[bookmark: OLE_LINK1][bookmark: OLE_LINK2][bookmark: _GoBack]Additional file 3. Phylogenetic data of Figure 1.
>AtPDAT1
MPLIHRKKPTEKPSTPPSEEVVHDEDSQKKPHESSKSHHKKSNGGGKWSCIDSCCWFIGCVCVTWWFLLFLYNAMPASFPQYVTERITGPLPDPPGVKLKKEGLKAKHPVVFIPGIVTGGLELWEGKQCADGLFRKRLWGGTFGEVYKRPLCWVEHMSLDNETGLDPAGIRVRAVSGLVAADYFAPGYFVWAVLIANLAHIGYEEKNMYMAAYDWRLSFQNTEVRDQTLSRMKSNIELMVSTNGGKKAVIVPHSMGVLYFLHFMKWVEAPAPLGGGGGPDWCAKYIKAVMNIGGPFLGVPKAVAGLFSAEAKDVAVARAIAPGFLDTDIFRLQTLQHVMRMTRTWDSTMSMLPKGGDTIWGGLDWSPEKGHTCCGKKQKNNETCGEAGENGVSKKSPVNYGRMISFGKEVAEAAPSEINNIDFRGAVKGQSIPNHTCRDVWTEYHDMGIAGIKAIAEYKVYTAGEAIDLLHYVAPKMMARGAAHFSYGIADDLDDTKYQDPKYWSNPLETKLPNAPEMEIYSLYGVGIPTERAYVYKLNQSPDSCIPFQIFTSAHEEDEDSCLKAGVYNVDGDETVPVLSAGYMCAKAWRGKTRFNPSGIKTYIREYNHSPPANLLEGRGTQSGAHVDIMGNFALIEDIMRVAAGGNGSDIGHDQVHSGIFEWSERIDLKL
>AtPDAT2
MSPLLRFRKLSSFSEDTINPKPKQSATVEKPKRRRSGRCSCVDSCCWLIGYLCTAWWLLLFLYHSVPVPAMLQAPESPGTRLSRDGVKAFHPVILVPGIVTGGLELWEGRPCAEGLFRKRLWGASFSEILRRPLCWLEHLSLDSETGLDPSGIRVRAVPGLVAADYFAPCYFAWAVLIENLAKIGYEGKNLHMASYDWRLSFHNTEVRDQSLSRLKSKIELMYATNGFKKVVVVPHSMGAIYFLHFLKWVETPLPDGGGGGGPGWCAKHIKSVVNIGPAFLGVPKAVSNLLSAEGKDIAYARSLAPGLLDSELLKLQTLEHLMRMSHSWDSIVSLLPKGGEAIWGDLDSHAEEGLNCIYSKRKSSQLSLSNLHKQNYSLKPVSRVKEPAKYGRIVSFGKRASELPSSQLSTLNVKELSRVDGNSNDSTSCGEFWSEYNEMSRESIVKVAENTAYTATTVLDLLRFIAPKMMRRAEAHFSHGIADDLDDPKYGHYKYWSNPLETKLPEAPEMEMYCLYGVGIPTERSYIYKLATSSGKCKSSIPFRIDGSLDGDDVCLKGGTRFADGDESVPVISAGFMCAKGWRGKTRFNPSGMDTFLREYKHKPPGSLLESRGTESGAHVDIMGNVGLIEDVLRIAAGASGQEIGGDRIYSDVMRMSERISIKL
>Gh_A06G1697
MSLLRRRKHPFNESFRKPEKEHENGDFSYESKRKKIAYEHEEERPLSKWSCFDTWCWLIGCVCVTWWFILFLYNAMPASFPKYVTEVITGPLPDPPGVKLRKLGLTAKHPVVFVPAAVTGGLELWEGRKCAQGLFRKRLWGGTYGDVYKRPQCWVEHMSLDNETGMDPCGIRVRPISGLVTADGFGSGCFVWTTLVSNLARIGYEEKTMFMAAYDWRLSFQNTQVRDQTLSRIKNNIELMVATSGGQKVVIIPHSTGALFFLHFMKWVEAPPPMGGGGGPYWCSKHIKAVVNIAAPFLGVPKAIPLFLSAESKDISLVRAIAPGFFENDIFQPQILQHVMRLSHSWDSTVSMIPRGGDTIWGGLDWSPEEGYSCDQKREMKNSTLVTNPARAKSAISLTRSANFGRIVSFGKDVAEAPSNDIDRIDFKGAVKGHRAENRTCRDLWTEYHGMGFEGIKAFADYKTYTAESIVELLHFVAPKMMTRSTAHFSYGIADNMDDPKYKHYKYWSNPLETTLPNAPEMEIFTFYGTGLLTERAYIYKLSPTAECHIPFQIDSSTNDEETCLKGGVYSVDGDGTVPVLSAGFMCAKAWHGKTKFNPSGIRTYLREYRHSPPTTLLEGRGTLSCAHVDIMRNFALIEDVIRIAAGASGEELGGNRVHSNIFKWSEKINLQL
>Gh_A08G2194
MNKPLSFYRSYFLSKTMSFLRRRNSTDSSKTRIADPNIEKDGADDDDKKKDQYKIPQRRNSGSKKWSCWDNCCWFIGFICSIWWFCLFLYNTMPDSIPQFVTMAITGPLPDPPGVKLRKEGLTANHPVVLVPGVVTGGLELWEGRHCAEGLLGKRLWGGSFGEFYKRPLCWLEHISLDNDTGFDPPGIRVRPVTGLVAADYFATGYFVWAVVIANLAHIGYEEKSLYMAAYDWRLSFQNTEIRDQSLTRIKSNIELLVATHGGKKVVVLPHSMGVQYFLHFMKWVETPAPRGGGGGPDWCAKHIKAIMNIGAPFLGSPKSIALHFSIEVRDIAALRAQAPGLLDKDVLGLQTFKHLMRMFRTWDATFSMIPKGGETIWGGLDWSPETETVNNSAKKGTDNSTRNTGGNGNICDTKGVNYGRLISFSKDWAETHSSKIERVDFKHVAKGDKLTNSSNCDIWLEYHEMGNRAIKAVADHEVYTAGSILDLLHYVAPKLMARGASHFSYGIADDLDDPKYDQYKYWSNPLETKLPNAPDMEIYSLYGVGLPTERGYIYKVAPPSDCSIPFQIDTSVDGDSEDSCLRGGVFSGDGDETVPIISAGFMCAKGWRGKTRFNPSGIRTYNREYKHAPPANLLEGRGTQSGSHVDLLGNFALIEDVLRVAAGATGEDIGGDRVYSDIFKWSERINIKL
>Gh_D06G2068
MPASFPKYVTEVITGPLPDPPGVKLRKLGLTAKHPVVFVPAAVTGGLELWEGRKCAQGLFRKRLWGGTFGDVYKRPQCWVEHMSLDNETGMDPCGIRVRPISGLVTADGLGSGYFVWTTLVSNLARIGYEEKTMFMAAYDWRLSFQNTQVRDQTLSRIKNNIELMVATRGGQKAVIIPHSAGALFFLHFMKWVEAPPPMGGGGGPYWCSKHIKAVVNIAAPFLGVPKAIPLFLSAESKDVSLVRAIAPGFLENDIFQPQILQHVMRLSHSWDSTVSMIPRGGDTIWGSLDWSPEEGYSCDQKREMKNSTRVTNPARAKSAISLTRSANFGRIVSFGKDVAEAPSNDIDRIDFKGAVKGHRAENRTCRDLWAGYHGMGFEGTKAVADYKTYTAESIVELLHFVAPKMMTRSTAHFSYGIADNMDDPKYKHYKYWSNPLETTLPIAPEMEIFSFYGTGLPTERSYVYKLSPTAECHIPFQIDSSANDEETCLKGGAYSVDGDGTVPVLSAGFMCAKAWHGKTKFNPSGIRTYVREYRHSPPTTLLEGCGTLNCAHVDIMRSFALIEDVIRIAAGASGEELGGNRVHSNIFKWSEKINLQL
>Gh_D13G2335
MASNFLRLRKPYYVESTINCSSSSDQKPVNLSFGINETRNQTKKRQAKEHHGRRSCLDSCCWVTGYLCTTWWLLLFLYHCCLPFTVGHEVPELMPAARLKREGLKGIHPVVLVPGIVTGGLELWEGKPCADGLFRKRLWGGGGFTQLLKRPLCWLEHLSLHNETGLDPPGIRVRPVPGLFGADYSAPGYFVWDVLVKNLAKIGYEGKNLHMAAYDWRLSFQNTEVRDCALSKLKSKIELMYRANGNKKVVVVPHSMGVAYFLHFLKWVETPPPMGGGGGPGWCAEHIKAIVNIGPSFLGVPKAVSNILSAEGKDVAYFRAMAPGVLDSGTLGLRALEHVMRVSRTWDSVVSLMPKGGETIWGNMDWSPEDEHVCEFSKKRYFRFSPSDNNVNNSDAKQVFRVKDPVKYGRIISFGKAASVLHSSQLPTTVLKEILHMSASRNFNSSCGEAWTEYDEMSRESIRKIGAADKAYTATTLFDLLHFVAPKMMNRAEAHFSHGIADNLEDPKYNHYKYWSNPLEMKLPDAPNMEIYCSYGVGIPTERSNVYKLSPSNKCKHIPYQIDTLVDEEDGSCLKSGVYFADGDESVPVLSAGFMCAKGWKGRTRFNPSGINTYVREYQSKPPTSGIKSTAHVDIMGNIALIEDKLRVAAGATGEEIGGDKVYSDILRMSERINLQL
>Gh_D09G0766
MSSLRRRKPINESSDSKHNEEEEDEDHDDVDADGDDDVNGKNKKTPSKIKKKRGEKPPKQPKWSCMDTCCWFIGCICIIWWLLLFLYNAMPASFPQYVTEAITGPLPDPPGVKLKKEGLEAKHPVVFVPGIVTGGLELWEGRECAEGLFRKRLWGGTFGEVYKRPLCWVEHMSLDNETGLDPCGIRVRPVSGLVAADYFAPGYFVWAVLIANLARIGYEDKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELLVATNGGRKVVVIPHSMGVLYFLHFMKWVEAPAPMGGGGGPDWCSKHIKAVVNIGGPFLGVPKAIAGLFSAEAKDIAVARALAPGFLDNDIFQFQTLQHVMRMSRTWDSTMSMIPRGGNTIWGGLDWSPEEGNSCAKKREKKNETQIADQAGSENAVCKAKSANYGRIISFGKDVAEAPSSDIERIDFRGAIKGHSAANTTCRDVWTEYHDMGFAGIKAVAEYKTYTADSLVDLLHFVAPKMMARGTAHFSYGVADNLDDPQYKHYKYWSNPLETRLPNAPDMEIYSLYGVGLPTERAYVYKLSPHAECSIPFKIDTSADDEDTCLRDGVYSVDGDETVPVLSAGFMCAKGWRGKTRFNPSGIRTYIREYNHLPPANLLEGRGTLSGAHVDIMGNFALIEDVIRIAAGASGEELGGDQVYSKIFNWSEKINLRLVHISILLRLFIFLEVSISI
>Gh_D06G0763
MSFLRRRKGTDSSKSQNLRCNIVKEDEKNNLYESPRKESYNSKKWSCWDSCCWFIGFVCSVWWFLLLLYNTMPASIPQYVTEAIKGPLTDPPGVKLRKEGLTVNHPVVFVPGIVTGGLELWEGHQCAEGLFRKRLWGGSFGELYKRPLCWAQHMSLDNETGLDPPGIRVRPVSGLVAADYFAAGYFVWAVLIANLAQIGYEEKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELMVATNGGKKVVVIPHSMGVLYFLHFMKWVEAPPPMGGGGGSEWCAKHIKAVMNIGGPFLGVPKSVSGLFSVEARDIAIARTFAPGFLDKDVFGLQTFQHLMRMTRTWDSTMSMIPKGGETIWGGLDWSPEGSSFNCGAKTLRNNSINNTDQIPNINLANMKNVNYGRIISFGKDVAEAHSSKIERVDLLQDSMKADMLANLTNCDIWIEYHDIGDHRIKAVADYKVYTAGSILDLLHFVSPKLMARGGAHFSYGIADNLDDPKYQHYKYWSNPLETKLPDAPDMEIYSMYGVGIPTERAYVYKVTTATDCSIPFQIDTSAEGGSEDSCLKGGVFSADGDETVPVLSAGLMAAKGWRGKTRFNPSGIPAYIREYSHAPPANLLEGRGTQSGAHVDIMGNFALIEDVIRVAAGATGKELGGDHVYSDIFKWAERINLQL
>Gh_A06G0670
MSFLRRRKGTDSSKSQNLRCNIVKEDEKNNLYESPRKESYNSKKWSCWDSCCWFIGFVCSVWWFLLLLYNTMPASIPQYVTEAIKGPLTDPPGVKLRKEGLTVNHPVVFVPGIVTGGLELWEGHQCAEGLFRKRLWGGSFGELYKRPLCWAQHMSLDNETGLDPPGIRVRPVSGLVAADYFAAGYFVWAVLIANLAQIGYEEKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELMVATNGGKKVVVIPHSMGVLYFLHFMKWVEAPPPMGGGGGSEWCAKHIKAVMNIGGPFLGVPKSVSGLFSVEARDIAIARTFAPGFLDKDVFGLQTFQHLMRMTRTWDSTMSMIPKGGETIWGGLDWSPEGSSFNCGAKTLRNNSINNTDQIPNINLANMKNVNYGRIISFGKDVAEAHSSKIERVDLLQDSMKADMLANLTNCDIWIEYHDIGDHRIKAAADYKVYTAGSILDLLHFVSPKLMARGGAHFSYGIADNLDDPKYQHYKYWSNPLETKLPDAPDMEIYSMYGVGIPTERAYVYKVTTATDCSIPFQIDTSVEGGSEDSCLKGGVFSADGDETVPVLSAGLMAAKGWRGKTRFNPSGIPTYIREYSHAPPANLLEGRGTQSGAHVDIMGNFALIEDIIRVAAGATGKELGGDHVYSDIFKWAERINLQL
>Gh_A07G0967
MASVLRFRKLCYVESAVKCTSVGYESFEIDEKLDKKEEDVLSANNFALEINKKRKLPKRQPKEWRCLDSCCWIIGYLCTTWWLLLFFYHCFPVTLLRVPELPGPGVRLKREGLTALHPVVLVPGIVTGGLELWEGRPCADGLFRKRLWGGGSFTQIFKRPLCLLEHLSLHYETGLDPQGIRVRAVPGLVGADYFAPGYFVWAVLIENLAKIGYEGKNLHMAAYDWRLSFQNTEIRDHALTRLKSKIELMYISNGYKKVVAVPHSMGVIYFLHFLKWVETPPPMGGGGGPGWCAKHIKAVMNIGPAFLGVPKAVSNLFSAEGKDVSYIRAMAPGVFDSEILGLQTFERVMRMARTWDSIVSLLPKGGEVIWGNMDRSPEEGHVCDFSKKSHSKTSLTTNNVNNSDVKRGFLVKDLANYGRIISFGKPASILHSSKLPTSDSKVFSRTSTSENFNNFSCGEAWTEYDEMSRQSIQNVAADKAYTTTTLLDLLRFVAPKMMRRAEAHFSHGIAENLDDPKYNHYKYWSNPLETKLSDAPDMEIYCMYGVGIPTERSYVYKLSPNSRCKSIPYQIDNSVHGEDGSCLKGGVYFADGDESVPVLSAGFMCAKGWRGRTRFNPSGIATYIREYRHKPPTSLMEGRGIESGSHVDIMGNFALIEDIMRVASGATGDEIGGDQIHSDIIKMSERINLGL
>Gh_D08G2559
MSKPLSFYRSYFLSKTMSFLRRRNGTDSSKTRVADPNIKKDGADDDDKKKDQYKIPQRRNYGSKKWSCWDNCCWFIGFICSIWWFCLFLYNTMPDSIPQFVTMAITGPLPDPPGVKLRKEGLTANHPVVLVPGVVTGGLELWEGRHCAEGLLGKRLWGGSFGEFYKRPLCWLEHISLDNDTGFDPPGIRVRPVTGLVAADYFATGYFVWAVVIANLAHIGYEEKSLYMAAYDWRLSFQNTEIRDQSLTRIKSNIELLVATHGGKKVVVLPHSMGVQYFLHFMKWVETPAPRGGGGGPDWCAKHIKAIMNIGAPFLGSPKSIALHFSIEVRDIAALRAQAPGLLDKDVLGLQTFKHLMRMFRTWDATFSMIPKGGETIWGGLDWSPETETVNNSAKKGTDNSTRNTGGNGNICNTKGVNYGRLISFSKDWAETHSSKIERVDFKHVAKGDKLTNSSNCDIWLEYHEMGNRAIKAVADHKVYTAGSILDLLHYVAPKLMARGASHFSYGIADDLDDPKYDQYKYWSNPLETKLPNAPDMEIYSLYGVGLPTERGYIYKVAPPSDCSIPFQIDTSVDGDSEDSCLKGGVFSGDGDETVPIISAGFMCAKGWRGKTRFNPSGIRTYNREYKHAPPANLLEGRGTQSGSHVDLLGNFALIEDVLRVAAGATGEDIGGDRVYSDISKWSERINIKL
>Gh_A13G1940
MASNFLRLRKPYYVESTINCSSSSDQKLVNLSFGIDETRNQTKKRQAKEHHGRRSCLDSCCWVTGYLCTTWWLLLFLYHCCLPFTVVHEVPQLMPAARLKREGLTGIHPVVLVPGIVTGGLELWEGKPCADGLFRKRLWGGGGFTQLLKRPLCWLEHLSLHNETGLDPPGIRVRPVPGLFGADYSAPGYFVWDVLVKNLAKIGYEGKNLHMAAYDWRLSFQNTEVRDCALSRLKSKIELMYRANGNKKVVVVPHSMGVAYFLHFLKWVETPPPMGGGGGLGWCAEHIKAIVNIGPSFLGVPKAVSNILSAEGKDVAYFRAMAPGVLDSGTLGLRALEHVMRVSRTWDSVVSLMPKGGETIWGNMDWSPEDEHVCDFSKKRYFRLSPSDNNVNKSNAKQVFRVKDPVKYGRIISFGKAASVLHSSQLPTAVLKEILHMSASRNFTSSCGEAWTEYDEMSRESIQKIGAADKAYTATTLFDLLRFVAPKMMNRTEAHFSHGIADNLDDPKYNHYKFWSNPLEMKLPDAPNMEIYCSYGVGIPTERSYVYKLSPSNKCKRIPYQIDTSVDGEDRSCLKSGVYFADGDESVPVLSAGFMCAKGWKGRTRFNPSGINTYVREYQSKPLTSGIKSTAHVDIMGNIALIEDILRVAAGATGEEIGGNKIYSDILRMSERINLRL
>Gh_A09G0767
MSSLRRRKPINESSDSKHKAEEEDEDHDDVDADGDDDVNGKNKKTPSKIKKKRGEKPPKQPKWSCMDTCCWFIGCICITWWLLLFLYNAMPASFPQYVTEAITGPLPDPPGVKLKKEGLEAKHPVVFVPGIVTGGLELWEGRECAEGLFRKRLWGGTFGEVYKRPLCWVEHMSLDNETGLDPCGIRVRPVSGLVAADYFAPGYFVWAVLIANLARIGYEDKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELLVATNGGRKVVVIPHSMGVLYFLHFMKWVEAPAPMGGGGGPDWCSKHIKAVVNIGGPFLGVPKAIAGLFSAEAKDIAVARALAPGFLDNDIFQFQTLQHVMRMSRTWDSTMSMIPRGGNTIWGGLDWSPEEGNSCAKKREKKNETQIADQAGSENAVCKAKSANYGRIISFGKDVAEAPSSDIERIDFRGAIKGHSAANTTCRDVWTEYHDMGFAGIKAVAEYKTYTADSLVDLLHFVAPKMMARGTAHFSYGVADNLDDPKYKHYKYWSNPLETRLPNAPDMEIYSLYGVGLPTERAYVYKLSPHAECSIPFKIDTSADDEDTCLRDGVYSVDGDETVPVLSAGFMCAKGWRGKTRFNPSGIRTYIREYNHLPPANLLEGRGTLSGAHVDIMGNFALIEDVIRIAAGASGEELGGDQVYSKIFNWSENINLQLVHISILLRLFIFLEVSISI
>Gh_D07G1046
MASVLRFRKLCYVESAVKCTSVGYESFEIDEKLDEKEEDVLSANNFALEINKKRKLPKRQPKEWRCLDSCCWIIGYLCTTWWLLLFCYHCLPVTLLRVPELPGPGVRLKREGLTALHPVVLVPGIVTGGLELWEGRPCADGLFRKRLWGGGSFTQIFKRPLCLLEHLSLHYETGLDPQGIRVRAVPGLVGADYFAPGYFVWAVLIENLAKIGYEGKNLHMAAYDWRLSFQNTEIRDHALTRLKSKIELMYISNGYKKVVAVPHSMGVIYFLHFLKWVETPPPMGGGGGPGWCAKHIKAVMNIGPAFLGVPKAVSNLFSAEGKDVSYIRAMAPGVFDSEILGLQTFERVMRMARTWDSIVSLLPKGGEVIWGNMDRSPEEGHVCDFSKKSHSKTSLTTNNVNNSDVKRGFLVKDLANYGRIISFGKPASVLHSSKLPTADSKEFSRTSTSENFNNFSCGEAWTEYDEMSRQSIQNVAADKAYTTTTLLDLLRFVAPKMMRRAEAHFSHGIAENLDDPKYNHYKYWSNPLETKLSDAPDMEIYCMYGVGIPTERSYVYKLSPNSRCKSIPYQIDNSVHGEDGSCLKGGVYFADGDESVPVLSAGFMCAKGWRGRTRFNPSGIATYIREYRHKPPTSLMEGRGIESGSHVDIMGNFALIEDIMRVAAGATGDEIGGDQIHSEIIKMSERINLGL
>Cotton_D_gene_10010901
MSSLRRRKPINESSDSKHNEEEEDEDHDDVDADGDDDVNGKNKKTPSKIKKKRGEKPPKQPKWSCMDTCCWFIGCICITWWLLLFLYNAMPASFPQYVTEAITGPLPDPPGVKLKKEGLEAKHPVVFVPGIVTGGLELWEGRECAEGLFRKRLWGGTFGEVYKRPLCWVEHMSLDNETGLDPCGIRVRPVSGLVAADYFAPGYFVWAVLIANLARIGYEDKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELLVATNGGRKVVVIPHSMGVLYFLHFMKWVEAPAPMGGGGGPDWCSKHIKAVVNIGGPFLGVPKAIAGLFSAEAKDIAVARALAPGFLDNDIFQFQTLQHVMRMSRTWDSTMSMIPRGGNTIWGGLDWSPEEGNSCAKKGEKKNETQIADQAGSENAVCKAKSANYGRIISFGKDVAEAPSSDIERIDFRGAIKGHSAANTTCRDVWTEYHDMGFAGIKAVAEYKTYTADSLVDLLHFVAPKMMARGTAHFSYGVADNLDDPQYKHYKYWSNPLETRLPNAPDMEIYSLYGVGLPTERAYVYKLSPHAECSIPFKIDTSADDEDTCLRDGVYSVDGDETVPVLSAGFMCAKGWRGKTRFNPSGIRTYIREYNHLPPANLLEGRGTLSGAHVDIMGNFALIEDVIRIAAGASGEELGGDQVYSKIFNWSEKINLRLVHISILLQLFIFLEVSISI
>Cotton_D_gene_10039077
MSFLRRRKGTDSSKSQNLRCSIVKEDEKNNLYESPRKESYNSKKWSCWDSCCWFIGFVCSVWWFLLLLYNTMPASIPQYVTEAITGPLTDPPGVKLRKEGLTVNHPVVFVPGIVTGGLELWEGHQCAEGLFRKRLWGGSFGELYKRLEVIREASIKLTDFYMKLIPLCWAQHMSLDNETGLDPPGIRVRPVSGLVAADYFAAGYFVWAVLIANLAQIGYEEKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELMVATNGGKKVVVIPHSMGVLYFLHFMKWVEAPPPTGGGGGSEWCAKHIKAVMNIGGPFLGVPKSVSGLFSVEARDIAIARTFAPGFLDKDVFGLQTFQHLMRMTRTWDSTMSMIPKGGETIWGGLDWSPEGSSFNCGAKTLRNNSINNTDQIPNINLANMKNVNYGRIISFGKDVAEAHSSKIERVDLLDSMKADMLANLTNCDIWIEYHDIGDHRIKAVADYKVYTAGSILDLLHFVSPKLMARGGAHFSYGIADNLDDPNYQHYKYWSNPLETKLPDAPDMEIYSMYGVGIPTERAYVYKVTTATDCSIPFQIDTSAEGGSEDSCLKGGVFSADGDETVPVLSAGLMAAKGWRGKTRFNPSGIPTYIREYSHAPPANLLEGRGTQSGAHVDIMGNFALIEDVIRVAAGATGKELGGDHVYSDIFKWAERINLQL
>Cotton_D_gene_10010224
MPDSIPQFVTMAITGPLPDPPGVKLRKEGLMANHPVVLVPGVVTGGLELWEGRHCAEGLLGKRLWGGSFGEFYKRPLCWLEHISLDNDTGFDPPGIRVRPVTGLVAADYFATGYFVWAVVIANLAHIGYEEKSLYMAAYDWRLSFQNTEIRDQSLTRIKSNIELLVATHGGKKVVVLPHSMGVQYFLHFMKWVETPAPRGGGGGPDWCAKHIKAIMNIGAPFLGSPKSIALHFSIEVRDIAALRAQAPGLLDKDVLGLQTFKHLMRMFRTWDATFSMIPKGGETIWGGLDWSPETETVNNSAKKGTDNSTRNTGGNGNICNTKGVNYGRLISFSKDWAETHSSKIERVDFKHVAKGDKLTNSSNCDIWLEYHEMGNRAIKAVADHKVYTAGSILDLLHYVAPKLMARGASHFSYGIADDLDDPKYDEYKYWSNPLETKLPNAPDMEIYSLYGVGLPTERGYIYKVAPPSDCSIPFQIDTSVDGDSEDSCLKGGVFSGDGDETVPIISAGFMCAKGWRGKTRFNPSGIRTYNREYKHAPPANLLEGRGTQSGSHVDLLGNFALIEDVLRVAAGATGEDIGGDRVYSDIFKWSERINIKL
>Cotton_D_gene_10023304
MSLLRRRKHPFNESFRKPEKEHENGDFSYESKRKKIPYEHEEERPLSKWSCLDTWCWLIGCVCVTWWFLLFLYNAMPASFPKYVTEVITGPLLDPPGVKLRKLGLTAKHPVVFVPAAVTGGLELWEGRKCAQGLFRKRLWGGTFGDVYKRPQCWVEHMSLDNETGMDPCGIRVRPISGLVTADGLGSGCFVWTTLVSNLARIGYEEKTMFMAAYDWRLSFQNTQVRDQTLSRIKKNIELMVATSGGQKAVIIPHSAGALFFLHFMKWVEAPPPMGGGGGPYWCSKYIKAVVNIAAPFLGVPKAIPLFLSAESKDISLVRAIAPGFLENDIFQPQILQHVMRLSHSWDSTVSMIPRGGDTIWGSLDWSPEEGYSCDQKREMKNSTRVTNPARAKSAISLTRSANFGRIVSFGKDVAEAPSNDIDRIDFKGAVKGHRAENRTCRDLWAEYHGMGFEGTKAVADYKTYTAESIVELLHFVAPKMMARSTAHFSHGIADNMDDPKLPIAPEMEIFSFYGTGLPTERSYVYKLSPTAECHIPFQIDSSANDEETCLKGGAYSVDGDGTVPVLSAGFMCAKAWHGKTKFNPSGIRTYVREYRHSPPTTLLEGCGTLNCAHVDIMRNFAVIEDVIRIAAGASGEELGGNRVHSNIFKWSEKINLQL
>Cotton_D_gene_10012986
MASVLRFRKLCYVESAVKCTSVGYESFEIDEKLDEKEEDVLSANHFALEINKKRKQPKRQPKEWRCLDSCCWIIGYLCTTWWLLLFCYHCLPVTLLRVPELPGPGVRLKREGLTALHPVVLVPGIVTGGLELWEGRPCADGLFRKRLWGGGSFTQIFKRPLCLLEHLSLHYETGLDPQGIRVRAVPGLVGADYFAPGYFVWAVLIENLAKIGYEGKNLHMAAYDWRLSFQNTEIRDHALTRLKSKIELMYISNGYKKVVAVPHSMGVIYFLHFLKWVETPPPMGGGGGPGWCAKHIKAVMNIGPAFLGVPKAVSNLFSAEGKDVSYIRAMAPGVFDSEILGLQTFERVMRMARTWDSIVSLLPKGGEVIWGNMDRSPEEGHVCDFSKKSHSKTSLTTNNINNSDVKRGFLVKDLANYGRIISFGKPASVLHSSKLPTADSKEFSRTSTSENFNNFSCGEAWTEYDEMSRQSIQNVAADKAYTTTTLLDLLRFVAPKMMRRAEAHFSHGIAENLDDPKYNHYKYWSNPLETKLSDAPDMEIYCMYGVGIPTERSYVYKLSPNSRCKSIPYQIDNSVHGEDGSCLKGGVYFADGDESVPVLSAGFMCAKGWRGRTRFNPSGIATYIREYRHKPPTSLMEGRGIESGSHVDIMGNFALIEDIMRVAAGATGDEIGGDQIHSDIIKMSERINLGL
>Cotton_D_gene_10025228
MASNFLRLRKPYYVESTINCSSSSDQKLVNLSFGINETRNQTKKRQAKEHHGRRSCLDSCCWVTGYLCTTWWLLLFLYHCCLPFTVGHEVPELMPAARLKREGLKGIHPVVLVPGIVTGGLELWEGKPCADGLFRKRLWGGGGFTQLLKRPLCWLEHLSLHNETGLDPPGIRVRPVPGLFGADYSAPGYFVWDVLVKNLAKIGYEGKNLHMAAYDWRLSFQNTEVRDRALSKLKSKIELMYRANGNKKVVVVPHSMGVAYFLHFLKWVETPPPMGGGGGPGWCAEHIKAIVNIGPSFLGVPKAVSNILSAEGKDVAYFRAMAPGVLDSGTLGLRALEHVMRVSRTWDSVVSLMPKGGETIWGNMDWSPEDEHVCDFSKKRYFRFSPSDNNVNNSDAKQVFRVKDPVKYGRIISFGKAASVLHSSQLPTTVLKEILHMSASRNFNSSCWEAWTEYDEMSRESIRKIGAADKAYTATTLFDLLRFVAPKMMNRAEAHFSHGIADNLEDPKYNHYKYWSNPLEMKLPDAPNMEIYCSYGVGIPTERSYVYKLSPSNKCKHIPYQIDTSVDGEDGSCLKSGVYFADGDESVPVLSAGFMCAKGWKGRTRFNPSGINTYVREYQSKPPTSGIKSTAHVDIMGNIALIEDILRVAAGATGEEIGGDKIYSDILRMSERINLRL
>Cotton_A_28721
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