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1] mmmm MRRYFNQF TNRFCISTTQOMT
1 mmm MHFGGILRKRRY ICRLVLLIT
1 mmmm MLRFLPL-KLGRLYRCLKMLL,
1 mmmm MLRFLPL-KLGRLYRCLKWLF
1 mmmm MLRFLPL-KLGRLYRCLKMLL,
1 mmmm MLRFLPL-KLGRLYRCLKMLL,
1 mmmm MLRFLPL-KLGRLYRCLKWLF

1 —m MLRILSL-KFGRVYRCGKFLF@VALFVILL
1 —m MWRLVPP-KLGRLSRSLKWAAWMGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAABGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAAMGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAABGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAAMGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAAMGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAAMGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAAMGSLLVLMY
1 —m MWRLVPP-KLGRLSRSLKIMAAMGSLLVLMY
1 —m MWRLVPL-KLGRLSRALKIMAAMGSLLVLML
1 —m MWRLVPL-KLGRLSRALKISAAMGSLLVLML
1 —m MLRLVSL-KLGRLYRYVKIAVIGSLAAALY
1 —m MLRLASL—KFGRLFRYAK‘LFAASLLVVML
e MRLVRLRQFRRFF SGWRWYRRYUCGFFFFVV
1 —m MPL——KRCDQRAVGSVRLT——VCV!S LCVCWAPS
1 mmmm MAG—————— IWSGVWMLCFILVEG
1 —m MELGRPGAAATAFRQRWPAWMLLWEST SCSFSLPA
1 —m MESQWRGAAATAFHOHWLARLLLWYSTISCSFSLPA
1 —m MEP—QLGPEAAALRPGWLA—LLLW‘S SCSFSLPA
1 —m MEP—QLGPEAAALRPGWLA—LLLW‘S SCSFSLPA
1 —m e MEP—RLGPKAAALHLGWPF—LLLW‘SG SYSVSSPA
1 —m MEP—WLGPEAAALRPGWPA—LLLW‘S RCSVSSPA
1 —m e MDP-QLGPEAAALHPGWQV-LLLLIYVSYLSCFSSPA
1 —m MES-VIHGPLASPCLGWLT--LLOEVTESCISSTES
1 —m MGL-RLGCRLFSAALSWMT--LLOFLTRGHGPVADA
1 —m e MGR--WICCLCSRVADWLM--LLL{LARSSNPSAAA
61 IQELLAQGIDEKRMREALRQKAEEVHRIVKERGEALAKEAQAKAKAKANVVRINIHKPEL
1 ____________________________________________________________
1 mmmm MSQHRILTKLHLHALFLWIVMKYQ
1 mmm MSSGFQRILVNLHI!ALLFCVIFEFQ
1 mmm MHLSPGQLK‘VLILALLQELQ
1 mmm MHLSPGQLK‘VLILALLQELQ
1 mmm MHLSHGQLK‘VLILALLQELQ
1 mmm MHLSYGQLKYVLELALLQELQ
1 mmm MHLSPGHLREVLELALLQDLQ
1T mmmm MHLSPGHLREVLELALLQDLQ
1 mmm MHLLSGQLREVLYLALLQDLQ
1T mmmm MHLLYGQLKYVLIYLALLQELD
1 mmm MLVTKASVSSFMIALLILIL

40 PSTNGKFRTFVPSKGDRKRNLLHAGKQGKEELGEFDSKDTRRTLQODIRTADEKGHPRIQA
32 LLVLVSATLAVLYIYLVQVQGSPWVSLGQOSQAGNKQKKDEYIVWRGEEQKVEVQQKQEEK

l] MLLKMKRYLTVWENGKYIVFIFELITLEVLL
1 mmmm e MQSSRLPYFTLFIAVVLQYL
61 11
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32
22
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FVYYQ-——--LYLHFTANHLENEYRTEAT
WLSYQDGRAIKWDEF SSQHKLTF QEGIEN
MNTHS----LFASFQKNELTDR
MNTHN----LFASFQKNELTDR
MNTHN----LFASFQKNELTDR
MNTHN----LFASFQKNELTDR
MNTHN----LFASFQKNELTDR
MNTHN----LFASFQRNELTDR
LHSPS—----LLASWQRNELADR
LHSPS———--LLASWQRNELADR
LHSPS—---LLASWQRNELADR
LHSPS———--LLASWQRNELADR
LHSPS—----LLASWQRNELADR
LHSPS—---LLASWQRNELTDR
LHSPS—---LLASWQRNELTDR
LHSPS—---LLASWQRNELADR
LHSPS—---LLASWQRNELADR
LHSPS—---LLASWQRNELADR
LHSPS——---LLASWQRNELADR
LNTHS----LLASLQRNELAER
LNTHS----LLSSFQRNELTDR
FFYCF-——-VFQPEFSYNQLTDT TI@#GED
VVEPAGT--PPAPQQOKALILOR

TADPS————— PAPQDKSHDEFRKIINRGIED
SLPPSL—-——-VPRVRSSYTLGKTEREGIED
SLPPSL—-——-VPRVRSSYTMGKTIREGIED
SSPSSL———-VSQVRTSYNFGRTEREGIED
SSLSSL———-VPQVRTSYNFGRTEREGIED
SPSPSP———-VSRVRTSYNLGKT|RGIED
SPSPSL———-VPRVRTSYNFGRTEREGIED
SPPPSL———--VSRVRTSYNLGRTIR#GIED
LTAPSS——-—--VPRVKSSYNFGRTIREGIEHD
SPAPSL—-——-VPRVKPSYSFGRTEREGIED

TASPS————— APHVRPSYSFGRTIRRGIED
NPENQHSWKATIEKMAAHDEIEDHKKQPEQYMTEFKRLMDAKKGPEN®Y
—————————— MVIADGDNDIDIS

PEERA-—————— SSLKSLVQQCQ

PKEPE-—————— SLTELLVNQCEMETQH
VKPQ-——————————~— REVFQELFEKDJER
VKPQ-—————————~— REVFQELYEKDJER
VKPQ-—————————~— REVFQELFEKDJER
VKTQ-—————————~— REVFQELFEKDJER
VKPQ-——————————~— KDIFRAHLERDEQ
VKPQ-——————————— KDIFRAHLERDJEQ
VKPQ-—————————~— KDIFQEHFESDER————————————
VRTQ-——————————— KDIFRKHFNVDML-———————————
GIYI-—————————— NRENLKVAEMTER-——————————
GDETALTQDGVQGMKNATVVMT TRIMOFEN--LFPSLLEEERGPL@YET--TNO®DOIYAGN

KHPAEEP—KEKPRQDKSAVTERKPKGEPRSLLRN
EMYNHRSQGSTRVMLEAKLLSDKWSATSP —————————

PNEKS———————- TSKRPLENVCDYDRN———————————
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YRFHSYSSIR-—————— LEDYVN-VKNVYFRTMLD----QKP-VVMKKIBGHNSEHNQF DK
VIVKSN-—-T——————~— PWSEER-IKGVSYEL|NGA-——-VKQRVVLKTMGTSSELTAFDN
VSFETWGRLR-—————— FLDVEN-VKNVYFROMGEPREGTRR-VVLKRIMGSNQELAEIDQ
VSFETWGRLR-—————— FLDVEN-VKNVYFROMGEPREGTRR-VVLKRIMGSNQELAEIDQ
VSFETWGRLR-—————— FLDVEN-VKNVYFROMGEPREGTRR-VVLKRIMGSNQELADIDQ
VSFETWGRLR-—————— FLDVEN-VKNVYFROMGEPREGTRR-VVLKRIMGSNQELADIDQ
ISFETWGRLR——————— FLDVEN-VKNVFFROMGEPREGTRR-IVLKRIMGSNQELADIDQ
VIFEMWGRLR-—————— FLDFFN-VKNVFFROMGEPREGTRR-VVLKRIMGSNQELAEIDQ
VVFEAWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VVFEAWGRLR-—————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIBGSQRELAQLDQ
VVFEAWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VVFEAWGRLR-—————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIBGSQRELAQLDQ
VVFEAWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VVFEAWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VVFEAWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VVFEAWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VAFEAWGRLR——————— LLDFLN-VKNVYF[EQMGEPREGGRRRVVLKRIMGSOQRELAQLDQ
VGFETWGRLR——————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIMGSQRELAQLDQ
VGFETWGRLR-—————— LLDFLN-VKNVYFROMGEPREGGRRRVVLKRIBGSQRELAQLDQ
LRLESWGRLR-——————— LEDFFN-VKNVYFRRMGEPREGSRR-VVLKRIBSGSAQELADIDA
LSFEGWGRLR-——————— LLDFFN-VKNVHFROMGEPREGSRR-VVLKRIBGSNHELSELDQ
ILFKYSSRLR——————— ILDIFN-IKNVYFMAIM———--EGME--VALKRMGHNSEFDQLDR
IRFDWWMSPD——————— TTLPLA-EKQSFPENLTDDSLSWRP-VVLSFISSPCLHSSSDR
IRFERRLTAQ——————— SNLSSA-DVRSYEENMTDSTAGWRP-VVVSRIEMSPHLHQLSDN
IRLDNSLVSH-—————— LGLPSQ-DLLSYAMNMSDDSKTWRP-VEISRIMVSKYQSEISDK
IRFDNSLASH-—————— LGLPPQ-DLHSYAMNMSDDSKTWRP-VEISQIMVSRYQIEISDR
IRSDNWLASH-—————— LGLPPD-FLLSYPRNMSDDSKIWRP-VEIFRIBVSNYQNEISDR
IRSDNWLASH-—————— LGLPPD-SLLSYPBRNMSDDSKIWRP-VEIFRIBVSKYQNEISDR
IRFDNGLALH-—————— LGPPPD-DLPSYSENMSDDEFKTWRP-VEISRIBVSKQONKISDG
IRFDNRLASH-—————— LGLPSG-YLPSYSENMSDDSKTWRP-VEVSRIBVSKQQONEISDR
IRFDNSLASD——————— LELASD-YLPSYSENMSDDSKTWRP-VEIFRIBVSKEQNEISDR
IRFDNWLASH-—————— LKLPPD-YFSTYPRNMSDDTKSWRP-VEISRIBISKYQHELSDR
IRFDNWPASH-——————— LKPPPD-HFPGYSIHNMTDDSKSWRL-VEISRIMIGKDQONELSDQ
IRFDTWLSSH-—————— LKLPPS-YLLSYL{ENMTITDDAQSWRM~-VDITRIMTTKYQHDRADQ
LITMDVADKT——————— LEHKG--VYFGHFRNT———-— E-——-VVAKRMVGKDGWTRFDE
FVKVDSESDR——————— YMKKGI-VSTGRIEGV————— K————-VIAKSNNEAGAWQRYER
SIDS———-NE-—————~ LFEELL-THFNQHEVRYGTLSGSEQRVVIKNMNKEHGVEELIS
TIDS-———-SN——————— PWNQLT-CRYNPH[EVSYG-LLGSGQKVVIKTIMNKNRAVEALRD
AEPSDW—-SK——————— LLKAIS-LLVDRRVIMFLRFKDQDQ————— AKRKIIDAQNQ
AEPSDW——-SK——————— LLKAIS-LIVDRRIAIMYLRLKDQAQ————— vAKRKIIDARNH
AEPSDW—--SR——————— LVKAIS-LLVDR ‘IYFLRLKDRDQEV—Q—L‘AKRKIIDAQSN
AEPSDW--SR——————— LVKAIS-LLVDR ‘IHYLRLKDQDQAV—Q—L‘AKRKIINAHSY
AEPSDW——-SK——————— LLKGIA—LLIDRREIYFLQLNERHQAA—Q—L‘AKRDAIGGHSY
AEPSDW——-SK——————— LLKGIA-LLIDRREIMFLOLNERHQAA-Q-LIJAKRDAIGGHSY
REPSDL—-SK——————— LWKAVT-LLFDRREIBWLEIGPSQEKSSQ-LIMAKRKSIVASHQ
EEPAKL--DR-——————— LWKDLT-LLVDPRE IMWLELNENREN-VK-CIBAKRKMTRKISK
ISFEYTDFYS——————— IFNNLFSVKNVYYEKMKD—————— KKVIMKKMAQESELKTEDE
ISFHVG-—-S——————— VNLSEP---HAIRETWGD—————~ RRIVGKRIMVSREVFERLEK
IDLG—————————————— SEVTSWKVKAYTETD—————— KVEVMVTQCASEERLERFEE
LSEDVPTLRSGWLSIYGELVDLHRVKLNVTYKLPSTLPCNGETCSVQIETSVLSGNNVNK
TLODDN——————————— VFNIIN—NIFNSHTTRIGTIVQENKLAVMKH!NRDNTIEKLLQ
ay 1
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79
113
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107
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141
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RINGDVRLLTPE
RLNGDVRLLTPD
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RLNGDVRLLTPE
RLNGDVRLLTPD
RLNGDVRLLTPE
RLNGDVRLLTPE
SLNGDVRLLTPD
RLNGDVRLLTPD
RVIYEG--LSPKS
QSLNQSHLLLPHI
QTWVHSNLLLPS
QKWLQAKRLTPDL
QKWLQAKRLTPDL
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EG--W-SDLVHEP
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EG—-W-SDLVHEP
EG--W-SDLVHEP
GD—-M-SDMVR@P
KG--LAPPLLR@®P
KG--LVTPMLR@®P
QG--LPSPFLHEP
QG--LPSPFLREP
QG--LASPLLR@®P
QG--LASPLLR@®P
RG--LSSPLLR@P
RG--LPSPLLR@P
QOG-—-LPSPFLR@P
QG--LPSPMLR@®P
QG--LPSLLLR@EP
QOG—-LSSPMLR@EP

Q- TKNVKK~DF ——— === == === —m—mmm e YEWEE--RPGGFHL@RAY
Q-MENVKR—AF ——— = e YEWEE -~RPGGFHL@RAY
RNMGT LRE—~AF ——— = —m e LENUEE--RPGGFQLERS
RNMGILGE—~AF—————=——————m—m e LENUEE--RPGGFQLERS
S-LSSLOE-EF————————————mm e LNIEE--RPGGFHL@R
D IHF -~ NPGGF QM@RN
SDDEL-HELCYQSESRKQDSKTN——————— FYKLVESELANVGGD--INNKMRL®
TI®NOSQVDPKRS@EVNAAATNSWMSKS———-SALNRVHKLHQEVYESQLIATSATT@
FI48RNLSETATS—@DPGKVLLOEDLK~———————————————— ERMOP----AHLKKSLR
DKFKKPTN-—[@DTGKVFKSWRAMN————— KITSAKGRLDPNL KD——I—SPPLQEPE
EY@DAYSLTKON—@RWAQHDGSVDR~-—————————— AKEFITTSIEDS-ARVEGCIF@PA
icC C v Cc S
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SpurpDIAl 170 RRLLDRIWDT}HGIHRQFDKS—————

NvectDIAl 167 TRFLEKIESVMG-QOETPGQ—————
GaculDIAl 172
OlatiDIAl 172
TnigrDIAL 172
TrubrDIAL 172 QRLLDRVVRRMAIBBTKDSGSFLLKNLKDTERMQ

DreriDIAlb 172 QRLLDRIVRRMABRITKDSGSFLLKNLKDTERMQ
DreriDIAla 172 QRLLDRVVRRMABRITKDSGSFLLKNLKDTERMQ

BtaurDIAL 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
PpygmDIAl 173 QRLLDRLVRRMABTKDSGSFLLRNLKDSERMQ
CfamiDIA1 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
PtrogDIAl 173 QRLLDRLVRRMABTKDSGSFLLRNLKDSERMQ
TtrunDIAl 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
HsapiDIAl 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
MmulaDIAl 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
PvampDIAl 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
MdomeDIAl 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
MmuscDIAl 173 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
RnorvDIAL 173 QRLLDRLVRRMABTKDSGSFLLRNLKDSERMQ
GgallDIAl 172 QRLLDRLVRRMAIMTKDSGSEFLLRNLKDSERMQ
XtropDIAl 172 QRLLDRLVRRMABTKDSGSFLLRNLKDTERMQ
BflorDIAl 165

SsalaDIALR 178 VDVGSVQMKHEF SERDKL
DreriDIAIR 161 TDVGSVQMKHFNEKDKL
RnorvDIAIR 180 VDAGSIFMDHFTDRDKL
MmuscDIAL1R 180 VDAGSIFMDHFTAGDKL
MmulaDIA1R 178 ADAGSIFMDHFTDRDKL
HsapiDIA1R 178 ADAGSIFMDHFTDRDKL
BtaurDIAIR 178 ADAGSIFMDHFTDRDKL
EcabaDIAIR 178 PDAGSIFMDHFTDRDKL

DordiDIALR 178 ADAGSIFMDHFTDRDKL

MdomeDIAIR 177 ADAGSVFMDHF TDRDKL

OanatDIALR 177 PDAGSVYMDHFTDRDKL

GgallDIA1R 175 PDAGSIYMDHLTDQDKL

BflorDIAlLb 274 E —————— TERAY|

BflorDIAlLc 132

AaegyDIAl 155 MDEE--ALKRALFEIDEN-——————————

CpipiDIAl 157 KDEK--ALNRLLNEVEGT-————-——————ELLQLILIEKVINVOIRBHHE . FD—————
DyakuDIAl 128 PSRKP-REVSMLEORGHA-——————————SASMWFYNMHYV SIZROU@F LY —————
DerecDIAl 128 PSRKPPREVSMLEORGHA-——————————SASNWFYNMHYV SIZRHU@F T H-————
DmelaDIAl 131 LAREP-REVSMLEORGHA-——————————AASNWEFYNMYYV SIZBRHU@F T H-————
DsechDIAl 131 LAREP-REVSMLIMORGHVY—-————————GSTSYWF YNMHYV SIZRHU@F T H—————
DpersDIAl 132 GFRTP-REVSMLIORGHE-——————————AATIWYYNMHS T TIGRSU@FLF —————
DpseuDIAl 132 GFRTP-REVSMLIIORGHE-—————-——————AATIWYYNMHS I TISOY@ELE —————
DananDIAl 132 AQKSS-PFINMLNQRGYD-——————————SSSHYFYNMLHNI SIZROU@FT.Q—————
DwillDIAl 121 STR----FL LEERGYL ————————————————
NvitrDIAl 154 TTKLEKLEVNVKFQSHAEN

SpurpDIAlL 253 PDFFEELKQLERVSRWGTG —————
BflorDIAlLa 222 EVFHPNTTSSLQATTCMS————————

CinteDIAl 191 TRIADRIVRRVANKQGGVLLR--DLSYTEKK
AgambDIAl 157 TNNRQ—SLQRELSLFDSTDN —————————
consensus 301 y e 1 1 n plvlig gwp
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MmuscDIAL
RnorvDIAl
GgallDIAl
XtropDIAl
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AgambDIAl
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245
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DreriDIAla
BtaurDIAl
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CfamiDIAl
PtrogDIAl
TtrunDIAl
HsapiDIAl
MmulaDIAl
PvampDIAl
MdomeDIAl
MmuscDIAL
RnorvDIAl
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XtropDIAl
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SsalaDIAL1R
DreriDIA1R
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SpurpDIAl 377 SPL-——————- SSYMRAKVKGO

NvectDIAl 365 ——————————— VALKASLNQLIEQBICTAQDM-—RNTREETAQKMSELLQ
GaculDIAl 386 AH—————————— TAKDGQLLTLIEDECTRPKK-—-RYGRFQAAKEMREYLT
OlatiDIAl 386 AH—————————— TAKDGQLEALEDECTRPKK-—-RYGRFQAAKEMREYLT
TnigrDIAL 386 AH—————————— TAKDGQLEALEDECTKPKK-—-RYGRFQAAKEMREYLT
TrubrDIAl 386 AH—————————— TAKDGQLEALEDECTKPKK-—-RFGRFQAAKEMREYLT
DreriDIAlb 386 PH—————————— TAKDGQLEALEEHCANPKK--RYGRFQAAKEMRDYLT
DreriDIAla 386 Pp—————————— VVKDGRLIALIEDIHCTRPQK-—RYGRFQAAKEMREFLT
BtaurDIAl 387 S—————————-— IAKDGRLEALIEDIHCANPKK-—RYGRFQAAKEMREYLA
PpygmDIAl 387 Sji—————————- TAKDGRLEALIEDECANPKK-—-RYGRFQAAKEMREYLA
CfamiDIAl 387 S—————————-— IAKDGRLEALIEDIHCANPKK-—RYGRFQAAKEMREYLA
PtrogDIAl 387 Sj—————————- TAKDGRLEALIEDECANPKK--RYGRFQAAKEMREYLA
TtrunDIAl 387 S—————————-— TIAKDGRLEALIEDIHCANPKK-—RYGRFQAAKEMREYLA
HsapiDIAl 387 S—————————-— IAKDGRLEALIEDIHCANPKK-—RYGRFQAAKEMREYLA
MmulaDIAl 387 S—————————-— IAKDGRLEALIEDIHCANPKK-—RYGRFQAAKEMMREYLA
PvampDIAl 387 S—————————-— IAKDGRLEALIEDIHCANPKK-—RYGRFHAAKEMMREYLA
MdomeDIAl 387 GY—————————— IAKDGRLEALJEDIHCAHPKK-—RFGRFQAAKEMREYLA
MmuscDIAL 387 S—————————-— IAKDGRLEALIEDIHCTNPKK-—RYGRFQAAKEIMRGYLA
RnorvDIAl 387 Sjil—————————- TAKDGRLEALIEDECTNPKK-—-RYGRFQAAKEMRGY LA
GgallDIAl 386 AB-—————————— IAKDGRLEALJEDIHCANPKK-—RYGRFQAAKEMREYLA
XtropDIAl 386 All—————————— TAKDGRLEALIEDECANPKK--RYGRFKSAKEMREYLA
BflorDIAl 376 ET—————————— VVRDGTLQRL}H

SsalaDIA1R 400 REV ———————— PLLLGVCADPSQPBWRIMAA--VGSLMDLLKPMURPCNP
DreriDIA1R 364 RAA———————— VDELLVCADPSQLBQTIIKS--VQSLKNILKTIBRPCSP
RnorvDIA1R 382 QI ———————— DSALSLCSKDASTNLEVFGA--TSLLKNILRSMRTCDP
MmuscDIAIR 382 Kl ———————— DSALSLCSKDNSTRLEVLGA--TSWLKDILRSMRTCDP
MmulaDIAIR 380 DRI-———————— DSALAQCGDSTRPBPEVLGA--ASWLKHILRPIMRTCDS
HsapiDIA1R 380 DRI———————— DSILVQCGDSIRPBPEVLGA--ASQLKDILRPMRTCDS
BtaurDIAIR 380 EI-———————— DAELTRCADGTRPBPEVLGA--ASRLKDILRPIRRTCDP
EcabaDIA1R 380 EI———————— DATLTWCGEDTRPBAEVLGA--ASRLKDILRPMRTCDP
DordiDIA1R 381 I-——— DSALAQCGQGIRPBSEVFGA--ASRLKDILRPIRRTCDP
MdomeDIAIR 379 EQI———————— DSALVLCGNSS

OanatDIA1R 379 EEI ———————— DALLDRCGDSS

GgallDIA1R 377 EKI-——————— DSFLQHCAEGLADEQDVNEA——MAKLAQLLKPLRSCDS
BflorDIA1Lb 489 RP---RLLWGPPEQEAKVLEEL

BflorDIAl1Lc 350 EPPVKGFLHNPPDEIREALEG

AaegyDIAl 351 TS——————-————-— KLEAFRKL

CpipiDIAl 354 NpPD-——————— SQPRLSEIRQL

DyakuDIAl 310 ~——————————— ERLQLL

DerecDIAL 311 ————————— ERLQLL

DmelaDIAl 313 -———m————————— EKLQLL

DsechDIAl 315 ~———— EKLQLL

DpersDIAl 314 —————————————— GRLEML

DpseuDIAl 314 ————————————— GRLEML

DananDIAL 314 ———————————————— ERLQLL

DwillDIA1l 304§ -~————————————— HRLKE

NvitrDIAl 361 D————————~ YILOKHPTLIDL
SpurpDIAlL 470 KHHPGGMLHDAPYEVDSVLSEL
BflorDIAlLa 436 CAYGRGLLFGPPREAKQELEDL

CinteDIAl 396 EFG—————————— VFSSQMFVL
AgambDIAl 362 DAEAFP----VLGEASKMLOQNL
consensus 541 e 1
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