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AOA106C1X3_SHEFR
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MNSILE LPQ
MNSILECLRO

PGTPTVYNAD
GAVLYEHSGD
QKTVFEYNNQ
QKTVFEYNNQ
NQLLAESNAE
SAPATDYHSQ

RSFFVQPQL-
DTWHDDMRLS
SEQ-DSQLQA
SEQ-DSQLQA
AAHFSGYQWS
TSIFASHDKA

SKQ TGGVRY
——-KDLTIE-
VPQ QLTLS-
VPQ QLTLS-
EQF ALKMT-
AQY ELDVV-

ETITIRDINKYS
KLFVPFMKLS
QLLETMLLKS
QLLETMLLKS
KLLEIMLKDS
DLLKIMLKKS

NPDRMVGGTL
VSGTL---RY
VSGTL---RY
VDGTL---HY
YDGSL---QY

[ )
VSVNPASTMK
TRMRPASSLK
SLIMQPASVQK
SLIMQPASVQK
TLRTPASLQK
QMALPASTQK

*
PE--FNDDGN
PDMPWSDEYT
PGWVWDDLGI
PGWVWDDLGT
DGQAWNDLGV
PGWPWNDMTQ

NPVPQADGSV
—-—---REHGTN
----- RFDNN
————— RFDNN
----- RNSDN
————— PGDLN

ol
NNTMAQQLFL

NNGHAEVLVK
DNLIADSLLK
DNLIADSLLK
DNLIADSLFK
DNMIADTVEFR

RKRLKTTAMR
RNRMKGTPAQ
KRYFNKSPLK
KRYEFNKSPLK
HKGVAGPLLK
RAGLHQAGVD

o o
LVTTYAALEM
LLTAAAALSV
LLTALAATKQ
LLTALAATKQ
LLTATAAKLY
VITALAALIQ

D---ENKPFL
YYGAPISALT
YAAPISPFI
YAAPISPFI
YTSPSNAITI
FSAPPAVAI

TVTVAGQL-G
TITIEGSVPV
RYHLSG--——
RYHLSG-—-——
RYHLWG-—-——
RETLTG--——

[ J
SLGQKFRNDA
EMGKVK-K-G
KLGEVYYQ-A
KLGEVYYQ-A
TLGAAYFQ-Q
MIGHARFN-V

seetek
GEAHVKTGTL

GKVRAKTGSL
NHVFAKTGSM
NHVFAKTGSM
GNIVAKTGSM
GKVSAKTGSL

signal sequence

XX signal cleavage site

oo
LGPNHQWKTE

LGENYSFTTE
LGKDFTYQTR
LGKDFIYQTR
LGENFRYQTT
LGPDFRFTTT

VKPDSLLVNL
ASPNEDYDAG
IDKN VYGRL
IDKN VYGRL
VNRN' VLGNL
VDRN FSVSL

EG
DA---NKTKE
HVG-AKS
HVG-AKS
MVPRNRP
LPQRSEP

DGDDAKAAQR
EGSWEKGLE-
PSDFARSGQ-
PSDFARSGQ-
DGNFLNGAK-
PGTWRAGSD-

* o0
NTVRAIAGFS
STVSSLSGYA
LGIANLAGRV
LGIANLAGRV
KGVANLLGIV
QGVYNLAGF T

* active Ser residue @ conserved residue

LTTLAQQPLD
LTTLAQQPLD

KALRFVARND
TVIVEV---T
ATTGYN-KVA
ATTGYN-KVA
SVVSADAKKA
YSAPKPGDMA

SQTYLSLLDH
-—-WISVWEP
LPLAIAITEP
LPLATIAITEP
FGLAFSVNDP
LPLAFAVQDG

VVRQWL-AKK
VLNSTL-PEF
ALKTIL-YSI
ALKTIL-YST
ALKLIL-QEN
AVRQILRQQA

RDVNgNTWAV
ETKSGKKLVF
NASNGHDYLF
NVSNGHDYLF
KTARGERLF-
TTASGQRMAF

AAE-----KQ
VPNQTALSQQ
VPSQVALSQQ
W

QTTHSDNINQ
QTINSDNINQ

LKASKLQPSA
ADHPALEGAM
LQLLKPAHSQ
LQLLKPAHSQ
LHALLPKGTQ

QIDKIL-———
QPTAVYLDNM
QPTALYLDNM
SA

v

DE

DGDLNGGILN
DGTLKGKKLN
KSLIENGIYS
KSLIENGIYS
KSHIKNNHYQ
KGNVENGVLK

o
NGRVLISVEP

PNQ-KEGEEP
NIT-MMGNRP
NIT-MMGNRP
RLF-IPSYEP
FIR-VASYYP

ATYTAGAVRA
AGYALDLFKQ
QLYAQQIVAK
QLYAQQTVAK
FAYASQIIES
ASYAGATILKD

[ ]

GITAPHLVME
GVDSKSLVLR
GIDLSNANIA
GIDLSNANTIA
GVDLENAYLA
GVDIGNTIIA

VAILNDKAPF
SILLNGLIDE
VLFENGLSPQ
VLFENGLSPQ
ALIINGYNWP
VQYLSGYAVE

[ ] (d
GNLYLKGGGD

GNLYLKGKGD
GDIYIEFSGD
GDIYIEFSGD
GDIRLRFVGD
GDLVARFGAD

PIASINIEN-
AVSVSPKTDY
-IEISNDAYF
—-IEISNDAYF
-VEISSNVD-
-VTMFSQVR~-

[ )
IWKELGGSIQ
SLKKQGITVK
QLASLGIVHQ
QLASLGIVHQ
ELKNVGIKLT
ELKQAGITHS

o0 ¥
NGSGLSRSER
DGSGISHIDA
DGSGLSRYNL
DGSGLSRYNL
DGSGLSRHNL
DGSGLSRHNL

EDGKDIEDQT
TKKQQK-—--A
TKKQQK—---A
ETDLTKATKS
PAD-QRNRRT

YITQLPAGAN

[ X

PKLNMEKLWL
PTLLPSDFDK
PTLKYQDLRQ
PTLKYQDLRQ
PTLSRADIKE
PTLKRQDIRN

LMRDLRANGV
MAEILKHSGV
LLASLSQLGI
LLASLSQLGI
MLTSFKALGV
MVATLKKSGV

LSLVMVPLDG
AGITVRSAET
LGITVWDMTT
LGITVWDMTT
LSYLVLDPAN
LALMVQKVGA

®
TQVTGDLVLD
KVIKGNLIGD
TELTGNIVLT
TELTGNIVLT
KQIRGDLLIN
NQIDGNVLID

VTPIVNRPVA
VTPIVNRPVA

KPAVQTLTDE
KPAVQTLTDA

GKDRLA-—-— —— PTPSSAKM
GDIKTGE-—— ——— APSSSDV
QPITASIVMNT EAQFMAQRQV
LPITASIVMNT EAQFMAQRQV
GKVKIEQ--- IKTAKKVSQV
GTLLRQT-—— —-— QVNEPGTV

VSAREMANMz
VSSDQLSQLL
LTPEHVLSVL
LTPEHVLSVL
MSAKLFMTVL
IAPATMMQVL

QAAWHSPYAA
YDIQDQSWFS
TTLYQQPEYR
TTLYQQPEYR
KYVYQNDAKT,
QYTAQHDNEL

LDLYKQPRTA
AVILANQ=-== —————————e
P---FSAVFL QTMMDVPR--
P---FSAVFL QTMMDVPR--
PVVIFEHAFF ETIIKSSRK-
PLVRFESRLY KDIYQNN---

*¢ active Lys residue % substrate binding residue

VKAL N
AKTTAAGSE-
VVLPAYLTES
VVLPAYLTES
~—VVTSAQRD
--TLPRGSAE

e o
LARAFSPDLA
LLSHRSMPLS
TASHQSAALP
TIASHQSAALP
LVKYQSPELG
VASKQSAPLH

[
EYISSLPIAG
AYLNSLPVAG
FLLELLPQSG
FLLELLPQSG
NLLDSFSIAG
NFISMLPLAG

QTASVL



