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I

YVKQ--LWDKKDGFVGEVLFPGAEWD-RRDVPTTFSRELKSSKTKGEK--LR

YTQK--PPSLRSSALGELEAECGGREWRGENPFFFRKELNQKKWKLQ
YTQK--NPSLKSTVLGDLETECRGRDWRVQKPFLFKKELNQIKWKLQ
HSRD--FSGLREAALGVVELPCEQMDWEPDTTITYTRQLSPTKSKLK
YTRE--AP----TALGELEVECGGRDWRAEHPFHLAKELNINKWKLK
YSRD--FSGLREAALGWLELPCEPVDWESEITNTYSKQLTATKGKLK
YTRG--VQSPRDTPLGEVGLECGNIDWISEHPLQFMKALKRNQGNYE
SSRD--FSGLRETPLGELEMSCAEIQWESDHTFSLTRQLNPARRKLR
CKQN--NP--KTSLFEELEVCCSRLDWTLDRPVNCVRELRPVVDKTK
FAQE--KQSLKERFIGEVLFPGPEIDWNSQGSCVYTKELSGIKAKLK
YAKE--FHNLKDSFLGEVMFPCSQATWNPRVPSVYTQELSTTKTKLK

SSSIDLEELDEKAKSCELFVLLOQYQAMSNRMKVLIRKAENLTKKKMSLPVPGTADHYIIVRLLHR
ODQSSNNSATCKA---SSSPP-QIFVLLOQYQTLTHRIKATLLRADNLDTL-AG--TSAPAEFQVLVALHHE
-DQVSDNSA--RT---SSSPP-QIFVLLOYQTLAHRIKAGLLQAHNLDRL-HG--TSAPAELQVLVTLRHE
SVSSQETLGRRKSSVCAPRVLGQLFVLLOYQTPAQRVKVMVRKAENLTKLTR---IPGAADHYVVINLRQD
IGGMEMNVARPTLILFACISL-LIFILRQYQPLVRHIKVKVFRAYYLVHLVHS--LAATIVHFYAQRTTFGF
SVSSQEWLGRSKSSVGAPVTLGKVLILLQYQPAAQRLKVMVRKAENLTKLTR---IPGAPDHCVVIKLHQN

--SMSTTDVIS-PTTAQPKSLGQIFILLQYQCSANRIKVMVQKAENLSKRAR---IHGPADHFVSIRLIKE
--SLSSQDISSSPSFSQPKSMGQLFLLLOQYQALANRIKVLVRKAENLGRLTR---IPGTPDHYVVIQLYHD
XHSVIIELYQA
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