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Complete nucleotide sequence of the gene encoding a glycinin A,B,, subunit precursor of soybean
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We have determined the complete nucleotide sequence of a A_B gene of
glycinin, the most abundant storage protein of soybean, using the cBNa as a
probe (1). The gene spans 2864- base pairs from the capsite (J) to the 3'-end
€Y, and is interrupted by three intervening sequences occurring in the mRNA
sequence coding for Gly-75 (between the first letter and the second letter of
that codon) and Arg-159 of A_ subunit region, and for Lys-338 of B subunit
region. The TATA sequence (=31, -23) and the AATAAA polyadenylatiog signal
(+2843 - +2848) are underlined. Detailed analysis of the 5'-flanking region
is presented elsewhere (2).

tctggcaattgecatgecaatacaaacacacttggtatttgtcacataatgttgatgtcgaactgt: tgaacttaatgaggtgtaacacacaaggctt -121
ccatagccatgcatac gtctcaaget ccactcctgtgacgtgtccctecacccaccttectetettecectataaataaccacgectecaggttetecgett -1
-18 -10 TATA-box 1
' (exon 1) MetAlalysLeuValLeuSerLeuCysPheLeulLeuPheSerGlyCysPheAlaleuArgGluGlnAla
CACAACACAAACATTCTCTCCATTGTCTTTGAACACTCATCACCATGGCCAAGCTTGTTCTTTCCCTTTGTTTCCTTCTTTTCAGTGGCTGCTTCGCCTTGAGAGAGCAGGCA 113
(+1) cap site 20 30 40
GlnGlnAsnGluCysGlnIleGlnLysLeuAsnAlaLeulysProAspAsnArgIleGluSerGluGlyGlyPheIleGluThrTrpAsnProAsnAsnLysProPheGlnCys
CAGCAAAATGAGTGCCAGATCCAAAAGCTGAATGCCCTCAAACCGGATAACCGTATAGAGTCGGAAGGTGGGTTCATTGAGACCTGGAACCCTAACAACAAGCCATTCCAGTGT 227
AlaGlyValAlaLeuSerArgCysThrLeuAsnArgAsnAlaleuArgArgProSerTyrThrAsnGlyProGlnGlulleTyrIleGlnGlnG
GCCGGTGTTGCCCTCTCTCGCTGCACCCTTAACCGCAATGCCCTTCGTAGACCTTCCTACACCAACGGTCCCCAGGAAATCTACATACAACAAGgtccataatcttgtttaattt 342
tttttttatcagatgttaatggttagtttttgttagtaaaattgattgaaactgtggcttttgtttttcttcttaaccgtccaacctatcttatatattcaaattaataataac
lyAsnGlyIle
ttgtttcaatttctcagttttgtgaaaccatgcattttgaaaagaaaatggttatgctaatgttttttttttctttgtgttgttgtgtaatatatatgaatagGTAATGGTATl‘ 570
(exon 2) 100 110
PheGlyMetI1ePheProGlyCysProSerThrTyrG1nG1uProGlnG1uSerG1nGlnArgGIyArgSerG1nArgProGlnAspArgH:\sGlnLysVal.HuArgPheArg
TTTGGCATGATATTCCCGGGTTGTCCTAGCACTTATCAAGAGCCGCAAGAATCTCAGCAACGAGGACGAAGCCAGAGGCCCCAAGACCGTCACCAAAAGGTACATCGCTTCAGA 684
GluGlyAspLeulleAlaValProThrGlyValAlaTrpTrpMetTyrAsnAsnGluAspThrProValValAlaValSerIleIleAspThrAsnSerLeuGluAsnGlnLeu
GAGGGTGATTTGATCGCAGTGCCTACTGGTGTTGCATGGTGGATGTACAACAATGAAGACACTCCTGTTGTTGCCGTTTCTATTATTGACACCAACAGCTTGGAGAACCAGCTC 798
AspGlnMetProArg
GACCAGATGCCTAGGgtgagaccacatagcaatattagatattataattctttaaaggtttaaatatcattttagttcgtggagttgcactttctaatttagtacctatagatt 912

aaaatatgccaattggatccttatagttgtgtttttttatccaatttggttcttgtetty tattgtage tggac ta 1026
160 (exon 3) 170
ArgPheTyrLeuAlaGlyAsnGlnGluGlnGlu

acgttaagattagaattcttaagttc tatttgttttgacaattct: ATTCTATCTTGCTGGGAACCAAGAGCAAGAG 1138

Phel.euLys’l‘yrGlnGlnGlnGlnG1nG1yGlySerGlnSerGlnLysGlyLysG1nGlnG1uGluGluAsnG1uGlySerAsnI leLeuSerGlyPheAlaProGluPheLeu
TTTCTAAAATATCAGCAGCAGCAGCAAGGAGGTTCCCAAAGCCAGAAAGGAAAGCAACAAGAAGAAGAAAACGAAGGAAGCAACATATTGAGTGGCTTCGCCCCTGAATTCTTG 1252
LysGluAlaPheGlyValAsnMetGlnIleValArgAsnLeuGlnGlyGluAsnGluGluGluAspSerGlyAlalleValThrValLlysGlyGlyLeuArgValThrAlaPro
AAAGAAGCGTTCGGCGTGAACATGCAGATAGTGAGAAACCTACAAGGTGAGAACGA TAGTGGAGCCATTGTGACAGTGAAAGGAGGTCTAAGAGTCACAGCTCCA 1366

250 260 270
AlaHetArgLysProGlnGlnGluG1uAspAspAspAspGluGluGIuGlnProGInCysValGluThrAspLysGIyCysG1nArgG1nSerLysArgSerArgAs¥lyIle
GCCATGAGGAAGCCACAGCAAGAAGAAGATGATGATGATGAGGAAGAGCAGCCACAGTGCGTGGAGACAGACAAAGGTTGCCAACGCCAAAGCAAAAGGAGCAGAAATGGCATT 1480
AspGluThrIleCysThrMetArgLeuArgGlnAsnIleGlyGlnAsnSerSerProAsplle TyrAsnProGlnAlaGlySerIleThrThrAlaThrSerLeuAspPhePro
GATGAGACCATTTGCACAATGAGACTTCGCCAAAACATTGGTCAGAATTCATCACCTGACATCTACAACCCTCAAGCTGGTAGCATCACAACCGCCACCAGCCTTGACTTCCCA 1594
AlaLeuTrpLeuLeulysLeuSerAlaGlnTyrGlySerLeuArglLys
GCCCTCTGGCTTCTCAAACTCAGTGCCCAGTATGGATCACTCCGCAAGgtacgtacatcatacatgttataaattaage tgt ggtaatagttatatat 1708
agtaattaaaatgtgtgacgacaaagttatcttagcacttgcatatgcattattcatgtgetttttttttatatatagaaatgeccgaagttattaagtagtcacagtttecttg 1822
tgtcgattttactaatctaattaatctctgecatgagatgtaattatgecatgtgttattaatttttgttacatgtgatacaattagtagataattttgtecctttagatatatgac 1936
tcatgagtatgaaatttttttcaaccttgaaaaatttgtttttgacttt tactttgat tttttgte ttctgattca 2050

caaaaacatatttttctatgagactatatattgacatgtgataaaatacctgataataatt agg agatagtgagataattaattaatatc 2164
(exon 4)
AsnAlaMetPhe
atg: t taataatat taacatgttgtg: gtacacttgcatggatattgatgtatggtgcagAATGCTATGTTC 2278

Val ProHisTyrThrLeuAsnAlaAsnSerlle lle'l‘yrAlaLeuAsnGlyArgA1aLeuValGlnValValAanysAsnG1yGluArgValPheAspGlyGluLeuGlnGlu
GTGCCACACTACACCCTGAACGCGAACAGCATAATATACGCATTGAATGGGCGGGCATTGGTACAAGTGGTGAATTGCAATGGTGAGAGAGTGTTTGATGGAGAGCTGCAAGAG 2392
GlyGlyValLeulleValProGlnAsnPheAlaValAlaAlaLysSerGlnSerAspAsnPheGluTyrValSerPheLysThrAsnAspArgProSerIleClyAsnLeuAla
GGAGGGGTGCTGATCGTTCCACAAAACT TTGCGGTGGCTGCAAAATCCCAGAGCGATAACTTTGAGTATGTGTCATTCAAGACCAATGATAGACCCTCGATCGGAAACCTTGCA 2506
GlyAlaAsnSerLeuLeuAsnAlaLeuProGluGluValIleGlnHisThrPheAsnLeulysSerGlnGlnAlaArgGlnValLysAsnAsnAsnProPheSerPheLeuval
GGGGCAAACTCATTGTTGAACGCATTGCCAGAGGAAGTGATTCAGCACACTTTTAACCTAAAGAGCCAGCAGGCCAGGCAGGTGAAGAACAACAACCCTTTCAGCTTCCTTGTT 2620
ProProGlnGluSerGlnArgArgAlaValAla***
CCACCTCAGGAGTCTC. A TGTGGCTT CCCTTTTGCATGTGCTACCACACTTTTGCCTTTTGGGCTCTAGCTAGTGCTGGTAGCAGTAAATAAGAATGAAT 2734
AAAAGAAACAAAGGCTTAGATGCCCTTTGTTAAGTGCAGAATAACGGGTATAGTAACTATGTACCCTTGTGTAATGAGTCACTCAAGTACCTATGCGGGAAAAGCATAAATAAA 2848
4% poly (A) signal
AGAAGAAATTCCAATAaattttctgtccaatctcttttcttttctttttattectttctatecttct tattgttgataac.......c00.... 2948
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