Figure S5: Multiple alignment of all firmicute P-type ATPases (with reference sequences)

A total of ninety-two firmicute P-type ATPases, including standard proteins from TCDB, were used to make this multiple alignment. 

Notes: 

* is the symbol on the multiple alignments for an identity. 

: is the symbol on the multiple alignments representing a closer similarity. 

. is the symbol on the multiple alignments signifying a more distant similarity as determined by the CLUSTAL X program.
CLUSTAL X (1.82) multiple sequence alignment
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Efa3            -----------------------------------MSKQTGAHTHEEKGKNVP-------

Oye5            ---------------------------------MSCCNNSSSINNHEHNDKKP-------

Bce3            ---------------------MAEALVKKKLMLEGLDCANCAMKIEKGVGNIEGVNSCSV

Tte7            ------------------------------------------------------------

Cac3            ---------------------MESSGIKKQYYVEGIDCANCAAKIEERVRGLN-------

Efa9            --------------------------MQKSYKLEGLDCASCADKIEKSVQKIHG------

Syth2           ------------------------MATKVSYNLQGLDCADCAARIQDALHRQG-------

Gka1            ---------------MSEQQAKLSKSEAKTYRVQGFTCANCAAKFENNVKSLP-------

Gka2            ---------------MSEQQAKLSKSEAKTYRVQGFTCANCAAKFENNVKSLP-------

Oih1            ---------------MSHSQINSS-PNVETYRIQGLSCTNCAAKFENNVRKLP-------

Lin9            ---------------MSEK----MTEKT--YRIEGLSCTNCAGKFEKNVKQLP-------

3.A.3.6.1       ---------------MSEQKVKLMEEEMNVYRVQGFTCANCAGKFEKNVKKIP-------

Gka3            ---------------MGNEQ-TLDRLEAKTYRVQGLTCTNCAAKFEQNVKSLP-------

Syth5           -----------------------------MFAVR-------ADLMDDELRPLV-------

Chy1            ------------------------MAKNSIFYLTGCSUQSCAAVLEERVKKLP-------

Ljo10           -----------------------------------------MIKLQQFFMRYK-------

Bce6            YDPTKTNPQQFKEKVESLGYG--IVSDKAEFTVSGMTCAACANRVEKRLNKVD-------

Gka4            YDPSKQNIADIEMKIENLGYG--VATEKVTLDIEGMTCAACATRIEKGLNRME-------

Oih2            YDDSKFTNDDLTKKIEKIGYG--IQIEKVDLDISGMTCAACSNRIEKVLNKMD-------

Sau4            YNPDQHDVQEFINTIQHLGYG--VTVETVELDITGMTCAACSSRIEKVLNKMN-------

Syth4           YDPSAVTPQKLFDLVTDLGYG--VVKDKFTFDIAGMTCAACSSKIERKLSRVP-------

Tte6            YDPDKINICDIEKKIEDIGYG--VIKDKVELALMGMSCASCAAKIEKTLKNLP-------

3.A.3.5.1       -------------------MA--TNTKMETFVITGMTCANCSARIEKELNEQP-------

Lin6            -------------------MN--DKYVRQDLNVFGMTCAACSTRIEKSLNKAE-------

Cac4            FQDDKVSVPNIQEAIEKAGYKALTEATNKTLAIGGMTCAACAKTVERVTSKLE-------

Efa1            YDQTEVTEEEIKEAVSDAGYKAISPAQQRTFAIEGMSCASCAQTIEKAVNQLS-------

Stth4           -------------------------MSKETFVVNGMTCASCVANVENAVNNLD-------
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Tte7            --------------------------------------MQNN---KRAFVLERFGCKSCA

Cac3            ------------------------------------EIEEAN--LDFVFKKLTFQIKDGS

Efa9            -------------------------------------VEKAR--VDFMAEKMTLEVESG-

Syth2           ----------------------------------------------MSEAVVSFATGQLL

Gka1            ---------------------------------------------GVQDAKVNFGASKIT

Gka2            ---------------------------------------------GVQDAKVNFGASKIT

Oih1            ---------------------------------------------GVENAQVNFGASKVY

Lin9            ---------------------------------------------GVTSATVNFGASRIS

3.A.3.6.1       ---------------------------------------------GVQDAKVNFGASKID

Gka3            ---------------------------------------------GVKEAKVNFGAAKLT
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Chy1            ---------------------------------------------GVIDAELDFAAGKLK
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Tte3            ----------------------------------------------MERYWAMTA-----

Bce1            ----------------------------------------------MSNWYSKTK-----

Cac2            -------------------------------------------------MIN--------

Tte2            -------------------------------------------------MAKGTS-----

Syth1           ---------------------------------------------MSTPWHQKGA-----

Efa4            -----------------------------------------------MEAYKQSV-----

Lin2            -----------------------------------------------MLWVKESV-----

Syth3           --------------------------------------------MERTDWHTLTP-----

Efa11           -------------------------------------MSEEKKTQLSEAFYAQDD-----

Stth3           -------------------------------------MSKE---QSKALFYTQGV-----

Ljo11           ---------------------------------------MGGCFTVKEKYYAQEI-----

Ljo6            ----------------------------------------------MKAYYRESK-----

Lin5            -----------------------------------------------MEIYRKSA-----

Efa13           -----------------------------------------------MKWYQLSS-----

3.A.3.2.4       -----------------------------------------------MDFPTLSSYLHHH

Oye2            ---------------------------------------------MKHSFSQKNP-----

Mfl1            -----------------------------------------------MDSWESSQ-----

Mmy1            -----------------------------------------------MDNLEQKT-----

Upa2            ------------------------------------------------------------

Ljo4            ------------------------------------------MITLTEKDDEDDEIIKVA

Oye1            -------------------------------------------------MNKKEEILQIS

Efa7            ----------------------------------------------MEKKMRHLGHD---

Tte8            ----------------------------------------------MIKIAKKNGASDAI

Ljo7            -----------------------------MQFLRWSFCLFADFLEGEITMLKFNSKDRVV

Efa8            ----------------------------------------------MMNKKTMDMRKATK

Lin4            -----------------------------------------------MKKTHVKMQGNN-

3.A.3.4.1       --------------------------MLKIITRQLFARLNRHLPYRLVHRDPLPGAQTAV

Mfl2            -----------------------------------------------MKKLKKLNNNTK-

Mmy2            ----------------------------------MFLFKKRKFSPKKITRHKKKTHFAN-

Oye4            ----------------------------------------------MINMKKVNLKRQET

Mmy3            ---------------------MASMQLPFFICSIFDIWLLLYWKAYMFKTKKGNLKSLDY

Efa6            -------------------------------------------MCLRRKKEMQENEPIAV

Ljo8            ---------------------------------------------------MKEN-----

Efa10           ---------------------------------------------------MLNK-----

Stth5           ------------------------------------------MKTPRFYATMKVV-----

Oye3            ------------------------------------------MWWLCMNESLNNPN----

3.A.3.23.1      ------------------------------------------MTHLDADRLDPEHP----

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            MKIENKVKEMPAVSEATVDFVSKKLRVEVANKRELEATVANITNVVQKLEPDVKVVREEK

Tte7            LDAK----ESPLNANCDSDSCKLSFENDDSNK----------------------------

Cac3            EEKKVFNKVREIVKAVEPDVDLKEVESEQEDE----------------------------

Efa9            HDLEVENEARAVIGKLESDVKVISLKDVKEEE----------------------------

Syth2           LPAEQLDRARAVIREVDPKVTVLDPTEQAGPDEE--------------------------

Gka1            VWGTTTIEELEKAGAFENLKVREDKE-KSVKR----------------------------

Gka2            VWGTTTIEELEKAGAFENLKVREDKE-KAVKR----------------------------

Oih1            VEGNTTIQDLEKAGSFENLKITNDRERKSEKT----------------------------

Lin9            VEGQTTIEELEEAGAFENLIIRDDQENDEQVR----------------------------

3.A.3.6.1       VYGNASVEELEKAGAFENLKVSPEKLANQTIQRVKDDTKA--------------------

Gka3            VWGEATIDELEQAGAFERLKIREERERTIRR-----------------------------

Syth5           ------------------------------------------------------------

Chy1            VLGDVDPEVIIKEAEKEKFKAYLSRSDVPKAQN---------------------------

Ljo10           ------------------------------------------------------------

Bce6            VDFNPDEVNVNEMKSAITKLGYKLEVKPDD------------------------------

Gka4            VEYKEGVTSVEDILEKIKKLGYRGQIRNEE------------------------------

Oih2            IYYYPDLILESDLLNKIKKIGYEATPRSEN------------------------------

Sau4            VDYYPEETDADKLVTRIQKLGYDASIKDNN------------------------------

Syth4           VEAVG--VRAEDLIGLIRDLGYGARLAADA------------------------------

Tte6            VEYDSNEIDTEKMIKAIKDIGYDAKEKTGVG-----------------------------

3.A.3.5.1       VKYTD--TTTERLIKSVENIGYGAILYDEAH-----------------------------

Lin6            VYYDPEVTTTEELIKVVKHAGYDAAEKMSK------------------------------

Cac4            ISFEASKVSINDIKQAIEKAGYKASEEVES------------------------------

Efa1            VSYDDHQVTSAEIIKAVTDAGYQATEEVAAGAT---------------------------

Stth4           VDYSGNKVSPEAIEKAVADAGYEA--QVYNPDT---------------------------

Ljo13           ------------------------------------------------------------

Chy2            VKAYEGVLDVGRLKREIRELGYEIFNFEEIDP----------------------------

Efa5            EQHQEKQPTMSHDKMNHMNHDMAHEQMAMSHQH---------------------------

Stth2           ------------------------------------------------------------

Oih4            N-----HSTDDHQNYGSHGHEDHHEHMIS-------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            -------------------------------------------------------MMRPV

Gka5            --------------------------------------------------------MR--

Tte4            --------------------------------------------------------MK--

Cac5            -----------------------------------------------------MK-----

Lin8            ----------------------------------------------------MEK-----

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       ------------------------------------------------------------

Stth1           ------------------------------------------------------------

Upa1            -----------------------------------------------------------M

Cac1            ------------------------------------------------------------

Tte1            -------------------EEIKKELETDDVYGLTQEQVNER------------------

Tte3            -------------------EKVVEKLKTDCEKGLSDEEAIRR------------------

Bce1            -------------------DQTLIDLETNEQNGLTDEIVSER------------------

Cac2            --------------------------ENRAASGLSEEEAKRL------------------

Tte2            -------------------QQTIYYLDKINFKGLTSQEAQKR------------------

Syth1           -------------------AEVAAALRTDLTAGLTEAECRRR------------------

Efa4            -------------------DTVTKEVSVNTETGLTQQEAQQR------------------

Lin2            -------------------EQLLSKLHTNLDTGLTKEQVKQK------------------

Syth3           -------------------AEVTERLQVDPGPGLTAAEAAQR------------------

Efa11           -------------------TVVLEKMNTTTD-GLSAQEAQKR------------------

Stth3           -------------------EEVLKSLDTSVD-GLSTAQAKER------------------

Ljo11           -------------------SQIEKELNTSLDNGLSDNEAKKR------------------

Ljo6            -------------------EEVLKQLGANEQQGLTSKAAQEK------------------

Lin5            -------------------ADTFKQLEATEQ-GLTTSEVTKR------------------

Efa13           --------------------TKVIEQTKTKQTGLSSEERQQR------------------

3.A.3.2.4       RP----------------GEDILADLHTDPGLGLTAEAVAQR------------------

Oye2            -------------------EQSQALLQTKITKGLTSQEALQR------------------

Mfl1            ------------------IKEIENKLDTDIKTGLTEEEATKR------------------

Mmy1            ------------------IREVQQELNTNIKTGLSNQTASEL------------------

Upa2            --------------------MSFDPENINPSTGLNDEQVLKS------------------

Ljo4            QL----------------SVEDALKELNTEQAGLTIDEVHTL------------------

Oye1            RL----------------DKDAVVKHLNTDACGLTDKQAQER------------------

Efa7            ---------YSYKKFAHSEVEKVLQRFGSTWDGIKHQDIEEL------------------

Tte8            --------FAQLVNFAKKDIDEVLASLGTDRDGLTVEEAEER------------------

Ljo7            TD------ATLAKQIAGKEKSEVLKQLDTSINGLNPAQAKKR------------------

Efa8            --------DQELRKLALLSERELMMELRTSEKGLSNEDAEKR------------------

Lin4            -----------LLKESQMDRNKILEKLGVMETGLTNVEVTER------------------

3.A.3.4.1       NATIPPSLSERCLKVAAMEQETLWRVFDTHPEGLNAAEVTRA------------------

Mfl2            --------IELINYVD-SDNNKLLKQFEVNSFGLNDEQVEVN------------------

Mmy2            --------ERFIKQVSNLEQNEVLEIMQLQHFGLTNEQYESR------------------

Oye4            --------IDFLKTMSQKSQEQTLQTLNSSFQGLDQNQVMLH------------------

Mmy3            KK------QDYVIKLSNTNFDNLKNVLDS-KIGLNNQSRANN------------------

Efa6            TA-------------------NAERYYPEDKQGLTAAQVEER------------------

Ljo8            ---------------------------FKQPIGLTQAEVEQR------------------

Efa10           ---------------------------VDLKKGLSTEEVAKQ------------------

Stth5           ---------------------------KKQLQGLTQVEVKQR------------------

Oye3            ------------------------IATKQNFTGLTNKQVEQK------------------

3.A.3.23.1      ---------------------AHAVDAPSPATGLTAAGVAER------------------

Bce2            ------------------ELVFAVASGIFILVGWLFTKNDAM----------------NV

Lin1            ------------------QFVTTGISGVLIVVGSLIGNDVGD----------------FW

Lin7            ------------------QGQFLAIGILFAAAGFIFGTMNSE----------------YS

Efa3            ------------------VILFFTGLALF-FIGLFLGNMLLV----------------KN

Oye5            ------------------LIFFVIGTFLYSLFALYLHSHNCT----------------NT

Bce3            NGHDHGHSHDHGEANVKKMVGRLVVGGILTAIAALAGLP--------------------Q

Tte7            ---------------VYRRIIQYGISAILFAIALLFNLL--------------------G

Cac3            -------------GLKKKDIIRLSMGIVIFALAYILKE---------------------Q

Efa9            -----------GRNPNKNRLIRIIIAFVLFLALIIIKPSN-------------------N

Syth2           ---------DDDGIPTWRRIAEMAAAAALLVAGAVFHDALHA----------------SP

Gka1            -----------EPFWKQKENIKVYISAVLLVISWFLGKQYGE----------------EH

Gka2            -----------EPFWKQKENIKVYISAVLLVISWFLGKQYGE----------------EH

Oih1            -----------ISFWKQKDNIRLYIAAFIIVISLIASYSLNE----------------QS

Lin9            ---------SKESFIKR--NIALIISLGFILVAVISQLSLGE----------------DH

3.A.3.6.1       ------HKEEKTPFYKK--HSTLLFATLLIAFGYLSHFVNGE----------------DN

Gka3            -----------EPFWKKKENRNVLVSAVLLLIGIAADAA--D----------------KG

Syth5           -----------------------VLSGLFLVVGWMWERLAPG----------------LA

Chy1            ---------------FFKENYLLLMGILFLLVGTGINFIG------------------QD

Ljo10           --------------------KQLLLVNTILLLLAEGSKWLLH----------------MN

Bce6            QDASTDHRLQEIERQKKKFIISFILSFPLLWAMVSHFSFTSF-IYLPDML-------MNP

Gka4            QDHAG-RKEERLKQKQRQLAISIILSLPLLYTMLAHMPFDIG-LPMPHWL-------MNP

Oih2            KENIK-QKQIARTKR--KLIISAVLSFPLLLTMLVHLFN----FEIPAFL-------MNP

Sau4            KDQTS-RKAEALQHKLIKLIISAVLSLPLLMLMFVHLFN----MHIPALF-------TNP

Syth4           ADADRERRRQEMRRQVALLAFSAALTLPLFVANMILMPMR----IHHPVL-------MNR

Tte6            IDTEKEIKEREINTLRKLVIYSAILTVPLVIS-MVLRMFK----ISGGIL-------DNP

3.A.3.5.1       KQKIAEEKQTYLRKMKFDLIFSAILTLPLMLAMIAMMLGS-H-GPIVSFF-------HLS

Lin6            -EEKDAVLEKNFKKEVRRFILSAVLSLPLLLTMVTHIPYIHE-MAFAETIGNW----INP

Cac4            VDTDKERKEKVIKNLWKRFIISAVFAVPLLIIAMVPMIFNSIGVMLPSAIDPMNNEKIYG

Efa1            ADQDREKKQKHIAEMWQRFWISAVFTVPLLYIAMG----HMVGLPLPDFLNPMTHAMTFA

Stth4           AKSQEEREEDKIHKVRERLIWSSVFTIPLFYLAMG----PMVGLPVPNFLSPHHAALTYA

Ljo13           ----------MKLSNIKRFWISFILSIPMLIQMFA--------MPFHWMMP------GYN

Chy2            LAREKEAREKEIRHQRLKMIVVWPLAILAMIGTMRHLWIFKY--FVPEFLG-------NN

Efa5            EGMKGMDHSMHMGNFKQKFWLSLILAIPIIVLSPMMGFQLPFQFTFPGSD----------

Stth2           --------------MSKKLKVAIILMIPLLLISPIAGFTI---LKFPGSE----------

Oih4            -------------DFKRRFFISFFLAIPVIILSDMIQMFFGYTLSFSGDH----------

Efa12           ------------MKHVTKLGITIITGVLALLFEFILHQP-------------------NW

Ljo12           ------------MRNQWKFFTILGIGVVAAILDFLCGAPKIG----------------GW

Bce5            VVKEKQLNESQIHAVEDEVRQAKTMDRDIVTHAMKQSVAKLN------------------

Gka5            ---------------GNDNRQS-LFQPELVRQAAIESVKKLN------------------

Tte4            -----------------RKREIKTWSREIVVGAIKNSFIKLN------------------

Cac5            ------------------SKKSKFITKDILKEAIIESFKKLN------------------

Lin8            ------------------KAKPGFWDKKILGTAVKGAFIKLN------------------

Sau1            -----------------MAETTKIFESHLVKQALKDSVLKLY------------------

Sau2            -----------------MHHVNKYFNQTMVIEALKMSFYKLN------------------

Efa2            ------------------------MKK-IYQWAVGQSFKKLD------------------

Lin3            -----------------------MMENGIWKDALIQSMKKLS------------------

3.A.3.7.1       ----------------MSRKQLALFEPTLVVQALKEAVKKLN------------------

3.A.3.3.4       -----------MWGVVMNVEEIEEEYKTSIKTGLSTEEAKKR------------------

Stth1           -------------------MKKFKGLTSAEVQASKNAHGDNR------------------

Upa1            LKNNLIKKFQLLPINKRRYLISLMKTSIALLISIPLMVFEMLFMFKSNLILSIDGYFIYG

Cac1            ----------MADWYGLAAVDVVNLFRSNYTTGLSDEEVLQN------------------

Tte1            -LLKHGKNILREKERKSIFSLFMEQFKDYMV------------LILIVASIISFFL----

Tte3            -LTEYGENSLEEEKIKSPLRMVIEQFKDYLV------------IILIIASVISFFL----

Bce1            -LKQYGSNELATKQKRTLWQRIFAQINDVLV------------YVLIIAALISAFV----

Cac2            -RKKYGYNTIQKKKNISMIKIFLSQFNDVMI------------WVLIAATIISGLM----

Tte2            -LLKYGPNVLEEGGRISPIQIFLNQFQDFMV------------MVLLAATLISTLM----

Syth1           -LEEYGPNQLEGAPRVPWWRILLAQFQDFMV------------VVLLMATAISYGM----

Efa4            -LKENGRNQFEEAKKDSVLKKFIHSLSDFTT------------IILLVAAAISFYTAIVT

Lin2            -HAEFGTNEFEEGKKESLLQKIGHHLIEITT------------IVLLFAAAISAYLAITT

Syth3           -LARHGPNRLAEEKRRSMLAAFIDQFRDPLV------------LILLAAALLALVLR---

Efa11           -LETYGENVLDEGKKKSLAVKFFEQFKDFMI------------IVLLAAAVISAVFS---

Stth3           -LDAYGYNELDEGEKRSLLSKFIDQFKDLMI------------IILLVAAALSIITEG--

Ljo11           -LASDGPNSLASKKKRSMFMRFIDQFKDFMI------------IVLIVAAILSGVVA---

Ljo6            -LAQVGPNALVEGKKKSVVEVFLEQFKDLMV------------IILIVAAVISAFTG---

Lin5            -QEKYGFNELKNKKKDPLWKLFLETFKDPMV------------IVLVIAALVQLVLG---

Efa13           -LQTNGPNKIEEKQQLKTWQKLAKHFTDLLM------------VVLLAAAILKFATG---

3.A.3.2.4       -YEQYGRNELKFKPGKPAWLRFLLQFHQPLL------------YILLIAGTVKAFLG---

Oye2            -LQINGKNQIQSLTKPTFWHQFQQQFKDFLV------------IVLLLAATINFVIGILQ

Mfl1            -LIENGKNELPTAKVTPWWVTFLHAFVEPLQ------------LILMFAAVISVVAPLIS

Mmy1            -LIKNGKNELAKNKQTLAILIFLKSLIQPIQ------------IVLFIAAIISVIAPLIS

Upa2            -RQIYGFNEIKKKKKSHIITKFLKQFLDFMV------------ILLVIAAAVTLALVIIK

Ljo4            -QQTYGKNVFAKAKQEPLWKKFIANFTSLMA------------ILLWVAGIIAFCAN---

Oye1            -QTLYGKNIIKQGDSFPFWRQFIKQFTSVMA------------ILLWIAALMIFVINP--

Efa7            -QERYGRNKIMNEKKASRLRLFIKSYITPFT------------LVLLALATISFFTEYVY

Tte8            -LEMYGLNEVAHEKPAPWYVQLVKAFINPFI------------GILVFLAIVSYITDVLF

Ljo7            -LERDGLNEVSNKECHPKLHFLFDAFMTPFT------------GVLLFLALLSFLTNYLF

Efa8            -LEEFGPNEVSAQKPTPAIILFLSAFKDPFV------------YVLALLMVVSTLT----

Lin4            -LAEFGPNQTVEEKKVSNLRLFIRAFNDPFI------------YILIMLMVISYLT----

3.A.3.4.1       -REKHGENRLPAQKPSPWWVHLWVCYRNPFN------------ILLTILGGISYAT----

Mfl2            -REKFGGKELKPAR-FNVFLVFVKSFFSPFN------------IILMAIDAFNFYEYVSD

Mmy2            -LKKYGTNELKKKR-FNLIAEFLHAFFGPFN------------IVLLLISLYNFISYATN

Oye4            -QSLYGKNILSQEIKTIFTKQLLQIAITPFN------------IVLLILTLISLVNDVLT

Mmy3            -LLKFGSNQIVVKK-FSVFKKILETLVEPFN------------LLLLFIGILELIIYFLF

Efa6            -QRKGLVNAAVDTEFITTKQIVINNVFTYFN------------LIFVVLGVLLMLVQ---

Ljo8            -IKEGKVNRAVNDQAKTTWQIIKENTFTYFN------------LIFLILAILLVIVG---

Efa10           -KELGLQNNYEENVAKSTKDIIFDNVMTLFN------------FLNFAIAVCLLFVG---

Stth5           -IDDGKTNYFKAKAGSSNWDIFRRNVFNSFN------------MLNFAIFVALIAVQ---

Oye3            -KTAGQVNVSNYKNSKSIKDILFSNLFNYLN------------LLILIVALIIIFIE---

3.A.3.23.1      -IARGQVNDVPVRSSRSLADIVRANVFTRFN------------AIIGVLWVIMLFVA---

Bce2            GITCYIL--AYIVGGYAKAKEGIEDTIEEK------ELNVEMLMLFAAIGAAIIGYW---

Lin1            TAVIFLS--AFVIGGFEQAKEGIAATIKTK------KLNVELLMILAATGASIIGYW---

Lin7            RWLFYAA--IFFLG-FYASKNAIVETVRYK------SPNVDLLMILAALGAVIFDFE---

Efa3            ILFSLA----AILAGYHIIGEGFGDTYRDTKNNRKFSPNIHLLMTLAAVGSALMGSF---

Oye5            LVLVLVSLALLFLIGYHVILKGFIETWQDTCKFKKFTPNIHILMTLAALGALYLKNY---

Bce3            MVTIPLFVLAYLLIGGDIVWRAVRNITRGQ------VFDENFLMAIATVGAFAIQQY---

Tte7            YIKFTLFFISYIIAGGDVVLKATKNILKGQ------IFDEYFLMSIATIGAFAIGEY---

Cac3            KFGIVLFLISYVLIGGEVILKSIRNIRRGE------IFDENFLMTVATVGAFAIKEF---

Efa9            WVALASYLVVYVLIGGDIVKRAVTNIFRGE------VFDENFLMSVATIGAFFIGEY---

Syth2           WAEYAVFVPAYLLVGRNVLLAALRNLGRGQ------LFDENFLMTVATLGAFAIHEL---

Gka1            IFATIGYAAAILIGGYSLFIKGFKNLVRL-------NFDMNTLMTVAILGAAAIGEW---

Gka2            IFATIGYAAAILIGGYSLFIKGFKNLVRL-------NFDMNTLMTVAILGAAAIGEW---

Oih1            IIPTIGFGAAILIGGYSLFMKGLKNLIQF-------QFDMNTLMTIAVIGAALIGEW---

Lin9            LLTKALYILAIIIGGFDLFKEGFSDLIKL-------DFSMESLMTIAIIGAAFIGEW---

3.A.3.6.1       LVTSMLFVGSIVIGGYSLFKVGFQNLIRF-------DFDMKTLMTVAVIGATIIGKW---

Gka3            MLAIAMYLAAIVIGGYSLFWTGLRNLARW-------QFDMKTLMTIAILGAAAIGEW---

Syth5           GWAAAAYAAAYVSGGYLRVRDGLAALRQG-------SLNIDMLMVLGAAGAAALGRW---

Chy1            KVASLFYLAAILAGGRETIEKGLKNLWQR-------KITSDLLMLTGLIGAMALGEL---

Ljo10           LPYQALMLIVGIVGVLPIALTAISSLRVK-------LISIDVLVSLAVIGAFIIGKF---

Bce6            WVQLALATPVQFIIGGQFYVGAYKALRNKS-------ANMDVLVALGTSAAYFYSVY-LS

Gka4            WFQLLLATPVQFYIGGPFYVGAYRALRNKS-------ANMDVLVALGTSAAYFYSLY-EA

Oih2            WFQLVVATPIQFWVGWQFYVGAFKNLRNKT-------ANMDVLVAVGTSAAYFYSLY-EG

Sau4            WFQFILATPVQFIIGWQFYVGAYKNLRNGG-------ANMDVLVAVGTSAAYFYSIY-EM

Syth4           WFQFALATIIQVVVGWRFYRGAWLNLRHGS-------ANMDVLVALGTTAAYLYSVA-LS

Tte6            WLQVFLSSPVQFIVGFRYYKGAWNNLKNMT-------ANMDTLVAMGTSAAYFYSLY-NV

3.A.3.5.1       LVQLLFALPVQFYVGWRFYKGAYHALKTKA-------PNMDVLVAIGTSAAFALSIY-NG

Lin6            TIQLVLATIVQFYIGWRFYDGAYKALRGKS-------ANMDVLVALGTSAAYFYSVV-EY

Cac4            VLELILVLPVMFQ-GRKFFQVGFKTLIKRS-------PNMDSLVAIGSSAAFVYSLFGLY

Efa1            MVQLILTLPVLYV-GREFFTVGFKALFKGH-------PNMFSLVALGTSAAFVYSLYGTV

Stth4           LVLLILTVPVMWL-GRSFYSNGFRTLAKGH-------PNMDALVALATSAAFLYSLFGTY

Ljo13           WIALITTTIIMAISALPYWKSAIAAFKKHS-------ANMNTLVATGTAVAYFYSIF---

Chy2            YFLMAITTPVVLYGGYEFFVKSYQGLKRGV-------TDMNLLYATGIGSAYLIAVI-NT

Efa5            WLVLILATVLFFYGGQPFLSGARMELQQKS-------PAMMTLIAMGISVSYFYSLYAFY

Stth2           ILQLILGTIIFFYSGTPFFRGAKGELKSRK-------PAMMMLITMGISVAYAYSVYATI

Oih4            WVEFILATVIFFYGGWPFITGLFDEIKQKS-------PGMMTLIGFAIFVAYIYSA----

Efa12           AYG--IILITGSVMALMMFWEMIQTLREGK-------YGVDILAITAIVATLAVGEY---

Ljo12           PISGILIDIFGIFMAITMLREMIETLESGR-------WGVDILAIIAVVSTMIVGDY---

Bce5            -PKVMIKNPIMFVVEIGFIITFILSFLPSSS--------------SSIPGWFNITVS---

Gka5            -PLVMMRNPVMFVVEIGTLIVLLMLLFPRFF--------------RIEDWKYELAVF---

Tte4            -PLYMYKNPVMFVVEVGTFITLLATIFPTYFG------------STPDEVGYNALVT---

Cac5            -PKYMMKNPVMFVVEVGFFVTILLTIFPSIFGD-----------KGHNLRVYNLIVT---

Lin8            -PVYMVKNPVMFVVEIGAIISLALCFFPNLFGG-----------NNQDMILYNSLVF---

Sau1            -PVYMIKNPIMFVVEVGMLLALGLTIYPDLFH------------QESVSRLYVFSIF---

Sau2            -PKQLIKNPIMFVVEVGMVLTLILICFPDIFG------------TSYLSRGYLITIF---

Efa2            -PRQQVKNPVMFVVYLGALITTILCFY-PMG-------------IP---LWFNISIT---

Lin3            -PKLQVKNPVMLLVYVGAILATSLYFLGFFG-------------ISDEKAGYTLAIA---

3.A.3.7.1       -PQAQWRNPVMFIVWIGSLLTTCISIAMASG-------------AMPGNALFSAAIS---

3.A.3.3.4       -LKIYGYNEIPEKKVHPIIKFLSYFWNPIAW-------------MIEIAAILSAIIK---

Stth1           -LSSKEANSLLSIFIEAFQDQWILILLAALG----------LKIIFNFVAMIFPAIG---

Upa1            WIVFVLSIFIVFGLGFSFFKGAFFEVFKWKK------PGMSLLVVISTCVAFIYSTYSLI

Cac1            -RKLYGSNKIVSTKNKNLMLSMIKEIVNPWF------------IFLIFCSCAFFYIG---

Tte1            ------------GETTDASIILAIVILNALLGTVQENKAEKSLEALKKLSQPLAKVIR--

Tte3            ------------KEAIDGILILAIVILNALIGTLQEYKAEKSITALKKLSQPFTKVIR--

Bce1            ------------GEWADASIIALVVVLNAVIGVVQESKAEQALEALKKMATPKAIVKR--

Cac2            ------------GEKADALTIIVIIIMNAIIGFVQEFKTEKSLEALKKLTAPTTKVIR--

Tte2            ------------GELADALTITVIVILNAILGFVQEYKTEKSLEALKKLAAPSAKVLR--

Syth1           ------------GETADAITIVVIVVLNAVLGFVQEYRAERSLEALKELAAPTARVIR--

Efa4            E----------HGEYFEGILIIAIVIINAVLAIVQEGNAEKSLAALQDMNKQSSAVLR--

Lin2            G----------YG-WAKVVVILGIVVLNMVLGIYQENSAEKALAALQSMNAHLTTVVR--

Syth3           -------------EFLDGGAILAIVILNAVLGLVQEFKADQALQALKELSAPHCKVRR--

Efa11           ------------HDVVDSIIILVVVILNAIFGVIQEAKAEQAIEALKEMSSPNANVRR--

Stth3           -----------RHGLTDACIIFAVVVLNAAFGVYQEGQAEAAIEALKNMSSPMARVRR--

Ljo11           ------------NEWTDAAIIMIVVLLNAILGVIQEARSEAAIDALKEMSTPNAHVRR--

Ljo6            -------------NLESTAVIIVVLILNAILGTVQHVKAEKSLEALKSLSAPAAKVLR--

Lin5            -------------EVVESLIIFLVLIVNSIISVVQTRKAESSLDALREMSAPVAKVIR--

Efa13           -------------EVVEGSIIFLVVLVNGFVGYWQERKAEESLDGLKQMMGQEAVVLI--

3.A.3.2.4       -------------SWTNAWVIWGVTLVNAIIGYIQEAKAEGAIASLAKAVTTEATVLR--

Oye2            GN---------KEELLEGCFILIIVLLNAFLSIYYETKTQKVLANVSKKASLNAKVIR--

Mfl1            SPGE----KIGFHEFIDFVVIMLIVIVDAVLETVQTVKARKSVDALKSLSKPKAVVLR--

Mmy1            SKHF----EVKFDDFIDFIVIMGVILLDATLETIQQIKARKSVDALKSLSKPSAVVLR--

Upa2            PPHDT---AELVVQYVEFGIICFILLLNAIFGTIQEVKAEKNTDALSKLASHQVKVLR--

Ljo4            -------------LVQLGIAIWAVNIINGIFSFWQEFQADKATEALANMLPSYTRVVR--

Oye1            ------------KEAAIGISIILVIIVNGLFSFSQEYKADKMLSSLGKMIPKKVQVYR--

Efa7            -------AAPEEKDVTGVLIMLAMVILSGTMSFVQSVKSSNAVEKLQNMIKVTATVIR--

Tte8            -------VLPQDRDWSTIIIISIMVLVSGLLRFVQEYRSNIEAEKLKAMVHTTAAVKR--

Ljo7            -------VPADQKDLSTVIIMITMVLISGITSFIQNVKTSDAVDSLLNMVSVTTNIKR--

Efa8            ------------KDFEAAIVMGVMILASVLIAFIQEYRSQKASLDLKELIENTAAVTR--

Lin4            ------------DDMEATIIMSLMILASGILGFVQTSRAERASYALKNMVKNKVNVIR--

3.A.3.4.1       ------------EDLFAAGVIALMVGISTLLNFVQEARSTKAADALKAMVSNTATVLRVI

Mfl2            ---------PNTFSLVAAVIVLIMILASGTMAFIQEIRSHLVIKRMITENKKTSKVIRNI

Mmy2            GFYQDTSSSDSKFELVGALIILVMVLASGLASFIQSLRSHLVTKKISSIVKSTTNIIRHK

Oye4            P-------SPENRSYATIITTILMFLGSVIVQFSQESKHLKITSQLKTLVQNTTAVKR--

Mmy3            QR--------DWITLISAFIIFFMIFLASIVDFIQEYKAYKFNLKLTKIIENDVFVVNDQ

Efa6            --------------SYKNMTFLPVVIINTVIGIYQEIKSKKVLDSLNILNATKVTVVR--

Ljo8            --------------EYKDLTFLPVIIANMIIGIVQELRAKSVLDKLNVMNTTKIAVIR--

Efa10           --------------AYSNLAFLAIIIVNMSIGIFQEIHARNLVQKLSIVAKENVHVVR--

Stth5           --------------AWSNLFFFGIIVLNAFTGMMTELRARRMIDKLNLMNQDQIRVVR--

Oye3            --------------QYEHLFFLVVSLTNVFISVIQEIKAKITLDKVSLLMKNHSQVIR--

3.A.3.23.1      --------------PIQDSLFGFVILANTGIGIIQEWRAKKTLDSLALIGEVRPTVRR--

Bce2            ---------------AEGAILIFIFALSGAMESYTLSKSQKEISALLDLQPEEALR-I--

Lin1            ---------------FEGAILIFIFSVSGALETYTTNKSKREITKLMAFQPERAFRFL--

Lin7            ---------------SEGAALLLIFAAAEVLEDYANNKSTSAISELMAQVPETAQVLK--

Efa3            ---------------EESALLILIFAAAHFLEDYAQGKSQREITKLLNLNPTEARLIT--

Oye5            ---------------NDGILLIVIFSGASFLEEYVEAKSQKEIKNLLKLQVAEARLQK--

Bce3            ---------------SEAVAVMLFYQVGELFQSIAVNRSRKSITSLMDIRPDYANVK---

Tte7            ---------------PESVAVMLFYQIGELLQDIAVDHSKRSIKELMNIRPDYANLK---

Cac3            ---------------PEAVSVMLFYEIGEFFQDKAVERSRKSIKSLLNIKAEFANVK---

Efa9            ---------------PEAVAVMLFYQVGEWFQSAAVDQSRKSIAKLMDIRPDSANLL---

Syth2           ---------------PEAVAVMLFYAVGEYFQDRAVAGSRRSIRALLAVRPDHATVR---

Gka1            ---------------GEGATVVILFAISEALERYSMDKARQSIESLMDIAPKEALIR---

Gka2            ---------------GEGATVVILFAISEALERYSMDKARQSIESLMDIAPKEALIR---

Oih1            ---------------LEGAAVVILFAISEALERFSMDKARQSIQSLMDIAPNEALIR---

Lin9            ---------------AEGSIVVILFAISEALERFSMDKARQSIRSLMDIAPKEALIR---

3.A.3.6.1       ---------------AEASIVVILFAISEALERFSMDRSRQSIRSLMDIAPKEALVR---

Gka3            ---------------QEGAVVVILFAISEALESYSMDRARRSIASLMEMAPAAATIR---

Syth5           ---------------SEGAVLIFLFALSNTLEEFASGRTRRAIEALVRLRPEEALVRD--

Chy1            ---------------TEAALAAVLFGISEFVENYNLEKARTALKELFAAVPEEALVL---

Ljo10           ---------------NEAAIVTWLFMLGDVLEELTLKKTRSAVADLTKMAPQTALVVQ--

Bce6            IQSIGSSEHMTDLYFETSAVLITLIILGKLFEAKAKGRSSEAIKKLMGLQAKTATVVR--

Gka4            WRTLGNPDYMPRLYFETSAVLITLVLVGKYFEALAKGRTTEAISKLVSLQAKEATVIR--

Oih2            LLTINNSAYHPHLYYETSAIIITLVLFGKYLEARAKGQTTTAITKLLNLQAKEARVLR--

Sau4            VRWLNGSTTQPHLYFETSAVLLTLILFGKYLEARAKSQTTNALGELLSLQAKEARILK--

Syth4           F-FLGGEN-----YYESSATILTLILLGKTLEAIAKGRTSEAIRKLLSLQAKTARVVR--

Tte6            F-TKPSHEIHNYLYFEASAVIITLVTLGKLLEAIAKGKTSEAIKNLMGLQAKTARVIR--

3.A.3.5.1       FFPSHSHD----LYFESSSMIITLILLGKYLEHTAKSKTGDAIKQMMSLQTKTAQVLR--

Lin6            IRHMIDPSVMPHYYFETSAVLITLILLGKLLESYATSRTTESIAGLLELQAKEATVIR--

Cac4            QIFTGIN--GAQLYFESAGIILTLITLGKYMEAVSKGKTSEAIKKLVGLTPKTALVVK--

Efa1            MIFLGDTSFTMALYYESAGVILTLITLGKYFEAVSKGKTSDAIKKLMGLAPKTAHILR--

Stth4           HISLGHVHHAHQLYYESVAVILTLITLGKYFETLSKGRTSDAIKKLMHLSAKEATVLR--

Ljo13           -----AMITNRPVYFESAAFVTVFVLLGDAMEEKMHDNASNALGKLMGLQAKDAEVQR--

Chy2            LFPNAGFGGPKATFFESAALLTAFIILGRYLEALTRGRTSEALRKLISLKPKTARVLI--

Efa5            MNHFTNQAHVMDFFWELA-TLIVIMLLGHWIEMNAISNAGDALKKMAELLPDTVKRMT--

Stth2           MSLYGHMG--MNFWFELA-TLIVIMLIGHLIEMKAIMGAGDALKDLASLVP---KKAH--

Oih4            ATVFGIDG--NDLFWELA-TLIVIMLLGHWIEMKSINKASESLEALADLMPQEAVKID--

Efa12           ---------------WASLMILIMLTGGDSLEDYAAGKANQELKSLLDNSPQKAHRLN--

Ljo12           ---------------WAAWMILIMLTGGESLEDYATSQADKELRSLLKNSPRIADKLV--

Bce5            ------------------LILLFTVLFANFAEALAEGRGKAQADSLKQSKKDVFANVV--

Gka5            ------------------VILLLTILFANFAEALAEGRGKAQAESLKKTKADTIAKRI--

Tte4            ------------------FILFVTVLFANFAESLAEGRGKAQAETLRKTKKETMAKLV--

Cac5            ------------------IILFITVLFANFAESVAEGRGKAQADALKKTRKDTIAKLI--

Lin8            ------------------IILLLTLLFANFSESVAEGRGKAQAASLKQTQQDMQARLI--

Sau1            ------------------IILLLTLVFANFSEALAEGRGKAQANALRQTQTEMKARRI--

Sau2            ------------------IILLITILFANFSEAFAEGRGKAQADSLRQAQSNLTARLI--

Efa2            ------------------IFLWLTLLFANFAEAVAEGRGKAQADSLKQAKKEVMTYKI--

Lin3            ------------------LILWFTVLFANFAEAIAEGRGRAQADSLKMARKDVLARKL--

3.A.3.7.1       ------------------GWLWITVLFANFAEALAEGRSKAQANSLKGVKKTAFARKL--

3.A.3.3.4       -------------HWVDFVIILILLLVNGVVGFWEEYKAENVIEFLKQKMALNARVLR--

Stth1           -----------EANWYEAISLIFAILMSTGFSAVSQYRNEQKFNILQEEASKTNAKVYR-

Upa1            SN-TIIYEPKLHGFFETACMIIATMSVGQLVSDRIKLKANQDLQSLNNLQVKKYNSYD--

Cac1            -------------KFNYFFVVLLLDIFALIISILPYYRSYKTIKNIEKINLSKVSVLR--

                                                             :              

Tte1            -------------------DGKVMEVE------ASSLVVGDVVLIEAGNIIPADGRLVEA

Tte3            -------------------EGKLKEVN------VTDIVVGDVVVIGSGDVIPADGRLIEA

Bce1            -------------------NGELKEIP------SEHVVPGDIVMLDAGRYIPCDLRLIET

Cac2            -------------------NGSIRIMD------AANLVPGDLVVLDTGDRIPADCILIDG

Tte2            -------------------DGEEKEVE------ASQIVIDDVILLGAGDKVPADALLIEA

Syth1           -------------------DGREVTVS------ARDLVPGDLLLVDPGDRIPADARLVEA

Efa4            -------------------DGKVIEVD------AEELVVGDVLVLEAGSMITADARLIQA

Lin2            -------------------DGVRMQVD------ATELVPGDIIEIVAGDMIPADARIISS

Syth3           -------------------DGRVIEID------TRELVPGDIVVLEAGDPVPADLRLLRS

Efa11           -------------------DGHVITVK------SDELVPGDIVLLEAGDVVPADLRLLEA

Stth3           -------------------DGNVVEID------SRELVPGDIVLLEAGDVVPADMRLIEA

Ljo11           -------------------GGAILEIP------STDIVPGDIVLLEAGDVVPADMRLAKT

Ljo6            -------------------DGKKQEIA------AKDVVPGDILLLEAGDLVTADGRILDN

Lin5            -------------------DGSKQSIH------ARELVPGDVVILDAGDFVPADGRLFES

Efa13           -------------------DGQKTTVS------SETLVLGDVVTLQAGDVVPADLRLFDV

3.A.3.2.4       -------------------DGQNLRIP------SQDLVIGDIVSLASGDKVPADLRLLKV

Oye2            -------------------DSKPLLIP------MQNLVIGDIVILETGDIIPADMILLET

Mfl1            -------------------DHNQKEID------ASDLVVGDIVILEAGKYVPAELRIVQS

Mmy1            -------------------DSVVKEID------ASELVVGDIVILEAGKYVPADLRLLES

Upa2            -------------------NNQIRIIN------SNQVVMGDVLILEAGDQVPADALLVNS

Ljo4            -------------------NGKEEKIL------AKDLVPGDIVKLEEGDDIPADIRVIAA

Oye1            -------------------NKKIELMD------VIELTIGDVIFLETGTQVPVDARIIQS

Efa7            ------------------DKK-QMEIP------IEEVVCGDLVQLSAGDMIPADLRLIQS

Tte8            ------------------KETGVKEIK------MEEIVPGDIIHLAAGDMVPADLRVITS

Ljo7            ------------------DGK-DQELP------TKDVVVGDIINLTAGDLVPADLYLLKS

Efa8            -------------------EGITKEIP------MDEIVPGDIVTLATGDMIPADAVLIWT

Lin4            -------------------NDEMIVVA------QDEIVPGDLIEVSAGDIIPADARVISA

3.A.3.4.1       NE---------------NGENAWLELP------IDQLVPGDIIKLAAGDMIPADLRIIQA

Mfl2            S----YNYKSVDNANSIRMIKEAEVIE------NDELVPGDVIYLVNGDIIPADVRIIWS

Mmy2            NDEDVEDYLKITKRNQLDLIRLGEEID------VKQLVPGDLIYLSSGDMLPADVRIIQS

Oye4            -------------------NNSKLEIA------LEEVVRGDIVILSAGDIIPADIKLLET

Mmy3            IKDFN-------NLNYQNIKNNLIKEK------QSNLTIGDVVYLSKGDIIPSDCRIIWS

Efa6            -------------------DGQEQEIS------PDELVLDDVVLFKSGEQISGDAIVLSG

Ljo8            -------------------DKEEKIVP------IEDLVLGDVIVLKTGDQIPADGQVISG

Efa10           -------------------NGVQQEID------TKELVMEDIVIISAGEQVPSDMEVIDG

Stth5           -------------------DGQLVSID------PKDIVLDDIMLLSAGEQVPSDAVVVDG

Oye3            -------------------NSQKEKVF------SSDLVLGDLLFLEAGEQIAADAKVKSG

3.A.3.23.1      -------------------DGKPVGIS------TSEIVLDDVIEIGPGDKAVVDGVCVEA

Bce2            ------------------STGTEERVP------VGELQINDIILIKPGERVPADG-TIHN

Lin1            ------------------PNGDVEEVA------AKDLQLDDKVLVRPGESVPIDG-VIVR

Lin7            ------------------ENGEVVTVP------TEDLNVGERVVVSKGEQIPIDG-IIDR

Efa3            ------------------DDGSIQTVS------VEQLKIGDRVQVLNGAQIPTDG-VVIE

Oye5            ------------------EDGSTEIIP------SKLLKINDLVLILPGDQIPTDG-VIVS

Bce3            ------------------LGNETKQVS------PEDVQIGDYIIVKPGEKVPLDG-KVIE

Tte7            ------------------IGYKIKRVS------PQEVRPGDVIIVKPGEKIPLDG-KVIE

Cac3            ------------------NGSELKKVN------PEEVRIDDFIVVKPGEKVPLDG-VITE

Efa9            ------------------VNGQIKAVA------PDTIEIGQQILVKPGEKVPLDG-QIID

Syth2           ------------------RGDRLIQVS------PESVAVGEEILVRPGERIPLDG-EVIE

Gka1            ------------------RGNEEMMVP------VDDIQVGDIMIVKPGQKLAMDG-IIIK

Gka2            ------------------RGNEEMMVP------VDDIQVGDIMIVKPGQKLAMDG-IVIK

Oih1            ------------------RDNIEQTID------VNDIQINDIMIVKPGQKIAMDG-IVIK

Lin9            ------------------RNNVEQLVS------VDKIDIDDIMIIKPGQKIAMDG-LVIN

3.A.3.6.1       ------------------RNGQEIIIH------VDDIAVGDIMIVKPGEKIAMDG-IIVN

Gka3            ------------------RGAEEVTVP------VEDVRVGDVMIVKPGGKIALDG-IVIS

Syth5           ------------------EDGRERLVP------LEEVNVGDLVVVRPAERLGVDG-VVVE

Chy1            ------------------KNGEEQLCK------VEEIRPGDLVVIKPGEKIPVDG-VLKK

Ljo10           ------------------DDGSTEKED------VDFIDPGEKILVKTGDQVPVDG-KVIS

Bce6            ------------------DGT-EIKIL------IEEVVTGDIVYVKPGEKIPVDG-EIVE

Gka4            ------------------NGE-EMKVP------LEEVVIGDTILVKPGEKIPVDG-TVIS

Oih2            ------------------KGT-ELLIP------LEEVVVGDRLIVKPGEKIPVDG-IVKQ

Sau4            ------------------DGN-EVMIP------LNEVHVGDTLIVKPGEKIPVDG-KIIK

Syth4           ------------------DGV-ERDVP------IEDVVVGDVIVVRPGEKIPVDG-VVLS

Tte6            ------------------DGQ-ELDIP------IEEVKVGDIVVVRPGEKIPVDG-KIVE

3.A.3.5.1       ------------------DGK-EETIA------IDEVMIDDILVIRPGEQVPTDG-RIIA

Lin6            ------------------EGK-EWLVP------VDSLKIGDIILVRPGEKVPMDA-EIIS

Cac4            ------------------GEK-EEEVA------IEEVKPGDVVIVKPGSKIPVDG-IVIE

Efa1            ------------------DGV-EIEVP------VDAVQLDDIVIVRPGDKIPVDG-VIVS

Stth4           ------------------DGK-EVKLP------VDKVVLGDHIVVKPGEKIAVDG-QVIS

Ljo13           ------------------DGK-FVKIP------LDQVQVGDIIRVKPGEKIPVDG-EILE

Chy2            ------------------NGE-EKEIP------ADEVEIGDLVVVRPGETIPVDG-VVER

Efa5            ------------------EHG-EEEIP------LQDVQEGDRLIVRSGDKIPTDG-KILK

Stth2           ------------------LKS-GKDVE------LSELKVGDLLLVKENEKIPADG-LILS

Oih4            ------------------TEGNTETIS------ISHLQTGDHLLIKPGEKVPADA-VIIK

Efa12           ------------------GEN-LEDVS------VEEINVGDELVVKPGELVPVDG-LVKT

Ljo12           ------------------DGK-IVEVK------VDELKIGDIVLIKPGSQVPVDG-EIIK

Bce5            ------------------KENGDIVQ-----VSATDLRKGDVVIVKQGEMIPSDG-EVIK

Gka5            ------------------SAKGEIEL-----VASTQLRKGDIVLVEAGDLIPGDG-EIIE

Tte4            ------------------QSDGSIKI-----VKSSELKKGDIVICEAGDIIPADG-EIIE

Cac5            ------------------GKDGSIKT-----INANELKKGDVVLVENGDVIPNDG-EVVD

Lin8            ------------------LN-GKEKV-----VNANTLKKGDIVLVNMGEVIPSDG-EIIE

Sau1            ------------------KQDGSYEM-----IDASDLKKGHIVRVATGEQIPNDG-KVIK

Sau2            ------------------EENGAYRI-----VNATELKAGQNIRVENGETIPADG-VVIN

Efa2            ------------------NSLEDIKEENFIELQSSDLKRNDLVYVRAGEQIPADG-DVIE

Lin3            ------------------KNLEDKSD--VIEVASNDLKKGDIVYVLANEQIPMDG-EVIE

3.A.3.7.1       ------------------R--EPKYGAAADKVPADQLRKGDIVLVEAGDIIPCDG-EVIE

3.A.3.3.4       -------------------DGKWQIIP------AKELVPGDVVRIRIGDIVPADIILVDG

Stth1           -------------------DGKLKEIL------VDDVVKGDQILLQSGDKIPVDG-IILE

Upa1            ------------------LNTKQVSEK-----VVFQAKINEYALVKKGEIVPLDG-VLYS

Cac1            -------------------NGKLMNIN------SEDLVVGDIVIFSKGNTIPGDIRIIEC

                                                        .            :      

Tte1            KNLKVDESVLTGESVPVEK----VDTVIEKEDIPLGDRFNLVYMGTTVTYGRGKFIVTAT

Tte3            KNLRIDEAPLTGESVPAEK----TEKELEDKEIPLGDRKNMVYMGTNVVYGRGKFIITAT

Bce1            ANLKVEESALTGESVPVDKDAIYHPSMRSDEQVPLGDQKNMAFMSTLVTYGRGVGVAVET

Cac2            TNMMVDESLLTGESIGVSK----NN------------KDSNLYMGTTVLTGRCQARVIKI

Tte2            HNLEVDESILTGESVPVHK----EAPLNLNRTV--VESRNMVYMGTVVTKGKGKAVVTAT

Syth1           PGLEVEESALTGESLPVRK----SASWVGDPDVPLGDRRNMLYMGTTVTRGRGRALVVAT

Efa4            SQMRVEESALTGESEPVEK----DPTYVGHDDDGLGDQINMIFKGCTVVNGRGRAVVTAT

Lin2            SSLQVEESALTGESVPVEK----DANAVVSEKAPIGDRLNMLYSGCLVTNGRATAVVVEI

Syth3           AMLQIDESLLTGESVPVEK----DADKTLEAGAPLADRVNMAFMSTAVTYGHGEGVVVGT

Efa11           NSLKIEEAALTGESVPVEK----EVTILEGTDIGIGDRINMAYSNSNVTYGRGLGVVVGT

Stth3           ASLKIEEAALTGESVPVEK----DITETVEAEAGIGDRVNMCYQNSNVTYGRGTGVVTNT

Ljo11           ASLKVEESALTGESVPVEK----DSDVLKADDVALGDRVNMAYANTNVTYGRAEGIVVGT

Ljo6            FSLQVNESSLTGESTNIDK-----LDTTFEKEVPLADRVNMVYSSSLVTYGRANVLVTAT

Lin5            GSLKIDEGMLTGESEAVEK-----YIDTISDEVGLGDRVNMVFSGSLVVYGRGMFVVTGT

Efa13           HNLMIEESILTGESEAVEK-----ITGSLNEELPTGDQKNLAFSGTLVQAGSALGVVVET

3.A.3.2.4       RNLQVDESALTGEAVPVEK-----AVELLPEETPLAERLNMAYAGSFVTFGQGTGVVVAT

Oye2            FNLYVDESLFTGESQAVLK------SACVCVQNAALTNQNMAFMNTVILKGRAKGVVFAS

Mfl1            ADFMIDEAILTGESVPVEK-----THKAIKETTILAEKTNIAFMSTFTTAGRAVGIVIGT

Mmy1            SDCMIEESILTGESVPVEK-----SSKPIKQTNILAEKKNICFMSTFVTSGRAIGVVIKT

Upa2            SSLEVDEAILTGESLPVVKN----AKAIVKKNTVIGDCLNQIFSGTYITNGTAKAIVTNI

Ljo4            TSAQVDQSSLTGEVNPVHKD---THRIENVEKKNHADLNNMIFSGTNMMKGNVTGAVVKT

Oye1            NSFFVDNSMLSGETIPLNR----TEMPNLEDNHSIAEMPNLVYAGTTVTQGSCFAVVYAI

Efa7            KDLFVSQSSLTGESFPIEKHATHQKDSDQID----TEYDNLLFLGTNVISGTGLGIVIKV

Tte8            KDLFINQATLTGESEPVEKYPNLKEEKRKAESLSISDLENICFMGTSVVSGSAIGVVIST

Ljo7            KDLFCSASSLNGESSPVEKLADEKPKENDNY----LDYPNILYEGTNIVSGSAMGVVFAT

Efa8            KDLFVNQSSLTGESMPVEKFVDAGVDRQQTEV-SALDMQDLVFMGTDVLSGQGKAIILKT

Lin4            TDLLINQSALTGESIPSEKFVED----KRANP-ELFERENLLFMGTDVLSGHGKAVVLRT

3.A.3.4.1       RDLFVAQASLTGESLPVEKVAATR---EPRQN-NPLECDTLCFMGTNVVSGTAQAVVMAT

Mfl2            NNLYVNQSSLTGESFPVQKKDSHDKEFES-----HLSYENIGYMGTEVMSGSGLAIVVAT

Mmy2            TDLFINQSSLTGESIPVEKHANNKKNTNN-----ILDLENICYTGTSVVSGSALAVVLAT

Oye4            KDFFVKTTTFTGESEPVEKMACAFLQSET-----ILDDPKLVLAGSTVISGYATGIVLVT

Mmy3            ENLYLDESTLTGESKAIKKQTTNTKT-------NFLELENILFKETLIVSGNCLAVVISI

Efa6            -EVRVNESLLTGESDEITK-----------------VADSQLLSGSFIVSGSCYARIDKI

Ljo8            -TLRVNEALLTGEADEIEK-----------------DVGSELMSGSFVVAGKAYARLEKV

Efa10           -KVEANEALLTGESDLIEK-----------------EIGDTLLSGSFIVSGQAYARVIHV

Stth5           -MAELNEAMLTGESDQILK-----------------KDGKELLSGSYLVSGQVYAKVINV

Oye3            -VLEVNESLLTGESKLVIK-----------------KENDFLYSGSYVVSGQSYAEIVAV

3.A.3.23.1      DGLEIDESLLTGEADPVVK-----------------QPGDQVMSGSFVVAGGGAFRATKV

Bce2            GETNIDEAAITGEPIPNEK--------------RHGDE---VFAGTVNLRGAIEVKITKP

Lin1            GSTTLNEAAINGESVPVEK--------------TVGAE---VFGGTVNVSSAITIKVTQT

Lin7            -KSIVNESALTGESVPVVK--------------EAEDE---VFAGTINEGDVFYIDVTKS

Efa3            GSTAVDESSINGESIPKEK--------------NSGDP---VFGSTMNGSGTIVVEVTKD

Oye5            GNPNINEANITGEGIPCDK--------------QPGDF---VYGSTINGSNHFVMRVTAT

Bce3            GTSMVDTSALTGESVPREV--------------EVGND---VLSGFVNQNGVLTIEVTKE

Tte7            GESMVDTSALTGESVLKEV--------------YKGAD---VLSGFINKNGLLTIEVTRE

Cac3            GVSFFDTSAITGEPVPKSI--------------KPGEE---VFSGYINKEGLITVKVKRT

Efa9            GSSMVDTSALTGESVPRTV--------------KVGDE---ILGGFINKNGALTINVTKK

Syth2           GSTYVDTSALTGESAPRPA--------------GVGDA---VLAGTVNLQGLIAVRVTRP

Gka1            GTSTLNQAAITGESVPVAK--------------TVGDE---VFAGTLNEEGLLEVKVTKR

Gka2            GTSTLNQAAITGESVPVTK--------------TVGDE---VFAGTLNEEGLLEVKVTKR

Oih1            GSSSVNQSAITGESIPVAR--------------MTDDE---VFAGTFNEDGLLEIRVTKK

Lin9            GHSSVNQAAITGESVPVEK--------------QLDDE---VFAGTLNEEGVLEVKVTKK

3.A.3.6.1       GLSAVNQAAITGESVPVSK--------------AVDDE---VFAGTLNEEGLIEVKITKY

Gka3            GASTVNEAAITGESLPVEK--------------AVGDA---VFAGTLNGEGFLEVEVTKR

Syth5           GRSAVDQAAITGESVPVAK--------------APGAQ---VLAGSVNTTGMLLVRVTRP

Chy1            GRIEVSQAAITGESRGILK--------------LPGEE---VYAGSINLDGFGIIETQKP

Ljo10           GSGYLNEASVNGESKLVNK--------------KAGNE---VYAGTILENGTLTVETTAV

Bce6            GKSAIDESMLTGESIPVDK--------------SIGDV---VIGSTINKNGFLKVKATKV

Gka4            GASSVDESMITGESIPVDK--------------KEGDY---VIGATMNTNGVLTIRAEKV

Oih2            GRTSVDESMITGESIPVEK--------------NLDSE---VIGSTINKNGSIEMEASRV

Sau4            GMTAIDESMLTGESIPVEK--------------NVDDT---VIGSTMNKNGTITMTATKV

Syth4           GTSAVDESMLTGEPIPVDK--------------GPGDA---VTGATLNKNGAITLRATRV

Tte6            GSSTIDESMITGESIPVEK--------------GVGDE---VIGATINKTGTFKFEATKV

3.A.3.5.1       GTSALDESMLTGESVPVEK--------------KEKDM---VFGGTINTNGLIQIQVSQI

Lin6            GETSIDEAMITGEPVPVEK--------------KPGDS---VIGATINFDGAFQAKITKR

Cac4            GNTSIDESMLTGESIPVSK--------------GPGDE---VIGASINKNGSIKYKVTKV

Efa1            GSSSVDEAMLTGESLPVEK--------------KVGDA---VIGASINKNGSFQFKATKV

Stth4           GSSAIDESMLTGESLPIEK--------------SVGKP---VFAGSINGQGSLIYEAEKI

Ljo13           GVTTLDESMVTGESMPVVK--------------KVGDT---VVGSTINSNGTITFKATKV

Chy2            GTASVDESMLTGESLPVDK--------------GEGSM---VLGGSIIKTGALTVKATRV

Efa5            GSTTVDESMVTGESKTVEK--------------NIGDS---VIGGAVNGNGMIEISVTGT

Stth2           -EALVDESMITGESRAVNK--------------KPNDL---VYGGSLNQNQPFEMKVTTL

Oih4            GKSSIDESMLTGESVPVEK--------------SVKDE---VIGGSINTSGSLTVEVTKT

Efa12           GTSTVDESSLTGESKPIEK--------------NPGDE---LMSGSVNGDGSLKMVAEKT

Ljo12           GNSSFDQSSLTGESVPVDK--------------KVGDD---LMSGSINGDAAVEMKVTKA

Bce5            GLASVDESAITGESAPVIK--------------EAGGDFCSVTGGTMVVSDEITIVITSN

Gka5            GLASIDESAITGESAPVIK--------------EAGGDFSSVTGGTKVVSDWIKVKITAD

Tte4            GLAAIDESAITGESAPVIK--------------EAGGDFSSVTGGTKVISDRIKIRVTVD

Cac5            GVASVDESAITGESAPVMK--------------EPGGDFASVTGGTKVVSDWLKVEITAT

Lin8            GVASVDESAITGESAPVLK--------------ESGGDFASVTGGTTVASDYLKIQITSN

Sau1            GLATVDESAITGESAPVIK--------------ESGGDFDNVIGGTSVASDWLEVEITSE

Sau2            GLATVDESAITGESAPVIK--------------ESGGDFDGVIGGTLVTSDWLEIRVESE

Efa2            GAASVDESAITGESAPVIR--------------ESGGDRSAVTGGTTVVSDYLVIRVTSE

Lin3            GAASVDESAITGESAPVIR--------------ESGGDRSAVTGGTTLVSDWLVIRVTAV

3.A.3.7.1       GGASVDESAITGESAPVIR--------------ESGGDFASVTGGTRILSDWLVIECSVN

3.A.3.3.4       DYLVVDESALTGESLPVEK-----------------KIGDIAYSGSIVKKGEMTGIVKAT

Stth1           GKLKVNQAVLNGESEDATKLP---LGDREEPDSSDLFTEFKVFRGTVVTSDEAVIEATQI

Upa1            QIAEVDESSLTGEARPILK-----------------TINNDIIAGSINVGDNFIFKITKL

Cac1            SGLKVSEVSVTGDESIMEKFS----AKIYLETLEVSEMGNMLFKSSVVYAGEGQGIVVAV

                         ..*:                                               

Tte1            GMDTEMGKVASLIENERDVKTPLQLK----LEELGKYLGTAAILISGIMFGVG-VLQ---

Tte3            GMNTEIGKIASLIRSEKEVKTPLQIR----LEELGKILGTAILLLCAVMFVIGSLLQ---

Bce1            GMNSQIGKIATLLHEADDDMTPLQKS----LAQVGKYLGFVAVAICIVMFLIG-FLQ---

Cac2            GMTTEMGKIANMLDNIDQEKTPLKEK----LASLGKILVILCIVICVVVTVLG-IIR---

Tte2            GMQTEMGKIAGMMKEIEGEETPLQKR----LNKLGKVLVVLALFICGVVTVMG-IIR---

Syth1           GMQTEMGRIAHLIQEVGEEETPLQRR----LAQLGRWLVAGCLIVCAIVVAAG-LLREER

Efa4            GMNTEMGKIAGLLNNSDQQKTPLQKR----LNQLGKRISLLALGAAAIVFIIGELQ----

Lin2            GMETEMGKIAGLLNSTSKLMTPLQLR----LKELAKRLSIVALLAGILIFIIDVYVY---

Syth3           GMRTEVGRIADRLQEEPQEATPLQKR----LSHFARVLGGAMLVLVILLGAVG-LWR---

Efa11           GMNTEVGKIAGMLASEQETETPLKQN----LNQLGKMLTIAILVIAAVMFVVGMMN----

Stth3           GMYTEVGKIADMLANADESQTPLKQS----LEQLSKTLTYLIIAIALVTFLVSVFIR---

Ljo11           GMNTEVGKIATMLNNADETATPLKEN----LNQLGKTLTIMILAICVIVFIVGMFTKQGS

Ljo6            GMDTEIGKIATLMNETKERRTPLQVS----LDQFSSRLATAILIFCALILGLQMWR----

Lin5            ASETEIGKIAGLLETAEAKQTPLQRK----LESFSKKLGIGILALCVLIFAVEAGRVLLG

Efa13           GDSTEVGKINHALQSVDQKTTPLVRK----MHQLNKQIFQGIMVLIVFLIFFTTFRH---

3.A.3.2.4       ANATEMGQISQSMEKQVSLMTPLTRK----FAKFSHTLLY-VIVTLAAFTFAVGWGR---

Oye2            GMQTEIGKITQFISQPQQEKTPLEQN----IAKLTKKLTLIIGIIIFLNGLWTIFKNIYS

Mfl1            GLNTEIGKISEAIDKNEETETPLEKK----ISKFGYVISCVAGLIGIFVFLLLSLVG---

Mmy1            GIDTEIGKISKTISDNEEQVTPLEKK----MNKFSYLISILAIIISIFVFISFMISS---

Upa2            GMNTEIGKIAKLINDQKTKLTPLQKK----INKLSKIIGLFASILCIAVFIIYIYLIGDG

Ljo4            GMNTDFGKIAELTQNVKQQKSPLEKE----LDTLTKQISILAISIGIIFFLVATFFVHYP

Oye1            GNNTQIGEVSSIAQSIEKGKSLLDQE----MNHIVKKVSIIASCAALFVFMICFFKAEKY

Efa7            GNQTLFGRMASDNGEEQ-QQTSFETG----INKTTWVLIRFMLVITPTVFLIN-------

Tte8            GERTYFGSMAKTLVGQR-AMTSFEKG----IDNVSRLLIKFMAAMFPVVFIVN-------

Ljo7            GDETVFGNLARTLSKNKNKETTFDIG----IKNVSKILLIMTAVIAPLVFLIN-------

Efa8            GQHTFFGDIAKNATTQRGK-TSFDLG----LAKVSKFLLRMVMILFPIVFLIN-------

Lin4            GSATFFGSLSIAATERRGD-TSFDKG----VKSISKLLFYFMVVMVPIVFMIN-------

3.A.3.4.1       GAGTWFGQLAGRVSEQDNEQNAFQKG----ISRVSMLLIRFMLVMAPVVLIIN-------

Mfl2            GQKTYFSLIDNKVKEKR-KSSSFEKG----IKRITLYLIAFMIAVIPVVLLIS-------

Mmy2            ANDTYFSTISKAILEKR-PDSSFTKG----IKQVTRMLLIFMLAMVPTVYLAKSIIGTIS

Oye4            GKDTYLGNISQEITKKK-SLSHLDQS----INTIAKLLMICICLMAPLVFLFN-------

Mmy3            NKDNYSNSLLGLINDDT--VTDYEKG----INKVTKILIYLISILVFIITFIS-------

Efa6            GAEAYVHQLTLEAKSIKKGEQSEMVGS---INRLVKWVGIIIIPIGCVLFFQSYFIN---

Ljo8            GKNSYVSKLTLEAKAMNSKEGSEMVRS---INRLIKWVGIIIIPCGIALFIVARYVN---

Efa10           GAENYAVKITQEAKVHNP-IQSELVNS---IRKVSKFTSWVIIPLGIILFVEAFWLR---

Stth5           AEDNYANKLMLEAKTHKP-IVSCILYN---MDKIAKFTGKIVIPFGLALFFEAYMIK---

Oye3            GSDMYIEKVSQEAKKYKKPTTPLMQNLSLLIKTIIIFVTLFAIILAFFAFNKENNKI---

3.A.3.23.1      GREAYAAQLAEEASRFTLVQSELRSG----ISTILKYVTWMMVPTAIGLILSQLLAK---

Bce2            SDQTLFQKIIRLVQSAQSEKSPSQLF----IEKFEGTYVKGVLLVVALMMFVPHFLLDWS

Lin1            FDNTIFSKIIRLVETAQSEPSKTARF----IERFEDAYVKAVLLFVLVMMFLPHFALGWS

Lin7            SDETVFSNIIRMVEEAQSRPSRISKF----IDRIESKYVISVLVIVPIFIVVMYALMDLP

Efa3            SSETVFAKIVQLVNQSQENQSEIASK----IKRFEPKYVTLVLAVFPLIV-LGGALLFQ-

Oye5            NEQTVFAQIVRLVSQTQNNISKTATL----IKKIEPIYVKTVMATVVVVLGLAGILHFTG

Bce3            FGESTVSKILDLVQNASSKKAPTENF----ITKFARYYTPVVVITAAIMAFIPPLILEGA

Tte7            FAESTVSKILGLIEEASSKKAPTEKF----MTKFAKYYTPIVVFLALIIAVIPPLIIPAA

Cac3            FENSAVSKILNLVENASSRKADTEKF----ITKFAKYYTPIVVFSALFIAVLPPLFIKNA

Efa9            FGDSTVSKILDLVENASSKKAPAENF----ISKFARYYTPVVVVLAILLAVIPPFIFPDT

Syth2           FGESSIARVLQLVEEAAARKAPTERA----ITAFARWYTPAVVGIAALVALLPPLLLPGA

Gka1            VEDTTLSKIIHLVEEAQAERAPSQAF----VDRFAKYYTPAIIIFALLLAVIPP-LFMGA

Gka2            VEDTTLSKIIHLVEEAQAERAPSQAF----VDRFAKYYTPAIIIFALLLAVIPP-LFMGA

Oih1            VEDTTISKIIHLVEEAQAERAPSQAF----VDKFAKYYTPVIMLIALMVAIVPS-AITG-

Lin9            VTDTTIAKIIHLVEEAQGERAPAQAF----VDKFAKYYTPFIIIMALLIVVVPP-LFFGG

3.A.3.6.1       VEDTTITKIIHLVEEAQGERAPAQAF----VDKFAKYYTPIIMVIAALVAVVPP-LFFGG

Gka3            ADETTLAKMIDLVEEAQAERAPSQAF----VDRFARYYTPFIIVTALLIAIVPP-LVMGG

Syth5           ATDSTLARIIRLVEEAQEHKARAQRV----VDWVDRYYTLIVVAVALFTWTVPP-LAAGW

Chy1            SGETVIARMAELIEEAQKEKLPAQTL----LDRFAAVYTPLVLALAFLVAFIPP-LLLGG

Ljo10           GEDTTFGKIIEMVEEAQDTKSHTEKL----INRFSKYYTPAVLVIAIAVGLITK------

Bce6            GRDTALAQIIKVVEEAQGSKAPIQRV----ADQISGIFVPVVVVIAIITFAVWMIFVTP-

Gka4            GKDTALANIIKIVEEAQGSKAPIQRM----ADTISGIFVPIVVGIAVVSFLIWYFFVAP-

Oih2            GTETALSSIVKAVEDAQGSKAPIQRL----ADVISGYFVPVIVMIAILTFFVWFLFVQP-

Sau4            GGDTALANIIKVVEEAQSSKAPIQRL----ADIISGYFVPIVVGIALLIFIVWITLVTP-

Syth4           GKDTALAQIVRMVEEAQGSKAPIQKL----ADRISGIFVPAVVGIAAVTLLAWGLIA---

Tte6            GKDTVLSQIIKMVEDAQGSKAPIQQI----ADKISGIFVPTVIAIAATTFLIWYFGY---

3.A.3.5.1       GKDTVLAQIIQMVEDAQGSKAPIQQI----ADKISGIFVPIVLFLALVTLLVTGWLT---

Lin6            MEETVLESIIRLVEEAQGIKAPIQRL----ADKISGIFVPIVLGIAAVTFIIWYLVT---

Cac4            GKDTVLSQIVKLVEDAQGSKAPIAKL----ADIVSGYFVPVVITLAIISSLAWYLSG---

Efa1            GKETALAQIIQLVEDAQGSKAPIAQL----ADKISGVFVPIVIGLAVLSGLAWFFLGQ--

Stth4           GKDTLLSQIIKLVEDAQQTKAPIAKI----ADQVSAVFVPVVMAIAFVSGLFWYFIMG--

Ljo13           GSDTMLAQIVDLVKKAQTSHAPIQNL----TDKISNIFVPAVMIIAILTFIIWYSFLG--

Chy2            GKETSLSRIIKLMEEAQTTKAPLQKL----ADVVAGNFILGVHILALVTFFFWFFYGYQA

Efa5            GENSYLSKVMEMVKQAQSEKSKLESI----SDRVAKWLFYIALFVGVLAFIGWLMATKD-

Stth2           GKDSFLNQVAELVKKAQAQKSNLENM----ADRVAGYLFYAALIVGIFSLIFWTISSN--

Oih4            NEEGYLSQVIQLVKEAQESKSKTQML----SDRAAKLLFYVAVIAGILTFIIWLLLGYG-

Efa12           VADSQYQTIVNLVKESAARPAHFVRL----ADRYAVPFTLVAYLIAGVAWFVSKSPT---

Ljo12           AKDSEYQSIVALVKSSEAKPAKFVKM----ADRYAVPFTIVS-LIIGIAAMITSAVTNPA

Bce5            PGESFIDKMISLVEGAARQKTPNEIA----LNTVLTSLTLIFLIVVVTLPIFTNYL----

Gka5            PGESFLDKMISLVEGATRQKTPNELA----LNILLVTLTLIFLIVVVTLVPIARYV----

Tte4            EGESFLDRMIKLVEGAKRQKSPNEIA----LTTVLVSLTIIFIVVVMTLYPMAKFV----

Cac5            PGESFLDKMINLVEGASRQKTPNEIA----LNTILVSLTLIFLIVLVALYPMATYT----

Lin8            PGESFIDKMIQLVEGASRKKTPNEIA----LSTLLVSLTIIFLIVIVSLYPMAIYT----

Sau1            PGHSFLDKMIGLVEGATRKKTPNEIA----LFTLLMTLTIIFLVVILTMYPLAKFL----

Sau2            AGTSFLDKMIALVEGAERNKTPNEIA----LFTLLTTLTIIFLVVIVTLYPIASYL----

Efa2            NGQSFLDKMIAMVEGTQRKKTPNEIG----LQIFLITLTIIFLTVSITLVPFTDFSSQLS

Lin3            SGESFLDKMIAMVEGASRKKTPNEIA----LQILLVTLSIIFLAVSATLLPFTEFASKQA

3.A.3.7.1       PGETFLDRMIAMVEGAQRRKTPNEIA----LTILLIALTIVFLLATATLWPFSAWG----

3.A.3.3.4       GLNTYFGKTVKLVEKAEKVSSYQKMI-----IKIGDYLIVLAVILIAIMVAVELFRG---

Stth1           GDNTVLGSINTSLQEDSKNSPSKEKLN--KLARNIGVLGYSAGAAYSVINLVLGFIALNK

Upa1            YNDSTIKKIINGVNQIASSKPKIQVV----ADKISLWFTPFILLMAILAFLLQAFVPSIQ

Cac1            GDNTEFGKIVAPILNYDKNRNFLIRKVRVGMNYLAIFSFISWFGLTFFMNSNG-------

Tte1            -----------------KRPIFDMFMTAVSLAVAAIPEGLPAIITITLALGVQKMSKK-N

Tte3            -----------------NRPLFDMFLTSVSLAVAAIPEGLPAIITITLALGIQKMVKR-N

Bce1            -----------------GRDTLEMFMTAISLAVAAIPEGLPAIVSIVLAIGVQRMIKQ-N

Cac2            -----------------GEDKYEMFLLGVSLAVAAIPEGLPAIVTVALAIGVSRMLKR-N

Tte2            -----------------GEPIYYMFLSGVSLAVAAIPEGLPAVVTISLAIGVQRMLKR-N

Syth1           ---------------LTGPVISQLFMAGVSLAVAAIPEGLPAIVTVSLALGVQRMIRR-N

Efa4            -----------------GEPLLEMFMTAVSLAVAAVPETLTVIVTLTLAYGVQKMAKK-H

Lin2            -----------------GETIIETLMIAISLAVAAVPETLPVIVTLTLAYGVQNMVRK-N

Syth3           -----------------GMPWLEVLMVAVSLAVATIPEGLPAVTTIVLALGMQRMARR-N

Efa11           -----------------GRSWIDMLLTSISLAVAAIPEGLPAIVTIILALGTQKMAKK-N

Stth3           -----------------GEQPLEGLMVAVALAVAAIPEGLPAIVTILLSLGTTTLAKR-N

Ljo11           E--------------PTNKLIIDMFLVAVSLAVAAIPEGLPAIVTIILALGTQTMAKH-K

Ljo6            -----------------GQPLLDALLFAVALAVAAIPEALSSIVTIVQAMGTQKMAKE-H

Lin5            DNS-----------ADMATAILNAFMFAVAVAVAAIPEALSSIVTIVLAVGTNKMAKQ-H

Efa13           -----------------GMEWSLLFSAMIALIVAMIPEGLPAVLTMILSMGVHEMARE-N

3.A.3.2.4       -----------------GGSPLEMFEAAVALAVSAIPEGLPAVVTVTLAIGVNRMAKR-N

Oye2            S-------------TFSSHILKHTFLDAIALAVAAIPESLLIIMTLILALGMKKLALK-K

Mfl1            ----------------GFEAWASYLMVAITLAIGVIPESLAAVISITLSFSTKRMANN-N

Mmy1            ----------------NKSNWATYLMISITLAIGVIPESLSAIVSIALSFATKRMAKN-N

Upa2            N---------------WNISWHPALIMAISLSIAAIPEGIVAIVTIVLSFGIKEMAKQ-N

Ljo4            --------------------LVKAFVFALGMIVAFIPEGLEPTVTLSLAGAVQRMAKK-H

Oye1            N----------------IDSFRAAIVCAVGMLVANIPEGLLPTVNLSLAVGSQRMAKQ-N

Efa7            --------------GLTKGDWAEALMFAIATAVGLTPEMLPMIVTTNLVKGSREMAKE-G

Tte8            --------------GLTKGNWLDALLFALAVAVGLTPEMLPMIVTTNLAKGAVAMAKH-K

Ljo7            --------------GLTKGDWLNALIFAIATAVGLTPEMLPVIVTSNLVKGSVEMARH-E

Efa8            --------------GLTKGAWGEAFFFAIAVAVGLTPEMLPMIVTSNLAKGALSLSKH-K

Lin4            --------------GLMKGEWLEAFLYAVAIAVGLTPEMLPMIVSTNLAKGAINMSSK-K

3.A.3.4.1       --------------GYTKGDWWEAALFALSVAVGLTPEMLPMIVTSTLARGAVKLSKQ-K

Mfl2            --------------GLQQGDWVKGAMFTIAIAVGITPEMLPIIVTSNLTRGYKQIEKNGE

Mmy2            SGGS--------FDSIKDNPWFQAIFFAVAVAVGLTPEMLPMIVTTNLANGASKMSKQ-K

Oye4            -------------FKKPQNTLLQSFLFALTIAFGLTPKMLPLIVATSFSKGIVALSKR-K

Mmy3            ------------LLKSGFSNWASSLVFGLSIAVSLTPEALPAIISSNLKLASKRLSKN-K

Efa6            -----------------HQGLHDSIVSMEAALIGMIPEGLYLLTTVALAASTMRLAKR-G

Ljo8            -----------------HLNLADSIVSMEAAIIGMIPEGLYLLTTIALALAAMRLARS-Q

Efa10           -----------------DAGIKTSVVASSAALLGMLPKGLVLLISIALTTGVIKLAKK-R

Stth5           -----------------QLSLQESVVTSSTALLGMLPKGITLLTITSLLTAVIKLGMK-H

Oye3            -----------------SGFRQNSLLGLCGMMIAMLPLGLFLLTNISLAVGFVRLAKQ-K

3.A.3.23.1      -----------------DNDLDDSIARTVGGIVPMVPEGLVLLTSVAFAIGVVRLGRK-Q

Bce2            --------------------WNETFYRAMILLVVASPCALVAAITPATLSAISNGARN-G

Lin1            --------------------WNETFYRAMVLLTVASPCALVASVTPATLAAISNGARH-G

Lin7            --------------------FEEAFYRGMVFLTVASPCALVASATPATLSAISNGAKN-G

Efa3            ------------------LTWAESFYRGLVFLIAASPCALAASAVPATLSGISNLAKQ-G

Oye5            PSNPN-------------FEFSTWLHKTMIFLTVSSPCALAAADIPSTLTAISNLTKK-G

Bce3            -------------------TFSEWIYRALVFLVISCPCALVVSIPLGFFGGIGGASKS-G

Tte7            -------------------TFKEFIYRALIFLIISCPCALVLSIPLSFFAGIGAASKN-G

Cac3            -------------------SFSSWIYKALVFLVVSCPCALVISIPLSFFGGIGAASKK-G

Efa9            -------------------SINEWVYRALTFLVISCPCALVISVPLSFFGGIGGASKL-G

Syth2           -------------------TFADWLHRALVLLVISCPCALVVSVPLTYFGGIGAASRA-G

Gka1            -------------------DWSEWIYRGLAVLVVGCPCALVISTPVAIVTAIGNAAKN-G

Gka2            -------------------DWSEWIYRGLAVLVVGCPCALVISTPVSIVTAIGNAAKN-G

Oih1            -------------------DWSTWIYQGLAILVVGCPCALVISTPVAIVTAIGNAAKN-G

Lin9            -------------------DWNKWLYQGLSILVVGCPCSLVISTPVSIVSAIGNAAKN-G

3.A.3.6.1       -------------------SWDTWVYQGLAVLVVGCPCALVISTPISIVSAIGNAAKK-G

Gka3            -------------------EWLDWIYRGLAVLVIGCPCALVISTPVAIVTAIGNAARR-G

Syth5           -------------------AWSDSFYLAMQLLVVMSPCALVIATPAALLSGIAAGARQ-G

Chy1            -------------------EFRLWIYRALTFLVVSCPCALLIAVPISVISSLGAAARR-G

Ljo10           -----------------------DLKLAITVMVLGCPGALVIGVPVSTVAGIGNGAKS-G

Bce6            ------------------GDFGGALEKMIAVLVIACPCALGLATPTSIMAGSGRSAEY-G

Gka4            ------------------GDLAKALEVAIAVLVIACPCALGLATPTSIMVGTGKGAEQ-G

Oih2            ------------------NQVEPALVASIAVLVIACPCALGLATPTSIMVGTGRAAES-G

Sau4            ------------------GTFEPALVASISVLVIACPCALGLATPTSIMVGTGRAAEN-G

Syth4           ------------------GDWNAALHAAISVLVIACPCALGLATPTAVMVGTGKGAEA-G

Tte6            ------------------GDFNAGIINAVSVLVIACPCALGLAVPTSVMVGTGKGAEN-G

3.A.3.5.1       ------------------KDWQLALLHSVSVLVIACPCALGLATPTAIMVGTGVGAHN-G

Lin6            ------------------GTVDGSLEAAIAVLVIACPCALGLATPTAIMAGTGKGAES-G

Cac4            ------------------ENLTFTLTIFISVLVIACPCALGLATPTAIMVGTGKGAEY-G

Efa1            ------------------ESWIFALTITISVLVIACPCALGLATPTAIMVGTGKGAEN-G

Stth4           ------------------QTFTFAMTVAVSVLVIACPCALGLATPTAIMVGTGLGAEH-G

Ljo13           ------------------ATAVEAMLFAVSVIVIACPCALGLATPTALMVGTARSAKM-G

Chy2            YFTPETRFLMSPAKIAEMGVFGFSMLISLTVLVISCPCAVGLAMPSAIMAGTGKGAEY-G

Efa5            --------------------LSLAFERMVTVFIIACPHALGLAIPLVIARSTSIAAKN-G

Stth2           --------------------FSFALLLAVSVFVIACPHALGLAVPLVVSRLTSISAKN-G

Oih4            --------------------LAEATTRMVTVLVISCPHALGLAIPLVVARSTVLSANK-G

Efa12           --------------------------RFAEVLVVASPCPLILSAPIALVAGMGRSSRH-G

Ljo12           ------------------LGWQAHFLRFAQVMVVASPCPLLIAAPVAMVSGMSSMSRS-H

Bce5            -------------------GFQIDTAVLVALLVCLIPTTIGGLLSAIGIAGMDRVTKF-N

Gka5            -------------------GIHLSITTLIILLVCLIPTTIGGLLSAIGIAGMNRLTQF-N

Tte4            -------------------HVRISAATMIALLVCLIPTTIGGLLSAIGIAGMDRVTRF-N

Cac5            -------------------GVKIPMSTLIALLVCLIPTTIGGLLSAIGIAGMDRVTRF-N

Lin8            -------------------GIKLPVSTLVALTVCLIPTTIGGLLSAIGIAGMDRVTRF-N

Sau1            -------------------NFNLSIAMLIALAVCLIPTTIGGLLSAIGIAGMDRVTQF-N

Sau2            -------------------HLILPIAMLIALTVCLIPTTIGGLLSAIGIAGMDRVTQF-N

Efa2            -----------------GKGEALSLVIVIALLICLAPTTIGALISSIGIAGMSRLTKE-N

Lin3            -----------------GAGSAISITNVIALLVCLAPTTIGALLSSIGIAGMSRLNQA-N

3.A.3.7.1       -------------------GNAVSVTVLVALLVCLIPTTIGGLLSAIGVAGMSRMLGA-N

3.A.3.3.4       ------------------KSLIETAQFALVLAVSAIPAAMPAVLSITMAIGALNLAKK-D

Stth1           ANN--------LNGGSIFLLIIETILFAVTIIIMAVPEGLPMMLALVSSMNSGRLLAQ-N

Upa1            ELPIAFLN--LHGSNNDSNLYEKAAYVAVSVLVISCPCAFGIAVPLAVLIGAGHGAKS-G

Cac1            ------------------KALNESLRQTSFLIIAGIPINILFLLYAMYVVIRAYFKSK-N

                                                    *  .                    

Tte1            AIIRKLPAVETLGSTSVICSDKTGTLTQNKMTVVKFYVN---------------------

Tte3            AIIRRLSSVETLGSTSVICSDKTGTLTENKMAVVKMYVD---------------------

Bce1            VIIRKLPAVEALGSVTIICSDKTGTLTQNKMTVTHFYSD---------------------

Cac2            ALVRKLPAVETLGCTSIICSDKTGTLTQNKMTVKAMYFN---------------------

Tte2            ALIRKLPAVETLGCTNVICTDKTGTLTENKMTVTKVFCD---------------------

Syth1           AIVRRLQSVETLGCATVICSDKTGTLTKNEMMVRAAWVG---------------------

Efa4            AIIRRLPAVETLGTANVICSDKTGTLTQNKMRVRRVWHR---------------------

Lin2            TIIRRIPAVETIGNTSVICSDKTGTLTQNKMIIQQIWAA---------------------

Syth3           AVIRRLSAVETLGSATFICSDKTGTLTQNKMTVTRLWLP---------------------

Efa11           AIVRKLPAVETLGSTDIICSDKTGTLTLNQMTVEALYTD---------------------

Stth3           AIVRKLPAVETLGSTEIIASDKTGTLTMNQMTVEKVYTN---------------------

Ljo11           AIVRKLPAVETLGATDIICSDKTGTLTQNQMTVEKIYYN---------------------

Ljo6            AIIKNLAAVESLGSVSVICSDKTGTLTQNKMTVEDIYIG---------------------

Lin5            AIIRKLPAVETLGSTSVICTDKTGTLTQNKMTVVDYFLP---------------------

Efa13           AIIKGMPSVETLGSMTVICSDKTGTLTKNEMTVMDVVT----------------------

3.A.3.2.4       AIIRKLPAVEALGSATVVCSDKTGTLTENQMTVQAVYAGGKHYEVSGGGYSPKGEFWQVM

Oye2            AIVKNLKTLETLGAVNVICTDKTGTLTQNNMTVKKIIVCN-------------------S

Mfl1            VIVKKLASVETLGSVNVICTDKTGTLTQNKMTVKKVIDN---------------------

Mmy1            VIVKKLESIETLGSVNVICTDKTGTLTQNKMAIKKLIWN---------------------

Upa2            ALIKRLPAVETLGSANVICSDKTGTLTQNKMTVTKVFTN---------------------

Ljo4            ALIKRLSSVETLGSTSVICSDKTGTLTKNEMTVKELWTL---------------------

Oye1            ALVKKISSLETLSSTTVICTDKTGTLTQNQLTVRKIVTP---------------------

Efa7            TIMKNVNAIQNFGGMDVLCTDKTGTLTQDKVILEYHYNIG--------------------

Tte8            TIVKRLDAIQNFGAMDILCTDKTGTLTLNKIVLEKHLDIH--------------------

Ljo7            TIVKRMNSIQNFGSADILCTDKTGTLTQDKVVLERHYDLN--------------------

Efa8            VIVKELAAIQNLGGMDVLCTDKTGTITEDRVVLVQHLNPL--------------------

Lin4            VIMKELSAIQNIGAMDILCTDKTGTLTEDKLELVKYIDSA--------------------

3.A.3.4.1       VIVKHLDAIQNFGAMDILCTDKTGTLTQDKIVLENHTDIS--------------------

Mfl2            MIVKNLNSVQNIGAIDILCTDKTGTITSGEISLDKVTGVN--------------------

Mmy2            VVVKQLEAIQSLGAIDVLCTDKTGTLTNDKIELVDYLRVD--------------------

Oye4            VIVKNLNAISSFGAMNILFTDKTGTLTEDQIFLENFLDLN--------------------

Mmy3            VVIKKLSVLQNIGSVNILATDKTGTLTLDTTNIETYLDIN--------------------

Efa6            VLLHNMKSIESLARVDVLCVDKTGTITENTMEVQELVPVVSIEN----------------

Ljo8            VMLHDMKSVETLARVNVLCVDKTGTITEPKMEVEEVIPVS--------------------

Efa10           ILVQDMYSIETLAHVDTLCLDKTGTITEGKMKVQKAIILH--------------------

Stth5           ILVQEMYSVETLARVDVLCLDKTGTITQGKMTVKGLELLS--------------------

Oye3            TYAQNLFGIEMLAQINTLCLDKTGTITDGTMQVKKVIPYHP-------------------

3.A.3.23.1      CLVQELPAIEGLARVDTVCLDKTGTLTEGGMDVTDLRVLDG-------------------

Bce2            ILFKGGIHLERLASVKAIAFDKTGTLTEGKPTVTDVYVRENIT-----------------

Lin1            ILFKGGVHLENLRGVKAIAFDKTGTLTNGTPELTDQIFKEHID-----------------

Lin7            ILFKGGAAMEALSTMDILYTDKTGTLTYG-----EFKVDEYSA-----------------

Efa3            VLFKGGSFLSNLAEVKALAFDKTGTLTKGKPEVTDYLFVDGLE-D---------------

Oye5            ILFKNGRSLEKMADIKAFVCDKTGTLTEGKPQVTDVYVAPEISKE---------------

Bce3            VLVKGSNYLEALNDVKYIVFDKTGTLTKGVFKVTKMEPSEGTT-----------------

Tte7            ILVKGSNYLEALSNVETVVFDKTGTLTKGVFKVTKIKSVNGMS-----------------

Cac3            ILVKGGNYLEILNDVSTMVFDKTGTLTKGTFSVDKIQAYNGFD-----------------

Efa9            VLIKGSNYLEILANTETIVFDKTGTLTKGNFVVQNITS-VVLP-----------------

Syth2           ILVKGGNYLDALARLDTVVWDKTGTLTQGRFTVSSVAAADGVD-----------------

Gka1            VLIKGGIYLEEAGSLKVIAFDKTGTLTKGVPSVTDVVTYNGDE-----------------

Gka2            VLIKGGIYLEEAGNLKVIAFDKTGTLTKGIPSVTDVVTYNGNE-----------------

Oih1            VLIKGGVYLEETGSLQSIAFDKTGTLTEGVPHVTDIVSYQGEE-----------------

Lin9            VLVKGGVYLEEIGHLRAIAFDKTGTLTKGKPVVTDFIATSSET-----------------

3.A.3.6.1       VLVKGGVYLEKLGAIKTVAFDKTGTLTKGVPVVTDFEVLNDQV-----------------

Gka3            VLIKGGVHLEQIGRLRAVAFDKTGTLTKGKPAVTDVVVYEGTR-----------------

Syth5           ILFKGGIHLEQAGIVRVVAFDKTGTLTEGRPELISVLPAEGVS-----------------

Chy1            IVVKGSRNLEQLALCDTIVFDKTGTLTRGEMEVTEVIAVSPDF-----------------

Ljo10           IMFKGSQVMDQTHRIDEIAFDKTGTLTVGHPEVSAIEVLNGSK-----------------

Bce6            ILFKGGEHLEATHRLDTVILDKTGTVTNGKPVLTDVI--VADGF----------------

Gka4            ILFKGGEYLEGTHKINAVLLDKTGTVTKGKPEVTDVL--AFR------------------

Oih2            ILFKGGEHIEQAYKIQSVVFDKTGTITNGKPVVTDFN--GDD------------------

Sau4            ILFKGGEFVERTHQIDTIVLDKTGTITNGRPVVTDYH--GDN------------------

Syth4           ILFKGGEHLERAHKVDVVVLDKTGTITWGRPELTDVIPLGAGAP----------------

Tte6            ILIKGGEHLQRAGKITAIVFDKTGTITKGEPEVTDIVTFGDFT-----------------

3.A.3.5.1       ILIKGGEALEGAAHLNSIILDKTGTITQGRPEVTDVIG----------------------

Lin6            ILFKGGEHLERTSKVDTIVFDKTGTLTEGKLEVSDKKASN--------------------

Cac4            VLIKNGTALENTHKIKTIVFDKTGTITEGKPKVTDIKAID-EV-----------------

Efa1            VLIKSGDALETTHKIQTIVFDKTGTITEGKPVVTDILVADSAL-----------------

Stth4           ILYKRGDVLELAHKADVLVFDKTGTITQGKPQLVSSYTYG--------------------

Ljo13           VLIKNGEVLQEVSDLNTVVFDKTGTITVGKPEVTDIVG----------------------

Chy2            VLFKNAEVIEKMTKVKVIAFDKTGTITKGEPEVTDLIPFEIN------------------

Efa5            LLLKNRNALEQANKVEYVLLDKTGTLTEGQFTVTGLELMSKQFT----------------

Stth2           LLIQNRTSLEKINTIKYALMDKTGTLTDGKFIVRDVIDFTDET-----------------

Oih4            LFIRNRMGFEDARNVDTVVFDKTGTLTKGAFGITDIIPEGEQS-----------------

Efa12           VVIKSGTMVEKLASAKTIAFDKTGTITQGQLSVDQ-VQPINAGI----------------

Ljo12           IIVKSGTTLEKLSRTLTFAFDKTGTLTENQLVIDQVVLPENSSI----------------

Bce5            VLAMSGKAVEAAGDINTIILDKTGTITFGNRMAHTLLPVGNET-----------------

Gka5            VLAMSGKAVEAAGDVTTIVLDKTGTITFGNRMAAQFIPVGGTT-----------------

Tte4            VIAMSGKAVEAAGDIDTILLDKTGTITFGNRLAADFIPVGGHS-----------------

Cac5            VIAMSGKAVEACGDVDTMILDKTGTITYGNRLAADFITVGGAD-----------------

Lin8            VIALSGKAVEACGDVDTMILDKTGTITYGNRMASEFIALDKGN-----------------

Sau1            ILAKSGRSVETCGDVNVLILDKTGTITYGNRMADAFIPVKSSS-----------------

Sau2            VLAKSGRAVEVCGDVDVMILDKTGTITYGNRIASEFLPVNQQM-----------------

Efa2            VIAMSGRAIEAAGDVDVLLLDKTGTITLGNRRASDFLPVHGVS-----------------

Lin3            VLAMSGRAIEAAGDVDVLLLDKTGTITLGNRKASEFLPVDGVT-----------------

3.A.3.7.1       VIATSGRAVEAAGDVDVLLLDKTGTITLGNRQASEFIPAQGVD-----------------

3.A.3.3.4       AIVKKLVAIEELAGVDILCSDKTGTLTKNQLVCGEIIALNGFS-----------------

Stth1           ILVRHPDTIETAGYMNILFSDKTGTITEGKLSVVDFFLGDGTLYAATG------------

Upa1            ITFNNSNIFEKIKKVNAIAFDKTGTLTYGKLQLKQVIGND--------------------

Cac1            IDLKFLSIIENLSKINVIVTEKEEALTKSNMFVRKFYDNESIKN----------FDSKFF

                        ..          :*  ::*                                 

Tte1            -DRKVNAQKD-EVKQEDYFLL----------------KNAALCTDAFIDEEGKG------

Tte3            -EREIDINEEKEIEKSEKFLI----------------ESAALCTDVAIDTTGQM------

Bce1            -NTYDRLESLNVNNDAQRLLL----------------ENMVLCNDASYNNESQ-------

Cac2            -NQIYEKELY-SEERFELLKR----TFIY-------------CNDCDYNFKE--------

Tte2            -EEVFDVRGK-ENE--ELIKK----KNISRSALRKMLEIGALCNNVKIKKES--------

Syth1           -GRSYTVTGDGYRPSGEFLREGRPVSPQQEPDLAQALKSAALCSNAKLVQAQPARRGRGD

Efa4            -GDEVTDTEDAMTDEAMEVLK-----------------MAALCTDVIVEKEGDE------

Lin2            -DHAPIKATAEFDTAEQKVLE-----------------MLSLSSNATIDVTDGE------

Syth3           -EEWVAPDQPHPLESRAGLLL----------------AAGALCTDASLSEEDGE------

Efa11           -GQVLSASTEIPADNMALKIM-------------------NFTNDTKIAQDGSL------

Stth3           -GQLQNADTELGADNTTLRIM-------------------TFANDTKVDPDGKL------

Ljo11           -GELHNDEAPINSDNPAMMSM-------------------ILANDTKIEDGGRL------

Ljo6            -GKVLK--PEELNLSNQLHRY--------------LLYDVVLNNDASLS-DGKK------

Lin5            -DGTKENFPDSPENWSEGERR--------------LIHIAVLCNDSNINSEGKE------

Efa13           -EEMT---------IVKEIMAN--------------------CQELKLQDQQKI------

3.A.3.2.4       GEEVDNVLLDGLPPVLEECLLTG-----------------MLCNDSQLEHRGDD------

Oye2            LEKISPFCVENINEPKPFNLEK-------------LLLFGILCNDALISVAKTTN-----

Mfl1            -NRIMDSDEYLDLDKS-IQKELL-------------LKALVLPNDSITEGNER-------

Mmy1            -NEIILADEFINKTKNEQAKDLF-------------LKSLILPNDSITENDER-------

Upa2            ---KLKITDLIDNESVFNLIK-----------------WATIANNGIKNFNEKKQ-----

Ljo4            -EKSYHVSGEGYAVRGHIKEGPTHIFAKDNDTLKEVLLGGVFADNARIQKPDKQ------

Oye1            -DGTIKLKGSGYNDEQTFSVCPNNTVSKKG--IEKFLIASVLCSEAKLVPTPTK------

Efa7            -CQEDQKVLDLAFLNSYFQTG---------------------------------------

Tte8            -GNEDDRVLRHAFLNSYYQTG---------------------------------------

Ljo7            -LEEKSKVLELSYLNSYYQTG---------------------------------------

Efa8            -GDLSDEVLNLAYLNSSYQTG---------------------------------------

Lin4            -GETSESVLNMAYLNSYFQTG---------------------------------------

3.A.3.4.1       -GKPSEHVLHCAWLNSHYQTG---------------------------------------

Mfl2            -GEKSEFLENVLYLNSYFQSG---------------------------------------

Mmy2            -KKADPLLLKYLYINSYYQTG---------------------------------------

Oye4            -GNEDIRVLRHAYLNSFFQTG---------------------------------------

Mmy3            -NQKNKLLKQYFFYNAYFQNN---------------------------------------

Efa6            -DGTDLTNVEKLIGDFCRTMS---------------------------------------

Ljo8            ---VTKEELSKEISIFAQNMP---------------------------------------

Efa10           -DKY-EELFPQIIGSYLSEST---------------------------------------

Stth5           -ERFTKEELERLLAAYMQHSK---------------------------------------

Oye3            ----KELDFTKLMNSFLSACP---------------------------------------

3.A.3.23.1      ---ADERHVRAVLGALGASDP---------------------------------------

Bce2            -----EKEVLYITASIESHST---------------------------------------

Lin1            -----KQQVINVAAAMERQSL---------------------------------------

Lin7            -----PDDVLKEVIYMEQQSS---------------------------------------

Efa3            ----RQEELVAVLTNMEKKSN---------------------------------------

Oye5            ----KYHKYLDILLGMEQKSN---------------------------------------

Bce3            ----SEE-LLEYAAFAEVYSN---------------------------------------

Tte7            ----RDA-LLEYAAYAESFSN---------------------------------------

Cac3            ----EKD-VLKLAASVEAFSN---------------------------------------

Efa9            ----EEE-LLRLTATAEQLST---------------------------------------

Syth2           ----AGD-VLRLAAHAEAHSA---------------------------------------

Gka1            ----NEL--MTITAAIEKGSQ---------------------------------------

Gka2            ----NEL--MTITAAIEKGSQ---------------------------------------

Oih1            ----GSN--LSLIAAIENGSQ---------------------------------------

Lin9            ----DIN-YLSIISSLESLSQ---------------------------------------

3.A.3.6.1       ----EEKELFSIITALEYRSQ---------------------------------------

Gka3            ----EQL--LAIAAAIEKRSQ---------------------------------------

Syth5           ----EAE-LLRLAAAAELRSG---------------------------------------

Chy1            ----WPA-----VYSLEKRAT---------------------------------------

Ljo10           ------DEIIKLAAQIEHQSN---------------------------------------

Bce6            ----NENELLRLVGAAERNSE---------------------------------------

Gka4            ------EDMLDYAVSAESASE---------------------------------------

Oih2            -------ETLLLLASAEKGSE---------------------------------------

Sau4            -------QTLQLLATAEKDSE---------------------------------------

Syth4           ----GADELLALVAAAESRSE---------------------------------------

Tte6            -----EDEILKIAGIAEKNSE---------------------------------------

3.A.3.5.1       -----PKEIISLFYSLEHASE---------------------------------------

Lin6            ------DKFFPYLFLMEQQSE---------------------------------------

Cac4            ----SEEELLKIAASVEKASE---------------------------------------

Efa1            ----SEAELLTLAASAEQGSE---------------------------------------

Stth4           ----NSGVALQLLASLEAKSE---------------------------------------

Ljo13           ----DKKQVLRIAASLEESSE---------------------------------------

Chy2            -----EQQLLELAGVAEKLSE---------------------------------------

Efa5            -----REEALKYIGALEKNAN---------------------------------------

Stth2           -------DILQIMAALEGSST---------------------------------------

Oih4            -----EEELLRIAASVESQSE---------------------------------------

Efa12           ----TAAELVGLAASVEQESS---------------------------------------

Ljo12           ----SKEELQSLAASVEQQSS---------------------------------------

Bce5            -----IEQVGKWAAISSVLDE---------------------------------------

Gka5            -----EEQVREAAVLSSIKDE---------------------------------------

Tte4            -----KEEVTYYALISSLKDL---------------------------------------

Cac5            -----KQKLIDYSVMCSLKDD---------------------------------------

Lin8            -----KNYLIHYAILASIQDN---------------------------------------

Sau1            -----FERLVKAAYESSIADD---------------------------------------

Sau2            -----LEKLIVAAYMSSIYDD---------------------------------------

Efa2            -----EEQLADAAQLSSLADE---------------------------------------

Lin3            -----EQELADAAQLSSIADE---------------------------------------

3.A.3.7.1       -----EKTLADAAQLASLADE---------------------------------------

3.A.3.3.4       -----KEDVVLFAALASREED---------------------------------------

Stth1           --ETDAPDFDTMSDSLKAEIING----------------IGLNNDAMVADGNAVG-----

Upa1            -------QFLDLIYQMELISL---------------------------------------

Cac1            VNANIKRILEIGFLCNDFASKRNLN-----------------------------------

Tte1            -------------------------IGDPTEVAIVAAINDLVG---------LKKADIEK

Tte3            -------------------------IGDPTEIALVVALNRVTG---------LKKEELEK

Bce1            -------------------------TGDPTEIALLVAGTTFN----------MQKDHLEK

Cac2            ------------KGIDKCLF------GDPTETALIRAFFKDT----------GKLKKFIS

Tte2            ------------IKIGREVLEEDKYIGDPTEAAIF-SFSLKS----------GISQDFLN

Syth1           GAAGGRSGRSHRPGMGQVVFSVQ---GDPTEGALVVAAQKGG----------YRPAVLQD

Efa4            ----------------------LTVTGNPTEAAIVRAVEENY----------HTKEELEE

Lin2            ----------------------ETIIGDPTESAIIRLLEEKG----------TTKKALEA

Syth3           ----------------------YRSVGDPTETALVLGAAKAG----------LDKRDLEA

Efa11           -------------------------IGDPTETALVQFGLDHA----------FNVTEKVA

Stth3           -------------------------IGDPTETALVQFGLDHN----------FDVREVLK

Ljo11           -------------------------LGDPTETALIQYAFDQN----------IKVEDLLK

Ljo6            -------------------------IGDPTESALLEMYRKVPGIDLGDGKLGLSESELRE

Lin5            -------------------------LGDPTEVALIAFSNKN----------NQDYNEIRE

Efa13           ----------------------ADLQGNPTELSLLQYVDQD----------------QLS

3.A.3.2.4       ----------------------WAVVGDPTEGALLASAAKAG----------FSQAGLAS

Oye2            ----------------DKTSNNLEIIADPTEKAFINLALFYQ----------YDAFLLQK

Mfl1            -------------------------IGDPTELALVDFAELMG----------VDELVYRK

Mmy1            -------------------------IGDPTELALVDFAEQMK----------IDEQEFRK

Upa2            ---------------------EYEFIGDPTETCIIEAALKLN----------IDKYKLDQ

Ljo4            -------------------HPRYQILGDPTEACLEVVARKGK----------IDVEAEVE

Oye1            -------------------PHQFELIGNPTEGALLIAAKKYG----------YNIEEVKN

Efa7            -------------------------LRNLMDNAVIQAATQESDIQS-------------D

Tte8            -------------------------LRNLLDIAILEYGEEKGMKGSELE----------K

Ljo7            -------------------------MKDLIDKAIIDAAKGELDTNDIN-----------Q

Efa8            -------------------------WKNLMDIAVINFYEEHQWKTPFK------------

Lin4            -------------------------WKNVLDHAVIAKLDESTASG---------------

3.A.3.4.1       -------------------------LKNLLDTAVLEGVDETAARQLSG------------

Mfl2            -------------------------FQNPIDSAVLSSKIKKPD-----V----------D

Mmy2            -------------------------LKNPMDKAIVDYVNKHNHNFS--I----------Q

Oye4            -------------------------LKSLIDKAIITKTNNAQTLHPFLQG-------ITE

Mmy3            -------------------------LFDTIDKAIIDQFKTNIS-----------------

Efa6            -------------------------ADNDTMKAMKEFFV------------------TNN

Ljo8            -------------------------HDNATIKAVAKAFN------------------QKF

Efa10           -------------------------DNNITMQAIRDHYE------------------VSN

Stth5           -------------------------DNNATAQAIRNAYEG-----------------LEH

Oye3            -------------------------ASNSTYNALINKFSPNTF-------------PTST

3.A.3.23.1      -------------------------RPNASLQAIIDTYPDDG---------------SAG

Bce2            ---------------------------HPLAESIVKYAQ-HA---------------YDI

Lin1            ---------------------------HPLAAAITKALD-IE---------------VTD

Lin7            ---------------------------HPIARAIVTAFK-ET---------------DLS

Efa3            ---------------------------HPLATAIVNRFE-AE---------------TT-

Oye5            ---------------------------HPLALAIKNHFH-HK---------------S--

Bce3            ---------------------------HPIAQSIRKAYG------------------KSI

Tte7            ---------------------------HPIAESILEAYG------------------KEV

Cac3            ---------------------------HPIAVSIVEAYG------------------QKN

Efa9            ---------------------------HPIAISIKESYG------------------KET

Syth2           ---------------------------HPIAAAVREAYG------------------RPV

Gka1            ---------------------------HPLASAIIRKAEEDG---------------LNF

Gka2            ---------------------------HPLASAIIRKAEEDG---------------LNF

Oih1            ---------------------------HPLAAAIIRKANEDN---------------ITF

Lin9            ---------------------------HPLASAILNEADKTN---------------VDY

3.A.3.6.1       ---------------------------HPLASAIMKKAEQDN---------------IPY

Gka3            ---------------------------HPLASAIVRKAEEEG---------------APF

Syth5           ---------------------------HPLGQAIVAAARRRL---------------GEL

Chy1            ---------------------------HPLAKAIIKAVP--A---------------EYQ

Ljo10           ---------------------------HPLAQAIAKLNK---------------------

Bce6            ---------------------------HPLAEAIVEGIKEKK---------------IDI

Gka4            ---------------------------HPLAHAIVEYGKKQA---------------ISM

Oih2            ---------------------------HPLAEAITQHAEEKQ---------------LDL

Sau4            ---------------------------HPLAEAIVNYAKEKQ---------------LTL

Syth4           ---------------------------HPLGQAIVAGAKERD---------------IAL

Tte6            ---------------------------HPLGQAIVNKAKEKF---------------KIL

3.A.3.5.1       ---------------------------HPLGKAIVAYGAKVG---------------AKT

Lin6            ---------------------------HPIAKAIINMLESEK---------------IDV

Cac4            ---------------------------HPLGEAIVKEAEFKG---------------MEF

Efa1            ---------------------------HPLGEAIVGAAKERQ---------------LPL

Stth4           ---------------------------HPLSQAILVAAENAN---------------LDV

Ljo13           ---------------------------HPLAIAIVKKADSEK---------------LQI

Chy2            ---------------------------HPLAQAIIKKYREIN---------------QKE

Efa5            ---------------------------HPLAIGIMNYLNKQA---------------VQP

Stth2           ---------------------------HPIAQSIVS--AAKP---------------LKN

Oih4            ---------------------------HPIATGILNEAKNRN---------------IDI

Efa12           ---------------------------HILARSIVAYARKQD---------------VPL

Ljo12           ---------------------------HVIATSLVKSTNKD-----------------LI

Bce5            ---------------------------TPEGRSVIEYVQGKS-ISYNREL------AEQG

Gka5            ---------------------------TPEGRSVLELAKQQG-WKADVAE------YEHE

Tte4            ---------------------------TPEGRSIVDLARKMG-AKAPDDI------LEGA

Cac5            ---------------------------TPEGKSIVELGKQLG-ITIDTKK------YESI

Lin8            ---------------------------TPEGKSIVTLGKDLLKEDLDTND------IREN

Sau1            ---------------------------TPEGRSIVKLAYKQHI-DLPQEV------G---

Sau2            ---------------------------TPEGKSIVRLAKQMYINELPKDI------DG--

Efa2            ---------------------------TAEGRSIVILAKERFNLREREFQ------QSEV

Lin3            ---------------------------TAEGRSIVVLAKERFDIRGRDFA------EMHA

3.A.3.7.1       ---------------------------TPEGRSIVILAKQRFNLRERDVQ------SLHA

3.A.3.3.4       --------------------------ADAIDMAILNEAKKLG------------LMEKIK

Stth1           --------------------------SNATDRALLDFLIGRSQ-------------LDFD

Upa1            ---------------------------HPLAKSFVTYAIINN----------------IV

Cac1            ------------------------KTLNAAEKAIVEFVEGGD--------------VDLE

                                                 .                          

Tte1            EFPRVAEIPFDSDRKMMSTIHMVDK------EGFRLITKGAPDNIIKRCKYILKENKILP

Tte3            RFPRVEEIPFESERKMMSTIHSIEG------KTFRVITKGAPDYVIKMCGYVLKKNRIIP

Bce1            IHERVNEVPFDSDRKMMSTVHMYN-------ESYYSMTKGAIDKLLPRCTHIFKNGKIEI

Cac2            EEKRIREEPFDSKTKMMTVISK-GA------NGTSLYLKGAPERVIEKCKYIYINNKVEL

Tte2            KIKRIEEIPFDSERKRMTVIVE-ID------GEKYAYTKGAPDVILELCSFKYVNGKEVP

Syth1           RYRRVLEVPFESERRRMSVITEDGD------GGYLLHVKGAPDVILELSTHMLRDGRIVP

Efa4            KYPRIGEIPFDSERKMMTTVHQWG-------KKYISITKGAFDVLLPR------------

Lin2            KYPRVFELPFDSDRKLMTTIHQVE-------DGFLSITKGAFDRIPVN------------

Syth3           RHPRVAEVPFSSTRKRMTTFHALGDP----DEGYTGIVKGGPDVVLARCTRIRTAQGTEP

Efa11           AEPRVAEIPFDSDRKLMTTVHELKT------GGFLVSVKGAPDELLKRCTEILSNGETSP

Stth3           SEPRVAELPFDSDRKLMSTIHKEPD------GSYFVAVKGAPDQLIKRVTRIEINGEVRP

Ljo11           KDSRVQEVPFDSERKLMSTVNHYG-------DKFFVAVKGAPDELLKRVTKIEKDGQVTP

Ljo6            HLDRLEEVPFDSDRKLMSTKHLIHT-------VPTIFVKGAIDVLLKRCVNIRFGDDVRP

Lin5            KFIREGEIPFDSDRKLMSTLHTFNE-------NKAMLTKGGPDVMFARCSYVFLDGEEKP

Efa13           LRPVEKKIPFSSSYKYMATRHPQAE-------GSIIYVKGAPEVLLQ--LSTLSDN----

3.A.3.2.4       QKPRLDSIPFESDYQYMATLH-DGD-------GRTIYVKGSVESLLQRCESMLLDDG--Q

Oye2            KYPRFAEIAFDSQRKLMTTFHHKDG-------FIYAITKGAPEVLLQKCSQVQYQEQTIA

Mfl1            KFERIDEIPFDSERKLMSTLNTVD-------KKTIAFTKGAIDQLLSICDHIMIENKVIK

Mmy1            KYPRIFEIPFDSERKLMTTVNVLEN------EQQFVFTKGALDQILKKCTKIFINNKVVK

Upa2            EFIRIHEFPFDSTRKLMSVVVKHQS-------DYYLITKGAIDAIDKIVQN---------

Ljo4            KTPRVKELPFDSSRKMMTVIQSSDGTHRFNT-----YTKGAPNCVVDKCTSYLCDGKIQP

Oye1            NLEIIQLNPFTSERKKMSVLVKNNQEPAYDTNSQYLFIKGAPNIVLEQCQMQYKGSQVSP

Efa7            DFYKVDEIPFDFNRRRMSVIIKEFK-----TRETRLITKGAVEEMLLVCTQVLLNGEIVP

Tte8            IYKKVDEIPFDFVRRRMSVVLESENGV--GGKKRQLVTKGAVEEMLSICDWVEYKGEVVP

Ljo7            NYQKIDEIPFDFKRRRMSVVVMNKK------HEHLLVTKGAAEEMLACSNRLEINGEIRA

Efa8            NVTKIDEIPFDFSRRRLTVVVNAD-------DHQLMITKGAVEEMEEVCTHAQINGEIVP

Lin4            -WTKVGEIPFNFDRRRLSVVVENN-------TETKMITKGAVEEMLTVCTHKEFGGTIST

3.A.3.4.1       RWQKIDEIPFDFERRRMSVVVAEDS------NVHQLVCKGALQEILNVCTQVRHNGDIVP

Mfl2            DYTKEWEIPFDFERKILSVILTSKK------DK-EIFTKGAVEEVLKVCNRISINGKIEK

Mmy2            DITKIDEIPFDFNRRKLTIIFDDEN------EKRFMVTKGSVEEILNSCTRVIQDDKVVN

Oye4            QFTKIDEIPFDFKRRKMSVVIQDVS------QKQQMITKGAIEEILAICDHVELEGKVVP

Mmy3            DIKLIDHLSFDHNFRISSVLINFNN-------SSLLITKGSLEEILEITSSINVNNQVIN

Efa6            QREAVSYTSFSSVEKFSSVTFPEA-----------TYILGAPEMILRDNYEM--------

Ljo8            NIQATQIIPFTSVNKYSGAVIKNN-----------TLLMGAPEFVLRDQFKN--------

Efa10           RFGAKEVLAFSSERKWGAIEFPEIG----------TVYLGAPERLVDDSRL---------

Stth5           HYQVGDVIPFSSNRKWGAVSINGLG----------TLFLGAPEMLLKKN-----------

Oye3            PYQPSQNLPFSSTRKYSAVEFNNLG----------TIFLGAPEFILKNNFHL--------

3.A.3.23.1      AWRNTRSLPFSSARKYSGATFDEGDG------AAGTWLLGAPDVLLPEDDP---------

Bce2            TLKKPEKVEDVTGFGLKGILENNAYK------------IGKADFIG---EETKTFHN---

Lin1            KLTEIE-VTDVPGWGVQTSYKGETWQ------------VGKAGYVGA--ENAAKFSN---

Lin7            SVDHNEPVSEIAGSGIK----KGTVR------------VGKP-------SAFSTFKNY--

Efa3            --ALNLEVENIVGVGLVTTIAETTFR------------IGKPSSFE---QVP--TIIE--

Oye5            --HLQMEITISVGVGLETFYQNNHYK------------IAKATAFT---QTPICASLQ--

Bce3            DEKIIDDYNEISGHGTVVKVQGKEIF------------AGNAKLMRK-------ENIE--

Tte7            DRSKIKKYEEISGNGVRANIEGKEVL------------VGNAKLMKM-------ENID--

Cac3            DEAEIKEYKEIAGHGIQAYVNGKLVF------------VGNEKLMLK-------ENID--

Efa9            --VPATAIEEVAGHGIKATIEGKTVL------------VGNAKLMKQ-------FGIE--

Syth2           DAGIVDDYAEIAGHGVRARIDGRVVL------------AGNARLLAA-------EGIP--

Gka1            NDLSVEEFQSITGKGVKAKVNNAMYY------------VGSPGLFEELLPNGIQSEIK--

Gka2            NDVSVEEFQSITGKGVKAKVNNAMYY------------VGSPGLFEELLPNGIQSEIK--

Oih1            KNVEMENFKSITGKGVQATIDNKDYY------------VGSPDFFKELQTS-IDPTIV--

Lin9            KSIQIEDFQSITGKGLTGIHQNIRYY------------IGSPKLFSASVIEETAVKVQ--

3.A.3.6.1       SNVQVEEFTSITGRGIKGIVNGTTYY------------IGSPKLFKELNVSDFSLGFE--

Gka3            LDVAVEEFQSLTGQGVKAVIAGNTYY------------IGSPALFTS-WIGKLPDEAE--

Syth5           P--QPEQVEEQPGLGVSAVVDGRRVL------------VGSRRLLES----GADEWMS--

Chy1            KEIEVLNFRQIPGLGVLGQVEGSNYF------------IGSPKGIKEIP-----ESFI--

Ljo10           QKPASIKVETVKGKGIIAILNNQKYY------------LGNQDLIVEN--TRINAKLD--

Bce6            PSSE--TFEAIPGFGIESVVEGKHLL------------IGTRRLMKKFNIDIEEVS----

Gka4            KPLE--HFSAITGHGIEAVIDGKSIL------------IGTRKLMKERSVAISVHE----

Oih2            LSTT--DFEAIPGRGITAKIDNKHII------------VGNRQLMKEYKVDSRKEE----

Sau4            TETT--TFKAVPGHGIEATIDHHHIL------------VGNRKLMADNDISLPKHIS---

Syth4           PEVE--SFEAIPGAGLEARVAGREVL------------VGTRRLMAERGIDTARAE----

Tte6            EDPE--KFEAVPGYGICITINEKEFY------------IGNRRLMDRQNIDITSIE----

3.A.3.5.1       QPIT--DFVAHPGAGISGTINGVHYF------------AGTRKRLAEMNLSFDEFQ----

Lin6            SDVKQGKIRAKAGHGMTGNLDDSKVE------------LGAYRYVSSLTTIPSEED----

Cac4            LKVS--DFKSVTGHGIEALIDSKRVL------------LGNKKLMDNNNIEVKSVL----

Efa1            AEGS--DFSAIPGHGIRVTVNERVLL------------LGNIKLMKEEAIELSTFV----

Stth4           LEID--NFSSLTGRGLTASYAGKTYL------------AGNQTLMAEEKVDLTSAQ----

Ljo13           EKVS--DFEAIEGKGVKANYHDQTAF------------VGSNRLLADVNISQEMNQ----

Chy2            PSEP-ATFHNIPGKGIMATYSGVNIL------------AGSEKFLQENRVDTSLAG----

Efa5            YEAH--NLQALSGVGLVATVQNQEVK------------IVNEKEVARLQLTFDETI----

Stth2           LKVE--AVENIPGVGIKGQVNQNFYQ------------IVNYKYLRENQLSYDEQK----

Oih4            QSPD--EFDSITGAGIKAVLNNESIL------------AVSPGYMEKENIAFDKHK----

Efa12           KNIT--DLAEVSGAGVKAFVDGAEIR------------VGKKNFVTQESQETEKID----

Ljo12           KPVT--NLKEATAKGVSGEVDGKLVK------------VGKLSYVDPD-QEKITVQ----

Bce5            EFVPFKAETRMSGVDLQDGTKVRKGA------------VGSVIEWVQSQGGTIPKDVN--

Gka5            EFVPFTAETRMSGMNVQG-IPYRKGA------------VDAISRHVKQLGGRIPSDLK--

Tte4            EVVEFSAETRMSGLNLKDGTIVRKGS------------YDKVKEYIGEKGGSIPDDLD--

Cac5            EFEEFTAQTRMSGIKLENGTAVKKGA------------YDAIKKRVQELKGVIPKDLD--

Lin8            QFIEFTAQTRMSGVDLADGTRIRKGA------------YDAIIKYIKNIGGEIPHDLE--

Sau1            EYIPFTAETRMSGVKFTT-REVYKGA------------PNSMVKRVKEAGGHIPVDLD--

Sau2            TYKPFTAETRMSGIITNE-ISVFKGA------------PNSMINLVKQQQGNIPLNIE--

Efa2            KFIDFSAKTRMSGIDYRG-DVIRKGA------------ADTMKKYVQSKGEDYPSECD--

Lin3            EFVPFTATTRMSGIDYQG-NTIRKGA------------ADAVRAYVSANGGTYPKECD--

3.A.3.7.1       TFVPFTAQSRMSGINIDN-RMIRKGS------------VDAIRRHVEANGGHFPTDVD--

3.A.3.3.4       NYKIKKFIPFDPVIKRTEAEVTNDEE--------FKVSKGAPQVILDLCNADEELRRK--

Stth1           TNTITEKQQFNSATKFASVTTNDGKT----------YIKGAPEFILNDCYYYLDKDGHKQ

Upa1            MSTKLIDIKEVAGVGIIAKDVDGNIY-----------ELTSEHYANENQFDFSLINQK--

Cac1            IAKRVFEIPYNGNKRIKTTVNKMRKR-------YRANVKGPVDSILKNCTHFMVDGVER-

Tte1            -FDEIEKNKLSSINEEMGGEALRVIAVAYKDIK-----------EIPENLSSDEMEKDLI

Tte3            -LDKNEVETILRVNEKMGQQGLRILGVAYKELT-----------KLPEKLVSEEVENDLI

Bce1            -LTDSDKNQILEAAGSMSQEALRVLSFAFKQYD-----------SNDVDIN--HLEENLI

Cac2            -FTSTYKSKVNSVLESMSRKALRCIACAYKKE------------NINK-------DGDMI

Tte2            -LTPFDKKRVLDVNESFGKEALRVLAFAYKKL------------PPKSPIIAEFVERNLV

Syth1           -LTDQDRQAILDENLRMADQALRVLAVAYRPLSFPAGEGPDQLAELSTDEAAARLERNLV

Efa4            -FGFGDVDQAAIVNDRFGKRALRVIAVGYAVYD-----------EPPKEITSEALEKNLR

Lin2            -FSAEFLKEAEQVHDSFAEEALRVLVVAYKKYP-----------EMPTDLSSEALETDLT

Syth3           -MTPGRRRAVEEANREMAEQGIRVLAVAFTAPR------------TELPEDPAALEENLE

Efa11           -LDETKRQEILKTNTSLAKQALRVLGMAYKYVE-----------TIPAEMSSELVEKDLT

Stth3           -ITDEDKQAILAVNKDLAKQALRVLMMAYKTTS-----------EIP-TLESEVVESDLI

Ljo11           -ISDNEKETILASNKGMAEQALRVLGLAYKIVD-----------KAYDDPTTNNVEQDLI

Ljo6            -MTEQDRKDILAQNNHFSENGLRVLAFAYK---------------ESDEELSTDSEKDLT

Lin5            -MTEEILTKLKETNEEFSNQALRVLAYGYKRMP------------ADTTELKLEDEQDIV

Efa13           -----QKGAWQAQAAQLAQKGQRVLGFAYKTVT------------SQQELTH-ETLSGLT

3.A.3.2.4       -MVSIDRGEIEENVEDMAQQGLRVLAFAKKTVEP-----------HHHAIDHGDIETGLI

Oye2            -KDTKIIKILEKQISQLSEQSLRVLGVAYRVFS--------LDLETILKNNPDIFEQDLI

Mfl1            -LTESHKHEIMRASINLSDDALRVLAFAYKEVKN-----------------NKLEEKGLT

Mmy1            -LTNTHKKEIKKLSTSLSDDTLRVLGFGVKQIITQ----------------DQKTEDDLI

Upa2            ----PITKDVYEANDFLSKQALRILCVAIKKLS-----------SIPTNFNQDELEKCLE

Ljo4            -ITQEIKDKIMRANDGYAKDALRVLAVAGRNLDQK-------------------------

Oye1            -FSPHEKESFLKQNDQFASQGYRVLALAYKKIEQNP-----------------PLEEDMV

Efa7            -LTETLRQKITKDVEALNRDGLRVLAIADKKVEAAEWE------------YTTKDESELI

Tte8            -LTEEIKEEALEMVRKLNEDGMRVLAVAQKNEVPPEGV------------FSVADESKMV

Ljo7            -LNQEQRQEILNKINQMNQDGLRVVLLAYKKNPAPVGE------------FSVDDEKELI

Efa8            -LSTAVREELRRVNVQMNKQGMRVLAVAVKKDVHKEAV------------YSVEDEKEMT

Lin4            -LTELEKNELQEMCAEMNRSGIRVIAVAYKTGKAGES-------------FTKKDEEQMI

3.A.3.4.1       -LDDNMLRRVKRVTDTLNRQGLRVVAVATKYLPAREGD------------YQRIDESDLI

Mfl2            -LDAKLKKMILKKTHELNIDGYRVIGIAHNVLQDE------------------DVEEELI

Mmy2            -LTDTFKRQIIAYYETINQQGKRLLGVAYKKIRDNQAK------------FSPKDEESLI

Oye4            -LSDQSKQIVLQQTITYNQKGYRVVGVAQKLISNPKQQP--------CFTPGQIEEKSMV

Mmy3            -LCDNYKNMIIDQVNSYTKKGYKVLVLSYKN-------------------SDVIDNKNLI

Efa6            ---------YQSEVEHYTSQGYRLLVFGKY-----------------LGEFQETLAAEVQ

Ljo8            ---------YEKEINQYTRQGYRVLVFGKYP--------------HALRDEKEKLVEHVE

Efa10           ----------PEAVFTAQENGYRVLMLAIAE--------------QQPLNETKMP--YLE

Stth5           ----------PKAVDKAQARGSRVLILAWSQ--------------SGIATETMILPNDIE

Oye3            ---------IQKDFETYTKSGYRALLLAKSPEPCIS---------QITCKNQKLHDIPCI

3.A.3.23.1      ---------ALAETGRLNEQGLRVLLLARAAR----------------DLDDPEVAEGVE

Bce2            -----------GISASLEKEGKTVVYISDEGGI---------------------------

Lin1            -----------GAFERLASEGKTIVYVAKEGEI---------------------------

Lin7            -----------DRFKQYFQKGNTIILAAKEEEV---------------------------

Efa3            -----------KQTTKLASEGKTVVYFAENEQV---------------------------

Oye5            -----------AQTQKFLYEGKTIVYFSCNNHI---------------------------

Bce3            -----------FKQP---ETVGTLVHVAVDGRY---------------------------

Tte7            -----------CVTG---DSTGTIIHVAIDNKY---------------------------

Cac3            -----------VKEEAFRNDIGTVIYVSCEGSF---------------------------

Efa9            -----------APEV---KEAGTLIFVAIDNQF---------------------------

Syth2           -----------VPPGD--DGASTVVHVAADGAW---------------------------

Gka1            -----------EQITTLQTQGKTVMALGTEKEI---------------------------

Gka2            -----------EQITTLQIQGKTVMALGTEKEI---------------------------

Oih1            -----------QQIEDMQLEGKTVIILGTHQDI---------------------------

Lin9            -----------Y--RQFQEQGKTAMYFGTDEQI---------------------------

3.A.3.6.1       -----------NNVKILQNQGKTAMIIGTEKTI---------------------------

Gka3            -----------KQISAFRDEGKTVMAVGTADRL---------------------------

Syth5           -----------RTAGQVETRGETAVLVIADGRP---------------------------

Chy1            -----------KTLQEIEEKGQTAILVAKENIP---------------------------

Ljo10           -----------KTINHLSQLGNSIVAFANEDQS---------------------------

Bce6            -----------KSMEALEREGKTAMLIAIDKE----------------------------

Gka4            -----------DKMVELEKQGKTVMLVAIDGQ----------------------------

Oih2            -----------EHLLELENEGKTAMLIAIDGK----------------------------

Sau4            -----------DDLTHYERDGKTAMLIAVNYS----------------------------

Syth4           -----------AQMAELEAAGKTAMLAAVDGA----------------------------

Tte6            -----------DKVEELELQGKTAMILASHDR----------------------------

3.A.3.5.1       -----------EQALELEQAGKTVMFLANEEQ----------------------------

Lin6            -----------ELIQSWMNAGKTVVAMAIDGT----------------------------

Cac4            -----------DYVDDLAKQGKTPMYIAIDKQ----------------------------

Efa1            -----------QQADRLAEEGKTPMFVAKDGS----------------------------

Stth4           -----------ADFQNLTADGETPIFLAEDGK----------------------------

Ljo13           ------------QATKLQEEAKTVVYVGLNGE----------------------------

Chy2            -----------EIAKKLKGEGKTLVYFAADHR----------------------------

Efa5            -------------KTNYQEQGNTLSYLIIAGQ----------------------------

Stth2           -------------IAQYLDLGLTLSFLINEQQD---------------------------

Oih4            -------------FQSLSEAGKTVIFIVKQDS----------------------------

Efa12           ---------------------KTTIHISRNGT----------------------------

Ljo12           ---------------------STAVFVSIDNK----------------------------

Bce5            -----------QKADFISKEGGTPLVVAVNNR----------------------------

Gka5            -----------EKSEQIAKQGGTPLAVSVGAD----------------------------

Tte4            -----------KEVEKISLLGGTPLVVVKDNE----------------------------

Cac5            -----------EAVNKVAKLGGTPLVVCVDNK----------------------------

Lin8            -----------DKVNNISKLGGTPLVVCAEEK----------------------------

Sau1            -----------ALVKGVSKKGGTPLVVLEDNE----------------------------

Sau2            -----------SLCMDVSSKGGTPLIVIENNV----------------------------

Efa2            -----------KIVDKIARAGGTPLVVIKNNR----------------------------

Lin3            -----------TIVSKVAGAGGTPLVVVRNNK----------------------------

3.A.3.7.1       -----------QKVDQVARQGATPLVVVEGSR----------------------------

3.A.3.3.4       ---------VEEIVDKLAENGYRALGVAVYKNG------------------------RWH

Stth1           NFTDDIKARFQELSLEQANRSMRLLAILNTDGN------------------------NKV

Upa1            -----------SSTSTNLLASNIIFSINKKVQS---------------------------

Cac1            ELTQEAINSIKMADIQMSNESLYVMAFAYRNFSYK-------------PSSDENIESNLV

Tte1            FIGLIGMIDPPRREAKHSVEICKKAGIK-PVMITGDHKITASAIARELGILE----DNDE

Tte3            FIGLVALMDPPRKEVREAVEVCKRAGIK-PVMITGDHKITASVIAREIGILE----EGNK

Bce1            FIGLVGMIDPPRTEVKDSIKECKKAGIR-TVMITGDHKDTAFAIAKELGIAE----EISE

Cac2            FLGIAGMIDPPRLEVKDAVLKCRVAGIT-PVMITGDHKNTAFAIAKELNICS----DVSE

Tte2            FVGLEGMIDPPRKEVYDAVLKCKMAGIK-PVMITGDHKVTATAIAKELNILG----EGER

Syth1           FLGLLGMIDPPRPEVKQAVAAARRAGIR-TVMITGDHPATALAVARELGIVG----AEGR

Efa4            LLGLIGMIDPPRPESKGAIARAKKAGIK-TVMITGDHVVTASAIAKELGILK----DKSE

Lin2            FAGMVGMIDPPRPESKAAVLAAKKAGIK-TVMITGDHIVTASAIAKEIGILT----DGDK

Syth3           LIGLIGMTDPPRPESAAAVRKAHEAGIR-TMMITGDHATTALAIARQVHIAG----ADDR

Efa11           FAGLVGMIDPERKEAADAVKVAKEAGIR-PIMITGDHRDTAEAIAARLGIIK-EGD-DDA

Stth3           FSGLVGMIDPERPEAAEAVRVAKEAGIR-PIMITGDHQDTAEAIAKRLGIID-PNDTEDR

Ljo11           FAGLVGMIDPERPEAKAAVAEAKSAGIR-TVMITGDHQITAAAIASRLGILEESPDKNKA

Ljo6            FIGLVSEMDPPRKESVAAVARAKEAGIR-TVMITGDHKVTAVAIAKKIGVFT----DGDL

Lin5            LVGLTAMIDPPREAVYASIEESKKAGIR-TVMITGDHKTTAQAIGRDIGLMD----ADDI

Efa13           FAGLAGIIDPPKESAIQAVKESQEAGIS-VKMITGDHKDTAQAIGEQVGLKH---TKK--

3.A.3.2.4       FLGLQGMIDPPRPEAIAAVHACHDAGIE-VKMITGDHISTAQAIAKRMGIAA---EGDGI

Oye2            FLGAVAMEDPIRKEVMQAIFKCNQARVT-PIMITGDHLKTAFVIAKKLNILS---KPQDL

Mfl1            FIGAVAMIDPVRKEAVQAIEEAHAAGVE-VCMITGDHAITALAIARDLGLAY----EEKQ

Mmy1            FIGAVGMIDPIRKEALIAIQQAKAAGIK-TIMITGDHAITALAIARDLDLAY----TQYE

Upa2            FVGLIGMIDPPRPETQEAVKIAIKAGIR-PIMITGDHINTASAIAKQVGILN----EGQE

Ljo4            ------------------------------------------------------------

Oye1            FLGFAVNYDPPREEVKEAVKNLTQAGLK-ITIITGDYSLTAAAIGKQVGIIQ----DKFV

Efa7            LQGYLAFLDPPKETAAAAIHALHQHNVA-VKVLTGDNQYVTHSVCKEVGLAG------EK

Tte8            LMGFLAFLDPPKETAPHAIKALKEHGVE-VKILTGDNEIVTKKVCKEVGIPV------QN

Ljo7            LTGFLAFLDPPKDSAKAALTALKRDGIT-VKILTGDNEAVTRNVGKQVGLDI------AC

Efa8            LIGFMGFLDPAKESAVSAIRSLHEHGVN-VKVLTGDNDIVAKKVCKDVGIEV------SH

Lin4            IAGFLGFRDPVKASTKEAITQLFKNQIN-VKVLTGDNEIVTKRICEEVGIPA------NG

3.A.3.4.1       LEGYIAFLDPPKETTAPALKALKASGIT-VKILTGDSELVAAKVCHEVGLDA------GD

Mfl2            FYGFGTFFDKPKKTSKKLIKNLASKGIS-TKVLTGDNEIITRAICKNVDFEI------TK

Mmy2            FMGFASFLDTPKPSTKQTIRLLKKYGVD-LKILTGDSEPITRAICKMVNLDI------KG

Oye4            LIGLLTFLDPIKESSTQTIASLQQKGII-VKILTGDNDILTKAIAQKLNIQT------TY

Mmy3            YLGMVVFSDQIRENVKQVIDTFKVYDID-IKVLSGDNLYTCKNVCDQVGINS------NT

Efa6            PLGYILLWNPIRKEAKATFEYFAEQNVA-IKVISGDNPLTVSNVAQAAGIIG-------A

Ljo8            LLGYILISNPIRKEAKSTFEYFDRQGVN-IKVISGDNPLTVARVAKQAGIRD-------A

Efa10           PLAILEIDDPIRQNAKETLAYLKEEGID-LKVISGDNPVTVSNIARRAGLPG-------Y

Stth5           ALTLLEIADPIREDAAETLEYLRSEDVT-LKIISGDNPVTVSHIAHQAGFAD-------Y

Oye3            PLALIIIKDTIKKDAVTTIDFFQKNGVC-VKVISGDNHVAVSQIAQRVGIID-------A

3.A.3.23.1      PTALVVLEQRLRPDAADTLRYFADQDVR-AKVISGDNAVSVGAVAAKLGLSG-------A

Bce2            -LGLIALKDTLRQETIAAIRDLQSIGVE-AIMITGDNEETAKAIASESNIK---------

Lin1            -VAMFALKDTCRPEAIRTIQALKAKGIK-TIMVTGDNAQTGAAIQAELGMD---------

Lin7            -VGYFSLSDQIRRQSADAVANFQKEGIK-VTLLTGDNEEVTETVAEVVGVD---------

Efa3            -IGLVALMDVPNEEAMNAIHYFKSQNIE-TTMITGDAKLTGEAVGRLVGVD---------

Oye5            -VMVLALLDKLRPQAYHLMQYFNHKNIY-TAVITGDTQQSAYILQKKLHLK---------

Bce3            -AGYIVISDEVKEDSKQAIQKLKELGIKKTVMLTGDAKPVGEAVGKELGLD---------

Tte7            -CGYILISDEVKEDSPKAIESLRKMGIKRIVMLTGDNKVVSDKIAASLGID---------

Cac3            -VGSILISDKLKEDTIKAIEALKRINIK-PIMFTGDNKKAALKVSQKIGID---------

Efa9            -AGYLVIADQLKPDAISAIKELKAEGVKQTVMLTGDNQQVAEAIAKEVGVD---------

Syth2           -LGRIAVADQAKPTAGQAVERLRTLGVSRQVMLSGDDHRVAEAVGRSLGLD---------

Gka1            -LALIAVADEIRESSKEVIRKLHQVGIEKTVMLTGDNQRTAEAIGKQVGVS---------

Gka2            -LALIAVADEIRESSKEVIRKLHQVGIEKTVMLTGDNQRTAEAIGKQVGVS---------

Oih1            -LSLYAIADKVRAASKHVVTKLNKLGMS-TVMLTGDNQNTASAIGKQVGVT---------

Lin9            -LGVIAVADEVRDSSAAVISELHKLSIEHTIMLTGDNTKTAESIGKQLGVT---------

3.A.3.6.1       -LGVIAVADEVRETSKNVIQKLHQLGIKQTIMLTGDNQGTANAIGTHVGVS---------

Gka3            -LGLVAAADQLRPSAPETVAALRRLGVAEVVMVTGDHEQTAQAIGRQAGVS---------

Syth5           -LGVLGVADRVRPQARAVVEALRTQGIQRVVMLTGDNERVAAAVAAETGVD---------

Chy1            -VALLAVADVIRDDAGEAIRNIKALGLT-PVLLSGDSKKVALRVSEELEIG---------

Ljo10           QLAVFGIKDQLRPEANAALTRLKELGVKKLVMLSGDNQETAERIAAKLSID---------

Bce6            YAGIVAVADTVKDTSKAAIARLKKMGLD-VVMITGDNTQTAQAIAKQVGID---------

Gka4            LAGIIAVADTVKESSKEAIQTLKQMGID-VYMATGDNQRTAEAIANEVGIE---------

Oih2            IRGTVAVADTIKENAKEAINQLKDMNIQ-VVMLTGDNERTAKAIGRLAGID---------

Sau4            LTGIIAVADTVKDHAKDAIKQLHDMGIE-VAMLTGDNKNTAQAIAKQVGID---------

Syth4           LAGIIAVADTVKPTSAEAIAELHELGLE-VVMITGDNRRTAGAIGRQVGVD---------

Tte6            VYGIIAVADTVKSDSAKAIQKLQAMGIE-VYMITGDNKRTAEAIAKQVGIK---------

3.A.3.5.1       VLGMIAVADQIKEDAKQAIEQLQQKGVD-VFMVTGDNQRAAQAIGKQVGIDSD-------

Lin6            YAGALALSDTPRPEAKEAIQKLQAQGIK-TAICSGDQSVVVENMAKDLGAD---------

Cac4            VKGIIAVADSVKESSAKAIKKLHDMGIE-VAMITGDNKRSADAIAKKVGID---------

Efa1            FAGIIAVADTVKDSSQTAIARLHKMGIE-AVMITGDNKRTAEAIAKQVGID---------

Stth4           LIGLFGVSDQVKADSADMVAALHQMGKE-VIMLTGDNDQTAQAIAQKVGIK---------

Ljo13           IIGLIAIQDIPKSSSKEAISELKKRGLK-TVMLTGDNEKVAQAIANEVGID---------

Chy2            LVGVIALADTVKESSAKAIELLKKKGYI-PVMLTGDNEVTARAIAQKVGIS---------

Efa5            LVALLALGDKVKPEAKTFIAELQAQGIT-PVMLTGDNQTAASAVANYLGMK---------

Stth2           VLGFIALGDSPKADAKAFINGLLAQGIT-PVMLTGDNKETAQKIASALNIP---------

Oih4            FIGMIALADQVKDSSKEAINRLHELGIH-AQMLTGDNEKVAKGVANQIGID---------

Efa12           YLGRITFTDTVRPEAKETMEKLHQLHLQRILMLTGDQESVAETIAAEVGIT---------

Ljo12           FAGYITFQDQIRKNTPETIARLRRQGVKQIMMLTGDRRSVADKVAKEAGIKES-------

Bce5            IYGLIYLKDTVKPGMRERFEQLRQMGIK-TVMCTGDNPLTAATIAKEAGVD---------

Gka5            IVGIIYLKDTVKPGMRQRFDELRKMGIK-TIMCTGDNPLTAATIANEAGVD---------

Tte4            VLGVIYLKDTIKPGMKERFKQLRAMGIK-TIMITGDNPLTAKTIAEEAGVD---------

Cac5            IYGVIYLKDTVKPGLVERFERLREIGIK-TIMCTGDNPLTAATIAKEAGVD---------

Lin8            IYGVIYLKDTIKPGLVERFERLRSIGIK-TIMCTGDNPLTAATIAHEAGVD---------

Sau1            ILGVIYLKDVIKDGLVERFRELREMGIE-TVMCTGDNELTAATIAKEAGVD---------

Sau2            MLGVIYLKDVIKDGLVERFTELRKMGIE-TVMCTGDNALTAATIAKEAGVD---------

Efa2            VMGVVYLKDIVKNGVKEKFADMRKMGIK-TIMITGDNPLTAAAIAAEAGVD---------

Lin3            VLGVIYLKDIVKNGVKERFLDLRKMGIK-TIMITGDNPMTAAAIAAEAGVD---------

3.A.3.7.1       VLGVIALKDIVKGGIKERFAQLRKMGIK-TVMITGDNRLTAAAIAAEAGVD---------

3.A.3.3.4       FAGIIPLYDPPREDAPLAVKKIKELGVI-IKMVTGDHVAIAKNIARMLGIGDKIISISEL

Stth1           LIGIVCIRDNVRSSIKQTVETMNRAGVQ-VVMVTGDRKETAVAIAKEAGIVTG---ENDL

Upa1            ---ILVFEDEIRADAYETIKVLHENNIE-TYMITGDSFNVAQKIAKELGIKH--------

Cac1            FVGLIGFESIFKEDVENAVEKCFVNSVK-PIIFTEDGKLTAISMGRKIKVVK----DATE

Tte1            AVTGEDLDRISDDELAERIKRIS--VFARVSPEHKMRIVKAWQKRG------AVVAMTGD

Tte3            ILSGEELEKISDEKLTEIVKEIS--VFARVSPQHKLRIVKAWQKNN------AVVAVTGD

Bce1            IMIGTELDNVSDTELASKINHLN--VFARVSPEHKVKIVKALRAKG------NIVSMTGD

Cac2            VISGEELDKLSEKDLYKKTDKIR--VFARVSPEHKLKIVRAFKKKN------KVVAMTGD

Tte2            VITGKDLDEMTDKELEKTCTNVS--VYARVTPKHKYRIVRALKNRG------FTVAMTGD

Syth1           AVTGRELDQLSHSELIAAVEECQ--VFARVSPQHKLQIVRALKELG------EVVAMTGD

Efa4            ALSGSELKKMSDEELDKRVKDLS--VYARVTPEDKIRIVQSWQRSG------AVVAMTGD

Lin2            AITGAELAEMSEADLEKNIRDYA--VYARVSPEDKIRIVKAWQKNG------EIVTMTGD

Syth3           VLSGPDLEEMDDAALEKAVRTVP--VYARVSPDHKLRIVEALRRQG------HVVAMTGD

Efa11           VITGAELNELSDEKFAQVVGHYS--VYARVSPEHKVRIVKAWQQEG------KVVAMTGD

Stth3           VITGAELNELSDEEFQKVFKQYS--VYARVSPEHKVRIVKAWQNEG------KVVAMTGD

Ljo11           VITGAELDKLSDEYFNEHVQDYS--VYARVSPENKVRIVKAWQANN------KIVAMTGD

Ljo6            ALTGLELDALSDKELDQQIEKVA--VYARVSPENKIRIVNAWQRKN------HIVSMTGD

Lin5            ALTGQELDAMPEEELDKKLEHIA--VYARVSPENKIRIVKAWQKKG------KITAMTGD

Efa13           VLEGLEIDAMSDEELAQHVQKVD--VFARTTPEHKLRIVTALQNNG------EIVGMTGD

3.A.3.2.4       AFEGRQLATMGPAELAQAAEDSC--VFARVAPAQKLQLVEALQEKG------HIVAMTGD

Oye2            AITGDELAQMPEEEFLEKLLQIK--VYARTNPHHKLKIVKAWQKKG------FVVAMTGD

Mfl1            VISSDKLDTMSDAELEEVIDNIR--VFARVNPEHKVKIVATLQKKG------YIVSMTGD

Mmy1            VMSSEKLEQYTDQELESAIDNIK--IFARVNPEHKVRIVQALQKKG------YIVSMTGD

Upa2            VLNGNELNMMSDNELINNIDRYS--VYARVSPTDKIRIVKAWQHHD------KVVSMTGD

Ljo4            -----IMDNLDLATIDTVERDLTFLRVNRYDGSAKSRSL---------------------

Oye1            GLDGCDLDKMSLEQLQEVLKSPHPVVFSRTTPKHKLKIVQAYRNNG------EVVGVTGD

Efa7            IITGNELQQLNQEELRKTVQAYN--IFAKITPDQKVRIVNALTENG------QTVGFLGD

Tte8            VLLGEEIENMTDDELAEIAERTT--IFAKLTPMQKARIIKALRTKG------HVVGFLGD

Ljo7            VYQGKDLENKSSAELKKMVEECD--VFVKLSPQQKAQIIQLLRENN------HTVAYMGD

Efa8            VLLGSQIEAMTDEELRAQVEETN--LFAKLNPMQKSKIIELLQAKG------HTVGFMGD

Lin4            FLLGGDIEDLSDEELTRELRKYH--IFAKLTPMQKSRIIGLLKKAG------HTVGFLGD

3.A.3.4.1       VIIGSDIEGLSDDALAALAARTT--LFARLTPMHKERIVTLLKREG------HVVGFMGD

Mfl2            LFSGAEIEAMDDRQLHKAVVEAN--VFVKLSPIHKSTIIAALQAQG------HVVGFMGD

Mmy2            LVTGEEIDAASEYELKKIVEDNN--IFVKLNPLQKVKIIQVLKQNN------HVVGYMGD

Oye4            CLQGSIIDNLSDDALYEASQKTN--LFTKLSPEQKARIVSVFKQKG------NIVAFMGD

Mmy3            SLIGKQINNLTKEELIKISQSVN--IFYKLSPLDKAKIIDSLKSN-------NVVGFLGD

Efa6            ENYVDARTLTTMEAQTEALEKYT--VFGRVTPEQKKQFVLLLKKLD------HTVAMTGD

Ljo8            DKLIDATEISEGD-YEEVVKKYN--VFGRVKPDQKKKLIKALQKNG------NTVAMTGD

Efa10           ESYIDLSTKTTEAEVREAVQQYT--VFGRVSPQQKRTIVRELKDTE------HVVAMTGD

Stth5           QSYIDCS-KVSDEELEALAEDTA--IFGRVSPHQKKLLIQTLNANG------HTTAMTGD

Oye3            YKTISLEGLSDQE-VIQIATKYN--VFGRTSPQQKKILIQTFKQAG------QKVAMTGD

3.A.3.23.1      TVDARRLPAEREE-MAGALDEGT--VFGRVTPQQKRDMVAALQSRG------HTVAMTGD

Bce2            ------------------------EYYASCLPETKVETIKKLKEKYGT------VAMVGD

Lin1            ------------------------RVVSGCLPEKKVDVLKELSLTYGS------VAMVGD

Lin7            ------------------------DYKASMLPEDKIAYVRESQDKEEV------VGMIGD

Efa3            ------------------------QVFANVLPEEKSAIVDQLKREVGM------TGMVGD

Oye5            ------------------------AAWGDILPAYKLEKVQELQKEKGT------TVMVGD

Bce3            ------------------------EVHAELLPQQKVEEIEKIDAAKHG---KEKIAFVGD

Tte7            ------------------------EVYSQLLPNEKVGVLEKLYADNK----KGKLIFVGD

Cac3            ------------------------DVKYELLPQDKVYNMEKIFEGNM----SGRVAFVGD

Efa9            ------------------------KVYAELLPDGKVDRLEELLKASSP---KNKVAFVGD

Syth2           ------------------------EVRANLLPEEKVAAVEEIDAARRTAGRTGALAFVGD

Gka1            ------------------------DIKADLLPEDKLNFIKELRDKHQS------VAMVGD

Gka2            ------------------------DIKADLLPEDKLNFIKELRDKYRS------VAMVGD

Oih1            ------------------------NVKSNLLPEDKLKYIKELTNNDQK------TAMVGD

Lin9            ------------------------EIKGDLMPQEKLDSIKALRTTYNK------VAMVGD

3.A.3.6.1       ------------------------DIQSELMPQDKLDYIKKMQSEYDN------VAMIGD

Gka3            ------------------------DIRAELLPEQKLAAIRELKERCGM------TAMVGD

Syth5           ------------------------EFQANLLPGDKLRAIEELERLYGP------VAMVGD

Chy1            ------------------------KWYGEVLPQEKLTVIKELQESGRK------VIMVGD

Ljo10           ------------------------EVHGQMLPQDKAAFVKKERAKGHH------IAFIGD

Bce6            ------------------------HVIAEVLPEGKAEEVKKLQANG------KKVAMVGD

Gka4            ------------------------HVYAEVLPENKANIVEELQKQG------KRVAMVGD

Oih2            ------------------------HIIAEVLPEEKAENIKALQKDG------TAVAMVGD

Sau4            ------------------------TVIADILPEEKAAQIAKLQQQG------KKVAMVGD

Syth4           ------------------------RVLAEVLPGDKAQHVEQLKEGGR-----KVVAMVGD

Tte6            ------------------------NVLAEVLPEHKALEIMKLQKMG------KVVAMVGD

3.A.3.5.1       ------------------------HIFAEVLPEEKANYVEKLQKAG------KKVGMVGD

Lin6            ------------------------MFFAEQLPNDKSALVEKLQQEG------HIVAFVGD

Cac4            ------------------------RVLAEVLPEDKASEVKKLQAGG------KKVAMVGD

Efa1            ------------------------RVLSEVLPEDKALEVKKLQAEG------KKVAMVGD

Stth4           ------------------------RVISQVLPQEKSRVISDLQVEG------KSVIMVGD

Ljo13           ------------------------QVIAGVLPNEKAEHIQELQQNG------DKVAFVGD

Chy2            ------------------------EVVAGVLPEGKVEAIKAYQEKG------YMVAMAGD

Efa5            ------------------------EYYAELLPEDKEKIVQQYLTEG------HQVMMVGD

Stth2           ------------------------EFRAELKPEDKAEIVKEYQKK-------AGVLFIGD

Oih4            ------------------------EVIAQVLPHEKADKIQQLQQEN------KRVAMTGD

Efa12           ------------------------EVHGECLPQDKLTILKELPKEN------HPVIMVGD

Ljo12           ------------------------EVHADLLPAQKIQAIRDVKPDL------RPVAMVGD

Bce5            ------------------------EFVAECKPEDKIAVIKAEQDKGK------LVAMTGD

Gka5            ------------------------EFIAESKPEDKIRVIREEQAKGN------LVAMTGD

Tte4            ------------------------EFIAESKPEDKINVIKREQAQGR------LVAMTGD

Cac5            ------------------------GFIAECKPEDKIEAIKKEQDEGK------LVAMTGD

Lin8            ------------------------SFIAECKPEDKIKVIKDAQSKSK------VVAMTGD

Sau1            ------------------------RFVAECKPEDKINVIREEQAKGH------IVAMTGD

Sau2            ------------------------RFVAECKPEDKIKVIKDEQAKGH------IVAMTGD

Efa2            ------------------------DFLAEATPENKMNLIREYQEKGH------LVAMTGD

Lin3            ------------------------DFLAEATPEAKLELIREYQREGH------LVAMTGD

3.A.3.7.1       ------------------------DFLAEATPEAKLALIRQYQAEGR------LVAMTGD

3.A.3.3.4       LKKLKRGEIKEEKFDEIVEEADG---FAEVFPEHKYKIVDSLQKRG------HLVAMTGD

Stth1           VLTHDELSALSDQELKQQLPHLK--VVSRALPMDKKRLIEVAQELD------MVAGMTGD

Upa1            -------------------------FYAQVKPEEKANIIKKIQNDQ------KTVMYVGD

Cac1            VLSGVEMDNMSEEEIKNNIEKIS--VYSRVSEENKRDVIKNFKELG------YNVLSSGS

                                                  *   :                     

Tte1            GVNDAPALKQADIGVAMGITGTDVAKEAADMVLTDDNFATIVAAVEEGRTIFANIKKAIH

Tte3            GVNDAPALKQADIGIAMGITGTEVAKEASDMILKGDNFATIVAAVEEGRTIFANIKKAIH

Bce1            GVNDAPSLKQADVGVAMGITGTDVAKGAADVVLTDDNFSSIVKAVEEGRNIYRNIKKSIL

Cac2            GVNDAPAIKEADIGISMGVSGTDVTKEASSMILLDDNFATIVAAVEEGRVIYNNIRKFIR

Tte2            GVNDAPALKEADIGIAMGKGGTEVAKEASSMILLDDNFATIVAAVEEGRIIYDNIKKFIR

Syth1           GVNDAPAVKEADIGIAMGRTGTDVTKEASAMILADDNYATIVAAVEEGRGIYDNIRKFIR

Efa4            GVNDAPALKASDVGCAMGITGTDVAQGASDMILTDDNFATIVDAVAQGRAVYRNIRKAIN

Lin2            GVNDAPALKAADVGAAMGITGTDVSKNAADMVITDDNFATIVDAVKEGRTAYENIRKTIY

Syth3           GVNDAPALKRADIGVAMGVVGTGVARGAADMVLMDDNFATIVAAVEEGRTIYANIQKATF

Efa11           GVNDAPALKAADIGIGMGITGTEVSKGASDMVLADDNFSTIIVAVEEGRKVFSNIQKTIQ

Stth3           GVNDAPSLKTADIGIGMGITGTEVSKGASDMVLADDNFATIIVAVEEGRKVFSNIQKSIQ

Ljo11           GVNDAPSLKQADIGIGMGITGTEVSKGAADMVLADDNFATIVEAIKQGRKVFANIQKAIL

Ljo6            GVNDAPALKKADVGVAMGITGTEVSKDAASMILTDDNFATIIKAVANGRTVYENIRNAIG

Lin5            GVNDAPALKQADIGVAMG-SGTDVAKDSAAMILTDDNFVSIVDAVGVGRTVFDNIKKSIA

Efa13           GVNDAPALKKADVGIAMGIKGSEVTKQAADMVLADDNFHTIAKAVKEGRRIFDNLKKTIT

3.A.3.2.4       GVNDAPALKRADIGIAMGKGGTEVARESSDMLLTDDNFASIEAAVEEGRTVYQNLRKAIA

Oye2            GINDSLSIKQANVGIAMGIAGTDVCKMASDMILTDDNFATITNALEEGRNIFNNIKKSLV

Mfl1            GVNDAPSLSKADIGVAMGITGTDVAKQASDVILTDDNFATIMTGVNEGRNVYQKIKRAIT

Mmy1            GVNDAPSLAIADIGVAMGVSGTDVAKQAADVILTNDDLNTMMVGVLEGRNVYQKIRRAIV

Upa2            GVNDAPALKAADIGCAMGITGTDVSKASSDMILIDDNFATIINAVSLGRSIMDNIKRIIV

Ljo4            ------------------------------------------------------------

Oye1            GVNDILALKAAHIGIAMGKAGTDVARNAADMILLDDNFATISKAVLEGRCIYENIKKFIT

Efa7            GINDAGAMRAADVGISVD-TAVDVAKESADVILLRKDLMVLEKGILSGRRVFTNTMKYVK

Tte8            GINDAPAMREADVAISVD-NAVDIAKESADIILLEKSLMVLEEGVVEGRKIFGNIMKYIA

Ljo7            GINDAPAMKAADVAISVD-TAIDIAKKSADIILLHKDLMILEKGVQIGRQVFGNTMKYIK

Efa8            GINDAPALRKADVGISVD-TAADITKDASSIILLEKSLNVLESGVIEGRKVFSNMMKYIK

Lin4            GINDAPALRKADVGISVD-TAADITKDASSVILLEKSLTVLNDAVMEGRNVFGNILKYLK

3.A.3.4.1       GINDAPALRAADIGISVD-GAVDIAREAADIILLEKSLMVLEEGVIEGRRTFSNMLKYIK

Mfl2            GINDAPVLRESDVAISFS-EASNIAQDAADMILTSESLMAIENAVIEGRKSLANMLKYIK

Mmy2            GINDAPVLRQSDVAISVN-NATEIAKDASDIILLEKSLLVLEKGIIQGRTIFGNILKYIK

Oye4            GINDASAMKQANLGICVD-SGAEITKEIADIILLEKQLIVLEQGVVEGRKTYTNALKYIK

Mmy3            GVNDAVALKKADVGISVN-NASSLAKQSADVILLEKDLNALEHAFIIGRKTFSNAIKYIK

Efa6            GVNDILAMKEADCSIAMA-SGNQATAQASQVVLLDSDFSTMPEVVFEGRQVVNNIERSSS

Ljo8            GVNDILAMKTADCSIAMA-SGNSAAVQASQVVLLDSDFARMPKVVDEGRKVVNNIERSAS

Efa10           GVNDVLALREADCSIAMA-EGDGATRQISNLVLLDSDFTTLPDVLFEGRRVVNNVTRVSS

Stth5           GVNDILALREADCSIVMA-EGDPATRQIANLVLMDSEFKDIPEILFEGRRVVNNIAHIAP

Oye3            GVNDILALKEADLSIAMA-SGSQATCNIANLVLLDSNFSSMPKVVFEGRRIINNLDKISI

3.A.3.23.1      GVNDVLALKDADIGVAMG-SGSEATRAVAQIVLLNNSFATLPSVVAEGRRVIGNITRVAT

Bce2            GINDAPALATASIGVAMG-EGTDVALETADVVLMKNELSRLSQAIRLSKRMNRIVKQNVI

Lin1            GINDAPALAHAAVGIAMG-EGTDIAMETADVVLMKNDLEKIPYAYTLSERLHWISWQNIC

Lin7            GINDAPALANADIGIAMG-SGSSVAMESSDVVVVKNDLSKLFYSYKLSKKLNKIILQNVI

Efa3            GINDAPALVNADIGVAMG-DGTDIAIDVADVVVMKNDLSKLGYAHRVSKRLNKIVQQNII

Oye5            GVNDAPALTAADVGIAMQ-NGTDVAMNVADAVLMQNDLSKIIYTHQVAVKLRKIIWQNII

Bce3            GINDTPVLARADVGIAMGGLGSDAAIEAADIVIMTDEPSKIATAVKIAKRTRSIVWQNII

Tte7            GINDAPVLARSDVGVAMGGIGSDAAIEAADVVLMTDEPSKLVTAIKISKRTKLIVWENIL

Cac3            GINDAPVLARADVGISMGSFGSDAAVEASDVVIMTDEPYKIYEAVLIAKSTRSIVWQNIV

Efa9            GMNDAPVLARADVGIAMGGLGSDAAIEAADVVIMNDEPSRIASAIKLSRKTLRIVKQNII

Syth2           GINDAPVLARADVGVAMGALGTDAAIEAADVVIMDDDPAKLATGVSVGRRTRQIVHQNIA

Gka1            GVNDAPALAASTVGVAMGGAGTDTALETADIVLMSDDLSKLPYTIKLSRKALAIIKQNIT

Gka2            GVNDAPALAASTVGVAMGGAGTDTALETADIALMSDDLSKLPYTIKLSRKALAIIKQNIT

Oih1            GINDSPALAASTVGIAMGGAGTDTALETADIVLMSDDLNKLPYTMNLSRKTLRIIKENII

Lin9            GINDAPALAASTVGIAMGGAGTDTALETADVALMGDDLQKLPFIVRLSRQTLKVIKQNIT

3.A.3.6.1       GVNDAPALAASTVGIAMGGAGTDTAIETADIALMGDDLSKLPFAVRLSRKTLNIIKANIT

Gka3            GVNDAPALAAADIGVAMGGAGTDAALETADVVLMADDLRQLPYTVHLGRRTLAVIRQNIA

Syth5           GINDAPALARASLGVAMGGAGNDAALESADVVLMADDLARLTDVFRMGRLARKVVGQNLA

Chy1            GINDAPALAAADAGIAMG-EGSGLATTTAKIVLLSGKLNNIPFLIKLARQSRAIVKQNII

Ljo10           GINDSPALANANVAIAVG-SGTDVAIEVSDIVLVKNDLRKIAYALGLSKKTILNMNENIG

Bce6            GINDAPALATANIGMAIGTG-TDVAMEAADITLIRGDLNSIADAIFMSKMTIRNIKQNLF

Gka4            GINDAPALAKADIGMAIGTG-ADVAIETADVTLVGGDLRHIPKAIELSRQTMKNIRQNLF

Oih2            GINDAPALAVADIGIAIGTG-TEIAIEAADITILGGDLLLVSKAIKISQATIKNIKQNLF

Sau4            GVNDAPALVKADIGIAIGTG-TEVAIEAADITILGGDLMLIPKAIYASKATIRNIRQNLF

Syth4           GINDAPALATADLGIAIGTG-TDVAIETASVTLMNGDLKGIAQALRLSRQTMRTIKENLF

Tte6            GINDAPALATADVGIAIGTG-TDVAIETSDITLLSGNLMGIVTAIKLSKATMRNIYQNLF

3.A.3.5.1       GINDAPALRLADVGIAMGSG-TDIAMETADVTLMNSHLTSINQMISLSAATLKKIKQNLF

Lin6            GINDAPALAASDIGISIGTG-TDIAIETGDVTLVSHRLTLIPETIELSKATMRNIRQNFF

Cac4            GINDAPALAQADIGMAIGKG-TDIAMESADIVLMKSDLMDVITAIELSKKTIKNIKENLF

Efa1            GINDAPALAQADVGIAIGSG-TDVAMESADIVLMRSDLMDVPTAVELSKATIKNIKENLF

Stth4           GINDAPALATADIGIAMGSG-TDIAMESADMVLMKPNLMDVVKALKISQATITTIKENLF

Ljo13           GINDAPALSTADVGIAMGSG-TDIAIDSGGIVLVQNDLRGVVRALDISKKTFNRIKLNLF

Chy2            GINDAPALTQADVGIAMGTG-TDIAKEAGEVVIVKGDLVDIVNAMDIARATFGKVKQNFF

Efa5            GINDAPSLARASIGIAIGAG-TDVAIDSADVVLTDSDPKDILRFLDLAKQTRRKMIQNLW

Stth2           GVNDAPALATATIGFAIGAG-TSVAISTADVVLVNSNPSDVLDMINISKRMLRKMKQNLW

Oih4            GINDAPALANADLGVAVGAG-TDVAMESADIVLVNSDPKDVVSIIELSRLTYHKMIQNLW

Efa12           GVNDAPSLAAADVGIAMGAHGATAASETADVVILKDDLSKVSQAVEIAQDTMKIAKQSVL

Ljo12           GVNDAPSLMAADVGIAMGAKGATAASESADAVIMVNDISKVNDAVAISKHTMKVAHVDII

Bce5            GTNDAPALAQADVGLAMNSG-TTAAKEAANMIDLDSNPTKIIEVVGIGKQLLMTRGALTT

Gka5            GTNDAPALAQADVGLAMNSG-TMAAKEAANMIDLDSDPTKIIEVISIGKQLLMTRGALTT

Tte4            GTNDAPALAQADVGLAMNSG-TMAAKEAANMVDLDSDPTKIIEVVGIGKQLLMTRGALTT

Cac5            GTNDAPALAQADVGLAMNSG-TTAAKEAANMVDLDSDPTKVLEVVEIGKQLLITRGALTT

Lin8            GTNDAPALAQADVGIAMNSG-TTAAKEAANMVDLDSDPTKILDVVEIGKQLLITRGALTT

Sau1            GTNDAPALAEANVGLAMNSG-TMSAKEAANLIDLDSNPTKLMEVVLIGKQLLMTRGSLTT

Sau2            GTNDAPALAQANIGLAMNSG-TISAKEAANLIDLDSNPTKLIEVVKIGKQLLMTRGALTT

Efa2            GTNDAPALAQADVAMAMNTG-TQAAKEAGNMIDLDSSPTKLLQVVQIGKQLLMTRGALTT

Lin3            GTNDAPALAQADVAVAMNTG-TQAAKEAGNMVDLDSSPTKLIDIVRIGKQLLMTRGALTT

3.A.3.7.1       GTNDAPALAQADVAVAMNSG-TQAAKEAGNMVDLDSNPTKLIEVVHIGKQMLMTRGSLTT

3.A.3.3.4       GVNDAPALKKADCGIAVS-NATDAARAAADIVLLSPGISVIVDAIQEARRIFQRMESYVI

Stth1           GVNDSPALKSADVGFSMG-DGTEVAREASDIVILNNSLTSIEKAVLYGRTMSKSVSKFII

Upa1            GINDLLALKQANVSISIG-ETNKATNAVADISLIKPDILNIYKVIKLTKITKMFIVSSLL

Cac1            KLTELPALNEADLFISYGENSNKIVKRLSDIDFEKNDMGMIANMIINSRKLIIALKNLIN

Tte1            YLLSCNFGEIVTLFIATIL-----GMPMP------LKPVHILWVN-LITDSLPALALGFE

Tte3            YLLSCNFGEIFALFVATIL-----GMSLP------LKPVHILWAN-LVTDSLPALAFGFE

Bce1            FLLSCNFGEIIALFLAILL-----GWATP------LRPIHILWVN-LITDTLPALSLGVD

Cac2            YLLSCNLGEVLTMFLSSVF-----NLQTP------LLPIQILLIN-LATDGLPALALGVD

Tte2            FLLSCNFGEVLTMFFAALM-----SLKLP------LVPIQILMVN-LVTDGLPALALGLD

Syth1           YLLSCNTGEVLTMFLAAVM-----RLPLP------LLPIQILFVN-LVTDGLPAIALGID

Efa4            FLLSCNISEIFIVLIAMLL-----GWGAP------FTAVQLLFVN-VVADGLPGFALGKE

Lin2            FLLSTNFSQIFIMLIAIIL-----GWGAP------VVAVQLLLIN-VVSDGIPGFFLSRE

Syth3           FLLSANVAEMAIMTVAMLA-----GWPVP------LQPIHLLWVN-LVTDSLPAIALGVE

Efa11           YLLSANLGEVLTLFIATML-----NWDT-------LLPVHLLWIN-LVTDTFPAIALGVE

Stth3           YLLSANMAEVFIIFFATLF-----GWDV-------LQPVHLLWIN-LVTDTLPAIALGVE

Ljo11           YLMSCNVGEVLTVFMMTML-----GWDI-------LMPVQLLWIN-LVTDTLPAIALGVE

Ljo6            YLLSGNLSAIITVLFASIA-----ALPVP------FVAVQLLFIN-LVTDSLPALAIGME

Lin5            YLFAGNLGAIIAILFALVL-----DWINP------FTALQLLFIN-LVNDSLPAIALGME

Efa13           FFLPTSLAQGLIVVWALLM-----NHPLP------LTPVQILWVN-MVTTITLSYALGFE

3.A.3.2.4       FLLPVNGGESMTILISVLL-----ALNLP------ILSLQVLWLN-MINSITMTVPLAFE

Oye2            FLLSCNVGEIILILLGNFL-----GIFFFGCDFKILTALQILWIN-LVTDSLPAMALGIE

Mfl1            LLMGFNLANVLSILIISLI-----FKISP------LEATNILYIN-LIVESCLAIAIGMG

Mmy1            LLLGFNFANVISIVIISLL-----LKISP------LTATNILFIN-LVVDSCLAFGIGMS

Upa2            LLLITNLSGLVSLIFGIII-----LGINP------MSSLQILWIN-VIAETLPGIALGLH

Ljo4            ------------------------------------------------------------

Oye1            YVFASNIPQIFPFIAIAFLGVTEP----------YLYVLQILAID-LLTDLIPAIALGAE

Efa7            LTASSNFGNVFSVIPASIFLP-----FLP------IAPIQSLLLN-LIYD-TSCMSVPWD

Tte8            ITASSNFGNVFSVLVASAFLP-----FLP------MAPLQLLFLN-LTYD-LSMASIPWD

Ljo7            ITLSSNFGNILSILVASSFLP-----FLP------MLPVQLLILD-LMYG-TSCLSIPFD

Efa8            ITISSNFGNVFSILVASAFLP-----FLP------MLSLQLLIQN-LIYD-VAQLTIPWD

Lin4            MTASSNFGNVFSVLVASAFIP-----FLP------MLSLHLLLQN-LLYD-FSQLTLPWD

3.A.3.4.1       MTASSNFGNVFSVLVASAFLP-----FLP------MLPLHLLIQN-LLYD-VSQVAIPFD

Mfl2            VTVASNFGNVISVIVALFLTK-----EEP------MLALHLLLQN-LLYD-FVMFALVFD

Mmy2            ITTASNFGNALSVLIGTVWLP-----FSP------MAPAQILLQN-LIYD-FSQFGVALD

Oye4            FTLSSNFANSLSILLASLCLN-----FQP------MIVLQVLFLD-LIYD-LICFAIPFD

Mmy3            ITVASNFGILLTLLLATILFK-----FEV------MSSIQLLIQN-LIFD-FANLVFVFD

Efa6            LFLVKNIFSLLMSVFAMIFAVT-----------YPLQPTQVTLIS-LFTIGIPSTFLALE

Ljo8            LFLVKNIFSFLMAIFSLAFAMS-----------YPLRPAQIALIS-AFTIGLPSFLLALE

Efa10           VFFIKTIYSFILSIICALTAIA-----------FPFIPIQVTLID-LAIEGYPAFFLSFE

Stth5           IFLIKTVYSFLLGLICIGSIVFGKAEYLLV---FPFIQVQMTLAG-QFIEGLPPFVLTFE

Oye3            LFFTKTIIAFMLAVAVILFNFLRR---PCY---YPLSPLKLQFVMDYWSIGIPSLFLSFE

3.A.3.23.1      LFLVKTVYSVLLAILVVCSQVE-----------YPFLPRHLTLLS-TLTIGVPAFFLALA

Bce2            FSLAVIAMLICSNFLQ------------------FLALPFGVIGHEGSTILVILNGLRLL

Lin1            FAIAVILLLITANVFQ------------------VINLPFGVVGHEGSTILVILNGLRLL

Lin7            FSISVIVTLIVLNLFG------------------VLGLPLAVLFHEGSTILVILNGLRLL

Efa3            FSMLVVATLIILNFLG------------------IANIAFSVLIHEGSTLVVIFNGLRLL

Oye5            FAMLVVCILNLCNLFG------------------DMNLPWAVTCHEGSTLLVIFNGLRLL

Bce3            FALGVKGIVLLLGAFG------------------IATMWEAVFSDVGVTLLAVLNAMRVL

Tte7            LALGVKIVVLALGALG------------------VATMWEAVFADVGVALLAVLNSLRLL

Cac3            LALGVKAIVLLLTILG------------------ISNMWEAVFADVGVALLAVLNSLRIL

Efa9            FAIAVKIIVLALGALG------------------LASMQAAVFADVGVTIIAVLNAMRCL

Syth2           FAIGVKAVVMLLGALG------------------LANMWAAVFADVGVALLAILNATRVL

Gka1            FSLGIKALSLLLIVPG------------------WLTLWLAIFADMGATLLVTLNSMRLL

Gka2            FSLGIKVLALLLIVPG------------------WLTLWLAIFADMGATLIVTLNSMRLL

Oih1            FSLGIKLAALLLVIPG------------------WLTLWLAIFADIGATLIVTLNSLRLL

Lin9            FSLGIKLLALLLVIPG------------------WLTLWIAIVADMGATLLVTLNGLRLM

3.A.3.6.1       FAIGIKIIALLLVIPG------------------WLTLWIAILSDMGATILVALNSLRLM

Gka3            VALGLKVLALVAAVPG------------------WLTLWLAVFADMGATLLVTLNSMRLL

Syth5           FAVGVIVMLVVLSLMG------------------RLTLPLAVVGHEGSTILVAVNGLRLL

Chy1            LAIGLKLLALMAILPG------------------WLNLWLAIGADIGVALLVSLNGLRVL

Ljo10           MALLTVLLLFIGLFAG------------------YVEMASGMFIHEFSILIVILNGMRLI

Bce6            WALAYNALGIPIAA-----LG-------------FLAPWVAGAAMAFSSVSVVLNALRLQ

Gka4            WALFYNTIGIPVAA-----FG-------------LLEPWIAGAAMAFSSVSVVANALRLK

Oih2            WAFGYNTAGVPIAA-----IG-------------LLAPWIAGAAMALSSVSVVTNSLRLK

Sau4            WAFGYNIAGIPIAA-----LG-------------LLAPWVAGAAMALSSVSVVTNALRLK

Syth4           WAFIYNVIGIPMAA-----FG-------------LLNPMIAGGAMAFSSVSVVSNSLLLK

Tte6            WAFVYNTIGIPFAA-----MG-------------LLTPAIAGGAMAFSSVSVVTNALRLR

3.A.3.5.1       WAFIYNTIGIPFAA-----FG-------------FLNPIIAGGAMAFSSISVLLNSLSLN

Lin6            WALAYNCAGIPVAA-----LG-------------LLAPWVAGLAMAFSSVSVVTNALRLK

Cac4            WAFGYNVIGIPVAMGILYIFGG-----------PLLNPMIAAAAMSLSSVSVLTNALRLK

Efa1            WAFAYNTLGIPVAMGVLHLFGG-----------PLLSPMIAAAAMSFSSVSVLLNALRLK

Stth4           WAFIYNILSIPVAMGVLHLFGG-----------PLLDPMIAGFAMSFSSVSVVLNSLRLK

Ljo13           WALIYNTIGIPIAAGLFVGLG------------FTLSPELAGLAMAFSSVSVVGSSLLLN

Chy2            WAFVYNTLGIPFAAGVFYPWTK-----------ALVSPELAALLMAFSSVSVTLNTLLLK

Efa5            WGAGYNIVAIPLAAGVLAP-IG-----------IVLNPAVGAVLMSLSTIIVAANAMTLH

Stth2           FGAGYNIIAIPVAAGILYPFTG-----------FYIDPLIAAVLMSISTVIVSINAMGLR

Oih4            WAAGYNIIAIPLAAGILAP-WG-----------IVLDPAVGAVLMSLSTIIVAINARTLN

Efa12           IGIFICVLLMLIASTG------------------IIPALIGAMLQEVVDTVSILSALRAR

Ljo12           TAICIVILIELIAFTG------------------IIPAFWGAILQEVVDLITILLALLAI

Bce5            FSIANDIAKYFAIIPAMFTLAIP--------QMEALNIMKLTSPLSAILSALIFNAVIIP

Gka5            FSIANDIAKYFAILPAVFVASIP--------QMKSIDILHLHSPASAILSALIFNAVIIP

Tte4            FSIANDVAKYFAILPAIISETLP--------AIKVLDVMKLSSPTNAILSALIYNAIIIP

Cac5            FSIANDVAKYFAIIPAIFTIAIP--------KMQLMNIMHLSTPYSAILSALIFNAIIIP

Lin8            FSIANDIAKYFAIIPAMFLAIIP--------QMQVLNIMHLSSSYSAILSALIFNAIIIP

Sau1            FSIANDIAKYFAILPAMFMAAMP--------AMNHLNIMHLHSPESAVLSALIFNALIIV

Sau2            FSLANDVAKYFAILPALMMSTIP--------EMTSLNIMHLSSPKSAIISALIFNALIIV

Efa2            FSIANDIAKYFAVIPVLFYSIYP--------QLDRLNIMGLGSPLTAILSAVIYNAVVIV

Lin3            FSVANDLAKYFAIIPVLFYGIFP--------QLEALNLMDLTSPTSAILSAIIYNAVIII

3.A.3.7.1       FSIANDVAKYFAIIPAAFAATYP--------QLNALNIMCLHSPDSAILSAVIFNALIIV

3.A.3.3.4       YRITETIRILFFVELCILILG-------------IYPITALMIVLLAILNDIPILAIAYD

Stth1           FQLTVNVTTIAMSLLSPLLGLK-----------EPFTIIQILWVN-LIMDTLAALAFGEE

Upa1            WAFGYNLIFIPLALIG------------------IIPPFISVLIMTTSDIAVVLNSLIFR

Cac1            YVFIWSFNLVAVILLLYMNNLN--------------LKFNIEQILWILFFNVLINGIAIF

Tte1            PPERDIMEKKPRPKGESIFAGGLAYRILFEGMLIGLVTLIAFVIGLKQN-----------

Tte3            PSQEDIMKKPPRPKDESIFSGGLIYRIPFEGAVIGIVTLIAFIVGLEKG-----------

Bce1            PEDPDVMKEKPRHAKESLFSGSVPF-LIFNGVIIGLLTLIAFIAGAKFYTGDTNLFP---

Cac2            PPDKDIMDDKPRDRKEGIFSRGLSEKIIIRGCLIGVCTILSFLVGLYMG-----------

Tte2            PPEKDIMRMKPRDANESVFSRGLGLRIFIVGVLIGISTVGAYVFALGY------------

Syth1           PPEPDVMRRPPRRPDEGVFARRLGIKILGRGTLIGLGTLTAFLIAFFTLPGTPGVAP---

Efa4            PAEKGIMDEAPIPKNEGIFARGLWQKIGINAAVFTVITLFGFYLGAFVPGVSAYVS----

Lin2            KADDSIMERKPIPKNAGIFANGLGKKMATQAVVFTIVTLAGFYIGQFVT-INNSIG----

Syth3           PAEPGIMRQKPRDPREPVLTSRLLTLMAIQAVFLGVAVLAALFLGMRAGAAG--------

Efa11           PAERDVMSHEPRGKKSNFFSGGVLSSVVYQGITQGALTLIVYKMSIMFPAHTAANTN---

Stth3           PAEPGIMTHKPRGRQSNFFDGGVFGAIMYQGVFQTILVLAVYGWGLVFPEHHTQ------

Ljo11           PVEPGIMKNKPRGRKSNFFSGGVASSIIYQGILEGILVLGAYQLGLHVGPHVGS------

Ljo6            PGNPDILKRKPRDPKASLLDKKFVTQISIQGFLISLSVIAAFLLGLRDT-----------

Lin5            KAEPDVMKRKPRDINEGIFAGGTMRAVISRGVLIGIAVIISQYIGMQIS-----------

Efa13           KASADTMKRPPRDVNEGILTKYSIFRIVYVSVL--IMVPGYLMALQ--------------

3.A.3.2.4       AKSPGIMQQAPRNPNEPLITKKLLHRILLVSLFNWILIFGMFEWVNRT------------

Oye2            PQETNSMSPKTYNPKGSLLNKKTYQKIILEGFLIGLLAFVASLIGYYNHDS---------

Mfl1            PLDDTLMKLKPQVGKNGLLK-GLILPIIKIGVLSALCSVGSFFIGMMATDTKAWIDYDFY

Mmy1            PIDRTLLKNKSQLRNKSILN-EIIWPLFKVGLSLSVAQIISFIIGMSATNLDYYNNLSSY

Upa2            LADVNLMRHKPLKKSAPIVNKRMWATIFTNGFFVGLISILLFYLGASSHFNFDFMLMRNE

Ljo4            ------------------------------------------------------------

Oye1            ETDPSLLVQKPRTKNDHLMDAKVLKRSYGFLGIVEGLMSLAFFCAVYNFNTKDN------

Efa7            KVDEEYVEKPKKWEPKSIGNFMRWFGPTSSIFDIVTYLFMYFIVCPAILGGSFFEL----

Tte8            RMDREYIEKPRKWDAANIGHFMIWFGPTSSIFDITTYALMFFVVGPMVIGGSYFLL----

Ljo7            TMNKHYLSEPRKWSTKKLPKFMFYFGPTSSIFDIITFALLFFIVCPQIIGSSYAGA----

Efa8            NVDEEELLSPVRWETNGLAKFTVCIGPVSSIFDILTYLVMWFVFS---------------

Lin4            KMDRSFLKKPHQWEQKGMLRFILCIGPVSSIFDIATFLIMWFVFS---------------

3.A.3.4.1       NVDEEQIQKPQRWNPADLGRFMVFFGPISSIFDILTFCLMWWVFH---------------

Mfl2            NVDEEFLQKPRPFTTKNIIWFAVINGPISSIFDISTFLVL------IFGYKLVPFQG---

Mmy2            RVDATFLTSPQRWQSKDLLPFTTINGTISTFFDLITFAIAGYYFGYINSYNSAIAQN---

Oye4            NVDDIYLQKPRKWDFASIKSFMLWFGFFSFLLDVAFLIGMKFILK---------------

Mmy3            NVDQSSIKKPQKWNIKSIIPFAIFNGLTQVIISFINFMILYFGFN---------------

Efa6            PNHRRIEGKFLFNVLSKAIPGGLTDMLVVGALLICGDILALQKT----------------

Ljo8            NNYNRIRGKFIPNVLSRAIPGGITDMLAVSILVVADMVLELGRP----------------

Efa10           GDKRKVVGKFLPTALKNASVNALLVVANIIAVYLIGQNQGFSSL----------------

Stth5           RNIRPVEKHFLRRSLQLAIPNALMLVISVLIFHLSQVYLGMSST----------------

Oye3            KNNEIISKNFLLNNLKKAFPYASLAFISYVLTFGVRIGFVSTQTPDFKQLE---------

3.A.3.23.1      PNRERARPHFVRRVMRYAIPGGVVAGAATFVTYLVARQHYTGPG----ALD---------

Bce2            KGSK--------------------------------------------------------

Lin1            KSNRK-------------------------------------------------------

Lin7            GSKGPKQEERVSDPSLKSVKV---------------------------------------

Efa3            VNTK--------------------------------------------------------

Oye5            QSPKNPKLKDKKKNTKSFNK----------------------------------------

Bce3            RVKDL-------------------------------------------------------

Tte7            NKK---------------------------------------------------------

Cac3            KK----------------------------------------------------------

Efa9            RVEKMKDNN---------------------------------------------------

Syth2           KQPSSPRRAI--------------------------------------------------

Gka1            KVKE--------------------------------------------------------

Gka2            NVKE--------------------------------------------------------

Oih1            RVKDDV------------------------------------------------------

Lin9            KVK---------------------------------------------------------

3.A.3.6.1       RVKDK-------------------------------------------------------

Gka3            RVKE--------------------------------------------------------

Syth5           MAGRRALPREPVPGLAQAAPGARTESAA--------------------------------

Chy1            WLK---------------------------------------------------------

Ljo10           KFQQKIDDHQVYNQQNKVALDM--------------------------------------

Bce6            RVKLKP------------------------------------------------------

Gka4            RVKL--------------------------------------------------------

Oih2            KLKV--------------------------------------------------------

Sau4            KMRLEPRRKDA-------------------------------------------------

Syth4           RYNPRSRGGIRGDALVKAAAAGVMAFAIWLAFFYTQPFNTVRYDLTIRDLELPVEITVRA

Tte6            RFKV--------------------------------------------------------

3.A.3.5.1       RKTIK-------------------------------------------------------

Lin6            RYKFKS------------------------------------------------------

Cac4            RFKPEYML----------------------------------------------------

Efa1            GFKPSTVKRTSGSQK---------------------------------------------

Stth4           RCKI--------------------------------------------------------

Ljo13           KTKIAGTN----------------------------------------------------

Chy2            RFKPSGKAVG--------------------------------------------------

Efa5            ISKK--------------------------------------------------------

Stth2           YDKK--------------------------------------------------------

Oih4            MK----------------------------------------------------------

Efa12           RIGQ--------------------------------------------------------

Ljo12           VILITEFGGTI-------------------------------------------------

Bce5            LLIPLAMKGIAYKPMSSNALLSRNLLIYGLGGVIVPFIGIKVIDIIVGLFI---------

Gka5            LLIPLAMRGVRYQPMSSEKLLRRNMLIYGGGGVIAPFIGIKVIDLALGLFM---------

Tte4            ILIPIAMRGVKYRPMSANALLMRNLLIYGLGGLIAPFVGIKLIDMIISSIFGM-------

Cac5            ALIPIAMKGVKYRPMKSEALLLRNMIVFGFGGIIVPFVGIKIIDMIITPMVRILNLG---

Lin8            CLIPLAMKGVKYKLQRSEKMLAHNMLVYGVGGMIVPFIGIKLIDLVIAPLLTMMGLG---

Sau1            LLIPIAMKGVKFKGASTQTILMKNMLVYGLGGMIVPFIGIKLIDLIIQLFV---------

Sau2            ALIPIAMKGVKVKGYSIDRIFINNMLIYGLGGLIVPFLGIKLIDMIVQFFV---------

Efa2            ALIPLALKGVRYQEKPASQILSHNLLIYGLGGIIAPFIFIKIIDLILSLIIL--------

Lin3            FLIPLSLKGVKYREMPAGKLLSRNMLIYGLGGLIAPFIAIKLIDMLLTVLGIV-------

3.A.3.7.1       FLIPLALKGVSYKPLTASAMLRRNLWIYGLGGLLVPFIGIKVIDLLLTVCGLV-------

3.A.3.3.4       NVVEPKSPVRWRMREILMLSTALGLSGVVSSFLIFYISDVFLHLT---------------

Stth1           PALDRYMNEKPVAKKANILTGYMKSAIGVASAFITLVCLAILKNVGGIQDFITN------

Upa1            LLKMRLVNKKQIHKLNLKIINEAMLHK---------------------------------

Cac1            SNYKKVITQYDFNLEEEIWHISAASIIFNGIIPAVIILASSAFFSN--------------

Tte1            --------------------------------------IETARTMAFAVLTLSQLAQALN

Tte3            --------------------------------------INVGRTMAFAVMNLSELVQALN

Bce1            ----------------------------LFPERIDDDALLHAQTMAFVVLSFSQLVHSFN

Cac2            ------------------------------------FGLKTSRTMALGTLIMSQLVHVFE

Tte2            ------------------------------------AGLEKARTIAFATLVTVEMIHAFE

Syth1           ----------------------------L----DDPAVLNPARTMALATLVCAQLIHVFD

Efa4            ------------------------------------NSYEVGQTVAFLILAYSSILHVFN

Lin2            ------------------------------------ASYEVGMTMAFVILAWSSVAHIFN

Syth3           ------------------------------------NPVATGSTYAFATLAIGELWWAHS

Efa11           ----------------------------LSAQALYDLQHGDALTMAFATLGLIQLFHAFN

Stth3           -----------------------------------AEIHADALTMAYATLGLIQLLHAFN

Ljo11           ----------------------------------AAMQHADALTMAFLTLGLIQLFHAFN

Ljo6            --------------------------------------PAIACTMAFSTLTFARLLHGFN

Lin5            --------------------------------------PEMSVAMAFTTLILARTLQTFA

Efa13           -----------------------------------FEGQALQQTFLLQSIVLAQAAYMIN

3.A.3.2.4       -----------------------------------YDDLALARTMAIQALVAARVIYLLS

Oye2            ------------------------------------DKIRYAQTFAFMVLAFSQLIHVWN

Mfl1            AQFKINFELSSTTWLGQIHEIMNNVSDGIIRNKILDEYIVFGRTAMFITIVMSPLFFAHL

Mmy1            TKAQNWFLFIQE----NNQILLSNIED-------MHDFVVFGRTNMFITSIISPILFTHL

Upa2            FKELTNLEKIYQDTWSWFGQNHEISNIIHEKILTIKTAIMAGSSLTFVFMGMSLTFNALS

Ljo4            ------------------------------------------------------------

Oye1            --------------------------------------FFLASTMAFGAVIFAQVGNAFA

Efa7            ------------------------------NGADQLLFIGIFHAGWFIESLWSQMLVLHF

Tte8            ------------------------------PAELKAQFVSLFQTGWFVESLWTQTMVVHM

Ljo7            ------------------------------TASQKLLFSAVFCTGWFIESLWTQEMVIHA

Efa8            --------------------------------ANSLATQHLFQTGWFMVGLVSQTLVVHM

Lin4            --------------------------------ANTVAEQALFHSGWFVVGLLTQTLVVHM

3.A.3.4.1       --------------------------------ANTPETQTLFQSGWFVVGLLSQTLIVHM

Mfl2            ------------------------------SVPEGSTNAMQFHASWFVVGLMTQTAVMQV

Mmy2            ------------------------------DSLLAAQSLARFHACWFIIGLLSQTFVFQI

Oye4            ---------------------------------NLSQSPQLFQTSWFIFSMWSQTLTLFL

Mmy3            ------------------------------IKGLDAQSIELFQTCYFIECILTHIMIILV

Efa6            -------------------------------DISTTATLLLVSVGFMVLYKISSPMNRYR

Ljo8            -------------------------------EVATTATMLLVAVGMMVLYHISRPLNKFR

Efa10           -------------------------------DTTTLMYYLLVGISCMAVVRACLPLNPLR

Stth5           -------------------------------DMLTLSYYMMGSTGVLAVIRACIPLNKGR

Oye3            -------------------------------TVSNFVILLSTFILFTVLFRISKPLNLAK

3.A.3.23.1      -------------------------------AETSAATLTLFLISMWVLAIIARPYTWWR

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            ------------------------------------------------------------

Tte7            ------------------------------------------------------------

Cac3            ------------------------------------------------------------

Efa9            ------------------------------------------------------------

Syth2           ------------------------------------------------------------

Gka1            ------------------------------------------------------------

Gka2            ------------------------------------------------------------

Oih1            ------------------------------------------------------------

Lin9            ------------------------------------------------------------

3.A.3.6.1       ------------------------------------------------------------

Gka3            ------------------------------------------------------------

Syth5           ------------------------------------------------------------

Chy1            ------------------------------------------------------------

Ljo10           ------------------------------------------------------------

Bce6            ------------------------------------------------------------

Gka4            ------------------------------------------------------------

Oih2            ------------------------------------------------------------

Sau4            ------------------------------------------------------------

Syth4           GQQVRVSLTNENPDVIHNFIIPEVPHRFLKMVRFDPQLHMHAGGADVEVWVSPGRTAVVE

Tte6            ------------------------------------------------------------

3.A.3.5.1       ------------------------------------------------------------

Lin6            ------------------------------------------------------------

Cac4            ------------------------------------------------------------

Efa1            ------------------------------------------------------------

Stth4           ------------------------------------------------------------

Ljo13           ------------------------------------------------------------

Chy2            ------------------------------------------------------------

Efa5            ------------------------------------------------------------

Stth2           ------------------------------------------------------------

Oih4            ------------------------------------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            ------------------------------------------------------------

Gka5            ------------------------------------------------------------

Tte4            ------------------------------------------------------------

Cac5            ------------------------------------------------------------

Lin8            ------------------------------------------------------------

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       --------------------------------------IAELQSFVFLKLILAGHATIFV

Stth1           ----------------------------------GTGNFEMVTTFTFTVFIYAVIFNSFN

Upa1            ------------------------------------------------------------

Cac1            ---------------------------------------LNIQVFVFWAIIFEQIIYGLF

Tte1            VR-SDKSIFKIGLF------TNKYMIFALIVAILLQVILIVTP-LNAVFG----------

Tte3            VK-SEK-IGIRDKF------SNKHMVIAFLIGVIFVLALVMTP-LNEIFD----------

Bce1            LRSRTKSIFSIGIF------TNKYLVFSLLIGVLMQVCIISIPPLANIFG----------

Cac2            CRSEKHSLFEIKLF------TNIYLLGAVSISVIMLVCVVYIPFMEVLFH----------

Tte2            CRSERHLIFELGFF------TNPYLVLAVLSSFLIFLSTVYIKPLGVIFK----------

Syth1           CRSERRAIWETPLS------SNPWLVAAVASSVTALLLAIYWPPLAAIFE----------

Efa4            VR-SANSVFRVKLS------SNKSLFEMVVLALLITTTIALLPFTQELFG----------

Lin2            VR-SDKSIFTIGFL------SNRGLFFSAICSMLIILGLAIIPPLANMFF----------

Syth3           CRSLTRAPWRIGFF------RNRVAWLATGVGLLLMVAVMSIPFLQPFFK----------

Efa11           VKSIYQSIFKVGLF------RNKSFNYGILVSFLLLAATIVIPGFNDLFS----------

Stth3           VKSVYQSVFKVGLF------RNKTFNWAIPVAFILLMATIVVPGFNNLFH----------

Ljo11           SKFIHKSIFRAQTF------ENKWFNGAILIS-ALVMAAVEIPFLTKIFD----------

Ljo6            CRS-QHSIFKIGFK------NNWYSLAAFALGTVLLALILFVPALHGLFA----------

Lin5            ARSNVQTAFGAGFF------SNKYVIGAVLLCFVLYG-ITVLPGAREIFS----------

Efa13           CRKLVDPSLS--TG----FFQNKVLFASLGILFLLQALVVYWPVAQQLIG----------

3.A.3.2.4       ISQLGRSFLGYVTGKRQTITKASILLLGIAVAIALQIGFSQLPFMNVLFK----------

Oye2            LRSFCTSVFKLKIN--------SFLIKAFAISVFLQLIIIFVPFLRDLFQ----------

Mfl1            IKISNWKASNKIKLQ-----ISKPLIYASLIALVLSIGVITIPGLNDSILGLVGY--SKA

Mmy1            IKLTNWKDTKKIDWT-----ISKPLIYSCIIALLISIIVFSIPVFNSKVFGLAGINDTKA

Upa2            LRTNHSVFVNFWEN-------CKYVVYSILISIVMIIVIAYTPHLNQIFN----------

Ljo4            ------------------------------------------------------------

Oye1            CRSNKLYFWQTIKK------PNKILYYGIIIEVLFFVLITKFSSLSDIFH----------

Efa7            LRTEKMPFLQSS--------ASGIMTLVTTAGIVLGTVLPFTAFGAELGF----------

Tte8            LRTEKVPFIQSM--------PAWPLFLFTMTAILVGTVVPFTTFGAQLGM----------

Ljo7            LRDPGLPFIKQH--------ATAIVTWATIGMAAIGTMLPFIIPVAKAVK----------

Efa8            VRTRKIPFIQSR--------ASMPVMLSSLGAILLGFLIVATPIREVFDF----------

Lin4            IRTEKIPFIQSR--------AAAPVMIATLIVMALGIVIPFTGFGHSIGF----------

3.A.3.4.1       IRTRRLPFIQSR--------AAWPLMAMTLLVMVVGVSLPFSPLASYLQL----------

Mfl2            YRTEKTPFIQSK--------CSMS-MLIATIVICLAAILIPFTPINQLVQ----------

Mmy2            LRTEQLPVIQSR--------STWPVYVIGALATIMAFSIVYISQIGSLVQ----------

Oye4            LRTDKIIAKNNQK-----NLPSFLIMSCCCLGLVITTFLPLMPIVSQALN----------

Mmy3            LRTDKLSFFKSIASK---QMLISMLFFSIIPFVIVFISSSFNSLGFRLMV----------

Efa6            KRVMIGCLIGMVITSIS----MKNLFSLTSVSPTALLLLAILFFAADSTF----------

Ljo8            WTVLGGSFLALVLSIIF----FHNLFALSRISATAVFLLLVLFFAEITIF----------

Efa10           IFLVFSTIIGIYVAAML----FHNILEIGFLTSQTMGLFFIMMAINIVVR----------

Stth5           VALIIYSVFGFLISSYY----LRDVIAISTLNSYTLPIYLVAMAICTPLF----------

Oye3            LLLFVAMLMGFMTASFI----LDVFEEMSQFDKLEKVLLVLIIILSLVIT----------

3.A.3.23.1      VLLVAAMGLGFVVVLAVP--WLQDFFALKLVGVTMPWTAVGIAVAGAAVL----------

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            ------------------------------------------------------------

Tte7            ------------------------------------------------------------

Cac3            ------------------------------------------------------------

Efa9            ------------------------------------------------------------

Syth2           ------------------------------------------------------------

Gka1            ------------------------------------------------------------

Gka2            ------------------------------------------------------------

Oih1            ------------------------------------------------------------

Lin9            ------------------------------------------------------------

3.A.3.6.1       ------------------------------------------------------------

Gka3            ------------------------------------------------------------

Syth5           ------------------------------------------------------------

Chy1            ------------------------------------------------------------

Ljo10           ------------------------------------------------------------

Bce6            ------------------------------------------------------------

Gka4            ------------------------------------------------------------

Oih2            ------------------------------------------------------------

Sau4            ------------------------------------------------------------

Syth4           FTPTVPGRYAIGDPGKYGVRGWLVVEE---------------------------------

Tte6            ------------------------------------------------------------

3.A.3.5.1       ------------------------------------------------------------

Lin6            ------------------------------------------------------------

Cac4            ------------------------------------------------------------

Efa1            ------------------------------------------------------------

Stth4           ------------------------------------------------------------

Ljo13           ------------------------------------------------------------

Chy2            ------------------------------------------------------------

Efa5            ------------------------------------------------------------

Stth2           ------------------------------------------------------------

Oih4            ------------------------------------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            ------------------------------------------------------------

Gka5            ------------------------------------------------------------

Tte4            ------------------------------------------------------------

Cac5            ------------------------------------------------------------

Lin8            ------------------------------------------------------------

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       TRIRDRLWKKPYPS--------KLLFWGVMGTNIIGTIVAAEGIFMAPIG----------

Stth1           TRSNGFNIFEHIGK------NKKFLIVMISIAVVQTLIIQFGGKVFSTVP----------

Upa1            ------------------------------------------------------------

Cac1            DKFEKN----------------IYFFVVIILNLVLEAGIALSSLGTYIFG----------

Tte1            LKNIN--VYDWDIIIAMAI-----LPLLVMEVVKFFKKAN--------------------

Tte3            FSPIS--YYQWNVVILLSL-----IPLLTGEIMRLRKNFR--------------------

Bce1            VHALT--MRDWGFVLLLSI-----IPLVVNEIIKLVKKN---------------------

Cac2            TSALS--ITQWIIVLFFSS-----FIALINSLYLYHNKSKNI------------------

Tte2            TVPLD--AYDWLVVVFFSS-----IEFVFNNLYTAYIIPHLRKEE---------------

Syth1           TAPLQ--AWQWLVVLLLASAGE--LLVAIRRLILFGRPVRLRAHVEEEA-----------

Efa4            LVHIS--LNHWMLAIFLSF-----VPIFVNEMIKFHFSEVEEEEEVI-------------

Lin2            LVEMS--LTHWILAFILSM-----FPLLFVEIQKLIQRKRAKA-----------------

Syth3           VTPIG--LQGWLTVLILSL-----IPTALMEPVKWVFARRKK------------------

Efa11           VTHLD--AYQWAIVAGTSF-----AIIPIVEIVKFFQRKAGKGA----------------

Stth3           VSHLS--FTQWLAVIVGSF-----LIVVLVEIVKATQRALGKDKDAI-------------

Ljo11           VTELD--GMQWLVVIVAGF-----LMIIIVEIVKFFERKAARK-----------------

Ljo6            VQPLTA-QEVWLIVI-LAIIP-----TILIQIVKVIRENRD-------------------

Lin5            IPATFG-LHEWSIAAGLALAA-----VVMMEIIKVVQNKFFKEA----------------

Efa13           TTSLN--GLQLAMIFVHVVS-----LFFLVEGEKYITKRFMTKESQKTSECPR-------

3.A.3.2.4       TAPMD--WQQWAICLLPMIP-----MVPVAILANRLDP----------------------

Oye2            LISLT--TKDFVIILLLSL-----LPLLFVEIKKRFCHCKCHKCR---------------

Mfl1            TSKWTS-DNIWIMFVAFAISIVPFLLILMIDTIVFYSYHLSVGNWQKNQILIAEMINQDA

Mmy1            YINWSS-KNMWILFSSLACALIPFTFILITDAIEFYSYHLSNRTWEKRQKLIKQIIDQEQ

Upa2            MNPYNINGYEWFNILPFVLFA---IPLSIFEIIKYFRYLKLRSTFDYKNKTYALLNQEIQ

Ljo4            ------------------------------------------------------------

Oye1            TKDINISHYLCLLLCPLVMLLFDTIWKKVFAFKNQKQSKIN-------------------

Efa7            -VGL---SPSYF-LYLIPTIVAYLALVAFIKVLYVKRYGQLL------------------

Tte8            -RPL---PLTYFGIVLIPTILAYLTLAQYVKTRFIKRFGTLL------------------

Ljo7            -FGP---IPVYFLGIVFILLILYIALTMLVKKWYLKSEKYLI------------------

Efa8            -VKL---PANYW-PWFFGIIIAYMLTVEVAKRLYIKITKEWI------------------

Lin4            -VSL---PGSYF-PWLILILVGYMATMQLVKTLYIRKFREWI------------------

3.A.3.4.1       -QAL---PLSYF-PWLIAILVGYMTLTQLVKGFYSRRYGWQ-------------------

Mfl2            -MST---PHWSFIFVALGFVGTYIVLAQLVKKLYIKKFKEWL------------------

Mmy2            -LQS---PGLIYIPISIAIIFSYCLTAQLTKVGYKKVFKKWL------------------

Oye4            -LDKSIFEKPTIFSFLLFLVVIYSLVMIWAKKIFIQKHKQLL------------------

Mmy3            -GNLNNINLSWWFLLLFSLEILAWIISEIIKKNYLKIFKNWL------------------

Efa6            -QHLSTIS-------------------EKVQLWFYKKRH---------------------

Ljo8            -RLLSKFADGVREVLVAYDQKGKDLTIDDIKQAYRKGRNMVNMSVPEE------------

Efa10           -VTIGFVQ-------------------MKRAGKTIKDL----------------------

Stth5           -FWISYKQ-------------------GAFQKAQSKT-----------------------

Oye3            -KSPKTPSTKLQIERKQIIN-MIIYGKNPIKEAIKAQRKIYQLYLDEKIKDHLFIMFLQK

3.A.3.23.1      -ELT----------------------WGWVDRRFPV------------------------

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            ------------------------------------------------------------

Tte7            ------------------------------------------------------------

Cac3            ------------------------------------------------------------

Efa9            ------------------------------------------------------------

Syth2           ------------------------------------------------------------

Gka1            ------------------------------------------------------------

Gka2            ------------------------------------------------------------

Oih1            ------------------------------------------------------------

Lin9            ------------------------------------------------------------

3.A.3.6.1       ------------------------------------------------------------

Gka3            ------------------------------------------------------------

Syth5           ------------------------------------------------------------

Chy1            ------------------------------------------------------------

Ljo10           ------------------------------------------------------------

Bce6            ------------------------------------------------------------

Gka4            ------------------------------------------------------------

Oih2            ------------------------------------------------------------

Sau4            ------------------------------------------------------------

Syth4           ------------------------------------------------------------

Tte6            ------------------------------------------------------------

3.A.3.5.1       ------------------------------------------------------------

Lin6            ------------------------------------------------------------

Cac4            ------------------------------------------------------------

Efa1            ------------------------------------------------------------

Stth4           ------------------------------------------------------------

Ljo13           ------------------------------------------------------------

Chy2            ------------------------------------------------------------

Efa5            ------------------------------------------------------------

Stth2           ------------------------------------------------------------

Oih4            ------------------------------------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            ------------------------------------------------------------

Gka5            ------------------------------------------------------------

Tte4            ------------------------------------------------------------

Cac5            ------------------------------------------------------------

Lin8            ------------------------------------------------------------

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       ----------WDLALFMWLYAHVWMLINDEIKMILLKRLKID------------------

Stth1           --------MDIQHYIITLLIAVLIIPADFIRKALTKNK----------------------

Upa1            ------------------------------------------------------------

Cac1            ----------IDRLSLYDMKIIGLVAVVQMAAIFLKKMFTE-------------------

Tte1            ------------------------------------------------------------

Tte3            ------------------------------------------------------------

Bce1            ------------------------------------------------------------

Cac2            ------------------------------------------------------------

Tte2            ------------------------------------------------------------

Syth1           ------------------------------------------------------------

Efa4            ------------------------------------------------------------

Lin2            ------------------------------------------------------------

Syth3           ------------------------------------------------------------

Efa11           ------------------------------------------------------------

Stth3           ------------------------------------------------------------

Ljo11           ------------------------------------------------------------

Ljo6            ------------------------------------------------------------

Lin5            ------------------------------------------------------------

Efa13           ------------------------------------------------------------

3.A.3.2.4       ------------------------------------------------------------

Oye2            ------------------------------------------------------------

Mfl1            KEQNKKRKK---------------------------------------------------

Mmy1            KEKLREDKKNQG------------------------------------------------

Upa2            STNLKINNTKISYEKQYYKALLNNLIIKRKILINKCHKEI--------------------

Ljo4            ------------------------------------------------------------

Oye1            ------------------------------------------------------------

Efa7            ------------------------------------------------------------

Tte8            ------------------------------------------------------------

Ljo7            ------------------------------------------------------------

Efa8            ------------------------------------------------------------

Lin4            ------------------------------------------------------------

3.A.3.4.1       ------------------------------------------------------------

Mfl2            ------------------------------------------------------------

Mmy2            ------------------------------------------------------------

Oye4            ------------------------------------------------------------

Mmy3            ------------------------------------------------------------

Efa6            ------------------------------------------------------------

Ljo8            ------------------------------------------------------------

Efa10           ------------------------------------------------------------

Stth5           ------------------------------------------------------------

Oye3            HNIAYQLVDKKFLYDLTKQKTHQGVAANVCDYTFYDLDTYLDSAKFQKFLILDAINDPHN

3.A.3.23.1      ------------------------------------------------------------

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            ------------------------------------------------------------

Tte7            ------------------------------------------------------------

Cac3            ------------------------------------------------------------

Efa9            ------------------------------------------------------------

Syth2           ------------------------------------------------------------

Gka1            ------------------------------------------------------------

Gka2            ------------------------------------------------------------

Oih1            ------------------------------------------------------------

Lin9            ------------------------------------------------------------

3.A.3.6.1       ------------------------------------------------------------

Gka3            ------------------------------------------------------------

Syth5           ------------------------------------------------------------

Chy1            ------------------------------------------------------------

Ljo10           ------------------------------------------------------------

Bce6            ------------------------------------------------------------

Gka4            ------------------------------------------------------------

Oih2            ------------------------------------------------------------

Sau4            ------------------------------------------------------------

Syth4           ------------------------------------------------------------

Tte6            ------------------------------------------------------------

3.A.3.5.1       ------------------------------------------------------------

Lin6            ------------------------------------------------------------

Cac4            ------------------------------------------------------------

Efa1            ------------------------------------------------------------

Stth4           ------------------------------------------------------------

Ljo13           ------------------------------------------------------------

Chy2            ------------------------------------------------------------

Efa5            ------------------------------------------------------------

Stth2           ------------------------------------------------------------

Oih4            ------------------------------------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            ------------------------------------------------------------

Gka5            ------------------------------------------------------------

Tte4            ------------------------------------------------------------

Cac5            ------------------------------------------------------------

Lin8            ------------------------------------------------------------

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       ------------------------------------------------------------

Stth1           ------------------------------------------------------------

Upa1            ------------------------------------------------------------

Cac1            ------------------------------------------------------------

Tte1            ------------------------------------------------------------

Tte3            ------------------------------------------------------------

Bce1            ------------------------------------------------------------

Cac2            ------------------------------------------------------------

Tte2            ------------------------------------------------------------

Syth1           ------------------------------------------------------------

Efa4            ------------------------------------------------------------

Lin2            ------------------------------------------------------------

Syth3           ------------------------------------------------------------

Efa11           ------------------------------------------------------------

Stth3           ------------------------------------------------------------

Ljo11           ------------------------------------------------------------

Ljo6            ------------------------------------------------------------

Lin5            ------------------------------------------------------------

Efa13           ------------------------------------------------------------

3.A.3.2.4       ------------------------------------------------------------

Oye2            ------------------------------------------------------------

Mfl1            ------------------------------------------------------------

Mmy1            ------------------------------------------------------------

Upa2            ------------------------------------------------------------

Ljo4            ------------------------------------------------------------

Oye1            ------------------------------------------------------------

Efa7            ------------------------------------------------------------

Tte8            ------------------------------------------------------------

Ljo7            ------------------------------------------------------------

Efa8            ------------------------------------------------------------

Lin4            ------------------------------------------------------------

3.A.3.4.1       ------------------------------------------------------------

Mfl2            ------------------------------------------------------------

Mmy2            ------------------------------------------------------------

Oye4            ------------------------------------------------------------

Mmy3            ------------------------------------------------------------

Efa6            ------------------------------------------------------------

Ljo8            ------------------------------------------------------------

Efa10           ------------------------------------------------------------

Stth5           ------------------------------------------------------------

Oye3            LGAILRTVEACALDGVIMSKKHQVPLNSTVAKISCGALEYTKVFLVTNLHQTILKLKKNQ

3.A.3.23.1      ------------------------------------------------------------

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            ------------------------------------------------------------

Tte7            ------------------------------------------------------------

Cac3            ------------------------------------------------------------

Efa9            ------------------------------------------------------------

Syth2           ------------------------------------------------------------

Gka1            ------------------------------------------------------------

Gka2            ------------------------------------------------------------

Oih1            ------------------------------------------------------------

Lin9            ------------------------------------------------------------

3.A.3.6.1       ------------------------------------------------------------

Gka3            ------------------------------------------------------------

Syth5           ------------------------------------------------------------

Chy1            ------------------------------------------------------------

Ljo10           ------------------------------------------------------------

Bce6            ------------------------------------------------------------

Gka4            ------------------------------------------------------------

Oih2            ------------------------------------------------------------

Sau4            ------------------------------------------------------------

Syth4           ------------------------------------------------------------

Tte6            ------------------------------------------------------------

3.A.3.5.1       ------------------------------------------------------------

Lin6            ------------------------------------------------------------

Cac4            ------------------------------------------------------------

Efa1            ------------------------------------------------------------

Stth4           ------------------------------------------------------------

Ljo13           ------------------------------------------------------------

Chy2            ------------------------------------------------------------

Efa5            ------------------------------------------------------------

Stth2           ------------------------------------------------------------

Oih4            ------------------------------------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            ------------------------------------------------------------

Gka5            ------------------------------------------------------------

Tte4            ------------------------------------------------------------

Cac5            ------------------------------------------------------------

Lin8            ------------------------------------------------------------

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       ------------------------------------------------------------

Stth1           ------------------------------------------------------------

Upa1            ------------------------------------------------------------

Cac1            ------------------------------------------------------------

Tte1            ------------------------------------------------------------

Tte3            ------------------------------------------------------------

Bce1            ------------------------------------------------------------

Cac2            ------------------------------------------------------------

Tte2            ------------------------------------------------------------

Syth1           ------------------------------------------------------------

Efa4            ------------------------------------------------------------

Lin2            ------------------------------------------------------------

Syth3           ------------------------------------------------------------

Efa11           ------------------------------------------------------------

Stth3           ------------------------------------------------------------

Ljo11           ------------------------------------------------------------

Ljo6            ------------------------------------------------------------

Lin5            ------------------------------------------------------------

Efa13           ------------------------------------------------------------

3.A.3.2.4       ------------------------------------------------------------

Oye2            ------------------------------------------------------------

Mfl1            ------------------------------------------------------------

Mmy1            ------------------------------------------------------------

Upa2            ------------------------------------------------------------

Ljo4            ------------------------------------------------------------

Oye1            ------------------------------------------------------------

Efa7            ------------------------------------------------------------

Tte8            ------------------------------------------------------------

Ljo7            ------------------------------------------------------------

Efa8            ------------------------------------------------------------

Lin4            ------------------------------------------------------------

3.A.3.4.1       ------------------------------------------------------------

Mfl2            ------------------------------------------------------------

Mmy2            ------------------------------------------------------------

Oye4            ------------------------------------------------------------

Mmy3            ------------------------------------------------------------

Efa6            ------------------------------------------------------------

Ljo8            ------------------------------------------------------------

Efa10           ------------------------------------------------------------

Stth5           ------------------------------------------------------------

Oye3            VLIVGTDSNSSQSFHQIPKNSSLAIIVGNEGIGIRHLLKQQCDLLVKIPMYGKINSLNVS

3.A.3.23.1      ------------------------------------------------------------

Bce2            ------------------------------------------------------------

Lin1            ------------------------------------------------------------

Lin7            ------------------------------------------------------------

Efa3            ------------------------------------------------------------

Oye5            ------------------------------------------------------------

Bce3            ------------------------------------------------------------

Tte7            ------------------------------------------------------------

Cac3            ------------------------------------------------------------

Efa9            ------------------------------------------------------------

Syth2           ------------------------------------------------------------

Gka1            ------------------------------------------------------------

Gka2            ------------------------------------------------------------

Oih1            ------------------------------------------------------------

Lin9            ------------------------------------------------------------

3.A.3.6.1       ------------------------------------------------------------

Gka3            ------------------------------------------------------------

Syth5           ------------------------------------------------------------

Chy1            ------------------------------------------------------------

Ljo10           ------------------------------------------------------------

Bce6            ------------------------------------------------------------

Gka4            ------------------------------------------------------------

Oih2            ------------------------------------------------------------

Sau4            ------------------------------------------------------------

Syth4           ------------------------------------------------------------

Tte6            ------------------------------------------------------------

3.A.3.5.1       ------------------------------------------------------------

Lin6            ------------------------------------------------------------

Cac4            ------------------------------------------------------------

Efa1            ------------------------------------------------------------

Stth4           ------------------------------------------------------------

Ljo13           ------------------------------------------------------------

Chy2            ------------------------------------------------------------

Efa5            ------------------------------------------------------------

Stth2           ------------------------------------------------------------

Oih4            ------------------------------------------------------------

Efa12           ------------------------------------------------------------

Ljo12           ------------------------------------------------------------

Bce5            ------------------------------------------------------------

Gka5            ------------------------------------------------------------

Tte4            ------------------------------------------------------------

Cac5            ------------------------------------------------------------

Lin8            ------------------------------------------------------------

Sau1            ------------------------------------------------------------

Sau2            ------------------------------------------------------------

Efa2            ------------------------------------------------------------

Lin3            ------------------------------------------------------------

3.A.3.7.1       ------------------------------------------------------------

3.A.3.3.4       ------------------------------------------------------------

Stth1           ------------------------------------------------------------

Upa1            ------------------------------------------------------------

Cac1            ------------------------------------------------------------

Tte1            ----------------

Tte3            ----------------

Bce1            ----------------

Cac2            ----------------

Tte2            ----------------

Syth1           ----------------

Efa4            ----------------

Lin2            ----------------

Syth3           ----------------

Efa11           ----------------

Stth3           ----------------

Ljo11           ----------------

Ljo6            ----------------

Lin5            ----------------

Efa13           ----------------

3.A.3.2.4       ----------------

Oye2            ----------------

Mfl1            ----------------

Mmy1            ----------------

Upa2            ----------------

Ljo4            ----------------

Oye1            ----------------

Efa7            ----------------

Tte8            ----------------

Ljo7            ----------------

Efa8            ----------------

Lin4            ----------------

3.A.3.4.1       ----------------

Mfl2            ----------------

Mmy2            ----------------

Oye4            ----------------

Mmy3            ----------------

Efa6            ----------------

Ljo8            ----------------

Efa10           ----------------

Stth5           ----------------

Oye3            VAAALMIYSTFIFGDN

3.A.3.23.1      ----------------

Bce2            ----------------

Lin1            ----------------

Lin7            ----------------

Efa3            ----------------

Oye5            ----------------

Bce3            ----------------

Tte7            ----------------

Cac3            ----------------

Efa9            ----------------

Syth2           ----------------

Gka1            ----------------

Gka2            ----------------

Oih1            ----------------

Lin9            ----------------

3.A.3.6.1       ----------------

Gka3            ----------------

Syth5           ----------------

Chy1            ----------------

Ljo10           ----------------

Bce6            ----------------

Gka4            ----------------

Oih2            ----------------

Sau4            ----------------

Syth4           ----------------

Tte6            ----------------

3.A.3.5.1       ----------------

Lin6            ----------------

Cac4            ----------------

Efa1            ----------------

Stth4           ----------------

Ljo13           ----------------

Chy2            ----------------

Efa5            ----------------

Stth2           ----------------

Oih4            ----------------

Efa12           ----------------

Ljo12           ----------------

Bce5            ----------------

Gka5            ----------------

Tte4            ----------------

Cac5            ----------------

Lin8            ----------------

Sau1            ----------------

Sau2            ----------------

Efa2            ----------------

Lin3            ----------------

3.A.3.7.1       ----------------

3.A.3.3.4       ----------------

Stth1           ----------------

Upa1            ----------------

Cac1            ----------------

