Q4FTW2_PSYA2
AOAOH3JIB3_ECO57
03K6A1_PSEPF
A1SZ14_PSYIN
031J78_PSET1
AOA119D0G3_SHEFR
0087L2_SHEFN
08X6U3_ECO57
DACA_ECO57

Q4FTW2_PSYA2
AOAOH3JIB3_ECO57
Q3K6A1l_PSEPF
A1SZ14_PSYIN
031J78_PSET1
AOA119D0G3_SHEFR
0087L2_SHEFN
08X6U3_ECO57
DACA_ECO57

Q4FTW2_PSYA2
AOAOH3JIB3_ECO57
03K6A1_PSEPF
A1SZ14_PSYIN
031J78_PSET1
AOA119D0G3_SHEFR
0087L2_SHEFN
08X6U3_ECO57
DACA_ECO057

Q4FTW2_PSYA2
AOAOH3JIB3_ECO57
Q3K6A1l_PSEPF
A1SZ14_PSYIN
031J78_PSET1
AOA119D0G3_SHEFR
0087L2_SHEFN
08X6U3_ECO57
DACA_ECO57

Q4FTW2_PSYA2
AOAOH3JIB3_ECO57
03K6A1_PSEPF
A1SZ14_PSYIN
031J78_PSET1
AOA119D0G3_SHEFR
0087L2_SHEFN
08X6U3_ECO57
DACA_ECO57

ALIE

[ ]

YITEQRLASG
YVVDRAIDSH
YIATLEIRRG
YITGQEIKSG
YVIGTEVKAG
YVIGHEIRVG
YVIGHEIRVG
YVVGQALKAD
YVIGQAMKAG

[ ]

GMPEEGHQAS
GLDAPGQHSS
GLPNPEHYSS
GLTAEGHYTT
GLDTDAHYTT
GLDSENHKTT
GLDSENHKTT
GLDAPGQFST
GLDADGQYSS

(. J
SRELLNWGFG
ARKLLRWGQQ
TQKLLTYGFR
SKKLLNWGFR
SKKLLNYGFR
SKKLLNYGFR
SKKLLNYGFR
SEKLLTWGFR
SKKLLTWGFR

VIATSDIEQS
LVTLESVGEG
LIALDAVEEG
LIALETVEEG
LVTLEEVEEG
LUTLNEVQEG
LUTLNEVQEG
LIVMENVEEG
LVVLQEIPEG

[ X ]
DLKETDQVLM
RITPDDIVTV
QIGENDPVTV
NLSPDDKVTTI
NIAPTDMVTV
NISLDDDVAT
NISLDDDVAI
KIKLTDMVTV
KFKETDLVTI

[ X J L ]
ALDLAKLSRA
AYDLAVLSRA
AHDMATLARA
PHDMATLAQA
PRDMATLGGA
AYDMATLGAA
AYDMATLGAA
ARDMALLGKA
ARDMALIGQA

HFT%VTQAPA
NETTVQILHR
FFETQTFYQK
FFETLTPYNA
FYETITPYKA
FFETITPYKA
FFETITPYKA
FFETVTPIKP
FFETVNPLKV

GFMSRIWQRF
SMFSRLSDYF
GIFRRMWDST
GLFSRLIDYT
SFFSKIYDYL
GLFSKLMDYF
GLFSKLMDYF
GFFGRMWDFV
NFFGKIIDYT

( ]
SPNAW RGS-
GRDAWAKDNP
SENAWRTG--
SEKAWSKNF -
SEKAWAKNF -
TKNAWAKNE -
TKNAWAKNE -
GKDAWATGNP
GNDAWATGNP

( ] (]
IIKNSGDYYR
ITHGEPEFYH
IIHEDPAHYA
LINDVPDEYL
LIRDVPDEYA
LIRDVPEEYK
LIRDVPEEYK
LIHDVPEEYA
LIRDVPNEYS

GQFVSKVPV%
GKKVGTERIW
GTELAQAPVW
GDQLANERTW
GDSFAEQRIW
GDTFVTQQIW
GDTFVTQQIW
DATFVTQRVW
GKEFASEPVW

SRWAQNLF——
HHRA-—————
RLFFYGLFN-
KLLFIGWFS—
RLQIMQ-———
KQMFASWFE-
KQMFASWFE-
MMKFHQWFGS
KLMFHHWFG-

-SVVESSLA
-SAFLFLFAR

( X
--NSQS MYV
VEVGSSLMFL
—--=-GSRMFI
—--PESSKMFI
--PESSKMFI
—--PDSSKMFI
—--PDSSKMFI
ALRGSSVMFL
VFKGSSLMFL

[ ] [ ]
IYSEKEFTYN

MYSEKSLTWN
TYSQREFFWN
TYSEKSFKFN
LYKKKSFTYN
VYSEKSFTYN
VYSEKSFTYN
THKEKEFTEN
IYKEKEFTEN

FGEAKEIEVV
YGDKENIALG
KGTTSQVKAG
MGSQPMIRLG
MGNKENVSLG
YGDRETVDLG
YGDRETVDLG
FGDKSEVNLG
FGDSDRASLG

MRPT
ATPQPDIRPT
TA-———-FA-

SAVMASAATQ
AAENTIPFSPQ
AAFAAEMMPS
LEANPTITPS
ESATAQTIPA
PNRAPMVTPD
PNRAPMVTPD
-———AEQTVE

AD DLNIKTMIPG

PUNKSASYTD
KEGDRVSVRD
KVGSQVTVSD
EVGKEVSVAD
EVGKQISVDD
EVGKTVKVHD
EVGKTVKVHD
KPGDQVSVAD
KPGMQVPVSQ

® 0 e o
GITQGNRNAL
GITQQNRNGL
GIKQPNRNLL
GIDQPNRNAT
GIKQYNRNSL
GIKQYNRNGL
GIKQYNRNGL
KIRQPNRNRT,
GIRQLNRNGL

TADNLQILTT
TEQEFWMVLP
LAQDLTMTLP
VKDDTPITLP
ILEDTPITIP
VMTDTPITIS
VMTDTPITIS
AGEAGSVTIP
VDKDVYLTIP

XX signal cleavage site

[ ] [ ]
MLRGIIIQSG

LSRGLIVDSG
LLHGIIIQSG
LNRGIIIQSG
LNHGIIIQSG
LNRGIIIQSG
LNRGIIIQSG
LNKGVIIQSG
LIRGINLQSG

([ ] e
LATD-PTVDG

LWDKTMNVDG
LWRD-KTVDG
LWDKSLDVDG
LWDESLDVDG
LWDKSLNVDG
LWDKSLNVDG
LWSSNLNVDG
LWDNSLNVDG

KTQKNKISTV
KAETPHIKAK
KGQLKKLAAS
RGEAKNLTAN
RGQHKNLKAN
RGKAKDLQAN
RGKAKDLQAN
RGQLKNLKAS
RGRMKDLKAS

signal sequence ¢

QgEMANTAYV
PPETHAGSWV
PPQLAAKSYV
APETIGAKGYL
PPQVNAKGYF
APSVAAKAYV
APSVAAKAYV
APSVDARAWI
VPQIDAESYT

[ = ( ]
NDASKAMAEH
NDACVALADY
NDASVAVAEH
NDACVAMAEY
NDACVAMAEH
NDACVAMAEH
NDACVAMAEH
NDACIALADY
NDACVAMADF

0 0 00
LKTGHTDAAG

LKTGHTSGAG
LKTGHTDEAG
IKTGHTNEAG
IKTGHTSDAG
IKTGHTSGAG
IKTGHTSGAG
MKTGTTAGAG
IKTGHTDKAG

IDIPE-SLEA
YTLDGKELTA
MTMNP-QLTA
FIIEN-ELRA
FKLDN-TLEA
FELTK-PLTA
FELTK-PLTA
YTLTEPQLTA
YVLNSSELHA

[ X }
LMDYNTGEIL

LMDYTTGQIL
LMDANSGNVL
LIDFNSGKVL
LVDFTTGKVI
LMDYNSGRVI
LMDYNSGRVI
LMDYASGKVL
LIDYNSGKVL

oo [ )]
IAGSEASFAT
TAGGQRQFVE
IAGSEDAFAD
TAGSEGAFAD
IAGSESAFAD
IAGTEGAFVD
TAGTEGAFVD
VAGSQESFIG
AAGSQDAFVG

[ J
Y LAASSNRE
FNLIASAVDG
Y MVSSAVRD
YSLISSATKD
YSLVTSATKN
YNLVSSGTSE
YNLVSSGTSE
YNLVASATQG
YNLVASATEG

° [ ]
PIKKGQEIGK

PISAHQRVGE
PIAKGDVIGK
PIQKGDVVGK
PLAKGTKVGT
PLAKGETVGR
PLAKGETVGR
PLKKGQVVGT
PLOKNQVVGT

AQKNANQAT.P
TAGNEHQQRN
VENNGDQRT.P
SENNSDVRLN
AQGEADTKLA
AEENAYESLN
AEENAYESLN
AEGNADEKLD
AEQNADVRRD

o
LMNEQAQKIG
MMNNYAEKLH
LMNKTVADLG
LMNSWAAQLG
LMNAHAAKLG
LMNSWAKQLG
LMNSWAKQLG
LMNGYAKKLG
LMNSYVNALG

e [ ]
GMRLISVIMG
QRRLIAVVMG
GMRLIAVVFG
GMRLISVVMG
DMRLIAVVMG
GMRLISVVMG
GMRLISVVMG
DMRLISVVLG
QMRLISAVMG

MMAVIDG---
IELYDRD---
VEVKLDD—---
VNYSVTGQQT
LFLQLEG---
VFFQLDG==--
VFFQLDG---
IDFQLNG=---
INFQLDG---

“H oo
PASLTKMMTS

PASLTKLMTG
PASLTKLMTA
PASLTKMMTS
PASLTKMMTS
PASLTKMMTS
PASLTKMMTS
PASLTKIMTS
PASLTKMMTS

MKNTH%VNST
LKDTHFETVH
MTNTHFMNPT
MNNTQFKNSH
MSNTHFINSH
MKDSYFENSH
MKDSYFENSH
LTNTTFQTVH
LKNTHFQTVH

TESQQARADQ
ADSAKGREEE
TNSEVARAAE
TRSTSARLTE
TSSERARKEE
TSSESARKAE
TSSESARKAE
AKTDRIRFNE
GRTFKGREAE

———KAVASVP
~——KQVAHWP
———KVVHSAD
VDDEPIATYD
-——EDTAQYP
———KDIAQFP
-——KDIAQFP
——-KSTEQRP
-——KTTEQRP

active Ser residue @ conserved residue

** active Lys residue % substrate binding residue



