FTM1 >Fugu thrombomodulin on Scaffold 195

=542)
HTM1 >gi|1070535|thrombomodulin precursor

(sequence length

- human

[validated]

=575)

(sequence length

202

Fraction of identities per length

Number of matches

0.372694
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GSSAAVAPLGLQLMCTAPPGAVQGHWAREA-A

APWNCDVLGGGCEYKCTQDPEKMPLCYCP

PGAWDCSVENGGCEHACNATIPG

A PRCQCEP

RGKTINPENEVTCEETOQEDPCASLRCAHTIC

CEHEFZC

SCTASATQSCNDL

AGAALOQADGR

ENGGSFACTCREGFKLAADGRSCVDF

VPNPDQPGSYSCMCETGYRLAADOQHRCETDV

QRCVNTOQOGGFECHTCYZP
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LAECDPNDRYQCFEFCPEGYTI
PADCDPNTOQASCECPEGYTI
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S GSGEPPPSP

ALVRHIGTDCDSGEKVDGSGD

FI

TTEPPDATIOQPSILTRGGIVGIVLCTTL

TPGSTLTPPAVGLVHSGLLIGISTIASLCLYV

RVLCGKGKMEGSADGVZKAS

VALLALLCHLRKEKOQGAARAKMETYEKCARAPSK

TALLMEFLAY

ENEAHTLOQPVTSDA

EVVLQHVRTERTPOQRTL

from tbn

FTFI >fugu TFPI on scaf6ll,

288)
TFPI >gi|125932|splhuman Tissue factor pathway inhibitor

(sequence length

(TFPI)

=304)

(sequence length

= 102
Fraction of identities per length = 0.354167

Number of matches

PGEIOSSVY

LLNY

MIYTMKKVHALWASVCLLLNTLAPAPLNAPDS

MIFNSPDPQGNOQT

QI \/ PEHLIFNELGCALTK

EEDEEHTIIT/\DTETL

LKTHKILHTLTL

PPLKLMHSTEFEFCATFHK

GPCKAIKDRFFFNVDNGHCELTEFEYGGCGGN
GPCKAIMKRFFFNIFTROQCEETEFTIYGGCESGN

VSGKSHDEKN\N Y

QNRFESLEECKEKMCTRDNANRTIIKTTLOQQ/\E

ANNFETLEECEETCYV

NKTPCHLSEAPGPCRGLLSRYYYDSRSOQOQC
KPDFCFLEEDPGICRGYITRYFYNNOQTIZ KO QZC

THFFYGGCEFGNANNEFRSMAECOQAZKTCOQS

ERFKYGGCLGNMNNFETLEECKNTICEDGP/\N

P\/ DNVNKNMISNNTSLSAQTEAINOQDMI

PSLF

DNYGTQLNAVNNSTLTPQSTIZ KV

GFQV

P\/ YVKPTDLCSFPTDPGTCDGEKERRFTYNSTI

EFHGPS

WCLTPADRGLCRANENREFYYNSYV

RCOQAFIYSGCGGNENNEFVFREKNCTIAEKTCTK
KCRPFKYSGCGGNENNEFTSEKOQETCILRATCK

T K
IG
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ARK\N QKKKREEKNEIKSAESQKSTD

K/\GFI
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I FVKNM

FTM2 >fugu thrombomodulin candidata2 on Scaffoldl95

=472)
HTM1 >gi|1070535|thrombomodulin precursor

(sequence length

- human

[validated]



=575)

(sequence length

138

Number of matches

0.292373

Fraction of identities per length

MSPSANPCLLVLVFLCGLEEALTLSHSG
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AVFVDSTDFPGAQKSCKSEFNGOQTL
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ESKHVCFGDOQOWTLK

GTTAMVITAGDEKHTL

GSSAAVAPLGLQLMCTAPPGAVQGHWAREA-A

AWDCSVENGGCEHACNATIZPGATPR

PWNCEVMLGGCERGCNEKTTNT

A
PG

EQSLNSNGVTC

GAALOADGRSCTASATQSCNDLCEHEFCVPN

EDVNKCEDSALZC

PDQOQPGSYSCMCETGYRLAADOQHRCEDVDDZC

TRAGEVCVKKEGGEFECVCRNGEFTITETEHE
ILEPSPCPQRCVNTQGGFECHCYPNYDILVD

ECEHPLCVKROQGVYZKCA

S ICTF

GVCVNN

GECVEPVDPCFRANCEYQCQPLNOQTOSYTLCV

EGYQVRVGDLTKCDRLCTEROQCLASCTDR

cyY
C A

EGFAPIPHEPHRCQMFCNOQTACPADTCTDEP

NAESNVQCFCPTGFILDTSNGSNTICTDTITPDE

DGFICTDTIDE

CECPEGYTITLD

NTOQAS

CDMGKQCEHTCVNLFGGFRCGCEFEGEFRTL

CENGGFCSGVCHNLPGTFECICGPDSALVR

DGQEDGSSSTASYLTI

HGEHOQCLPVD

HIGTDCDSGKVDGGDSGSGEPPPSPT

QPALVPSYIKAGSVLGITVFLLLCATTLTITFETF



ASLCLVVALL

LTPPAVGLVHSGLLTIGISTI

CRRFDLTSLEKHTNTIDTITFHTL

ALLCHLRKKOQOQGAARAKMEYKCAAPSKEVVL

LITYNAVYVI KR

QQOQVTTDTYKRILSTL

QHVRTEHR

TP QRL

FTFI >fugu tissue factor inhibitor on scafl267

241)
tissue factor pathway inhibitor 2

(sequence length

TFI2 >gi|5730091|

[Homo sapiens]

=235)

(sequence length

103
Fraction of identities per length = 0.438298

Number of matches

ARPLGLSILLLFLTEAALGDAAQETPT

SIGNEFISGILVLLEVTEKEVGTVROQEADQ

P
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RKSSEEIYG\NSVCLLQVDEGPCRGDIERYYY

/\ GNN A E

ICLLPLDYGPCRALLLRYYY

NTITQKCELFSYGGCQGNANNTFEKSYQETCOEK

DRYTQSCRQFLYGGCEGNANNTFYTWEACDD

GPCRALLREKYTF

TCFRIP\N KVPQICRFPSEV

ACWRIE/\N\NKVPKVCRLQVSVDDQCEGSTEZ KYTF

SNRFGDRAS

FNLSSMTCEKFFSGGCHRNRTIENREFPDEAT

FNMTSMQCELFYYGGCLGN

CEEYCSPKK\N SLPVLCLDPLDEKGEKCSASTITPR

CMGFCATPEKIK/\

IPSFCYSPKDEGLCSANYVTR

YYYNAATKRCEEFAYSGCGGSSNNEVSROQS

YYFNPRYRTCDAFTYTGCGGNDNNZEFVSRETD

CKDVCVR\N GRKIRTREGEKTVPLRRNRNNRIT

CKRACAK/NALKKKEKEKMPEKLRFASRIREKTIRIKEK

S
M O

FALF >part of the genscan of alpha on Scaffold 3291

697)

FALC >gi|971185|gb|AAB60686.1|

(sequence length

[Gallus gallus

fibrinogen alpha-E subunit

=741)

(sequence length

= 258
Fraction of identities per length = 0.370158

Number of matches

CAAFVV\N VGS

LLVYLTTLY

MERVT

E GG

MIPVTILCVLLCLNLAWAQDGKTTTFEFEHK

LDPRGARPVEPSTRSEEKCASOQKEWPZEFCSDD



NMHESSCKYEKNWPTICVDD

GGRGPRTITLE

DWG\N PKCPSGCRIQGLMDEKHDIDLLEKEKTIETZKTI

DWG

TKCPSCCRMQGIIDDTDONYSOQRTIDNTI

RNLLDQNEKAKFRSADQVSEQTYNYLIEKEZ KTLT

ROQOQLADSQNEKYKTSNRVIVETINTITLIE KPGTLE

LLDS\N DPSILQ

\/ QONVHQNISYQYTQYTTLAEK

RVATZQ

GAQQLDENYGHVSTELRRRIVTILZEKDOQ

RGSQTHRAHTYAGQSPGLREKR\/
VNRIKALQNSIOQEOQVVEMEKR RL

LTOQAS

SCKGSCERYSAYQMEVGSYVALEEKOQ\N LTQLTD

ACKGSCARSFDYQVDKEGYDNTIOQKH

SOSAQRVESVKTLYVMEKSRPLEKDDPVDSTLL

SIDMHPDFQTTTLSTLEKMRPLEKDSNVPEHTF

KSKPVDGOQQREDMFHEVRPSPYFFNTIPNLTP

KLKPSPEMQAMSAFNNIEKOQOQMOQVVLERPETD

SFLFSQIFKVF\ISTVKLILEQEGSSSSPAT

HVAEARGDSSP

RRESPSL

SHTGKLTITSSH

S PSVATSSK

Y SSTRS

VSKLPGTS

VDKTSSASSVHRCTRTVTEKKVISGPDGPRE

GLFDGSG

LSGQGGG

E
VEKMVSSDGSDCSHLQGGREGSTY

T

S I
EI

K

MSSKTHISTEKMAECTIEKRIKTTTITIHT

TGDFHKLDRLLPDLESFFTHDSVSTSSRHES

PVEQREEVVEGGPECQTATDFSKGETLSSTL

IGSSTSSHVTGAGSSHLGTG

GKDKEFTDLG

FPTLTQTSSSSSSSSSSSSSS S S S

EEEEDDFGGLQPSGFAAGSASHSEKTVLTSS

SSSIHPGGAKGSLLGSSKAILVDPFEFDEFGATF

S SSFNKGG

STFETKSLEKTRETSEOQLGGYV

TTANADDDILPDLHARSVKSTHVEKRNADYVG
OHDOQOQSAEDTPDFKARSFRPAAMSTRRSYNG

KN/ DCVEAHQYHLKGETNGLFQIRPGGTOQSDOQ

S N K

DCDDIRQKHTSGAKSGIV FEKTIZKPES®G

K

VVEVYCQQEGLMGGWLLVQQREUSGAVSFNRQ

VLSVYCDQETTLGGWILLIOQOQRMDOGSVNTENR

SWDEYRSGFGSVDADGRGEFWLGNOQOQNTLHWL
TWODYRRGFGSVDGKGOQGETLWILGNENTHTLTL

TSQSETLLKVEMEDWEGGAATAEYTILRVGS



OQONDTLLRVELEDWDGNAAYAEYIVQVGT

T

EEEGFPLHVSGYSGEGGDALVLSGSDMATPS
EAEGYALTVSSYEGTAGDALVAGWILEEGSE

SHDGMKFSTEFDIKDNDKWDONCAEVYGGG
YTSHAQMOQFSTFDRDODHWEESCAEVYGGG

L

Y NPEKNPA

WWYNSCQAANLNGIYYPGGHYDPRYNVPYE

WWYNRCQSANLNGVYYRGS

Y SLKA

VHNGVVWSTZFNSS

IENGVVWIPFRASDYSLEKVVRMKTIRPLETTL

FAPL >fugu antiplasmin on scafl092

460)

HAPL >gi|178751|gb|AAA35543.1]|

(sequence length

alpha-2-antiplasmin precursor

=488)

(sequence length

= 159
Fraction of identities per length = 0.345652

Number of matches

A ANT

MALWFRRLSLLNREK\N KPENNSATEKVYVZPA

CLQGPCSVFSPV/\SAME

GLLVLSTWS

W

YCLIGRGSILESR

SEDGRNED
PLGRQ/\NLTSGPNQEOQVSPLTLLEKLGNGOQ/\E

S QPDS

AAIQKLGVQLLOQNLEATPEQPNTITITISPLSN\/ A

P E QO A

SPPGVCSRDPTPEOQTHRLARAMM

OQTALK

MAAWRCPHALTI

SIFPKTFEF

FTASPLSTEV

FTADLFSLVAQTSTCPNLILSPLSVALALS

AGAVNETRELLMHHLHERALPCYHES

A LFL

» GAQNHTLOQOQRLOQOQQVLHAGSGPCULPHTL

HLATL/\

LEHNILAGLRKNDLQIATQIFLROQN GFQPZKOD
LSRLCQDLGPGAFRLAARMYLOQK/\N\GFPTIZKEDTD

LOQINDW

FVNKSRHLYGSEPAETLEKS

FLEQSEQLFGAKPVSLTGKOQEDDILANTINOW

VYNATNGKMPQFLSALPLNVLVMLINAVHTEF

VKEATEGKIQEFLSGLPEDTVILLLILNATIHTFEF

WVARFDPRFTSRGAFYLDDNNMTIZDVEYV

K \/ G

O/NGFWRNEKFDPSLTQRDSFHLDEQFTVPVEM

A RFRFRK

MEDAKHPLSLFIDNEMDAQN\N VMOQV

EIQV/NADFZPTFI KN

LEQP

MQARTYPLRWETL

LMSLLVVMPTSSQVSVASLLPKLNVSKTLYS

NMSFVVLVPTHFEWNYVSQVLANLSWDTTZLHTP

RLPKERAVQVEKVPKFKLEYSQELOQEVFEFTZ KTIN\/



PLVWERPTEKVRLPEKLYLEKHQMDILVATLSOQL/\

GGLGEIFSRPNLAEIADGPLLVSSVMHKST

GLOELFQAPDLRGISEQSLVVSGVQHOQOST

MEINEEGAEAAAATTVVISRASSPVFEFHMTOQOQ

LELSEVGVEAAAATSIAMSRMSLSSFSVNR

PFFFAVMDDTTEVPIFMGVVNNPNPGATP

PFLFFIFEDTTGLPLFVGSVRNPNPSAPRE

VGFEFPIDEKSM

T G DK

M
LKEQODSPGNEKDFLQSLKGFPRGDEKLTEFGPD

G P P K

TREFE
LKLVPPMEEDYPOQEFGSTPK

(ATIIT)

437)
HSAT >gi|113936|sp|P01008|ANT3 HUMAN Antithrombin-III precursor

FUAT >fugu antithrombin-III scandidate on Scaffold 1063
(sequence length

464)

(sequence length

= 241
Fraction of identities per length = 0.551487

Number of matches

MPASDWLLLLASLHVYVS

MYSNVIGTVTSGKRKVYLLSLLLTIGEFWDTCYV

ADVLDICGAKPRDLALEPRCIYRSPDEP

TCHGSPVDICTAKPRDIPMNPMCTIYRSPEHTHK

TTHPVPGSTNPRVWETLSZEKANARE

EAPEPL

KATEDEGSEQEKIPEATNRRVWETLISKANSREF

AMSLYKQVASSRGPESNIFMSPIS SIS STATEFA

ATTFYOQHLADSKNDNDNTIVFLSPLSTISTATEFA

MTKLGACNQTLEQLMRN VFEFDTIEKEZKTSDOQ

MTKLGACNDTLOQQLME/\VFEKFDTISEZKTSDOQ

VHFFFAKLNCRLYREKEKDEKSNELVSANRILEG

IHFFFAKLNCRLYREKANKS SKLVSANRILEG

DKSLAFDQTYQNISETVYGAKLLPLDFZEKN\N DD
DKSLTFNETYQDISELVYGAKLOQPLDTFZK/\EN

\/ G

PEKARVTINNWISNEKTENTLTIOQDTTLZPZPGSG

N

AEQSRAAINKWVSNEKTEGRITDVIPSEATI

SEFHSSQTRSWL

HWKNEKFDEKDNVYYV

ELTVLVLVNTIYFK/\NGLWKSEKFSPENTREKETIL

PFRYKHEFPEDOQYV

GQHDVPGGPAFR\/ R
FYKADGESCSASMMYQEGEKTPFRYRRVAEG

T

QLLEMPYRGDDITMVIILPSQGTALSOQN\N VETE



QVLELPFKGDDITMVLITLPEKPEIEKSILAEKYVEHK

VLDLKKLSAWLDQMEKETTVSVHVPRFRYVETD

ELTPEVLQEWLDELEEMMLVVHMPREFRTIETD

SFSLKEKLQLLGLTDLFDPNEKASLP\N GMLETD
GFSLKEQLODMGLVDLFSPEEKSEKLP/\GIVAE

GVEGLHISDAYHKAFLEN\N VNEEGSEAAAATA
GRDDLYVSDAFHKAFLE/\VNEEGSEARAASTA

AVATGRSINLNREIFQANRPFLLILTIREASTI

VVIAGRSLNPNRVTFKANRPFLVEFIREVEPTL

NTLLFIARVAETPCIDR
NTIIFMGRVANTPCVK

FUPC >fugu protein C on scaffold 8062

448)

HSPC >gi|21707771|gb|AAH34377.1|

(sequence length

human protein

461)

(sequence length

204
Fraction of identities per length = 0.455357

Number of matches

S\/ VFSN
LFVATWGISGTPAPL/\DS

WSASVLGL

MLRPVLCASVAVW

MWQLTSTLTL

VF S S

RANSFLEELEKPPSMETRETC

AHQVLRIRKRANSFLEELRHSSTLETRESTC

AHMLLRSR

P D
E R

A
S

VEENCDFEEAREIFQTREATVRVAVNACN IL
IEEICDFEEAKEIFQNVDDTLAFWSEKHV /\DG

GNHELLPDGNQCDNNMCVNGTCVDEKYOQAYA
DOCLVLPLEHPCASLCCGHGTCIDGIGSTEFS

CSCNHGYEGRYCDOQ\N PLTATNCSLDNGNCDH
CDCRSGWEGRFCOQR/NEVSFLNCSLDNGGCTH

ECTDGADGLTRRCGCVNGYNLOQOQDDSRTCRP

Y CLEEVG

WRRCSCAPGYKLGDDILLOQCHTP

OQOLLIGRSSYTZKSTIDG

K\/ GPSSCG

LLPWMVGGEVGKKGESPWQ\N VLVLNAVGEKTFH

VDPRLIDGKMTRRGDSPWOQ/\NVVLLDSEKEKEKTLA

A/NVKFPCGRPWIKRMEEKEKRSHLEKRDTEDOQETDDQQ

G D

CGGVLIDESWVLTAAHCLEDSTLTZFRVRL

CGAVLIHPSWVLTAAHCMDESEKEKLLVRL/\GE

YERLRAEGTEVTLEKVTEKTFEKHPEKYNRRSVD

YDLRRWEKWETLDILDIKEVEFVHPNYSKSTTD

NDISLLRLN ETPAPLSDYIVPVCLPGRHLAQ



AQPATLSQTIVPICILPDSGLATE

NDIALLHTL

KENLESGSRES

RVLNKNGTMTVVSGWG

RELNQAGOQETLVTGWGYHSS SREZKEAKRNRT

SALNVIKVPLVDTDTCRGOMYYNTITU SNMLTC
FVLNFIKIPVVPHNECSEVMSNMVSENMLZC

AGIVGQKMDACEGDSGGPMVTLYRDTWETLYV
AGILGDRQDACEGDSGGPMVASFHGTWEFTLYV

GLVSWGEGCGNVEKLGIYTEKVSNYTIDWTINK

GLVSWGEGCGLLHNYGVYTEKVSRYILDWTIHSG

VREDWDTSPVEROQRP
HIRDEKEAPOQEKSWATP

PSFU >fugu protein S on Scaffold 2356 646 aa

646)

PSHU >gi|190442|gb|AAA60180.1

(sequence length

[Homo sapiens]

protein S alpha

=650)

(sequence length

331
Fraction of identities per length = 0.512384

Number of matches

LSPSTASQFLRRHRRANSLFEESKPGNTLER

LSKQOQOASQVLVRKRRANSLLEETEKOQGNTLER

ECIEELCNKEEAREIFENQPETN\N EYFYPKYV
ECIEELCNKEEAREVFENDPET/\DYFYPEKYL

GNQHPGIPSDLRTCVTN\/E

\/ VCLGSHRVGTI

VCLRSFQTGLFTAARQSTNAYPDLRSCVN/\A

INNQCSPYPCYKEGSLRCVDGQASEFTCVCHK
IPDQCSPLPCNEDGYMSCEKDGEKASEFTCTCHK

EFPAGCNOQEKCN

PGWKGQRCEDN\NDIDECLTDTP

PGWQGEKCEF/\NDINECKDPSNINGGCSQICD

NQITCV\N DVDETCOQ

NTPGSYHCSCKNGFVMLSNEKEKDCEK/\DVDETCS

NIPGSFQCQCESGHYZ FTL

LYPSICKEPARCVNSPGMYECRCPEKGEFRYN

LKPSTIC

GTAVCKNIPGDFECECPEGYRYN

FTSKTCS\NDVDECEMSVCDGICINTVGSYESC

LKSKSCE/\N\NDIDECSENMCAQLCVNYPGGYTZC

RIPVCVDLYDHEK

YCDGKKGFKLAQDOQKSCE/\NVVSVCLPLNLDT

HCDGRLGLRLAENSRYZCOQ
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AEFDFRTYDSEGVILYAESIDHSAWLTLTIATL

RGGHIEVQFKNOQHTFEKLTSGGEKAINDRG

RGGKIEVOQLEKNEHT SEKITTGGDVINNGILWN

T\/ ISVDELESSISVKISKEAVMSINSPQSLTF
M/NVSVEELEHSISIKIAKEAVMDINEKPGPLTF

IKP\/INP

KPENGLLETEKVYFAGFPREKVESELTIZKP/\INTEP

TAVNGKVETKVYIAGLPERADT

RLDGCIRGWNILMNOQGASRVEKEVIOQETLEKSIZ KDOQ

RLDGCIRSWNILMKOQGASGIEKETITIOQEIEKOQNKH

CFISVEKGSFFSGMGLASEFENVDY\N SD

CLVTVEKGSYYPGSGIAQFHIDY/NNNVSSAE

NDTVP

SWSVDIEMNIRPSSSTGVIFALVS

GWHVNVTLNIRPSTGTGVMLALVSGNNTVFP

TOQOGEGEAN NLQVFLGGVSVATLTDS

FAVSLVDSTSEKSQ/NDILLSVENTVIVYRTIO QA

LSIAVYV

LMLCYPERLTVSLKITPAAVQVSGNSSTVT

LSLCSDQQSHLEFRVNRNNLETLS

TPLKTIE

YVTSESLQEALEHLNATMOQNPLTTYTIGGTITP

TISHEDLOQROQLAVLDKAMKAKVATYLGGTLTP

\/ DDIPLPATPVTAYYHGCMDISVNGOQQLDTEFD

/\

DVPFSATPVNAFYNGCMEVNINGVOQLDTLD

EALSKHNSIKSHSCPPVSAPDROQGDVLOQPTP

EAISKHNDIRAHSCPSVWEKEKTI KNS

FUPT >fugu prothrombin on scaffold 403

618)

HSPT >gi|339641|gb|AAC63054.1]

(sequence length

[Homo sapiens

prothrombin

=622)

(sequence length

323

Number of matches

Fraction of identities per length = 0.522654

ANHN\N VFLS

MAHVRGLQLPGCLALAALCSLVHSQH/\VFLA

MAGPTVKPLTVLLLEFLLHSCTL

SRSASQVLVRSRRANQMFEETIZEKAN GNLERESTC

GNLERETC

POOQOQARSLLOQOQRVRRANTTEFLEEVRK

MEEKCNQEEAREVFEQPDTT\N EAFWKEKYULN\N DC
VEETCSYEEAFEALESSTAT/\DVFWAKYT

A C

NQLPRTEANIIAFKECLDN\\N GFCISGRGLN

ET/\NARTPRDK

N G

LAACLE/NGNCAEGLGTN



YAGNVNISKSGIQCQHWKHSFPHPIMRN EYN
YRGHVNITRSGIECQLWRSRYPHEKPETI/\N

HPGADLQENFCRNPDSSTTGPWCYTTTDEP

EPDSILQENFCRNPNNSPDGPWCETTTDEP

S
T
TVQKETCRVPICG\N VFLIPGEAFVPPTPTPK

A
T

TVRRQECSIPVCG/NQDQVTVAMTPRSEGSS SV

HFKTIQSSCISNYGVDYVGDLDVSAKGHAZC
NLSPPLEQCVPDRGOQYOGRLAVTTHGLPC

LMWSSPEAVTLSQNKEFDPDINLTLCNEKTCRN

LAWASAQAKALSKHQDFNSAVQLVENTEFCRN

GYCDLNYC/\EE

PDKDPEGPWCYVNASGKVIVDYCDLPVCN\N ED

PDGDEEGVWCYVAGEKTPGDF

TLSSSKEKRFE

AVEEETGDGLDEDSDRAIEGRTATSEYQTTFEF

ETLDTGAQQRT

LLSQE

FNPRTFGEGEDN\NECGRRPLFEQKNEKEKDASED

FNPRTFGSGEA/NDCGLRPLFEKEKSLEDEKTER
ELLQSYREKRIVGGDEAEVASAPWNN QVMLYK
ELLESYIDGRIVEGSDAEIGMSPW/\N\NQVMLTFR

RSPQELLCGASLISNEWVLTAAHCITLYPPW
KSPOQELLCGASLISDRWVLTAAHCILILYPPW

NKNFSASDILVRLGKHNRAKN FEQGIEKTIMYV
DKNFTENDLLVRIGKHSRTR/NYERNTIEEKTISM

VDLIIVHPKYNWEKENLNRDIALTLHILRRPTIP

LEKIYIHPRYNWRENTLDRDIALMEKTLIEKEKPVA

FSNVIHPICLPNEKEKVARMNLMTTGFEKGRVTG
FSDYIHPVCLPDRETAAS/NLLQAGYEKGRVTG

AARNLPTKLQQIHTLPTIVEHTE

WGNLZKESTEDP

WGNLKETWTANVGKGQPSVLQVVNTLTPTIVER

DVCRSSTSIRITDNMFCAN GYKPEDNEKRGDA
PVCKDSTRIRITDNMPFCA/NGYKPDEGEKRGDA

CEGDSGGPFVMEKHPEENRWYQMGIVSWGES®G
CEGDSGGPFVMEKSPFEFNNRWYQMGIVSWGESG

CDRDGKYGFYTHVFRMTEKWMREKVTIEDQOQ

CDRDGKYGFYTHVFRLEKEKWIOQEKVIDOQEFGE

TAFI >Fugu thrombin-activatable fibrinolysis inhibitor on scafl23

421)
TAFI >gi|4503005|thrombin-activatable fibrinolysis inhibitor (TAFI)

(sequence length

=423)

(sequence length



216

Fraction of identities per length

Number of matches

0.513064

S DQVLS

I

MSYIFLTEFZC
MKLCSLAVLVPIVLFCEQHVFAFQ/\SGQVTUILA

ITPKTQEHVDILEKNVSTQYEN TSLWQPDSPQ
ALPRTSRQVQVLOQNLTTTYE/NIVLWQPVTAD

YIQEEMEVHLYVPARTLEKTVEKDLLNEKHTTIN/ V
LIVKKKQVHFFVNASDVDNVEKAHLNVSGTI

P

FRVLLANAKELIEMOQTE KNETTDPRSSASY

C

SVLLADVEDLIOQOQOQISNDTVSPRASASY

C_/\

YEKYHSLNDN\N IYFWINOQTOQOQOQDNPNIVEKVITLTI
YEQYHSLNE/\NIYSWIEFITERHPDMLTIEKTIHTI

GSSSEKRPLYVLEK\N LSRNKGPEKEKAMWTIDTCG
GSSFEKYPLYVLK/\NVSGKEOQTAKNAIWTIDTCG

IHAREWISPAFCLWFVRH\N SLSFYGQNOQDTIT

IHAREWISPAFCLWFIGH/NITQFYGIIGQYT

HILDNLDVYILPVMNPDGYEYTWTTN\N QNRMW

K/\NKNRMW

NLLRLVDFYVMPVVNVDGYDYSTW

NWC\N/ TEG

RKNRSFYANNHCIGTDLNRNFASKHWC/\EESG

RKNRSVSKSDNCIGADLNRNETDA

ASDDPCSEIYCGAFPESEPESQSVAHTFLRS
ASSSSCSETYCGLYPESEPEVEKAVASTFILRR R

HKDSVKLYFSIHSYSOQOQMLLFPYSCTLDEA AE
NINQIKAYISMHSYSQHIVEFPYSYTRSEKSHK

Y KYG
VASEAVRAIEKTSKNTRYTHG

NHNELVS\LDMAQEAAQKIRRYYRNT

S /\ L

DHEETL

AGGKTI\N/YLAPGGSDDWVYNLGIEKYSFTTFETL

HGSETL/N\NYLAPGGGDDWIVYDLGIKYSFTTIETL

OQODRGRYGFLLPPSHITOQACNEALTALIEKTTITA
RDTGTYGFLLPERYIKPTCREAFAAVSKTIA

KMEASTSSPPTV

FBEF >fugu fibrinogen beta homolog no signal

467)
(31->491=461) >FIBB HUMAN1 gi|39949

(sequence length=

BEHU

461)

(sequence length

262

Number of matches

0.568330

Fraction of identities per length



GDDLEYDDYEVS\ ATVDA

Q GVNDNE

SPTRYAPPTVTSGNRN YGGRPGTARVTOQGOQV

PSLRPAPPPISGGG

YRARPAKAAATOQKIEKYV

QEQPEAGGCTHASEELN\N GVLCPNGCETLRK

APDAGGCLHADPDL /\N\GVLCPTGCOQLOQ

TALLKQERTVRT\N SLGELKPOQVDELMRSSNOQ

EALLQOQERPTIRN

SVDELNNNVEAVSQTSS S

IYNYVSSVSVSLRERQRVIDNANNAVVSVYT
SFQYMYLLEKDLWOQEKROQKOQVEK/\DNENVVNETYS

ENVEEQHAYIKETVDTIFPSNIRILOQ\N GVLD

S ILE

SELEKHQLYIDETVNSNTIPTNILRYVILR

RVROQKIQKLEEKAIQAQREDCEKEPCKTIE KCPTI

NLRSKIQKLESDVSAQMEYCRTPCTVSCNTI

PVVS\N GKECEDIFRRGGRDSQMYMVQPDSSYV
PVVS/\NGKECEEIIRKGGETSEMYLTIOQPDSS SV

HPYRVFCDQTTQKG\N GWLLIQNRLDGSVDTFG

KPYRVYCDMNTENG/\N\GWTVIQNROQOQDGSVDTFG

GKGHCETPN\N GEYW

RKWDPYKQGFGNVATNTDGIKNYCGLP/\NGEYW

RRWDDYRRGFGNTIAEFDA

LGNDRISQLTKMGPTEVLIEMOQDWTGAZKN\N/ VH

V_ K

LGNDKISOQLTRMGPTETLILTIEMETDTWZEKSGDK

AQYRQFTVQSDTSNYVLSVDGYSGNAGNSTFEF

AHYGGFTVQNEANKYQISVNKYRGTAGNATL

MEGALELFGVNRTMTIHNAMRESTYDRDND

MDGASQLMGENRTMTTIHNGMEFEFSTYDRDND

NW\/ SPGDPSKQCSREDGGGWWYNRCHSSNZPN

GW

LTSDPRKOQCSKEDGGGWWYNRCHAANTPN

GRYYMGGAYTRYMAKHGTDDGVVWMNWZEKTGS

GRYYWGGOQYTWDMAKHGTDDGVVWMNWEKGS

WYSLKTIGSMEKIRPEFEFASHK

WYSMREKMSMEKTIRPETETPOQDQOQ

FUFX >fugu f10 on scaf2859

467)
HSFX >gi|20336663|gb|AAM19347.1|AF503510 1 coagulation factor X

(sequence length

[Homo sapiens

=488)

(sequence length

207

Number of matches

0.443255

Fraction of identities per length
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ANNILARVTRANSFLEEMEKEKGHTLERIETCMEE

DGDAC

HCSKEEARETIFEDDDE KT \/

TCSYEEAREVFEDSDEKT/\NEFWNEKYEXKDGDOQZC

KSTPCVNKGRCKDGIGSYTCFCLSGYQGEN

ETSPCONOQOQGKCKDGLGEYTCTCLEGEFEGI KN

CEI\N/VIPQLCENENGGCEHFCKVVRGNVRTCS
CEL/NFTRKLCSLDNGDCDOQFCHEEQNSVVCS

CADGYELGPDDKSCQSN\NETFRCGGIITENV

CARGYTLADNGEKACIPT/\N\NGPYPCGEKOQTLETRTR R

RTILRYRPNTNTNGTEKSDNSSSTNSTEOQETD

KRSVAQATSSSGEAPDSITWEKPYDAADTLTDP
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KPIKYSRFILPACIPEQEFAESN\N VLMQQSDG

TPITFRMNVAPACLPERDWAES

TLMTOQKTG

MISGFGRLGGNRQTSPILEKRLTIPYVERRT

IVSGFGRTHEEKGRQSTRLEKMLEVPYVDRNS

CMESTSLRISARMFCAGYDETIAKDACOQGDS
CKLSSSFIITQNMEFCAGYDTEKOQEDACOQGDS

GGPHVTRYRSTYFITGIVSWGEGCAQEKGEKY
GGPHVTRFKDTYFVTGIVSWGEGCAREKGEKY

IPKGQSTRL

GVYTQVSEKYIRWIRDGINTTL

GIYTKVTAFLKWIDRSMEKTRGLPEKAKSHATP

KRHYGPIRRTIVG
EVITSSPLK

13A1 >fugu f13 on Scaffold 3692

742)
coagulation factor XIII

(sequence length
H13A >gi|20379735]

[Homo sapien]

=732)

(sequence length



344

Number of matches

0.469945

Fraction of identities per length

SRTAFGGRR

APVVDPSPAPAAPSGPRPKVTNRGRT

A

F PP
vV N

LOGVVPRG

AVAVASSNSESTEVPEFESEFVALSPRG

AVPPNNSNAAEDDTLZPTVE

LTDY\LDIVAVDMMSQSDGVNEKOQQHRTMEFYN
LOEF/NLNVTSVHLFKERWDTNEKVDHHTDIE KYE

SNYLIVRRGQEFHVKLTV FNRPYNPEKETDZEKTEA

NNKLIVRRGQOQSFYVQIDFSRPYDPRRDILTEFR

FPNKEROQSRW

LEFVIG\N ANPDYSKGTYTIPV

VEYVIG/N\NRYPQENKGTYIPVPIVSELOQSGEKTW

AGRIADSSNNDVTVGITPLANCIVGKYHMY

GAKIVMREDRSVRLSIOSSPKCIVGKEFRMY

A

IAVMTPFGIRRTREKDPVRDLYILFNPW\N SP

CE/\D

VAVWTPYGVLRTSRNPETDTYTIILEFNPW

DDVFLDDEPEROQECVMNEMGITIYHGAYDDTI

DAVYLDNEKEREEYVLNDIGVIVFYGEVNDTI

AERQWNYGQN FNYGVLDACLYIMDRSEMPTIT

KTRSWSYGQ/\NFEDGILDTCLYVMDRAQMDTELS

NSRDDDGVLVGNTWS

NRGDPIKVTREKASAMN\N/L

V/N\NAKDDEGVLVGSTWD

GRGNPIKVSRVGSAM

GDYTYGVAPTSWTGSTEILLTYASSRMPVS

NIYAYGVPPSAWTGSVDILLEYRSSENZPVR

YAQCWVYAAVFNT\N FLRCLGIPSRVVTNYYS

YGQCWVFAGVFNT/\NFLRCLGIPARIVTNYTFS

AHDNDGNLEKTDIILDENGEKIDRSRTRDSTIW\/

AHDNDANLOQOMDIFLEEDGNVNSEKLTZEKDSVW/\

NYHCWNECYMTRPDILPFGFGGWOQVVDATZPDQ
NYHCWNEAWMTRPDILPVGFGGWOQAVDSTPOQOQ

ETSD\GMYRCGPASVQAIKHGEMCYPFDAATF

ENSD/\N\GMYRCGPASVQAIKHGHVCFQFDAPTF

VFAE\N/ VNSDVVFYSRGKDGAMQPVRVNOQTHYV
VFAE/\N\NVNSDLIYITAKKDGTHVVENVDATHTI

GRMVLTKAPGATTRRDITSQYKFPEGN N TSESTE

GKLIVTKQIGGDGMMDITDTYEKPFOQEG/\QETEE

EKSRPPEADVDTL

RTVLEKAEGEFGCHR

RLALETALMYGAKKPLNTEGVMEKSRSNVDM



VLPTLEVPVGQOQDFELSLEFVNRSDOQRRVVE
DFEVENAVLGKDFKLSITFRNNSHNRYTTIT

AYISGNVVFYTGVTSAEFMLRDPTVTMEKTPN
AYLSANITFYTGVPKAEFKEKETVFDVTILETPTL

EN\/ TVKETVVVESKKYMEKHLVEQANLHFITITG®G

S/NFKKEAVLIQAGEYMGQLLEQASLHEFFVTA

KVKETGQIVTAMKVVALHNPEKLSVEK\N VSGEN

RINETRDVLAKQKSTVLTIPETIIIK/\NVRGTDQ

RVSEEMMATVEFTNPFSFALADVYIRMETGT?P

VVGSDMTVIVEFTNPLKETILRNVWVHTLDGP

QO R A
W V S

GVMMPTYKYYS\N LIPNGSSLTWTEMFVEP
GVTRPMKKMFR/NEIRPNSTVQWEEVCRP

K P

GHRKLIASMSSDSLRHVYGELDVQIOQRREPS

GATRVFATLDCPALROQVQGEVSLTTI

FUF8 >fugu £f8 candidate on scaf2929

1583)
HSF8 >gi|66384|pir| |EZHU coagulation factor VIII precursor

(sequence length

- huma

[validated]

2351)

(sequence length

= 658
Fraction of identities per length = 0.415666

Number of matches

LPLLTL

TLLLPLFP

M R T D

MOQOQIELSTCFFLCLLRFCFSATRRYYLGAVE

Y I

PPAAVROQY

LVAAFCGGDAOQOQ

LSWDYMQSDLGELPVDAR/NFPPRVPKSFPFN

GDPASEQRN\N/ GTI

TSVVYKKTLFVEFTDHLFNTIAKPRPPWM/\ GL

Y I HVED

AAVETIGWD

QGPVIVAQAGETVLVHFEKNLASQPYSISPV

LGPTIQAEVYDTVVITLKNMASHPVSTLHAV

GISYWKHSEG\N AGYDDSTAGHEEKEDDAVYZPG
GVSYWKASEG/\NAEYDDOQTSQREEKEDDEKVFPG

GYYEYVWDISPKDGPTGSDPECLTYSYSSQ

GSHTYVWOQVLEKENGPMASDPLCLTYSYTLSH

VDPVRDVNSGLIGALLICK\NMSAFTDEGOQRR R

VDLVKDLNSGLIGALLVCR/NEGSLAKEZKTOQT

SKSWYGEVGERIEKSRDK

LHKFILLFAVFDE/\GKSWHSETE KNS SLMOQDRD

NQAFVLLZEFVVFEFDE



LKICOQGR

FKRSDSRKEFHTINGYINATLP\/

R

AASARAWPKMHTVNGYVNRSLP/NGLIGCH

NPVIWHLIGMGTAPAIHLIQFQHHTILEN N VLT

KSVYWHVIGMGTTPEVHSTIFLEGHTEFTL

V RN

HRKVTVEVTPMTFVTAEMKPATVGSFLTISC

HROASLEISPITFLTAQTLLMDLGOQVEFTLTLTFEFC

QI HAPRHN DGMSAMFLVEEKCPDPVVLFP

HISSHQH/\DGMEAYVEKVDSCEPE

RNAKPSNDDDYDYNYDGEEMEFNTITINEFZEKTPIEKE

RMKNNEEAEDYDDDILTDSEM

DVVREFDDPDN

QVRSSRGANFQVWEHYIATIEETLTTWD
SPSFIQIRSVAKKHPKTWVHYTAAEEEDTWD

K P

ELQOQSRFFPTSASRLSYZKYK

YTPHLSSPTSS

YAPLVLAPDDR/NSYKSQYLNNGPOQRIGREKYHK

NTEKSLMGPTLTLK

KVAFVEYTDEKSFTRRK

KVRFMAYTDETFEKTREAIOQHESGILGPILTILY

GKVGDQI\NHIMLKNTASRPFNIYPNGLSSTIR

GEVGDTL/NLIIFKNOQASRPYNIYPHGTITDVR R

EKXKDLRTMGVGPNETFGYTIWE

PM\/ KRSKNGEKTL

YSRRLPKG/NVKHLKDFPILPGETIFKYKWT

P L

LTANDRPLEEDPQCLTOQLYQSTVDPEZKDTLA
VTVEDGPTEKSDPRCLTRYYSSFVNMETZRDTILA

SGLVGTLLICEKNEAIDOQRGRL\N VGPDKDWSTL
SGLIGPLLICYXKESVDQRGNQ/\NIMSDEKRNV VI

VFAVFDENNSWYMEKENTHNTTOQTPTGYNDT

LFSVFDENRSWYLTENTITIOQOQRTFLPNPAGVOQLE

FNGYFIDN\N AVN GIMFRR R

DPDVYNSHVIYSE
FQASNIMHS /NINGYVFEFD

D P E

SLQLSVCLHE

RQFVICKTD\N RGHLTEFLSVYFTGNLTFOQHOQG

IGAQTDFLSVFFSGYTEFZKHI KM

WYTITLS

LYQSVLTLFPMSGLTVSMEPEVV\N GEWETIGA

VYEDTLTLFPFSGETVFMSMENP/\NGLWITLGSC

VAY

FDGSLKSRGMSIQYTVLTCERE

HNSDFRNRGMTALLEKVSSCDKNTOGDYYETDS

YEDISAYLLSKNNATIEPRSFSQNSRHPSTR

OQOKQFNATTIPENDIEKTDPWEFAHRTPMPIKTI



ELDEVD

DLLV
OQONVSSSDLLMLLRQSPTPHGLSLSDLOEA AK

RPRNH

LRGM

FSDYVDNMVULG

YETFSDDPSPGAIDSNNSLSEMTHTEFRPOLH

TVLLKVCNEKVPINNSTH

HSGDMVFTPESGLQLRLNEKLGTTAATETLTK

SVNTSTLNATDGRRC
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EDANITSGERTIPETDTITL
NVSSTESGRLFKGKRAHGPALLTIEKDNALTFEFK

QLDGE

VSISLLKTNEKTSNNSATNREKTHIDGPOSTILTLTI

TAAPS

ENSPSVWQNILESDTETFEKKVTPLIHDRMILM

QALRRRRDOQ

GILRVGE
DKNATALRLNHMSNEKTTSSKNMEMYVQQKE KE

AEDNSTDEFDTIY
GPIPPDAQNPDMSFFKMLFEFLPESARWTIOQRT

GEERS

S GDEG
HGKNSLNSGQGPSPKQLVSLGPEIZ KSVEGOQON

FLSEKNKVVVGKGEFTEKDVGLKEMVEPSSR

EIQERPAENRTTANATGTINRTK

NLFLTNLDNILHENNTHNOQEEKEKTIOQEETIEZ KE KTE

ELEEGNETTL

TLIQENVVLPOQIHTVTGT KNPFMEKNILZEFLTLST

RONVEGSYDGAYAPVLOQDFRSLNDSTNRTK

T
KHTAHFSKKGEEENLEGLGNOQTEKOQIVEZ KYA

PV
P L

NPGNSKRSEFEFTVE
CTTRISPNTSOQONFVTOQRSKRALEKOQEFRTL

EKLKP

TSEEMVQNYIMSETE

EETELEKRIIVDDTSTOQOWSZKNMEKHLTZPSTTL



HHQOQPGNIAVNETLS
TOQIDYNEEKEKGAITQSPLSDCLTRSHSTITPQOQ

VEYDD

ANRSPLPIAKVSSFPSIRPIYLTRVLEFOQDN

Y NQEE
SSHLPAASYRKKDSGVQESSHFLOQGAEKE KNN

NS TSY

LSLAILTLEMTGDOQREVGSLGTSATNSVTY

KKVENTVLPKPDLPKTSGKVELLPEKVHIYOQ

STDYMDTL
KDLFPTETSNGSPGHLDLVEGSLLOQGTESGA

RSGEVRY
IKWNEANRPGKVPFLRVATESSAKTPSZKTLTL

DPLAWDNHYGTOQIPKEEWEKSOQEZEKSPEIZ KTATF

KKKDTILSLNACESNHAIAAINEGOQOQNEKPETI

EVTWAKQGRTERLCSQNPPVLEKRHQRETITHR

TTLOQSDQEETIDYDDTISVEMEKEKEDTFDTIYDE

PHYYIAAEEVTWDYGYVK

DENQSPRSFOQKKTRHYFIAAVERLWDYGMS

KPYQLIRP\N SRGMRKFLPQYKEKVVYRAYZ KDPDE

L L
N I

/NNRAQSGSVPQFKKVVFQETFTDG

SFRDPVSQGELEAHLGILGPFIKAEVND\/

SFTQPLYRGELNEHLGLILGPYIRAEVETD

S SPHVLR

YDRNQGASGV

VFKNNASRPYSFHLHGYV

TV

MV/NTFRNQASRPYSFYSSLISYEEDOQROQGAE

PGEVOQTYNWRLTEKTOQGPMDSETFD

PGKPLA

PRKNFVKPNETKTYFWKVQHHMAPTIZ KDETFD

N

K P
HT

CKTGTYYSTVDK\N EEDLNSGLIGPLVTIC
CKAWAYFSDVDL/NEKDVHSGLIGPLTLVC

QVTVQEFALFFTIFDETKSWYF

TLSTRLHT\N QPDVQEFALLFHTFDETZ KSWYM

TLNPAHGR

EENLRRYCAPPCHANTQDPWYHISNEKTFRAN AT

TENMERNCRAPCNIOQMEDPTFEKENYRFH/\ATI



NGYVAESLPGLLVAQHQRVRWHLILNYVGSDG

NGYIMDTLPGLVMAQDOQRIRWYLILSMGSNE

EYHAVHFHGLPFTVHAKKEHRMGVYNLTFPN\N/G
NIHSIHFSGHVFTVRKKEEYKMALYNTLYP/\G

VFGTVEMRPPTVGTWLVECTVGESOQLAGMR
VFETVEMLPSKAGIWRVECLIGEHTLUHAGMS

AKLLVYNP\N QCSRPLGMEKSGRIGDSOQIZKASD
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QYG/NQWAPKLARLHYSGSINAWSTEKEPFSWI

GYRVOQTQGVRSNILRNNYTITATF

KVDLLAPMIIHGI KTOQOQGAROQKEFSSLYTISOQTF

K RNL

TVSYSLDQETWSTYRGS\GSSRSSSSSTAN KV

NSTGTLM/\V

ITMYSLDGEKEKWOTYRG

FNGNLDNSRVKNNPEFVPPFVARYIRIHPLY

FFGNVDSSGIKHNTIFNPPITIARYTIRILHPTH

YNQRPALRMELLGCDLN\N SCSLPLGLQDRRTI

YSIRSTLRMELMGCDLN/\NSCSMPLGMET SEKATI

PDESFVASSSYWSLLRSWTPSLARLUHQETGS
SDAQITASSYFTNMFEFATWSPSEKARTLUHLOGR

ANAWRPEKN NNNPHEWLQVDLGKVEKRITGVVT

SNAWRPOQ/NVNNPKEWLQVDFQKTMEKVTGVTT

OGARSLLTKMMVTEFSVTISRDGQAWSS\ VL

QGVKSLLTSMYVKEFLISSSOQDGHOQOQWTTL

FF

IFOGNNDSDEEALTTITFETD

KVK/\NVFQGNQDSFTPVVNSLD

EGSSQREHK

N G

RYIRIHPLGWINDTIALRLEVLGCDTOQOQATL
RYLRIHPQOQSWVHQIALRMEVLGCEAQDTLY

GAFU >fugu gamma on scaffold 39

442)

GAHU >gi|4503715 fibrinogen,

(sequence length

gamma chain

=437)

(sequence length

223

Fraction of identities per length

Number of matches

0.510297

MLLAIRTVNEKLCSWLHQEETTLWT
MSWSLHPRNLILYFYALLFLSSTCVA/\Y

RSFLSCCTFLGSPTS\GMYCPTKCGVADYML

GSYCPTTCGIADFTLS

DERF

NCCIL

D



DLQOQSLEDTITLHOQYVENHK

KTNDGLEOMLIDLENTIANMTODAENR

S
QT /\ KVDZK

KYF
TY

INPLETST

VVYMKDSMVAAQKSITPGN\N NTTN

ESSK/\NPNMIDAAT

TSEVKOQLIKATIOQLTYNPD

KSSMLDDVVRFQKTISVQEQQIRN\N EVQNM

LKSRIMLEEIMKYEASILTHDSSIR/NYLQETI

VSSNERRMSELKQLSLQLQQKCSEPCEKDSYV
YNSNNQKIVNLEKEEKVAQLEAQCOQEPCKDTYV

EIQPISGT\NDCQDIANKGATTSGLYYVEKPQOQK
QIHDITGEK/\DCQDIANKGAKOQSGLYFIZKPLK

ATEQFLVYCEIDAFGRGFTVIQR\NIRRDGSUVD
ANQQFLVYCEIDGSGNGWTVFQK/\N\NRLDGSUVD

FKKDWIQYREGFGYLSPDDTTETFWLGNETZ KT

FKKNWIQYKEGFGHLSPTGTTETFWILGNETZ KT

HLLTASTTMPTVLRIELVDWEGNEKEKN\N YADYN
HLISTQSAIPYALRVELEDWNGRTS/\TADYA

MFRIGSEADKYRLTYGFYFGGDAEDAFDGY
MFKVGPEADKYRLTYAYFAGGDAGDAFDGFEF

DFGDDPSDKSYTSHNGMOQEFSTVEFDSDNDRYD
DFGDDPSDEKFFTSHNGMOQEFSTWDNDNDIKEE

GNCAQQDGSGWWMNRCHAAHLNGEKYYS\ GGR

GNCAEQDGSGWWMNEKCHAGHLNGVYYOQ/\NGGT

YSEKDAGEFGFDNGIIWVTWHSRWYSLEKET

Y S

KASTPNGYDNGIIWATWEKTRWYSMEKI KT

FGGLG

OTTGVKE

TMKLIPLSRLAAGG®G

TMKIIPFNRLTIGEGQQHHLGGAKOQ/\NAGDYV

L

FPAI >Fugu plasminogen activator inhibitor on scafl754

4006)

HPAI >gi|189545|gb|AAA36413.1|

(sequence length

plasminogen activator inhibitor

=415)

(sequence length

181

Fraction of identities per length

Number of matches

0.445813

MAAISGSNTAFALELLRTLSQGNPSGNTITEV

MEDLCVANTLFALNLEFEKHLAKASPTOQOQNLETL

SPLSISSALAMVYLGAKGETAAQMAQVMDS
SPWSISSTMAMVYMGSRGSTEDOQOQMAKVILQOQTF



F
Y

S
S

L OAL

P C

GRIESLOQWDZEKSDF

N

NEVGANAVTPMTPENFTSCGFMOQOTIOQKG

SGKDVHADFQTLNGETINSPSAS

S

PDAILOQAQAADKIHSSFRSLSSAINASTGD

YTLKLANRLYGESTANEFLSVGSGFEFTPTITNLC

YLLESVNEKLEFGEZ KSASTE

C_

REEYTIRL

QKYYSSEPQAVDFLECAEEAREKEKINSWVKT

OKYYHADLKAIDFIGATEECRAEINSWVETE

QTENKIKDLLKPGTVSTMTRILALVNATIYTFEFK
QTKGKIPNLLPEGSVDGDTRMVLVNAVYFK

NRFDEANTKEMPFKVNOQONEUSKPVQOMM
TPFEKKLNGLYPFRVNSAQRTPVQMM

GNWM
G KWK

YOMKKLPYNYIPEHGVQILELPYVEEETLSM

A GDVSM

YLREKLNIGYIEDLEKAQIILETLZPY

FILLPEETTDGPSPLLEKLENETLTREZEKILDEW
FLLLPDEIADVSTGLELILESETITYDEKILNEKW

TNRENMDVHSEVLVHLPKFKLEEDYEMNEA

T SKDKM

AEDEVEVYIPQFEKLEEHYETLRSTI

LAKLGMTDVFCAAKADLSGMNGDGGLVEFLST

LRSMGMEDAFNKGRANFSGMSERNDILEFTLSE

VAHKAFVEVNEEGTEAAAATAGMVAFCMLR
VFHQAMVDVNEEGTEAAAGTGGVMTGRTGH

HFTADHPFLFFIRHNEKTEKSTILPFLGRYS

GGPQFVADHPFLFLIMHKITEKCTITLTEFEFGRELC

E E

[AFEyaT}
w0 n

FTPA >fugu tPA candidate

524)
t-plasminogen activator

(sequence length

HTPA >gi|4505861|

[Homo sapiens]

=524)

(sequence length

294

Number of matches

Fraction of identities per length = 0.561069

WRGQRVEY

\/ VY CVDSKTSAMRSSGETTWLR

/NVICRDEKTQOQMIYQQHQSWLRPVLRSNRVEY

CRCARGRELCHIVPVI\NSCYTSQCYNGGTCK

CWCNSGRAQCHSVPVK/\NSCSEPRCFNGGTTCQQ

EAVYTSDYICQCPTGFSGTHCETINDTNETZ KTCA

QOALYFSDFVCQCPEGFAGKCCETI/\DTRATCY



VGRGEGYRGTWSISHSGAECINWNSTTTILRG

EDQGISYRGTWSTAESGAECTNWNSSALARQ

RRFTARKTDASSLGLGNHNFCRN NPDNDSTEP

KPYSGRRPDAIRLGLGNHNYCR/\NNPDRDSKTP

SDCYF

WCFVYKGTQIVWEFCSVPKCPEDN\NRYHECML

WCYVFKAGKYSSEFCSTPACSEGI/\N

GSGLTYRGTASVTKSGSRCLPWDNPATITHTK
GNGSAYRGTHSLTESGASCLPWNSMITLTIGHK

LNNAWRSDALKLGLGGHNFCRN\N NPDGDVGPW

VYTAQNPSAQALGLGEKHNYCR/\NPDGDAKPW

CGQRLDNTL

CHVYKNMRLTWELCDVPEKCN\/ ST

Y

ST /\NCGILR

CHVLKNRRLTWEYCDVZPSC

NHPVFRMFGGRESDITEQPWOQAVINYVEFQRR R
SOQPOQFRIKGGLFADIASHPWOQAATITFAKHRR R

YKQHLYRCGGVLIDSCWILTAAHCTEFEEN\N NEK
SPGERFLCGGILISSCWILSAAHCFOQE/\NRFP

VENLEVILGRTFRKMNSSSEQIVFGVEEKYTLTI

PHHLTVILGRTYRVVPGEEEOQKFEVEKYTIWV

HEKFESETFDNDI\NALLKLEKTDIGICAINSTP

HKEFDDDTYDNDTI/N\NALLQLEKSDSSRCAQESS

EVYPVCLPERGLVLPDWTECETISGYGEKTTE\/

HE /\

VVRTVCLPPADLOQLPDWTECETLSGYGK

FVSAEYSERVKRGHVRLWPNERCVPDVLSG

ALSPFYSERLEKEAHVRLYPSSRCTSOQHLTLN

RDDACEK\N GDS

RTVTDNMLCAGDTRSGGPQANLHDACO/\GDS

RTVTSNMLCAGDTRG

GGPLVCRNNDRMTLMGVISWGDGCGOQKDIKTP

GGPLVCLNDGRMTLVGITISWGLGCGOQKDVP

GVYTRVTRYIDWINGGMEKANTPL

GVYTKVTNYLDWTIURDNMRBRP

FUTF >fugu tissue factor on scaf8956 238a

264)
HSTF >gi|418689|pir| |KFHU3 tissue factor precursor

(sequence length

- huma

[validated]

295)

(sequence length

88

Fraction of identities per length

Number of matches

0.333333

LFLMLILTLHCVR

MKCSA

METPAWPRVPRPETAVARTILLLGWVEFAQVA



AYNVTWKSTNEFKTVLTWDPK

SVS\/ASYPR

GAS/NGTTNTVAAYNLTWEKSTNPFEKTILEWETPHK

FRN/ IGGDKMRNPHCTIRSSTEFP

PSHLYSYTVEF
VYTVQTI/\ST

PVNOQ

WKSKCFYTTTDT

K S G D

LG

LTELRSSYMAETILSETPP

S

N
TDEIVKDVKQTYLARVFSYPAGNYVES

S

QCDL
ECDL

TSELTEFPYSRSPRFCPYNDN TDIGKPDTFTZ KL
TGSAGEPLYENSPEFTPYLE/\TNLGOQPTTIDQ

EVSADKKEKTSLFVTDPLTALEFEKDGROQLNTIR
SFEQVGTKVNVTVEDERTILVRRNNTZFILSTILR

DIFSDQLMYKVTYREKNEKSTGEKN\N KEHISKTNV

DVFGKDLIYTLYYWEKSSSSGEK/NKTAKTNTNE

IELTNLDQGESYCFSIQAYIPSRTTITZEKDO

F

LIDVDKGENYCFSVQAVIPSRTVNREKST

KHCF ALATTEFG®G

LGEES\/ S

GEF/N\REIFYIIGAVVFVVITI

DSPVECMGOQEHK

CKRPAEWNLPFTVISEKYLZPTL

L

MSSYMNYV

L NV

LVIILAISLHKCREKAGVGQSWEKENGSTEP

FPLG >suspect fugu plasminogen from scaf9368 and scafléd5

747)
795)>gi 4505881 |ref NP 000292.1]

(sequence length

[Homo sapiens

plasminogen

(16->810
(sequence length

HSPG

=795)

420

Number of matches

Fraction of identities per length = 0.562249

\/ SVSGSEVEGYTKTAGAWILSLSGREKYSVMT
/NSGQGEPLDDYVNTQGASLFSVTEKEKOQLGAGS

AVECARKCDAETTFTCRN\N SFIYIEKDOQECRT

IEECAAKCEEDEEFTCR/NAFQYHSEKEOQQCVTI

ONSKSEIVLRRSSTALYEKEKN\N VYLLETCVN
ENRKSSIIIRMRDVVLFEKK/\VYLSECKT

vV G
M A

GIGTDYRGTKSRTKTGKLCOQRWGVNSPHRP
GNGKNYRGTMSEKTKNGITCOQEKWSSTSPHRP

N\/ YKPQTSPLADLESNEFCRNPDADSGGPWCY
R/NFSPATHPSEGLEENYCRNPDNDPOQGPWCY

TTDANTRWEHCNVSACS\NEDCIHCSGEDYRG

TTDPEKRYDYCDILECE/NEECMHCSGENYDG



[aW)

o

- DE_
P = =
KK, RR_
SS, KK_
Ay <2
H PP_
> zZ A
O] TT_
w TT_
<G FF_
Jasy CC_
[a¥ WW_
9] PP_
a RR_
0 A
DD, A K
WW, O
sy DD_
QQ, PP_
CC, NN_
oM RR_
>~ CC_
GGf YY_
N NN_
[Ea) O
TT, [Ea e
B X LL_
SS, Z
< H N
KK, Z

TSENPPTIVPETTCFTGEGGSYRG®G

LCDIPRC/NTTP

FCDIPRZC

PPSSGPTYQCLKGTGENYRG

TIAVTEAGKTCQSWSSQTPHEKHNRTPDNY?P

NVAVTVSGHTCQHWSAQTPHTHNRTPENTETP

E

C K \/

CK/NNLDENYCRNPDGEKRAPWCHTTNSOQVRWE

PEEE

YCQVPTCGDSAGPDDAVTITEP

YCKIPSCDSSPVSTEQLAPTA/NPPELTPVVOQ

DCYEDNGSSYRGITSQTVSGKRCQAWSSMT
DCYHGDGQSYRGTSSTTTTGKEKCQSWSSMT

PHSHLKTPKNFPNAN TSGGIFCRNPDNDRAP

PHRHQKTPENYPNA/NGLTMNYCRNPDADEKGFP

WCYTTNPGVRWEYCNLEKCSTNAPKPTPGT

WCFTTDPSVRWEYCNILEKEKCSGTE

A S VYV

ATQPQSPTTEDSGOQTERN\NDCEKIGNGETYRGEK
APPPVVLLPDVETPSEE/\NDCMFGNGEKGYRGEK

ISITILGVTCQAWSAQSPHTHNSV FTEETHSG

RATTVTGTPCOQDWAAQEPHRHSTIFTPETNTP

DKGLESN\N YCRNPDGDVNGPWCYTTDPNEKEKTW
RAGLEKN/\NYCRNPDGDVGGPWCYTTNPREKLY

GLKCGSPAIKPEKRCEFEFGRTIWV

DYCLTIZPDCRAN\/

DYCDVPQCA/NAPSFDCGEKPQVEPEKEKCPGRVY

GGCVSKPHSWPWQISLRTS\N RGIHFCGGTTLTI

GGCVAHPHSWPWOQVSLRTR/N\NFGMHFCGGTTULTI

DROQWVLTAAHCLEK KN STRPGYYKIVLGIHTE

SPEWVLTAAHCLEEK/N\SPRPSSYKVILGAHOQE

RAIEASKQLRDLEKLVILGPNGADTIALTLIEKTLDQOQ
VNLEPHVQEIEVSRLFLEPTREKDIALTLIEKTELS

T\/ PALLNEKVTPVCLPDKDYIVPSHTECYVT

S/NPAVITDKVIPACLPSPNYVVADRTECFIT

GWGETQ\N GTGGNGVLKEAGFPVIENZKICNRP

GWGETOQ/NGTFGAGLLEKEAQLPVIENEKVCNRY

AYLNGRVKDHEMCAGNIEGGTDSCOQ\N GDSGG

EFLNGRVQSTELCAGHLAGGTDSCOQ/\GDSGG



PLVCNSNNRFILOQGVTSWGLGCANPMEKEPGYV
PLVCFEKDEKYILOQGVTSWGLGCARPNEKPGV

YARVSKFIDWIEKNTMETLN

YVRVSRFVTWIEGVMRNN

FUF7 >fugu factor7 candidate A

398)
423)>gi|182801|gb|AAA88040.1|

(sequence length

coagulation factor VI

(44->466
(sequence length

HSF7

=423)

164
Fraction of identities per length = 0.412060

Number of matches

\/ VFMEKPEANVFLHRTRRANFLFEELIEKAGNTL

/NVFVTQEEAHGVLHRRRRANAFLEELRPGS STL

S QG K

DRDFKGEKFSYEGAKEIVFALPOQOQTLE

ERECKEEQCSFEEARETIFKDAERTEKTLEFWTIS

QFIT\ CKLSPCKNGATCTRRFETYACKTCA

Y S /\DGDQ

A E

CASSPCOQONGGSCEKDOQLQSYTICEFCL

NGFHGHNCDOQ\N VRRTSNGCRYRNGGCEHTFC CR

PAFEGRNCET/\HKDDQLICVNENGGCEOQYCS

EFPDRSYVCFCAPGYRLDEKDNSTCLPN\N QVEKV
DHTGTKRSCRCHEGYSLLADGVSCTP/\NTVEY

RVINGLTICPZKGH

P

S
PCGKIPILEEKRNASKPOQGRIVGGEKYVCPKGE

PCGRLOQTITL

CPWQ\NAMLSENNIYTCGAIILSEQWVLTARAH
CPWQ/\NVLLLVNGAQLCGGTLINTTIWVVSARAH

KPAHLFNVTV\ GEHDRETIFEZ KTE

[asgye]

RVIKVLIHPGYNKTSSDKDLAMLIEKTLHRPVK
RVAQVIIPSTYVPGTTNHDIALLRILHOQPVYV

LGLYVVPICLPAQNSTISRTLANTIROQSTWVS

LTDHVVPLCLP

ERTFSERTLAFVREFSILVS

GWGRLSRFGPPATILOQRLTLPRVPLOQESTC

GWGOQOLLDRGATALELMVLNVPRLMTOQDCTLQ

RLHTKLNITRNMLCAGLEKTGGRDACESG

OQOSRKVGDSPNITEYMEFEFCAGYS SDGSIKDSCKSG

E N
vV G

A N
AT

DSGGPLVTYYKKTWEFLTGVVSWGEKGZC
DSGGPHATHYRGTWYLTGIVSWGOQGC

LYGVYVRVTNEFLDWTIGNTITIATN

HFGVYTRVSQYIEWLQKLMRSEPRPGVLTLR



A PFP

FUF9 >fugu factor 9 from scafl343

473)

HUF9 >gi|22385321|gb|AAM96188.1 |

(sequence length

coagulation factor IX

461)

(sequence length

215

Fraction of identities per length

Number of matches

0.466377

GLPTEGSTGN\/V

MOQRVNMIMAESPGLITICLLGYLLSAECT/\V

MARDFLLALTIAALTLTLEVS

FVSPQAANMVILLRQRRYNSGHTLEETLOQXKDNTL
FLDHENANEKTILNRPEKRYNSGEKTLEETZFVQGNTIL

ERECMEEKCSFEEAREVFENTERT/\NTETFWEKDQOQ

ERECKEEQCTMEEAREVFEDDETZ KT \/

VDGDQCVPPPCQOQNEGVCKDGINSYVCWCK
YVDGDQCESNPCLNGGSCEKDDINSYECWCEP

CNIKNGRCEOQTEFC

PDFSGRNCEI\NEVSKQCSVNNGGCSHTFZC

FGFEGKNCETL/\DVT

VCHCAVGHRLGLDEKEKSCEPTD\N QFSC

NKVVCSCTEGYRLAENQKSCEPAV/\PFPC

GDIS
A D

GHINMSFSSKSNVQRRSLMQKLEANRTTESS

AETVFEFPD

LT

GRVSVSQTSK

ILLGDYSDNSTELN\N DPYWAFPTLPTTIPETZEKEN

ETILDNITOQSTOQST FNDTF

N STERA

DYV

VQLNPP\N AEPTFLC

RVVGGEDAKPGOQFPWOQ/\NVVLNGHK

TDQRIVGGDEALPGETIPWDOQO

T

VDATFC

IR
\ARY)

KQOGYTF
KIT

ETGYV

GGSLLSDLWVITAAHCLINETZKTIA

GGSIVNEEKWIVTAAHTCV

DVSKDEGPERDHTVAEQHTIHTEFMYDYHK

EH/ANNIEETEHTEQXKRNVIRITIPHHNYNARA

VG\/ EH

A G

KSPYNHDIALLKLNEKPVELSNEKRRPICLGTP
INKYNHDIALLELDEPLVLNSYVTPTICTIAD

KDFTETLLRESTSSLVSGWGRIKEFFGLEAT

KEYTNTITFTLK

FGSGYVSGWGRVFHEKGRSATL

KLOQKLEVPYVDRTRCEKQSSREQVTRYMEFTCA
VLOYLRVPLVDRATCLRSTEKEFTIYNNMETCA

GYQLOAKDSCQGDSGGPHATEKYKDTWEFTLTSG

GFHEGGRDSCQGDSGGPHVTEVEGTSFLTG



IVSWGEECAKDGKYGIYTRVSRYYPWISOQK

ITSWGEECAMEKGKYGIYTEKVSRYVNWIIZKEHK

T

T G L
T KL

FUA2 >fugu uPA on scaf3932

454)

HUPA >human urokianase

(sequence length

=431)

(sequence length

175

Number of matches

Fraction of identities per length = 0.406032

MTFWRVLAAAFAILTTAEAVRTLTLH)\/

MRALLARLLLCVLVVSDSKGSNETLHDZ Q

VPSS /\N

CGLCLHGGTSVPSLTSGEHMFEFCLCADGTEFOQG

CD

CLNGGTCVSNEKYFSNIHWCNCPEKEKTEGSG

KNCET\N VKNSQCYEGVGLFYRGTASQSESGR
OQOHCEI /NDKSKTCYEGNGHFYRGKASTDTMGR

DINGSGRH

RESYLAS

TCRVWDPOQT

PCLPWNSATVLQQTYHAHRSDALOQLGLGKH

NYCRN NLHFRRRPWCYVTKNQQLLWEYCAVEP
NYCR/\NNPDNRRRPWCYVQVGLEKPLVQECMVH

LCRCIPVPQKKNALRVCDRGVILNTLR

RCS SD

DCADG/\

CPHFAAPSQAPPTPAHPAT\N SACGQRRRRIKDOQ

FOCGOKTTLRPR

PSS PPEETLK

MKIVGGTVATVESHPWVAAIFWRAKSEKETZ KV
FKIIGGEFTTIENOQPWFAATIYRRHRGGSVT

PDG\/ SHLK

FRCGGSLISSCWVLTAAHTCTEF
YVCGGSLMSPCWVISATHCEF/\NID

FSVVLGKNALNESKSTTEOQEKTFGVEOQTITVHTR

YIVYLGRSRLN

SNTQGEMEKVPFEVENTLTITTLHK

DFDNTDGNFNNDIV\N ALLEKLEKSTRGTCAEKEKSR
DYSADTLAHHNDTI /NALLKIRSKEGRCAQPSR

GLTCEIAGYGEKEGOQH\/
TIQTICLPSMYNDPQFGTSCETITGEFGEKENS/\

TVGSVCLPQHTLTLOQP

GSWFRTQYLRETQVNVISDDVCROQEDYYGN

TDYLYPEQLKMTVVKLISHRECOQQPHYYGS

LITSNMFCAGQPDWSRDACKN\N GDSGGPLVCE
EVTTKMLCAADPQWEKTDSCOQ/\N\NGDSGGPLVCS



VNGRLFLFGVISWGDGCAKETFRPGVYTRVT
LOGRMTLTGIVSWGRGCALEKDEKPGVYTRVS

NYLRWIEEZKVSGSMLVEHK
HFLPWIRSHTEKEENGTLATL

FUF7 >fugu f7 candidate B

428)
423)>gi|182801|gb|AAA88040.1|

(sequence length

coagulation factor VI

(44->466
(sequence length

HSF7

=423)

187
Fraction of identities per length = 0.442080

Number of matches

\/ VFLDADKAHDVLVRTRRYNSGWLEETLGOQZEKGTD

/NVFVTQEEAHGVILHRRRR R

ANAFLEETLRPGS

LKRECLEEICSYEEAREVFEHTEKTT\N RYLPE

LERECKEEOQCSFEEARETIFKDAERT

K L

GPNSCKSNPCLNGGSCSAESG

SDDYYVHHTEFF

SYS/\NDGDQCASSPCQNGGSCKDOQL

W I

SSYTCFCLPEFSGVDCELN\N EYQTVPDTCLTLE

JNTHEKDDOQLTICVNE

QSYICFCLPAFEGRNCE

NGGCEHFCHENSAGRRGNCSCADGYDLDVD

NGGCEQYCSDHTOGTIZ KR

SCRCHEGYSLULAD

GLSCKAK\NESVACGMVLSTQFEHNOQLNPRAR

GVSCTPT/\NVEYPCGEKIPILE

KRNASKPOQOGR

IVGGNECPKGECPWQ\N VLLVYKGEKGFCGGVI
IVGGKVCPKGECPWOQ /\NVLLLVNGAQLCGGTTL

QFLKVVA\N GEHN

INTIWVVSAAHCFDKIKNWRNLTIAVL/\GEHD

YKPTWIILTASHCMADTITDYV

TEVDEGTEQIIOQVSEIIMHEEKYVPRTADND
LSEHDGDEQSRRVAQVIIPSTYVPGTTNHTD

IALLHLAVPITYTTYATIPVCLPTRPILAETRE
IALLRLHQPVVLTDHVVPLCLPERTEFSETRT

LWAVSLHTVSGWGRRSENGPTSHLLROQLZEKYV

LAFVRFSLVSGWGOQLLDRGATALELMVLNYV

LTOQNMEFEFCAGY

PRIRTQQCIEES SGVYV

PRLMTOQOQDCLQQSREKVGDSPNITEYMEFCAGY

MEGRQDSCKGDSGGPLVTEKYKKTVFEFLLGTIV
SDGSKDSCEKGDSGGPHATHYRGTWYLTOGTIV

SWGKGCARPGNYGIYTRVANYLEWTIHNRTA

SWGOQGCATVGHFGVYTRVSQYIEWLOQEKTLMR R



NTENFTT

SEPRPGVLLRAPTEFP

TVNQPTN

FUF9 >fugu f9 candidate from scaf9l7

476)

HUF9 >gi|22385321|gb|AAM96188.1 |

(sequence length

coagulation factor IX

461)

(sequence length

= 196
Fraction of identities per length = 0.425163

Number of matches

L

LVALQLDYSN\N AP

MDLFRLPEFSCLL
MOQRVNMIMAESPGLITICLLGYULLSATE

CT/\V

FLPAEVAGSVLQRPKRANIGVFEEWLESGNL

FLDHENANEKTILNRPEKRYNSGEKTLEETZFVQOGNTIL

ERECLEETCDLEEVREVFEDDEEKTN\N SVMSRV
ERECMEEKCSFEEAREVFENTERT/\NTETFWEKDQOQ

LLVPSDGNQCDSNPCLNOQGSCEDLILGSYTHC

DGDQCESNPCLNGGSCEKDDTINSYESTC

Y v

TCLPGFAGKDCEIN\NA AKRCDVNNGDCAHFCETP
WCPFGFEGKNCEL/\DVTCNIEKNGRCEOQFCKN

LGAFGAKCSCATGYRVTDDGLDCOQP\N ETETFTP

SADNKVVCSCTEGYRLAENOQEKSCEP/\NAVPFP

CGKTALMQVNSAFRRTLLGRLDSSLENDTA

TSKLTRAETVFEFPDVDYVNSTE

CGRVSVSQ

N\/ TNDTTLPGDEEPEPYRRIVGGDILVTIPG

PD
AE /\T

ILDNITQSTQSEFEFNDFTRVVGGEDAKTPG

EIPWQ\N VALMQRSTGEVFCGGSILSERWVTIT

QFPWOQ/\NVVL

NGKVDAFCGGSIVNEEKWTIVT

TLSIQEGTEO QN

GEH/A\NIEETEHTEOQZK

AAHCLLEEKVSFYIRV\ GEH

A AHC

VETGVKITVYVA

YDVLEQHLHPLYNASISLYDHDTIALTIYTLIKS

RNVIRIIPHHNYNAAINEKYNHDTIALTLETLDE

PIAFSANVRPICIGPRAFTETFLIKSYSPAR

PLVLNSYVTPICIADEKEYTNTIZFTLHK

FGSGY

VSGWGRTRYLGLTADSLOQKVDVPFTIRTETC

VSGWGRVFHKGRSALVLOQYLRVPLVDRATZC

KHSSSNRITPYMFCAGYKDEAKDACOQGDSG
LRSTKFTIYNNMPFCAGEFHEGGRDSCOQGDSG

GPHTNSIRDTWEFLTGIVSWGEETCAKEGEKTYSG
GPHVTEVEGTSFLTGIISWGEETCAMEKGE KYGG



VYTRVSLYYHWIKYVMGSTEKKRLAFDVENTP

IYTKVSRYVNWTIK

EKTEKTLT

D E

FUA1 >fugu uPA on scaf4367

392)

HUPA >human urokianase

(sequence length

=431)

(sequence length

164
Fraction of identities per length = 0.418367

Number of matches

ILVIFVAFCSDVVSRNLEDTITS
LARLLLCVLVVSDSKGSNELHOQVPS/\N

KLLYV
R AL

= =

CLCA

GGTCVSNEKYFSNIHWCNCPEKEKEGGDQ Q

ATETCWPGERSSYTGDVSKSLGGRR

HCEI/\DKSKTCYEGNGHFYRGEKASTDTMGRP

NGIGDHN

W G D S

RNVFEFNP

CLNW

CLPWNSATVLQOQTYHAHRSDALOQLGLGIEKHN

YCR\N NPDQSGRPWCYVRRGRRIVWETFCVVPM
YCR/NNPDNRRRPWCYVQVGLKPLVQECMVHD

CKPD\FSELILGVFAALSCGERQEQRTNEKTIUV
CADG/NKKPSSPPEELEKFQCGOQKTLRPRFKTITI

LCG

NGSFADVESHPWIAATIFGQRS

GGEFTTIENOQPWEFAAIYRRHRGGSVTYVCG

DDG\N/DATDIROQLSVH

GSLMSPCWVISATHCEF/\NIDY

GSLISPCWVVTAAHTCTEF

DYIVY

P K KE

LGKKAINETNAKKEQAFLVEEKLTITIHOQHTEDS

LGRSRLN

SNTQGEMEKFEVENLTITTLHEKDYSA

NNDI\/ ALLKIKRRDGSCAAKSASARY

DTLAHHNDI /N\NALLKIRSEKEGRCAQPSRTTIOQT

S DL

VCLPPLRTQLPAGFQCTVAGYGHEG SY\N RTYS

ICLPSMYNDPQFGTSCEITGFGKENS/\NTDYTL

YSQYLKKTEVKLISHSLCQSPSYYGEKRTITD

YPEQLKMTVVEKLISHRECQOQPHYYGSEVTT

NMLCAGSPDWTTDSC\N QGDSGGPLVCERAAGR
KMLCAADPQWEKTDSC/NQGDSGGPLVCSLQGR

MFLFGVVSWGDECAKKNEKPGVYTOQVTNYNK
MTLTGIVSWGRGCALKDEKPGVYTRVSHEFLP



WIADETGLSEYTKGLMYZPEHK

WIRGSHT

KEENGLATL
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