Supplementary file 7 Protein sequences of members of the SUS gene families in Actinidia.
>AcSUS1
MAALKRSDSIADSMPDALRESRYHMKKCLAKYIEKGKRLMKLHHLMSEMEKVIDDKTEREQILNGLLGYILCTTQEAVVIPPYVAFAIRPNPGFWEFVKVSSTDLSVEGITATDYLKSKEMLVDEDWAKDENALEVDFGAMDFSEPNLTMSSSIGNGINFISKFLSSILYGGSQKAQPLVDYLLSLNHHEEKLMINETLNTAAKLQSALIVAEAALLTLPKDTPYQDFEQRFRQWGFEKGWGDTAERVRETMRSLSEIFQAPDPLNMDKFFGRVPTVFNVVLFSVHGYFGQSDVLGLPDTGGQVVYVLDQVVAFEEELLVRIKQQGLNVKPQILVVTRLIPDAKGTKCNQVLEPIANTKHSNILRVPFRTEDGVLPQWVSRFDIYPYLESSVFNQQDATDKILEVMEGKPDLIIGNYTDGNLVASLMASKLGITLGTIAHALEKTKYEDSDLKWKQLDPKYHFSCQFTADTIAMNSADFIITSTYQEIAGSKDRPGQYESHAAFTLPGLCRVVSGINVFDPKFNIAAPGADQSVYFPYTDRQKRFTSFRPAIEELLFSKVNNNEHIGYLEDRKKPILFSMARLDIVKNISGLTEWYGKNKRLRSLANLVVVAGFFDPTKSKDREEAAEITKMHMLIENYKLKGQIRWIAAQTDRQRNGELYRCIADTKGAFVQPALYEAFGLTVITAVVSVGVIFIPIGLPCLHQNM 
>AcSUS2
MAALKRSESMADSMPDALRESRYHMKKCFAKYIEQGKRLMKLRHLMSEMEKVIDDKTEREQFLNSLLGYILCTTQEAVVIPPYVAFAIRPNPGFWEFIKVSSTDLSVEGITATDYLKYKEMLVDEDWAKDENALEVDFGAMDFSTPSLTVSSSIGNGINFVSKFLSSKLHGGLQKAQPLVDYLLSLNYHEEKLMINETINTAAKLQSALIVAEAALLTLPKDTPYQDFEQRFRQWGFEKGWGDTAERVRETMRSLSEIFQAPDPLNMEKFFGRVPTVFKVVLFSVHGYFGQSDVLGLPDTGGQVVYVLDQVVAFEEELLVRIKQQGLNVKPQILVVTRLIPDAKGTKCNQALEPVANTKHSNILRVPFRTENGDLPQWVSRFDIYPYLESITLFFNQQDATDKILEIMEGKPDLIIGNYTDGNLVASLMASKLGITLGTIAHALEKTKYEDSDLKWKELDPKYHFSCQFTADTIAMNSSDFIITSTYQEIAGSKDRPGQYESHAAFTLPGLCRVVSGINVFDPKFNIAAPGADQSVYFPYTDRQKRFTKFHPSIEELLFSKVDNIEHIGYLEDRKKPILFSMARLDIVKNISGLTEWYGKNKRLRILVNLVVVAGFFDPTKSKDREEAAEIKKMHMLIEKYQLKGQIRWIAAQTDRQRNGELYRCIADTKGAFAQPALYEAFGLTVKNVPTSRVEPQQQPNEKQPKAQPSQSFFINKPIGWCLLHVLDSKFTQQDLPACKPILTHGWVPKQMKSPIYIYYQLDNFYQNHRRYVNSRSDEQLRSKAYEFDTDDCDPESNTDKGPIVPCGLIAWSLFNDTYGFSLQNKVLQVSKKGIAWKSDQKHKFGSDVYPKNFQSSGLIGGAKLNKSIPLSNQVDLIVWMRTAALPTFRKLYGKIEVDLEANQKITVVIQNNYNTYSFGGKKKLVLSTTSWFGGKNDFLGIAYLTVGGLSLFMAISFILLYVVKPRNITSAVRKHICKTSIGWKFVGEVQSSNFDMAGTKKTKRLKAQVKVAKLANIWKFIDQSCY
>AcSUS3
MMEKQNETIIPWAVQYVEQGKGILQPHHLIDELDKIVGDDEANLTLINGPFGEVLKSAQVLMLNDRIYSMPRLQSALTKAEGYLAKLSADTPYSEFEHDFQVMGFERGWGDTAGRVLEMMHLLLDILQAPDPTSLETFLGRIPMVFNVVILSVHGYFGQAKVLGLPDTGGQIVYILDQVRALENEILMRHKQQGLDVTPRILVVTRLIPDAKGTSCNQRLERISGTQHAHILRVPFRTDKGILRKWISRFDVWPYLEKFTEDAASEIAAELQGVPDLIIGNYSDGNLVASLLAHKMGVTQCTIAHALEKTKYPDSDIYWKKFEDKYHFSCQFTADLIAMNSSDFIITSTFQEIAGTKNTVGQYESHSAFTLPSLYRVVHGIDVFDPKFNIVSPGADMCIYFPYFEKEKRLTALHGSIEKLLYDPEQNEEHIGTLSDSSKPIIFSMARLDHVKNITGLVEFYAKNTKLRELVNLVVVAGYNDVKKSNDREEIDEIEKMHSLIKEYNLDGQFRWISSQTNRARNGELYRYMADKRGAFVQPAFYEAFGLTVVEAMTCGLPTFATCHGGPAEIIEDGISGFHIDPYHPDKVSAILADFFQRCKDDPSYWEKISKAGLQRILERYTWKIYSERLMTLSGVYGFWKYVSKLERRETLRYLEMFYILKYRDLVKSVPLAIDGED
>AcSUS4
MVARPRKKTRREKSAKPWLWIPYDYYDYYDYSIRLVFAFFNIFDKQHTSKTPYSEFEHKFQEIGLERGWGDTAERVLEMLHMLLELLEAPDPCTLEKFLGRIPMVFNVVILSPHGYFAQENVLGYPDTGGQVVYILDQVPAMEKEMLKRIKQQGLDIIPRILIVTRLLPDAVGTTCNQRIEKVYGAEHSHILRVPFRTEKGIVRQWISRFEVWPYMERFTEDVAHDIVTELQAKPDLVIGNYSEGNLVASLLAHKLGVTQCTIAHALEKTKYPDSDIYLKKFDEKYHFSCQFTADLIAMNHTDFIITSTFQEIAGSKNTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADMNIYFPHTEKDKRLTKFHPEIEDLLFSDVENKEHIGVLKDRTKPIIFSMARLDRVKNLTGLVELYGKNARLRELANLVVVGGDRRKESKDLEEQAEMKKMYDLIETYKLNGQFRWISSQMNRVRNGELYRCIADTKGVFVQPAFYEAFGLTVVESMTCGLPTFATCHGGPAEIIIHGKSGFHIDPYHGDQVAELLVNFYEKCKVDPSHWDAISEGGLKRILEKYTWQIYSERLMTLAGVYGFWKYVSKLDRRETRRYLEMFYALKYRKLAEAVPLAVDQ
>AcSUS5
MIHMLLELLEAPDPCTLEKFLGRIPMVFNVVILSPHGYFAQENVLGYPDTGGQVVYILDQVPAMEKEMLKRIKQQGLDIIPRILIVTRLLPDAVGTTCHQRIEKVYGAEHSHILRVPFRTEEGIVRKWISRFEVWPYMERFTEDVAHDIVTELQAKPDLIIGNYSEGNLVASLLAHKLGVTQCTIAHALEKTKYPDSDIYLKQFDEKYHFSCQFTADLIAMNHTDFIITSTFQEIAGSKNTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADMNIYFPHTEKDKRLTKFHPEIEDLLFSDVENKEHIGVLKDPTKPIIFSMARLDRVKNLTGLVELYGKNARLRELANLVVVGGDRRKESKDLEEQAEMKKMYDLIETYKLNGQFRWISSQMNRVRNGELYRFIADTKGVFVQPAFYEAFGLTVVEAMTCGLPTFATCHGGPAEIIIHGKSGFHIDPYHGDQVAELLVNFYEKCKVDPSHWDAISEGGLKRILEKYTWQIYSERLMTLAGVYGFWKYVSKLDRRETRRYLEMFYALKYRKLAEAVPLAVDQ
>AcSUS6
MSTAKLARIPSMRERVEDTLSAHRNELVSLLSRYVEQGKGILQPHHLIDELDKIVGDDEANLTLSDGPFGEVLKSTQVLMLNDRIYSMPRLQSALTKAEGYLAKLSADTPYSEFEHDFQVMGFERGWGDTAGRVLEMMHLLLDILQAPDPTALETFLGRIPMVFNVVILSVHGYFGQANVLGLPDTGGQIVYILDQVRALENEILVRHKQQGLDVIPRILVVTRLIPDAKGTSCNQRLERISGTQHAHILRVPFRTDKGILRKWISRFDVWPYLEKFTEDAASEIAAELQGVPDLIIGNYSDGNLVASLLAHKMGVTQCTIAHALEKTKYPDSDIYWKKFEEKYHFSCQFTADLIAMNSSDFIITSTFQEIAGTKNTVGQYESHTAFTLPSLYRVVHGIDVFDPKFNIVSPGADMCIYFPYFEKEKRLTALHGSIEKLLYDPEQNEVHIGTLSDPSKPIIFSMARLDRVKNITGLVECYAKNTKLRELVNLVVVAGYNDVKKSNDREEIDEIEKMHCLIKEYNLDGQFRWISAQTNRARNGELYRYIADKRGAFVQPAFYEAFGLTVVEAMTCGLPTFATCHGGPAEIIEDGISGFHIDPYHPDKVSASLADFFQRYTWKIYSERLMTLSGVYGFWKYVSKLERRETRRYLEMFYIIKYRDLVKSVPLAIDEEH
>AeSUS1
MAGQVLTRVHSLRERLDGTLSAHRNEILLFLSKIESHGKGILKPHQIEAEIEALSKEVQQKLYDGAFGELLKSAQEAIVLPPWIAFAVRLRPGVWEYMRVNLNALVVEELSVPEYLQFKEELVDGPCNGNFILELDFEPFTASFPRPTLSKSIGNGVEFLNRHLSAKMFHDKESMHPLLDFLKVHNYNGKTMMLNDRIQNLNALQFVLRKAEEYLLTLPLETPYSEFEHKFQEIGLERGWGDTAERVLEMIHMLLELLEAPDPCTLEKFLGRIPMVFNVVILSPHGYFAQENVLGYPDTGGQVVYILDQVPAMEKEMLKRIKQQGLDISSHSIVVTRLLPDAVGTTCNQRIEKVYGAEHSHILRVPFRTEEGIVRKWISRFEVWPYMERFTEDVAHDIVTELQAKPDLIIGNYSEGNLVASLLAHKLGVTQCTIAHALEKTKYPDSDIYLKKFDEKYHFSCQFTADLIAMNHTDFIITSTFQEIAGRYYFLAVVLFIMLICYTHCVLRKNTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADMNIYFPHTEKDKRLTKFHPEIEDLLFSDVENKEHIGVLKDRTKPIIFSMARLDRVKNLTGLVELYGKNARLRELANLVVVGGDRRKESKDLEEQAEMKKMYDLIETYKLNGQFRWISSQMNRVRNGELYRFIADTKGVFVQPAFYEAFGLTVVEAMTCGLPTFATCHGGPAEIIIHGKSGFHIDPYHGDQVAELLVNFYEKCKVDPSHWDAISEGGLKRILEKYTWQIYSERLMTLAGVYGFWKYVSKLDRRETRRYLEMFYALKYRKLAEAVPLAVDQ
>AeSUS2
MLLELLEAPDPCTLEKFLGRIPMVFNVVILSPHGYFAQENVLGYPDTGGQFCPGEEMLKRIKQQGLDIIPRILIVSVTICTRAFFSPDAVGTTCISALISLWSRTFAYTFRVTLDWKGIVRQWISRFEVWPYMERFTEDVAHDIVTELQAKPDLVIGNYSEGNLVASLLAHKLGVTQCTIAHALEKTKYPDSDIYLKKFDDKYHFSCQFTADLIAMNHTDFIITSTFQEIAGSKNTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADMNIYFPHTEKDKRLTKFHPEIEDLLFSDVENKEHIGVLKDRTKPIIFSMARLDRVKNLTGLVELYGKNARLRELANLVVVGGDRRKESKDLEEQAEMKKMYDLIETYKLNGQFRWISSQMNRVRNGELYRCIADTKGVFVQPAFYEAFGLTVVESMTCGLPTFATCHGGPAEIIIHGKSGFHIDPYHGDQVAELLVNFYEKCKIDPSHWDAISEGGLKRILEKYTWQIYSERLMTLAGVYGFWKYVSKLDRRETRRYLEMLCTQVPQVGKLRQFLWLLISRGMIGK
>AeSUS3
MAALKRSESMADSMPDALRESRYHMKKCFAKYIEQGKRLMKLRHLMSEMEKVIDDKTEREQFLNSLLGYILCTTQEAVVIPPYVAFAIRPNPGFWEFIKVSSTDLSVEGITATDYLKYKEMLVDEDWAKDENALEVDFGAMDFSAPSLTVSSSIGNGINFVSKFLSSKLHGGSQKAQPLVDYLLSLNYHEEKLMINETINTAAKLQSALIVAEAALLTLPKDTPYQDFEQRFRQWGFEKGWGDTAERVRETMRSLSEIFQAPDPLNMEKFFGRVPTIFKVVLFSVHGYFGQSDVLGLPDTGGQVVYVLDQVVAFEEELLVRIKQQGLNVKPQILVVTRLIPDAKGTKCNQALEPVANTKHSNILRVPFRTENGDLPQWDATDKILEIMEGKPDLVIGNYTDGNLVASLMASKLGITLGTIAHALEKTKYEDSDLKWKELDPKYHFSCQFTADTIAMNSSDFIITSTYQEIAGSKDRPGQYESHAAFTLPGLCRVVSGINVFDPKFNIAAPGADQSVYFPYTDRPKRFTKFHPSIEELLFSKVDNIEHMLDIVKNISGLTEWYGKNKRLRSLVNLVVVAGFFDPTKSKDREEAAEIKKMHMLIEKYQLKGQIRWIAAQTDRQRNGELYRCIADTKGAFAQPALYEAFGLTVIEAMNCGLPTFATNQGGPAEIIVDGLSGFHIDPNNGDESGNKIADFFQKCKDDPEHWNKISKLGLNRIYECYTWKIYANKVLNMGCVYSFWRQLNKDQKHAKQRYIQMFYNLQFRNLHQAHTKSVSEVVRIVKTQTQDSLIQCLPVVILSFFLKKK
>AeSUS4
MAALKRSESIADSMPDALRESRYHMKKCFAKYIEKGKRLMKLHHLMSEMEKEAVVIPPYVAFAIRPNPGFWEFVKVSSTDLSVEGITATDYLKSKEMLVDEDWAKDENALEVDFGAMDFSAPNLTMSSSIGNGINFISKFLSSILYGGSQKAQPLVDYLLSLNHHEEKLMINETLNTAAKLQSALIVAEAALLTLPKDTPYQDFEQRFRQWGFEKGWGDTAERVRETMRSLSEIFQAPDPLNMDKFFGRVPTVFNVVLFSVHGYFGQSDVLGLPDTGGQVVYVLDQVVAFEEELLIRIKQQGLNVKPQILVVTRLIPDAKGTKCNQVLEPIANTKHSNILRVPFRTEDGVLPQWVSRFDIYPYLESSVVNQQDATDKILEVMEGKPDLIIGNYTDGNLVASLMASKLGITLGTIAHALEKTKYEDSDLKWKQLDPKYHFSCQFTADTIAMNSADFIITSTYQEIAGSKDRPGQYESHAAFTLPGLCRVVSGINVFDPKFNIAAPGADQSVYFPYTDRQKRFTSFRPAIEELLFSKVDNNEHMLDIVKNISGLTEWYGKNKRLRSLANLVVVAGFFDPTKSKDREAARKINKNAHGVIENYKCKAQTDRQRNGELYRCIADTKGAFVQPALYEAFGLTVIEAMNCGLPTFATNQGGPAEIIVDGVSGFHIDPNNGDESGNKIADFFQKCKDDPDHWDRIQCGLYRKIMQQVLNMGCVYSFWRHLKKDQKQAKQRYIQMFYNLQFRNLVKNVPTSRVEPQQQPKEKQPKAQPSQNVKRTQSRFQRLFGS
>AeSUS5
MASAKVLRKSDSAIAESLSDALKQSRYHTKRCFARFVETGKRLMKPRHLIEEMEKVIGDKSERAKVLEGLLGLIISSTQEAAVVPPNVALAVRRSPGFWEFFKVNVDDLTVDAISAKDYLKLKETICDENWAKDENALELDFGAFDFSSRRLTLSSSIGNGVDFISKFMASKTSGDLEHSKPLLEYLLALNHHGENLMINETLNTFPKLQEALIVADVYLSALPKDTPYQNFEKKLKDWGFEKGWGDNAERVRDTMTILSEIFQAPDPTKMESFFRRLPNIFNIVIFSVHGYFGQADVLGLPDTGGQVVYILDQVKALEEELLLRIKQQGLSVKPQILVVTRLIPDAQGTKCNQEIEPVLNTAHSHIIRVPFMTDKGVLRQWDATAKVLGHLECKPDLILGNYTDGNLVASLMANKLGGTIAHALEKTKYEDSDIKWKELDPKYHFSCQFTADIIAMNSADFIITSTYQEIAGSKNRPGQYESHMAFTMPGLSRVVSGINVFDPKFNIAAPGAEQEKPIIFSMARLDTVKNISGLTEWYGKNKRLRNLANLVVVAGFFDPSKSKDREEIAEINKMHALIQKYQLKGQIRWIAAQTDRYRNGELYRCIADTKGAFVQPALYEAFGLTVIEAMNCGLPTFATNQGGPAEIIVDGVSGFHVDPNNGDESSNKIADFFDKCKGDAEYWNRMSKAGLQRIYECYTWKIYANKVLNMGSLYGFWKQLNIEQKKAKQRYLQMFYTLQFRNLFICHLDFKHASTRMIIVLRENGLEQQKQLASPRDAHTSCPCSSWCFLFLSVSIIIYAAMKYYGFFRQP
>AeSUS6
MKPRHLIEEMEKVIGDKSERAKVLEGLLGLIISSTQEAAVVPPNVALAVRRSPGFWEFFKVNVDDLTVDAISAKDYLKLKETICDENWAKDENALELDFGAFDFSSRRLTLSSSIGNGVDFISKFMASKTSGDLEHSKPLLEYLLALNHHGENLMINETLNTFPKLQEALIVADVYLSALPKDTPYQNFEKKLKDWGFEKGWGDNAERVRDTMTILSEIFQAPDPTKMESFFRRLPNIFNIVIFSVHGYFGQADVLGLPDTGGQVVYILDQVKALEEELLLRIKQQGLSVKPQILVVTRLIPDAQGTKCNQEIEPVLNTAHSHIIRVPFMTDKGVLRQWDATAKVLGHLECKPDLILGNYTDGNLVASLMANKLGTKYEDSDIKWKELDPKYHFSCQFTADIIAMNSADFIITSTYQEIAGSKNRPGQYESHMAFTMPGLSRVVSGINVFDPKFNIAAPGAEQEKPIIFSMARLDTVKNISGLTEWYGKNKRLRNLANLVVVAGFFDPSKSKDREEIAEINKMHALIQKYQLKGQIRWIAAQTDRYRNGELYRCIADTNGAFVQPALYEAFGLTVIEAMNCGLPTFATNQGGPAEIIVDGVSGFHVDPNNGDESSNKIADFFEKCKTDADYWNRMSQAGLKRIYECYTWKIYANKVLNMGSLYGFWKQLNNEQKKAKQRYLQMFYTLQFRNLYIFHRDFKHASTRMIIVLRENGLEQQKQLASPRDSHTSCPCSSWCFLFLSVSIIIYAAMKYYGFFRQPYPMCGCYQNVRFF
