
PP1 catalytic domain (~40 residues)
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PP1_γ(HS) LFEYGGFPP-ESNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASINRI
PP1_1α(HS) ------FPP-ESNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASINRI
PP1_2α(HS) LFEYGGFPP-ESNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASINRI
PP1_3α(HS) LFEYGGFPP-ESNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASINRI 
λ−PPase   KLDTIGFDNKKDLLISVGDLVDRGAENVECLELITFP------WFRAVRGNHEQMMIDGL
GLC7       LFEYGGFPP-ESNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFILRGNHECASINRI 
PPZ1       LFTKCGFPP-SSNYLFLGDYVDRGKQSLETILLLFCYKIKYPENFFLLRGNHECANVTRV 
PPZ2       LFTKCGFPP-MANYLFLGDYVDRGKQSLETILLLLCYKIKYPENFFLLRGNHECANVTRV 
SAL6       ILKLSGVPS-DTNYLFLGDYVDRGKNSLETILLLLCYKIKYKDNFFMLRGNHESANVTKM 
PPH21      LFKIGGPCP-DTNYLFMGDYVDRGYYSVETVSYLVAMKVRYPHRITILRGNHESRQITQV 
PPH22      LFKIGGPCP-DTNYLFMGDYVDRGYYSVETVSYLVAMKVRYPHRITILRGNHESRQITQV 
PPH1       LFRTAGGFPDDINYIFLGDYVDRGYYSLETFTLLMCLKVKYPAKITLVRGNHESRQITQV
PPH3       LFEKSGGVE-KTRYIFLGDFVDRGFYSLESFLLLLCYKLRYPDRITLIRGNHETRQITKV 
PPG1       IFQIGGPVP-DTNYLFLGDYVDRGLYSVETIMLLIVLKLRYPSRIHLLRGNHESRQITQS 
PPT1       LFRKFGKVGPKHTYLFNGDFVDRGSWSCEVALLFYCLKILHPNNFFLNRGNHESDNMNKI 
CNA1       LFEVGGDPA-EIDYLFLGDYVDRGAFSFECLIYLYSLKLNNLGRFWMLRGNHECKHLTSY 
CNA2       LFEVGGDPA-TTSYLFLGDYVDRGSFSFECLIYLYSLKLNFNDHFWLLRGNHECKHLTSY 
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