
Dataset S1: Fasta files of MaTCP proteins in mulberry. 

 

> M.alba_G0001316  

MDPKGSKEAPPPSQPKPNFLTLPSSPPSPPQQQQQQNMGENKPAEIKDFQIVIAEKEESKKQ

LAPKRSSNKDRHTKVEGRGRRIRMPALCAARIFQLTRELGHKSDGETIQWLLQQAEPSIIA

ATGTGTIPASALAAAGASVSQQGSSVSASLQHQKIEGWGNLGRAAAAAAAAHVVGATG

MWGPPQGLVSNSGGYGVGIGGGFQSSSSSGSMAGGSTGEEGGGGSSNYLQKIGFSGFDLP

VTNMGMGGPSPHMSFTSILGGGASQQAPGLELGLSQDGCHIGVLNTQALTQMYHQMGR

VHHHQHHHHQQQQQQQQQNPNHQTSAKDDSQGSGQ  

> M.alba_G0001832  

MINNSKETEFPPREEGNSSHEIGKVNNSTKVSSSAATSANPTPWLRLKDPRIVRVSRVFGG

KDRHSKVCTIRGLRDRRVRLSVPTAIQLYDLQDRLGLNQPSKVVDWLLNAAKHEIDELPP

LPMPLAGNFSLLTPREANAATTASQANEDQGLLKNNNNMSAIEWELGSTSRQNFWTNTTT

STSTSSDALWKARSKEVARETANNSTTRSEVEKEEGNHEGSNNLTQRTTNNHPFFPGMLN

NIAHIPHGVSYRWEPPNYPLLSHFGGAGHGLNITSQSDQHLQSLNVMSLQPSALSLSTGSP

YTTTTQTYFPSHSTAASGVELVDSRQVNHFHMLSSNVVQNLLPNTIRPFHFGANNSKLVG

YPPNDNGSDQQK  

> M.alba_G0002273  

MRMKGVGGGEIVQVQGGHIVRSTGRKDRHSKVYTAKGPRDRRVRLSAHTAIQFYDVQD

RLGYDRPSKAVDWLIKKAKSAIDKLAELPSWHPTGNSDHDADPETDPNVSVSGEMGIGSE

EQSGYGFQLQRAELSAGENTDFIADTMKSFFPTTTSVAANSSMNFQNYPQDNLPTQDLGL

SLHCFQEQGGADHEPPSEQAMFGSVVGFGSSGYQRMVAWNGHDQASDGESRGFAFQAPP

PQLTAAHQQALLGQGSAATPFGNQRGTLQSSFSTPLARDWDDLPSMAVAAAAASQRPQQ

QHIHQHSSSSSSSIFGTRFVSYGGGLPVFRIPARIHGVEEDGGHGVVSERPSSSSSPNSAHN  

> M.alba_G0003268  

MEETDEIIDGTNSEDNVSASDASIVEPEPPESNFSAEETAPAPPPQPAVLMKEEFSDAERELD

EKSLPMGMGLLQVPSPGNKQVVGAKRPSKDRHTKVEGRGRRIRMPATCAARIFQLTRELG

LKSDGETIRWLLEHAEPAIIEATGTGTVPAIAVSVGGTLKIPTTSPARPNGEIAEVVRKRRRR

ASNSEFVDVNDQISVSSGLAPIAPTTYGNGAAQGLVPLWPMGPNGGAAGPFLMFPNSGAV

PGVANHAQLWAIPAAAATPPFFGVQARPISNFVSALQPVQLRDSQVSSGSVSNTCSSTMET

TSNAMISTSDGVGASSSSCSTTTSATQMLRDFSLEIYDKKELQFLGGRSSKSQTQCSKP  

> M.alba_G0005407  

MTSHPQQEMDLEDDGGSSDLSTSAGEPEKNTNPNPNPEHNNKNNSNNDNGVSRSANFDE

MTAFQALPLKEEPLDSDPDQKVQHPQSTSVVPVAMQMQVAPMPLPVSTAIRRSSTKDRHT

KVEGRGRRIRIPATCAARIFQLTRELGHKSDGETVRWLLEHAEQAIIEATGTGTVPAIAVSV

GGTLKIPTTTNANPVDETTTSSAATAKKRKRPSNSEFVDLTDPVSKSSGLAPIGPAVPQGLV

PVWAVAGNASGVNMMVPANAFWMFPPTAAAAGAGPSSQQPQIWALSPTVTPVFNMAAR

PISSFVANQPAVVGPAGVPSAVVEVPSHVAHHGGGLSTSTTSVGPTAAKKTSSTMAPSLSSS

GGGGGETKAQMLRDFSLEIYEKRELQFMGRPGNHQRQSSKP  

> M.alba_G0006782  

MAENKPAEIKDFQIIIANKEDANNNTKKQQLAPKRSSNKDRHKKVDGRGRRIRMPALCAA

RVFQLTRELGHKSDGETIQWLLQQAEPSIIAATGTGTIPASALAAAGSSVSEQGNSVSSALH

TRMEDLGRANWAVMSGNLGRSHGIWPGIGGFGSGFFPNSGQPTTSFGGENTNMLLPKFGF

HGFDFPPGMNLGAVSFNTVIGGGNQQVPGLELGLSQDGHIRVLNSQTLAQLQQQQQQMG



QRSSGGDGGGDSLVPRHRSPEKDDSQSR  

> M.alba_G0007510  

MFPLSGIYQHFPENTPENIDHDENPNSSNQVQQYSRLAYSNLPTIFEDDGMLLSHLLSQEQ

LIFAGNSTSHSSQAHTDEISVVASKQAVLDHHQSPSTHENPSKLGFTKKQRAKVQAIISIPR

RRTGKKDRHSKISTAQGLRDRRMRLSLQIARKFFDLQDMLGFDKASKTIEWLITKSKTAIK

ELKAKQRCSSTSEGEVVSKTVEKEDSGDDHDHDESLIRMRKEKKIRKSHKVIARESRDKA

RARARERTREKNLEKSRQSTTPTTSSSPEAANNNSTNTSVDLGKLRPNNSSLKMGASRFD

QEFPGSDQMLDYSISNHIGGVSSGANSEDDFLGFPGNWDINIIDESSKTESFCGITVANAKP

VVIGNVRTQNPCAIFTTTLSFDTKEKKPTSSFFPVIATSNAQRENPSSIFVTSSSYRHIVEENP

SSVFMATSTISHNYAAEEP  

> M.alba_G0008688  

MSNSDVGASNGVNNSAIIEVQQGQQPMALATVNNSTNGGNNGSLVVKKPPSKDRHSKVD

GRGRRIRMPIICAARVFQLTRELGHKSDGQTIEWLLRQAEPSIIAATGTGTTPASFSTVSVSV

RGGARSSLAASTTSSSASLEHKPLLGPTPFILGKRVRPDEGGVKDGSDGNDGVSVVGGTA

MGSMVGSAAPAGGFWAPHFGQVWSFAAAAAPPEMVAQPSVSQHQHAATSLFVQQQAM

GEASAARLGNYLPGHLNLLASLSGGPGSSGRRDDDPR  

> M.alba_G0010736  

MMSYYLLDSVPRQILQQRELKDDEKEEKPRGQDRDQAEEEDEEGEQGQGQQMIFGKYQ

HVQLPLCDKRYDLDYEESCRKLCYSKQLALEKHRIVKFERGERRKQASARPSSKPMRENE

AGDALQVHGGHVVRFIKKKERHNKVCTSKGPRDRRVRLSAHTAIQFYDVQDRLGYDQPT

KAIDWLIEKAKAAIEGLAELPAQNNDSIDTTDCVTQPESVMRDKNLYPLQYHQGCDNWP

QKISVGSTSKCDKEEQLHLNNEGIFSMVSKFQDCPTEQNSTQGLCLSLQSSEDQDLYLHHS

SPIDFDEQALTSMSSLTDSTSIDTGRFQSLMAINSSAGNEGAQFFFNSLPSLLQQPFLRENQF  

> M.alba_G0010963  

MEAEEIQAQACNNNSTTKFPRNKLGQKGGHDHHYPGDEGDLGDQVKRPNTGSTAIDGG

NRLRGWHHSSRIIRVSRASGGKDRHSKVWTSKGLRDRRVRLSVTTAIQFYDLQDRLGCDQ

PSKAVEWLINAASDSIAELPSLNSSFPDTPKQLSDEKRPSVGKEQGFDSAEVVELELDQGE

ANYQHQNQQHLSLSKSACSSTSETSKGSGLSLSRSEIRVNRVKARERARERAAKDKEREN

SDSRIPPPPLHNHHHHHQNINSISQSPSFTELLTGGISNVNTNSNNNNDSSSPTTASDQPNLF

HKGSTAMATATATATAMHMDYFTTGLLGLSSTRNHHHHHSSGFAGLPMAMSMPQPFSVV

SSGGDGHTAAEALPPQFSFVPEQLIATTSSQPNGSGGDYSLNFSISSSGLAGFNRGTLQSNS

SPSSFLPHLQRFASPIDGTTNVPFFIGASPMENHHHHHNHHNHHQFPAGFDGRLQLYYGDG

GRHSDQKGKGKN  

> M.alba_G0015368  

MNSEISSTGPSAKCSRSKDRHTKVGGRGCRVRLPAMCAARVFQLTRELGYKTDGQTIEWL

LEHAQLPSIGAAATATGTGNGVVLGGETNANSSLPTSCSERVCEKKDHVVKKCYSFSRDQ

PAFDFDLLTNFDMEFSANEIALLQALTSETQEEEAEEEEDKRKE  

> M.alba_G0015857  

MDLADLQSNKQNTSNTNNSARQQNQLLLHHHHHHHHQQQQQQKQSPSSSSPQFVVPFD

GRSSSSGGGQGPPFMGSISIQAGLTATAGTTSSSSSSSSSASSSSTSTSTAPPHLVDASLAIATR

STPLVDSSKVKNNNSNNNNNNDNLNQQQQQQQQQQQQLSIVPPPPVKRSTKDRHTKVDG

RGRRIRMPATCAARVFQLTRELGHKSDGETIEWLLQQAEPAIIAATGTGTIPANFSTLNISLR

SSGSTLSAPPSKSAPHSFHGALALAAAHHHHHFDEAGFAHAGLLGFHPQQNQQNQPTLM

AEALPSGDNNNNNDGGGGETTENYMRKRFREDLFKDDNSTQSQQQGEESSSNKTFKQLP



NKQDAAAAAAGSSAGLLRPSNLLPPTAMWAVAPSSGAGSTFWMLPVTAGTGVSPVAPATS

EQPHMWTFPTPPPSHGSTLQAPLHFMPRFNLPGGIDFQGGGRGSQLQLGSMLMQQQPGA

AAAQPSQQLGLGVSESNLGMLAALNAYSRGGLNINSDHHQSHPLEHHQHQHQHQQHQS

QATDSGDEDPNNSQ  

> M.alba_G0018434  

MEGSDDLHHHHHHHHHQQQHHHRPNFPFQLLEKKEEAAEASCSSSSAAAYPSLAISAAVE

PNSGPTSTTTAMTMTTMMTNTASANTTPLQVVPYSGEASKKPPPKRTSTKDRHTKVDGR

GRRIRMPALCAARVFQLTRELGHKSDGETIEWLLQQAEPAVIAATGTGTIPANFTSLNISLRS

SGSSMSIPSQLRSSSYYNPNFSIQHQQQHHHRRSSLFPGIGLLPSSSDTNNTSTLLNFQSPLL

QAKQELRDAAAATTSLELSEAAAEDGFGRKRRQPEQQDLNSSMGGYLLQSAGASTVPAG

HHHGQIPANFWMVANSNSQVMSGDPIWTFPSVNNSGLYRGTMSSGLHFMNFPTPFALMP

SQQLGSSDGGGGGGGGGGGSGGGNNLGDSHLSMLTALNPYRQVSGGGGGVSESQASGS

HGGDDRHDSNSHHS  

> M.alba_G0018610  

MITSPKEKDFPAAKREGPAEDKKLYKAPSASSRQWSSAGFQNPRIVRVSRTFGGKDRHSK

VCTVRGLRDRRIRLSVPTAVQLYDLQDRLGLSQPSKVIDWLIDATKLDIDKLPPLQIPQGVL

GQFLHHHNNHDHHHHQHLHLLDPHHDQVKTNEQDQFAQKLFGVPSSYMNHYQNYTDQ

TSFYGHGIALPGQYFDGISGHNNLVMSTTNSSTTSSFNSGSIQSVSQLFFCAPPPSNSTTTTS

FLTSTPYPSYMSSSTTTQYHENPHDTIRPQMINNHIQLMSANSSTISSTSASSSSSSQQFHILN

NSLMASLHTTSVNNNNNNNPPLIKSFPAILHPRLLAQSSAYENRQQKDRSTTAG  

> M.alba_G0019145  

MGDTTTINTAPASSSRLGIRSITSNHHSGSSNNNVVIGGGEIVEVQGGHIVRSTGRKDRHSK

VCTAKGPRDRRVRLAAHTAIQFYDVQDRLGYDRPSKAVDWLIKKAKAAIDELDELPTWN

PISAAAAAQSAAAATTVSASLAGDGGLNLQSQMMEQQHQQNDNSNINNNGNTSSGFLPP

SLDSDAIADTIKSFFPIASEEQQHHNHNQDHQSHHPRVSSSSSIQFYAPDLLSRTSTGQSQDL

QLSLQSFQDPILLNHHQQQAQVQAQQAHHNEHGFFSGFGWSDHHHHQNPAEISRFQRIMF

NNNGGNNGGGGGDGGFVFNSPPLFSRGGENNNNHHHHNNNNNNQFFSFQRGPLQSSNT

PSVRAWIDHTSSSSSSSPLMVMSSIADHQIPHSLPGMGFIPSVGGGGFSSGFHHNIPARIQGE

EEHDGISDKPSSASSDSCH 


