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The nucleotide sequence of the Gy1 glycinin storage protein gene is shown below. It
was obtained by sequencinq both strands of the gene contained in lambda DA28-30, a clone
isolated from a genomic library prepared using leaf DNA from the soybean variety Dare. The
transcribed region is shown in bold type and the first base in this region is considered +1.
Potential regulatory sequences are shown in bold underlined type. These include the CACA (-
428) and CATGCAT elements (-109 and -253), le9umin box (-90 to -117), TATA box (-32) and
polyadenylation signals (2498 and 2612). This sequence is discussed in Nielsen et al.
(1989) P1ant Cell 1:313-328, and is accession number X15121 in the EMBL database.

-638 TAGCCTAAGT ACGTACTCAA AATGCCAACA AATAAAAAAA AAGTTGCTTT AATAATGCCA AAACAAATTA ATAAAACACT TACAACACCG GATTTTTTTT
-538 AATTAAAATG TGCCATMTAG GATAAATAGT TAATATTTTT AATAATTATT TAAAAAGCCG TATCTACTAA AATGATTTTT ATTTGGTTGA AAATATTAAT
-438 ATGTT AAAT CAACACAATC TATCAAAATT AAACTAAAAA AAAAATAAGT GTACGTGGTT AACATTAGTA CAGTAATATA AGAGGAAAAT GAGAAATTAA
-338 GAAATTGAA GCGAGTCTA TTTTTAAATT ATGAACCTGC ATATATAAAA GGAAAGAAAG AATCCAGGAA GAAAAGAAAT GAAACCAT6C ATGGTCCCCT
-238 CGTCATCACG AGTTTCTGCC ATTTGCAATA GAAACACTGA AACACCTTTC TCTTTGTCAC TTAATTGAGA TGCCGAAGCC ACCTCXACC TAACTTCA
-138 TGAGGTGTAG CACCCAAGGC TTCCATAGCC ATSCATACTG AAGAATGTCT CAAGCTCAGC ACCCTACTTC TGTGACGTTG TCCCTCATTC ACCTTCCTCT

MetAlaLysL
-38 CTTCCCTATA AATAACCACG CCTCAGGTTC TCCGCTTCAC AACTCAAACA TTCTCCTCCA TTGGTCCTTA AACACTCATC GTCATCACC ATGGCCAAGC

euValPfih ReuCysPhe LeuLeuPheS erGlyCysCy sPheAlaPhe SerSerArgG luGlnProGl nGlnAsnGlu CysGInIleG lnLysLeuAs
63 TAGTTTTTTC CCTGTTTT CTGCTTTTCA GTGGCTGCTG MC6CTTTC AGTTCCAGAG AGCAGCCTCA GCAAAACGAG TCCCAGATCC AAAAACTCAA

nAlaLeuLys ProAspAsnA rgIleGluSe rGluGlyGly LeulleGluT hrTrpAsnPr oAsnAsnLys ProPheGlnC ysAlaGlyVa lAlaLeuSer
163 TGCCCTCAAA CCGATAACC GTATAGAGTC AGAAGBAGG CTCATTGAG CATGGAACCC TAACAACAAG CCATTCCAGT GTGCCGGT6T TGCCCTCTCT

ArgCysThrL euAsnArgAs nAlaLeuArg ArgProSerT yrThrAsnGl yProGlnGlu IleTyrIleG inGlnG
263 CGCTGCACCC TCAACCGCAA CGCCCCTCGT AGACCTMCCT ACACCAACGG TCCCCAGGAA ATCTACATCC AACAAGGTCC ATCTTGTCCA AACTTCACAT
363 ATAAATATAT AATAGACTTA AATATGTTTA AG66TTTGAT AAATCGGG ATMATTTT ArATTTTTAA TAAmmT TGTMGAGT TTTTATATAT
463 TAAAATTM GTTTTATTT CTTCCATATG AC6TAACATA ATCATATCAT TGATAATGTT GGGTTCCTAA TTTTTTm TGTTGTM TGTAATAT6A

lyLysG lyllePheGi yMetIleTyr ProGlyCysP roSerThrPh eGluGluPro GlnGlnProG InGlnArgGl yGlnSerSer ArgProGInA
563 ATAGGTAAGG GTATTTTGG6 CATGATATAC CCGGGTT6TC CTA6CACATT TGAAGAGCCT CAACAACCTC AACAACAACA C CCACAA6

spArgHisGl nLyslleTyr AsnPheArgG luGlyAspLe ulleAlaVal ProThrGlyV alAlaTrpTr pMetTyrAsn AsnGluAspT hrProValVa
663 ACCGTCACCA GAAGATCTAT AACTTCA6AG AC6GT6ATTT 6ATCCCAGT6 CCTACTGGTG TTGCATG6TG 6ATGTACAAC AATGAA6ACA CTCCT6TTGT

lAlaValSer IleIleAspT hrAsnSerLe uGluAsnGln LeuAspGlnM4 etProArg
763 TGCCGTMCT ATTATTGACA CCAACAGCTT 6CA6AACCAC CTC6ACCAGA T6CCTAGT CAGCCACATA GCAATATTAG ATATTATAAT TCTTTAAAGG
863 MAAATATC ATTTTA6TTC GTGGAGTT6C ACTTTCTAAT TTAGTACCTA TAGATTAAAA TATGCCAATT GAATCCTTAT AGTTGTGM TTTTATCCAA
963 TTTGGTCTT 6TCMTGAAAT AAAT6GACAA TATTGTAGCT GATAAAAAAA G6AAACTGGA CTACATTGTA AC6TTAA6AT TAGAATTC AAGTTCTAAT

A rgPheTyrLe uAlaGlyAsn GInGluGlnG luPheLeuLy sTyrGInGln
1063 ACTA6CT6GT TACAGATT6A CAACTATTT6 TTTTACAAT TCTTG6CAGA CATTCTATCT T6CTGGGAC CAACGCAA6 AGMCTAAA ATATCA6CAA

GluGlnGlyG lyHisGlnSe rGlnLysGly LysHisGlnG lnGluGluGl uAsnGluGly GlySerIleL euSerGlyPh eThrLeuGlu PheLeuGluH
1163 CAGCAA66AC GTCATCAAAG CCAGAAAGGA AA6CATCA6C AAGAAGAACA AAACGAA6GA CCAGCATAT TGACT6CCTT CACCCT66AA TTCTT6GAAC

isAlaPheSe rValAspLys GinIleAlaL ysAsnLeuGl nGlyGluAsn GluGlyGluA spLysGlyAl aIleValThr ValLysGlyG lyLeuSerVa
1263 ATGCATTCAG CGT6ACAAG CACATAGCGA AAAACCTACA AGGAGAGAAC 6AAGGGGAAG ACAA6GGACC CATTGTCACA GTGAAAGGAG GTCT6AGC6T

1IleLysPro ProThrAspG luGinGlnGl nArgProGln GluGluGluG luGluGluGl uAspGluLys ProGlnCysL ysGlyLysAs pLysHisCys
1363 6ATAAAACCA CCCACCAGC6 AGCAGCAACA AAGACCCCAG AAGAAAG AA6AAAGA GGT6GA6AG CCACAGTGCA AGGTAAAGA CAAACACT6C

GlnArgProA rgGlySerGI nSerLysSer ArgArgAsnG lyIleAspGl uThrIleCys ThrMetArgL euArgHlsAs nIleGlyGln ThrSerSerP
1463 CAACGCCCCC GAGGAAGCCA AAGCAAAAGC AGAAGAAATG GCATTCACCA CACCATATGC ACCATCAGAC TTCGCCACAA CATTGGCCAG ACTTCATCAC

roAsptIeTy rAsnProGln AlaGlySerV alThrThrAl aThrSerLeu AspPheProA leLeuSerTr pLeuArgLeu SerAlaGluP heGlySerLe
1563 CTIACATCTA CAACCCTCAA GCCGGTAGC6 TCACAACCGC CACCAGCCTT 6ACTTCCCA6 CCCTCTCGTG GCTCAGACTC A6TGCTCAGT TTC6ATCTCT

uArgLys
1663 C CCGA66TAC6TACATCAT TCATCAAAGA TCAACATACA TTTATACATT AAACTAATAT TTGTTGCCAA ATAMATTA ATTTTATTGA TAATTAATTT
1763 TTTTAGAAAA MGMAT CACTTTTAAT GGA6TCTTTC ATCTTAATTA CATTATTTAT ACTTACTA ATATMATT 6ATTAATAAT AATCTTAAT
1863 ACACTATAAA ATGTCT6ACC GACTTATCTT AACACTTGCA TCCATTCTAT CTTTTCTGTC TTTATATATA GAAATAGA GAAAUAA TTG

As nAlaMetPhe
1963 ATGAAAAAAG CAAAACAAAA AATAGTATTA TTATAAAAAT ATTGAT6AA TTTGTT6TCA CTCMT6CAT6 CATTBATGTA CGCAGAA TGCAATGTTC

ValProHisT yrAsnLeuAs nAlaAsnSer IleIleTyrA laLeuAsnGl yArgAlaLeu IleGlnValV alAsnCysAs nGlyGluArg ValPheAspG
2063 GTGCCACACT ACAACCTGAA C6CGAACAGC ATAATATACG CATTGAATGG ACCGGCATTG ATACAAGTGG TCAATTGCAA C0GTGAGAGA 6TGTMATG

lyGluLeuGl nGluGlyArg ValLeutleV alProGlnAs nPheValVal AlaAlaArgS erGlnSerAs pAsnPheGlu TyrValSerP heLysThrAs
2163 GAGABCTGCA AGAGGGACGC GTGCTGATCG T6CCACAAAA CTGTGGTG GCTGCAAGAT CACAMT6A CAACTTCGAC TATGTGTCAT TCAAQACCAA

nAspThrPro MetIleGlyT hrLeuAlaGl yAlaAsnSer LeuLeuAsnA laLeuProGl uGluValIle GlnHisThrP heAsnLeuLy sSerG6nGln
2263 TCATACACCC ATCATCCGCA CTCTT6CAGG GGCAAACTCA TT6TTCAAC6 CATTACCAGA GGAT6ATT CA6CACACTT TCAACCTAAA AAGCCAGCAG

AlaArgGinI leLysAsnAs nAsnProPhe LysPheLeuV alProProGi nGluSerG6n LysArgAlaV alAla *
2363 CCCAGCAGA TAAAGAACAA CAACCCTTTC AAGTTCCTGG TTCCACCTCA CCA6TCTCAG AAGAGACTG TGCTTAGAG CCC"TTTTGT ATGTGCTACC
2463 CCACTTTTGT CTTTTTGGCA ATA6TGCTAC CAACCAATM ATAATAATAA TAATAATAA TAALAAACA A CMAG CTTMCCTTTT GTTCACTGTA
2563 AAATAATAAT GTAAGTACTC TCTATAATA GTCACAAC YTTTGC6GGA ATAAAAUGC AAATTCCAAT AGTTTTCTG TCAAATCTTC TTTTGTCTCT
2663 CTCTCTCTCT CTTTTTTTTT TCTTTCTTCT GAGCTTCTTG CAAAACAAAX UEXXCAAT AACGATTGGT CCAATGATAG TTAGCTTGAT CGATGATATC
2763 TTTAGGAAGT GTTGGCAGGA CAGGACATGA TGTAGAAGAC TAAAATTGAA AGTATTGCAG ACCCAATAGT TGAAGATTAA CTTTAAGAAT GAAGACGTCT
2863 TATCAGGTTC TTCATGACTT GGAGCTC
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