Caspase Catalytic Domain Alignment
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YCLTINNHNFAKAREKVPKLHSTRDRNGTHLDAGAL TTTFEELHFETIKPHDDCTVEQIYEILKIY
LALIICNEEFDS IPRRTGAEVDITGMTMLLQNLGYSVDVKKNLTASDMTTELEAF
LALVLSNVHFTGE KELEFRSGGDVDHSTLVTLFKLLGYDVHVLCDQTAQEMQEKLQNF
LALTLCVT KAREGSEEDLDAL EHMFRQLRFESTMKRDPTAEQFQEEL EKF
TALTFNHERFFWH LTLPERRGTCADRDNLTRRFSDLGFEVKCFNDLKAEELLLKTHEY ~ Human Caspase 8 p18
KCTTINNKNFDKV TGMGVRNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMQDLLKKA (residues 211-374, white)
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QLMDHSN- - -MDCFICCTLSHGDKGITYGTDGQ- - --~EAPTYELTSQFTGLKCPSLAGK Hur.nan Caspase 8 '_y”
AHRPEHK--TSDSTFLVFMSHGIREGICGKKHSEQVPDILQLNATFNMLNTKNCPSLKDK (residues 385-473, light
AQLPAHR--VTDSCIVAALSHGVEGATYGVDG KLLQLQEVFQLFDNANCPSLQNK grey)
QQAIDSREDPVSCAFVVLMAHGREGFLKGEDGE MVKLENL FEALNNKNCQALRAK :
STVSHAD---ADCFVCVFLSHGEGNHIYAYDA KIETQTLTGLFKGDKCHSLVGK Substrate Peptide IETD
SEEDHTN---AACFACILLSHGEENVIYGKDG VTPIKDLTAHFRGDRCKTLLEK (dark grey)
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PKVFFTQACQGDNYQKG IPVETDSEEQPYLEMDLSSPQTRYIPDEADFL L
PKVIIIQACRGD-SPGVVWFKDSVGVSGNLSLPTTEEFEDDAIKK-AHIEKDF TA
PKMFF IQACRGDETDRGVDQQDGKNHAGSPGCEE SDAGKEKLPKMRLPTRSOMIC
PKVYIIQACRG EQRDPGETVGGDEIVMVIKDSPQTIPTYTOALH
PKTFTTQACRGNQHDVPV-IPLDVVDNQTEKLDTNITEVDAASVYTLPAGADFLM
PKLFFIQACRG TELDDGIQADSGPINDTDANPRYKIPVEADFLF
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GMATVNNCVSYRNPAEGTWYTQSLCQSLRERCPRGDDILTILTEY 440
FCSSTPDNVSWRHPTMGSVF TGRLIEHMQEYA-CSCDVEETFRKY 373
GYACLKGTAAMRNTKRGSWYTEALAQVFSERA-CDMHVADMLVKY 410
VYSTVEGYIAYRHDQKGSCFTQTLVDVFTKRK---GHILELLTEV 209
CYSVAEGYYSHRETVNGSWYTQDLCEMLGKYG-SSLEFTELLTLY 252
AYSTVPGYYSWRSPGRGSWFVQALCSILEEHG-KDLEIMQILTRY 265
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