>Smp_315690.2 gene=Smp_315690
MINEPPPGNFYLNPFLLLPNIAGQNLLLFYDYLVNVIRQTDKDTLIFYESVTYGIYFPFVNGIPGTGM
QRVPGLLQDEMARKKSVLSYHYYCWLLQSTPATEHMPSWKQYLCDQLLLNYTFKNVRSIVQSTGGGRF
LTEFGLCLPDGNPESINTVECNAVLNAADRNFESWTYWDGYELFSNLNVENISLKSFSRTYPQSTAGQ
PVQLRFDVDSGVFYYAFVPTQKNCTNVNSTLLVAEIFVPMSIHYPHGVKTRFNPEQLNYEVYENNTNL
IFVYMPYIAGQNLLLFYDYLVNVIRQTDKDTLIFYESVTYGIYFPFVNGIPGTGMQRVPGLLQDEMAR
KKSVLSYHYYCWLLQSTPATEHMPSWKQYLCDQLLLNYTFKNVRSIVQSTGGGRFLTEFGLCLPDGNP
ESINTVECNAVLNAADRNFESWTYWDGYELFSNLNVENISLKSFSRTYPQSTAGQPVQLRFDVDSGVF
YYAFVPTQKNCTNVNSTLLVAEIFVPMSIHYPHGVKTRFNPEQLNYKVYENNTNLIFVYMPCTLIKTN
TELIEITIIPNQN.

>Smp_317470.2 gene=Smp_317470
MINEPPPGNFYLNPFLLLPNIAGQNLLLFYDYLVNVIRQTDKDTLIFYESVTYGIYFPFVNGIPGTGM
QRVPGLLQDEMARKKSVLSYHYYCWLLQSTPATEHMPSWKQYLCDQLLLNYTFKNVRSIVQSTGGGRF
LTEFGLCLPDGNPESINTVECNAVLNAADRNFESWTYWDGYELFSNLNVENISLKSFSRTYPQSTAGQ
PVQLRFDVDSGVFYYAFVPTQKNCTNVNSTLLVAEIFVPMSIHYPHGVKTRFNPEQLNYEVYENNTNL
IFVYMPCTLIKTNIELIEITIIPNQN.

>Smp_318880.1 gene=Smp_318880
MYKVKYGIYLSDDVKRIYYGEYADALLGLLKTEEIPDIYQHSIPLPLPPLLHAIDP.
>Smp_319020.1 gene=Smp_319020
MYNSGSKVTSTCNHSNISALSEYTKMVFLILGIEIAITLLIITIILSPLETVHKTPNPWTVLPWILMYV
FSYCNLIIIVIC.

>Smp_349630.1 gene=Smp_349630
MRYTILRSLWLSFHLIIIWPYRYFNCHEVCENPDLLSYDNIIFENDSYRYSLHYHYSMRIRLNQSQLA
FNDSYRNFPFPYFFKPKFSFRFYDTLIDDVYIYYYGRILLTSERYYYLGDIENFAQNIQRSETVVFNE
NELLAVKRNFVITVNDTDVSAKMTSVIQPNGKITLYFDNIPTEIEGIEWISKINATFGCGMYFLDHEI
PVPAKWIKSGTLVEYEVIGKNCWNFNTSEACQGATTPNMRCIWCPKVNKCIESNDNDTHGLKVNDCHV
ENHQSRITEAT.

>Smp_349560.1 gene=Smp_349560
MRIRLNQSQLAFNDSYRNFPFPYFFKPKFSFRFYDTLIGDVYIYYHGRILLTSERYYYLGDIENFAQN
TQRSETVVFNENELLAVKRNFVITVNDTDVSAKMTSVIQPNGKITLYFDNIPTEIEGIEWISKINATF
GCGMYFLDHEIPVPAKWIKSGTLVEYEVIGKNCWKFDTSEACQGATTPNMRCIWCPKVNKCIESNDND
THGLKVNDCHVENHQSRITEAT.

>Smp_179970.1 gene=Smp_179970
MRYNFSPSLWILIYLFFVWNYKRFNCNDICKNPDLEHYENVIFENDTYRYSLHYYYSMRIQRNQPQPV
SSERFNNKIDFRYEARPQFSISFYGSHVEEIDFHEDDGNTAYEFGRSYIGNTYNYIENYKKSDTAVLE
EKELLGAKWTFSINVNGSEVTATMTTLMHPNGKLSFHYDNIPMEIEESRLQSKIVGITIRCEGGLKKPE
ISVPAKWIKSGSLVEFEVIGEICSQYNTSETCQKATTLTMTCFWCEKGKKCIESNDQNTHGLKVNDCR
VEKSDVNDLNSSTTMEHSETTLGITEVQTTKTTEGNKQDKSHWYLYVVIPLVASLFLICIGCIIWRWL
LRRKRSNG.

>Smp_173350.1 gene=Smp_173350
MRYNFSPSQLIITIYVIFVWSHKRFNCNDICNNRALRNYENIITENDTYRYSLHYNYSMRIRRNQSQPV
PSKRFKGNVENIYGVYPRFSFSYYGKHVQQIDFHPKDNVYVFEESQIGIIINYMKNYENTESPVVHDK
ELLGVKRNFLININDSEVTATMITLLHPNGKVSFYYDNIPTDIDGSKLESKIVGTIRCGGVNVDHGIP
VPAKWIKSGTLVEFESIGEICSQYNTIETCQRSTTLKTTCIWCEKGEKCIESNNPDTHVLKVNDCSVE
KKSDVNDLNSSTTTEHSERTLGITEVQTTKTTDENKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLL
RRKRSNE.

>Smp_317840.1 gene=Smp_317840
MDKFVAFQVHCICKVWHTCHANNAHLLELMLALIWHEDVAWITIISSFNSQTLYKDINIETSQHILFFV
K.
>Smp_165590.1 gene=Smp_165590
MSYENIIFENDSYRYSLHYHYSMRIHLNQYQPAFNDSYRNFNFSYFVKPKFSFRFYDSLINEVYIYYH
GRIRLTREGDDYFGDIEHFAQKIRRSETVVFNEKELLAVKRNFLITVKDTDVPAKMTSVIQPNGKITL
YFDNVSCTIS.

>Smp_165600.1 gene=Smp_165600



MTGVIQPNGKISLYFDNIPAEVDESECISKINATLSCSFQGFIDHEIPVPAKWIKSGTLVEYEVIGTL
SFHRNLFETCQRATTTKMTCTWCEKGDKCLESNDEDTHELKVNDCRVEVGIC.

>Smp_319240.1 gene=Smp_319240
MAFITPDDIYEIIENMLLYIWPTVQSTSGCQPISTPFLLMQYCDAMSRYGSDKPDVRFGFLFSYSAVD
GHTGFNIPRKYSSNLSAEDLGSLEDLVFRLTGQRISIFTVQNIKSNQLDLLNLLKPECGDLVVFIKGN
TEIELKALVMARVEVAKLIDSKGLSIYEPGFHFLWINQFPLFEKNNLGMCCKQKRNVYCSALVLC.
>Smp_319340.2 gene=Smp_319340
MERDIISLISLLSADNPDNNPLTTLDDSRQILVKMAVEKFDEYVSKRDEKNIVYLLKIFFLLGETNEG
TRRFSIYLCSYISNKCELLITTNKSSSQSSEFVSANLITEILEFVADTLKNNSMHVETYCGPGNIFGL
VSSVHCVVDRYVKCVVERFYAYHHLDELCSMLKKSNSNSLSSKRHDSSAQSINRDKILDSSELGSDRV
LVIEPIIVETLQIITCSELYLRFIQRRISADIKQSNLTEDDFKKKSNEISKFFESSQLVCQVQDLLSK
YLNLEQYYLRVTIMKALSSDEVDKSSNVWCFIDDVFFITKKSLIRSLSSGNVDTICAMVNHSCSILID
LMVNDFLGNIIRTGFPSGWVQDAYNYVQNSVAVAGSLSSSSSIVNVPTVSSFNMIGPNALARYHFLVT
LNSTEASQKNLLSLVNHLESELNLLYQNQEINS.

>Smp_350240.1 gene=Smp_350240
MRYNFSPSLWILIYVIFGRPYKRFNCSDICKNPDLKRYENVIFENDSYRYSLHYNYSMRILRNQPQPV
PSERFINMINDKYVANAQFSFSFYGYRLEKIRFHEYPTDHVYKFGRSQVGNIINHIKNYTKSESRVLD
EKELFGVKRNFSINVNGTEVTATMTTLIHTNGKISFYYDNIPMEIEESQLQSKIVGSIRCEGEDTEER
EIRVPVDWIKSGTLVEFEAIGEICSQYNTSETCQRSTTLKTTCIWCEKGEKCIESNNPDTHGLKVNDC
RVETTKTTDENKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRRKRSDE.

>Smp_243170.1 gene=Smp_243170
MDSNVCMIDDFSDLKDLVEKSRNVKADVSDEIKNSLARRSEIEHKLKKINSLIPDFHKLQVNAENSSK
LVGCASKLALQLSGKVEQLDLVKNHVLKCVDKLSHIITVRNSAIGVKRCLVDSKLDEAAGYVFTYLEM
ERDIISLISLLSADNPDNNPLTTLDDSRQILVKMAVEKFDEYVSKRDEKNIVYLLKIFFLLGETNEGI
RRFSIYLCSYISNKCELLITTNKSSSQSSEFVSANLITEILLFVADTLKNNSMYVETYCGPGNIFGLV
SSVHCVVDRYVKCVVERFYSYHHLDELCSMLKKSNSNSLSSKIHDSSAQSINRDKILDSSELGSDRVL
VIEPIIVETLQIITCSELYLRFIQRRISADIKQCNLAEDDFKKKSNEISKFFESSQLVCQVQDLLSKY
LNLEQYYLRVTIMKALSSDEVDKSSNVWCFIDDVFFITKKSLIRSLSSGNVDTICAMVNHSCSILIDL
MVNDFLGNIRTGFPSGWVQDAYNYVQNSVAVAGSLSSSSSIVNVSTVSSFNMIGPNALARYHFLVTLN
STEASQKNLLSLVNHLESELNLLYQNQEINSQKLNMCITELVSISDQLQALLDSAFEHLSTSVIQSQV
KTLLNVFKSLKYDLLEEDLDVFAANDRWIESCIAHTEDFLKPFRSVLSIENNDRFVLILINEILHQLD
QFIQRKSFSRFGAIQLEKEYHNLFAYLTSISYSSLRDYFTRSLQICRLLNLDRVEEVLYYWNSSNWRL
TAHEVRSSLSLRRDFAVNEIRALKIQ.

>Smp_199340.1 gene=Smp_199340
LTLSFLSFIPKASVSSLPAFVYKSHACGELSTQHINSTVTVCGWLEFCRLSSRFLVLRDDRGLIQIYC
DKNSLKIPQFNSESVLRVTGKVQARPEKDVNKRMPTGEIEIVAESIEILSHSSPLSFLPKDAANVNEM
ERLKYRYIDLRSSNMQRNIRFRSSIILQMRSFLCQONNGFTEIETPYLFKITPGGAREFVVPTKFPGLW
YCLPQSPQQFKQLLMISGFSKYMQVARCFRDETSRSDRQPEFTQLDIEMAFITPYDIYEITENMLLYI
WPTVQSTLGCQPISTPFLRMQYCDAMSRYGSDKPDVRFGFLFSYSAVDGHTGFNIPRKYSSNLSAEDL
GSLEDLVFRLTGQRISIFTVQNIKSNQLDLLNLLKPECGDLVVFIKGNTEIELKALGMARVEVAKLID
SKGLSIYEPEFHFLWINQFPLFEKNNLGQWKSVHHPFTAASPETAHFLYTDPSKVIGLHYDLVCNGQE
VGGGSIRVHNPEVQKYIFTEILKENSCEMEYFLTALNSGAPPHGGIALGLDRLIAIFVNAKSIRDVIA
FPKAADGKDLLCGTPTMVDDEILSQYCISVSNHSKS.

>Smp_180260.1 gene=Smp_180260
MNDQRSATDKLAYNCPHIIQMKEPSKIVKKVNILEIICDTFSIRGVARMRRGPPFLRGLWFCFVLIMT
VGLLLTTYLLVQDYLVYDVSVNIHVELDAKSPFPALTICHHHPFSQNAYHLRRNGDVMSSSIFNKHMR
NLTHKFLMDNDVDAAETLYQYDSLSTYYQNLKAIDAYRLGHDTTAFLNCMRRVNHTMQIEDNCMHMDG
FQIRKFSHHTYFNCHTFEPKTKVEAEDTNTIALIVSLGTDPNYNNQEQAFLVDLFEMARGLRVVVHEP
GTYPDLEREGLHVETGKLNEINYQPVLWKRLNTPQNPCRAEFIYRNPELASITDYKLPRLTGLCFAYA
YNDLNVSYRYTQSQCILFHQQKDIIKECRCQYIYNPRPQYPSSNLPYCGSILEGDFDILALAKRIQCL
TSGPLNVTVKSQYESTLCHPRCRYYTYESTISVTTWRAVDWQLHWLRQLNRAFKSMQYDVKINGEDWN
ITQKNELSLANDFQISVNAINDLNLQGDNFAYVVLKRRASDVRVSQEKLVLSISVLLSRIGGLCSLSI
GLTAAFIVELIEFTYRLVTTERSNIRRNKSIENKTDSNSVSDGEYKNKLKRSATCI.
>Smp_311250.1 gene=Smp_311250



MYNYSINKPMYFATLIHDELYKELIDVLGIQRFLLFRSEIDLHTIDKVYKAKYGIYLSDDVKRIYYGE
YADALLKLLKKRRHPRYISTFNTITSITSRD.

>Smp_349570.1 gene=Smp_349570
MRYKFSRSLWILIYLIFVWPYERFNCNDICKNPDLYHYENVIIENDTYRYSLHYNYSMRIQRNQSQPV
PSERFKNKINDKYTARLQFSSSFYGSHVQIIEFYRDYGEYVYEFEWSYIGMMFSYIKNYTKSESRVLH
EKELLGVKRNFSINVNGTDVTATMTSLIHPNGKVSLYYDNIPTEIKVSALRSKILGPIRCEGERENRH
ITTVPAKWIKSGTVVEFEAIGEICSQYNTSETCQRATTSKMTCIWCQKGKKCIESNNPDTHGLKGNDC
RVQNNSNVNDVSTLTPVKDIERTLRSTEVQFTEDLIETTEETDEHSNMTALITEENKQHKSHWYLYVV
IPLVTSLFLVCIGCIIWRWLLRRKRSDE.

>Smp_350510.1 gene=Smp_350510
LVTSPEKMRHTLLRCLSMTFYVIVLWPYKFSKSEDICEDSKLQHRQNVIVQNDSYQYSLHYNYSMRIR
CDQLHPVVSNSFIKFSDDQKVNPKFSFKYYDSDVYSFHIDKTGAIAFNVGQIFINIPNFHSSDFEILN
DKELVAVKWSFKSNEDGTDGTAKITCLIHANGKISLYFANIPSKIQGKNLQIGIIGQIYCKTGVKSPR
LNVPAKWIKSGTLMEYEVIGTMCSKYTTTESCQKEKTSDMTCIWCDKANKCIASNDQDTQMLKVNDCH
VETNSKVTDLSTSTPIQQSETTSDVTEVEVEEDLKTNSKVTDLSTSAPIQQSETTSDVTEVEVEEDLK
TNSKVTDLSTSTPIQQSETTSDVTEVEVEEDLKTNSKVTDLSTSTPIQQSETTSDVTEVEVEEDLKTN
SEIEDLSTPASIKRSETTSGVTEVQTEGNVKEVSEKTAQQSNLTTKTIEVNKHKKSSWYLYIVIPLVV
SLFLIFVGCFIWIWINRKWKITSLCHKNFRVNYSF.

>Smp_201260.1 gene=Smp_201260
MLKYHIHTNVFCQALFHLPTFDFLELCSIYQAQNLCSCSESHFISFNGVIHLKLCRYKSSNFTEVDNC
RDIEHPCDPDGTYV.

>Smp_327340.1 gene=Smp_327340
MEYFLTALNSGAPPHGGIALGLDRLIAIFVNAKSIRDVIAFLKAADGKDLLCGTPTMVDDEILSQ.
>Smp_184350.1 gene=Smp_184350
MDSNVCMIDDFSDLKDLVEKSRNVKADVSDEIKDLLARRSEIEHKLKKINSLIPDFHKLQVNAENSSK
LVGCASKLALQLSGKVEQLDFVKNHVLKCVDKLSHIITVRNSAIGVKRCLVDSKLDEAAGYVFTYLEM
EKDIISLISRLSADNPDNNPLTTLDDSRQILVKMAVEKFDEYVSKRYEKNIVYLLKIFFLLGETNEGI
RRFSIYLCSYISNKCELLITTNKSSSQSSEFVSANLITEILEFVADTLKNNSMHVETYCGPGNIFGLV
SSVHCVVDRYVKCVVERFYSYHHLDELCSMLKKSNSNSLSSKRHDSSAQSINRDKILDSSELGSDRVL
VIEPIIVETLQIITCSELYLRFIQRRISADIKQCNLTEDDFKKKSNEISKFFENSQLVCQVQDLLSKY
LN.

>Smp_349580.1 gene=Smp_349580
MRYNFSPSLWILIYLFFVWNYKRFNCNDICKNPDLEHYENVIFENDTYRYSLHYYYSMRIQRNQSQPV
PSERFKNMIHVVYKARPQFSISFYGSHIREIDFHKRHGDTAYEFGRSYIGNTYNYIENYKKSEYRVLH
EKELLGAKWTFSINVNGSEVTAIMTSLIHPNGKLSFYYDNIPTENEEIKLLSGIVGSIRCEGGLKKPE
ISVPAKWIKCGSLVEFEVIGEICSQYNTSETCQNATTSITTCIWCEKGEKCIESNNPDTHDLKVNDCR
VQKKSDVNDFSTSTPIKDIETTLRSTEVQVTENLIETTEERYKHLTTKTTDENKQHKSHWYLYVVIPL
VASLFLICIGCIIWRWLLRRKRSDE.

>Smp_125500.1 gene=Smp_125500
MQEDQPFKVAVVGGGIGGASSAYFLRQIFGNKVSITLFEKSGRIGGRIKTVPFCGETCESGASAIHSS
NYYMYSFANQFKIPMVPLRNADQRLLLFEEGYKPVFSNVTDQTTLLTPVHLLWRYGFSLLRARLYLMA
RIREFTHIYALQQRGECFASPGLLLEKLSKHFPEMTKCTYAEWMRKEIGLNENYINELGFGILSSNYC
QNSADAHAFVGVISSACTVSDVFTIENGAEQIPQKLVEVALAGNPSGAPKEFIHATVKKITRTDNDRL
CLSYDLANNNKTEEGLFDYVILSLPLHQESNISTSHDIKLPSLRYHEMCRTFLSGQINYSLFDLQLKR
LKPNQWATFLPISSYYSNEKHPVRSITRLPFKSEDSDLKDGVWSIFSEPKYIPDPKTALSKLILKYPD
DDHNQIDVVRWLAYPTYHPVNDPYTDLGQFKLASRVYYPNAIESTASCMEMAIIGGRNVALLIANEMK
HLREDQKSMFTRLTNFIKKEAN.

>Smp_214320.2 gene=Smp_214320
MQQLISLCCKVMKMNMKRPRREIKMLTAGETVIIIIILITANKFETASRSLVDLMGEAEFQRILLLTT
LPKDEQINMIIQAMDKDSTNCSFPKHLKTRINDYKYAYYKSSIQKFLSLEPYTRARSTTAPHIYHEEC
LRLEKLYFTKWAVHYLSKNAATDITLLQSYENEYEEAKKGDKNADRRRDWSGLLRVRISEKWKKRELL
DDVESAYIAETRTKVNVNKEKLKKQLTNTENKIEAQLNIVKELESKAIQATNEHMDNRDDKSLKEQYY
EAYSTLAKELRSLVDLMGEAEFQRILLLTTLPKDEQINMIIQAMDKDSTNCSCKF.
>Smp_350160.1 gene=Smp_350160



MRYNFSPSLWILVYVIFVWLYKRFNCNDYCERPDLYNYEIVIIENDTYRYSIHYKYSMRIQRNQSQPV
PSEHFISKIYDKYDILPGFSFSYYGSHVRRIQSYHDAELVYDVGYSHIGNIYNYVVNYNNLETYVIRG
KELLGVKRNYSTNVYGTEVTATMTSLIQPNGKVSFYYDNIPTEIEEYKVRSKIRGLINCEGGRKKHEI
SVPAKWIKSGSLVVFEAIREICSQYNTNETCQNAEISILTCFWCEKKEKCIISNLQDTHDCRVEKNSN
VNDLNISTTMEHSKTTSGITEVQNRTTRTTEENKQHKSHWYLYVVIPLVASLFLICIGCIIWRWLLRR
KRSNE.

>Smp_350150.1 gene=Smp_350150
MRYNFSPSLWMLIYLIFVWPYKLFNCNDICNNPDLGHHEIVIIENDTYRYSLHYKYSMTIQRNQSQPV
SSERFKNKIDGVYRSDPEFSSSFYGSQIHEIAFNVHHHMLVFRGFQIGEIINYIENYEKTESRVLDEE
ELLGVKRDFLINVNGAEVTATMTSLIDSNGKVSLYYDNIPKEIEESQLKSGILGIISCENVVTNHEIS
VPAKWIKSGTLVVYEAIGKICSQYNTNETCQNATIPNLTCFWCEKKEKCIISSNQDTHDCRVEKTSDV
NDLSTSTPIKDIETTLTSTEVQVSENLIETTDETDKHLKTSDVNDLSTSTPIKDIETTLTSTEVQVSE
NLIETTDETDKHFNRTTRTTGENKKHKSHWYLYVVISLVASLFLICVGCIIWRWLLRRKRSNE.
>Smp_307880.1 gene=Smp_307880
MCSRFSIVIFFGIVLSLFQLDVAGNYNLQNAKLFFKNVFHNTAKKLAFINVYKLELTRHSISLEQFNL
SSEVVNYAERIGRIIKAMENSLKTLVSWTEEEVSKYSWNPKLKPDIIKYNDLRELKLGDKRLVDAPGY
HFKIMPNKSGVHLPVEVYNGDSTVFHTLRWTDVLDSIFPTEPNLHFTYFASFTGILRVYPAFPWRQQN
VDMFDVRRRSWFIQGSSVPKDLFILLDTSGSMTGQSLKLANLSAQKLIEALDVDDYFTVAHFPGAKDH
VAPMIVTANNESEPICFNSFVQATRRNKLRLFYDLSTLKARGYSDFPASLKFAYEMFRNLTESARGDR
GKELRNKILVLLTDNAFVFDESVLSQLKQQKSNITTFIYSLGEPVGAAYEHKMKACATNDYYQYLPTV
GAVSNLMKDFHEKSTQIRFGPNASPLPTEVILHGASDVLHTNQYKGTGLMVSISIPVYNRTEKLQFLG
LMGTELPIELMMNGLPQSKLYPTGYAFVVNTNGYLVFHPGLIPEYPWLDDSPYLDFLDVEFNVYGSKT
LIRKKLIDNARGSEQIIDFIKVSDNVHTYVKPRLYSFTRLSNTDFGVAFVMPTDQQLFLSIPKSIKSK
ITTDGSGNYMIDDVLIKNLIKKAKIILPWKALDVYMKINDHVFNLETPNEHMVLHRDEDDQINVKTTL
VDEKEEEYEITNRKETVMEDEEEQQQFKASTSLNDEFISMENEFLSSQLNDTFCVNNTNCLIQDSFLR
KLIIRSTLSSSKVNDESENTPDIKNFNGSSSIILTDQIKETTRVLQSSESITPPSSPRSETSVGVSDI
RIDKNRSSIQTPVENTRPMDKKPITTEVNMSVGFESTTIATTATTATTSATSVLLRSPNDITSQSTLD
MTKNEVDVNNDGVGSDRLITEQNNEIRNFLEKIRNINSSQTELLSQILLEIMIAEKDVSESAESIKLN
SPIISRTIALNTGLIWTIPINTNEQFYNELKHWPDSPIFQRVYDSFNLIFWVRLRMNEDSTKPIENPV
VTEDNSNSLLQSNTKQIIDNDTINITAQTSENQLQITPTTTNSTINSTKEEQNLNQVDGSKNIRNKDE
VIDDYKHSHIEIDEYFDESLPTLNDDETVENMESMNETIMNSQDNTALPVTIFTSITITQGPNDYKAG
VMGITLEPDYLSEQLNMIPECSVTQSNKLCYLLEDAANITAVNNKLLYYQIGQFLGYIDPDLMNSLVQ
NHVYGVLKDYDFEGTCFPREDMLETTSPGIHPIPSILMYTQSLFNVRVWLDRLLTVGSVSVFITRAFI
MGMIRITIAVSGDLNDDVDPQNKPYQCIKLIHRYYSLNGELYGTRNPSINVGFNHRIQGFISCPQQRNR
DWSVQSIIGTNLLLLITDPIFAECEKKTHINRLRRDPVKDVGTDVCETSRAPRYRRQSQKWTLFPNDD
KNPPQCSSTDRLKISLYIVISLNIFSFFLSLYY.

>Smp_335930.1 gene=Smp_335930
MILLLKVFYSEARGKVTIDDDTGYFVDSNGFIKLFHGINCVHKVTPFYIPKLLDPHTFKVLRDWGINV
TRLGFSWIALKPHENETNLEYIDIIEKIIDNAGLYGVYIIIDLHQDGLSKRLGAIDAVPDWFMDKIKR
PPYLFQYPWPLTKYPNESAWFLTYATYESAHAFESIYKNVSGLWNYFAEYWRITTDRFGKKYNVLGYE
LINEPPPGNFYLNPFLLLPNIAGQNLLLFYDYLCNLWNIFPFVNGIPGTGMQRVPGLLQDEMARKKSV
LSYHYYCWLLQSTPATEHMPSWKRYLCDQLLLNYTFKNVRSIVQSTGGGRFLTEFGLCLPDGNPESIN
TVECNAVLNAADRNFESWTYWDGYELFSNLNVENISLKSFSRTYPQSTAGQPVQLRFDVDSGVFYYAF
VPTQKNCTNVNSTLLVAEIFVPMSIHYPHGMRTRFIPEQLNYKVYENNTNLIFVYMPCTLIKTNIELI
EITIIPNQN.

>Smp_346760.1 gene=Smp_346760
MSIHYPHGMRTRFIPEQLYYEVYENNTNLMFFYIPCTLINTNIELIEITIIPKQN.
>Smp_192050.1 gene=Smp_192050
MRIRLHQPQPAFTDSYPKIYGSYFVTPRFSFRFYDTLIHEVCIYSDGNILLTREAYDYFGGIENFAQN
VQESETMVSNEEESLAVKRNFLINVNDKDVSAEMTSVIQPNGKITLYFDNVSCTIS.
>Smp_335780.1 gene=Smp_335780
MRLTRSSKQLERFGDSKNTPVYNTLLRLSWIMILLLLKVLYSEARGKVTIDDDTGYFVDSNGFIKLFHG
INCVHKVTPFYIPKLLDPHTFKVLRDWGINVIRLGFSWITLKPHENETNLEYIDTIEKIIDNAGLYGV
YIIIDLHQDGLSKRLGAIDAVPDWFMDKIKRPPYLFQYPWPLKKDPSQSAWFLTYATYESAHAFESIY



KNDNTDRFGKKYNVLGYELINEPPPGNFYLNPLLLLPNIAGQNLLLFYDYLMNVIRQTDKDTLIFYES
VTYGIYFPFVNGIPGTGMQRVPGLLQDEMARKKSVLSYHYYCWPLQSTPATEHMPSWKQYLCDQSCDE
RELKWGQSNVFEYKITEHFSKICGPCSRFFIC.

>Smp_335785.1 gene=Smp_335785

MLVLVSVFQNPYMGKYHNDCLWDSVDIWLTDCIMHQ.

>Smp_180620.1 gene=Smp_180620
MFLLIALMLVLVSVFQNPYMEVHGGGGSRLSVGLGGHLADRLHNASVELAKDKVNKTLMDKYGRR.
>Smp_328930.1 gene=Smp_328930
MSVVPTIKHFIIINTYVFRDAFKLFDCTNNLTLLRFRPQLITSTTDHITTEGIISQTENVTHPILTVQ
DVYRIGNETKLI.

>Smp_308060.3 gene=Smp_308060
MDSNVCMIDDFSDLKDLVEKSRNVEADVFDEIKDLLARRSEIEHKLKKINSLIPDFHKLQVNAENSSK
LVGCASKLALQLSGKVEQLDFVKADIKQCNLTDDFKKKSGEISKCFENSQLVCQVQDLLSKYLNLEQY
YLRVTIMKMCITELKVSISDQLQALLDSAFEHLSTSVIQSEVKTLLNVFKSLKYD.
>Smp_346860.1 gene=Smp_346860
MEYFLTALNSGAPPHGGIALGLDLLIAIFVNAKSIRDVIAFPKAADGKDLLCGTPTMVDDEILSQYCI
SVSNLNKS.

>Smp_349650.1 gene=Smp_349650
MSLWILIYLFFVWNYKRFNCNDYCERPDLYPYEIVIIENDTYRYSIHYNYSMRIQHNQSQPVPSERFK
EKVVDIYEARPKFSYSFYGSNVHEILFYNHDGDYVFDFGESHIGNIDNYINNYEKSELRVLNEEELLG
VQRNFSINVNGAEFTATMTTLMHPNGKLSFYYDNIPKEIDGSKLQSKIFGIILCKDDTAEHEIRVPVD
WIKSGTLVEFEAIGEICSQYNTSETCQRSITLKTTCIWCEKGEKCIISNLQDTHDCHVEKTSDVNDLS
TSTPIKDIETMLRSTEVQDTDNLIETTEETDNHLKTSDVNDLSTSTPIKDIETMLRSTEVQDTDNLIE
TTEETDNHLNMTIRTMEENKQHKSHWYLYVVIPLVASLLLICIGCIIWRWLLRRKRSNE.
>Smp_349670.1 gene=Smp_349670
MRYNFSPSLWILVYVIFVWSYKRFNCNDYCKNPEIVIIENDTYRYSLHYKYSMRIQRNQAQPVPSYSF
EYKIKHIYAGFPRFSCSYYGKHVEEIHFNENHANYVYQFESLSIGTIFNYIKSYKKSESRVLDEKELL
GVQRNCSIDVNGSEVTATMTTLIHPNGKLSFYYDNIPMEIEESQLQSEIYGFIRCDYVITGHEILVPV
KWIKSGTLVEFEAVGEICSQYKTNETCQNATTSNTTCIWYEKGNACIESINADTHGLKVNDCSVENMT
TLTTEENKQHKSHWYLYVVIPLVASLLLICIGCIIWRWLLRRKRSNG.

>Smp_192040.1 gene=Smp_192040
MRYNISPSLWILVYVIFVWSYKRFNCNDYCKNPEIVIIENDTYRYSLHYKYSMRIQRNQSQPVPSVRF
KNEIGGRYKARPKFSCSYYGYHVGHINFFAYQNDNVIEYGGSLIGIIYNYIKNYKKSESRVLDEKELL
GVQRNCSIDVNGSEVTATMTTLIHPNGKLSFYYDNIPTEIKESDLQSKIYGLKRDNVITGHEILVPVK
WIKSGTLVEFEAVGEICSQYKTNETCQNATTSNTTCIWCEKGNACIESNNADTHGLKVNDCSVENMTT
LTTEENKQHKSHWYLYVVIPLVASLLLICIGCIIWRWLLRRKRSNG.

>Smp_329030.1 gene=Smp_329030
MKLSISTSTKTTGGGRFLTELGLCGDDGNPSSVNTLECKAVLDEADKHFESWTYWDGYFIDDAGNPNQ
NQVQSFIRPYPQSTNGRFLKQHFNHKTGEYSFSFITNQTRNQYSEKQNLIAEIYIPLSVHYPNGYSIN
LNPNNLTTEMKGNTLSIYLPTDLRNEHVLVEMKMVRK.

>Smp_335400.1 gene=Smp_335400
MMLDLFNRLFYILLEILRMIFQLHDEPTPQLITSTTDHITTEAIKSQTENVTHPMLAVQDVYKIGNET
KRKLTYCHMINKYQHLFVHH.

>Smp_349690.1 gene=Smp_349690
MRYNFSPSLWILIYLFFLWPYKRFNCNDICKNPDLLNYENVIIENDTYRYSLHYKYSMRIQRDQPQPV
PSERFKNKVDVIYDHRPQFSFSFYGYHVQKIYFHERLQPIVYVLGGPYHGEIHNYIENNEKFDTAFLD
EEELLGVQRNFSINVNGTEVTATMTSLIHPNGKVSFHYDNIPKEIDGSKLQSKILRVIFCERDHVIPV
PAKWIKSGTLVEYEAIGEICSQYNTKETCLRATTSKTICIWCEKGNACIESNDQNTHGLKVNDCRVEK
KSDVNDLNSSTTMEHSETTLGISEVQVTENHIKITEETDQNLNMTTRTTEENKQHKSHWYLYVVIPLV
ASLFLICIGCIIWRWLLRRKRSNE.

>Smp_349730.1 gene=Smp_349730
MMRYNFLPSLWILVYVIFAWPYKRFNCNDICKNPEIVIIENDTYRYSLHYYYSMRIQRYQSEAVPSDR
FKNMIDYKYDRRLQFSFSFYGTHVKIYFHKNLQPILHIFGWSYIRNIHNYIKKYTKIETGVLDEKELF
GVKRNFSINVNGSEVTTTTTTLIHSNGKVSFYYDYIPKEIEGSQLKSEIFGQLSCKGVVTNHEIPVPA



KWIKSGTLVEFEAIGEICSQYNTKETCLRATTSKTICIWCEKGNACIESNNQNTHGLKVNDCRVEKNS
DVYDLNSSTTMKHSEKTLRITELQVGENLMNTTEETDKHLNMTTRTTEENKQHKSHWYLYVVILLVAS
LFLICIGCIIWRWLLRRKRSNE.

>Smp_349700.1 gene=Smp_349700
MRYNFSPSLWILIYLFFLWPYKRFNCNDICKNPDLLNYENVIIENDTYRYSLHYKYSMRIQRDQPQPV
PSERFKNKVDVIYEHSPQLSFSFYGSHVKNIHFRDGVQPIVYVLGGPYHGEIHNYIENNEKFDTAFLD
EDKLLGVQRNFSINVNGTEVTATMTSLIDPNGKVSFHYDNIPNEIDGSKLQSKILRVILCERDHVIPV
PAKWIKSGTLVEYEAIGEICSQYNTKETCLRATTSKTICIWCEKGNACIESNDQNTHGLKVNDCRVEK
KSDVNDLNSSTTMEHSETTLGISEVQVTENHIKITEETDQNLNMTTRTTEENKQHKSHWYLYVVIPLV
ASLFLICIGCIIWRWLLRRKEVMNDH.

>Smp_201340.1 gene=Smp_201340
MNFIFDFSKDVGQQLGQHLCKLDPFQFQRMNMIYKRKPVRQFGEVLESRTSSQLHNILVAMCKYYQSG
ITFFIG.

>Smp_349710.1 gene=Smp_349710
MRYNFSPSLWILIYLIFLWPYKRFNCNDICKNPDLLNYENVIIENDTYRYSLHYYYSMRIQRDQPQPV
PSERFNDKIYGRSDHRPQFSFSFYGSHVKEIYFHERHEEDYVVKSGDSVDAFNKLRIGYIFNFIKNYT
ESESWFLDEKELLGVQSNSSISVNGAEVTATMTRLIHPNGKVSFYYDNIPTKIEESQLQSKILGLINC
EDVVTNHEIPVPAKWIKSGTLVEYEAIGEICSQYNTSETCQNATTANMTCIWCQKGKKCIESNNPDTH
SLKVNDCRVEKKSDVNDLSTSTPIKDVETTLRSTKVQNMTTRTTEENKQHKSHWYLYVVIPLVASLFL
ICIGCIIWRWLLRRKRSNE.

>Smp_350220.1 gene=Smp_350220
MRYNFSPSLWILIYLIFLWPYKRFNCNDICKNPDLLNYENVIIESDSYRYSLHYYYSMRIQHNQPQPV
PSERFKNKIFGESDINPQFSFSYYGFHVQKIAFHKDVQPTLYVIVKPYHGSIDNYIENYEKFDTAVLD
EEELLGVQSNFSTNVNGTEVTATMTTLIHSNRMLSFYYDYIPTEIEQSELRSKILGRIRCEGGFREHV
IPVPAKWIKSGTLVEYEAIGEICSQYYTSETCQNATTSNMTCIWCQKGKKCIESNNADTHGLKVNDCR
VQKNSDVNDLNSSTTMEHGETTLGITEVQVGENLMKTTGETDKRLNMTTRTTEENKQHKSHWYLYVVI
PLVTSLFLICIVCIIWRWLLRRKRSNE.

>Smp_350230.1 gene=Smp_350230
MRYNFLPSLWILVYVIFAWPYKRFNCNDICKNPEIVIIENDTYRYSLHYYYSMRIQRYQSEAVPSDRF
KNMIDYKFDRRLQFSFSFYGSHAKEIYFHKNFQPILHIFGWSYIRNIHNYIKKYTKIETGVLDEVPKE
TEGSQLKSEIFGQFSCKGVITEDEIPVPAKWIKSGTLVEFEAIGEICSQYNTSETCQNATTANMTCIW
CEKGNACIESNNQNTHGLKVNDCRVEIEFGCIRFE.

>Smp_329040.1 gene=Smp_329040
MENIKPNNLKLLIEDLLTDTSILFAEELYKAIPTSNIQITTSLLIDFWGDESDQVKNVYKLYSNESIW
KSIEERFGKPTEDFLQCVVETRKVKI.

>Smp_329050.1 gene=Smp_329050
MIFQLHDEPTPQLITSTTDHITTEAIKSQTENVTHPMLAVQDVYKIGNETKQTTLKIIQTNIYSFTIK
SY.

>Smp_205300.1 gene=Smp_205300
MNFIFDFSKDVGQQLGQHLCKLDPFQFQRMNMIYKRKPVRQFGEVLESRTSSQLHNILVAMYNYSINK
LMYFATFIHDELHKELIDVLDVQRFLLFRSEIDLHTIDKAYKA.

>Smp_349720.1 gene=Smp_349720
MRIQRDQPQPVPSERFKIKIYFRTDIYPQFSFSYYGSHVKEIHFRDGDVDNVYEFGGSRIGNIFNFIK
NYTKSESWFLDEKELLGVQRNSSISVNGAEVTATMTRLIHPNGKVSFYYDNIPTKIEESQLQSKILGL
INCEDVVTNHEIPVPAKWIKSGTLVEYEAIGEICSQYNTSETCQNATTANMTCIWCQKGKKCIESNNP
DTHSLKVNDCRVEKKSDVNDLSSSTPIKDIETTLRSTKVQNMTTRTTEENKQHKSHWYLYVVIPLVAS
LFLICIGCIIWRWLLRRKRSNE.

>Smp_349740.1 gene=Smp_349740
MRYNFSPSLWILVYVIFVWSYKLFSCNDFCNRFVFYQYEIVIIENDTYRYSLHYNYSMRIQHNQPQPV
PSERFKNKINRRYTARSISFSFYGSQVREIDFHDGNVDNVYEFGGSRIGNIFNFIKNYTKSESWFLDE
NELLGVQKNYSTNVNGTEVKATMTSLIHPNGKVSFYYDNIPKEIDGSKLQSKIVGITIHCEDGTAFHEI
RVPAKWIESGTLVEFEAIGEICSQYNTNETCQNAKISILTCFWCEKEKKCIISNLQDTHDCHVEKKSD
VNDLSTSTPIKDIETTLRSTKVQNMTTRTTEENKQYKSHWYLYVVIPLVASLFLICIGYIIWRWLLRR
KRTNE.



>Smp_347020.1 gene=Smp_347020
MDTHSLYHLVILFEETKQKLSKSLSYRSPSLPYPFIIRKSLKKARHSDLNTSDIQGSRQFNQITVETY
TMDTPESWNLDKGEEISFFSGNPTVETTEGIIHIYKNQREVPRCNDIVTSTVLCFFSVPSHVTVKDLL
RFISPMRDVIEELKIVKDSTPNQYMALLKFRTAEDTVHFYDTYNGTSYNTLEQVACQLMYVSHVEITH
PSTGVAFPTKDLRELPSCPVCLERLDEPVQGILTTILCNHTFHDGCISQVEDTICPVCRYVQSPEMLS
DSQCADCDIRENLWICLICGHVGCGRYGQKHAQVHFEETGHTFALELGKTLVWDYADDAYVHRLAVNH
EDGKLVQLGPSSETGNKKLDIISMEFSAILTSQLESQRAYFESQLDLITTQSNMRLEEMESSVESALS
AAQTAEKKLSEVIKENLVISRKLRQATSLAQRLQRDLEEERALNQSLLINEKTWRERTEQAESEAKTA
RAECRELLLNLELRDKLNELNTINVHSRKRFRKYQTSLHKNIYL.

>Smp_348000.1 gene=Smp_348000
MNKKIILLTITIYLALMIRVPEHLKTRIKHYKDAYFHSSIQKFLSLEPYTRASSTRAPQIYHEECLRLE
KLYFTKWAVHYLSKNGATDITLLQSYENEYEEAKKGDKNADPRRDWGGQLRASISKKWKEREILDDVE
SAYIAGPRTNVNVNKEELKKQLTNTGNNIEAQLNNVKELESKAIQAANKHMNNRDDKSLEKQHKEAYS
TLGKELRSLVDLMGEAEFQRILLLTTLPKDEQIKMIIQAMDKDSTNCS.

>Smp_348010.1 gene=Smp_348010
MNKKIILLTITIYVALMIRVPEHLKTRIKHYKDAYYNSSIQKFLSLEPYTRASSTRAPQIYHEECLRLE
KLYFTKWAVHYLSKNGATDITLLQSYENEYEEAKKGDENADPRRDWGGRLRASISKKWKEREILDDVE
SAYIAEPRTNVNVNKEELKKQLTNTGNNIEAQLNNVKELESKAIQAANKHMNNRDDKSLEEQAYEAYS
TLGEELRSLVDLMGEAEFQRILLLTTLPKDEQIKMIIQAMDKDSTNCS.

>Smp_348030.1 gene=Smp_348030
MNKKIILLTITIYVALMIRDDYALSEPTDDYALSEPTDDYALSEPTDDYALSEPTDDYALSEPTVPEHL
KTRIKHYKDAYYNSSIQKFLSLEPYTRASSTRAPQIYHEECLRLEKLYFTKWAVHYLSKNGASDITLL
QSYENEYEEAKKGDENADPRRDWGGRLRASISEKWKEREILDDVESAYIAEPRTNVNVNIEELKKQLT
NTGNNIEAQLNNVKELESKAIQAANKHMNNRVLSLEPYTRASSTRAPQIYHEECLRLEKLYFTKWAVH
YLSKNGATDITLLQSYENEYEEAKKGDENADPRRDWGGRLRASISKKWKEREILDDVESAYIAEPRTN
VNVNKEELKKQLTNTGNNIEAQLNNVKELESKAIQAANKHMNNRDDKSLEEQAYEAYSTLGEELRSLV
DLMGEAEFQRILLLTTLPKDEQIKMIIQAMDKDSTNCS.

>Smp_313480.2 gene=Smp_313480
MFPEHLKTRIKHYKDAYYNSSIQKYEYEEAKKGDENADPRRDWGGRLRASISEKWKEREILDDVESAY
TAETRTNVNVNIEELKKQLTNTGNNIEAQLNNVKELESKAIQAANKHMNNRDDKSLEEQHYEAYSTLA
KELRSLVDLMGEAEFQRILLLTTLPKDEQIKMIIQAMDKDSTNCS.

>Smp_152510.1 gene=Smp_152510
MPDGLSHKILICGDVKGRVSALYSRVSKVINVAGQFDMMFCLGDFFGTETSEIKRMIDGSLAASLPTY
IVSPYTEIAQKYCQAESGCELCNNLTYLGSKGTYTTMSGLRVVYMAEWELNSDNCNLPSSLLSEALAA
EDNGFLGVDLLLTCQWPKHVNKLTLSELPDGCQQCIDSSSILISRLAYLTRPRYHFSCGNGVYYERSP
YRNHRVLQEKACHTTRFISLADVKNERNQKYLYALKLIPIDKMDHQDLINQPPDVTENPYREFVDHKH
SLDRETEVQTEQYFYNMNTKEKPGTVAKKDTHQKRKINTNTFEDTDDIKRQLVDKNDTSEESFQEKID
KNRNHAACWFCLGNPQVKKHLIVSIGTQAYVALPRGPIVPDHALILTIGHHQSWMSCPEYVRSEIEEY
KSRLKRMYAAQGKAMVTFERNLKTQHYQLQVVPVPFSVAAEVKQVFLELSSNTDFSPCELKPVPRRTE
LDEICRVGIPYFFVELPTGEKLFGRIPKDRISSANLQFGRIVLTDPRILNCPEKADWHDCTDEEDEET
DLAKDFRKMFLPFDVNDDDDDNNNNTE.

>Smp_194130.1 gene=Smp_194130
MRYNFSPSLRILIYLIFVWPYKRFNCNDICNNADLRHHEIVITENDTYRYSLHYNYSMRIQRNQSQSV
PSEHFYKIYDKYWVYPRFSFSYYGKHVKQIDFHEDHKLYDFGGYHIGTIINYIKNYEKYEAVVLDEKK
LLGVQRNFSINVNGTEVTATMTTLIHPNGMVSFYYDNIPTAIEEIELKSEISITIRCDNGYKYPGIRV
PAKWIKSGTLVEFEAIGEICSQYNRSETCQRATTLTMTCFWCEKGGKCIESNDQNTHVLKVNDCSVEK
SDINDLNSSTTMEHIETTLGITEVQVSENLMKTTGETDKDLTTRTTEENKQDKSHCCLYVVIPLVASL
FLICIGCIIWRWLLRRKKSNE.

>Smp_317140.1 gene=Smp_317140
MNETEDLDVFAANDRWIESCIAHTEDFLKPFRSVLSTENNDRLVLILINEILHQLDQFIQRKSFSRFG
AIQLEKEYHNLFAYLTSISYNSLRDYFTRSLQICRLLNLDRVEEVHYYWNSSSWRLTAHEVRSILSLR
RDFAVNEIRSLKLQ.

>Smp_309140.1 gene=Smp_309140
MARVEVAKLIDSKGLSIYEPGFHFLWINQFPLFEKNNLGQWKSVHHPFTAASPETAHFLYTDPSKVIG



LHHDLVCNGQEVGGGSIRVHNPEVQKYIFTEILKENSCEMEYFLTALNSGAPPHGGIALGLDRLIAIF
VNAKSIRDVIAFPKAPGGKDLLCGTPTMVDDEILSQYCISVSNHNKS.

>Smp_350210.1 gene=Smp_350210
MRYNFSPSLWILIYLIFLWPYKRFKCNVDCERPNLYQYEIVIIENDTYRYSIHYKYSMRIQHNQSQPV
SSDRFTNKIDYRYSARPQFSLSYYGSRVHEIRFYEHDEGKVYNFRGLYSGSIYNYIKKVKSESRVLDE
KELLGVQRNFLMNVNGTEVTTTMTSLIHPSGKISFYYDNIPREIEESQLKSRIFEQISCRVGGFVRFY
SILVPAKWIKSGTLVEFEAIGEICSQYNTNETCQNATISNLTCFWCEKIEKCIISNLQHTHDCRIEKT
SDVNDLNSSTTTEHGETTSGITEVQVSENLMKTTEETDKQSYMTTRTTEENKQHKSHWYLYVVIPIVA
SLFLICIGCIIWRWLLRRKGSDE.

>Smp_349160.1 gene=Smp_349160
MRYNFSPTLWVLIYLISVWPYKRFNCNDICKNSDLRDYEIVIIENDTYRYSLHYNYSMRIQRHQSQPN
LSGSFKNMVKDIYAGFPRFSFTYYGSNVRQIDFYKVVNADDIVVFGSIHLGDIVNNIQNYTKLESEIL
DEEELLGVKRNFSVNVNGSEVTATMTSLIHPNGKMSLYYDNIPTEIEQNKLRSLIYGRIACENGHRDH
EIPVSAKWIKSGTLVEFEVIGKICSQYNTSERCQNATTSNMTCIWCEKGNACIESNDQNTHGMKVKDC
RVEDTSTGNNGRK.

>Smp_349170.1 gene=Smp_349170
MRYNFSPSLWILVYLFFVWQYKRFNCNEICNDPYLRYYENVIIENDTYLYSHHYKYSMKIQRHQSQPV
PSDRFNIKINGIHTVYPQFTCSYHGSHVHKIMFYEDNADDVYEYGRSYIGTNHNYLNNYVKLNSAVLD
EEKLIGVKRTFSINVNGAEVEATMTSLIHPNGKVSFYYDKIPKKLWKVKLISKLTGIIKCEDGLQKFF
ATHVPEKWIKSGTLVEFQAIGEFCLQYDTSETCQNAKTPTTTCFCCEKIEEKKEEIEYEYQDSGRK.
>Smp_349180.1 gene=Smp_349180
MAYTLFIPNSRVVITVVTYTKLCFTKIMQMMYMNMEGLTLETNHNYLNNYVKLNSAVLDEEKLIGVKR
TFSINVNGAEVEATMTSLIHPNGKVSFYYDKIPKKLWKVKLISKLTGIIKCEDGLQKFFAIHVPEKWI
KSGTLVEFQAIGEFCLQYDTSETCQNAKTPTTTCFCCEKIEEKKEEIEYEYQDSGRK.
>Smp_349190.1 gene=Smp_349190
MRYNVSPSLWILIYLIFVWPYKRLNCNDYCKNSDLRHYENVIIENDSYRYSLHYKYSMRIQRYQSQPV
PSDRFNNEIDDVYYGTPQFSCRYYGTHVVQIDFERHRDDVYKSGELPIGTIFNFIENYKKSESRVLDE
KELLGVKRTFSINVNVSDVTAKMTNLIHPNGKVSLFYDNIPTEIEESKLQSEIYGLIRCEDGLTKHEI
SVPAKWIKSGTLVEFEAIGEICSQKYTSETCQRATTSTMTCFWCEKGKACIESNDQNTHGLKMNDCRYV
ENMIT.

>Smp_329950.1 gene=Smp_329950
MNIITIIIIDTFVVFNNDFTEQISFASLCSQNVLVKPSFLNNQNHIIVIIIINCTKSILFFHHKFHAH
YSNDA.

>Smp_154590.1 gene=Smp_154590
MRYNFSPSLWILVYLFFVWQYKRFNCNEICNDPYLRYYENVIIENDTYLYSHHYKYSMKIQRHQSQPV
PSDRFNIKINGIHTVYPQFTCSYHGSHVHKIMFYEDNADDVYEYGRSYIGTNHNYLNNYVKLNSAVLD
EEKLIGVKRTFSINVNGAEVEATMTSLIHPNGKVSFYYDKIPKKLWKVKLISKLTGIIKCEDGLQKFF
ATHVPEKWIKSGTLVEFQAIGEFCLQYDTSETCQNAKTPTTTCFCCEKIEEKKEEIEYEYQDSGRK.
>Smp_201320.1 gene=Smp_201320
MNITSENTVSNLQLTTSVKSLILLVHSFYDHRSAAVVHWIQKMFSRSMHQRAKKVSSVIYSSFLSSEV
QTKSVVR.

>Smp_329960.1 gene=Smp_329960
MNMSSTHSSISSSSLSSYLSNENHQCRQHPDHLRNLDDNQLTYIHCGDHVLYFSNLSNQ.
>Smp_349200.1 gene=Smp_349200
MRYNVSPSLWILIYLFSVWPYKRFNCNEICNHPNVRNYENVIIENDTYRYSHHYEYSMRIQRHQSQPV
PSDRFNIKINGIHTVYPQFTCNYHSEYIRKIMFYADDADDVYDFRGYYIGTMINYLVNYMDFDTAVLD
EKKLLGVKRTFSINVDGSEVEATMTSLIYPNGKVSFYYDKIPKEIEVSKFQSKIVGSIRCEGGLQKFF
ATHVPEKWIKSGTLVEFQAMG.

>Smp_102020.1 gene=Smp_102020
MRYNVSPCLWILIYLLFVWPYKRFNCNEICNDPYLRYYENVIIENDTYLYSHHYKYSMRIQRHQSQPV
PSDRFNIKINGVHTVYPQFTCSYHGSHVHKIMFYEDNADDVYEYGRSYIGTNHNYLNNYVKLKSAVLD
EENLLGVQRNFSINVNGAEVEATMTSLIYPNGKVSFYYDKIPMKLWKVKLISKLTGIIKCEDGLQKSF
ATIHVPEKWIKSGTLVEFQAIGEFCLQYDASETCQNAKTPTTTCFCCEKIEEKKEKMNMNTGTAAENKQ
EK.



>Smp_086630.1 gene=Smp_086630
MRYNVSPSLWILIYLFFVWPYKRFNCNEICNNPGVSNYENVIIENDTYRYSHHYEYSMRIQLHQSKPV
PSDRFNIKINGIHTVYPQFTCNYHSKYIRKIMFYADDADDVYDFRGYYIGTMINYIVNYMDFDTAVLD
EKKLLGVKRTFRINVDGSEVEATMTSLIHPNGKVSFYYDNIPKEIEESKFQSKIVGSIRCEGGLQKFF
AIPVPAKWIKSGTLVEFQAMGESCSQHYRSEICQNAKTSTTTCFCCEEKKKCMELNNQDTHGLKVDDC
RVENMNTGTAAENTQIEVMNDT.

>Smp_350320.1 gene=Smp_350320
MRYNFSPSLWVLIYLIFVWHYKRFNCNDICKNSDLRHYEIVITIENDTYRYSLHYNYSMRIQRYQPQPV
SSDRFKNKISYIYAGFPRFSFSYYGSNVRQIDFYKVVNADDIVVFESIYLGDIINNIQNYTKLESEIL
DEEELLGVKRNFSINAHGSEVTATMTSLIHPNGKMSLYYDNIPTEIEQNKLRSLIYGKIGCENGHRDH
EIPVPAKWIKSGTLVEFEVIGKICSQYNTSERCQNATTSNMTCIWCEKGNACIESNDQNTHGMKVKDC
RVENTSTETTEENKPHKSYWYLYVVIPLATSLFLICIGYIIWRWLLRG.

>Smp_349210.1 gene=Smp_349210
MRYNFSPSLWIRIYLIFVWHYKCFNCNDICKTSDFSPYEIVIIENDTYRYSFHYKYSMRIQRYQPQPV
SSDRFKKMSTYIYYATPQFSFSFYGFHVEQIDIYKYHGENVFQFQKTYIGTIDSYIKEFENSESRVLD
EKELLGVKTNFSINVNGLDVTATMTSLIHPNGKVSFYYDNIPTEIEESRLQSEISGLIRCKEGHTRSP
EISVPAKWIKSGTLVEFEAMRDRCLQYNTSETCQNATTSIVRCFWCERERACIESNDQNTHYLKVNDC
RVEENPDANDLNSSTTMKHSESVVYFEDDCL.

>Smp_349240.1 gene=Smp_349240
MRYNFSPSLWVLIYLIFVWHYKRFNCNDYCKNSDLSHYEIVIIENDTYRYSLHYKYSMRIQRNQSQPV
PSDRFKNKISYIYYGKPQFSCSYYGIHVEQIDFYKYHGENVFEFGGSYIGTIINYIKNYKKSESRVLD
EKELLGVKRNISINVDGSDVTATMTSLIHPNGKVSFYYDNIPTEIEESRLQSEIYGLIRCEEGLTRSL
EISVPAKWIKSGTLVEFEAIGEICSQYNTSETCQNATTSNMTCIWCEKGRACIESNDQNTHGLKVNDC
RVEKNPDVNDLNS.

>Smp_093070.1 gene=Smp_093070
MTSLIHPNGKVSFYYDNIPTEIEESRLQSEIYGLIRCEDALFNIIFLVQYRIFSITYFSKYQFLTSSS
FLTINIW.

>Smp_349250.1 gene=Smp_349250
MRYNFSPSLWIIIYLIFIWPYKRFNCNDICKISDMRHYEKVIIENDSYRYSLHYNYSMRIQRNQSQPV
PSDGFKNKISYIYYGTPQFSCNYYGSHVQQIQFSEDLDRDYVFALGRSHIGTINNYIEENEKSEAGVL
NEKELLGVQKNFSIKINGSDVTATMTSLIHPNGKISFYYDNIPKEIEESQLTSKINGIEKCGNGLTKH
EISVPAKWIKSGTLVEFEAIGEICSQYNTSETCQNVTTSNMTCIWCEKGNACIESNDQNTHGLKVNDC
RVENTSTGIMEENKPHKSYWYLYVVIPLAASLFLICIGYIIWRWLLRSKNSGK.

>Smp_317160.1 gene=Smp_317160
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRK
NGGILKKGRATIMECRHATNGNPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPD
ITVEYASVARMLDFVRSNI.

>Smp_337500.1 gene=Smp_337500
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRK
NGGILKKGRATIMECRHATNGNPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPD
ITVEYASVARMLDFVRSNI.

>Smp_306680.1 gene=Smp_306680
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRK
NGGILKKGRATIMECRHATNGNPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPD
ITVEYASVARMLDFVRSNI.

>Smp_317170.1 gene=Smp_317170
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRK
NGGILKKGRATIMECRHATNGNPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPD
ITVEYASVARMLDFVRSNI.

>Smp_317180.1 gene=Smp_317180
MVNLQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNGNPIC
VKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_330270.1 gene=Smp_330270
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRK



NGGILKKGRATIMECRHATNGNPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPD
ITIVEYASVARMLDFVRSNI.

>Smp_330280.1 gene=Smp_330280
MSNRWRFVVVVTLFTYCLTFERVSTWLIRSGEPVQHPAEFPFIAFLTTERTMCTGSLVSTRAVLTAGH
CVCSPLPVIRVSFLTLRNGDQQGIHHQPSGVKVAPGYISCMSARQRRPIAQTLSGFDIAIVMLAQMVN
LQSGIRVISLPQPSDIPPPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNGNPICVKA
GQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_330290.1 gene=Smp_330290
MLNGRTFLMVTLFTYCLTFERASTWLVRKGEPVQDRTEFPYIAFVRTERTMCTGSLVSTRAVLTAGHC
VCSPMPVVQVSFLTLRNGDQQGIHHQPSGVKVAPEYMPSCTASRQRRRIRQTLSGFDIATVMLAQMVN
LQSGIRVISLPQASDIPTPGTDVFIVGYGRDDNDRDPSRRAGGILKKGRATVMECKHSTTGNPICVQA
AYVFGQITAPGDSGGPLLRSPQGPVLGVVSHGVTLSNRLDVLVEYASVARMLGFVSSNI.
>Smp_336190.1 gene=Smp_336190
MLAQMVNLQSGIRVISLPQASDIPTPGTDVFIVGYGRDDNDRDPSRRAGGILKKGELVVNKQHDSVCL
TRWLCWTVVIAVVDLSVKVDLQLLVSRLSSPRPLIVWNGMSDRSDEREMTKHCANDRIVLYTR.
>Smp_330300.1 gene=Smp_330300
MECKHSTTGNPICVQAAYVFGQITAPGDSGGPLLRSPQGPVLGVVSHGVTLSNRLDVLVEYASVARML
GFVSSNI.

>Smp_330310.1 gene=Smp_330310
MECKHSTTGNPICVQAAYVFGQITAPGDSGGPLLRSPQGPVLGVVSHGVTLSNRLDVLVEYASVARML
GFVSSNI.

>Smp_317270.1 gene=Smp_317270
MECKHSTTGNPICVQAAGEPVQQRTEFPFIALLMTDASMCTGSLVSSRAVLTAGHCVCGQTPIVRVSF
LSLSEFDQRTINHRPLEIKVAPEYNPVCQLKRENKRITKSLGGYDMAIITLTNLVNLETGVKVISLAT
ELDIPIPESIAYMVGYGQDIRDPDPSGRYGGILKKGSATIMACRHKTFGDPICVKPGPNSKQIAGPGD
SGGPLLLTPQGPIVGVASNGVFLPALADLCVEYSSVPRMLKFILPNI.

>Smp_317190.1 gene=Smp_317190
MECKHSTTGNPICVQAAYVFGQITAPGDSGGPLLRSPQGPVLGVVSHGVTLSNRLDVLVEYASVARML
GFVSSNI.

>Smp_169280.1 gene=Smp_169280
MDGNPSTLSILSDKYVFLNPNEDQFVRIKNYLDIELDNGQGECFLELGIGDGQCPGLTPQEMNQSVCT
AERLADSLSSHLIYLRDRWITAGSQSSATTTTQSGSGVDTLTRPSSVDNGHSSPHRHTLTSSSGESKT
KGNSVNIDDGIKSKQNSISTDNNKELSSQDKSETNITDTTSTISSSSSNSSSATTGCLVKEYLLRRKT
ASDDFVDVRVAVVGNVDAGKSTLLGVLTHGELDNGRGLARLRLLRHKHEAESGRTSSVAHDILGFNSI
GQVVNKPIHGHLNWSEICEASAKVITFIDLAGHERYLKTTIFGMTGHAPDYVMFMVGANAGVIGMAKE
HLGLALALCVPVFVVVTKIDMCPPNVLHETMNLLFRILKSPGCRKIPALISSTDDVICCATNFTSERM
CPIFSVSNVNGTNLDLLKLFLNLLPSRSEPRLNELAHFQIDEIFSVQGVGTVISGTCLSGIIKLNDIL
LLGPDLSGQFNPISIKSIQRKRLSVNYVRGGQTASFALKKLRRNQVRKGMVLLAPESKPKACIEFIAE
VLILHHPTTISVGYQAMVHAGPVRQTATILKLNSHERLRTGDKDMVVFRFIKSPEYLYTGLRLIFREG
KTKAVGTVKELVPYSASIQQNPRAKLYKRYATSKTNQPMNNTVTDEIKTLNLSNTSSIPKSTEYISTT
TTTNTTSQPDTTELSNIPVSDLLTSNNINAPANSRQRKHHYHRTRKDITE.

>Smp_187410.1 gene=Smp_187410
MTDFVICRIIFFPSQLLCNQTTEFEITQFLCLSSLDHLLLNYTFKNVRSIVQSTGGGRFLTEFGLCLP
DGNPESINTVECNAVLNAADRNFESWTYWDGYELFSNLNVENISLKSFSRTYPQSTAGQPVQLRFDVD
SGVFYYAFVPTQKNCTNVNSTLLVAEIFVPMSIHYPHGVKTRFIPEQLSYKVYENNTNLIFVYMPCTL
IKTNIELIEITIIPNQN.

>Smp_332150.1 gene=Smp_332150
MRLTRSSKQLERFGDSKNTPVNTLLRLSWIMILLLLKVLYSEARGKVTIDDDTGYFVDSNGFIKLFHG
INCVHKVTPFYIQKLLDPHTFKVLRDWGINVIRLGFSWIALKPHENETNLEYIDTIEKIIDNAGLYGV
YITIDFHQDGLSKRLGAIDAVPNWFMDKIKRPPYFFQYPWPLTKDPSQSAWFLTYATYESAHAFESIY
KNVSGLWNYFAEYWRITTDRFGKKYNVLGYELINEPPPGNFYLNPFLLLPNIAGQNLLLFYDYLVNVI
RQTDKDTLIFYESVTYGIYFPFVNGIPGTGMQRVPGLLQDEMARKKSVLSYHYYCWLLESTPATEHMP
SWKRHLCDQLLLNYAFKNVRSIVQSTGGGRFLTEFGLCLPDGNPDSINTVECNAVLNAADRNFESWTY
WDGYELFSNLNVENISLKSFSRTYPQSTAGQPVQLRFDVDSGVFYYAFVPTQKIVQM.



>Smp_349140.1 gene=Smp_349140
ARRLSVGLGQHLIDRVHNASVELVKDKVNQTKIDKYGRR.

>Smp_331110.1 gene=Smp_331110
MSILIGIPIGISILDLYVYLKVAAIAITLIYFTCSIFIGGAIQTQLADHFVLILIYFVIISIAFVAAA
TVFYVLEHRAALITLEVAAELILFLTYHLQTIRAVC.

>Smp_179390.1 gene=Smp_179390
MTCFWCEKGNACIGSNNQDTHGWKVIDCRVKKNLDVNDLSTSTPIKDIETSLRSTEVQNMTSRTTEEN
KQHKSHWYLYVVIPLVASLFLMCIGCIIWRWLLRRKRSNE.

>Smp_179400.1 gene=Smp_179400
MKKAKKQSKEDRNLQNDKEILEVKLSKYKQDHDVYQNLLSDYHVLIKRFQQTKRDLEAEKLLRTTLEN
KIVGLKKQLNFHFPLFDGCVKAVDGCKLDEDGSPLSEEIVSIRHQRASKLEAYKIQMEGIFENNRGRF
KSSANFGGEDASDR.

>Smp_333360.1 gene=Smp_333360
MLKKFTALILIRLTNRLLTSITICSANDFLQNVDRHLIMMVRNEITSISLDCEESLFLINNRVPLRK.
>Smp_331120.1 gene=Smp_331120
MLLDLVNGLHFILTEIILMVLQSYDEPKPPFVRSQLHHVNVEGILHEPKIVSSGTSADIEVYKMGNTT
KAHQTEMIMNVLLSSTNAERQNIMHQYNRILKKPLLNEKENIKSGLMYQLFEDLLTDTSILLADELYR
AIMSSDLRRTTSILIDFWGDEFDQVENAYKIYSVEPFWKSIEKHFGKSVKSTLHCIVETRKNEPKQED
PIKGRGVKPIVNKTAVSEVFYDIMVVLDSNKDVGQQLGQRLCKLDPFQFQRLNMIYKRKPVRQFGEVL
ESRTSGQLHNILVAMYNYSINEPMYFATLIHDELHKELIDVLGVQRFLLFRSEIDLHTIDKVYKAKYG
IYLSDDVKRIYYGEYANALLKLLKKEEIPYIYQHSIPLPLPPLLHAIEP.

>Smp_315060.1 gene=Smp_315060
MMLDLFNRLFYILLEILRMIFQLHNEPTPQFINATTDYITTEGIISQTENVTHSMLTVEDVYRIGNET
KQTTLKIIQLHNEPTPQLMNSTTDYITTEGIISLTEIVTHPMLIVEDIYRIGNETKQTTLKIIQSYDK
QIPTFIRSPLNHIDLQGNVYQPKIVPSNKFCASNDVHNIRNQIKKQNYERVLQILLTRTNAQRQHIVD
HYKTFEMSLIKEMENIKPNNLKLLIEDLLTDISILFAEELYKAISTSNIQITTSLLIDLWGDEFDQVK
NVYKLYSNESIWKSIEERFGKPTEDFLQCVVETRKVKIKQATNEDTFGKPIVNMSEVNKTFHYLLKQK
NSTNITEQQLSNLLCKLNPFQLEALDMMYQQDLKRTFFEVIKRRSSGQMHDLLLSLYTYSVNKPMYFA
TLFHDVLPKELVSVLTAQRLLIFRSEVDLQLVCDIYEALYGTYLSDDVKQKYFGKQDNALTNLLKSEE
TTVVY.

>Smp_317220.1 gene=Smp_317220
MDHLGYIKLFRGFNNVQKDFPWYQGNAWNITQIQMFQNWGLNVIRLGIMWSGVKPNISIVNTTYLNVM
ESLIDLYAEHGIYVILDMHQDGLSSRYGTYDGIPLWLINQFKRPPTIMQEPWPYKKLPKWDGAYYLTY
ECTNGAQQLYENVSGAWNHWGDFWEITAKHYGKKSNVLGYDLINEPPPGNFYSNPLRGFPGYAGRYNL
LPVYDYLVERIRQYDKSSLIFYEPVTYGIFTPLSTSGWLGTGFRRVPGANRDKSAPSKSVLSYHYYCW
TLQNDYQNSTMPFWKKVLCDSFLLPTVISNVIKATKTTGGGRFLTEFGLCGDDGNPSSVNTLECNAVL
DEADKHFESWTFWDGYFIDNAGNPIQSAVFHSSLSSVNKWEISQATFQS.

>Smp_317230.1 gene=Smp_317230
MNYSMRFTIIFIFIWSSVYTEFIPLSKIHLNQDGMFMDHLGYIKLFRGFNNVQKYFPWYQENAWNITQ
TKMFQNWGLNVIRLGIMWSGVKPNISIVNTTYLNVMESLIDLYAEHGIYVILDMHQDGLSSRYGTYDG
IPLWLINQFKRPPTILQEPWTYEKLPDWEGAYYLTYECSEGAQQLYENVSGAWNHWGDFWEIIAKHYG
KKSNVLGYDLINEPPPGNFYTNPLRGFPGYAGRYNLLPVYDYLVERIRQYDKSSLIFYEPVTYGIFTP
LITSGWLGTGFRRVPGANRDKSAPSKSVLSYHYYCWILQSDYPNSTMPFWKKVLCDSFLLPTVTSNVI
KATKTTGGGRFLTEFGLCGDDGNPSSVNTLECNAVLDEADKHFESWTFWDGYFIDNAGNPIQTQVRSF
IRPYPQSTNGRFVKQHFNHETGEYSFSFITNQLSNQYSEKQNLIAEIYIPLSVHYPNGYSINLNPNNL
TAELKGNTLSIYLPTDLRNEHVLVEMELVRK.

>Smp_349150.1 gene=Smp_349150
MRYNFSPSLWILIYLIFVWPYKRFNCNDYCKRSDLYNYEIVITIENDTYRYSLHYNYSMRIQRNQSQPV
LSDSFKNKIDGRYKVTPRFSCSYYGYYVGHINFFEYQNDNVIEYGGSFIGITYNYIKNYEKSESRVLD
EKELLGVRRHFSIDVNGSDNAHHEIPVPAKWIKRGTLVEFEAIGEICSQYNTIETCQNATTSNTTCIW
CEKGEKCIESNNQHTHGLKVNDCRAENMTTRTTEENKQHKSHWYLYVVIPLLASLFLICIGCIIWRLL
LRRKRSNK.

>Smp_334670.1 gene=Smp_334670
MLLDLVNGLQFILTEIILMILQSYDEPKPPFVRSQFHYVNVEGILFEPKIVSSGTSANIQVYKIGNST



KAHQTEMIMNVLLSSSNAERQNIMHQYNRILKKPLLNEKENIKSGLMYQLFENLLTDTSILLADELYR
AIMSTDVRRTTSLLIDFWGDEFDQVENAYKISKM.

>Smp_337100.2 gene=Smp_337100
MNSTTDYITTEGIISLTEIVTHPMLTVEDIYRIGNETKQTTLKIIQSYDKQIPTFIRSPLNHIDLQGN
VNQPKIVPNNKFCAANDVHNIRNQIKKELYKAISTSNIQITTSLLIDFWGDEFDQVKNVYKLYSNESI
WKSIEERFGKPTEDFLQCVVETRKVKIKQETNEDTFGKPIVNMSEVNKTFHYLLKQKNSTNITEQQLS
NLLCKLNPFQLEALDMMYQQDLKRTFFEVIKRRSSGQMHDLLLSLYTYSVNKPMYFATLFHDVLHKEL
ISVLTAQRLLIFRSEVDLQLVCDIYEALYGTYLSDDVKQKYFGKQDNALTNLLKSEETTVVY.
>Smp_344740.1 gene=Smp_344740
MNYSMRSTILFIFIWSSVYTEPIPLSKIRLNQDGMFMDHLGFIKLFRGFNNVQKDFPWYQGNAWNITQ
TQMFQNWGLNVIRLGIMWSGVKPNISIVNTTYLNVMESLIDLYAEHGIYVILDMHQDGLSSRYGTYDG
IPLWLINQFKRPPTIMQEPWPYKKLPKWDGAYYLTYECTNGAQQLYENVSGAWNHWGDFWEIIAKQYG
KKSNVLGYDLINEPPPGNFYSNPLRGFPGYAGRYNLLPVYDYLIERIRQYDKSTLIFYEPVTYGIFTP
LSMSGWSGTGFRRVPGANRDKSAPSKSVLSYHYYCWILQNDYQNSTMPFWKKVLCDSFLLPTVISNVI
KATKTTGGGRFLTEFGLCGDDGNPSSVNTLECNAVLDEADKHFESWTYWDGYFIDDAGNPIRSAVFHS
SLSSVNKWEICQATFQS.

>Smp_123070.1 gene=Smp_123070
MTKKKYSTNNVTHFSPIHHHMNLLYQQISLFMNLKPTLQNEAFTALLCRTTSQNLQILGKKSQTRLSF
AIRRSLCTKCLVPLQLWGKVRVRKRHIHLSCALCNHRSIISYPVNKWHASYSESVLPDSLCCNENIEK
SNNE.

>Smp_165000.1 gene=Smp_165000
MFGDRQVSVISPATRDKEVFRWIPCRPGEVKDENSEIVDVISWVVSDVREMSENPTLVELLKETDRSS
YDDVSKLCDVYNKAIIDLWDMWIEENTVPEFFNRKASRDHVQFILLQCYNRAVSDPEKLNQYPPFSPQ
VYGETSFELISQMIDTIAVTSDDVFIDLGSGVGQVVLQVCASTDAKFCYGIEKAEYPAHCASRLDSAF
RHWMSFYGKSYRPYTLERGDFLSAEYQEKITNAGILFANNFAFGPEVDHQLKQRFANLKEGARIISSK
AFCPLNFRITDRNLGDIGSIMRVSCLNPIQDAVSWTDKPFSYYVHTIDRSLLEQYFARLKNPKSKNEN
QTVRRDRKGRVISEATMQESSIQLTLNATDNNQHNTNGNVSHKAKRSPTIIKHCSSTSRCLPRRSASL
LEVTASSPSELISVEGRKLSLQSCLSKNETISRQITSGSTAVHRMEKCESQHLQSELKRSHVHHKDNQ
SSVDIFTVSNDTSNTDLVESHVDTQLAYNHNEDGKQFCKVIRHLLDDPCETHSLPKSDNIKQSVRCKR
KTITSDKKLTLNYPIIDDYPSLHSSSSHDQHDSRNSSSSPYVSSLSSANRSPNSQIDEITPSLNSLTK
YSDLGLKSVQSPDLSIVPEDKLAKDQHEDSYHIRIKFKISNSSNSQNHPVSVKIKPPYNCDNMSNRLN
SLENSNDRCDTNVMNEDHPNNVANRRIVRKCRQRLSDDSSSLNDTNFENSNNQTAVLRKRMQKHFMNS
GNRNKSPSVHSNSCKTNNNNNKLKHTRRYSRDKVSHNMNVLHDYTVTHVQSQLTPTQFGLNDKRFPTY
TCHYQPVDMYTESNTTQLSDSNLSDPHTGYNKSPIPFALTQYLELTKQAFMDHFAMLHSPAYASTIQS
ELEREHNRQAELLKHTKFLEQSIAKLHSDGTDLLNRFTKRLGILITTPAAFFSQARRLIKQHHVLEEK
TAEFRRQISLLSSANQELVRRHHIEAARLLATATAIKSDNSLQNQHPTLNKLICSGIETKVTEINKNG
FHYNSDNIIPTSTCSELNYQNAVSLNSVVIPPPPSLTKLSHNTLTCNKFGIPSIAGSDNLVSAHEMNQ
QHSLNPIKSSDVKLRTSNGAPSILHNNTDFHKFAPVLIKTVNTSNHSVVPFHTHNNKADCDHKVITRN
SNSHNNNSNNIINNGTNHRIDKHMNIPPPPPLLPMHIHSDVYVDGVLSSANSLFDFNKHNYCNNNTNN
NNISSLLPELNRSFITCRTDYDVSLIQSNYRYHTKSMHASLQDLILDEFSRETPCISVSNSCATIAKTN
KNRNVYSISDSSYNYQYENNPNPVFQHHNHHNHHHKSLHPNYIDYSHQLNLPPRKRHWDSSNYNSTTT
TNNNNNDSNNNYYYYSEECEPPKLSRECKSTDMETSL.

>Smp_314170.1 gene=Smp_314170
MRLTRSSKQLERFGDSKNTPVNTLLRLSWIMILLLKAFYSEARGKVTIDDDTGYFVDSNGFIKLFHGI
NCVLKVKPFYPPKLLDSHTFKVLRDWGINVIRLEFSWIALKPHENETSLEYIDITEKIIDNAGLYGVY
ITIDLHQDGLSKRLGAIDAVPYWFMDKIKRPPYSFQYPWPLTKDPNQSAWFLTYATYESAHAFESIYK
NVSGLWNYFAEYWRITTDRFGKKYNVLGYNLINEPPPGNFYLNPFLLLPNIAGHNLLLFYDYLVNVIR
QTDKDTLIFYESVTYGIYFPFVNGIPGTGMQRVPGLLQDEMARKKSVLSYHYYCWLLESTPATEHMPS
WKRYLCDQLLLNYAFKNVRSIVRSTGGGRFLTEFGLCLPDGNPDSINTVECNAVLNAADRNFESWTYW
DGYELFSNLIVENISLKSFSRTYPQSTAGQPVQLRFDVDSGVFYYAFVPTQKNCTNVNSALLVAEIFV
PMSIHYPHGVKTRFIPEQLYYEVYENNTNLMFFYIPCTLINTNIELIEITIIPKQN.
>Smp_334820.1 gene=Smp_334820
MIAQESWLIKYPCHLHDEPIPQLITSTTDHITTKGIISQTENVTHPILTVQDVYRIGNETKQTTLKII
QSYDKKSFLEEY.



>Smp_341290.1 gene=Smp_341290
MIMKILLSSTNAERQNIMHQYNRILKKPLLNEKENIKSGLMYQLFEDLLTDTSILLADELYRAIMSSD
LRRTTSILIDFWGDEFDQVENAYKIYSIEPFWKSIEKHFGKSVKTTLHCIVETRKNEPKQEYSIKGRG
VKPMVNNTAVIEVFYDIMVVLDSNKDVGQQLGQRLCKLDPFQFQRLNMIYKRKPVRQLGEVLESRTSG
QLHNILLAMYNYSINKPMYFATLIHDELHKELIDVLGVQRFLLFRSEIDLHTIDKKYKAKYGIYLSDE
VKRIYYGEYADALLKLLKK.

>Smp_348060.1 gene=Smp_348060
MRLTRSSKQLERFRDSNNTPVNTLLRLSWIMILLLLKVLYSEASGKVTIDDDTGYFVDSNGFIKLFHG
INCVHKVTPFYIPKLLDPHTFKVLRDWGINVIRLGFSWIALKPHENETSLEYIDITEKIIDNAGLYGV
YITIDLHQDGLSKRLGAIDAVPNWFMDKIKRPPYLFQYPWPLTKDPSQSAWFLTYATYESAHAFESIY
KNVSGLWNYFAEYWRITTDRFGKKYNVLGYDLINEPPPGNFYLNPFLVLPNIAGQNLLLFYDYLVSVI
RQTDKDTLIFYESVTYGIFFPFVNGIPGTGMQRVPGLLQDETARKKSVLSYHYYCWLLESTPATEHMP
SWKRHLCDQLLLNYAFKNVRSIVQSTGGGRFLTEFGLCLPDGNPDSINTVECNAVLNAADRNFESWTY
WDGYELFSNLNVENISLKSFSRTYPQSTAGQPVQLEFDVDSGVFYYAFIPTQKNCTNVNSALLVAEIF
APMSTHYPHGMRTRFIPEQLSYKVYENNTNLLFVYMPCTLMKTNIELIEITIIPKQN.
>Smp_334830.1 gene=Smp_334830
MLKHASSSKVKQTRDKSNTVDINKVLVNLSDRILNSHEISSLKKGLNFTINRPQLSSFNIIPAIEPAL
NILPNETANELRNKIMSALLRQKSQKSNMTKNVLHALKQLRNDKTIIITKADKGNTTVIMNKIDYERK
AKEHLQEGPYELIKDAKSRTTVNKLKAETSKILHSLKIKLGTPLWFLLNPKSCNPRRFYGLLKIHKDS
TPLRPVVDFSNSPTYNLAKYLARILKPHEKLINHGIKNSMEFKNIIDTIDIEEDEVMASFDVSSLFTN
VPINRALDIIYACLESDLDLNLRCPLNPSEFIKCLDLCLRSTLFIFRGDQYRQKEGIAMGSPVSPIVA
NLFMH.

>Smp_349080.1 gene=Smp_349080
MRHTLLRCLSMTFYVVVLWPYTFSKSEDICEDNELQHRQNVIVQNDSYQYSLHYNYSMKITRHQLHPI
VSDNFIKFSDNQKVYPNFFFKYYDSDVYSFYIDKTGAIAFHEGLVFINIPDIYPSDLEILNNEEMVAV
KWSFKSNEDDTDFTAKITCLIYANGNISLYFEKIPSQIRKKYLQIGITTQIYCKTVGYNTQGVKSPKI
NVPAKWIKSETLVEYEVIGTMCSQYTTTKSCQEEKTSDMTCIWCDKANKCIASNDQSTSKSKVNDCHV
ETSQETEDLSTPASIKRTETTSDV.

>Smp_182090.1 gene=Smp_182090
MEYFFHLSMEYLVLACNVFLVYYKMRWPERRVYYLIITTVGCWNRHQLQSICHHGNDICVIM.
>Smp_316790.1 gene=Smp_316790
MRLTRYSKQLERFGDSKNTPLNTLLRLSWIMILLLKVFYSEARGKVTIDDDTGYFVDSNGFIKLFHGI
NCVHKVTPFYIQKLLDPHTFKVLRDWGINVIRLGFSWIALKPHENETNLEYIDTIEKIIDNAGLYGVY
ITIDFHQDGLSKRLGAIDAVTYWFMDKIKRPPYFFQYPWPLTKDPSQSAWFLTYATYESAHAFESIYK
NVSGLWNYFAEYWRITTDRFGKKYNVLGYELINEPPPGNFYLNPFLLLPNIAGQNLLLFYDYLVNVIR
QTDKDTLIFYESVTYGIFFPFVNGIPGTGMQRVPGLLQDEMARKKSVLSYHYYCWLLESTPATEHMPS
WKRYLCDHLLLNYAFKNVRSIVQSTGG.

>Smp_316470.1 gene=Smp_316470

RLSVGSTGQLADRLHKDGLHRRKEKVNKTEIDLLGRR.

>Smp_316490.1 gene=Smp_316490
MLLDLVNGLHFILTEIILMVLQSYDEPKPPFVRSQLHHVNVEGILHEPKIVSSGTSADIKVYKMGNTT
KAHQTEMIMNVLLSSTNAERQNIMHQYNRILKKPLLNEKENIKSGLMYQLFEDLLTDTSILLADELYR
AIMSSDLRRTTSILIDFWGDEFDQVENAYKIYSVESFWKSIEKHFGKSVKSTLHCIVETRKNEPKQDD
PIKGRGVKPIVNKTAVSEVFYDIMVVLDSNKDVGQQLGQRLCKLDPFQFQRLNMIYKRKPVRQFGEVL
ESRTSGQLHNILVAMYNYSINKPMYFATLIHDELHKELIDVLGVQRFLLFRSEIDLHTIDKMYKAKYG
TYLSDDVKRIYYGEYADALLKLLKKEEIPDIYQRSIPLPLPPLLHAIEP.

>Smp_317400.1 gene=Smp_317400
MKALSSDEVDKSNNVWCFIDDVFFITKKSLIRFLSSGNVDTICAMVNHSCPILIDLMVNDFLGNIIRT
GFPSGWVQDAYSYVQNSVAVVSSFNMIGPNSLARYHFLVTLNSIEASQKNLLSLVNHLESELNLLYQN
QEINSQKLNMCITELKVSISDQLQALLDSAFEHLSTSVIQSQVKTLLNVFKSLKYDLLEEDLDVFAAN
DRWIESCIAHTEDFLRPFRSVLSTENNDRFVLILINEILHQLDQFIQRKSFSRPGGNVFWFS.
>Smp_349090.1 gene=Smp_349090
MRYNFSPSLWILVYVIFVWPYKRYNCNDICKNPEIVIIENDTYRYSLHYNYSMRIQRYQSQPAPSESF
KNKINFVYEARPQFSFSYYGSHVQKIYFYESHRDDVYVFGRSYIGITIYNYMKNYKKFESRILNEKELL



GVKRNFSLSVNGAEIPTEIKESDLQSKIYGLIRCDNVSTNHEIPVPAKWIKSGTLVVFEEIGEICSQY
NTNETCQNAKTSNTTCIWCEKGKKCIESNNQDTHGWKVNDCHVEIEYGYRDNGRK.
>Smp_335540.1 gene=Smp_335540
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDITIVEYASVARMLDFVRSNI.
>Smp_318020.1 gene=Smp_318020
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDITIVEYASVARMLDFVRSNI.
>Smp_318030.1 gene=Smp_318030
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRK
MVEF.

>Smp_318040.1 gene=Smp_318040
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_318050.1 gene=Smp_318050
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_318060.1 gene=Smp_318060
MSARQRRPIAQTLSGFDIAIVMLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRK
NGGILKKGRATIMECRHATNGNPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPD
ITVEYASVARMLDFVRSNI.

>Smp_318070.1 gene=Smp_318070
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_318080.1 gene=Smp_318080
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_318090.1 gene=Smp_318090
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_318100.1 gene=Smp_318100
MLAQMVNLQSGITVISLPQASDIPTPGTGVFIVGYGRDDNDRDPSRKNGGILKKGRATIMECRHATNG
NPICVKAGQNFGQLPAPGDSGGPLLPSPQGPVLGVVSHGVTLPNLPDIIVEYASVARMLDFVRSNI.
>Smp_349070.1 gene=Smp_349070
MRIQRYQSQAVPSERFINKINNKYAHPQFSCSYYGSHVQNIHFYEDYEFVYGSYQIGSINNYIKNYRK
SESRVLDEEELLGVQRNFSINVNGSEVTATMTNLMHPNGKVSFYYDNIPTKIEESKLQSKIDGPRICE
DIHRYHEISVPAKWIESGSLVEFEAIGEICSQYNTTETCQNATTSNMTCFWCQKGKKCIESNDQNTHG
LKVNDCSVEKYSNVNDLNSSTTMEHSETTSGITEVQVSENLMKTTEETDKQSYMTTRTTEENKQHKSH
WYLYVVIPLVASLFLICIGCIIWRWLLRRKRSDE.

>Smp_349030.1 gene=Smp_349030
MDSNVCMIDDFSDLKDLVEKSRNVKADVSDEIKNLLARRSEIEHKLKKINSLIPDFHKLQVNAENSSK
LVGCASKLALQLSGKVEQLDFVKNHVLKCVDKLSHIITVRNSAIGVKRCLIDSKLDEAAGYVFTYLEM
ERDIISLISRLSADNPDNNPLTTLDDSRQILVKMAVEKFDEYVSKRDEKNIVYLLKIFFLLGETNEGI
RRFSIYLCSYISNKCELLITTNKSSSQSSEFVSANLITEILEFVADTLKNNSMYVETYCGPGNIFGLV
SSVHCVVDRYVKCVVERFYAYHHLDELCSMLKKSNSNSLSSKRHDSSAQSINRDKILDSSELGSDRVL
VIEPIIVETLQIITCSELYLRFIQRRISADIKQCNLAEDDFKKKSNKISKFFENSQLVCQVQDLLSKY
LNLEQYYLRVTIMKALSSDEVDKSNNVWCFIDDVFFITKKSLIRSLSSGNVDTICAMVNHSCSILIDL
MVNDFLGNIIRTGFPSGWVQDAYSYVQNSVAVAGSLSSSSSIVNVPTVSSFNMIGPNSLARYHFLVTL
NSIEASQKNLLSLVNHLESELNLLYQNQEINSQKLDMCITELKVSISDQLQALLDSAFEHLSTSVIQS
QVKTLLNVFKSLKYDLLEEDLDVFAANDRWIESCIAHTEDFLRPFRSVLSTENNDRFVLILINEILHQ
LDQFIQRKSFSRFGAIQLEKEYHNLFAYLTSISYSSLRDYFTRSLQICRLLNLDRVEEVHYFWNSSNW
RLTAHEVRSILSLRRDFAVKEIRALKLAQ.

>Smp_349040.1 gene=Smp_349040
MISGFSKYMQVARCFRDETSRSDRQPEFTQLDIEMAFITPDDIYEITENMLLYIWPTVQSTSGCQPIS



TPFMRMQYCDAMSRYGSDKPDVRFGFLFSYSAVDGHTGFNIPSKYSSNLSAEDLDSLEDLVFRLTGQR
ISIFTVQNIKSNQLDLLNLLKPECGDLVVFIKGNTEIELKALGMARVEVAKLIDSKGLSIYEPGFHFL
WINQFPLFEKNNLGKWKSVHHPFTAASPETAHFLYTDPSKVIGLHYDLVCNGQEVGGGSIRVHNPEVQ
KYVFTEILKENSCEMEYFLTALNSGTPPHGGIALGLDRLIAIFVNAKSIRDVIAFPKAADGKDLLCGT
PTMVDDEILSQYCISVSNLNKS.

>Smp_349050.1 gene=Smp_349050
MRYNFSLSLWMLIYVIFVWSYKRFNCNDYCKRPDLFSYEVVIIENDTYRYSIHYNYSMRIQRNQSQPV
PSERFNKKEVGIYKAHPQFSFSYYGYHVKEVRFYEHDTDGVHVYESNQIGYINNYIKNYKKSESRVLN
EKVTITMTTLIHPNGMVSFYYDNVKICSQYNTSETCQRATTLSMTCFWCKKGKKCIESNDQNTHGLKV
NDCSVEKKSDVNDLNSSTTMEHSETTSGITEVQVSENLMKTTEETDKQSYMTTRTTEENKQDKSHWYL
YVVIPLVASLFLICIGCIIWRWLLRRKRSNE.

>Smp_303010.1 gene=Smp_303010
MRLTRSSKQLELFGDSKNTPVNTLLRLSWIMILLLKVFYLEARGKVTIDDDTGYFVDSNGFIKLFHGI
NCVHKVTPFYIPKLLDPHTFKVLRDWGINVIRLGFSWIALKPHENETSLEYIDITIEKIIDNAGLYGVY
ITIDLHQDGLSKRLGAIDAVPDWFMDKIKRPPYLFQYPWPLKKDPSQSAWFLTYATYESAHAFESIYK
NVSGLWNYFAEYWRITTDRFGKKYNVLGYDLINEPPPGNFYLNPFLLLPNIAGQNLLLFYDYLVNVIR
QTDKDTLIFYESVTYGIFFPFVNGIPGTGMQRVPGLLQDEMARKKSVLSYHYYCWLLESTPATEHMPS
WKRHLCDQLLLNYAFKNVRSIVQSTGGGRFLTEFGLCLPDGNPDSINTVECNAVLNAADRNFESWTYW
DGYELFSNLNVENISLKSFSRTYPQSTAGQPVQLEFDVDSGVFYYAFIPTQKNCTNVNSALLVAEIFA
PMSIHYPHGMRTRFIPEQLSYKVYENNTNLMFFYIPCNLIITNIELIEITIIPKQN.
>Smp_349850.1 gene=Smp_349850

MNGKIQTNNAKIQSTYPKQKQNIYKIDQNELV.

>Smp_321730.1 gene=Smp_321730
MNYFIVLLRNSLTRLNTEIPLKTMFIINSQKYTNKHTHQNYGLFCQINQTADQSFIIFRFEYSILQGI
INKQLGLWYTTPFL.

>Smp_321740.1 gene=Smp_321740
MYFATLIHDELYKELIDVLGVQRFLLFRSEIDLHTIDKVYKAKYGIYLSDDVKRIYYGEYADALLKLL
KKEEIPDIYQHSIPLPLPLLLHAIEP.

>Smp_349100.1 gene=Smp_349100
MRYNFSPSLWILIYLIFVWPYKRFNCNDICNNPDLRHHEIVIIENDTYRYSLHYHYSMRIQRYQSQPV
PSERFNNKVDAVYGVYPRFSFSYYGKHVQQIDFYKHRYVYVFEKSQIGNINNYLENYEKYESRVLDEK
ELLGVQRNFWINVNDSEVTATMTTLIHPNGMVSFYYDNIPTEIGESQLKSKIIGKIRCEKRRVMYHAI
PVPAEWIESGTLVEFESIGEICSQYNTSETCQNATTSNTTCIWCEKWKTCIEIKNQDTHGLKVNDCRV
EKKSDVNDLNSSTTMEHGETTSGITEVQESLMKTTGETDKHLVNI.

>Smp_321750.1 gene=Smp_321750
MFYFLTHIHCEFPSQSHHKHHQRIHQFHCRRYHHICPNENHQCRHHHHHVRNLDDHQLTHIHCGGHVH
ISKTYVNTSNSELLYIYSSFILPINIPYDVTYFAVYSSIPPDV.

>Smp_244800.1 gene=Smp_244800
MYSFEGNYKSKRSLVFDHTQKLSTHALVQKTREERRSRENMVKQERSATKIQRCIRDYVERIKVKRYF
TELFNELSNQLGDTINKSDFNVEHEFEHKLMKLLQCFNTCYRGKSPDQRHLFTVCRLLLSKHGKDAQI
SWLTNGSMDHIFTLGNSLLINIKYLSNLPSLTPSSNYTLPIRIFEELFNIFIGTSSSTKISLYSKHLY
FSIEWICRYLSNHHYFNYLAYFIDQQLPSTVGYFQDVITQSRVFELVEFFKLPKARAFINLLIAPLKC
ASNLSGNSSQFSNPMVDLYRELVFTALNDILTPAIDDHNTYTIGERVVRSVGIEMFKLPNIHQIVING
CLTEVENKNSQLNTEQRQQQPHNGTISLIPSINLLHLFVTVAIPGMLVKCDPTTTTLSSTVHTAESSM
IQDTDEDDDDNHEEAVTEEEGGDESLPVLLATESYTHYTWSGSPLEAATIIIRFVAWMFMRCLTEPHLP
IVRPITNHKPLQLRSGQEEELSDDDDDNKIDDNHNTVKGMGINDQEMNMSAEFTRNTNNCSIISEDLS
FQPITQLKKISVSLSHSLPALAASALSTVENFTSDLDNPDKLELIHSSSYLHYCLSQVCGLSRTSLIR
INSIYSQHTIYLRCLWKLIENTKCSDKSTTINYSDPNMYSLLNILCSGELPSHLMELQSYLPLIFTFA
DCLHHRLLCLTDSEICDISSEVNYTNSDDYRHQQSINNNSEPSRGGCGFRADELLHVGARLRDLMLGL
IDLSHPDQVPKRTRNLQTDTHCTESMEQPNYSAVLRRIKQWVEMTDLGNSPGGDLLMRNNTEWSIPDL
RVLLYCWCSLLRQIERLVFQIYDWDRRCRRQQDISLPIYLLHNPQTTTTTTMTCTASTNVSSPFSSPS
SSITDIARVTNSPRLPIGTPSVSQTFWLKDNLFDLLNTTESQSSWFENRGYQDTLALADAPFGYYSIL
NPDRNQAVLESFSLSNRQIRQILLLKKVPFVIPFEKRVKLFKILINDDSTYNRNPFRRIYNISNQPSV
PLIVRRTHLYEDGFEKLSKENVPNLHQRLKVTFLNPTGLAEVGIDGGGLSREFLTEITIRAGFDPTRGF



FIYASDKTLYPNPQASAITTNYLKHYYFLGRILAKAIFEGVLVDLQFAYFFLAKIVSRSGGGGVGFDY
LHSLDPQLYKQLLFLKNYKGDVRDLSLDFTMVQSIFGQSETVELKPGGKHIPVTEENRVEYVHLIANY
KLNKMIYPQVRAFTAGLNDVIPIDWVRLFDAEELQTLISGADMVIDVDDLRQHTFYIGNSINYTETLD
CFWLVLKNFNESDKRSFLRFVTACSRPPMFGFRDLQPPFSIQITDEIERLPTASTCTNLLKLPNFRNI
HILRERLLYALNANAGFEYG.

>Smp_167800.1 gene=Smp_167800
MDYETNEENNYDSDFIDEDTESRLYSAVFFETSIYTPVSHNLVSKQIDSNGTSFLRNSELSKSPVFMP
FECANDGISDTLTTSLQVKKDCFKDECESDNSSSSSGCSVLLRGGNESSETEISTQGVILGVSHDTLL
HVENGNSSPVVPCQTTFNDDPNLWKICNADKYSSRSTNSRYFNSLDNSLCSECGSKRQKFHRCCTCCI
LCGEEGHEKDECDKMYCYACLAPGHTKHECHLLKSLKKSICERCGQQGHNSTLCTELWRQYRNTTSIG
RPIQLYDFVKSKGCCNCGHKGHTFEDCHHQPLKSHFIGPLPRRRVLVYDKKDIYKSIRLKLTKLREKK
TKCKKTLEEVDNCKVIDHENENQLYKHPKSCKQKKQKCKKSDNRTHSLSYNKSCKFMNKKKLQKAMEQ
ELPYKASSSPYMSNLKQKAIKQRMDFAKLDVLPSLEIEETKKKKRKVSNENRELKSQSVLLSRHEFSS
SSSYHFNETSDNFSITKRTRKRRKSRSSEDIHKASTSYSPFQNTHQTPLRKWKKKYFSQSVTS.
>Smp_306630.1 gene=Smp_306630
MASMFVTRVIPRVSKVPILMPCRFSRQRLPPEYRKQYLEKISNEALDKYRKSDFVAYPALKTQRLWEV
QPQEPKKETKRLYQELVPHFIDPRYRDRLRERLERCEMMLRRRNLDIPEFYVGSVVAVRTADKFAPDQ
SHRFMGICIERFNEGLWTKFTLRNVIEKTAVEIQYELYNPTIQSIEVLLLEKRLDRNLLYLRDAPLDE
SRFPFDMSRIPYNPSDPVPINDKKVKLLPPPWAFKWYLHGYRGIHDSMYDYLTPQQLSEIQDKINLVD
RYDLMKMYRSRLCLEEERIALGDVQIQHQDLIRHHEQRRQELIDKHKETRRTDKTTAHGGR.
>Smp_052630.1 gene=Smp_052630
MLPLENNNNSHNTLINDQRSATDKLAYNCPHIIQMKEPSKIVKKVSILEIICDTFSIRGVARMKRGPP
FLRGLWFCFVLIMTVGLLLTTYLLVQDYLVYDVSVNIHVELDAKSPFPALTICHHHPFSQNAYHLWRN
GDVMSPSIFNKHMRNLTHKFLMDNDVDAAETLYQYDSLSIYYQNLKAIDAYRLGHDTTAFLNCMRRVN
HTMQIEDNCMHMDGFQIRKFSHHTYFNCHTFEPKTKVEAEDTDTIALIVSLGTDPNYSNQEQAFLVDL
FEMARGLRVVVHEPGTYPDLEREGLHVEPGKLNEINYQPVLWKRLNTPQNPCRAEFIDRNPELASITD
HKLPRLTGLDFAYAYNDLNVSYRYTQSQCILFHQQKDIIKECGCQYIYNPRPQYPSSNLPYCGSILEG
DFDILALAKRIQCLTSGPLNVTVKSQYESTLCHPRCRYYTYESTISVTTWRAVDWQLHWLRQLNRAFK
SMQYDVKINGEDWNITQSNGFHRWKEFL.

>Smp_329780.1 gene=Smp_329780
MRYTILRSLWLSFHLIIIWPYRYFNCHEICENPNLLSYENIIFENDSYRYSLHYNYSMRIRLHQSQPA
FTDSYQKIYTSYFVKPKFSFRFYDTLIHEVCIYYFGNIRLTRKRYDYFGGVENFAQNIQECETMVSNE
EELLAVKRNFVITVNDTDVSAETTSVIQPNGKITLYFDNIPTEIEGIEWISKIDTKFKCEKNFTKHEI
PVPAKWIKSGTLVEYEVIGKNCWNFNTSETCQRATTSNMTCIWCQKVNKCIESNDNDTHGLKVNDCRV
ENMITEAT.

>Smp_324410.1 gene=Smp_324410
MNCLFLLFLPSLWSVLSTENNDRFVLILINEILHQLDLFIQRKSFSRFGAIQLEKEYHNLFAYLTSIS
YSSLSDYFTRSLQVCRLLNLDRVEEVHYYWNSSNWRLTAHET .

>Smp_349520.1 gene=Smp_349520
MRIQHNQSQPVPSERFKNKIGFSYKVYPKFWFSFYGYHVEEVRFYSDLEYIYGTFQIGNINNYIQNYE
KYEAVVLNENGLLGVQRNFSVNVNGSEVTFTMTILIHPSGKISFYYDNIPTEIGENQFKTRIVGTIIC
GGIYRYHEIRVPAKWIKSGTLVEFEAIGEICSQYNTIETCPNATIWNTTCTWCEKGEKCIIMYNNQDT
HDCRVEKTSDVNDLNSSTTTEHGETTSGITEVQVSENLMKTTEETDKQSTTKTTEENKQHKSHWYLYV
VIPLVASLFLICIGCIVWRWLLRRKRSNK.

>Smp_324420.1 gene=Smp_324420
MFADLCNSSWMYNTDGKVTNILNGSNISALPEYTKMVFLILGIEIAITLLVIIILSVLEIVHKTPNPW
TVLPWILMYVFSYCNLIIIIIC.

>Smp_324450.1 gene=Smp_324450
MTSVSCIYESYFIIFQIDLHTIDKVYKAKYGIYLSDDVKRIYYGEYADALLKLLKKEEIPDIYQHSIP
LP.

>Smp_349530.1 gene=Smp_349530
MRYNFLPSLWILVYVIFVWLYKRSNCNDICNNRKLLHHGIVIIENDTYRYSIHFTHLMRIQHNQSQPV
PSERFKNKIDYRYKAYPKFWFSFYGYHVKDIDFYNNHVFVYESNHIGNINNYIRNYKNSESRVLDEDK
LLGVQRNFSVNVNGSEVTFTMTILIHPSGKISFYYDNIPTEIEESQFKTRIVGTINCGGNREGHEIRV



PAKWIKSGTLVEFEATIGEICSQYNTSETCPNATIWNTTCTWCEKGEKCIIMYNNQDTHDCRVEKTSDV
NDLNSSTTTEHGETTSGITEVQVSENLMKTTEETDKQSTTKTTEENKQHKSHWYLYVVIPLVASLFLI
CIGCIIWRWLLRRKRSNE.



