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YQFF_Bsub_16079587      276 FKPISGLLIMIGLFIATLVYYFEKQKQNLKFK-NQSILLFSIITTLLLVIMEVVSLFQK  6 GYLVPIA-AGAILIKLLMNERIAILGSIILAICGSMMFN 

lin1503_Linn_16800571   290 VKQYAGFAVFIIALAALLFLYTKKQTISKAKK-MQTMLIFSSVYVVSLFMLMIILFLEN  6 AFLFPAA-FAPMILKILLNEKYAFLSVLYIAVTSLFAFQ 

lmo1466_Lmon_16803506   290 VKQYAGFAIFIIALAAILFLYTKKQTQPKAKK-MQTMLIFSSVYLVSLFMLFIILFLET  6 AFLFPAA-FAPMILKILLNEKYAFLSVIFIAVTSLLTFQ 

Efae2969_Efae_22993455  288 IFPLIAMVLAVLLQIGVLIYNSL-QFQNAGER-TKYVLFYVTAMSVSIVLMKFFQLFQT  6 PLFYPAA-FAPLVLSFFLNRRAGIMAGIFQAVSALFIFY 

Desu2389_Dhaf_23113918  289 WRSVAGIALIVLASIVTMTFYAHQYRKNVSDI-SKKLLLIALMMFLVLAMGKAVISLNL  9 GILIPVA-WATMTIAILVDVEIAYFSAALLSVFVGLLAD 

CAC1292_Cace_15894574   260 WYIYVALAVAVLIVLFLQIYYIYRYYKEIYRD-NKKIIMLCVLNIISIILARSVGIIS-    PFLIPLA-CAPMLMILLMDSRISLFESILNCIFISLICK 

CTC02023_Ctet_28204087  269 WYIYLSLGILIALVMTIQWIYIRKFKREIFDD-VSKLILINIFTCMFVTFARILSKQ--    PFLIPLA-CIPMLFTLLIDGKLSLVVNGLTCILISCAVE 

CPE2019_Cper_18311001   260 LYIYIALGVLVIIVMYLQYGYIHKYYPAINKE-FSKIVMISILNVFPVILARLFGMMS-    NYIIPLA-CMPMLITLLLNYKISLVFSMLNVILIGGAVG 

Chte1004_Cthe_23020923  290 FAFAGGILAIILFLSLLLILYMHNFCKKVYYN-RTDLILLSVVILMILFIARWVHEYS-    PLIIPIF-IATMLISILLDLRLAIMVNVVLTVAISLMIN 

TTE0971_Tten_20807451   261 YALIVGLFLILSLSLFLSVYYIIRLDKKIATK-KMYIELLCLTGILYLVLAVAFKGIE-    PLLIPAA-MLPMLVSILIDPYIAIMVDIIYSLLVGLMVS 

Gmet0579_Gmet_23053661  320 LFTGIGLFGLVLVILYFPYRFARKNIRKFSPV-TKDLLLISLVTAGMFFLLKIALTISA 14 FYLFPFA-VGPMLIRIILNSEVAMVYTAITAPLLGIMFN 

LA1683_Lint_24214383    327 FASIVSILLIQTVFVVIIYIFLKKYNPKRLNDVSSNVIVFSLIWVLVLSCTIASKIFFN 11 ALFVPVG-MVCLIISFIYDEQLSIAIGFYLSFFIFMASH 

Ddes1875_Ddes_23474958  301 APRVAGVFLTALILAAGLL-FSHRTGSFSFKS-SKDIIFLSCVVLAFAGMAKGLDVLGA 14 PFLLPVA-SAGGLIGLIFSFRRCVTTSLLLAFICMAMMD 

TP0651_Tpal_15639638    364 SLLVSSLLLLAFLYLLAFFLFSKRMAHPPLKL-RVELLILYTSVAGYLCTLFLSKIAAL  6 IPFQPTA-LCIMLVTALVSHRSAVTSSFLIAFAVLIASQ 

FNV0454_Fnuc_27886299   282 FIIALNLVFLLVISSIFNVVTIKFYSKEILEK-NKYRSIMLLTIATLLVFRIVPSSM--    IYLLPLD-TMLLLLLFIVRPRFSVFLTMMVISYMLPITD 

Chlo0060_Caur_22969909  285 WSELLGYGLLAAILTAGISGYLHVFQPKLMTH-PRALTTLMFSIVVTLLLARLTLLVYN  2 PIFFPLA-VLAVVTTIVFTGQIGFAVSLLAAVVISVME- 

Tery2872_Tery_23042199  333 WRSLVVFVCIVSASVAIVVIVGKKFQSCLRRR--DHILLLLLSLSAPLLVALRI-----    PWTSSLP-AIGLLVGNFYGSTMGVTLVGLISVVLPIGMD 

slr0104_Ssp_16331836    376 WQGLLRTAGLVGGALIIFCGVSRRIHRPLRRR--DHILLCLLSVSTPVLFLLD------    PVYNNLP-AISLLTSSFYGPTLAITQVVLVGGLSAFAME 

Npun2210_Npun_23125890  326 WLHLIRFSGMVGLAVAIFKLVERRIYAKLRPS--DYLLILLLTLSAPLLIFLT------    KSFTGLP-AIGLLVGSFYGTAIGGTVMVLLTILLSMGTE 

alr2784_Ana_17230276    415 WLALLKLGGLVTGGICIFALVETRSKCPLRQR--DRLLVLLLTLSTPGVLAMGV-----    PYTTWS--AVGLLLGSFYGRELSMTVIGLLLFILPMSME 

Npun0472_Npun_23124089  456 WRGLLKLGGVIAIAIGVFVWVERHIDYELRQR--DRLLVLLLTLSVPGLVTMGL-----    PYTTWS--ALGLLLGSFYGATLGLTVVGLLLPILAITFD 

Pmit0951_Pmar_23131657  273 WGPLLSRFSTALAGCGVMLLIMRRERPCLEAR--HGLLAVGLLLVTQASKLWFVPTVS-    PLAVIVP--PTLLLAQGLGTTCGLAWMAVESLLWPMPVN 

Synwh0656_Syn_23133329  264 PLIWLGRFLEALVACGVMLLVMRRERPGLEVR--HALLALGLLLLAQLAKLWFQSTVS-    PLAVLVP--PTLILTEGLGTGCGLAWMAIAALIWPLPVN 

Mmc12334_Msp_23000675   392 WLRVLGLSITVALFLYIGRLFLLRTAAAFPRD-RLTVEILGTLLVISASLSAVTLALGQ 13 IYLPPVA-MGSAMASLIIGARVSLPGGTMVVGTALSFLT 

yqfF_Cpne_15617972      260 CRSLWGAIFVVLLILLWGYGALKALCPEMLKS-PQRFMLYIAILTLSLLWCRGTEIFCA  8 PPILPFT---AVLLGYFLGLPIAGFSCTFLALLYTLGSD 

TM1508_Tma_15644256      32 TFEALITLIVWFALVEMSTRYYRKYWLSEVFT-YTHLALILLGSSFIGFSFPEIGPFVT----PVYIPV----ALIELVFFSPEIAITSGFLMSLFALYRWS 

BA_4976_Bant_21402351   276 FQPYVGLAVLIGVLLYFMHKQFEVFLQRKRED-RPYILAYITILSITIVLMKIISLFQK 10 PVAMGTILVKLMIGDRFVFLTSMIFSVCGSIMFNEGVTS 
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YQFF_Bsub_16079587          FNYVIGIYYLISGISGVLFL   GKHNARSKILQTGLFVAFINMVVVLSLLLIQNTALSG  2 IGTLMLMGVVSGFASSVLIIGLMPFFETGFGILS 476

lin1503_Linn_16800571       STSGIAIFILLSGITSVVAL   RDYSRRSAIMFSGFMVGLINMVYVLILLLVNNSTLLQ  2 TLMAIGYAFLGGFGAFILGVGVIPLFETIFGLLT 486

lmo1466_Lmon_16803506       ATSGITIFILLSGATSVVML   RDYSRRSAIMLSGFMVGLINMIYVLLLLLINNSTLLQ  2 TLMALGYAFLGGFGAFILGVGVIPLFETIFGLLT 486

Efae2969_Efae_22993455      IGTNFLTIILMSYVFSGLMA 3 RRKRISEQGSSAAMWVIIFPVMMDVILIVYQGMSFGD  2 TWLMLVCGFTGALFSFLLTIGLHPYIELMVNDDS 486

Desu2389_Dhaf_23113918      SGWLIALIALFGGFIGVHSV   SLLSQRSDLARAGLYIAAFNVLTASCIALISGMGISA    WLISIGLGIVNGIFSSVLAVGTLHWFETGFGITS 490

CAC1292_Cace_15894574       FNIEVTILALMSSVIAFMSF   RKMKQRNDTIYAALFIAIMNALMSFSIGFLVSSNLVD    NVQKASFAFIAGILSAILTIGFLPIFESIFDVVT 445

CTC02023_Ctet_28204087      FNVEITLLAIINVLSISIIL   KKMQERNDILYSVLYISIVNVILTFSAGVLLSNNTID    VVKKAGFSLIGSLLSGIFTIGFLPFFESTFDIVT 453

CPE2019_Cper_18311001       FNPNIIILAILNVVLGGTLL   RKMQQRNDILYSSITVAVLSSILTFSVGTLTTNNFME    ILADSTFAAAGAILSGILTIGVLPFFESTFDIVT 445

Chte1004_Cthe_23020923      NDFKFIYMALVTGTFSAFIV   SKANKRNRLSLAGIIVSAINVLLVAAINIMYKTGWEI    LLKECALVFANGIMSMVITIGLLPFLESTFNVIT 475

TTE0971_Tten_20807451       FNQAFIFMSLLGGLIGAIKL   SSAKQRMDFVKAGLYVSAVNLVSIVGVGLLNSNDIVS    VLKSGLWGIINGVFSIILVIGTLPFWEAAFDILT 446

Gmet0579_Gmet_23053661      NSLFVVVYGLLGGIVGAHGV   RHCKDRSRIYTAGVKVSVVNFAMALAFQTMSDSFLSL  1 TIWCALFALAGGLLCSAIVTGTIPLIETVFHYVT 521

LA1683_Lint_24214383        YNPTSFMLGFVSCIVSASYG   RNLKKRIDFIKAGLYISGVQIIIASSGYLFDSRNYWV 15 IFKLYVLCLINGFACSTAAQFLLPIYEYLFNVPT 540

Ddes1875_Ddes_23474958      GGTDVMLFFFLSSVWGAWVI   RRAQTRQEVVWSLLPLAGGILALWCGMAFLEGSGWAR    FGYGLMLASANAVLSLLLIFALSPIVELAFRYTT 500

TP0651_Tpal_15639638        FHTEPTLFALLSGVSASACM   RVMSSRLDIVKSSCVLAVAQPFLAATLMFAFPHAYTD    AIFLLTGVAISGFLNGILVLGLLPILEALTNAPT 556

FNV0454_Fnuc_27886299       YDLKYFTIQSIAIFATGFLS   KNISTRSSVIAIGIQLAILKILLYLILSFFSVEESYG    VALNTIKIFISGLFSGMLAIALLPYFERTFNILT 466

Chlo0060_Caur_22969909      GNDLTLAATLFASCTSAILL 1 RQADRLRSFLIAGFGVTATITILETTFWLSQQAIFTL  6 IATTVLSALANGGLTTILTFGLFNVVGRLAGQVT 479

Tery2872_Tery_23042199      VDKIDWFASAVGGIVGSLVV   EKMRSREEQALLGVGVGLTQGMVYLLTNLIVRANPGL  4 IIGPVGWQVLTGLIWGIVALGLSPYLEHLFDLIT 517

slr0104_Ssp_16331836        IVWEYLLGSAAAALLAGMIA   SKLRSRDELALLGVGVGATQGIVYLFTYLIVNASAVT  5 ALPSAIVYGLLGLAWSAMAIGVSPYLERLFDVVT 561

Npun2210_Npun_23125890      LSWHYLVPSAAGGILGGLMA 8 EALRTREELATLGILIGLTQGVVYLLVNTAIAPLWYA    VLGAAVLNGLAGLVWSILALGLSPYLEALFDLVT 513

alr2784_Ana_17230276        ISTIGLVAGAAGGILGSYIA   HRLRSREELALLGGAIALTQGGVYLLMKVLIGAAFGS  4 ILQEAGLFTLSGLAWSVVALGLSPYLEKLFDLVT 598

Npun0472_Npun_23124089      MSKAALLAGAGGAILGSYIA   QRLRSREELALLGVAIALTQGSIYLIVKILIGQAFGS  4 VLREAGFFALSGLGWSVVALGLSPYLEKVFDLVT 639

Pmit0951_Pmar_23131657      LGEGRMIIACAIAAVAAIYS   RRLRSRAQLLQMAFLLPLGALLAEWLLLSAGGSGAWG  5 GNELLSEALLMGILLMLAIL-LIPILETSFGLLT 461

Synwh0656_Syn_23133329      LGHGRLLIAVAVATTGGVIA   GRQRSRGQLLQLAVLLPLGALVSQWVLLQLQPFTGWR  8 LDELSTDALLLGLLLMLSLL-MIPMLEGSFGLLT 455

Mmc12334_Msp_23000675       GGLPLFIFYMIGSLMGGLSL   RTCRRRFDVLRSGLAIGLVQIAVIPAVELLNGNTPGI  1 WVYSMSMGLMSGLLAGLFALALIPLMESLFNITT 597

yqfF_Cpne_15617972          NNSWFLSINLLCSWRILVSL   HRVSRLSSVFWACMKLGGVAMGSLLMFRIFTNTISRE  1 LYADGIESFVYSLITAISVVALIPVFEASFGAST 455

TM1508_Tma_15644256         YDIFLLLPFISTTFVAAVTL   SKANRRLDVVKSSAFTSLALMGTSLFMKFGLKIEY--    TPYDLVAAILNPIFSGILVLGILPYVEYTSRLYS 213

BA_4976_Bant_21402351       LNYSVGIYVLLSSLSVSIFL   REKNRRTMILQAGILVSILNVVVLAALLLLRNGNFSP  2 IGTQLLMASLSGIISSVLAMGILPYLESGLGIVS 476
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