
H.sapien           1 -----------------------------MESSTGPRMPLLKYCSVATSLKAPGWDGAAP
G.gorilla          1 -----------------------------MESSTGPRMPLLKYCSVATSLKAPGWDSAAP
P.abelii           1 -------------------------------------MPLLKYCSVATSLKAPGWDSAAP
N.schauinslandi    1 -----------------------------MESSAGPGTPLPKYCSVATTLKSPSRTGAAP
L.vexillifer       1 -------------------------------------MPLPKYCSVATTLKAPAWAGTAP
E.przewalskii      1 -----------------------------MESSAGPGMPLPKYCSVAPTLRAPAWAGAAP
H.armiger          1 -----------------------------MESTAEPGMPLPKYCSVATTLEAPAWTSTAS
C.lanigera         1 MAAVTSEQVDGCHGPEVSAQPGPELVPPHSPPAMQPAMPLPKYCSVATILQDPGWGCDAG
C.mydas            1 -----------------------------MENPGRSLFTEHRYCRAMTALDKLSCSNFLT
B.gibbericeps      1 ------------------------------------------------------------
consensus          1                              mess  p mplpkycsvatslkapgw  aap

H.sapien          32 PWDLSFTYPFALQAPWLTGHKPLARHASSCPCLHVADPAWQGP-GWLGRAGDAANTWVLA
G.gorilla         32 PWDLSFTYPFALQAPWLTGHKPLARHASSCPCLHIADPAWQGP-GWLGRAGDAANTWVLA
P.abelii          24 PWDLSFPYPFALQAPWLTGHKPLARHASSCPCLHIADPAWQGP-GWLGRAGDAANTWVLA
N.schauinslandi   32 PWGLSFTCPFATQAPWLSRHNPLSRYASYHPCLHIADSAWQGP-GWLGRVGDAADTWVLA
L.vexillifer      24 PWELSFACPLASQGPWLTRQSPLTRYASYDPCLHIADPAWQGP-GWLRRGGDAADAWVLA
E.przewalskii     32 RWNLSFACPFALQAPWLPGHSALTSYAAYPPCLHVADPAWQGL-GWLGRVGDAADTWVLA
H.armiger         32 PWDLSFTCPFALRVPWHN---PLTRCSCYHPYLHSADPAWQGP-GWLGGVRGAADTWVLA
C.lanigera        61 PGDISFACPFAHRAPGLPRAHALTRYALHLPCLHIADPAWQDP-GWMGRVRDAANAWVLA
C.mydas           32 NIDPFSSGSFMVHPAWVTRLLIPQRCSWIGHCPHFPDTACKGLKVWEKSVDIAH-DPVLA
B.gibbericeps      1 -------------------------------CVPSPGPAWKRLSAPGISVGLGCNVPVLV
consensus         61 pwdlsftcpfalqapwlt h plsr as  pclhiadpAwqgp gwlgrvgdaantwVLa

H.sapien          91 RREADGFYYRAQIKATPELERQGVLLVEFEAPLVAGPKLPAQQQRVVLEEDVIPLSPSVG
G.gorilla         91 RREADGFYYRAQIKAAPELERQGVLLVEFEAPLVAGPKLPAQQQRVVLEEDVIPLSPSVG
P.abelii          83 RKEADGFYYRAQIKAAPELERQGVLLVEFEAPLVAGSKLPAQQQRVVLEEDVIPLSPSVG
N.schauinslandi   91 RRGPDGFYYWAQIKAAPELERRGALLVEFEVPLVTDPKRPAQRQNVVLEDDVIQFLPSTE
L.vexillifer      83 RREADGFYYRAQIKAAPELERQGFLLVEFEAPLVTCPGLPAQRXSMALEEDVIQFSPSVE
E.przewalskii     91 RREPDGFYYRAQIKAAPELERQGALLVEFEAPLVTGLKLPAQQQSVVLEDDVIQFSPSME
H.armiger         88 RREPDGFYYWARIKAAPELERQGALLVEFDAPLVTGPKLPAQWQSVVLGEDVIQFSPFTQ
C.lanigera       120 RKEPDGLYYRAQIKAAPELERQGTLLVEFEAPLVTGPRLPAQRQSVVSVEDVIQFSPYVE
C.mydas           91 RRESDGFYYLGTIKQEIEGER-GTFLVEFDKPPASGDKYSVCVQ-KTARDDILEYVNGMR
B.gibbericeps     30 RGEQDGFYYRGTVKEEIESER-GMFLVEFAEPLVSRGSHPVRVQ-KTAKDDILECVNGMK
consensus        121 Rre DGfYYraqiKaapElERqG lLVEFeaPlvtgpklpaq q vvleeDviqfspsv 

H.sapien         151 YSLRPGDKVLALWEPGQQQYGPGTVLLGLEMRDPQRASKEKEITVHFWNGKAAKVPLGGV
G.gorilla        151 YSLRPGDKVLALWEPGQQQYGPGTVLLGLEMRDPQRASKEKEITVHFWNGKAAKVPLGGV
P.abelii         143 YSLRPGDKVLALWEPRQQQYGPGTVLLGLEMRDPQRASKEEEITVHFWNGKAAKVSLGGV
N.schauinslandi  151 CSLRPGDTVLAPWEPDRQRYGPGTVLLASEARDPQRASKEGEITVHFWNGKTASVPRGGV
L.vexillifer     143 YSLRLGDKVLALWGPHQQRYGPGTIPLGLEARDPQRASKEEEITVRFWNGRTAHVPLGGV
E.przewalskii    151 YSLQPGDKVLAPWEPDRQRYGPGTVLLGLEARDPKRASKEEEITVHFWNGKIAPVPLGGV
H.armiger        148 YSLQPGDKVLAPWEPDQQRYGPATVLG-LEAREPQRASKEEEITVHFWNGKMATVPLGGV
C.lanigera       180 YSLRPGDKVLAAWEPGRQRYGPGTVLLGLDMRDSQRASKEEEITIHFWNGKTAQVPLGGV
C.mydas          149 HSILPGDKVLAPWEPDLVRYGPGTILLGIETRDPLRASEDEEIMVYFWNDKKVKVPLGVA
B.gibbericeps     88 HSLLPGDKVLAPWESDMARYGPGTVLTGIETRDPLRASEDEEIMIQFWNDKKVKLQRGVA
consensus        181 ySlrpGDkVLApWepdqqrYGPgTvllgle RdpqRASkeeEItvhFWNgk akvplGgv

H.sapien         211 QSVSLTIWKKAVERLHKSFTR-------EHPRPLHWAPCCSLLGPITGRITNELP--PDA
G.gorilla        211 QSVSLAIWKKAVERLHKSFTR-------EHPRPLHWAPCCSLLGPITGCIANELP--PDA
P.abelii         203 QSVSLAIWKKAVEKLHKSFTR-------EHPRPLHWAPCCSLLGPITGRITNELP--PDA
N.schauinslandi  211 RWVPPAVWKKAGGRLHKPSIK-------EHAGALLWAPCCSPRGPAAGWVTNGLS--PGT
L.vexillifer     203 RWVPPAVWKKAVDRLHKAFTT-------EHPRPLLWAPCCSLAGPVAGCVTGGLP--LST
E.przewalskii    211 RWVPPAVWKKAVERLHKPFTR-------EHPSPLLWAPCCPLLGPVTGYVSNGLP--LGT
H.armiger        207 RWVSPAVWKKAVERLHNPFIR-------EHPSPLLWAPCCSPLGPVTGCVTYGLP--LGT
C.lanigera       240 RWVPPTFWKKAVERLSKSHTS-------EHPSALLWAPCCSLLGTVTGGITNRLP--PDT
C.mydas          209 LWIPPDMWERIVEMIHMPFTSRLKFMNPHNTTSSYTSPCRFLRAPIHSCALDDGLSKYRW
B.gibbericeps    148 LWIPPSLWERIVEMIHMPFTSRAKPRESPDAN-SCTFSCSPNTALIPVCAVHS---LAKH
consensus        241 rwvppaiWkkaverlhkpftr       ehp pllwapCcsllgpitgcitn lp  p t



H.sapien         262 PFLCPLCHH-------HACCQLLCQGCLCGCPPCGTTWWPLTRTSEVMARELP----ELE
G.gorilla        262 PFLCPLCHP-------HACCQLLCQGCLCGCPPCGTTWWPLTRTSEVMARELP----ELE
P.abelii         254 PFLYPLCHP-------HTCCQLLCQGCLCGCPPCGTTWWPLTRTSEVMARELP----ELE
N.schauinslandi  262 PFLCPPCVP-------QACCQLLGQGCLCPCPLAGPTWWPLTR-----AKEHPE--VELK
L.vexillifer     254 PFLCPPCHP-------HTCCQLLGQGCLCCRPLAGPTWWPLTRTSGVTAREHPE--AELK
E.przewalskii    262 PFLCPPCHP-------YACCQLLCQGRLCCCPLVGPTWWPLTRTSGVTATERPE--AELK
H.armiger        258 PFLCPPCHP-------NVCCQLLCQGGLCCCPLAGSTWWPLTRSSGATARRYPE--VELK
C.lanigera       291 AFLCPPCHS-------HACCQLLCQSSLCCCPSMSSAWWRLTRTFDTTARELPE--PELK
C.mydas          269 PRPCPLICPPFHGHCHSVCCSPVHVGCICCSHPKFNAWWPLLSTSLLSQRGTKPQESNNK
B.gibbericeps    204 CLLCSPCWPRLHYHCDGICCSSAYVRCICCCYPHVDAWWPLPSRSLVFQRETEEAESSGK
consensus        301 pflcppchp       haCCqllcqgclCccpp gttWWpLtrts vtare pe   elk

H.sapien         311 PTAQLLPLEGPKEEKVAMHAPLAVSSSS-SSSCEQDGVENDLEMGPPQRLMVNSAVNTDP
G.gorilla        311 PTAQLLPLEGPKEEKVAMHAPLAVSSSS-SSSCEQDGVENDLEMGPPQRLMVNSAVNTDP
P.abelii         303 PTAQLLPLEGPKEEKVAMHALLAVSSSS-SSSCEQDGVENDLEMGPPQRLMVNTAVNTDP
N.schauinslandi  308 PTAPRLPLEGPKEEEGAVQAP-LGVSSSSSSSSSEEDLENDLQIGLPQRLMVDSTVNTDP
L.vexillifer     305 PTAQLLPLEGPKGAEVVVQAPXAVSSSSASSSSAEEDLENELELGLPQRPAVDSTANTAP
E.przewalskii    313 PTAQLLPLEGPKEEEVAVQAPMAVPSSS--SSSEEEDLENDLEMGLPQRLMVDSTVNTDP
H.armiger        309 PVAQLLPLEGPKEEEATVQAPMAVCPSS--STSQEEDLEKDLEMGFPQRLVVDSTANTDP
C.lanigera       342 PAAQLLPLEGAKEEPVAVHVAPAVSSSS--SSSFCEDLEDNLEVGLPQRLVVNSAVNTDP
C.mydas          329 PTAQFLELESPKENE-----PAAAAASSSSSSSSSDLEKSEEEMCLTQSTMVDSAVNTDS
B.gibbericeps    264 PSPHLLELEGPNQEQ-----PAVVAASSPSSDSEWDLEPFP-----AKSTVVDSAVNTAS
consensus        361 PtaqlLpLEgpkeeevav aplavssSS sSsse ddlendlemglpqrlmVdsavNTdp

H.sapien         370 IFLEMPLR-QSGLCQPEWRYWKRNGPEPCLGKPGTRY-----------------------
G.gorilla        370 ILLETPLR-QSGLCQPEWRYWKRNGPEPCPGKPGTRY-----------------------
P.abelii         362 ILLKTPLR-QSGLCQPEWRYWKRNGPEPCPGKSGTRY-----------------------
N.schauinslandi  367 ILLEKSPRRQGGLCQPEWRYWRRNGSKLQPGKPGTRH-----------------------
L.vexillifer     365 ALLEESPGRQGGLCQPEWRYWRRNGSKPHPRKPGTRL-----------------------
E.przewalskii    371 ILLEKSPRRQSGLCQPEWRYWRRNGPEPHPGKPGTRG-----------------------
H.armiger        367 MLPGTSLRRQGDLCQPEWRYWRSNGPEPRPGKSGTRG-----------------------
C.lanigera       400 ILPE-RPLMQSGPRQPEWRYWKRNGPEPRPGKPGIRC-----------------------
C.mydas          384 SLFEKPKLKDAAR--PEWKYWKRSHPKSHPRNPGISIPSSKCTKGKAESRTIFCFDMYPV
B.gibbericeps    314 VCLEKPRLKDSAR--PEGKYWKRS------------------------------------
consensus        421 ille p rrqsglcqPEwrYWkrngpephpgkpgtr                        

H.sapien         406 ------------------------------------------------------------
G.gorilla        406 ------------------------------------------------------------
P.abelii         398 ------------------------------------------------------------
N.schauinslandi  404 ------------------------------------------------------------
L.vexillifer     402 ------------------------------------------------------------
E.przewalskii    408 ------------------------------------------------------------
H.armiger        404 ------------------------------------------------------------
C.lanigera       436 ------------------------------------------------------------
C.mydas          442 APTNQSAMFETIEQSPRRHFTPKDVLIHHDFKPSLGLQATPCLEKLGENQIERERQRKAC
B.gibbericeps        ------------------------------------------------------------
consensus        481                                                             

H.sapien         406 --------------------------------------SNICKEEKDHKQQRAQTAVVGT
G.gorilla        406 --------------------------------------SNIWKEEKDHKQQRAQTVVVGT
P.abelii         398 --------------------------------------SNIWKEEKDHKRQRAQTVVVGT
N.schauinslandi  404 --------------------------------------GTIWREKRGNKQQRVQSVVLGN
L.vexillifer     402 --------------------------------------SNIGKEEKGNKQQTVKTTAAGS
E.przewalskii    408 --------------------------------------GNIQKE--KGNKPQQQTTVVGS
H.armiger        404 --------------------------------------CNIRKEDTGNKRQRQHTVVVGS
C.lanigera       436 --------------------------------------HNMQKEDDNEQE-KAQAAVLGT
C.mydas          502 MEQKRKKKFLQQTWEHEREQQAEEKYYTAQEHQRKKLLQHFENEDKKVKEQDIKQNQTMK
B.gibbericeps        ------------------------------------------------------------
consensus        541                                        ni keek  k qr qt vvgt



H.sapien         428 TKELVSKATHMKPPRTPPGEAEHRKRSQSLAICQWNKNSR--------------------
G.gorilla        428 TKELVSKATHTKPPRTPPREAEHRKRSQSLAICQRNKNSR--------------------
P.abelii         420 TKELVSKATHTKPPQTPPGEAEHRKRSQSLAIRKWNKNSR--------------------
N.schauinslandi  426 TKELVLEASGVKPPQILPEDGEHREWSPGTATHQRDQNALRLKAPRSQER----------
L.vexillifer     424 PRELVLEATGMKPLQILPEEAEHKKLSRGTAAHQEXQNSPXTKSPKDLGKADGWEGASEG
E.przewalskii    428 TKELVLEATDMKPLQVLPKAERRKLSQVRHIRGTRIPLSLKALRI---------------
H.armiger        426 TKELVLEAANRKPLQILPEEAEHGKLSWCATACQRDSNSS--------------------
C.lanigera       457 TKELALKATNVKPPQTLREGAQHRKPGNEKAVIVRI------------------------
C.mydas          562 TKQLAQQRTNLKMQTMAEEDRQKGQQRLAHLQQVRETHDQREFNKCIAEEIKKKQSQEAR
B.gibbericeps        ------------------------------------------------------------
consensus        601 tkelvl at mkppqilpeeaehrk s   a  qr  ns                     

H.sapien             ------------------------
G.gorilla            ------------------------
P.abelii             ------------------------
N.schauinslandi      ------------------------
L.vexillifer     484 LLPWFFDLLGPYHF----------
E.przewalskii        ------------------------
H.armiger            ------------------------
C.lanigera           ------------------------
C.mydas          622 RRRVETQYKLMAEKIFQDEKQKGK
B.gibbericeps        ------------------------
consensus        661                         


