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uhpB_Ec_15804264          8 RLITVIACFFIFSAAWFCLWSISLHLVERPD-MAVLLFPFGLRLGLMLQC-PRGYWPVLLGXEWLLIYWLTQAV-   GLTHFSLLMIG-SLLTLLPVALISRYRHQ-    -------RDWRTLLLQGAALTAAALLQSLPWLW---------H

Z0462_Ec_15800093         7 HWVILLFIVLAWGTGWLMLWTLSFYLTNNGQ-QAVLFLPQGVYLALVILL-SRRYWPALVLPPLLMMFWLHSE--   QLLNGYLMLAT-PVISLFPALLAQNFWHRF    -----PLYWQRLTLLLATVTAASLLNTALLSPFMSG-------

VCA0683_Vcho_15601440     3 KLFPLIFAFVLYSISQFSLWNVSQYLSHNPL-QAYLLFPTGLRLAVYLLARPTYVWVWLLSDMLLAGVILVLLP-   -DQSSPLMLLM-PWVVWLAAVIARQHWPKL    ------HLYWQKLLLIVALVLLHTILVGITFTLLAKP--LHMG

VPA0965_Vpar_28900820     4 YSVTTICGLFVMACAWFCLWVIAYYFVNDPE-LAILLFPFALRLGIALHT-RTAYWPTIYVSEWALTIALATLLE 1 PQWLTVLIASVASIPVTLIAKKYYYGDQN-    --------RHLAVMGIVIIITAFINVMAVGF-----------H

RSc0982_Rsol_17545701     6 HRTSPSLAAFLWGALYLLAAVVSHRLNGPIDMTGYIWLSAGITMAAFMLR-PYREWPGLGAAFTVGQLVLCAFEK 1 NPAHALLFVLDEAGSAALAVALVRLTRVPL    ----DGLDFVRAMLAAGTLSALLGALPGAAWFAWSQ---DAPF

yfeA_Styp_16765736       10 NIKIFLLAFCLTVPAILLSRLISPRATIDSSYIFLAWLPLCVMFSVLFLF-GRRGVAPMVGGMMLTNEWNFHL--   PLPQAMVLLFCTQFPVLLVCAIVRWQLGAR  4 IPNQGIWLRVFWLGLMTPFGIKISMHLAGHYLAFPVT-ISTFF

STM2503_Styp_16765823    11 RDKWWGLPLILPSILLPVLSSANTYALTSTGNVVLFYLPLAFMLSLMLFF-GWAALPGIVLAIFWRRYPQTGLYE   TLSVTMHFIIT-IVLSWGGYRVFSPRRNNV 10 RIFWQVFCSATLFLVIYQFAAFVGMYESKASLMGVM-----PF

yfgF_Ec_26248863         11 RDKWWGLPLFLPSLILPIFAHINTFAHISSGEVFLFYLPLALMISMMMFF-SWAALPGIALGIFVRKYAELGFYE   TLSLTANFIII-IILCWGGYRVFTPRRNNV  6 LISQRLFWQIVFPATLFLILFQFAAFVGLLASRENLV-GVMPF

XCC3131_Xcam_21232561     1 MEGLKSVTQGLLTATAYCLAFQLSWHCS----LDQWYLPAGLRIAALLLA-PSRLLPWILMGDVAALLMIRVPAI 5 NPTWAYASPWILVPAIALVPIAIRARYGAV    ----HRAGASLIPMLLVTAVWGALCTLGTNIMLDGPS--SAIS

Ddes1160_Ddes_23474249   40 APVRQRLQLPLAGAIYFVAVLCGLQSGIACGLPPSIHPAAGFGFAMLTLR-GGTMLPVLMLADFCAGMTAL----   PPLPALALAAGNTAGIALAWQLMQAKAPQV    RIFDLPRHAVLFICAAPLVQSVTAATAGTFSLTLAGIVHHSQA

PA1181_Paer_15596378      6 TDDRGLWAGIQAGVLFFLAALACIYLSRQPATIAAIWLPNAILTAALLRA-PLRQWPAILLCSAVANLAANRLYG 1 SLWMSAAFLPANLSEAIFAAMLLRINRVRE    DFEFNLHSAVRVLWAGALIPPLLGASVGAVLVSVFG---MGRF

yegE_Ec_16130007         11 ALPHPLLHLVSLGLVSFIFTLFSLELSQFGTQLAPLWFPTSIMMVAFYRH-AGRMWPGIALSCSLGNIAASILLF 1 TSSLNMTWTTINIVEAVVGAVLLRKLLPWY    ---NPLQNLADWLRLALGSAIVPPLLGGVLVVLLTP---GDDP

Cgl1038_Cglu_19552261    26 SLLVALLRQIVFAFAYLIAVIGSYSLVYGDSLVAIVWPSVGIAVWWAVTC-RSWKNFALICGYVFLVPAIYLHFF 6 GVILAGIAHAIAGPGVALVMAFMENAQLPE  7 FAPFSHIRLPGDVFRLLVAGIVMVAISKLIVILAYALADLPYS

yneF_Ec_26247800         12 FQEGHLLRNSIAIFVLTTLFYFIGAELRLVHELSLFWPLNGVMAGVFARY-VWLNRLHYYAISYVAMLVYDAITT 3 LVSLAINFSNM-MFIVTVALLVARDKRLGK    --NKYEPVSALRLFNYCLLAALLCAIVGAIGSVSID---SLDF

Bcep7208_Bfun_22989260   38 PLMRRFSQLLASTLAFTVFACFGIVLTRATWGVSSIWPANGLIAGLALDG-TQTRERDIAIAVAAGGLAANLWLL 1 DRSAGLIFSLGNVVEVSAMSMSLRFFRAPL  1 AVPNPQGLYRFLTRAVLLPTLISALVVGVATHIALG----WPA

all3275_Ana_17230767      9 IMRRWLMISLLGLFALVIAHGMALIYRIQPG-VSLWFPPSGVAIALTFWF-GP---CGIILTGLASFLMSPFWG-   LHGWERLIALVDIIEPLSAWLLYRRLWKGS    RTINTLKDATLFTVSAPLVACATLAIIGSVCLVAIGKMPLASL

CC2632_Ccre_16126867     10 ERRQTALLLALSFAVAAAIVFSENLTRTTLG-VAAFWPANAFLAAGLLTL-TSVRRLVLIAVFVFFHVAVCLQAG 1 GPLKALVFATVDGLEAGAVWAAFRRFWNGA    ----PRVRTLRALAQLPAITTPIAAGSALICATVLHFGYGAPF

ORF186_ESV_13242656      1  -MLPCVGRILGGFIAQYIGVLVSMEVFVSPGGTIFWWTQTAIAIAAMLHT-SDTHWPERV-GHIASSMLTYIPFR 4 PVPLLLAICASNALGQFFGYVSMKHFYPVL  2 KEVGTLRFLAIFVAFPVIIASIVASIPGSLAFYFLGT--DVEL

Rsph4145_Rsph_22960563   88 AGAPLWLVWPLAVAGYVLMGRLGLVTAMPPTGAVVLWPPNAVLLTALLAS-APRHWPVVLLGGVAAEVAVNWHTL   PIAWALAFGTVNAAESTLAASLLRRFSDGP    VRLDGLAAVVRFVLLAPLAASATAALAGAALIALRFP--EVDY

Reut1540_Rmet_22976760   15 PVPAARWGLLLAAVGYFALATAGIWLGRQPGTGAMLWMGNAFGLGLLLHR-PRQEAPALLASMLAADVLANLLAD 1 TAGVALLLAGANLLEIGGMAMLLRLMSGSG    -TLARTGPLATFALTIGVAATLGPAISGVPGAAVLATAYGTQF

XCC1760_Xcam_21231210     8 MAVAKELVRGMLISVCYCLAFLMLWRLS----IDQWYLPVGLRVVTLLFR-PYREWPFLLAGDAAAMLFLRIPLG 5 NPLWSYLSPFVHAPLIAGAIGLLRYQVPHI    ------VKSQQWFIPAALVIALWNAICSLVLNSTLGGPQAYPV

SMb20868_Smel_16264910    6 PYRPHPRHLALFIVAYVLGCGFAHALAIVPGTGISFWAPSGLFIATLALV-QRQSWPWWLLAGCFAEVLSNFLWF 2 PFPAAMLIYVGNALEAVIGASLVNWALKRS    IRLETLREVLAFVVLGAGVAPVVSATVGSATLAWFGI-LSQTF

mll0984_Mlot_13471100    63 SSRPRILHLGLFVTAYVLAAGFAQALAVVPGTGISIWPPSGLFIATLVIA-PTRSWPWWVIAGLLGELFSSALWF 2 SLPVALLIYSGNALEAITGAWLVNLACRRP    VRLETLQEVLAFVLLAAGLAPFASATVGSATLAWFG---VQSF

LA0111_Lint_24212811     10 EIVKICGIIFISGMIYYVLALIGRKTAIYPSYAAAIWPASGAALGFTLLF-GNYAVLGVFLASVLFNFGTGILSG 1 NLYLNFLIGFFSAFQSYVGKTVLTRKIPGY    -KISDRTQFVFLFIFLEAIVCVINATGSVASMYFLGEIDLSSI

Mmc11833_Msp_23000166    17 YSMSKLNEILMVAVVYFITARLGQLLAISPGNVTPVWLPSGICLAWVLLR-GRHLWPGIFLGAFAGNIWAYFDTN 7 SILAGSANGLGDVIAIVGAAWMINTISPAT    ALFNNSKNTTIFLIYGGIIGPFISASIGIFGLLLTGNILPNDA

AAO22901_Mxan_27804864   18 VRGRHLLEMLGLVVVYLLAGALGLQVAIV-GNISPAWPPAGVSLAALLVL-GVSRWPGVFVGASVISVLGDV---   PVVASLGVGVGSTLAAVLGVGLLRWLGFD-    KGLERIRDVVALCAGAGALCLGVSAWAGVASLVLGGRLPSTSL

bll7016_Bjap_27382127    52 QGTRYAGVLVAIGVIYFVLAKGGLALASVHPSATPIWPPTGLALAAVLLW-GYRTWPAIFIAAVIANATTAG---   SVATAIAIASGNTLEAVVGAYLVNRWSRGR    HTFSRPNSVAKFALICIVIATPISASIGLTSLATAGYIDRTNF

sll1672_Ssp_16329398     15 RSVSWQRQIIVAIAIYGTIYISQLFITYAGTASSPIWIPTGMAVGFLSIW-GYQVWPGMVGGLLLGEIMALHGLE 4 FILTVAITGVV-SLVNLFSVYLSDILTANN    YLFSKIKNIIRFIVFVCFGSRLPAAIICPFLLYLFEKISFGLY

slr1805_Ssp_16330325     18 KSLRRRLVTALPSLALAIALGLCTALAYGMLGRGQQWLSLGLGQGMALAL-WWQGTNIIALALGLTIAPMVVQGD 2 LALALGMISTAVVLMAGRGLKMLEFSPQGQ    ----RLQDGMVFLLAGVGLGATLTAIAALLLSLWQG---DGRI

Mdeg1234_Mdeg_23027413   25 LVRLGFRHSVPFILAYLALAGASMLLAVAPSNVTPLYPAAGLAWGVAILW-GRRTYPSIFVAATLANTLPLLFSQ 4 AVLAGIAIGVGEVIAVLISCKLLSAVRGRE    --RVFKQVQDVIAFSVIALFWVVSPTIGVSALALAGLVESGAF

slr1798_Ssp_16329416     61 LHNILLNLLVALFYVVGIRLSDQLVSTLLPGRISPVWFPSALTFGVFFHF-GHWVTPGIILGSVLGLVSVLSTFD 7 FLVLETAFAFANTLQPFIGDLWLKNKLISV 21 LNPFQRVSTTLAFVQGAIIGPFLSAVIGVTTLLLMGIIARENF

SO4656.2_Sone_28275295   12 NAFAYIQVNLFIALAYFILGQMGLMIALPPGYSAAIWPAAGVAIASCLLWKGRAPWGGVFIGSLLTNMNIGQELH   LGWLPLIIALGTLLQTIISARIIQYIDPQL    --TLDKPETVIKSMVSLSASCCIASLFGNAALVLGDTITSADV

Mdeg2742_Mdeg_23028963    1 MTARSVGYMLLAGLGYWLLGAAAGFFTIPPGYASPIWPAAGWAVICCIRF-GWPALLGVFFASFYLNIQFSNASL 5 AWVVAGFIALGAVCQAGLASYCAKRFALSA    HGDAITVNPVKLALVIGPLASLMSPTVGISTLVSFDIVPVQSA

Mdeg3101_Mdeg_23029342   11 QMRFDAAQIAVVAVAYHALAQLGLYFAIPPGFATVFWPASGVALAAVMLR-GPWMMLGVLLGSFSVNLYISLQLN 7 NVLVALGIACSSALQAGLGAWLISYWLKRQ  1 GRLTQLRHLLVLVGLGGPIGCMLAATGGTTILVATGVMLPEQW

Chlo2117_Caur_22972227    2 AQWSRRALISFGVVYAVLIWVGAQPLLANRG-IPLLWVAGGFAAGGVLLA-GKRLLPIIFIGAFIAYTVVFRQLG 5 LLAAALVFGLSAIIQAWLVNWLVRRFGR--    TLPPSSIRYTLVVCGLLALAVLPAPFLAVMVLVVVQQPLVSSP
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uhpB_Ec_15804264            GKESWNALLLTLTGGLTLAPICLVFWHYL 16 INWRGRHLVWYLLLFVISLWLQLGLPDEL-----SRFTPFCLALP-IIALAWHYGWQGALIATLMNAIALIASQTWR-----DH-----------PVDLLLSLLVQSLTGLLLGAGIQRLRELNQS 283

Z0462_Ec_15800093           --PIMLPGLTSFTGGVLLTPFVYLIFEFL 16 PLRTSLIIWCSLFFIIGIGTQMVLSPEI------ERLLLIVVFLP-NVVMAWKFGWQGGVLSGLLGSMMITIARQIGVG---FSN----------LVELEIFLATQALLGIGLGIAISRQQHLALN 286

VCA0683_Vcho_15601440       AETLIAVSIASLTGGIVLTPFLYLVADYL 17 KLKPKMLMWSLLFFSLGLLAELTLLEQM------KPFALLIILLP-TIFLAYRYGWQGGVLASSLNCILLATARQFSGS---FSS----------DQELLIFMSSQAFVGLGLGIAISRQHQLALL 290

VPA0965_Vpar_28900820       VPSVYMVWLASISGGLMLVPMCYLLWNYL 16 VVFSIRHIVFYAVLLIGSILVQTSLPEEL-----KRFAPFCMAIP-IIVLALRYGWQGALLATMLNSIALIAARSGVSN---LE-----------ITDLLLSLSAQTITGIMLGLAVQKQKDLNHK 281

RSc0982_Rsol_17545701       GQVLRIWAASDFLGVLIVTPVLATWSRFR 10 ETLLGLAASVALVVSAHLIFDGNSTARFGTGI-GFALTYVPLFFA-VVVALLWGGRGG-SAAVLVLALTVLIETAEGDGP--FAVLDRHHGQS--LLEAQLYLGITALLVLLVSALKTTREQLHAQ 304

yfeA_Styp_16765736          GTGTAIFSIVDLLSLISAALIFTLFFYYP 18 APYLAKEKRLFTLLWFATLATLLAVLCTPF----ETKYIAGYLVP-VLFIGFTIGVGKISYPLLNFSWALTALFLLSYNRN-FLQGVGSEYS---LAFILSVLISFSICLLYMARINQRSEWLNRQ 321

STM2503_Styp_16765823       NINTLINYQALLVGNLVGVPLCYFIIRTL 18 SKATKKEIVIWLAVLTTLMFILCMPLTDNSSIF-STNYTLSLLLPVMLWGAMRYGYKFISIIWAVVLITSIHYYQRYMPW--YSGYDTQL------AITSSSYLVFSFIVNYMSVLATRQRVVSGR 325

yfgF_Ec_26248863            NLGTLINYQALLVGNLIGVPLCYFIIRVV 18 AKVTKKEFAIWLLALGALLLLLCMPLNEKSTIF-STNYTLSLLLPLMMWGAMRYGYKLISLLWAVVLMISIHSYQNYIPI--YPGYTTQ------LTITSSSYLVFSFIVNYMAVLATRQRAVVRR 325

XCC3131_Xcam_21232561       GVKFARFAVGDYLGMLMVVLPVLLWMRRH  7 LTPHCALAVLATALIFALATLPQSNVAR-------LGLMSLLIVP-AVLLTWLHGWRG-AAIGVVLANTALAFSLRNTGV--LGAYDSI------GFVVQVMLATTATGLFVLGARISSTLAEVRL 287

Ddes1160_Ddes_23474249      STVWGAWTLAQGAGFILSGMAALAWTRPA  6 PDRRRLLKASGAALLLCLLVLGPHPLPDS-----LRYLLLFIIIPATAWAGFKLPPAH-LSSLLLAGGTLGAWLTHADHG--VLSTLPAPLP---FVLLQGAMLLLSAMALMTQVLATTNRHMRRS 332

PA1181_Paer_15596378        PEMWARWYVGDAMGMLALLPLCMASNLAA    WRHALSGRAGVDNAMLLLVTLVISFVALTRL----PYAFIYVLLP-LLVAAASTSVFGTALIGCLNTCFIAVLIALGV----FLPESSQQRFG--EPLLYLPMALTLIPAFLVSVIMERSRREQHQ 294

yegE_Ec_16130007            LRAFLIWVLSESIGALALVPLGLLFKPHY  1 LRHRNPRLLFESLLTLAITLTLSWLSMLYL-----PWPFTFIIVL-LMWSAVRLPRMEAFLIFLTTVMMVSLMMAADPS---LLATPRTYLM---SHMPWLPFLLILLPANIMTMVMYAFRAERKH 296

Cgl1038_Cglu_19552261       FTLYLTMALRDLTGIIVVAGPGIALSTPL  1 LNIHRSAWREFAVVIIATVGVLALIFGFAV----DLPTVYLAMLP-LYWSATRLPVLLAVLHAVFTSAIVVILYFLLGTGS-FAITDESILVQ--ATTIQLFVLMCILLSLVVSTTVQQTSALVEE 333

yneF_Ec_26247800            WPLLADWFSEQFSTGVLIVPCMLTLAIPG    --VLPRFKAEQMMPAIALIVSVIASVVI------GGAGSLAFPLPALIWCAVRYTPQVTCLLTFVTGAVEVVLVANSVID--ISVGSPFSIPQ--MFSARLGIATMAICPIMVSFSVAAINSLMKQ 298

Bcep7208_Bfun_22989260      LIVAASWLFSDALGIAIFLPLGYVCRRAS 11 LKTRLMRNCRNGFCAHAIVALVSVGSFHH-----AHWVPLYWVLPSLVLAVLWAGSYAAVTGTFITAAVAVVSTVREPFHSPFGTFARPADA---IFDVQGFALACLLTSYLMAAVLADGRRYLAQ 340

all3275_Ana_17230767        SSNIPHWWLGNAIGVMAIAPTALLVFTPY 24 SRCLLLEFSAILLLCLAIATLTVAETNQNGFK--LQQLSFLGFVP-VLWAATRFGVTSGMLTSSFCVLVTLFAYLVAYPKAMYLATFPVQAEV--LHVHKLSLLVQCAVSLFVGIAITERSSIQVE 324

CC2632_Ccre_16126867        AESLVDWLLRSALGLAVALPATLVLIDAE  1 RRSFQRPWSEKLLLMFSVVTVALLCAHP------AAGAPPVLMFPVTLAAAYRLGARGAALAAFLTIGIIMPMVISVGSSS-FNSTQDTVIQ---ARTIQVFMGVLFYTCLAAGLAFGQQNRLKRL 298

ORF186_ESV_13242656         SSVVVNYTLGHISGTITLLYPLLIVPTLW  2 RPRSPNTLVCGISVFLGITSMCPFSDYHLF-----GFASIVGMYALLVGVSAYIDQFQASLVQLACTGSILGFTAAGRGP--FVHVMKDGEAEEVLIGTQMGIAALSALNAFVVILVSQLRDLQKS 299

Rsph4145_Rsph_22960563      LHTWQVFWLGDGLGLLIVGTTLLVWLAPR  3 EARIRGRGLEGLVLAAGLLFVSVLTLRLD-----ADLGRLYLLFPFLVWTALRFGMKGATLAILSMTGVATWAMMDGRGP--FVDLAGIDQ----VAARQVLIAVVALSTFILAVAADERRRVTRR 379

Reut1540_Rmet_22976760      PRVWWAWWNAGAIGMVMLLPLMVSISRER    --VQAALRRPMLLRLIALFVLCMAIGTGAIVA--GHEPFVVMSLPLVIVALASNPFAT-ALLTLVSALALEGIAHLGGMQ--FLA----------SRATPLSGALILVFPICIAFMTEQNRNGRAE 299

XCC1760_Xcam_21231210       LDLMLRYWSGSYLGMLVLLLPAMLWANWN  4 RLSLQRDLAIAVAVILSLFFLLGVSQEPLT----RNILMVAMLVP-MVVLTFRHGWKG-SALGSLLASFAIEFSLPRVYQ--IGFFDQQ------VFSMQLLYAVTTTVLFVFNARLREPARNKVS 294

SMb20868_Smel_16264910      TGAWPLWWIGDATGVLIVAPLAFIVIQNW  1 DKTELSAARLAEACVLGLIFLGVAALSLS-----GYLPFAYIIMPPLLWAAVRFEVKGAVVVLVLLTLITAIFTISGTSP--FAGDHETQRHK--QFMLQLFLAISAFSALIVAAISRQYQLALSN 300

mll0984_Mlot_13471100       ATAWPLWWIGDATGVLIVAPLAVVVFQNL  1 GKTRLSGGQWMEAGVLGLIFLSVSTLSLS-----GYLPFAYIVMPPLLWAAVRFEFKGAAVTLTLLALITAIFTISGASQ--FISDPQSQKHS--QIMLQLFLAISAFSALIVAAISRQHQQAVLT 355

LA0111_Lint_24212811        RQSWLTWWVGEVLGVYVGAPFILFWFRGP  6 KEFFESAILLFLIVFFSLTSFDLTTSVFF-----FNYSLGYVLVPLILWSAFRLGERASSLAVILSSIIAIFGSIPTR----FNAESIGES----SILLQFFIAVLSITSLLVVSMVNERKEVEDQ 304

Mmc11833_Msp_23000166       FFSLITWWTGDAMGVLFITPVILELYHLK  2 QTIRPNRDVILHFVLFLSITTTVFFLSSNQ----DPSIWIVFLAPMLVWATLRFSQVILFSELFILSTISIVATATQHGPL-LILDDLAST----LIHLQVFLGSVALSVFYLNSVNRELRASKHN 318

AAO22901_Mxan_27804864      AAGLRVWWVGDLMGVLVVAPPLMLFKRWS  3 RGGEAVVLAGLTTVLGGAIFFVPDLPHS------AAHAAAFLLFPMSAWAALRFGPRGAAAATLCIAAASIVGTARGQGP--FATDDLTQD----LLVLQLFIAANAVTGLLLRRRSTERQRAIGQ 305

bll7016_Bjap_27382127       ANAWVTWWLGDVTGALVIAPVVVLWASSY  6 NDCLETVGVLATAAAVGLIAFSPLIEQTP-----SRDPLGFLAILPMLWAALRRGPRDTATVALVLAGITVWGTLTGGGP--FTTTDLNVS----FLLVLMFLISITVPSLLLSADVEVRKRGEKR 345

sll1672_Ssp_16329398        SEIAYTWLLSDAFALLIVTPFIIACNHNF    -KVFIKLLQEQWLEAASIIFFILLIVKIIA----NGYPIEYLLIPFLLWSAFRFTEVGSSLLTIVVSALLVLILALDQEK--AAIKDQ-------LLLLQSILACISMTTLVLNAVLSENERSKNQ 305

slr1805_Ssp_16330325        WWTGSLAWLGSATGILLAAPLLFKLRYGR 12 QLVEALVCAGLLLMLAWLIFAGDDLIPLADRGAIYTQWLEYLPFPIVVWASIRFPIWGGILSTSGLALLAITATVQGNGS--FNVQSADQSGA--MILLQMFFLVLGTTSLLLSVAVRERRRTEEQ 322

Mdeg1234_Mdeg_23027413      SRVWLTWWLGDSIGILLLTPLVLIVNITH    --WRNLLNNDGYKLVVGIVGAATASLAVYA----SGLPLLYLLTGICFMAAYRLSLFGVIVVNLVIATITSSAYMWQVGP--GAHFAAPIQ----LGLIQLFLAFNMVISLVFWCTQSRNRELSVK 316

slr1798_Ssp_16329416        FYSWITWWSNSVLAIIVFTPVLINIRFYH    ---FRRHHFFNTKLVISLVLTFLVWFLSFY----HSFPVAYMFLPLILFVVFHFGDFFASIFVAFFAFFAIFATAQGQGL--FNQDSGNNS----IIFLQLFTAVISMTALFFSAIIQEKKIAQQS 377

SO4656.2_Sone_28275295      VSSMFNWWMGDFLGAVIFIPLTMLVFDRR  6 RIQTGLPLLVGFLLCIGIYYYADMNQRQQL----QDKFQIQSNAI-ISSVESFQGTN-LQQLVALASLFDNSEKVSENE---FI-----------QFGIRNQLQLDGFRAWAWSPLVTLSDKNSFE 298

Mdeg2742_Mdeg_23028963      SLNWLHWWIGDAIGAMAFAPFISLMSMAD  3 APRRVLVFLGFYVLLIALVSLTFVQSRTA------EEQRIENVFN-EQVETAHQSIL-KQLQAITFAGRSIASLFET-----FPAVEYTQFN---HYAQGVYEYIPGSQGIGWVPVVADASRHTFE 294

Mdeg3101_Mdeg_23029342      WHNWLMWWLGDTLGVVVIAPALVILAQSP  6 RKTQVCIPLAVLFILLAFGYSRFESHTL------ERFDKEINNLT-DGAYLDVQSKLM-DYERSLIGVVSLFRNSE------FVTDEEFA-----NQTIPLINSSPSLIALQWVPRVTRDQLAAFV 307

Chlo2117_Caur_22972227      PIVALQWWLNLVAGVWLVTPWMVLGEYYR  2 RPMREPWLWPVSSLLLALMLFSLQLIWRDAN---RQFTTQLQADV-NEVVSLINDRLT-IYEQALLSQSALFLASQ------RVDQHEFS-----VFSRTQLARLPALRAVSWIPRIPLQQRTAFE 291
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