264242376 -0.82158582 -0.51172624 2.01556601 1.05417131 0.69866277
IMAGE:1915416  CDK7 Hs.184298 Cyclin-dependent kinase 7 (MO15 homolog, Xenopus laevis, cdk-activating kinase) AI311067 831640.915472144 0.95004796 -0.09206704 -1.04272902 -0.74191945 -0.89854788
IMAGE:855438  ATP6V1F Hs.78089 ATPase, H+ transporting, lysosomal 14kDa, V1 subunit F AA664077 1393450.930613075 0.76276073 0.38964896 -1.42099824 -1.1764134 -0.42971027
IMAGE:796239  PDZD8 Hs.501149 PDZ domain containing 8 AA460675::AA461023 661060.00728543 -1.53817023 -0.61480938 1.09399508 0.84946095 1.1213829
IMAGE:126459     R06607::R06663 128122-0.295407669 -0.20257601 -0.43871922 2.18003204 -0.54026722 -0.34439027
IMAGE:2010543  DDX28 Hs.458313 DEAD (Asp-Glu-Ala-Asp) box polypeptide 28 AI360732 195970.896176061 0.82659176 0.62416468 -1.70912362 -0.96899964 -0.68623432
IMAGE:1203836  RORA Hs.569497 RAR-related orphan receptor A AA640662::AI821239 92116-0.766456384 -0.46261677 -0.75709727 1.4817394 0.67700289 0.63123903
IMAGE:1623179     AA992653 67039-0.780206117 -0.6846938 -0.49366915 1.63555518 0.57855216 0.60032897
IMAGE:795729  BAD Hs.370254 BCL2-antagonist of cell death AA460291::AA461579 216560.670169456 0.50345674 0.8611313 -1.53441682 -0.85809363 -0.44434297
IMAGE:1117944  FLJ39378 Hs.530315 Hypothetical protein FLJ39378 AA602976::AI821789::AI792136 21260-1.028741618 -1.42583621 0.1387365 1.56197554 1.2851596 0.66131099
IMAGE:462689   Hs.119871 Transcribed locus, weakly similar to XP_498570.1 PREDICTED: hypothetical protein XP_498570 [Homo sapiens] AA705133 85151-0.478495709 -0.44373563 -0.25420578 2.11530569 -0.05338515 -0.36081632
IMAGE:85224  RBM25 Hs.531106 RNA binding motif protein 25 T71578::T71726 129746-0.851925637 -0.17435435 -1.00497703 0.4759148 0.96017899 1.35954748
IMAGE:460229  AMID Hs.533655 Apoptosis-inducing factor (AIF)-like mitochondrion-associated inducer of death AA677484 92638-0.684618619 -1.34791177 -0.37027534 1.13021943 1.1673623 1.21405804



IMAGE:2565992  DNM1 Hs.522413 Dynamin 1 AW005761 712720.776390995 -0.36848371 1.41342245 -0.83302028 -0.4475558 -1.09806291
IMAGE:433468  CDC2L6 Hs.584867 Cell division cycle 2-like 6 (CDK8-like) AA699557 66048-0.563043152 -0.78302219 -0.42475656 1.75635772 0.50587287 0.28781312
IMAGE:2547636  SF1 Hs.502829 **Splicing factor 1 AI950855 1348210.551233105 0.58060019 0.63597811 -1.95482761 -0.48857128 -0.04932367
IMAGE:340835   Hs.597201 Transcribed locus W56786::W56564 1992-0.550659203 -0.99943904 -0.18129479 0.85079543 0.99659717 0.70437325
IMAGE:2282990  CHRNB4 Hs.624178 Cholinergic receptor, nicotinic, beta 4 AI625439 139495-0.642491759 -0.93082607 -0.59362154 1.51830513 0.59465792 0.98904062
IMAGE:490060  PCGF5 Hs.500512 Polycomb group ring finger 5 AA136060::AA136109 1158121.052464843 1.10491736 -0.63876107 -0.85126728 -0.89538622 -0.69096847
IMAGE:246300  TIAL1 Hs.643511 TIA1 cytotoxic granule-associated RNA binding protein-like 1 N59426 857471.095330043 0.75489809 0.36567088 -1.15350673 -0.69392359 -1.38500047
IMAGE:1698127  SYNPO2 Hs.480615 Synaptopodin 2 AI147875 12390-0.501277368 -1.11740909 -0.39571487 1.37508555 0.7793814 0.76820632
IMAGE:205745  LOC646621 Hs.474643 **Similar to Ral guanine nucleotide dissociation stimulator (RalGEF) (RalGDS) H58119::H58118 278760.811325004 0.80605595 0.41719991 -1.80923804 -0.85290509 -0.28542819
IMAGE:136706  SERTAD4 Hs.600545 SERTA domain containing 4 R34682::R34787 28055-0.389970698 -1.03516099 -0.59467922 1.42870921 0.64611728 0.80622006
IMAGE:81331  LOC653327 Hs.632112 Similar to Fatty acid-binding protein, epidermal (E-FABP) (Psoriasis-associated fatty acid-binding protein homolog) (PA-FABP) T60075::T60111 1131041.308600254 0.14651263 0.04901322 -1.14825324 -0.45653442 -0.63914819
IMAGE:898098  TACC1 Hs.279245 Transforming, acidic coiled-coil containing protein 1 AA598796 1345280.860539984 0.65652053 0.68916364 -1.24698097 -1.11776865 -0.77229571
IMAGE:1475363   Hs.642765 CDNA clone IMAGE:4347332 AA878089 1224040.968686779 0.35864866 0.76635747 -1.73530719 -0.76068657 -0.45295623
IMAGE:295798  PGRMC1 Hs.90061 Progesterone receptor membrane component 1 N66942 63845-0.598030034 -0.30510393 -0.87581614 0.34928969 1.02565278 1.07452865
*mitoch. cont. IMAGE:76099152032 -0.490398301 -0.60958923 -0.88010082 0.67339748 0.94935039 1.12735945
IMAGE:2253659  KIAA0984 Hs.192492 KIAA0984 protein AI686422 1293830.378844521 1.14232188 0.57033869 -0.35288575 -1.57218826 -1.06959896
IMAGE:485165  PTDSS1 Hs.292579 Phosphatidylserine synthase 1 AA039308 57230.682131209 0.5871982 0.96022908 -1.80483438 -0.72427338 -0.57517271
IMAGE:1917477  ZDHHC5 Hs.27239 Zinc finger, DHHC-type containing 5 AI344565 645481.111577517 0.19011736 0.57692238 -1.53508253 -0.58043418 -0.55817858
IMAGE:951015  AMPH Hs.592182 Amphiphysin (Stiff-Man syndrome with breast cancer 128kDa autoantigen) AA620426 1225410.553558335 0.9018852 0.44583503 -0.79266048 -1.44359631 -0.5042023
IMAGE:769773  ZNF451 Hs.485628 Zinc finger protein 451 AA429027 34930.589627632 0.63231161 0.8457315 -1.81419169 -0.54078637 -0.53509517
IMAGE:795830  CENPC1 Hs.479867 Centromere protein C 1 AA461496::AA460571 1268470.782378301 0.46369921 0.66551444 -1.59848879 -0.82563628 -0.27688426
IMAGE:769921  UBE2C Hs.93002 Ubiquitin-conjugating enzyme E2C AA430504 299310.273281748 1.47102181 -0.5614166 -0.44703615 -1.03177136 -0.43587708
IMAGE:826995  SLC39A8 Hs.288034 Solute carrier family 39 (zinc transporter), member 8 AA521384 98172-0.89966168 0.36278637 -1.10284213 0.39872202 0.68226488 1.10287873
IMAGE:1593948  COL9A2 Hs.418012 Collagen, type IX, alpha 2 AA987846::AI733465::AI791866 8390-1.071500705 -0.66535764 -0.07289315 0.41549483 0.9575208 1.32338832
IMAGE:756372  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AA482067::AA481944 171770.441203954 0.65692938 1.05961684 -1.06393032 -0.49667731 -1.41111342
IMAGE:2010404  MNDA Hs.153837 Myeloid cell nuclear differentiation antigen AI364884 282630.646521684 0.80553287 0.50626242 -1.03963036 -0.67696133 -1.09431817
IMAGE:132323  LOC342892 Hs.406307 Hypothetical protein LOC342892 R26289::R25464 93518-1.30516288 -0.07554303 -0.66695533 1.18303346 0.99900533 0.72271423
IMAGE:122295  LOC441383 Hs.367856 Hypothetical gene supported by AF086559; BC065734 T98807::T99114 18253-0.674224267 -1.04016187 -0.60675452 0.90188044 1.08199036 1.34615157
IMAGE:257155  ATF4 Hs.496487 Activating transcription factor 4 (tax-responsive enhancer element B67) N26840::N39797 12341.20990145 0.22127438 0.32819637 -1.00127264 -0.95443406 -0.60130251
IMAGE:781014  ST5 Hs.117715 Suppression of tumorigenicity 5 AA446017::AA446290 1165390.1594609 0.67180404 1.00375111 -1.89105629 -0.42133201 -0.18919799
IMAGE:1630129  SLC26A5 Hs.585146 Solute carrier family 26, member 5 (prestin) AA984663 3387-0.748256437 -1.16137358 -0.34189005 1.20520798 1.15611821 0.93048141
IMAGE:2461050  LGALS1 Hs.445351 Lectin, galactoside-binding, soluble, 1 (galectin 1) AI927284 184000.509132517 0.42889482 0.86273175 -1.59876712 -0.60686318 -0.27982539
IMAGE:243731  KIAA0182 Hs.461647 KIAA0182 N39308::N45156 6213-0.926672671 -0.67641004 -0.14283121 1.88693254 0.50687352 0.18935702
IMAGE:295741     N72720::W02483 124595-0.655266557 -0.625244 -0.22954081 1.71627731 0.20623208 0.28518248
IMAGE:884539  ENDOG Hs.591905 Endonuclease G AA629804 90150.643786241 0.73422079 0.78601512 -1.26232735 -0.73883465 -1.04836744
IMAGE:1870935   Hs.643042 **Transcribed locus AI262682::AI733798::AI792605 918181.13894589 0.01118733 0.66716151 -0.90281413 -1.13547492 -0.52086266



IMAGE:757255  C19orf15 Hs.324335 Chromosome 19 open reading frame 15 AA426091 68955-1.148567812 -0.98025539 -0.24136388 1.54639453 1.62564162 0.32290351
IMAGE:878846  BRI3 Hs.567438 Brain protein I3 AA670434 1364190.978402196 0.51096993 0.71054775 -1.47089035 -1.16364555 -0.48770698
IMAGE:953015  LOC113230 Hs.372775 **Hypothetical protein LOC113230 AA564512::AI791302 74364-0.52862067 -1.28843922 -0.04058661 0.81490546 0.94242339 1.01899425
IMAGE:139759  LOC285419 Hs.535763 Hypothetical protein LOC285419 R62140::R62246 29204-0.524969694 -1.11754329 -0.18529316 1.95124105 0.09878172 0.64536315
IMAGE:392444  MTX2 Hs.470728 Metaxin 2 AA708001 65862-0.192971459 -0.89938245 -0.52824596 1.6516477 0.50259053 0.14460008
IMAGE:1203805  ASTN2 Hs.643599 Astrotactin 2 AA640394::AI791185::AI821921 12118-0.842865872 -0.53705816 -0.5180548 1.46856295 0.65019229 0.59869931
IMAGE:1600239  GINS2 Hs.433180 GINS complex subunit 2 (Psf2 homolog) AA961752 984470.531864709 1.16177825 0.15323926 -0.87646619 -0.89170603 -0.96384129
IMAGE:1592048  SSNA1 Hs.530314 Sjogren's syndrome nuclear autoantigen 1 AA953294 622020.659547629 0.77464777 0.62363638 -1.68089866 -0.86598966 -0.38395026
IMAGE:856796  SRM Hs.76244 Spermidine synthase AA669545 176061.125858679 0.74962672 -0.17583358 -0.98356023 -0.83646642 -0.77340948
IMAGE:141731  SLC16A5 Hs.592095 Solute carrier family 16 (monocarboxylic acid transporters), member 5 R69593::R69681 1081601.21347991 0.55837341 0.39342695 -1.59909117 -0.78313262 -0.76733988
IMAGE:214334  SCC-112 Hs.331431 SCC-112 protein H77849::H77901 23030-0.816152971 -0.4673176 -0.67117102 1.51265265 0.83189647 0.4196205
IMAGE:852605  CECR2 Hs.231895 CDNA FLJ38271 fis, clone FCBBF3002782, moderately similar to Leptin receptor::Cat eye syndrome chromosome region, candidate 2 AA663110 69161-0.732310717 -0.29507045 -0.17809933 2.24312533 0.16683466 -0.64626407
IMAGE:810901  TMEM23 Hs.386215 Transmembrane protein 23 AA459293::AA459523 1215300.653643935 0.66051891 0.76020601 -1.26052028 -0.89958422 -0.76139728
IMAGE:2283783  MTMR11 Hs.425144 Myotubularin related protein 11 AI672312 126530.998220192 -1.08935741 1.14960573 -0.92230299 -0.35099134 -0.02700701
IMAGE:810958  CPNE1 Hs.246413 Copine I AA459388::AA459613 174870.853818844 0.42378982 0.64286121 -1.71154768 -0.69529985 -0.31314199
IMAGE:703633  PSRC1 Hs.405925 Proline/serine-rich coiled-coil 1 AA278630::AA278629 1204650.74134983 1.19967234 0.35941441 -1.24375954 -1.24375954 -0.87328218
IMAGE:1881014   Hs.194081 Transcribed locus, moderately similar to XP_517655.1 PREDICTED: similar to KIAA0825 protein [Pan troglodytes] AI288696 73342-1.246376654 -0.5843367 -0.23241944 1.38676873 0.90472637 0.74509923
IMAGE:1602122  C16orf72 Hs.221497 Chromosome 16 open reading frame 72 AA962237 986281.228163798 0.6973455 0.0692932 -0.8514533 -1.1473721 -0.97605504
IMAGE:1554725     AA913303 117622-0.498928203 -0.11590545 -0.94641088 2.06849197 -0.0124426 0.04921472
IMAGE:160723  LAMC1 Hs.497039 Laminin, gamma 1 (formerly LAMB2) H24650::H24649 1198450.953206619 0.27634665 0.5281478 0.17693525 -0.94962463 -1.73182527
IMAGE:145388  GOSR2 Hs.463278 Golgi SNAP receptor complex member 2 R78386::R78385 1388480.657780336 1.02232503 0.28881692 -0.99868867 -1.10363336 -0.77885717
IMAGE:144924  TRAF3IP2 Hs.571184 TRAF3 interacting protein 2 R78513::R78558 81400.457066181 0.42371927 1.11542941 -1.81219086 -0.34016309 -0.56311099
IMAGE:811032  PAWR Hs.406074 PRKC, apoptosis, WT1, regulator AA485422::AA485585 886130.996036028 0.30347936 0.69185428 -1.67098612 -0.67866105 -0.46444377
IMAGE:209655  TGFBR3 Hs.482390 Transforming growth factor, beta receptor III (betaglycan, 300kDa) H62473::H61499 189060.717520712 0.3763101 0.90428863 -1.49801367 -0.73298356 -0.54010977
IMAGE:613056  RCN1 Hs.97887 Reticulocalbin 1, EF-hand calcium binding domain AA181643::AA181593 576681.119406104 0.79380625 0.01708545 -1.33132263 -0.80753156 -0.75232116
IMAGE:1901002   Hs.560776 Transcribed locus AI302850 59966-0.238319165 -1.20632189 -0.20586235 1.72765766 0.49481022 0.20182163
IMAGE:51543  FEZ1 Hs.224008 Fasciculation and elongation protein zeta 1 (zygin I) H20759::H20758 989460.642235563 0.41262922 0.944481 -0.71807763 -1.67616227 -0.36865853
IMAGE:342089  LOC643980 Hs.597646 Similar to FRG1 protein (FSHD region gene 1 protein) W60894::W61046 112813-0.430997315 -0.22144613 -0.80415962 2.04593797 -0.08785725 0.02578397
IMAGE:2050110  TRPC2 Hs.131910 Transient receptor potential cation channel, subfamily C, member 2 AI313316 11640-0.989157926 -0.88902103 -0.14709765 0.91185004 1.09004821 0.99924225
IMAGE:365755  MYO5A Hs.21213 Myosin VA (heavy polypeptide 12, myoxin) AA025850::AA025849 1221050.91671454 0.93551165 0.07381249 -0.30534503 -1.26251373 -1.30274614
IMAGE:135688  GATA2 Hs.367725 GATA binding protein 2 R32406::R32405 555390.501201468 0.80387185 0.66614294 -1.00201514 -1.07698854 -0.71128497
IMAGE:744055   Hs.553293 Transcribed locus AA629277 28006-0.639340147 -0.6157173 -0.67997145 1.93153434 0.42292025 0.37809589
IMAGE:415076  EPB41L4B Hs.591901 Erythrocyte membrane protein band 4.1 like 4B W93074::W93073 22907-0.652489995 -0.86170204 -0.32139853 0.27496308 1.14399771 1.25407543
IMAGE:246808  NALP2 Hs.369279 NACHT, leucine rich repeat and PYD containing 2 N53214::N58615 1197710.638665344 0.88391554 -0.16788792 -0.78687809 0.03652279 -1.32365613
IMAGE:345601  PXDN Hs.332197 Peroxidasin homolog (Drosophila) W72043::W76395 1141900.518621306 1.09978269 0.14525253 -0.9242763 -0.96539621 -0.71949915
IMAGE:1938312  DHTKD1 Hs.104980 Dehydrogenase E1 and transketolase domain containing 1 AI266159 72969-0.786316686 -0.53330547 -0.38559373 1.71783619 0.78641124 -0.04282203



IMAGE:1951140  MNS1 Hs.444483 Meiosis-specific nuclear structural 1 AI351245 105501-1.429178138 -0.32296374 -0.43046028 1.22792384 0.81543712 1.12292722
IMAGE:840697  FKBP9 Hs.575466 FK506 binding protein 9, 63 kDa AA488087::AA487755 637580.467051063 0.20838454 1.29829129 -1.43283266 -0.99222273 -0.21096213
IMAGE:161336  ZNF678 Hs.30323 Zinc finger protein 678 AI668600::H25305::AI733535::H25353 109063-0.598968473 -0.97854371 -0.40876374 1.51956187 0.79412825 0.56353282
IMAGE:2577105  ARL2 Hs.502836 ADP-ribosylation factor-like 2 AW075431 28880.597909748 0.85272112 0.59552089 -1.47382611 -0.60454775 -0.84197355
IMAGE:2562848  PSMC3 Hs.250758 Proteasome (prosome, macropain) 26S subunit, ATPase, 3 AI986307 1117761.051584842 0.56505295 0.08583346 -1.09685278 -0.89159212 -0.5438036
IMAGE:281865  KATNAL2 Hs.404137 Katanin p60 subunit A-like 2 N51843::N54110 10211-0.368056071 -0.61199475 -1.31449628 1.0356383 1.01208199 1.0654763
IMAGE:1690915  LIX1L Hs.632435 Lix1 homolog (mouse) like AI092102 64901-0.253726126 1.34210814 0.52032169 -0.55328604 -0.78345445 -0.94623466
IMAGE:51078  TBX19 Hs.507978 T-box 19 H17135::H17242 1347550.946307565 0.51485655 0.4885084 -1.31913962 -0.74606728 -0.73717478
IMAGE:897427  MTG1 Hs.501578 Mitochondrial GTPase 1 homolog (S. cerevisiae) AA489470 183510.470540225 0.80352607 0.57028014 -2.06113922 -0.36010622 -0.20270417
IMAGE:434868  FLJ10120 Hs.596756 **Hypothetical protein FLJ10120 AA701234 18569-1.047630363 -0.8072788 -0.13772803 1.19693093 0.74122678 1.01636607
IMAGE:756763     AA425787::AI732693::AA424898::AI734099 15791-0.635017557 -0.73558973 -0.62639708 1.49357199 0.76971531 0.57561999
IMAGE:288903  FBXW9 Hs.515154 F-box and WD-40 domain protein 9 N62631::N78402 256460.6733475 0.91084762 0.60666477 -0.92452593 -1.02386493 -1.1862328
IMAGE:451169  ARIH1 Hs.268787 Ariadne homolog, ubiquitin-conjugating enzyme E2 binding protein, 1 (Drosophila) AA704752 12315-0.714867644 -1.2649431 0.02542083 1.10577931 1.00553191 0.82662887
IMAGE:1584638  ZNF141 Hs.601092 Zinc finger protein 141 AA972357::AI733382::AI791793 13487-0.855896363 -0.66654057 -0.22392139 2.17172531 0.12135707 0.27047476
IMAGE:624361  AHR Hs.171189 Aryl hydrocarbon receptor AA181307::AA187046 281410.646652219 1.08854832 0.26023404 -0.39214778 -1.30880688 -1.2271387
IMAGE:289520     N62741::N79682 95036-0.825234828 -0.83723551 -0.04039046 2.12783211 0.23443936 0.18192211
IMAGE:296444  CGN Hs.591464 Cingulin N70196::W01048 1267311.310693126 -0.53795285 0.68027596 -0.5417956 -0.96888234 -0.49877744
IMAGE:291370  ZFYVE27 Hs.523194 **Zinc finger, FYVE domain containing 27 N72272::W03014 910030.654997639 0.54763973 1.2376107 -1.58915369 -0.92460385 -0.83721189
IMAGE:1553989   Hs.150064 MRNA; cDNA DKFZp781N0753 (from clone DKFZp781N0753) AA933081 31682-0.459127284 -0.92479223 -0.4649481 0.81379151 0.99417271 0.84910017
IMAGE:274529  AK3L1 Hs.592601 Adenylate kinase 3-like 1 R85387 4037-0.858576523 -1.0120567 0.06865546 0.07103705 1.42854278 1.22055068
IMAGE:415305  TMPIT Hs.488835 Transmembrane protein induced by tumor necrosis factor alpha W91980::W92109 1213721.302461537 0.51321726 0.01810129 -1.44641255 -0.5155986 -0.78413366
IMAGE:1576307  AGPAT4 Hs.353175 1-acylglycerol-3-phosphate O-acyltransferase 4 (lysophosphatidic acid acyltransferase, delta) AA969548::AI733330::AI791667 114988-0.798669876 -0.78371255 -0.31668486 1.18661661 0.88877877 0.69403432
IMAGE:1642467   Hs.538411 Transcribed locus AI024592 28826-0.847425486 -0.96560715 -0.36825257 1.15508217 1.33396623 0.69081626
IMAGE:1883883     AI216134 11172 -0.85426159 -1.20016807 0.12859105 1.42897503 0.91879573 0.57313492
IMAGE:141153  CPEB4 Hs.127126 Cytoplasmic polyadenylation element binding protein 4 R67592::R66250 124497-0.68496056 -0.64406716 -0.75559462 0.96646913 1.31379753 0.65776819
IMAGE:1985471  PLB1 Hs.444933 Phospholipase B1 AI254927::AI733950::AI792858 77349-0.458618695 -0.99039756 -0.34912161 0.85343907 0.99863382 0.7578535
IMAGE:24254  PCSK2 Hs.315186 Proprotein convertase subtilisin/kexin type 2 R37959::T78369 16526-0.550843217 -1.46475393 0.3454203 1.18526627 0.71200063 0.69435344
IMAGE:2114195  IVL Hs.516439 Involucrin AI417983 757260.89763794 0.04084742 0.83859118 -1.11661955 -0.91921367 -0.42013381
IMAGE:898265  SFRS5 Hs.632326 Splicing factor, arginine/serine-rich 5 AA598965 17799-0.446421529 -0.75487952 -0.70649667 0.16928141 1.2714122 1.2443788
IMAGE:1604300  C21orf66 Hs.473635 **Chromosome 21 open reading frame 66 AA987488::AI820634::AI792030 14850-0.489875926 -0.98981943 -0.26611048 1.49845301 0.56176045 0.49196767
IMAGE:814409  AGPAT1 Hs.409230 1-acylglycerol-3-phosphate O-acyltransferase 1 (lysophosphatidic acid acyltransferase, alpha) AA458922 89058-1.026975097 -0.59046976 0.07142502 -0.01571007 1.18924382 1.16335225
IMAGE:788511  RPS6KA1 Hs.149957 Ribosomal protein S6 kinase, 90kDa, polypeptide 1 AA452574::AA452753 7531-0.083168374 1.03574635 0.58541771 -1.88379226 0.04875305 -0.3255999
IMAGE:1934959  CDS1 Hs.444924 CDP-diacylglycerol synthase (phosphatidate cytidylyltransferase) 1 AI367823 25234-0.795900919 -0.70953239 -0.4262436 2.07671648 0.37093796 0.34330003
IMAGE:1558675  SOX10 Hs.376984 SRY (sex determining region Y)-box 10 AA976578 60550-1.278620445 -0.5952703 0.55228668 0.24772459 0.7366734 1.13607978
IMAGE:2029034  PRPF31 Hs.515598 PRP31 pre-mRNA processing factor 31 homolog (S. cerevisiae) AI253017 946260.892691903 0.87507714 0.12398364 -1.00212818 -0.95985274 -0.84465219
IMAGE:121580  IGFBP7 Hs.479808 Insulin-like growth factor binding protein 7 T97921::T97920 1491-0.993353845 -0.6397293 -0.30444085 1.59694594 0.72105994 0.51216991



IMAGE:149539  DUSP16 Hs.536535 Dual specificity phosphatase 16 H00288::H00287 110077-0.94818034 -0.73507456 -0.2660993 0.76141742 1.01566629 1.08042276
IMAGE:592458  CCDC96 Hs.381181 Coiled-coil domain containing 96 AA158540::AA158539 304400.803382682 0.53101686 0.39669947 -1.80778472 -0.48140048 -0.20828845
IMAGE:842842  CRTAP Hs.517888 Cartilage associated protein AA486278::AA489301 97580.381097306 1.01679675 0.78401857 -0.90362323 -1.20511305 -0.96812803
IMAGE:2315876  TPSAB1 Hs.405479 Tryptase alpha/beta 1 AI675311 57350.402284723 -0.62193632 1.63286734 -0.44687039 -0.70861576 -0.55612063
IMAGE:180298     R85257 113908 0.807437232 0.46706061 1.07862254 -1.26746519 -0.91592867 -1.07663108
IMAGE:1554906   Hs.527515 Transcribed locus, strongly similar to XP_513313.1 PREDICTED: similar to implantation-associated protein [Pan troglodytes] AA954643 5403-0.66857953 -1.47528295 -0.11474661 0.71716629 1.19420726 1.44785343
IMAGE:154465  BPHL Hs.10136 Biphenyl hydrolase-like (serine hydrolase; breast epithelial mucin-associated antigen) R54850::R54654 233871.190378481 0.22705402 0.70417702 -1.21608337 -1.09865193 -0.69163473
IMAGE:810239  TSNARE1 Hs.370931 **T-SNARE domain containing 1 AA464709::AA464004 1127811.115595121 -0.22505413 0.65155548 -1.58599327 -0.20021325 -0.36404931
IMAGE:25321  ARL6IP6 Hs.516468 ADP-ribosylation-like factor 6 interacting protein 6 R37711::R11792 46200.590205185 0.4507393 1.2875346 -1.4573283 -0.97791433 -0.73559236
IMAGE:1132291   Hs.116465 Transcribed locus, weakly similar to NP_062553.1 hypothetical protein FLJ11267 [Homo sapiens] AA631782::AI792309 74636-1.31145527 -0.65371345 -0.16451798 1.17719825 1.29069175 0.68551055
IMAGE:209179  RYBP Hs.642635 RING1 and YY1 binding protein H62011::H62010 17772-0.609570708 -0.88576463 -0.3887523 1.4955534 0.57462213 0.65876785
IMAGE:2541203  SLC7A5 Hs.513797 Solute carrier family 7 (cationic amino acid transporter, y+ system), member 5 AW028368 854851.294197749 0.61446447 -0.64284101 -1.12247529 -0.53726113 -0.39970564
IMAGE:1636117  SUSD2 Hs.131819 Sushi domain containing 2 AI015693::AI733599::AI792189 71817-0.100788108 0.21740373 1.44557413 -1.12012945 -0.58646912 -0.27529253
IMAGE:293193  C8orf72 Hs.154652 Chromosome 8 open reading frame 72 N68661::N91678 25289-0.873631599 -0.32542941 -0.70485639 1.74174967 0.60917918 0.32873315
IMAGE:813195  SPIRE1 Hs.515283 **Spire homolog 1 (Drosophila) AA443193::AA443232 112163-0.60869862 -1.22009921 -0.30461579 0.84297341 1.11614475 1.16484832
IMAGE:241897     H93027::H93901 21568-0.682669822 -0.72689096 -0.91451494 1.52165919 0.68967005 1.0461556
IMAGE:432732  GMDS Hs.144496 GDP-mannose 4,6-dehydratase AA701587 102502-0.751499221 -0.63678644 -0.64361458 2.23634927 0.51273122 0.13786624
IMAGE:1836679  GPR156 Hs.333358 G protein-coupled receptor 156 AI205578 59160-0.760884513 -1.22015273 0.18473697 1.23226385 1.37221028 0.13616053
IMAGE:117544  ITGBL1 Hs.643461 Integrin, beta-like 1 (with EGF-like repeat domains) T89303::AI820562::T89936 24821-0.539259158 -0.85630675 -0.94923449 0.98841305 1.14245966 1.14901926
IMAGE:1607286  CYR61 Hs.8867 Cysteine-rich, angiogenic inducer, 61 AI014487 112870.685212588 0.97486549 -0.2078296 -0.85149366 -0.76118054 -0.6176559
IMAGE:291871  FCRLM1 Hs.266331 Fc receptor-like and mucin-like 1 N72999::W02963 1290710.19679195 1.32630446 0.34070021 -0.64692601 -1.09817323 -0.96542065
IMAGE:241900  RNF149 Hs.142074 Ring finger protein 149 H93021::H93897 1251851.019053264 0.88352337 -0.12140571 -1.59039918 -0.72451374 -0.38719489
IMAGE:46843  SHC2 Hs.30965 SHC (Src homology 2 domain containing) transforming protein 2 H10072::H10128 1337180.044376918 0.36031862 1.40032621 -1.65516883 -0.5915247 -0.11075755
IMAGE:1553993     AA933082 77968-0.188008964 -1.01019722 -0.51172076 0.71292268 1.14189046 0.58214708
IMAGE:843374  STOM Hs.253903 Stomatin AA489363::AA489421 1070070.758847499 0.61438551 0.73798077 -0.86599879 -0.75780278 -1.3585239
IMAGE:292362  SLC22A9 Hs.502772 Solute carrier family 22 (organic anion/cation transporter), member 9 N62553::N79221 19054-0.633230107 -1.25299395 -0.18867855 1.30483809 0.61395248 1.1463937

1293021  SFRS16 Hs.466917 Splicing factor, arginine/serine-rich 16 (suppressor-of-white-apricot homolog, Drosophila) AA683351 99341-0.75038178 -0.69170943 -0.58714855 0.86508586 1.40569183 0.6262948
IMAGE:415696  HRBL Hs.521083 HIV-1 Rev binding protein-like W85913::W78927 24090-0.337614751 -1.45160087 0.5405585 0.95112554 0.51471861 0.54228115
IMAGE:294259  CYP39A1 Hs.387367 Cytochrome P450, family 39, subfamily A, polypeptide 1 N64422::W01800 23357-0.088104688 -1.33295635 0.09156007 0.90766628 0.72557362 0.38390157
IMAGE:111437  SMAP1L Hs.15200 Stromal membrane-associated protein 1-like T90760::T83209 3319-0.532527362 -1.29590793 0.10641172 0.79110134 1.55971055 0.2588264
IMAGE:377256  VPS41 Hs.592184 Vacuolar protein sorting 41 (yeast) AA054950 25454-0.412592653 -0.40247496 -0.70499406 2.20055521 -0.07289102 -0.0238202
IMAGE:486072  MAP2K1 Hs.145442 Mitogen-activated protein kinase kinase 1 AA040877::AA043146 979180.690091532 0.85473949 0.76278056 -1.68114397 -0.97681659 -0.61276166
IMAGE:627125  BID Hs.591054 BH3 interacting domain death agonist AA190401::AA190546 15881-0.077260942 1.45884493 0.08791173 -1.32369524 -0.33885317 -0.51971724
IMAGE:773183  GTL3 Hs.532755 Gene trap locus 3 (mouse) AA425682::AA428470 743941.170042239 0.53357897 0.43602759 -1.61879704 -1.01207505 -0.46959421
IMAGE:1526201   Hs.367445 Transcribed locus AA912815 24526-0.62200537 -1.34157278 -0.39114416 1.3909095 1.36979719 0.67359074
IMAGE:586990  SLC11A2 Hs.505545 Solute carrier family 11 (proton-coupled divalent metal ion transporters), member 2 AA133656::AA133655 26376-0.590037648 -0.70612713 -0.67229534 0.44365625 1.34604465 0.99491544



IMAGE:428184  MGC18216 Hs.595494 Hypothetical protein MGC18216 AA001709 18754-0.353606667 -0.89487599 -0.73249519 0.48167031 1.13013908 1.17653359
IMAGE:810898  TMEM77 Hs.485606 Transmembrane protein 77 AA459282::AA459511 11657-1.2880826 -0.35684163 -0.82021274 1.08163325 1.46209885 0.94892017
IMAGE:1374241     AA828839::AI821980 78631-0.867244612 -0.4259902 -0.60477962 1.56920124 0.56417063 0.56245488
IMAGE:391967     AI003617 58204-0.833747989 -0.67511668 -0.54508476 1.10395639 1.17259494 0.66810161
IMAGE:262894  SSX4 Hs.558402 Synovial sarcoma, X breakpoint 4 H99655::N24445 119248-0.013185359 0.69386036 -0.11210835 1.28565445 -1.07803426 -1.08849726
IMAGE:586658  VPS41 Hs.592184 Vacuolar protein sorting 41 (yeast) AA130560::AI732559::AA134515::AI733850 1190790.303276442 1.02116381 0.82749561 -1.49369844 -1.09134379 -0.43598765
IMAGE:753069  MERTK Hs.306178 C-mer proto-oncogene tyrosine kinase AA436564::AA436591 65900-0.654929487 -0.98392933 -0.36623213 0.70358282 1.35053016 0.8619654
IMAGE:897563  M-RIP Hs.462341 Myosin phosphatase-Rho interacting protein AA497027::AA489609 585690.886308451 0.75953443 0.53134119 -1.34613329 -0.98775289 -0.79905463
IMAGE:726088     AA401756::AI821583::AA293403 8463-0.883480268 -0.90092549 -0.22492307 1.19424587 0.72431516 1.03920145
IMAGE:823909  LDLRAP1 Hs.590911 Low density lipoprotein receptor adaptor protein 1 AA490503 752740.313457029 0.74625764 0.88296691 -1.84021836 -0.60522351 -0.24783877
IMAGE:505924  ELAC2 Hs.434232 ElaC homolog 2 (E. coli) AA778286 1157100.928368299 0.56998915 0.46822717 -1.65483747 -0.71906969 -0.45891297
IMAGE:363124  LAMB1 Hs.489646 Laminin, beta 1 AA019209::AA019518 61299-0.480099598 -0.52383562 -1.24795208 1.47746786 1.13946444 0.44891063
IMAGE:781459   Hs.469244 CDNA clone IMAGE:3030163 AA429572::AA432323 113810.763456601 0.17839757 0.97604294 -1.72572393 -0.60026687 -0.30684413
IMAGE:731459  MOV10 Hs.514941 **Mov10, Moloney leukemia virus 10, homolog (mouse) AA412284::AA470016 1378170.192371103 0.58825578 1.07624266 -1.62006867 -0.6855022 -0.21067278
IMAGE:324236   Hs.632945 Full length insert cDNA clone ZC34E11 AA284185::W47508::W47507 99749-0.072699949 -1.33192261 -0.73828907 1.25937774 0.67473865 1.09567879
IMAGE:396214  CAMTA1 Hs.397705 Calmodulin binding transcription activator 1 AA757826 12628-1.10070072 -0.49516597 -0.52171177 1.11566433 0.87994105 1.05033437
IMAGE:1626903     AA994902 29161-0.539927608 -0.38350791 -0.39807711 1.91263365 0.13725405 -0.16713804
IMAGE:530958  SMO Hs.437846 Smoothened homolog (Drosophila) AA070437::AA070532::AF065154::AF065155 877950.322847993 0.51284615 1.40920381 -1.34710076 -1.10270874 -0.56523648
IMAGE:1601603  ELAVL1 Hs.184492 **ELAV (embryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R) AA995403 27492-0.990870546 -0.69136475 -0.57985521 1.64641079 0.71347441 0.88828676
IMAGE:86160  SERPINA1 Hs.525557 Serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1 T72336::T72361 1251050.281257749 0.93678838 0.79173479 -1.65674184 -0.69436709 -0.46562874
IMAGE:823616  C3orf1 Hs.477287 Chromosome 3 open reading frame 1 AA496948::AA490547 21870.447601521 0.81471171 0.68407769 -1.78533427 -0.15908382 -0.80414886
IMAGE:1631397  LOC389541 Hs.406520 Similar to CG14977-PA AI024524 949500.96735114 0.08999477 0.8032281 -1.47696782 -0.65561466 -0.45747151
IMAGE:121275  HLA-DQB2 Hs.554753 Major histocompatibility complex, class II, DQ beta 2 T96621::T96731 973430.755693465 0.62158136 0.50654297 -1.43137698 -0.64011555 -0.62759842
IMAGE:810217     AA464698 81912-1.009143697 -0.9837713 0.46158057 0.39063992 1.14597917 0.8757777
IMAGE:412894     AA707694 23234 -0.82020633 -0.70952511 -0.45248425 1.02089983 1.02093859 0.81836405
IMAGE:610341  ATAD3B Hs.23413 ATPase family, AAA domain containing 3B AA176164 1334550.452146053 0.72166785 1.34156799 -1.61306473 -1.11894144 -0.70567468
IMAGE:1456962  ARPC4 Hs.323342 Actin related protein 2/3 complex, subunit 4, 20kDa AA865878 1248290.494356985 0.62429652 0.74990474 -1.54863281 -0.69938514 -0.36734322
IMAGE:254749  KIAA1632 Hs.514843 KIAA1632 N25085 3007-1.091927892 -0.8796659 -0.25864794 1.00647688 1.14942884 1.12479489
IMAGE:202802  KCNT2 Hs.420016 Potassium channel, subfamily T, member 2 H53599::H53920 6861-0.860342241 -0.62056855 -0.45386273 1.21816966 0.94379705 0.62672789
IMAGE:50182  KAL1 Hs.521869 Kallmann syndrome 1 sequence H17883::H17882 824000.900294487 0.15614781 0.9249526 -1.56705811 -0.70182248 -0.47197362
IMAGE:240748  DUSP22 Hs.29106 Dual specificity phosphatase 22 H91044::H91337 727100.485222458 0.85053991 0.75632646 -1.61222844 -0.90562759 -0.43119559
IMAGE:31022  KIAA1045 Hs.7989 KIAA1045 R42561::R18357 8773-0.911753854 -0.82785368 -0.25011704 1.27419539 0.72283138 0.92503082
IMAGE:135118  GATA3 Hs.524134 **GATA binding protein 3 R31442::R31441 574960.362510003 0.23684911 0.87709135 -1.85650424 -0.06583656 -0.07306206
IMAGE:284101  NOPE Hs.591101 Likely ortholog of mouse neighbor of Punc E11 N53427 1073070.055227659 0.86831537 1.24407031 -0.60798089 -1.24218931 -1.09023225
IMAGE:2418897  APOBEC3B Hs.226307 Apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3B AI826909 69540.694652368 1.0060619 0.11198875 -1.5358184 -0.52168868 -0.63355026
IMAGE:280787  ATP5J2 Hs.567610 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit F2 N50662 63987-0.916187532 -0.84819277 -0.30617739 0.76255454 1.43278861 0.83394904



IMAGE:824694  PTP4A1 Hs.227777 Protein tyrosine phosphatase type IVA, member 1 AA482287::AA482193 1331911.388775571 0.26391802 -0.05976548 -1.14158001 -0.71688889 -0.54586463
IMAGE:120631   Hs.17529 Clone IMAGE:120631 mRNA sequence T95128::T95238 73412-0.900226057 -0.64980103 -0.45857761 1.52478859 0.97779281 0.39568124
IMAGE:854404     AA668953::AI791134 72893-0.717060187 -0.60985676 -0.26790129 1.82797795 0.62608478 -0.12881071
IMAGE:305122  EIF1AY Hs.461178 Eukaryotic translation initiation factor 1A, Y-linked N92611::W39130 58703-0.751863524 -0.51005005 -0.50418 0.87843705 0.64999425 0.99466406
IMAGE:810408  ERGIC3 Hs.472558 ERGIC and golgi 3 AA457092::AA464446 196660.520028117 0.47684435 0.75381612 -1.84335269 -0.3859004 -0.20832575
IMAGE:951242  ROD1 Hs.269988 **ROD1 regulator of differentiation 1 (S. pombe) AA620479 1095581.190104394 0.25156659 -0.01231215 -1.53998646 -0.49433293 -0.11279691
IMAGE:489623  EBF Hs.308048 Early B-cell factor AA099526::AA099050 587830.513963114 0.00070794 1.08330081 -1.50237862 -0.31938803 -0.30436593
IMAGE:243648  VGLL4 Hs.373959 Vestigial like 4 (Drosophila) N49892::N49996 27837-0.588309817 -0.37821602 -0.87384195 1.78389349 0.35330128 0.40489641
IMAGE:609743     AA169372 106566-0.214084624 -0.07570786 -0.06247182 1.79997416 -0.16569036 -1.12150531
IMAGE:291129     N72150::W00420 109324-0.951092507 -0.79429594 -0.54111361 1.83628886 0.6113864 0.84679942
IMAGE:1623417   Hs.557807 **CDNA FLJ34000 fis, clone FCBBF1000069 AI016222 67123-0.549230724 -0.69267351 -0.21148817 2.348721 -0.3982898 0.17678536
IMAGE:1468431  GPR175 Hs.6418 G protein-coupled receptor 175 AA884151 236060.598030867 -0.02369176 1.16707977 -1.72846384 -0.20848154 -0.38341299
IMAGE:30148  LOC124512 Hs.74655 Hypothetical protein LOC124512 R41329::R18478 704830.895469315 0.57214991 0.7570482 -1.28365293 -1.16240815 -0.70167801
IMAGE:284408   Hs.248158 MRNA, clone ICRFp507B0451 N52158 86659-1.159068442 -1.15906844 -0.10331255 1.72419733 0.9644811 0.9176676
IMAGE:2229965  ADAMTS2 Hs.591725 ADAM metallopeptidase with thrombospondin type 1 motif, 2 AI624388 1190120.699708257 -0.02785837 1.2184949 -0.30998815 -0.99038721 -1.23051809
IMAGE:243068  C20orf3 Hs.472330 Chromosome 20 open reading frame 3 H94317::H94409 111483-1.052899563 -0.29598462 -0.26758129 0.51325669 0.87886504 0.96568117
IMAGE:2461206  HBB Hs.523443 Hemoglobin, beta AI927438 558830.366281223 0.51558057 0.89888836 -0.5495939 -0.9449666 -0.95184264
IMAGE:1613757  RP11-50D16.3 Hs.507783 **Similar to RIKEN cDNA 8030451K01 AI000008 129681-1.179521728 -0.59328746 -0.39714553 0.87503761 1.08131537 1.19929273
IMAGE:773617  UBE2D2 Hs.108332 Ubiquitin-conjugating enzyme E2D 2 (UBC4/5 homolog, yeast) AA431869::AA431868 215920.851619836 0.665068 0.42006326 -2.12170545 -0.36625271 -0.31215268
IMAGE:1015340  GCNT2 Hs.519884 Glucosaminyl (N-acetyl) transferase 2, I-branching enzyme (I blood group) AA553879::AI791711 8251-1.002328045 -0.90865812 0.42492412 0.95051649 0.83863297 0.54617464
IMAGE:249688  CCND2 Hs.376071 Cyclin D2 H84154::H84153 63632-0.019699627 1.51395396 -0.69497078 0.08956192 -0.71568669 -0.74654326
IMAGE:743890     AA634469 135351-0.708658458 -0.32325378 -0.91539348 0.1931885 1.07757695 1.42134475
IMAGE:565149  TMEM163 Hs.369471 Hypothetical protein DKFZp566N034 AA126763::AI732430::AA126811::AI733748 7893-0.848516532 -0.8335836 -0.28703837 1.08716449 0.99937131 0.79541237
IMAGE:1253597     AA879036::AI791215::AI821951 12461-0.684577171 -0.84853008 -0.45771988 1.01520346 0.95569285 0.90091442
IMAGE:1574335   Hs.527119 CDNA FLJ33024 fis, clone THYMU1000532, moderately similar to HIGH-AFFINITY CAMP-SPECIFIC 3',5'-CYCLIC PHOSPHODIESTERASE (EC 3.1.4.17) AA954842 61218-1.071102066 0.37031225 -1.19761469 0.59585729 0.99950515 0.95284066
IMAGE:2556648  DDX3X Hs.380774 DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, X-linked AW055053 1327040.956784166 0.48964035 0.18639729 -1.47730204 -0.53634093 -0.38899042
IMAGE:840691  STAT1 Hs.470943 Signal transducer and activator of transcription 1, 91kDa AA488075::AA486367 253040.628887452 0.96469188 0.33733019 -1.45645806 -0.65052743 -0.70504626
IMAGE:1868692  C6orf170 Hs.121396 Chromosome 6 open reading frame 170 AI245231 93820-0.85872918 -0.93008777 -0.09857242 1.00917579 0.87447081 0.92279434
IMAGE:2330085  FNTB Hs.632345 Farnesyltransferase, CAAX box, beta AI677916 1263620.52488485 1.11565328 0.28542671 -0.28494052 -1.28215763 -1.25049244
IMAGE:780938   Hs.537965 Transcribed locus, moderately similar to XP_509882.1 PREDICTED: hypothetical protein XP_509882 [Pan troglodytes] AA429804::AA446138 16804-0.635750281 -0.62083356 -0.2967694 1.69882252 0.50289755 0.05411745
IMAGE:1455835  GAL3ST1 Hs.17958 Galactose-3-O-sulfotransferase 1 AA863292 169551.160603074 -0.18124391 0.91672289 -1.16207738 -1.15448775 -0.29837723
IMAGE:453107  CDC45L Hs.474217 CDC45 cell division cycle 45-like (S. cerevisiae) AA700904 954000.22997246 1.49682263 -0.33716851 -0.70486883 -0.70486883 -0.75899432
IMAGE:1502795   Hs.635653 Transcribed locus AA894817::AI733059::AI791549 8044-1.126132362 -0.73781086 0.29071637 1.04295809 0.62183917 0.76772211
IMAGE:586958  SDF2L1 Hs.303116 Stromal cell-derived factor 2-like 1 AA130984::AA131022 221430.509482878 1.14684668 0.28549503 -1.38143895 -0.97170507 -0.4882191
IMAGE:212394  DCTD Hs.183850 DCMP deaminase H68309::H68308 687080.760990613 0.63766718 0.65231184 -1.38888362 -0.7067509 -0.81774198
IMAGE:1504457  CPEB3 Hs.131683 Cytoplasmic polyadenylation element binding protein 3 AA904806 110447-0.777209025 -0.92401051 -0.10296151 0.96406929 1.11448398 0.60197791



IMAGE:951297     AA620525 28329-0.930284302 -0.59760491 -0.46124744 1.48431091 0.64337134 0.74071087
IMAGE:785733   Hs.608192 Transcribed locus AA449357::AA449616 77482-0.670404294 -0.89902517 -0.47581071 0.21264385 1.14252383 1.59373992
IMAGE:788209  UBTD1 Hs.500724 Ubiquitin domain containing 1 AA453433::AA453938 176901.316534208 -0.72011412 0.84045674 -0.96000611 -0.63212823 -0.35306671
IMAGE:269748  TM2D2 Hs.7471 TM2 domain containing 2 N27118::N40052 254741.229419191 0.44994485 0.37686913 -1.09852966 -1.02545394 -0.86614887
IMAGE:813499  FAM89B Hs.25723 Family with sequence similarity 89, member B AA456077::AA455580 1339641.274345941 -0.16820973 0.76848975 -0.97451821 -1.13496245 -0.51033585
IMAGE:49404  TATDN2 Hs.475401 TatD DNase domain containing 2 H15567::H15627 820570.83973671 0.36572679 0.66523394 -1.72893564 -0.67814373 -0.2326583
IMAGE:1155867  SUZ12P Hs.628886 Suppressor of zeste 12 homolog pseudogene AA678491::AI792282 75021-0.65123226 -0.51593919 -0.6194678 1.61727952 0.4212594 0.48655301
IMAGE:1870871   Hs.105081 Transcribed locus AI262333::AI792604 26626-0.798425559 -1.01289207 -0.05583525 0.82414767 1.42063267 0.54199016
IMAGE:202682  C8A Hs.93210 Complement component 8, alpha polypeptide H53865::H53494 1078161.154767322 0.29213269 0.59976007 -1.14604812 -0.6779319 -1.09607008
IMAGE:950470  CLDN12 Hs.258576 Claudin 12 AA599102 24167-1.071759525 -0.88186323 0.08261006 0.52561813 1.23772923 1.0638242
IMAGE:286661   Hs.90250 CDNA FLJ36413 fis, clone THYMU2010816 N67891 23871-1.047620736 -1.05848441 0.16080332 0.90790462 1.2087725 0.84147645
IMAGE:461440  C17orf71 Hs.7296 Chromosome 17 open reading frame 71 AA705221 27547-1.091818079 -0.54085611 -0.44768221 1.19022932 1.1617067 0.65667803
IMAGE:25838  APBA2BP Hs.516986 Amyloid beta (A4) precursor protein-binding, family A, member 2 binding protein R37108::R12045 111727-0.778360286 -0.55631456 -0.61392643 0.58287003 1.12748218 1.05906809
IMAGE:396106     AA757720 1530 -1.075270745 -0.45967294 -0.51567777 1.1364647 1.24232748 0.56822057
IMAGE:1861822     AI053806::AI792501 20730-1.116962838 -0.71536793 -0.06863949 1.4407148 0.80368488 0.58989583
IMAGE:914479     AA570804::AI821427 6574-0.921355402 -0.68709524 -0.28622702 1.0924838 0.88256755 0.7954084
IMAGE:51906  THAP8 Hs.350209 THAP domain containing 8 H23528::H23555 1013290.657702585 0.65097096 1.08314103 -0.59000337 -1.70072084 -1.02621241
IMAGE:1416092   Hs.596392 Transcribed locus AA878213 84748-1.276260238 0.07943127 -0.49154521 0.31936115 1.02709361 1.06322021
IMAGE:297403  GPC6 Hs.444329 Glypican 6 N90167::W03777 80773-0.899601804 -0.7406085 -0.21293732 1.05554937 0.33249913 1.33843861
IMAGE:460002  GALNT5 Hs.269027 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 5 (GalNAc-T5) AA676660 1082900.572640459 0.96434069 0.18649985 -0.48709818 -0.91923198 -1.13226636
IMAGE:454538  TTC9C Hs.31704 Tetratricopeptide repeat domain 9C AA677016 187380.227595947 1.38497897 0.25808311 -1.53303768 -0.87624634 -0.33218223
IMAGE:127199  BMP2K Hs.146551 BMP2 inducible kinase R08273::R08272 1022481.251162478 0.75691958 0.23834064 -0.94339546 -1.16241984 -1.20423359
IMAGE:1010486  AKAP12 Hs.371240 A kinase (PRKA) anchor protein (gravin) 12 AA228322::AA228392::AI791818::AI821595 63705-1.127341988 -0.36205787 -0.2076521 1.4863464 0.32632447 0.68099404
IMAGE:1506051  ARHGAP28 Hs.183114 Rho GTPase activating protein 28 AA905638 105499-1.190428911 -0.92092321 -0.34713688 1.85989127 0.7593579 0.98170011
IMAGE:1700537   Hs.454670 Transcribed locus, strongly similar to NP_872425.1 secretory protein LOC348174 [Homo sapiens] AI049575::AI792411 6023-1.286933104 -0.67367266 -0.0982395 1.03648337 0.92788687 1.09933779
IMAGE:280266  ETV6 Hs.504765 Ets variant gene 6 (TEL oncogene) N47952::N49161 17516-0.328241615 -1.07841704 -0.36112602 1.88708808 0.50748464 0.16682279
IMAGE:795263  RPP21 Hs.183232 Ribonuclease P 21kDa subunit AA454008::AA453186 1179160.803458108 0.43546537 0.76538989 -1.57517083 -0.82649594 -0.41345581
IMAGE:1630663   Hs.543284 Transcribed locus AA984810 13831-0.19735235 1.12033401 0.70870895 -1.71943651 -0.26039726 -0.29052491
IMAGE:1031765   Hs.176247 Transcribed locus, strongly similar to NP_065919.1 dipeptidylpeptidase 10; dipeptidyl peptidase IV-related protein 3 [Homo sapiens] AA609627 26208-0.634855721 -0.53096559 -0.42160755 1.95165711 0.20144033 0.12264396
IMAGE:1588602  TATDN3 Hs.530538 TatD DNase domain containing 3 AA946586::AI733351 115344-1.018459834 -0.28563866 -0.83353161 0.64810531 1.49320434 0.8567526
IMAGE:839583  PRPF6 Hs.31334 PRP6 pre-mRNA processing factor 6 homolog (S. cerevisiae) AA489815::AA489946 1378800.659926416 0.4658121 0.87300074 -1.63716825 -0.91262528 -0.23006516
IMAGE:869119     AA680221::AI732176::AI821189 15788-0.879345477 -0.43621673 -0.29119278 1.68980519 0.28936785 0.35816126
IMAGE:25930  SLC30A10 Hs.284450 Solute carrier family 30, member 10 R37098::R12032 29319-1.12652392 -0.08654883 -0.75903865 0.91499239 1.08147062 0.77194444
IMAGE:212686  MAGI2 Hs.583235 Membrane associated guanylate kinase, WW and PDZ domain containing 2 H68784::H68783 28829-0.421347878 -0.6975858 -0.73507523 1.82783307 0.5504485 0.21896299
IMAGE:46694  LIFR Hs.133421 Leukemia inhibitory factor receptor alpha H10192::H10240 124576-0.94794376 -0.49280431 -0.81874634 0.81103082 1.30094904 1.07257518
IMAGE:594500   Hs.626848 Transcribed locus AA164750::AA180031 112938-0.253787296 -1.18340233 -0.49500931 0.0552073 1.17088282 1.54845596



IMAGE:841149  TGFBR2 Hs.82028 Transforming growth factor, beta receptor II (70/80kDa) AA487034 947110.851455266 0.59917996 0.5487249 -1.11301257 -0.8786488 -0.87019758
IMAGE:1602248  SLC29A1 Hs.25450 Solute carrier family 29 (nucleoside transporters), member 1 AA988908::AI733443::AI791764 8601-0.995507493 -0.86207432 0.11948208 0.82975916 0.84385973 0.96340123
IMAGE:271568   Hs.634689 Transcribed locus N34974::N43737 1070130.739180341 1.04523853 -0.09464159 -1.32801875 -0.66178233 -0.56852523
IMAGE:1486056  DFNA5 Hs.520708 Deafness, autosomal dominant 5 AA936738 693900.997692193 0.72827902 0.03350997 -0.72195628 -0.8607833 -1.0481047
IMAGE:241537  PLGLB2 Hs.528525 **Plasminogen-like B2 H90507::H90602 74073-0.759015346 -0.25789335 -0.78136268 1.60929398 0.62634995 0.26642247
IMAGE:815294  PTPRCAP Hs.155975 Protein tyrosine phosphatase, receptor type, C-associated protein AA481547::AA481613 679600.745514985 1.24317751 -0.11909071 -0.53098939 -1.31895505 -0.98423092
IMAGE:308467  NHSL1 Hs.92290 NHS-like 1 N95499::W24991 7768-0.518564528 -1.25304392 0.10668459 0.68918325 1.1185712 0.71630248
IMAGE:731376  RALGPS2 Hs.496222 **Ral GEF with PH domain and SH3 binding motif 2 AA416740 688401.074106013 0.4806747 0.26737239 -1.32198997 -0.74451298 -0.5998836
IMAGE:142326  LOC402110 Hs.355711 **Full length insert cDNA clone YI46G04::Hypothetical LOC402110 R70541::R70649 59737-0.424761695 -0.03421025 -0.90499533 1.78108254 0.11087239 -0.07225285
IMAGE:340904  LOC643774 Hs.527565 Hypothetical protein LOC643774 W57767::W57840 96753-0.709558362 -0.68757157 -0.66045453 0.75164706 0.98580637 1.18380963
IMAGE:814158  ATF5 Hs.9754 Activating transcription factor 5 AA496253::AA465295 766110.364569396 1.1881515 0.286133 -1.09309963 -0.83639871 -0.75724926
IMAGE:360254  CYR61 Hs.8867 Cysteine-rich, angiogenic inducer, 61 AA012944::AA012892 77800.623580812 0.97404878 -0.16777889 -0.96315911 -0.61269114 -0.61087053
IMAGE:49502  NCF1 Hs.520943 Neutrophil cytosolic factor 1, (chronic granulomatous disease, autosomal 1) H15662::H15661 653320.307127209 0.54874045 0.88699899 -2.18473032 -0.24003839 0.03221849
IMAGE:788256  KIF23 Hs.270845 Kinesin family member 23 AA454098::AA452513 1256140.03296102 1.45177278 -0.29907019 -0.98306178 -0.03414 -0.83606118
IMAGE:1680549  MXI1 Hs.501023 MAX interactor 1 AI087032 1311990.850722812 0.00896755 0.94272862 -1.44842232 -0.85173572 -0.16778829
IMAGE:2164126  PRKCQ Hs.498570 Protein kinase C, theta AI570478 304750.101939788 1.33803264 0.02444523 -0.50478261 -0.77082909 -0.91490348
IMAGE:300000  MAK Hs.446125 Male germ cell-associated kinase N78889::W06975 22481-0.802777951 -0.71054239 -0.73877361 1.17837559 1.14206739 0.87300455
IMAGE:245324  LOC90624 Hs.115467 Hypothetical protein LOC90624 N53458::N72461 83977-1.055748244 0.02720726 -0.85959298 0.99377203 0.84266196 0.78086873
IMAGE:1876207  PRTN3 Hs.928 Proteinase 3 (serine proteinase, neutrophil, Wegener granulomatosis autoantigen) AI273534 1235100.675354203 0.77754817 0.39132546 -0.35332496 -0.78931688 -1.52586855
IMAGE:745493     AA625990 11466-1.003076265 -0.39105024 -0.20838401 1.83653189 0.37826219 0.1368757
IMAGE:121600  PACSIN2 Hs.162877 Protein kinase C and casein kinase substrate in neurons 2 T97931::T97930 90578-0.674024052 -0.59036475 -0.69075591 1.95052516 0.49164136 0.31786157
IMAGE:814210  C20orf4 Hs.11314 Chromosome 20 open reading frame 4 AA465214::AA465568 262000.928059397 0.59066506 0.59284921 -1.64731702 -0.66962064 -0.70221052
IMAGE:1188706  HDAC11 Hs.404802 Histone deacetylase 11 AA628093::AI821858 29008-0.527772634 -1.27679804 0.10987336 0.68339518 1.04810677 0.83801235
IMAGE:545366  GALNACT-2 Hs.180758 **Chondroitin sulfate GalNAcT-2 AA078927::AA079045 1196080.738662587 0.74461114 0.76146535 -1.18222252 -0.97513872 -1.01938104
IMAGE:2276858  MAGEA11 Hs.615590 Melanoma antigen family A, 11 AI691089 30727-1.068608419 -0.06577544 -0.75321362 1.01298768 1.17302949 0.45707564
IMAGE:1881297   Hs.604377 Transcribed locus AI290919 90138-0.32387189 -0.14628542 -0.06002913 2.26172744 -0.89005935 -0.59139571
IMAGE:1875921  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AI266095 206670.675001122 -0.28512724 1.16389735 -0.06817242 -1.03494856 -0.93656152
IMAGE:344942  PPFIA3 Hs.413748 Protein tyrosine phosphatase, receptor type, f polypeptide (PTPRF), interacting protein (liprin), alpha 3 W72861::W75957 1380421.072622552 0.2796515 0.59019723 -0.44419407 -1.34718466 -0.97477889
IMAGE:744911   Hs.600685 Transcribed locus AA625791 67089-0.788956957 -0.53385133 -1.2774571 1.42541088 1.04989717 1.10572575
IMAGE:1659193  RYK Hs.245869 MRNA; cDNA DKFZp434K0722 (from clone DKFZp434K0722)::RYK receptor-like tyrosine kinase AI055956 99618-0.879360651 -0.75898799 -0.53048395 0.97193011 1.55135107 0.59734671
IMAGE:1573305  SPG20 Hs.440414 Spastic paraplegia 20, spartin (Troyer syndrome) AA953973 6579-0.73946161 -0.59057069 -0.59503742 0.38568845 1.54285005 0.81030673
IMAGE:741735  TMPRSS13 Hs.266308 Transmembrane protease, serine 13 AA401923::AI821676::AA402094::AI820925 1190741.444800342 -0.60712582 0.64236758 -0.72507601 -0.6388216 -0.69557364
IMAGE:362680     AA018569::AA018568 1390061.250458049 0.45209762 0.23348747 -1.20072034 -1.09623046 -0.54874204
IMAGE:256680  CEP70 Hs.531962 Centrosomal protein 70kDa H96392 110528-0.723186186 -1.05290477 -0.30535118 0.61513234 1.21999935 1.21069371
IMAGE:949990  LOC653198 Hs.526886 Similar to phosphodiesterase 4D, cAMP specific AA600215::AI791314 71074-0.763399806 -0.83261206 -0.02464491 1.83574117 0.65790571 -0.06882294
IMAGE:1469292  PIM2 Hs.496096 Pim-2 oncogene AA863383 792660.324260768 1.31761515 -0.19782781 -0.68165492 -0.85491441 -0.67895978



IMAGE:755821  NFE2L1 Hs.514284 **Nuclear factor (erythroid-derived 2)-like 1 AA496576::AA496467 226360.37523792 0.64997215 0.97157281 -1.53315494 -0.75743475 -0.46169143
IMAGE:741710  SPON1 Hs.445818 Spondin 1, extracellular matrix protein AA401963::AI821645::AA402078::AI734032 98043-0.879661476 -0.72576505 -0.24680934 1.45890734 0.75933548 0.49840864
IMAGE:190021     H30547 91974 0.989837365 0.57224266 0.46339283 -1.41755888 -0.89155823 -0.61324396
IMAGE:50536  FLJ12529 Hs.444552 Pre-mRNA cleavage factor I, 59 kDa subunit H17317::H17341 16026-1.129214327 -0.64966482 0.35996737 -0.26886126 1.2942295 1.19299127
IMAGE:971367  RPS8 Hs.512675 Ribosomal protein S8 AA683050 1243900.810333335 0.49772085 0.66135395 -1.59470686 -0.50789002 -0.68617683
*mitoch. cont. IMAGE:1425266149323 -0.800267069 -0.71024883 -0.51533978 0.9758971 0.64648254 1.28756894
IMAGE:726767   Hs.43818 CDNA clone IMAGE:5269899 AA398290::AA401706 20834-1.01255825 -0.74855144 -0.15282841 1.8221121 0.82367273 0.18691521
IMAGE:1470659  COG8 Hs.130849 Component of oligomeric golgi complex 8 AA864323 1096621.010656745 0.54166374 0.10475974 -1.48796517 -1.00032216 0.02885693
IMAGE:869450  RPL11 Hs.388664 Ribosomal protein L11 AA680244 1327060.435346118 0.63591599 0.83314302 -1.71597464 -0.69432187 -0.23802543
IMAGE:1566793  EBI2 Hs.784 Epstein-Barr virus induced gene 2 (lymphocyte-specific G protein-coupled receptor) AI123732 714710.554655878 0.9635376 0.16082751 -0.77021753 -0.71338602 -0.99472106
IMAGE:2306860  MAD2L2 Hs.19400 MAD2 mitotic arrest deficient-like 2 (yeast) AI652019 1034730.635559071 1.16372811 0.10644688 -1.24533575 -1.04019867 -0.54645494
IMAGE:154289   Hs.538136 Transcribed locus, weakly similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens] AI732279::R53021::AI820700::R53020 77881-0.605084181 -0.71307368 -0.39478884 2.13493625 -0.0614423 0.39722889
IMAGE:223047     H86481 67552 -0.608675176 -0.83029258 -0.51190224 1.45415195 0.68095344 0.66322405
IMAGE:32683   Hs.100912 CDNA FLJ33091 fis, clone TRACH2000660 R43543::R20423 1358310.215230882 1.33718995 0.06397816 -0.72858609 -0.97311132 -0.70690654
IMAGE:267495  GNPNAT1 Hs.478025 Glucosamine-phosphate N-acetyltransferase 1 N25262::N33900 117730-1.279711506 0.25089163 -0.4870691 1.47994708 0.53922861 0.1328905
IMAGE:1202753  QKI Hs.510324 Quaking homolog, KH domain RNA binding (mouse) AA630949::AI821134::AI821877 111676-1.033940181 -0.33238669 -0.50820981 1.41769869 0.70165344 0.56540043
IMAGE:40150  THNSL1 Hs.534486 Threonine synthase-like 1 (bacterial) R53980::R53379 79213-0.921108952 -0.58279989 -0.34922761 1.78142432 0.42686397 0.48410948
IMAGE:292496  USP32 Hs.132868 Ubiquitin specific peptidase 32 N68447::N91290 94889-1.222587831 -0.58621886 -0.50756651 1.64929529 0.73764311 0.96072977
IMAGE:824487  DDA1 Hs.642605 DDA1 AA490341::AA490451 1162470.878070893 0.76815482 0.26392096 -1.72861603 -0.42736738 -0.64325636
IMAGE:2466969  CTDSPL Hs.475963 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase-like AI936717 955760.441909065 -0.00632805 0.83372104 -1.76987744 -0.02966275 0.10401738
IMAGE:713109  C6orf129 Hs.284207 Chromosome 6 open reading frame 129 AA282983::AA283151 4090.677915417 1.09940833 0.23334364 -1.74445417 -0.86988674 -0.34332426
IMAGE:588681  EIF3S5 Hs.516023 Eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa AA156475::AA156135::AI733869 764630.949752981 0.7157388 0.66640608 -1.40050835 -1.25092901 -0.67980792
IMAGE:1895373     AI299363 18638-0.932266795 -0.57469685 -0.3336107 1.46752626 0.65432483 0.55560775
IMAGE:1557007  PWCR1 Hs.555970 Prader-Willi syndrome chromosome region 1 AA915922::AI792942 69091-0.558047134 -0.20290385 -0.5914586 2.1811356 -0.12684953 -0.17353634
IMAGE:813546  FAM116A Hs.91085 Family with sequence similarity 116, member A AA456105::AA455609 1133421.094783578 -0.20490316 0.76032291 -0.53996002 -1.10022635 -0.6450379
IMAGE:815514     AA457023::AA456864 74230-1.012650721 -0.35645403 -0.63548542 1.84357838 0.84450414 0.15993138
IMAGE:1894405  PPP1R1A Hs.505662 Protein phosphatase 1, regulatory (inhibitor) subunit 1A AI291445 93734-0.485734442 -0.91723651 -0.56858284 1.21317551 0.85071377 0.7512957
IMAGE:267634  RAF1 Hs.159130 V-raf-1 murine leukemia viral oncogene homolog 1 N25425::N34117 146721.070668255 0.56243112 0.20163861 -1.86342382 -0.61517108 -0.22310243
IMAGE:1612075   Hs.634961 Transcribed locus AA995447 8785-1.019649071 -0.68921319 -0.34481522 1.26501256 0.79030185 0.938998
IMAGE:566474  PSMD11 Hs.443379 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 11 AA151930::AA152111 623421.006938615 0.27019348 -0.04408894 -1.9626572 -0.09514817 0.19721841
IMAGE:813815  TOMM40L Hs.321653 Translocase of outer mitochondrial membrane 40 homolog-like (yeast) AA447727::AA447889 1139990.891659756 0.73166592 0.66833227 -1.52423288 -0.80596774 -0.94020323
IMAGE:284479   Hs.595184 **MRNA; cDNA DKFZp586F2224 (from clone DKFZp586F2224) N52350::N75122 1090920.92310858 0.36061825 1.0707339 -1.93741593 -0.7813961 -0.54519559
IMAGE:770588  LOC126208 Hs.397153 Hypothetical protein LOC126208 AA434139 856620.5787924 0.89203693 0.36644311 -1.9382441 -0.42481545 -0.30123833
IMAGE:320425  MGC75360 Hs.55307 **Similar to zinc finger protein 29 W04695::W31797 15278-0.737637334 -0.75467013 -0.63969878 1.0344117 1.08054218 0.9231308
IMAGE:1422194  LILRB3 Hs.631536 Leukocyte immunoglobulin-like receptor, subfamily B (with TM and ITIM domains), member 3 AI732935::AI791255::AA834056 561600.526501774 0.87733317 0.25322259 -0.0177485 -1.12563711 -1.27889503
IMAGE:301191  ATOH8 Hs.135569 **Atonal homolog 8 (Drosophila) N81145::AI822089::W15619 68980-0.496123362 -1.32766467 0.60579404 0.25973575 0.83040135 0.8883024



IMAGE:813280  ADSL Hs.75527 Adenylosuccinate lyase AA455931::AA456400 1186520.702906441 1.04061624 0.02254476 -1.44834614 -0.64669722 -0.54842161
IMAGE:1626800  MTM1 Hs.434285 Myotubularin 1 AI018273 107080.117768015 -1.08819851 -1.34673251 0.87978741 1.58305675 0.67621722
IMAGE:132899  TRDN Hs.144744 Triadin R25665::R27521 24219-0.898262396 -1.00837031 -0.09936832 0.65618168 1.71990276 0.60807501
IMAGE:2449452     AI924452 21957 -0.62990046 -1.1966925 -0.1147235 0.74185557 0.89980503 1.24163322
IMAGE:154254   Hs.101120 Transcribed locus AI732278::R52124::AI820699 31632-1.244170155 -0.94961531 0.50415882 1.61593089 0.6684019 0.37614688
IMAGE:810939  ATG9A Hs.323363 ATG9 autophagy related 9 homolog A (S. cerevisiae) AA459390::AA459615 281500.499708823 0.42687321 1.01502079 -1.76206461 -0.51930694 -0.37727749
IMAGE:2116508  WASPIP Hs.591641 Wiskott-Aldrich syndrome protein interacting protein AI523615 1389210.915960258 0.58510742 0.04039899 0.40361786 -1.29539935 -1.41031877
IMAGE:726893  PPP1R9A Hs.21816 Protein phosphatase 1, regulatory (inhibitor) subunit 9A AA398431::AA403054 20942-1.028199155 -0.43114485 -0.4321462 1.76828235 0.64680729 0.31410911
IMAGE:1558451     AA976113::AI733161::AI793091 72896-0.729240815 -0.89993693 -0.31313247 1.51126844 0.81602231 0.50789144
IMAGE:51608  ERO1LB Hs.558519 ERO1-like beta (S. cerevisiae) H19429::H19428 66486-0.688763497 -0.9422076 -0.820722 1.5295124 0.9753798 0.96746694
IMAGE:123735  HSDL2 Hs.59486 **Hydroxysteroid dehydrogenase like 2 R01179::R01291 60596-0.822110421 -0.79184904 -0.51138762 1.36626954 0.98144117 0.71246301
IMAGE:260696  KRR1 Hs.205558 KRR1, small subunit (SSU) processome component, homolog (yeast) H97597 216370.573759784 1.29565423 -0.26718392 -0.59710235 -0.83140142 -1.04163735
IMAGE:548503  TRSPAP1 Hs.533626 TRNA selenocysteine associated protein 1 AA101088::AA082704 173681.125190811 0.47334458 0.63994135 -1.24164667 -1.40710095 -0.54898215
IMAGE:754649  AHSA1 Hs.204041 AHA1, activator of heat shock 90kDa protein ATPase homolog 1 (yeast) AA411202::AA422095 666741.11424906 0.44781088 0.29560499 -1.47991531 -0.78982932 -0.44285151
IMAGE:191836  CXorf52 Hs.391764 Chromosome X open reading frame 52 H40338::H40393 23360-1.086681646 -0.75055352 -0.19067443 1.04873532 1.18418994 0.76127052
IMAGE:489384  IGFBP5 Hs.369982 **Insulin-like growth factor binding protein 5 AA054451 268750.257353674 -0.27681672 1.56519832 -1.0553788 -0.52068471 -0.35123981
IMAGE:588070   Hs.549823 Transcribed locus AA134495::AI732602::AA134494::AI733895 27326-1.007584126 -0.46893798 -0.26165604 2.27306497 0.36341735 -0.09462912
IMAGE:196115  CXCR6 Hs.34526 Chemokine (C-X-C motif) receptor 6 R91916::R92239 1201170.735155373 0.62991143 0.54186226 -1.07292506 -0.74065383 -0.91134913
IMAGE:925325   Hs.377419 Transcribed locus AA532810::AI732339 89336-0.53169406 -1.04537025 -0.45590577 0.9483881 0.87733658 1.109754
IMAGE:307544  TSEN2 Hs.335550 TRNA splicing endonuclease 2 homolog (S. cerevisiae) AI668679::N93536::AI734264::W21342 30572-1.000235579 -0.74393883 -0.52817273 1.36097274 0.88712177 1.028383
IMAGE:136605  POMP Hs.268742 Chromosome 13 open reading frame 12 R35051::R35050 30001-0.987110899 -0.9233896 -0.23126039 0.7869481 1.30808699 1.05979114
IMAGE:196550  DECR1 Hs.492212 2,4-dienoyl CoA reductase 1, mitochondrial R91567::R91620 16158-0.767079591 -0.4672858 -0.95152125 1.09400071 1.04606414 0.90088481
IMAGE:431869  DOCK6 Hs.591002 Dedicator of cytokinesis 6 AA678373 1352091.104008159 0.12709621 0.78228072 -1.42649542 -0.93619622 -0.46181581
IMAGE:41128   Hs.594857 Transcribed locus R59116 822850.965297426 0.85630999 0.40098469 -1.44453593 -1.05208024 -0.73702581
IMAGE:435075  PPP2R1B Hs.584790 Protein phosphatase 2 (formerly 2A), regulatory subunit A (PR 65), beta isoform AA701465 25441-0.826974392 -1.14007026 -0.12162257 1.30503124 0.99607061 0.80149334
IMAGE:490306  TM9SF1 Hs.91586 Transmembrane 9 superfamily member 1 AA127685::AA127785 645430.67150844 0.85226721 0.37024382 -1.34111641 -0.90516879 -0.50218306
IMAGE:856887   Hs.634574 Transcribed locus AA669600 751470.63323544 0.11608921 1.35410594 -0.65199047 -1.38755263 -0.7770763
IMAGE:841348  EIF3S12 Hs.314359 Eukaryotic translation initiation factor 3, subunit 12 AA487441::AA487650 998370.218312244 0.81891891 0.79559437 -1.86738671 -0.92663065 0.24367767
IMAGE:2392841  NCLN Hs.73797 Nicalin homolog (zebrafish) AI766522 589860.443663294 1.18343535 0.15175324 -0.42946767 -0.94605849 -1.25481336
IMAGE:279232   Hs.44439 CDNA FLJ14294 fis, clone PLACE1008181 N46335::N48841 60997-1.048764164 -0.981958 -0.04889849 0.81699373 1.22073972 1.0694729
IMAGE:194986  RBBP6 Hs.188553 Retinoblastoma binding protein 6 R88741::R90998 9172-0.309269013 -0.74597023 -0.93427259 0.38845133 1.36802425 0.99422403
IMAGE:260273   Hs.543038 Transcribed locus H96229 114296-0.86068254 -0.41869277 -0.29240998 2.09196697 0.03592528 0.1566832
IMAGE:126763   Hs.245931 Transcribed locus R07142::R07141 18437-0.639519314 -1.33962046 -0.1372965 0.98012205 1.04725287 1.11295536
IMAGE:1604331  RAB2 Hs.369017 RAB2, member RAS oncogene family AA987649::AI820589::AI791989 95837-0.483326175 -1.31650393 -0.08982535 1.18629178 0.9378442 0.68789087
IMAGE:490600  FOSL2 Hs.220971 FOS-like antigen 2 AA101617::AA101616 888881.141954073 0.14912858 0.03036955 0.52987003 -1.51516047 -0.98929548
IMAGE:305606  EPHA1 Hs.89839 EPH receptor A1 N90246::W39186 38081.070350074 -0.13504626 0.7647106 -1.51348847 -0.44001445 -0.40534106



IMAGE:293078   Hs.173030 **CDNA FLJ34013 fis, clone FCBBF2002111 N68719::N91610 646570.595430745 0.7541362 0.40768556 -0.9449408 -0.80058637 -0.78843021
IMAGE:246035  BLVRB Hs.515785 **Biliverdin reductase B (flavin reductase (NADPH)) N55540::N76927 127749-1.016371776 -0.53320519 -0.02574531 0.27022797 1.23791078 0.84840833
IMAGE:782439  ATP5I Hs.85539 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit E AA431433::AA431836 1088120.757625119 0.36744448 1.0245313 -1.7296351 -0.67784381 -0.56078961
IMAGE:434990  TMEM23 Hs.386215 Transmembrane protein 23 AA700706 95276-0.466886912 -0.57427572 -0.22417075 2.08272417 0.0331695 -0.27393629
IMAGE:489169  C10orf83 Hs.217409 Chromosome 10 open reading frame 83 AA056580::AA056684 126644-1.551545777 -0.4128573 0.05413292 0.93789592 0.8707261 1.07031644
IMAGE:194464  ATAD2 Hs.370834 ATPase family, AAA domain containing 2 R83187::R83186 31368-0.689378101 -0.69799814 -0.55217588 1.43266415 0.51428408 0.82433597
IMAGE:126449     R06706::R06705 126973-1.336206177 -0.02309188 -0.64628496 1.47084374 0.8184571 0.55750244
IMAGE:1584623  CCNC Hs.430646 Cyclin C AA971746 5893-0.677193589 -0.62821542 -0.77106842 0.58868806 1.28050473 1.05275624
IMAGE:1017145  NSMCE1 Hs.284295 Non-SMC element 1 homolog (S. cerevisiae) AA564752::AI791712 869520.392097646 0.78560259 0.89191443 -1.61875797 -0.91060022 -0.3520852
IMAGE:344036  BNC2 Hs.435309 Basonuclin 2 W70259::W70258 6333-1.158102605 -0.53135016 -0.15004722 1.00014055 0.87215164 0.84944598
IMAGE:76005   Hs.8610 Transcribed locus T47291::AI821037::T47290 106907-0.335148204 -0.63659005 -0.22473243 1.92786717 0.14969899 -0.33904324
IMAGE:182177  ADAM17 Hs.404914 ADAM metallopeptidase domain 17 (tumor necrosis factor, alpha, converting enzyme) H28287::H30173 1338790.610118679 0.4606401 0.48474955 -2.08941621 0.07320127 -0.19586017
IMAGE:156045  SCAMP3 Hs.200600 Secretory carrier membrane protein 3 R72518 605540.412021423 1.01925443 0.74487507 -1.5578312 -0.85913841 -0.66103801
IMAGE:109488  MGC33302 Hs.480701 Hypothetical protein MGC33302 T81312::T81840 4556-0.83184519 -0.74946115 -0.63961577 0.63632988 1.33842495 1.1967244
IMAGE:756710  BAZ2B Hs.470369 Bromodomain adjacent to zinc finger domain, 2B AA443904::AI821691::AI820942 12910-0.652592472 -0.79142556 -0.46095322 1.85086568 0.4464202 0.4449327
IMAGE:265045  GNG12 Hs.431101 Guanine nucleotide binding protein (G protein), gamma 12 N20796 942040.947227599 0.72475953 0.28645009 -1.53471143 -0.81050685 -0.52082502
IMAGE:1601605  CTDSP1 Hs.444468 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 1 AA995404 173650.7200208 0.20944496 0.96322639 -1.49513783 -0.82281468 -0.28027912
IMAGE:2466685  ABI2 Hs.471156 Abl interactor 2 AI932231 734610.610248112 0.54119128 0.32573395 0.32418017 -0.74620078 -1.71230591
IMAGE:809751     AA454724::AI732768::AA454775::AI734159 22565-0.932041734 -0.85465171 -0.62992298 1.4188663 1.46072389 0.58785371
IMAGE:810904  CCDC8 Hs.97876 Coiled-coil domain containing 8 AA459285::AA459514 27714-0.963064826 -0.60405592 -0.36164102 1.47988734 0.60403422 0.71881083
IMAGE:81328     AI821352::T60067::AI820507 9673-0.500025981 -0.73261561 -0.19053388 1.95923964 0.07460821 0.05328189
IMAGE:810156  DTYMK Hs.471873 Deoxythymidylate kinase (thymidylate kinase) AA464256::AA464367 1021010.527757497 1.23000562 0.0427516 -1.47971224 -0.83556377 -0.37480817
IMAGE:1554564  CPNE2 Hs.339809 Copine II AA931050 153590.262070534 0.80843666 1.05291236 -1.26057779 -0.88552985 -0.7757936
IMAGE:938231   Hs.185118 Transcribed locus, moderately similar to XP_371845.1 PREDICTED: similar to MGC32805 protein [Homo sapiens] AA564450::AI732358 10314-0.904411806 -0.5210522 -0.43811609 1.69052378 0.24196899 0.75334834
IMAGE:187266  EIF2B2 Hs.409137 Eukaryotic translation initiation factor 2B, subunit 2 beta, 39kDa R86305::R86304 1198501.107393215 0.62648269 -0.07404364 -1.41878969 -0.61927594 -0.47019368
IMAGE:279163     N46324::N48832 65175-0.885458011 -0.90766337 -0.13713726 1.71895356 0.59064353 0.55150657
IMAGE:1459519     AA865075::AI791408 4640-0.118733741 -1.05331583 -0.721964 1.28564964 0.56926543 0.80561429
IMAGE:291426  ACSS1 Hs.529353 Acyl-CoA synthetase short-chain family member 1 N67766::W03611 996580.300868212 0.66037695 0.85497343 -1.53905794 -0.68811065 -0.28341595
IMAGE:1912972  RP13-297E16.1 Hs.522572 DNA segment on chromosome X and Y (unique) 155 expressed sequence, isoform 1 AI336440 999920.972118979 0.08320814 0.80666477 -1.06199451 -0.59920936 -0.93011777
IMAGE:2490935  PSMB4 Hs.89545 Proteasome (prosome, macropain) subunit, beta type, 4 AI961611 906180.718726108 0.8032511 0.26873117 -1.63730732 -0.67130745 -0.310265
IMAGE:783559  BRAP Hs.577448 BRCA1 associated protein AA468512::AA468982::AI732762::AI734156 22503-0.66978146 -0.72454924 -0.53962744 1.29042189 0.76218126 0.7134272
IMAGE:814260  FVT1 Hs.74050 Follicular lymphoma variant translocation 1 AA458992::AA459208 751420.457898936 -0.21084451 0.69874777 -2.08897633 0.3852901 0.45966988
IMAGE:1704337   Hs.135282 CDNA FLJ11554 fis, clone HEMBA1003037 AI096902 11739-0.555103021 -1.04256209 -0.16235029 1.65482749 0.21212274 0.7324853
IMAGE:137971  NKIRAS2 Hs.632252 NFKB inhibitor interacting Ras-like 2 R63173::R63172 825430.688960395 0.50654708 0.56032459 -1.83965822 -0.59417104 -0.05983768
IMAGE:291091  ARMCX6 Hs.83530 Armadillo repeat containing, X-linked 6 N67678::W03488 99002-0.476149194 -0.95094122 -0.15129149 2.17597037 -0.06507925 0.21885888
IMAGE:825461  GADD45B Hs.110571 Growth arrest and DNA-damage-inducible, beta AA504354 1392801.074843107 0.51405182 0.35641262 -1.05539173 -1.20067808 -0.57278836



IMAGE:251195   Hs.539412 Transcribed locus H97385 22846-0.742686376 -0.6727159 -0.44646299 1.4006898 0.67705968 0.60343268
IMAGE:175968   Hs.593276 CDNA FLJ42259 fis, clone TKIDN2011289 H40886 75853-1.767420578 0.64985157 -0.86671087 1.50329408 0.85258648 0.40386153
IMAGE:2307039  CARM1 Hs.371416 Coactivator-associated arginine methyltransferase 1 AI652308 1160450.745583218 0.7507858 0.51979134 -1.68792255 -0.92626516 -0.28010499
IMAGE:244073  ARFGEF2 Hs.62578 ADP-ribosylation factor guanine nucleotide-exchange factor 2 (brefeldin A-inhibited) N34053::N46973 129479-0.395516432 -0.37225194 -1.11555248 1.0415022 1.05022639 0.45436457
IMAGE:79051  MGC11271 Hs.143288 Hypothetical protein MGC11271 AI821329::T61915::AI821044::T61978 7309-0.907748805 -0.7256834 -0.30620471 0.94076124 0.91587897 0.97626399
IMAGE:2551147  MALL Hs.185055 Mal, T-cell differentiation protein-like AI955005 1375651.206699237 -0.20415222 0.55977223 -0.71558588 -0.97796984 -0.50998009
IMAGE:730346  HEBP1 Hs.294133 Heme binding protein 1 AA469923::AA470092 963660.946490735 0.38048299 0.78926636 -1.50542339 -0.99444417 -0.47717598
IMAGE:140108  SRPK2 Hs.285197 SFRS protein kinase 2 R65989::R65988 11004-0.660202079 -1.02762134 -0.31625683 0.39281131 1.31065778 1.22358707
IMAGE:240050     H82232::H82330 14763-0.724379902 -0.7998556 -0.37544915 1.1323852 0.86171193 0.76156755
IMAGE:770212  CHI3L1 Hs.382202 Chitinase 3-like 1 (cartilage glycoprotein-39) AA434115::AA434048 26633-0.836265091 -0.61914381 -0.14572833 0.85614213 0.9882369 0.52089473
IMAGE:767475  CART1 Hs.41683 Cartilage paired-class homeoprotein 1 AA418020::AA418118 20155-0.890934354 -0.38334377 -0.9968663 1.17060066 0.9374952 1.04940421
IMAGE:432729     AA701596 13475-0.928916913 -0.55653271 -0.21662713 1.9983589 0.0042835 0.49631596
IMAGE:322123  TTC8 Hs.303055 Tetratricopeptide repeat domain 8 W37689::W37688 60580-1.131881171 -0.24029828 -0.61504916 0.56141115 1.40531582 0.86035365
IMAGE:129817  N4BP1 Hs.511839 Nedd4 binding protein 1 R16998::R17041 1221451.139798372 0.84472964 -0.30419424 -0.74748891 -0.86505536 -0.98400494
IMAGE:1756945  HOXC6 Hs.549040 Homeobox C6 AI200419 940900.670090793 1.25324569 -0.16945949 -1.11865252 -0.68618614 -0.86834172
IMAGE:194656  GAS2L3 Hs.20575 Growth arrest-specific 2 like 3 R84407 885-0.804229898 -0.35618699 -0.82873225 1.19561164 0.67226985 0.90865915
IMAGE:1055713   Hs.538323 Transcribed locus AA628125 92107-0.909418096 -0.06620527 -0.48938377 2.21079094 0.22738286 -0.36300904
IMAGE:814616  BTBD15 Hs.178499 BTB (POZ) domain containing 15 AA480980::AA480979 74048-0.568521163 -0.77269402 -0.59779878 0.4850236 1.51506004 0.75898761
IMAGE:1896952   Hs.593163 CDNA FLJ42968 fis, clone BRSTN2016954 AI298944 593-0.64380182 -0.91582275 -0.36024061 0.39063333 1.30836052 1.09074377
IMAGE:1635111  AMDHD2 Hs.433499 Amidohydrolase domain containing 2 AA994821 949120.287982485 1.12697708 0.55715992 -1.25388858 -0.91501342 -0.64998726
IMAGE:1700880  NXF2 Hs.530358 Nuclear RNA export factor 2 AI049827::AI820797::AI792463 70686-0.171443388 -1.15356878 -0.31815595 2.02484968 0.29021617 0.07014733
IMAGE:1631830  MGC2463 Hs.521075 Hypothetical protein LOC79037 AI004179 891860.538880556 1.19163647 -0.22204634 -0.26065219 -0.87960467 -1.17796075
IMAGE:263159  TMEM115 Hs.91566 Transmembrane protein 115 H99532 731680.723490919 0.18115255 0.93627871 -1.74363022 -0.56022355 -0.22345982
IMAGE:195943     R91385::R92640 80969-0.708687901 -1.03532732 -0.1673114 1.25821795 0.4607482 1.10619593
IMAGE:1473071  LOC388963 Hs.445377 Similar to short-chain dehydrogenase/reductase 1 AA873479 6974-0.884892018 -0.81657228 -0.25927844 0.81895338 1.53997058 0.51737055
IMAGE:770580  CIZ1 Hs.212395 CDKN1A interacting zinc finger protein 1 AA434135::AA434264 1126710.492878466 0.45731497 1.02328255 -1.73161796 -0.83236966 -0.14040572
IMAGE:302369  NCK1 Hs.477693 NCK adaptor protein 1 N90137::W16804 1236170.662599904 1.13780082 0.02077009 -0.87347164 -0.87347164 -0.97962042
IMAGE:1914166  C19orf24 Hs.591383 Chromosome 19 open reading frame 24 AI310484 1230490.435709467 0.84836431 0.46905531 -1.79366872 -0.4056479 -0.31311318
IMAGE:109314     T80848::T80923 202810.033529736 -0.92004761 0.96711221 -1.71275853 0.72662446 1.10702063
IMAGE:1895722  ZNF577 Hs.148322 Zinc finger protein 577 AI298671 104060-0.741048447 -0.93334759 -0.17030117 1.34306616 0.7234016 0.65800276
IMAGE:187147  RIN2 Hs.472270 Ras and Rab interactor 2 R83224::R83223 7580.682514186 0.56289162 0.60300036 -0.4061266 -0.61961268 -1.59611987
IMAGE:815542  MX1 Hs.517307 **Myxovirus (influenza virus) resistance 1, interferon-inducible protein p78 (mouse) AA457042::AA456886 749400.953587855 0.39642953 0.32760408 -1.17909367 -1.05054343 -0.20489407
IMAGE:510532   Hs.63224 Transcribed locus AA055807::AI732399::AA055857::AI733723 21559-0.621405492 -0.61047388 -0.30657512 2.07186995 -0.35822698 0.51739499
IMAGE:1566137   Hs.603046 Transcribed locus AI075949 104849-0.652905179 -1.09830629 0.00969675 1.19028081 0.87753177 0.54688369
IMAGE:80095  GFM2 Hs.277154 G elongation factor, mitochondrial 2 T63321::T63940 75548-1.122725105 -0.64766455 -0.23343493 0.81879523 1.10122452 1.0273584
IMAGE:252349  RAB22A Hs.529044 RAB22A, member RAS oncogene family H87195::H87704 1130011.05085961 0.71365622 -0.04057831 -0.90818888 -0.79928595 -0.88857603



IMAGE:253534  RGNEF Hs.482521 Rho-guanine nucleotide exchange factor H89563::H89562 24565-0.401889556 -1.17208263 -0.12321389 1.09743027 0.73013903 0.68740633
IMAGE:223121  PEX14 Hs.149983 Peroxisomal biogenesis factor 14 H84130::H84129 68116-0.30333101 -0.63434448 -0.53403737 2.1223457 0.12121884 -0.16950461
IMAGE:756488  TARBP2 Hs.326 Tar (HIV-1) RNA binding protein 2 AA436409::AA481352 96240.489963726 1.04552159 0.27551839 -1.88865729 -0.53698499 -0.22198368
IMAGE:1031640   Hs.501423 Transcribed locus AA609511 74169-0.913013151 -0.1844527 -0.74210273 1.75828386 0.92412715 -0.10858381
IMAGE:183315  C10orf116 Hs.642660 Chromosome 10 open reading frame 116 H43908::H43956 72116-0.418637795 -1.20369837 -0.05870748 1.05052323 0.69624802 0.76011735
ATCC:186006  IFNG Hs.856 Interferon, gamma AA381629 282570.407107106 1.13855702 0.32135091 -1.65280719 -0.39673113 -0.67064651
IMAGE:726699  MVP Hs.632177 Major vault protein AA398262::AA399433 1198871.010693985 -0.40797079 1.1129401 -0.86104887 -0.89779357 -0.53641747
IMAGE:915928  DYNLL1 Hs.5120 Dynein, light chain, LC8-type 1 AA579410::AI821438 18515-0.652412085 -0.91856102 -0.43746514 1.26702869 0.98454469 0.6517177
IMAGE:770334   Hs.540231 Transcribed locus AA437367::AA433993::AI734137 302220.291709662 1.3146823 0.29218436 -1.10508708 -0.94060447 -0.72912684
IMAGE:62108     AI821283::T41069::AI820992::T40201 9002-0.938755645 -0.62642136 -0.19160304 1.25722997 0.77801119 0.55202815
IMAGE:645315  LOC441601 Hs.144683 Septin 7 pseudogene AA205818::AA206189 1235350.757371806 0.95044457 0.27117948 -1.24071192 -0.74705997 -0.91292702
IMAGE:256664  H2AFX Hs.477879 H2A histone family, member X H95392::H95424 1078060.494043113 1.12833527 0.15434443 -0.82193692 -1.13168292 -0.67287826
IMAGE:249753  FLJ10120 Hs.596756 **Hypothetical protein FLJ10120 H85475::H85779 24897-1.102399117 -0.44420876 -0.17228891 0.34585757 0.910573 1.2788424
IMAGE:364448  IKBKE Hs.321045 **Inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase epsilon AA022666::AA022765 16120-0.335980995 0.82404336 0.92304218 -1.56912089 0.06322608 -0.38000146
IMAGE:633045  CDH13 Hs.436040 Cadherin 13, H-cadherin (heart) AA161471::AA160651 1159541.289845548 0.19658236 0.17897181 -0.55855819 -0.87554816 -1.01925028
IMAGE:1632161  GGT1 Hs.356549 Gamma-glutamyltransferase 1 AI004930 824050.665314723 0.80938296 0.11107574 -1.74295537 -0.66244359 0.05450777
IMAGE:1870049  DDO Hs.591348 D-aspartate oxidase AI245605 128684-1.115389799 -0.38614821 -0.47243452 0.770231 1.26949222 0.80312693
IMAGE:80854   Hs.570098 Transcribed locus AI821349::T63849::AI820504::T63651 94246-0.778183457 -0.88464211 -0.49751973 2.00221135 0.93137661 0.18255006
IMAGE:302540  UGCG Hs.304249 UDP-glucose ceramide glucosyltransferase W38595 943771.095095514 0.50066363 0.18604167 -1.00462839 -0.69920207 -0.92236034
IMAGE:2506797  RNASEH1 Hs.568006 Ribonuclease H1 AW006811 1220290.800938506 0.87402874 0.23599399 -1.39757276 -0.86229427 -0.54757632
IMAGE:79760  ADAMTS7 Hs.16441 ADAM metallopeptidase with thrombospondin type 1 motif, 7 AI821312::T63968 80125-0.554569187 -0.67230929 -0.51855457 1.6713866 0.59305051 0.22407381
IMAGE:730150  LOC144363 Hs.209151 **Hypothetical protein LOC144363 AA412497::AA412584 24111-0.555405757 -0.9298366 -0.4563376 0.51191717 1.27247983 1.01388853
IMAGE:154720  ARD1A Hs.433291 ARD1 homolog A, N-acetyltransferase (S. cerevisiae) R55220::R55219 285120.633974938 1.00990148 0.39498426 -1.83635549 -0.72706404 -0.39612543
IMAGE:795758  CRISPLD2 Hs.513779 Cysteine-rich secretory protein LCCL domain containing 2 AA460304::AA461592 88940.555789376 -0.10794709 1.12944732 -1.26320412 -0.26404369 -0.55632478
IMAGE:940585  KCTD1 Hs.526630 Potassium channel tetramerisation domain containing 1 AA493440::AI732359 10386-0.738330644 -0.92959918 -0.17317079 0.90251972 1.01892061 0.7969179
IMAGE:1948395  ASXL1 Hs.374043 Additional sex combs like 1 (Drosophila) AI351100 105107-0.645694788 -0.17745128 -1.05580853 0.18330414 1.09553432 1.27564131
IMAGE:897636  SEC13L1 Hs.166924 SEC13-like 1 (S. cerevisiae) AA496784 1195850.935164906 0.72513835 0.25484358 -1.33332783 -0.81443869 -0.66124284
IMAGE:1657538     AI040814 28432-0.827062017 -0.47904715 -0.55481559 1.57171496 0.59675335 0.48421493
IMAGE:753931  CXCR4 Hs.421986 **Chemokine (C-X-C motif) receptor 4 AA479357::AA479467 637220.315833758 1.0965741 0.20635536 -1.21339449 -0.62359887 -0.53956263
IMAGE:196070  FALZ Hs.444200 Fetal Alzheimer antigen R89374 107579-0.71071172 -0.36080821 -0.94946941 1.65043863 0.92380078 0.21987725
IMAGE:784212  FLJ20152 Hs.481704 Hypothetical protein FLJ20152 AA446864::AA446979 97077-0.821144807 -0.95268491 -0.17620977 0.23589373 1.37021901 1.27489406
IMAGE:841486  ASRGL1 Hs.535326 Asparaginase like 1 AA487239::AI732800::AA487353::AI734185 57185-0.337589262 -0.69792331 -0.68479569 1.78480694 0.44340801 0.18104853
IMAGE:240586  ST3GAL1 Hs.584803 ST3 beta-galactoside alpha-2,3-sialyltransferase 1 H90848::H90189 14827-0.850781458 -0.42105892 -0.77142571 1.40373578 0.91139584 0.55691108
IMAGE:257206  ZC3H6 Hs.190477 **Zinc finger CCCH-type containing 6 N26899 101970-0.664256849 -1.20301662 0.1225182 1.03167532 0.52310467 1.09298247
IMAGE:970480  DKFZp547E087 Hs.552700 Hypothetical gene LOC283846 AA776174 15636-0.906833457 -0.81113898 -0.13489804 1.29872478 0.74442784 0.7024286
IMAGE:1638475  PER2 Hs.58756 Period homolog 2 (Drosophila) AI016072 31058-0.548162071 -1.0813 -0.11195831 0.36267292 0.65536375 1.56610433



IMAGE:504927  PDZK1IP1 Hs.431099 PDZK1 interacting protein 1 AA151002::AA151092 301920.354072999 0.53565038 0.62089088 -1.68230475 -0.44667486 0.01828094
IMAGE:745560  F25965 Hs.529100 Protein F25965 AA626310 1000741.079045927 0.44456917 0.82325949 -1.59209409 -1.31304786 -0.40935505
IMAGE:268960   Hs.633550 Transcribed locus N24645::N35848 22203-1.111158886 -0.70817692 -0.23109828 1.69200315 0.97882257 0.34705085
IMAGE:1862615     AI053439::AI792586 26390-0.836011131 -0.60835175 -0.41641739 1.42987099 0.75462743 0.50256764
IMAGE:30170  CASP3 Hs.141125 Caspase 3, apoptosis-related cysteine peptidase R42530::R14760 156640.167612625 1.24409859 0.32733419 -0.9588447 -0.92586127 -0.64202858
IMAGE:344372   Hs.633756 Transcribed locus W73159::W73208 60416-0.701184778 -0.83349177 -0.58582962 0.94999094 0.81786853 1.26644238
IMAGE:295514     N74930::W23546 91073-0.84629108 -0.53438204 -0.40513539 1.63601852 0.60830466 0.33310573
IMAGE:207293     H59625::H59670 104340-0.853143953 -0.82824709 0.12560153 1.81654667 0.25219378 0.29634421
IMAGE:1892001  STAB2 Hs.408249 Stabilin 2 AI277319 14843-0.768667168 -1.03200039 -0.30153694 0.77784303 1.49056012 0.80951935
IMAGE:327480  COL23A1 Hs.413494 Collagen, type XXIII, alpha 1 W20462::W32715 153420.813410769 0.18712235 0.73343856 -1.9078124 -0.23048355 -0.27930193
IMAGE:2407433  DPYSL3 Hs.519659 Dihydropyrimidinase-like 3 AI831083 1234140.665205176 0.38157553 0.93691276 -1.5623211 -0.77056174 -0.40842918
IMAGE:840786  RG9MTD3 Hs.556027 RNA (guanine-9-) methyltransferase domain containing 3 AA486084::AA486144 874530.894930823 0.27044998 0.57717879 -1.66879057 -0.50831808 -0.29243606
IMAGE:322643  SQRDL Hs.511251 Sulfide quinone reductase-like (yeast) W15319 128371.132311372 0.59707407 0.12464974 -1.30987471 -0.64967498 -0.79034065
IMAGE:770709  SMG5 Hs.516837 Smg-5 homolog, nonsense mediated mRNA decay factor (C. elegans) AA476305::AA433827 127350.714809861 0.65016076 0.78144817 -1.5048922 -0.79623858 -0.72313536
IMAGE:711768  GALE Hs.632380 UDP-galactose-4-epimerase AA280832::AA281030 116279-0.974902769 -0.38805418 -0.48473434 0.49221872 1.12547379 1.03266083
IMAGE:1587791  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AA976044 1256420.450970974 1.08357332 0.73504523 -1.16544737 -1.14754353 -0.90763208
IMAGE:897531  MCAM Hs.599039 Melanoma cell adhesion molecule AA497002::AA489587 21750.509059398 0.7044005 1.05095007 -1.97358125 -0.43255704 -0.72773914
IMAGE:491727  ALPP Hs.284255 Alkaline phosphatase, placental (Regan isozyme) AA150487::AA156691 8869-0.979837756 -0.96336107 0.34735905 0.91907052 0.74396653 0.81756238
IMAGE:1324551  SLCO4A1 Hs.235782 Solute carrier organic anion transporter family, member 4A1 AA740368::AI732849 1211050.878376662 0.49438361 0.58225229 -0.9459363 -1.1638783 -0.67714116
IMAGE:121994  TMCO4 Hs.466729 Transmembrane and coiled-coil domains 4 T98244::T98300 21934-1.440168892 -0.45278913 -0.08315466 0.78554964 0.84251386 1.31531686
IMAGE:1693166   Hs.545194 Transcribed locus AI092951 24980-0.768499238 -0.65396755 -0.77335816 1.36022833 1.08561259 0.65455697
IMAGE:796986  TEX264 Hs.517864 Testis expressed sequence 264 AA463493::AA463530 194830.730024427 0.9814071 0.46227265 -1.21176058 -1.35810817 -0.57511935
IMAGE:840687  MUC1 Hs.89603 Mucin 1, cell surface associated AA488073::AA486365 11757-1.047443726 0.07685796 -0.37805907 -0.10347909 1.26809221 0.76383936
IMAGE:282481  ZNF589 Hs.172602 Zinc finger protein 589 N52039::N54653 23370-0.757761276 -0.94854475 -0.44614826 0.83289598 1.2621588 1.02208959
IMAGE:222518  CCDC64 Hs.369763 Coiled-coil domain containing 64 H85839::H85905 982430.813319784 0.63264763 1.25263838 -1.4389012 -1.69564584 -0.60020206
IMAGE:855657  NMT2 Hs.60339 N-myristoyltransferase 2 AA664135 21964-0.853770758 -0.40081769 -0.96310426 0.94320341 0.91196526 1.23059432
IMAGE:69893   Hs.632958 Transcribed locus T48649::T48648 30558-0.980309735 -0.34245646 -0.63404653 1.26133664 0.80119491 0.71417589
IMAGE:194704   Hs.418344 Transcribed locus R93206::R89904 5350-0.797378516 -0.50866329 -0.61781173 1.26816766 0.42314749 1.04001222
IMAGE:884567  BMPR2 Hs.471119 Bone morphogenetic protein receptor, type II (serine/threonine kinase) AA629820::AI732123::AI821154 10774-0.606975978 -0.68682706 -0.59308883 1.50482479 0.5626688 0.61457201
IMAGE:701778  C10orf78 Hs.93667 Chromosome 10 open reading frame 78 AA292659::AA284421 85030-1.156707929 0.2355211 -1.24753784 0.52699578 1.35339911 1.06080766
IMAGE:469229  XPO6 Hs.460468 Exportin 6 AA027230::AA026169 586590.763247722 0.95138553 0.12541466 -1.54098158 -0.555323 -0.63241362
IMAGE:502536  NRP2 Hs.471200 Neuropilin 2 AA156964::AA126383 651500.584541208 0.9696966 0.32083121 -1.12037863 -0.64674159 -0.96527551
IMAGE:506504  PAPPA Hs.494928 Pregnancy-associated plasma protein A, pappalysin 1 AA708613 1299030.993121879 0.19533403 0.79740841 -0.80425878 -0.98110831 -0.99407727
IMAGE:593023  DTNB Hs.307720 Dystrobrevin, beta AA159359::AA159436 30054-0.861014773 -0.11938882 -1.07943886 0.42235371 1.16905929 1.22849096
IMAGE:287807   Hs.524453 Transcribed locus, strongly similar to XP_372323.2 PREDICTED: similar to nuclear DNA-binding protein; small unique nuclear receptor corepressor; C1D DNA-binding protein [Homo sapiens] N59178::N75915 102720-0.677778912 -0.86323294 -0.30771703 1.60824167 0.48240174 0.60552065
IMAGE:781089  PTTG1 Hs.350966 Pituitary tumor-transforming 1 AA430032::AA430241 32640.568679742 1.01161131 -0.00744995 -1.42084778 -0.53657792 -0.40369845



IMAGE:123331  SLC36A1 Hs.269004 Solute carrier family 36 (proton/amino acid symporter), member 1 R00480::R00479 789640.985161574 0.55358855 0.76240043 -1.55334574 -0.77822771 -0.92955228
IMAGE:1127918  ATRX Hs.533526 Alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) AA653456::AI821739::AI792081 61043-1.148084384 -0.3502976 -0.3542346 1.05234208 0.99542313 0.642601
IMAGE:214424  NRG3 Hs.125119 Neuregulin 3 H77949::H73542 105391-0.659487437 -0.92345694 -0.76851469 1.50352644 0.68564315 1.14589034
IMAGE:1324438  UGT2B7 Hs.631944 UDP glucuronosyltransferase 2 family, polypeptide B7 AA746229::AI821970 78358-0.802098133 -0.42380731 -0.61405454 0.99606875 0.60584156 1.00451602
IMAGE:124474  WNK1 Hs.356604 WNK lysine deficient protein kinase 1 R01101::R01833 783350.016172168 -0.47335552 -1.29117511 1.74230524 -0.13832003 0.6957587
IMAGE:565677  LOC375748 Hs.432364 RAD26L hypothetical protein AA127474::AI732470::AA127455 63890-0.968048678 -0.69749262 -0.47892577 1.33095783 1.00276651 0.76324483
IMAGE:753330  C12orf23 Hs.257664 Chromosome 12 open reading frame 23 AA406583::AA410263 28919-0.467392983 1.82514727 -0.65106047 -0.04357034 -0.36069406 -0.81854144
IMAGE:1655864     AI033961 13671 -0.66816713 -1.14341922 0.01356913 1.50892917 0.5169166 0.67457234
IMAGE:770804  TRAF2 Hs.522506 TNF receptor-associated factor 2 AA427617::AA437351 135552-0.063262944 1.21670824 0.41811752 -1.64629977 -0.37560374 -0.23091134
IMAGE:277871  TTC6 Hs.509182 **Tetratricopeptide repeat domain 6 N64198::N64197 26556-0.78672923 -0.75715294 -0.51019095 1.94648938 1.13683853 -0.12976596
IMAGE:1589620   Hs.529249 CDNA FLJ40061 fis, clone TESOP2000083 AA977738::AI733404::AI791816 66360-0.434558497 -0.78925484 -0.43280547 2.15671153 0.09272779 0.12728751
IMAGE:1323462  DNAH5 Hs.212360 Dynein, axonemal, heavy polypeptide 5 AA873619 78264-1.058980328 -1.26296383 0.0952473 1.26920172 0.86994389 1.2247115
IMAGE:265625  FDX1 Hs.744 Ferredoxin 1 N22827::N28633 1458-0.899829452 -0.90671841 -0.30655751 0.63625001 1.36148657 1.09528209
IMAGE:2139152  RAPGEF2 Hs.113912 Rap guanine nucleotide exchange factor (GEF) 2 AI470777 75906-1.097085366 -0.99083795 0.06788628 1.00067607 0.91630313 1.13004793
IMAGE:357037  CDON Hs.38034 Cdon homolog (mouse) W92766::W93165 266660.373603378 -0.00725143 1.35755299 -1.46726956 -0.0162874 -0.76291219
IMAGE:129342  C4orf29 Hs.445817 Hypothetical protein FLJ21106 R12689::R16431 81064-1.109363785 -0.31989117 -0.65514667 1.40180801 0.53798438 1.02302338
IMAGE:293457  MOBKL2C Hs.632401 MOB1, Mps One Binder kinase activator-like 2C (yeast) N69552::N94043 1329650.543839542 0.52503009 0.74773397 -1.69956343 -0.33964027 -0.49876821
IMAGE:1869514  SLC7A13 Hs.149095 Solute carrier family 7, (cationic amino acid transporter, y+ system) member 13 AI264269::AI792600 30032-0.530594174 -0.54607564 -0.36649064 2.48650381 0.06660335 -0.47998913
IMAGE:813462  SIAH1 Hs.295923 **Seven in absentia homolog 1 (Drosophila) AA455956::AA455428 125415-0.452385873 -0.76922004 -0.69170333 0.86719255 1.22452817 0.60531732
IMAGE:1502650  VPS13A Hs.459790 Vacuolar protein sorting 13 homolog A (S. cerevisiae) AA894648 24855-0.342726405 -0.96755424 -0.77649118 0.54253242 1.49767557 0.89582695
IMAGE:852829  KPNA3 Hs.527919 Karyopherin alpha 3 (importin alpha 4) AA668178 1273711.053188296 0.02264662 0.62437816 -1.64259519 -0.51598607 -0.2356438
IMAGE:117402  PAPSS2 Hs.524491 3'-phosphoadenosine 5'-phosphosulfate synthase 2 AI821398::T89632::AI820559::T89905 94436-0.715104116 -0.67398503 -0.51407747 1.7367356 0.57222514 0.41726982
IMAGE:1423061   Hs.600128 Transcribed locus AA826681::AI732938::AI791257 106534-0.836869556 -0.74094032 -0.23388575 0.43984587 1.18427636 1.03494977
IMAGE:1688460  CCNH Hs.292524 Cyclin H AI093795 100062-0.764908834 -0.55454818 -0.40778493 1.94482991 0.16742216 0.37666462
IMAGE:208275     H65318::H62689 94591-0.65856983 -0.35700158 -0.5376907 2.11494519 0.44058034 -0.36005504
IMAGE:1613940  RNF7 Hs.134623 Ring finger protein 7 AI000294 996511.034151448 0.47341788 0.28200958 -1.50327333 -0.83924674 -0.27134591
IMAGE:282500  PLXNB3 Hs.632833 Plexin B3 N49853 63451-0.976992708 -0.8821102 -0.23101991 0.8745794 1.1226917 1.08015816
IMAGE:1693368     AI140869 28493-0.357739528 -0.82028947 -0.72464355 1.55380689 0.56598838 0.55305266
IMAGE:743362  ALKBH7 Hs.111099 AlkB, alkylation repair homolog 7 (E. coli) AA400385::AA400629 309570.444443808 0.68255337 0.3807495 -1.73232402 -0.41528052 -0.0188281
IMAGE:241894  AEBP2 Hs.126497 **AE binding protein 2 H93414::H93413 95177-0.676266342 -0.42273131 -0.68688325 1.66779519 0.62188632 0.21741903
IMAGE:1544114   Hs.512544 CDNA clone IMAGE:5267715 AA922271 67751-1.242417387 -0.40098018 -0.08810775 0.56252468 0.95065241 1.06205395
IMAGE:119004  SYK Hs.371720 Spleen tyrosine kinase T92782::T92872 76637-0.423284011 -1.18890323 -0.16423991 1.81226655 0.50150342 0.30981079
IMAGE:1623955   Hs.482077 Transcribed locus, strongly similar to NP_002194.1 integrin alpha 2 precursor; Integrin, alpha-2 (CD49B; alpha-2 subunit of VLA-2 receptor; platelet antigen Br) [Homo sapiens] AA993294 30654-0.542787063 -0.74858812 -0.49352866 0.1961447 0.90166864 1.45616027
IMAGE:594037  FGF12 Hs.584758 Fibroblast growth factor 12 AA169447 16813-0.824779108 -0.43311869 -0.160753 1.80778977 0.31301238 -0.03301421
IMAGE:704905  RAP1A Hs.190334 RAP1A, member of RAS oncogene family AA279804::AA279680 23048-0.742415208 -0.22785512 -0.90671334 0.84427403 1.18744843 0.55707471
IMAGE:530035  S100A13 Hs.516505 S100 calcium binding protein A13 AA070489::AA070661 556150.722749072 0.33141742 1.13214218 -1.33234413 -1.34137486 -0.32270848



IMAGE:128290  EVI1 Hs.554762 Ecotropic viral integration site 1 R12492::R09890 8440-1.280471247 -0.4757111 0.03437442 0.56427587 1.30795631 0.71907331
IMAGE:504859   Hs.444781 Transcribed locus AA149061::AA149060 23709-0.5209317 -0.65701735 0.00224202 -0.55835525 1.28258119 1.03989511
IMAGE:343387   Hs.549644 CDNA FLJ36097 fis, clone TESTI2020956 W67292::W67291 26422-0.364722716 -1.21742448 0.17813847 0.48964348 0.95680498 0.70409925
IMAGE:347268  NES Hs.527971 Nestin W80791::W80898 935990.410127558 0.48375604 1.08014672 -1.23982531 -0.94592497 -0.50525852
IMAGE:843075  H2AFY Hs.420272 H2A histone family, member Y AA488627::AA486003 255851.047829649 0.4413832 0.14448487 -1.56156433 -0.38401647 -0.46884456
IMAGE:1476307  YWHAB Hs.643544 Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, beta polypeptide AA872095 18150.188698287 0.7358574 0.22884526 -2.11456139 0.1251652 0.31650608
IMAGE:809974  LOC150223 Hs.355952 Hypothetical protein LOC150223 AA454833::AA454908 789270.586536676 0.8291413 0.59590036 -1.394096 -0.92165541 -0.55264101
IMAGE:138059  RPP25 Hs.8562 **Ribonuclease P 25kDa subunit R52934::R53714 1082820.631492972 0.79501397 0.68381969 -0.36202893 -1.34315489 -1.2893512
IMAGE:2568611  CTNNA1 Hs.534797 **Catenin (cadherin-associated protein), alpha 1, 102kDa AW071162 1067411.082936035 0.64007336 0.38210586 -1.39820208 -0.86676688 -0.79717747
IMAGE:296375  ATP6V0A2 Hs.201939 ATPase, H+ transporting, lysosomal V0 subunit a2 N70122::W04160 265841.29465062 0.66168025 0.14574968 -1.52327733 -0.58103401 -1.01237206
IMAGE:1551969  DKFZp434K191 Hs.396963 Hypothetical protein DKFZp434K191 AA922551 21271-0.71736854 -0.74515921 -0.36155229 1.49027511 0.70691318 0.4485437
IMAGE:433465  PDZK1IP1 Hs.431099 PDZK1 interacting protein 1 AA699567 24631-0.591700722 -0.67738458 -0.5026346 2.06449902 0.05769276 0.40972942
IMAGE:128208  DKFZp586I1420 Hs.112423 Hypothetical protein DKFZp586I1420 R12405::R09815 1339670.630337376 0.19913276 0.40255601 -1.89385542 -0.10155839 0.24801359
IMAGE:288840  COL4A3BP Hs.270437 Collagen, type IV, alpha 3 (Goodpasture antigen) binding protein N62593::N78359 677040.800380367 0.39871418 0.80125145 -1.51768117 -0.73860604 -0.54391893
IMAGE:324897   Hs.56044 Transcribed locus W49670::W49764 68960-0.486234375 -1.08637138 -0.58660331 1.87728096 0.70400274 0.51087907
IMAGE:813648  DLD Hs.131711 Dihydrolipoamide dehydrogenase AA447748::AA453679 19296-0.788302791 -0.25364669 -0.828402 0.35001346 1.06233133 1.18608194
IMAGE:199327  EXOC4 Hs.321273 Exocyst complex component 4 R95916 21452-0.775481447 -0.56150865 -0.51103542 1.58636617 0.54918338 0.50872988
IMAGE:345128  RTKN Hs.192854 Rhotekin W72722::W76448 1148480.837046563 0.79722208 0.36977262 -1.31944923 -0.78845612 -0.80571339
IMAGE:2516566  RPP38 Hs.94986 Ribonuclease P/MRP 38kDa subunit AW002537 795511.220943791 0.4709033 0.45911227 -1.4790928 -1.14938068 -0.48318751
IMAGE:46977   Hs.539223 Transcribed locus H10372::H10577 31438-0.558088953 -0.99278536 -0.44155332 1.44174574 0.7883138 0.64819358
IMAGE:2261214  SURF2 Hs.159448 Surfeit 2 AI609350 125980.71357664 0.19164417 0.90795149 -2.05716487 -0.11341636 -0.32218935
IMAGE:824962  KPNA2 Hs.594238 Karyopherin alpha 2 (RAG cohort 1, importin alpha 1) AA489087::AA489151 1185650.897597279 0.79259554 -0.2488662 -1.52463738 -0.17128158 -0.52828751
IMAGE:461436   Hs.531664 Transcribed locus, strongly similar to XP_290670.5 PREDICTED: KIAA0220-like protein [Homo sapiens] AA705219 19920-1.069150983 -0.75411471 -0.46231515 1.41192724 1.09018807 0.81067717
IMAGE:1417886  CERK Hs.200668 Ceramide kinase AA894457 1217890.940777329 0.43034622 0.77655167 -1.55783841 -0.61742458 -0.85211193
IMAGE:46896  CYFIP2 Hs.519702 Cytoplasmic FMR1 interacting protein 2 H09818::H09913 256930.579140622 1.31823862 -0.40663133 -0.83369139 -0.47107143 -1.03301688
IMAGE:1573505   Hs.560445 Transcribed locus, moderately similar to XP_522527.1 PREDICTED: similar to carnitine deficiency-associated gene expressed in ventricle 1 [Pan troglodytes] AA969791::AI733315::AI793339 102081-0.751926035 -0.8507262 0.13068877 2.13732012 -0.12520366 0.22850093
IMAGE:126221  TPD52L2 Hs.473296 Tumor protein D52-like 2 R06254::R06309 75070.730573852 0.40477959 0.50817537 -1.82642342 -0.3749807 -0.13684525
IMAGE:1555741  CH25H Hs.47357 Cholesterol 25-hydroxylase AI081548 55110.699109793 0.66379881 0.40706716 -0.72820704 -0.76550859 -1.05948122
IMAGE:136801     R36086::R36181 88634-0.484096016 -1.17131725 -0.44652792 1.43525563 0.79098572 0.81503846
IMAGE:1626299   Hs.634037 Transcribed locus AI005134 12970-0.501718309 -1.32843312 -0.05681521 1.15563509 0.63481059 1.02580046
IMAGE:2213824  PI3 Hs.112341 Peptidase inhibitor 3, skin-derived (SKALP) AI582329 236220.049754819 0.77714906 0.46688399 -1.4463986 -0.1313641 -0.2461981
IMAGE:713251  RBM6 Hs.188879 RNA binding motif protein 6 AA282965::AA282964 170920.914001315 0.96604016 -0.01600716 -0.97445115 -1.16657007 -0.65903204
IMAGE:251826  WBP5 Hs.533287 WW domain binding protein 5 H96654 1331221.057296529 0.42379241 0.4326837 -1.02048584 -0.93157298 -0.81042921
IMAGE:430399  DCUN1D1 Hs.104613 DCN1, defective in cullin neddylation 1, domain containing 1 (S. cerevisiae) AA680100 7646-1.154155794 -0.41315698 -0.34081 0.71100993 1.45678938 0.60918235
IMAGE:772481  PHYHIP Hs.334688 Phytanoyl-CoA 2-hydroxylase interacting protein AA405628 65023-0.632194649 -1.18337276 0.74707876 0.74956902 0.41587384 0.62405979
IMAGE:824851  AYTL2 Hs.368853 **Acyltransferase like 2 AA488868::AA488947 11481.16411696 0.51848641 -0.07517876 -1.36073156 -0.62258687 -0.44661317



IMAGE:327228  KIAA0738 Hs.406492 KIAA0738 gene product AA284304::W02775::W24833 63083-0.814601634 -0.1880241 -0.93475709 1.06549955 1.09148409 0.51540133
IMAGE:953521  MCF2L Hs.170422 MCF.2 cell line derived transforming sequence-like AA528312::AI791342 15356-0.829374125 -0.46603515 -0.54553496 1.35015508 0.76626366 0.50861388
IMAGE:2028876  SFRS5 Hs.632326 Splicing factor, arginine/serine-rich 5 AI263109 13940-0.463338584 -0.76158424 -0.57560677 0.18795537 1.18015476 1.18878258
IMAGE:428412  GZMK Hs.277937 Granzyme K (granzyme 3; tryptase II) AA005382::AA004281 1148240.4780426 0.93481019 0.20756041 -0.63028536 -1.00303156 -0.74541277

1293118  HDAC11 Hs.404802 Histone deacetylase 11 AA682223 1339100.642242624 0.81289583 0.71646322 -1.49146414 -0.97137819 -0.61544437
IMAGE:486626  TMEM64 Hs.567759 Transmembrane protein 64 AA044031::AA044353 92611-0.811245675 -0.89222698 -0.20696672 0.88093345 0.88687502 1.0461089
IMAGE:450198  PTPRC Hs.192039 Protein tyrosine phosphatase, receptor type, C AA703526 15841-0.903836289 -0.81082821 -0.19639656 1.51027769 0.7540047 0.55321005
IMAGE:305485   Hs.524270 Transcribed locus, weakly similar to XP_517655.1 PREDICTED: similar to KIAA0825 protein [Pan troglodytes] N89814::W39070 119390-0.888107361 -0.78464468 0.0282764 1.12443889 0.79138759 0.55795607
IMAGE:2017415  CENPA Hs.1594 Centromere protein A AI369629 1173100.576433652 1.04347375 0.06268955 -0.96263645 -0.69884528 -0.84674131
IMAGE:1700703  SUZ12P Hs.628886 Suppressor of zeste 12 homolog pseudogene AI061147::AI820796::AI792462 17916-0.865514702 -0.53865903 -0.41827259 1.26956477 0.95694836 0.40258821
IMAGE:268812  DIRC2 Hs.477346 **Disrupted in renal carcinoma 2 N25987::N36618 301880.89213552 0.59545061 0.64050649 -1.40767541 -0.76653428 -0.85780261
IMAGE:1118429  GAB2 Hs.429434 GRB2-associated binding protein 2 AA622729::AI821792::AI792139 105035-0.592663025 -1.08275722 -0.03594665 1.32881434 0.60443033 0.62481901
IMAGE:241043  TncRNA Hs.523789 Trophoblast-derived noncoding RNA H91303::H91398 100009-0.424223006 -0.56571462 -0.78799337 0.37486227 1.24435102 0.85068485
IMAGE:588608  B2M Hs.534255 Beta-2-microglobulin AA146979::AA147158 13418-0.945640823 -0.51838412 -0.50219334 1.43867645 0.93946072 0.44564192
IMAGE:1941742  ATG7 Hs.38032 ATG7 autophagy related 7 homolog (S. cerevisiae) AI203185 1283230.78194866 1.12424595 0.38625299 -1.23315551 -1.1201974 -0.98875524
IMAGE:1585094  C4orf21 Hs.380346 Chromosome 4 open reading frame 21 AA972753::AI733385::AI791797 24592-0.776591649 -0.77046756 -0.40404306 1.70863919 0.71113608 0.40586738
IMAGE:588430  PIGO Hs.522099 Phosphatidylinositol glycan, class O AA152461::AA152460 236500.192094497 0.74192083 0.95685294 -1.53798404 -0.69450046 -0.36460466
IMAGE:1892010     AI277315 29222-0.723838609 -0.53670232 -0.6007889 1.63322571 0.44583761 0.56273421
IMAGE:1861970     AI053937::AI792550 452-0.700238133 -0.86732451 -0.4102014 0.98363 1.11495437 0.76551135
IMAGE:1607112  AP3S1 Hs.406191 Adaptor-related protein complex 3, sigma 1 subunit AA996044::AI820615::AI792011 880581.190223594 0.21256312 0.37405814 -1.05061043 -0.92568715 -0.59545516
IMAGE:417804  KIAA0376 Hs.474384 KIAA0376 protein W88747::W88843 21933-0.683064127 -0.70423775 -0.25574191 1.75223942 0.39654319 0.25184759
IMAGE:139189     R68654::R68706 4339-0.498295463 -0.6650976 -0.67803328 1.48568547 0.30197183 0.80497389
IMAGE:510336  FXYD3 Hs.301350 FXYD domain containing ion transport regulator 3 AA053583::AA053747 1382860.409119467 0.7527701 0.41499384 -1.4834556 -0.87545833 0.09733729
IMAGE:1412238  AMY1A Hs.484588 **Amylase, alpha 1A; salivary AA844818 139580-0.490155009 -0.92711207 -0.19520899 1.00333957 0.79455162 0.57202067
IMAGE:32551  PGK1 Hs.78771 Phosphoglycerate kinase 1 R43189::R20131 79614-0.625324159 -0.57857425 -0.5774055 2.08746447 -0.00890714 0.44904716
IMAGE:1836893   Hs.635128 Transcribed locus AI205770 24172-0.697174294 -0.81912711 -0.3585759 1.59977105 0.53304263 0.58985829
IMAGE:1126251  SFXN1 Hs.369440 Sideroflexin 1 AA653246::AI821721::AI792062 31578-0.74845955 -0.37182292 -0.31999219 1.77707908 -0.16916477 0.47249965
IMAGE:969906   Hs.116928 Transcribed locus AA663895 24268-0.608092871 -0.58776964 -0.62525471 1.13033372 0.86003475 0.58499369
IMAGE:72063  RBM4B Hs.523822 **RNA binding motif protein 4B::CDNA FLJ36727 fis, clone UTERU2012286 T52375::T52449 27152-0.777314134 -0.66011079 -0.641605 1.06555424 1.2175661 0.6750233
IMAGE:1503971  ARL6 Hs.373801 ADP-ribosylation factor-like 6 AA904677 27496-0.998779209 -1.03412258 -0.21981138 1.28899701 1.0769368 0.95818309
IMAGE:1555233  C1orf117 Hs.126825 Chromosome 1 open reading frame 117 AA931428 16866-0.873641207 0.37996101 -1.09089698 0.4393178 1.01916255 0.64566118
IMAGE:1879938   Hs.101139 Transcribed locus AI288679 25349-1.060069164 -0.58230454 -0.01830309 2.01293842 0.27156596 0.20193504
IMAGE:341095  TPCN2 Hs.131851 Two pore segment channel 2 W58209::W58318 81167-0.341783925 -1.35102699 -0.11294159 1.60848764 0.76040116 0.31150455
IMAGE:137275  INPP5E Hs.120998 Inositol polyphosphate-5-phosphatase, 72 kDa R36587::R36586 23743-0.674579284 -0.7047901 -0.61726505 0.38344671 1.31760836 1.13958032
IMAGE:1914797     AI309311 5446 -1.059367596 -0.75256858 -0.29918781 0.75351631 1.17429968 1.16407305
IMAGE:754040  SYNCRIP Hs.571177 Synaptotagmin binding, cytoplasmic RNA interacting protein AA479060::AA480032 106790.475293117 1.1914526 0.02368096 -0.62689514 -1.09356894 -0.80925569



IMAGE:344505  PYDC1 Hs.58314 PYD (pyrin domain) containing 1 W73523::W73558 1048310.910534153 -0.04113707 0.71948705 -0.81521647 -0.96224433 -0.42599363
IMAGE:796984  CYBB Hs.292356 **Cytochrome b-245, beta polypeptide (chronic granulomatous disease) AA463492::AA463529 220210.237225695 1.31745935 0.22488017 -1.4826606 -0.4950184 -0.63544878
IMAGE:434999   Hs.573560 Transcribed locus AA700722 28821-0.709436954 -0.95761707 -0.21384272 1.03663269 0.98971593 0.74153581
IMAGE:127209  ACSM2 Hs.298252 **Acyl-CoA synthetase medium-chain family member 2 R08178 56670-0.503461422 -0.41707704 -0.37201254 1.9840602 0.09851765 -0.23675448
IMAGE:489213  GLT28D1 Hs.110853 Glycosyltransferase 28 domain containing 1 AA045665::AA045664 93867-0.540337711 -0.33727926 -1.16516838 0.47715815 1.35710005 0.93862773
IMAGE:156430  AQP7 Hs.455323 Aquaporin 7 AI668576::R73045::AI733526::R73044 58859-0.760317278 -0.69780763 -0.4727729 1.33246893 0.75412337 0.6915612
IMAGE:757138   Hs.599735 Transcribed locus AA443927::AA444106 11678-0.943050986 -1.03103168 0.16270052 1.12972306 0.83645409 0.79157119
IMAGE:591143  ARL6IP4 Hs.103561 ADP-ribosylation-like factor 6 interacting protein 4 AA158375::AA158374 1029830.362601074 0.62481019 0.90816519 -1.50817634 -0.95626846 -0.15187858
IMAGE:868526  ARL13B Hs.533086 ADP-ribosylation factor-like 13B AA775026::AI732112::AI821141 14597-1.114365792 -0.82245117 -0.17207794 1.3694196 0.79769741 0.95320585
IMAGE:1523456  KIAA0773 Hs.131743 KIAA0773 gene product AA909457 656911.095476449 0.44675498 0.28438927 -0.69870178 -1.19302754 -0.77710441
IMAGE:79828  HD Hs.518450 Huntingtin (Huntington disease) T64015::T64094 1259320.814643059 -0.02335944 0.8921606 -1.66917511 -0.35950747 -0.2734436
IMAGE:1558669  C19orf30 Hs.326728 Chromosome 19 open reading frame 30 AA976576::AI733168::AI793096 10319-0.32428928 -1.07846279 -0.21442818 1.73682754 0.33871547 0.29662032
IMAGE:46919  CBWD1 Hs.531330 COBW domain containing 1 H10226::H10282 76024-0.641650742 -0.31689895 -0.44517591 1.76191843 0.12344417 0.10893183
IMAGE:131016  RAB8B Hs.389733 RAB8B, member RAS oncogene family R23212::R23287 1378950.29355805 1.00767072 0.45767597 -1.01636769 -0.85105438 -0.65651605
IMAGE:1912713  BTNL9 Hs.546502 Butyrophilin-like 9 AI340345 101972-0.652569621 -0.8522052 -0.2203761 0.66920304 1.10825122 0.7551781
IMAGE:1698590   Hs.65745 Transcribed locus AI147932 97862-0.385913127 -1.13914263 -0.26224858 1.2335303 0.72200877 0.65985529
IMAGE:183440  ARSA Hs.88251 Arylsulfatase A H45449::H45535 651260.414431917 0.83299332 0.65394205 -1.86353038 -0.84328696 0.01825192
IMAGE:2308994  TPX2 Hs.244580 TPX2, microtubule-associated, homolog (Xenopus laevis) AI654707 1161300.605562633 0.51324839 0.26818089 0.61034426 -0.65178709 -1.97199982
IMAGE:1325580     AA875853 21712-0.848332037 -0.78793539 -0.04883147 1.47939236 0.45241349 0.58363464
IMAGE:813187  DDAH1 Hs.379858 Dimethylarginine dimethylaminohydrolase 1 AA456324::AA456721 26025-0.719226293 -0.41851172 -1.01091943 1.36397388 0.92710244 0.67917998
IMAGE:824568  MRPL4 Hs.279652 Mitochondrial ribosomal protein L4 AA490981 864060.777136391 0.81701916 0.90157063 -1.5787388 -1.30354769 -0.63591013
IMAGE:1691661  DZIP3 Hs.409210 Zinc finger DAZ interacting protein 3 AI090773 103622-0.504951452 -0.5164459 0.03101801 2.09927884 -0.48697086 -0.11898447
IMAGE:1878424  ARHGAP24 Hs.444229 Rho GTPase activating protein 24 AI278263 22563-0.405240058 -0.9598618 -0.15390981 0.29030965 1.11610027 0.83363013
IMAGE:1155286   Hs.122193 Transcribed locus AA780946::AI792234 26450-0.561313763 -0.64406434 -0.16402613 1.97064167 -0.04083386 0.083292
IMAGE:277808  KIAA1370 Hs.152385 KIAA1370 N47593::N45467 7746-0.496763692 -1.02401015 -0.46029992 0.54122197 1.51687429 0.7984394
IMAGE:449346     AA777915 24286-0.108221213 -1.10705047 -0.25720689 1.64087368 0.19679205 0.30675041
IMAGE:343646  MRPL27 Hs.7736 **Mitochondrial ribosomal protein L27 W69471::W69555 868950.417704175 0.41013423 0.51535643 0.50911122 -0.57528296 -1.81978141
IMAGE:1743745  ODZ4 Hs.213087 Odz, odd Oz/ten-m homolog 4 (Drosophila) AI193000 15350-0.562019953 -0.94330071 -0.23654911 0.87013002 0.96675418 0.71678318
IMAGE:588728   Hs.387576 **Transcribed locus, strongly similar to XP_496667.1 PREDICTED: similar to 40S ribosomal protein S3 [Homo sapiens] AA156504::AA156169::AI733900 1194020.562064724 0.65553526 0.73308119 -1.27523717 -0.91563524 -0.55187906
IMAGE:235008  GNA12 Hs.487341 Guanine nucleotide binding protein (G protein) alpha 12 H79130::H79221 911580.94030608 0.84764935 0.24846915 -1.07420571 -1.18230523 -0.73600864
IMAGE:1917346  ATP6V0D2 Hs.436360 ATPase, H+ transporting, lysosomal 38kDa, V0 subunit d2 AI344356 94598-0.504869318 -0.82411706 -0.39660269 1.58290679 0.61012654 0.2961996
IMAGE:324345  UNC84A Hs.438072 Unc-84 homolog A (C. elegans) W47585 970020.886030416 0.45201454 0.92029483 -0.98052339 -0.91199457 -1.26491801
IMAGE:950676  KIF1A Hs.516802 Kinesin family member 1A AA608555 114098-0.256734948 -0.53956976 -1.04767123 0.70227529 0.91627862 0.88549218
IMAGE:1469381  KIAA1107 Hs.21554 KIAA1107 AA863471 65464-0.325679582 -1.17918469 -0.18606411 1.51620691 0.7137998 0.25986985
IMAGE:2577055  GNB1 Hs.430425 Guanine nucleotide binding protein (G protein), beta polypeptide 1 AW075556 568210.488596152 1.16483749 0.05328889 -1.14232797 -0.72660583 -0.67782777
IMAGE:270997  GOLPH3 Hs.408909 Golgi phosphoprotein 3 (coat-protein) N34345 84927-0.775136193 0.05330319 -0.01918525 1.8426852 0.23287684 -0.96883097



IMAGE:246246  C6 Hs.481992 Complement component 6 N59396::N77085 1285091.145516462 0.37108545 0.47403922 -1.00844571 -0.92881977 -0.93018642
IMAGE:109863  EMP2 Hs.531561 Epithelial membrane protein 2 T88721::T84249 951410.517505579 0.30290603 0.3483807 -1.82482295 -0.00839105 0.16712072
IMAGE:255295     N23717 66319 -0.354075235 -1.00792217 -0.4252719 1.43198638 0.63995373 0.50264588
IMAGE:1568169  DENND1A Hs.435064 DENN/MADD domain containing 1A AA931641 1130650.093899257 1.04337002 0.75908296 -1.14426881 -1.0195815 -0.49090731
IMAGE:1873420  ZCCHC11 Hs.476164 Zinc finger, CCHC domain containing 11 AI276783 100888-0.850218591 -0.36833989 -0.698771 1.41096686 0.35335012 0.93698449
IMAGE:66599  NAT1 Hs.591847 N-acetyltransferase 1 (arylamine N-acetyltransferase) T67128::T67129 1012720.828291366 0.756549 0.06682888 -0.42678623 -0.93588114 -1.09812927
IMAGE:911356     AA484178::AI732210 1799-0.779560868 -1.00252508 -0.06346411 1.48711638 0.4783791 0.78696357
IMAGE:415417  C14orf102 Hs.528131 Chromosome 14 open reading frame 102 W80404::W79012 120497-0.749030136 -0.75546968 -0.17934504 0.90196193 0.91376777 0.66520132
IMAGE:565285   Hs.598400 Transcribed locus AA136152::AI732468::AA136230::AI733782 86490-0.578781599 -0.34979697 -0.10629137 2.16568295 0.03088998 -0.67084087
IMAGE:825327  KRTCAP2 Hs.516671 Keratinocyte associated protein 2 AA504479::AA504556 895720.521138276 0.83948134 0.43479317 -1.65318848 -0.14345739 -0.78777503
IMAGE:1898791  C9orf114 Hs.224137 Chromosome 9 open reading frame 114 AI302777 235130.372251407 0.46700739 1.03985039 -1.65358846 -0.52943792 -0.3756748
IMAGE:454150  EHBP1 Hs.271667 EH domain binding protein 1 AA677215 102586-1.060340835 -0.65050176 -0.15698721 1.20508734 0.81339218 0.74401838
IMAGE:1569217  ITCH Hs.632272 Itchy homolog E3 ubiquitin protein ligase (mouse) AA973538 69650-0.936923355 -0.71279971 -0.60580451 1.2521567 0.89025491 1.08942862
IMAGE:685026  AMMECR1 Hs.481208 Alport syndrome, mental retardation, midface hypoplasia and elliptocytosis chromosomal region, gene 1 AA252395::AA252394 35160.964203061 0.09007647 0.29312239 -1.63492383 -0.18877994 -0.12411852
IMAGE:856936  NDST1 Hs.222055 N-deacetylase/N-sulfotransferase (heparan glucosaminyl) 1 AA669614 751921.090258763 0.21267191 0.33943446 0.2878356 -1.55387792 -1.11264676
IMAGE:301740  XIST Hs.529901 X (inactive)-specific transcript W17094 298670.585646757 0.79870514 0.36108323 -0.77043939 -1.02937127 -0.72807121
IMAGE:2018976  PTTG1 Hs.350966 Pituitary tumor-transforming 1 AI362866 743880.431746292 1.05198224 0.04986921 -1.33101005 -0.64775116 -0.3091681
IMAGE:1703568  ZNF284 Hs.445395 Zinc finger protein 284 AI161180 4214-1.243985234 -0.80552491 0.07266665 0.80402393 1.19074049 0.98866747
IMAGE:269300  DDAH1 Hs.379858 Dimethylarginine dimethylaminohydrolase 1 N24042::N35863 66013-0.750775697 -0.52814635 -0.60410225 0.43816323 1.23209876 1.00324889
IMAGE:1466893  CCDC73 Hs.632153 Coiled-coil domain containing 73 AA884321 29703-0.592719011 -1.23625914 -0.10320652 0.7980134 1.11450855 0.95995342
IMAGE:896949  HMGCR Hs.643495 3-hydroxy-3-methylglutaryl-Coenzyme A reductase AA779417 103655-0.391541979 -0.73572075 -0.73094774 0.42367322 1.13067533 1.05023022
IMAGE:2409751  ESPL1 Hs.153479 Extra spindle poles like 1 (S. cerevisiae) AI816969 46510.710077167 1.0078031 0.18078662 -1.40637616 -0.78256944 -0.61385808
IMAGE:1629264  TIMM44 Hs.465784 Translocase of inner mitochondrial membrane 44 homolog (yeast) AI003393 1096210.825840797 0.5822906 0.18253233 0.23229216 -1.4116717 -1.16098296
IMAGE:811740  ITGA2 Hs.591770 Integrin, alpha 2 (CD49B, alpha 2 subunit of VLA-2 receptor) AA463257::AA463610 767701.326747187 -0.2224756 0.45666044 -1.32742272 -0.38843159 -0.51137863
IMAGE:897575  PCQAP Hs.517421 PC2 (positive cofactor 2, multiprotein complex) glutamine/Q-rich-associated protein AA497031::AA489615 95770.64476606 0.63594982 0.68262405 -1.81366943 -0.54568615 -0.4149983
IMAGE:1654630  KCNH2 Hs.438823 Potassium voltage-gated channel, subfamily H (eag-related), member 2 AI023472 1047580.709502223 1.07873008 -0.3455322 -0.40963426 -0.91219441 -0.92860454
IMAGE:812964  FAM120B Hs.369522 KIAA1838 AA464588 90805-0.804614048 -0.73191191 -0.6284288 0.92393523 1.0254386 1.14095111
IMAGE:2030270  PHF13 Hs.516079 PHD finger protein 13 AI493109 1213611.112422086 0.35385057 0.60670774 -0.04241274 -1.75461702 -1.16076389
IMAGE:296334  CEP152 Hs.597323 Centrosomal protein 152kDa N74458::W03052 58317-0.944186936 -0.10753777 -0.92389868 1.44765392 0.68394587 0.60086062
*mitoch. cont. IMAGE:1573953148361 -0.859842581 -0.97677006 -0.31677939 1.56088107 0.96649971 0.62351243
IMAGE:299272   Hs.597274 Transcribed locus AI822135::N70631::W05513 153570.403958992 0.22519789 1.18762257 -1.17823355 -0.84282128 -0.4072087
IMAGE:1456508  LOC150159 Hs.444955 CG10806-like AA864977::AI732988::AI791382 24035-0.669550632 -0.60510491 -0.23009554 1.52482004 0.62360031 0.05118239
IMAGE:2325804  RNF40 Hs.65238 Ring finger protein 40 AI688367 178660.428286056 0.47222993 0.80180896 -1.88030519 -0.32469217 -0.14803781
IMAGE:563592  RBM7 Hs.533736 RNA binding motif protein 7 AA101155::AA101268 930480.651052805 0.98528723 0.58791964 -1.50197396 -0.91706371 -0.77037193
IMAGE:504201  SAMD1 Hs.140309 Sterile alpha motif domain containing 1 AA132083::AA132166 1341740.489505394 0.43170054 1.0584269 -1.72000928 -0.42700586 -0.55782738
IMAGE:435536  YPEL2 Hs.463613 Yippee-like 2 (Drosophila) AA701900 29091-0.76553196 -0.50434774 -0.49461417 1.71221287 0.5572201 0.25365429



IMAGE:327  COL5A2 Hs.445827 Collagen, type V, alpha 2 AA177011::AI792993::AI793172 66950-0.84131356 -0.74565297 -0.23828187 1.31679073 0.81480385 0.54670755
IMAGE:857696  DIXDC1 Hs.446249 DIX domain containing 1 AA633772 11954-0.472039516 -1.58917007 0.38299503 1.10805572 0.43133241 1.07368247
IMAGE:590150  MT2A Hs.534330 Metallothionein 2A AA156031::AA156201 1139100.866559659 0.44551992 0.00554347 -1.42468218 -0.53324638 -0.01712015
IMAGE:41905  KCNK2 Hs.497745 Potassium channel, subfamily K, member 2 R59601::R59661 74421-0.11165647 -0.2925777 1.6260919 0.22915389 -0.45981675 -1.19560076
IMAGE:1604327  FLJ10159 Hs.445244 Hypothetical protein FLJ10159 AA987517::AI820636::AI792031 73735-0.817376386 -0.48154974 -0.24864943 1.83588101 0.57653109 -0.15321113
IMAGE:253725   Hs.596678 Full-length cDNA clone CS0DC013YI04 of Neuroblastoma Cot 25-normalized of Homo sapiens (human) N21972 57163-0.655346384 -1.22185801 -0.4161858 1.46692352 1.1418146 0.72730073
IMAGE:178856     H49517::H49749 66713-0.546109704 -0.73476634 -0.57427617 1.22280294 0.87585665 0.54049968
IMAGE:305408  BXDC1 Hs.372265 Brix domain containing 1 N95073::W23478 108127-0.810520079 -0.87867321 -0.46180322 0.82357297 1.42518663 0.86228436
IMAGE:131653  MRPS12 Hs.411125 Mitochondrial ribosomal protein S12 R23752::R23806 594880.680314875 0.80201511 0.30207233 -1.80827262 -0.56338528 -0.22942748
IMAGE:137794  ACVR2B Hs.517775 Activin A receptor, type IIB R68237::R68531 866880.475559408 1.02992948 0.59035817 -1.06334901 -0.89981802 -1.03301401
IMAGE:238461  ABHD6 Hs.476454 **Abhydrolase domain containing 6 H65410::H65409 2929-1.011366009 -0.84002441 -0.33524466 1.0875686 1.18926416 0.91930869



Gene Set 1 Enriched GO Term P-value

Gene_Set_1_4102 immune response 3.39E-74
Gene_Set_1_4102 response to stress 1.18E-42
Gene_Set_1_4102 intracellular signaling cascade 2.62E-38
Gene_Set_1_4102 response to other organism 8.91E-38
Gene_Set_1_4102 extracellular region 1.20E-34
Gene_Set_1_4102 cell adhesion 4.93E-33
Gene_Set_1_4102 positive regulation of cellular process 1.88E-31
Gene_Set_1_4102 death 2.19E-31
Gene_Set_1_4102 enzyme regulator activity 3.82E-28
Gene_Set_1_4102 extracellular region part 6.02E-28
Gene_Set_1_4102 ATP binding 2.57E-26
Gene_Set_1_4102 cell cycle 1.18E-25
Gene_Set_1_4102 regulation of apoptosis 3.70E-25
Gene_Set_1_4102 negative regulation of cellular process 8.23E-25
Gene_Set_1_4102 peptidase activity 9.37E-25
Gene_Set_1_4102 phosphorylation 5.76E-24
Gene_Set_1_4102 protein kinase activity 1.87E-23
Gene_Set_1_4102 proteolysis 1.92E-23
Gene_Set_1_4102 extracellular matrix (sensu Metazoa) 1.31E-21
Gene_Set_1_4102 humoral immune response 1.44E-21
Gene_Set_1_4102 kinase activity 2.75E-21
Gene_Set_1_4102 endopeptidase activity 3.08E-21
Gene_Set_1_4102 cytoskeleton 1.73E-20
Gene_Set_1_4102 regulation of signal transduction 3.11E-20
Gene_Set_1_4102 protein kinase cascade 9.46E-19
Gene_Set_1_4102 cell differentiation 1.96E-18
Gene_Set_1_4102 GTPase regulator activity 4.96E-18
Gene_Set_1_4102 cytoskeleton organization and biogenesis 1.19E-17
Gene_Set_1_4102 membrane fraction 1.55E-17
Gene_Set_1_4102 regulation of cell cycle 6.49E-17
Gene_Set_1_4102 small GTPase mediated signal transduction 7.64E-17
Gene_Set_1_4102 pyrophosphatase activity 1.71E-16
Gene_Set_1_4102 cellular biosynthesis 2.11E-16
Gene_Set_1_4102 locomotion 1.26E-15
Gene_Set_1_4102 calcium ion binding 1.32E-15
Gene_Set_1_4102 protein biosynthesis 1.45E-15
Gene_Set_1_4102 receptor binding 1.65E-15
Gene_Set_1_4102 GTP binding 4.04E-15
Gene_Set_1_4102 organ development 5.10E-15
Gene_Set_1_4102 cell activation 1.19E-14
Gene_Set_1_4102 induction of apoptosis 1.78E-14
Gene_Set_1_4102 transcription factor binding 5.50E-14
Gene_Set_1_4102 transcription from RNA polymerase II promoter 5.74E-14
Gene_Set_1_4102 humoral defense mechanism (sensu Vertebrata) 6.76E-14
Gene_Set_1_4102 enzyme linked receptor protein signaling pathway 1.11E-13
Gene_Set_1_4102 protein-tyrosine kinase activity 2.21E-13
Gene_Set_1_4102 extracellular space 3.68E-13

Supplementary Table S2. Enriched GO terms. Shown are Gene Ontology (GO) terms significantly 
enriched in 2181 genes induced (Gene Set 1) or 1896 genes repressed (Gene Set 2) in AE (P<0.05; 
FDR<0.05).



Gene_Set_1_4102 GTPase activity 4.51E-13
Gene_Set_1_4102 transmembrane receptor protein tyrosine kinase signaling pathway8.11E-13
Gene_Set_1_4102 complement activation 9.17E-13
Gene_Set_1_4102 protein serine/threonine kinase activity 1.19E-12
Gene_Set_1_4102 regulation of cell proliferation 1.35E-12
Gene_Set_1_4102 antigen processing 3.57E-12
Gene_Set_1_4102 immunological synapse 4.11E-12
Gene_Set_1_4102 enzyme inhibitor activity 5.06E-12
Gene_Set_1_4102 guanyl-nucleotide exchange factor activity 5.57E-12
Gene_Set_1_4102 antigen presentation 6.57E-12
Gene_Set_1_4102 morphogenesis 7.70E-12
Gene_Set_1_4102 small GTPase regulator activity 7.83E-12
Gene_Set_1_4102 hemopoiesis 8.88E-12
Gene_Set_1_4102 serine-type peptidase activity 1.05E-11
Gene_Set_1_4102 transmembrane receptor activity 1.87E-11
Gene_Set_1_4102 T cell activation 2.41E-11
Gene_Set_1_4102 cytoskeletal part 2.42E-11
Gene_Set_1_4102 enzyme activator activity 2.59E-11
Gene_Set_1_4102 nuclear part 4.77E-11
Gene_Set_1_4102 mitotic cell cycle 4.89E-11
Gene_Set_1_4102 receptor complex 5.23E-11
Gene_Set_1_4102 cellular localization 5.41E-11
Gene_Set_1_4102 vacuole 7.78E-11
Gene_Set_1_4102 extracellular matrix structural constituent 8.43E-11
Gene_Set_1_4102 inflammatory response 8.77E-11
Gene_Set_1_4102 regulation of protein metabolism 8.77E-11
Gene_Set_1_4102 I-kappaB kinase/NF-kappaB cascade 1.13E-10
Gene_Set_1_4102 lymphocyte differentiation 1.74E-10
Gene_Set_1_4102 response to abiotic stimulus 1.76E-10
Gene_Set_1_4102 organelle lumen 3.73E-10
Gene_Set_1_4102 regulation of catalytic activity 5.04E-10
Gene_Set_1_4102 cell division 6.01E-10
Gene_Set_1_4102 Rho protein signal transduction 6.08E-10
Gene_Set_1_4102 endomembrane system 6.66E-10
Gene_Set_1_4102 lipid binding 6.77E-10
Gene_Set_1_4102 hydrolase activity, acting on ester bonds 7.10E-10
Gene_Set_1_4102 growth factor binding 8.29E-10
Gene_Set_1_4102 endoplasmic reticulum 9.08E-10

Gene Set 2 Enriched GO Term P-value

Gene_Set_2_4102 lipid metabolism 5.24E-34
Gene_Set_2_4102 cellular lipid metabolism 1.07E-26
Gene_Set_2_4102 organic acid metabolism 7.63E-19
Gene_Set_2_4102 oxidoreductase activity 4.23E-13
Gene_Set_2_4102 fatty acid metabolism 5.51E-13
Gene_Set_2_4102 lipid biosynthesis 1.23E-12
Gene_Set_2_4102 generation of precursor metabolites and energy 2.10E-12
Gene_Set_2_4102 steroid metabolism 6.95E-12
Gene_Set_2_4102 coenzyme binding 1.30E-11
Gene_Set_2_4102 catabolism 7.64E-11



Gene Set # Cytoband Entrez Gene Symbol

1 11q12.1 221 ALDH3B1
1 11q12.1 572 BAD
1 11q12.1 823 CAPN1
1 11q12.1 921 CD5
1 11q12.1 923 CD6
1 11q12.1 1521 CTSW
1 11q12.1 2197 FAU
1 11q12.1 2206 MS4A2
1 11q12.1 2286 FKBP2
1 11q12.1 2950 GSTP1
1 11q12.1 3338 DNAJC4
1 11q12.1 3992 FADS1
1 11q12.1 5007 OSBP
1 11q12.1 5499 PPP1CA
1 11q12.1 5790 PTPRCAP
1 11q12.1 5837 PYGM
1 11q12.1 5920 RARRES3
1 11q12.1 6094 ROM1
1 11q12.1 6520 SLC3A2
1 11q12.1 9049 AIP
1 11q12.1 9092 SART1
1 11q12.1 9158 FIBP
1 11q12.1 10312 TCIRG1
1 11q12.1 10589 DRAP1
1 11q12.1 10897 YIF1A
1 11q12.1 10938 EHD1
1 11q12.1 29901 SAC3D1
1 11q12.1 30008 EFEMP2
1 11q12.1 51338 MS4A4A
1 11q12.1 58475 MS4A7
1 11q12.1 64231 MS4A6A
1 11q12.1 65003 MRPL11
1 11q12.1 79073 TMEM109
1 11q12.1 80198 MUS81
1 11q12.1 219928 MRGPRF
1 11q12.1 220002 CYBASC3
1 11q12.1 245802 MS4A6E
1 11q12.1 283237 TTC9C

  
  

1 19p13.3 997 CDC34
1 19p13.3 1613 DAPK3
1 19p13.3 1675 CFD
1 19p13.3 2208 FCER2

Supplementary Table S3. Genes located in enriched AE-linked 
chromosomal regions. Shown are differentially expressed AE 
genes located within disease suceptibility chromosomal regions 
(cytobands) that are enriched in 2194 genes induced (Gene Set 1) 
or 1908 genes repressed (Gene Set 2) in AE (P<0.05; FDR<0.05).



1 19p13.3 2769 GNA15
1 19p13.3 4542 MYO1F
1 19p13.3 4616 GADD45B
1 19p13.3 5434 POLR2E
1 19p13.3 5442 POLRMT
1 19p13.3 5605 MAP2K2
1 19p13.3 5657 PRTN3
1 19p13.3 5802 PTPRS
1 19p13.3 5990 RFX2
1 19p13.3 7409 VAV1
1 19p13.3 8570 KHSRP
1 19p13.3 8698 S1PR4
1 19p13.3 10148 EBI3
1 19p13.3 10469 TIMM44
1 19p13.3 23370 ARHGEF18
1 19p13.3 23526 HMHA1
1 19p13.3 30835 CD209
1 19p13.3 51341 ZBTB7A
1 19p13.3 55009 C19orf24
1 19p13.3 55643 BTBD2
1 19p13.3 56927 GPR108
1 19p13.3 56931 DUS3L
1 19p13.3 84266 ALKBH7
1 19p13.3 84330 ZNF414
1 19p13.3 84823 LMNB2
1 19p13.3 91304 C19orf6
1 19p13.3 125988 P117
1 19p13.3 126282 TNFAIP8L1
1 19p13.3 126308 MOBKL2A
1 19p13.3 126328 NDUFA11

  
  

1 3p21.31 327 APEH
1 3p21.31 1154 CISH
1 3p21.31 2876 GPX1
1 3p21.31 3373 HYAL1
1 3p21.31 3615 IMPDH2
1 3p21.31 3913 LAMB2
1 3p21.31 4134 MAP4
1 3p21.31 5580 PRKCD
1 3p21.31 7375 USP4
1 3p21.31 7866 IFRD2
1 3p21.31 7867 MAPKAPK3
1 3p21.31 10641 TUSC4
1 3p21.31 11070 TMEM115
1 3p21.31 11186 RASSF1
1 3p21.31 11334 TUSC2
1 3p21.31 11344 TWF2
1 3p21.31 29925 GMPPB
1 3p21.31 51246 SHISA5
1 3p21.31 51368 TEX264
1 3p21.31 79714 CCDC51

  



  
1 16p11.2 3683 ITGAL
1 16p11.2 3684 ITGAM
1 16p11.2 3687 ITGAX
1 16p11.2 8479 HIRIP3
1 16p11.2 10295 BCKDK
1 16p11.2 10421 CD2BP2
1 16p11.2 10423 CDIPT
1 16p11.2 26000 TBC1D10B
1 16p11.2 27040 LAT
1 16p11.2 79077 XTP3TPA
1 16p11.2 83985 SPNS1
1 16p11.2 112476 PRRT2
1 16p11.2 146542 ZNF688
1 16p11.2 260434 PYDC1

  
  

1 19q13.2 945 CD33
1 19q13.2 951 CD37
1 19q13.2 2217 FCGRT
1 19q13.2 2323 FLT3LG
1 19q13.2 2359 FPR3
1 19q13.2 3903 LAIR1
1 19q13.2 5653 KLK6
1 19q13.2 5655 KLK10
1 19q13.2 8541 PPFIA3
1 19q13.2 11012 KLK11
1 19q13.2 11025 LILRB3
1 19q13.2 11202 KLK8
1 19q13.2 22809 ATF5
1 19q13.2 23636 NUP62
1 19q13.2 26121 PRPF31
1 19q13.2 79042 TSEN34
1 19q13.2 91663 MYADM
1 19q13.2 147657 ZNF480

  
  

1 19p13.2 439 ASNA1
1 19p13.2 976 CD97
1 19p13.2 1032 CDKN2D
1 19p13.2 1785 DNM2
1 19p13.2 1936 EEF1D
1 19p13.2 3337 DNAJB1
1 19p13.2 3385 ICAM3
1 19p13.2 5585 PKN1
1 19p13.2 8666 EIF3G
1 19p13.2 9592 IER2
1 19p13.2 10498 CARM1
1 19p13.2 11140 CDC37
1 19p13.2 28974 C19orf53
1 19p13.2 51073 MRPL4
1 19p13.2 56342 PPAN
1 19p13.2 57572 DOCK6



1 19p13.2 84261 FBXW9
1 19p13.2 90378 SAMD1

  
  

1 3p25.3 2199 FBLN2
1 3p25.3 5894 RAF1
1 3p25.3 6396 SEC13
1 3p25.3 7428 VHL
1 3p25.3 7476 WNT7A
1 3p25.3 9797 TATDN2
1 3p25.3 10533 ATG7
1 3p25.3 23225 NUP210
1 3p25.3 79885 HDAC11

  
  

1 12q13.12 3225 HOXC9
1 12q13.12 3489 IGFBP6
1 12q13.12 3695 ITGB7
1 12q13.12 3852 KRT5
1 12q13.12 4778 NFE2
1 12q13.12 6895 TARBP2
1 12q13.12 9700 ESPL1
1 12q13.12 54458 PRR13
1 12q13.12 60314 C12orf10
1 12q13.12 84926 SPRYD3

  
  

1 19p13.12 684 BST2
1 19p13.12 1311 COMP
1 19p13.12 3718 JAK3
1 19p13.12 8178 ELL
1 19p13.12 9244 CRLF1
1 19p13.12 10437 IFI30
1 19p13.12 23149 FCHO1
1 19p13.12 54555 DDX49
1 19p13.12 79016 DDA1
1 19p13.12 79036 C19orf50
1 19p13.12 79709 GLT25D1
1 19p13.12 170436 LOC696405

  
  

1 1q21.3 1513 CTSK
1 1q21.3 1520 CTSS
1 1q21.3 3713 IVL
1 1q21.3 4170 MCL1
1 1q21.3 5692 PSMB4
1 1q21.3 6281 S100A10
1 1q21.3 6700 SPRR2A
1 1q21.3 11000 SLC27A3
1 1q21.3 27173 SLC39A1
1 1q21.3 54544 CRCT1
1 1q21.3 57530 CGN
1 1q21.3 163778 SPRR4



  
  

1 19q13.13 581 BAX
1 19q13.13 2512 FTL
1 19q13.13 2523 FUT1
1 19q13.13 2769 GNA15
1 19q13.13 6141 RPL18
1 19q13.13 51171 HSD17B14
1 19q13.13 57664 PLEKHA4

  
  

1 5q32 475 ATOX1
1 5q32 1452 CSNK1A1
1 5q32 3340 NDST1
1 5q32 5159 PDGFRB
1 5q32 6678 SPARC
1 5q32 206358 SLC36A1

  
  

1 17q11.2 230 ALDOC
1 17q11.2 2124 EVI2B
1 17q11.2 2319 FLOT2
1 17q11.2 3965 LGALS9
1 17q11.2 5717 PSMD11
1 17q11.2 7756 ZNF207
1 17q11.2 9703 KIAA0100
1 17q11.2 28964 GIT1
1 17q11.2 83871 RAB34
1 17q11.2 84282 RNF135

  
  

1 14q11.2 5721 PSME2
1 14q11.2 6035 RNASE1
1 14q11.2 6039 RNASE6
1 14q11.2 7051 TGM1
1 14q11.2 9056 SLC7A7
1 14q11.2 9878 TOX4
1 14q11.2 10379 IRF9
1 14q11.2 10548 TM9SF1
1 14q11.2 26277 TINF2
1 14q11.2 29082 CHMP4A
1 14q11.2 122664 TPPP2

  
  

1 12q13.13 1019 CDK4
1 12q13.13 2065 ERBB3
1 12q13.13 4035 LRP1
1 12q13.13 4327 MMP19
1 12q13.13 10106 CTDSP2
1 12q13.13 10956 OS9
1 12q13.13 23344 FAM62A
1 12q13.13 79888 LPCAT1
1 12q13.13 92979 MARCH9



1 12q13.13 116986 CENTG1
  
  

1 2q33.3 1493 CTLA4
1 2q33.3 8828 NRP2
1 2q33.3 10152 ABI2
1 2q33.3 29851 ICOS

  
  

1 16q12.2 1459 CSNK2A2
1 16q12.2 4313 MMP2
1 16q12.2 4494 MT1F
1 16q12.2 4499 MT1M
1 16q12.2 10300 KATNB1
1 16q12.2 29105 C16orf80
1 16q12.2 84166 NLRC5

  
  

2 12q13.11 362 AQP5
2 12q13.11 2819 GPD1
2 12q13.11 3855 KRT7
2 12q13.11 4891 SLC11A2
2 12q13.11 23017 FAIM2
2 12q13.11 25840 METTL7A
2 12q13.11 25875 LETMD1

  
  

2 15q21.3 55329 MNS1
2 15q21.3 55930 MYO5C
2 15q21.3 84952 CGNL1
2 15q21.3 145783 LOC145783

  
  

2 3q22.1 5096 PCCB
2 3q22.1 22808 MRAS
2 3q22.1 80321 CEP70



SAM GROUP ARRAY NAME INDIVIDE # SKIN TYPE BODY POSITION

1 SHDD222 AE-1L Lesional leg

1 SHDD225 AE-2L Lesional arm

1 SHDD227 AE-3L Lesional leg

1 SHDD208 AE-4L Lesional back

1 SHDD215 AE-6L Lesional back

1 SHDD219 AE-7L Lesional back

2 SHDD223 AE-1M M sympodialis back

2 SHDD226 AE-2M M sympodialis back

2 SHDD228 AE-3M M sympodialis back

2 SHDD213 AE-5M M sympodialis back

2 SHDD216 AE-6M M sympodialis back

2 SHDD220 AE-7M M sympodialis back

3 SHDD221 AE-1P PBS back

3 SHDD224 AE-2P PBS back

3 SHDD207 AE-4P PBS back

3 SHDD211 AE-5P PBS back

3 SHDD214 AE-6P PBS back

4 SHDD237 H-1N normal back

4 SHDD241 H-2N normal back

4 SHDD244 H-3N normal back

4 SHDD247 H-4N normal back

5 SHDD239 H-1M M sympodialis back

5 SHDD243 H-2M M sympodialis back

5 SHDD246 H-3M M sympodialis back

5 SHDD249 H-4M M sympodialis back

6 SHDD238 H-1P PBS back

6 SHDD242 H-2P PBS back

6 SHDD245 H-3P PBS back

6 SHDD248 H-4P PBS back

Supplementary Table S4. Overview of skin biopsy samples that were used 
in the SAM approach to identify differentially expressed genes in AE and 
healthy skin. Shown are six groups of samples representing skin from atopic 
eczema patients (SAM group 1-3: AE-L, AE-M, AE-P) and healthy control 
individuals (SAM group 4-6: H-N, H-M, H-P). Corresponding microarray slide 
name are given for each sample using the same nomenclature as is used in the 
Stanford Microarray Database (SMD).


