
TEST OF SIGNAL PEPTIDE PREDICTION ON TRUNCATED SEQUENCES

We quantify the effect of N-terminal sequence truncation on predictive accuracy, 
showing the problems arising from signal peptide predictions based on partial ORFs. 
Nielsen et al. (1) state that sig nal peptide prediction on EST sequences when the start 
codon may not be present, and on sequences with N-terminal TM domains, can result in 
false positive signal peptide predictions. We developed a test case for this, truncating 
several known nonsecreted proteins, and known secreted with and without internal TM 
domains. Our results confirm the Nielson et al. statement.

METHODS
Evaluation of Signal Peptide Prediction on Truncated Sequences
To evaluate the effect N-terminal signal peptide truncation has on signal peptide 
prediction, a data set was developed. Three 125-residue subsequences were created for 
each of twenty-four full-length, known secreted, protein sequences and twenty-four full-
length, known non-secreted protein sequences. One started at the N-terminus, one ten 
residues in from the N-terminus, and one 20 residues in from the N-terminus.

To evaluate how TM domains near the N-terminus affect signal peptide 
prediction, a second data set was developed, based on twelve frizzled protein sequences.  
Frizzled proteins were chosen because they contain both an N-terminal signal peptide and 
internal TM domains (2). For each protein sequence, an exhaustive set of subsequences 
125-residues long were created, starting at offset 50 a.a. from the N-terminus, and 
continuing in steps of 50 a.a. 

TargetP was used to analyze both data sets as above. The TM domain prediction 
software, TMHMM, was used to locate TM domains in the frizzled proteins. The 
truncated frizzled protein sequences were also analyzed using the secreted protein 
identification methods listed below. The 24 protein sequences known to be secreted, 24 
known not to be secreted, and 12 frizzled protein sequences are appended to this 
document.

RESULTS
Effect of N-terminal truncation on prediction
The impact of N-terminal truncation of protein sequences on ab initio prediction was 
tested. Twenty-four known secreted protein sequences were correctly predicted to 
possess signal peptides by TargetP. When the first 10 N-terminal residues of the 24 
sequences were truncated, signal peptides were predicted for only 13 sequences, and the 
predicted cleavage site remained constant for all but one of the 13 sequences.When the 
first 20 N-terminal residues were truncated, signal peptides were predicted for only 8% of 
the proteins; sequences with complete N-termini are required for accurate signal 
sequence prediction.  Twenty-four protein sequences known not to be secreted were 
predicted to not possess signal peptides by TargetP regardless of N-terminal truncation.

The influence of N-terminal truncation at or near a TM domain on ab initio
prediction of protein sequences was also studied. Twelve protein sequences possessing an 
N-terminal signal peptide and multiple TM domains were divided into 127 subsequences, 
125 residues in length as described in the methods. Correct signal peptide predictions 
were obtained for all 12 true N-terminal subsequences. The remaining 115 subsequences, 



with N-terminal-truncations, produced 47 incorrect signal peptide predictions and 7 
incorrect mitochondrial targeting peptide predictions. In 46 of the 47 incorrect signal 
peptide predictions, at least one TM domain was predicted to exist in the first 50 residues 
of the subsequence; N-terminal truncation near a TM domain increases incorrect 
prediction of signal peptides. When these 127 subsequences were analyzed using our 
methods for EST analysis, only the 12 subsequences containing the actual signal peptide 
were selected as putative secreted proteins.
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TEST CASE SEQUENCES (fasta format)

A. Known secreted protein sequences, first 125 residues
B. Known nonsecreted protein sequences, first 125 residues
C. Frizzled protein sequences

A. Known secreted sequences
>Q98864
MASDPRDPGPAGGVFGDLPPSYTRSPPPVNSDLLRRPSYCHAAFALKQISKGKAV
GQKAPLWIRARFQAFLFSLGCHIQRHCGKVLFIGLLVFGALSVGLRVAAIETDIEK
LWVEAGSRVSKELR

>Q98864_10
AGGVFGDLPPSYTRSPPPVNSDLLRRPSYCHAAFALKQISKGKAVGQKAPLWIRA
RFQAFLFSLGCHIQRHCGKVLFIGLLVFGALSVGLRVAAIETDIEKLWVEAGSRVS
KELRYTKEKQGEES

>Q98864_20
SYTRSPPPVNSDLLRRPSYCHAAFALKQISKGKAVGQKAPLWIRARFQAFLFSLG
CHIQRHCGKVLFIGLLVFGALSVGLRVAAIETDIEKLWVEAGSRVSKELRYTKEK
QGEESVFTSQMLIQT

>A49426
MRLLTRVLLVSLLTLSLVVSGLACGPGRGYGRRRHPKKLTPLAYKQFIPNVAEKT
LGASGRYEGKITRNSERFKELTPNYNPDIIFKDEENTGADRLMTQRCKDKLNSLAI
SVMNHWPGVKLRVT

>A49426_10



SLLTLSLVVSGLACGPGRGYGRRRHPKKLTPLAYKQFIPNVAEKTLGASGRYEG
KITRNSERFKELTPNYNPDIIFKDEENTGADRLMTQRCKDKLNSLAISVMNHWPG
VKLRVTEGWDEDGHHF

>A49426_20
GLACGPGRGYGRRRHPKKLTPLAYKQFIPNVAEKTLGASGRYEGKITRNSERFKE
LTPNYNPDIIFKDEENTGADRLMTQRCKDKLNSLAISVMNHWPGVKLRVTEGW
DEDGHHFEESLHYEGRA

>AAD32669
MPTVSSVTLTGRLLLLLLWAAHLAMATNWLSLARLSRSRPVSGAEPCGRLRGLS
PGQVGVCRARGEVMESVRKASEMVIEECQHQFRNRRWNCSTTPRGINVFGRVM
NQGTREAAFVHALSSAAV

>AAD32669_10
GRLLLLLLWAAHLAMATNWLSLARLSRSRPVSGAEPCGRLRGLSPGQVGVCRA
RGEVMESVRKASEMVIEECQHQFRNRRWNCSTTPRGINVFGRVMNQGTREAAF
VHALSSAAVAVAVTRGCSR

>AAD32669_20
AHLAMATNWLSLARLSRSRPVSGAEPCGRLRGLSPGQVGVCRARGEVMESVRK
ASEMVIEECQHQFRNRRWNCSTTPRGINVFGRVMNQGTREAAFVHALSSAAVA
VAVTRGCSRGELERCGCDR

>AAC59741
MDVRLHLKQFALLCFISLLLTPCGLACGPGRGYGKRRHPKKLTPLAYKQFIPNVA
EKTLGASGKYEGKITRNSERFKELIPNYNPDIIFKDEENTNADRLMTKRCKDKLN
SLAISVMNHWPGVKL

>AAC59741_10
ALLCFISLLLTPCGLACGPGRGYGKRRHPKKLTPLAYKQFIPNVAEKTLGASGKY
EGKITRNSERFKELIPNYNPDIIFKDEENTNADRLMTKRCKDKLNSLAISVMNHW
PGVKLRVTEGWDEDG

>AAC59741_20
TPCGLACGPGRGYGKRRHPKKLTPLAYKQFIPNVAEKTLGASGKYEGKITRNSER
FKELIPNYNPDIIFKDEENTNADRLMTKRCKDKLNSLAISVMNHWPGVKLRVTEG
WDEDGHHLEESLHYE

>AAF21644
MFAAGVGLSLGLLCFAGFCSAISSIDPDRPGEGRCQEIAIPLCKDIGYNLTVMPNL
MGHEDQNEAAIKLHEFAPLIEFGCHSHLKFFLCSLYAPMCTEQVSTPIPACRVMC
EQARQKCSPIMEQF

>AAF21644_10



GLLCFAGFCSAISSIDPDRPGEGRCQEIAIPLCKDIGYNLTVMPNLMGHEDQNEAA
IKLHEFAPLIEFGCHSHLKFFLCSLYAPMCTEQVSTPIPACRVMCEQARQKCSPIM
EQFNFHWPESLDC

>AAF21644_20
AISSIDPDRPGEGRCQEIAIPLCKDIGYNLTVMPNLMGHEDQNEAAIKLHEFAPLIE
FGCHSHLKFFLCSLYAPMCTEQVSTPIPACRVMCEQARQKCSPIMEQFNFHWPES
LDCSRLPNKNDPN

>AAF21645
MECYLLGIYLFLALALLPRSCGTTAKEITCQEIAVPLCKGIGYNYTYMPNQFNHD
TQDEAGLEVHQFWPLVEIQCSPDLKFFLCSMYTPICLEDYKKPLPPCRSVCERAK
AGCAPLMRQYGFPWP

>AAF21645_10
FLALALLPRSCGTTAKEITCQEIAVPLCKGIGYNYTYMPNQFNHDTQDEAGLEVH
QFWPLVEIQCSPDLKFFLCSMYTPICLEDYKKPLPPCRSVCERAKAGCAPLMRQY
GFPWPDRMRCDLLPV

>AAF21645_20
CGTTAKEITCQEIAVPLCKGIGYNYTYMPNQFNHDTQDEAGLEVHQFWPLVEIQ
CSPDLKFFLCSMYTPICLEDYKKPLPPCRSVCERAKAGCAPLMRQYGFPWPDRM
RCDLLPVQGAPDTLCMD

>AAD25357
MRKPADEHHFTMETSGMHLVGFWLHVLLLFQLSGLGDSASKDIVCEPITVPMCK
GIGYNHTYMPNQFNHDNQDEVGLEVHQFWPLVRIHCSPDLLFFLCSMYTPICLQ
DYKKPLPPCRSVCERAK

>AAD25357_10
TMETSGMHLVGFWLHVLLLFQLSGLGDSASKDIVCEPITVPMCKGIGYNHTYMP
NQFNHDNQDEVGLEVHQFWPLVRIHCSPDLLFFLCSMYTPICLQDYKKPLPPCRS
VCERAKRGCSPLMIQY

>AAD25357_20
GFWLHVLLLFQLSGLGDSASKDIVCEPITVPMCKGIGYNHTYMPNQFNHDNQDE
VGLEVHQFWPLVRIHCSPDLLFFLCSMYTPICLQDYKKPLPPCRSVCERAKRGCS
PLMIQYGFEWPERMSC

>AAC83940
MDSPTQGTHWSALALCVLLLWSSVCGREHVCQEISVPLCRGIGYNYTYMPNQFN
HDNQDEAGLEVHQFWPLVEIQCSPDLRFFLCSMYTPICLEDYKKPLPPCRSVCER
AKAGCAPLMRQYGFPW

>AAC83940_10



SALALCVLLLWSSVCGREHVCQEISVPLCRGIGYNYTYMPNQFNHDNQDEAGLE
VHQFWPLVEIQCSPDLRFFLCSMYTPICLEDYKKPLPPCRSVCERAKAGCAPLMR
QYGFPWPDRMRCDLLP

>AAC83940_20
WSSVCGREHVCQEISVPLCRGIGYNYTYMPNQFNHDNQDEAGLEVHQFWPLVEI
QCSPDLRFFLCSMYTPICLEDYKKPLPPCRSVCERAKAGCAPLMRQYGFPWPDR
MRCDLLPVQGDPNTLCM

>S15013
MRVLALLLAVKAACVLLVSSLTGTGAVNNSGRWWGIVNVASSGNLLTNSKNVQ
LVLDPSLALLSRRQRKLIRQNPGILHAIAAGLHTAIKECKWQFRNRRWNCPTTHS
PNVFGKIVNRGCRETAF

>S15013_10
KAACVLLVSSLTGTGAVNNSGRWWGIVNVASSGNLLTNSKNVQLVLDPSLALLS
RRQRKLIRQNPGILHAIAAGLHTAIKECKWQFRNRRWNCPTTHSPNVFGKIVNRG
CRETAFVFAITSAGVT

>S15013_20
LTGTGAVNNSGRWWGIVNVASSGNLLTNSKNVQLVLDPSLALLSRRQRKLIRQN
PGILHAIAAGLHTAIKECKWQFRNRRWNCPTTHSPNVFGKIVNRGCRETAFVFAI
TSAGVTHAVARSCSEG

>P51029
MFMHLEVYYYAFILMAHMKTCCGWSVNNFLMTGPKAYLIYSSSVAAGAQSGIE
ECKYQFAWDRWKCPERALQLSTHSGLRSANRETAFFHAISSAGVMYTLTRNCSL
GDFDNCGCDDTRNGQRGG

>P51029_10
AFILMAHMKTCCGWSVNNFLMTGPKAYLIYSSSVAAGAQSGIEECKYQFAWDR
WKCPERALQLSTHSGLRSANRETAFFHAISSAGVMYTLTRNCSLGDFDNCGCDD
TRNGQRGGQGWLWGGCSD

>P51029_20
CCGWSVNNFLMTGPKAYLIYSSSVAAGAQSGIEECKYQFAWDRWKCPERALQL
STHSGLRSANRETAFFHAISSAGVMYTLTRNCSLGDFDNCGCDDTRNGQRGGQG
WLWGGCSDNVGFGEVISK

>P51028
MNPCQIFASLVMSICCHILSSTAWSVNNFLMTGPKAYLAYTSSVQAGAQSGIEEC
KHQFAWDRWNCPESALQLSTHKGLRSATRETAFVHAISAAGVMYTLTKNCSMG
DFENCGCGCDDSKIGKM

>P51028_10



VMSICCHILSSTAWSVNNFLMTGPKAYLAYTSSVQAGAQSGIEECKHQFAWDR
WNCPESALQLSTHKGLRSATRETAFVHAISAAGVMYTLTKNCSMGDFENCGCG
CDDSKIGKMGGRGWVWGGC

>P51028_20
STAWSVNNFLMTGPKAYLAYTSSVQAGAQSGIEECKHQFAWDRWNCPESALQL
STHKGLRSATRETAFVHAISAAGVMYTLTKNCSMGDFENCGCGCDDSKIGKMG
GRGWVWGGCSDNVNFGDRI

>BAA82135
MMHIAMLSTACLIFMGCIKVAGSTMLNSNAIKVGSGAAGASHPVSPSPDVSLLDS
LNFALDTPQPLICESDEECGGEEFCFQSRGVCLQCKKRRKRCIRDAMCCPGNHCS
NGVCIPNDPDMIQQL

>BAA82135_10
CLIFMGCIKVAGSTMLNSNAIKVGSGAAGASHPVSPSPDVSLLDSLNFALDTPQPL
ICESDEECGGEEFCFQSRGVCLQCKKRRKRCIRDAMCCPGNHCSNGVCIPNDPD
MIQQLGMEEFVSIAH

>BAA82135_20
AGSTMLNSNAIKVGSGAAGASHPVSPSPDVSLLDSLNFALDTPQPLICESDEECGG
EEFCFQSRGVCLQCKKRRKRCIRDAMCCPGNHCSNGVCIPNDPDMIQQLGMEEF
VSIAHENSTALMPKV

>AAD25405
MAFRTPAVQLHLKACVLLLLGGLLEAAYQERGTMYMWIDANQARILIGFEEDILI
VSEGKMAPFTHDFRKAQQRMPAIPVNIHHVNFTWQATDQAEYFYEFQTLRSLDK
DIMDDPTVNVPLLGSV

>AAD25405_10
HLKACVLLLLGGLLEAAYQERGTMYMWIDANQARILIGFEEDILIVSEGKMAPFT
HDFRKAQQRMPAIPVNIHHVNFTWQATDQAEYFYEFQTLRSLDKDIMDDPTVNV
PLLGSVPHKASVVQVG

>AAD25405_20
GGLLEAAYQERGTMYMWIDANQARILIGFEEDILIVSEGKMAPFTHDFRKAQQR
MPAIPVNIHHVNFTWQATDQAEYFYEFQTLRSLDKDIMDDPTVNVPLLGSVPHK
ASVVQVGFPCRGDQDGV

>AAD22462
MQNMFSYEMFICVLAFACLLEIPRGTGAASCEPIRIPMCKSMPWNMTKMPNHLH
HSTQANAVLAIEQFEGLLGTQCSADLLFFLCAMYAPICTIDFQHDPIKPCKSVCER
AKCGCEPVMKRYNHT

>AAD22462_10



ICVLAFACLLEIPRGTGAASCEPIRIPMCKSMPWNMTKMPNHLHHSTQANAVLAI
EQFEGLLGTQCSADLLFFLCAMYAPICTIDFQHDPIKPCKSVCERAKCGCEPVMK
RYNHTWPESLACEEL

>AAD22462_20
EIPRGTGAASCEPIRIPMCKSMPWNMTKMPNHLHHSTQANAVLAIEQFEGLLGTQ
CSADLLFFLCAMYAPICTIDFQHDPIKPCKSVCERAKCGCEPVMKRYNHTWPESL
ACEELPVYDRGVCIS

>AAC60304
MDYLYSALTSKMNWIALLLAGLTFCCKVSVHSCLDYDDSYDYYEEEKTETIDYK
DPCKAAVFWGDIALDDEDLKMFHIDGTIDLKQQTHGRQGHTSGGLGEHVPTKK
RGSLYLLLDRIRRLGFES

>AAC60304_10
KMNWIALLLAGLTFCCKVSVHSCLDYDDSYDYYEEEKTETIDYKDPCKAAVFW
GDIALDDEDLKMFHIDGTIDLKQQTHGRQGHTSGGLGEHVPTKKRGSLYLLLDRI
RRLGFESWPVNSSKDVS

>AAC60304_20
GLTFCCKVSVHSCLDYDDSYDYYEEEKTETIDYKDPCKAAVFWGDIALDDEDLK
MFHIDGTIDLKQQTHGRQGHTSGGLGEHVPTKKRGSLYLLLDRIRRLGFESWPV
NSSKDVSSIKTGIRRVN

>AAB93485
MMEGLLWILLSVIIASVHGSRLKTPALPIQPEREPMISKGLSGCSFGGRFYSLEDT
WHPDLGEPFGVMHCVMCHCEPQRSRRGKVFGKVSCRNMKQDCPDPTCDDPVL
LPGHCCKTCPKGDSGRK

>AAB93485_10
SVIIASVHGSRLKTPALPIQPEREPMISKGLSGCSFGGRFYSLEDTWHPDLGEPFGV
MHCVMCHCEPQRSRRGKVFGKVSCRNMKQDCPDPTCDDPVLLPGHCCKTCPK
GDSGRKEVESLFDFFQ

>AAB93485_20
RLKTPALPIQPEREPMISKGLSGCSFGGRFYSLEDTWHPDLGEPFGVMHCVMCHC
EPQRSRRGKVFGKVSCRNMKQDCPDPTCDDPVLLPGHCCKTCPKGDSGRKEVES
LFDFFQEKDDDLHKSY

>BAA76408
MDLYRSCLRWLCVLLIGLLGLVEENLANVLDSMLLRNSGKVEERRETGSDAPAL
PQRFLWCYCYHHCPEDSTNNTCRTDGYCFTMVEEEGGAAVVTSGCLGLVGSEF
QCRDTGNSKQRRALECCT

>BAA76408_10



LCVLLIGLLGLVEENLANVLDSMLLRNSGKVEERRETGSDAPALPQRFLWCYCY
HHCPEDSTNNTCRTDGYCFTMVEEEGGAAVVTSGCLGLVGSEFQCRDTGNSKQ
RRALECCTDQDYCNRDLH

>BAA76408_20
LVEENLANVLDSMLLRNSGKVEERRETGSDAPALPQRFLWCYCYHHCPEDSTNN
TCRTDGYCFTMVEEEGGAAVVTSGCLGLVGSEFQCRDTGNSKQRRALECCTDQ
DYCNRDLHPTLPPLRTPS

>AAC72965
MDPPRLRVATYLLLLSVGLLLHGGACQPYYLLRPIPSDSLPIVELKEDPGPVFDPK
ERDLNETELKSVLGDFDSRFLSVLPPAEDGHAGNDELDDFDAQRWGGALPKEIR
AVDFDAPQLGKKHKP

>AAC72965_10
YLLLLSVGLLLHGGACQPYYLLRPIPSDSLPIVELKEDPGPVFDPKERDLNETELK
SVLGDFDSRFLSVLPPAEDGHAGNDELDDFDAQRWGGALPKEIRAVDFDAPQLG
KKHKPSKKLKRRLQQ

>AAC72965_20
LHGGACQPYYLLRPIPSDSLPIVELKEDPGPVFDPKERDLNETELKSVLGDFDSRF
LSVLPPAEDGHAGNDELDDFDAQRWGGALPKEIRAVDFDAPQLGKKHKPSKKL
KRRLQQWLWAYSFCPL

>AAC60285
MIPGNRMLMVILLCQVLLGESSYASLIPEEGKKKASALHLAQSHELLRDFEATLL
HMFGLQRRPRPSHSAVVPQYLLDLYRLQSGELEEAGAQHVSFDYPERSTSRAST
VRGFHHEEHLEELQSD

>AAC60285_10
ILLCQVLLGESSYASLIPEEGKKKASALHLAQSHELLRDFEATLLHMFGLQRRPRP
SHSAVVPQYLLDLYRLQSGELEEAGAQHVSFDYPERSTSRASTVRGFHHEEHLEE
LQSDGSQETPLRFV

>AAC60285_20
SSYASLIPEEGKKKASALHLAQSHELLRDFEATLLHMFGLQRRPRPSHSAVVPQY
LLDLYRLQSGELEEAGAQHVSFDYPERSTSRASTVRGFHHEEHLEELQSDGSQET
PLRFVFNLSSIPEDE

>AAC60287
MVSSTAALMVLMVTQVFFAGSSGLVPQVGRSSLSPDVLHAFELRLLSMFGLQHR
PTPSTSAVVPQYMLDLYSAHSVNAEQVSRPRAHLGKGSERSASRANTIRSFHHDE
STEDPSSSSVRTTQRF

>AAC60287_10



LMVTQVFFAGSSGLVPQVGRSSLSPDVLHAFELRLLSMFGLQHRPTPSTSAVVPQ
YMLDLYSAHSVNAEQVSRPRAHLGKGSERSASRANTIRSFHHDESTEDPSSSSVR
TTQRFLFNLTSIPDE

>AAC60287_20
SSGLVPQVGRSSLSPDVLHAFELRLLSMFGLQHRPTPSTSAVVPQYMLDLYSAHS
VNAEQVSRPRAHLGKGSERSASRANTIRSFHHDESTEDPSSSSVRTTQRFLFNLTS
IPDEELVTSADVRV

>BAA32748
MRQLLFITVVLTGVCLLLTLCSGAGQNPDHVLQGTGVKLDSRRPGDDSTIAPEDA
ARFLSCHCSGHCPDDAKNNTCETNGQCFAINEEDENGDVILSSGCMKYEGSHFQ
CKDSQFAQTRRTIECC

>BAA32748_10
LTGVCLLLTLCSGAGQNPDHVLQGTGVKLDSRRPGDDSTIAPEDAARFLSCHCSG
HCPDDAKNNTCETNGQCFAINEEDENGDVILSSGCMKYEGSHFQCKDSQFAQTR
RTIECCQFDFCNQDLK

>BAA32748_20
CSGAGQNPDHVLQGTGVKLDSRRPGDDSTIAPEDAARFLSCHCSGHCPDDAKNN
TCETNGQCFAINEEDENGDVILSSGCMKYEGSHFQCKDSQFAQTRRTIECCQFDF
CNQDLKPELPPRDSEP

>JC4627
MVIILLLLLLSFLDPSLEESLAPRLTRTPRAPCARGQACDPRQRRDAGGRGGVYE
HLGGAPRRRKLYCATKYHLQIHPNGKIDGSLEENNPLSILEITAVDVGVVAIKGLF
SGRYLAMNEKGRLY

>JC4627_10
SFLDPSLEESLAPRLTRTPRAPCARGQACDPRQRRDAGGRGGVYEHLGGAPRRR
KLYCATKYHLQIHPNGKIDGSLEENNPLSILEITAVDVGVVAIKGLFSGRYLAMN
EKGRLYASEVFNRECE

>JC4627_20
LAPRLTRTPRAPCARGQACDPRQRRDAGGRGGVYEHLGGAPRRRKLYCATKYH
LQIHPNGKIDGSLEENNPLSILEITAVDVGVVAIKGLFSGRYLAMNEKGRLYASEV
FNRECEFLERIHELGY

>AAC60303
MRLIPSRLSYLFLHLFAFCYYAQVTIQSPPNFTQHVSEQSKVTDRVSRRLIRTYQL
YSRTSGKHVQVLANKKINAMAEDGDVHAKLIVETDTFGSRVRIKGAETGFYICM
NRRGKLIGKKNGLGK

>AAC60303_10



LFLHLFAFCYYAQVTIQSPPNFTQHVSEQSKVTDRVSRRLIRTYQLYSRTSGKHV
QVLANKKINAMAEDGDVHAKLIVETDTFGSRVRIKGAETGFYICMNRRGKLIGK
KNGLGKDCIFTEIVLE

>AAC60303_20
YAQVTIQSPPNFTQHVSEQSKVTDRVSRRLIRTYQLYSRTSGKHVQVLANKKINA
MAEDGDVHAKLIVETDTFGSRVRIKGAETGFYICMNRRGKLIGKKNGLGKDCIFT
EIVLENNYTALQNVK

>AAA96816
MLSILKVFIAICFMELVCSRSITSGEPRAKDIRVSRHILTPGYPENATVLVGGHVKL
VCKLHQPASTRLQWFKKDSNRLGPDGSPVLTALTPLLENLSKVNIFPLVNISLED
AGEYVCKAENSAG

>AAA96816_10
ICFMELVCSRSITSGEPRAKDIRVSRHILTPGYPENATVLVGGHVKLVCKLHQPAS
TRLQWFKKDSNRLGPDGSPVLTALTPLLENLSKVNIFPLVNISLEDAGEYVCKAE
NSAGQATRSAWVEV

>AAA96816_20
SITSGEPRAKDIRVSRHILTPGYPENATVLVGGHVKLVCKLHQPASTRLQWFKKD
SNRLGPDGSPVLTALTPLLENLSKVNIFPLVNISLEDAGEYVCKAENSAGQATRSA
WVEVLSEVSEEPTE

>AF041440
MTSQLFGFLMFAVIICQAVSLESGCEGSECVKVGVSGKPKQYAEFLNKFNEMNT
QTPQRQHRNAEAALPFVGLTGVAKQSRTCCKNGGTCILGSFCACPKYFTGRSCE
YDERLRDCGVIPHGEWV

>AF041440_10
FAVIICQAVSLESGCEGSECVKVGVSGKPKQYAEFLNKFNEMNTQTPQRQHRNA
EAALPFVGLTGVAKQSRTCCKNGGTCILGSFCACPKYFTGRSCEYDERLRDCGVI
PHGEWVQKGCSYCRCG

>AF041440_20
LESGCEGSECVKVGVSGKPKQYAEFLNKFNEMNTQTPQRQHRNAEAALPFVGLT
GVAKQSRTCCKNGGTCILGSFCACPKYFTGRSCEYDERLRDCGVIPHGEWVQKG
CSYCRCGYGLLHCFPHV

B. 24 known nonsecreted sequences
>AAF82402_0
MNVTSLFSFTSPAVKRLLGWKQGDEEEKWAEKAVDALVKKLKKKKGAMEELE
RALSCPGQPSNCVTIPRSLDGRLQVSHRKGLPHVIYCRVWRWPDLQSHHELKAL
ECCEFPFGSKQKDVCINPY



>AAF82402_10
SPAVKRLLGWKQGDEEEKWAEKAVDALVKKLKKKKGAMEELERALSCPGQPS
NCVTIPRSLDGRLQVSHRKGLPHVIYCRVWRWPDLQSHHELKALECCEFPFGSK
QKDVCINPYHYKRVDSPVL

>AAF82402_20
KQGDEEEKWAEKAVDALVKKLKKKKGAMEELERALSCPGQPSNCVTIPRSLDG
RLQVSHRKGLPHVIYCRVWRWPDLQSHHELKALECCEFPFGSKQKDVCINPYHY
KRVDSPVLPPVLVPRNSE

>Q90459_0
MEHQLFCCEVDTIRRAYQDSNLLNDRVLQTMLKAEENYLPSPNYFKCVQKEIVP
KMRKIVATWMLEVCEEQKCEEEVFPLAMNYLDRFLSVEPTKKTRLQLLGATCM
FLASKMKETVPLTAEKLC

>Q90459_10
DTIRRAYQDSNLLNDRVLQTMLKAEENYLPSPNYFKCVQKEIVPKMRKIVATW
MLEVCEEQKCEEEVFPLAMNYLDRFLSVEPTKKTRLQLLGATCMFLASKMKETV
PLTAEKLCIYTDNSVRPG

>Q90459_20
NLLNDRVLQTMLKAEENYLPSPNYFKCVQKEIVPKMRKIVATWMLEVCEEQKC
EEEVFPLAMNYLDRFLSVEPTKKTRLQLLGATCMFLASKMKETVPLTAEKLCIYT
DNSVRPGELLQMELLAL

>AAF81247_0
MTKHWGGPGLLAPPVITVGEGAQRDHHLDCRIGYSSSKRSCHRSSNPLLELGGR
LDKSTGMAQDSCYRAKATNQGPWELQDGNSSGGKKKNYQRYPKPPYSYLAMI
AMVIQNSPEKKLTLSEILK

>AAF81247_10
LAPPVITVGEGAQRDHHLDCRIGYSSSKRSCHRSSNPLLELGGRLDKSTGMAQDS
CYRAKATNQGPWELQDGNSSGGKKKNYQRYPKPPYSYLAMIAMVIQNSPEKKL
TLSEILKEISTLFPFFK

>AAF81247_20
GAQRDHHLDCRIGYSSSKRSCHRSSNPLLELGGRLDKSTGMAQDSCYRAKATNQ
GPWELQDGNSSGGKKKNYQRYPKPPYSYLAMIAMVIQNSPEKKLTLSEILKEIST
LFPFFKGNYKGWRDSV

>AAF78475_0
MDAIKKKMQMLKLDKENALDRAEQAETDKKAAEERSKQLEDDLVALQKKLKA
TEDELDKYSEALKDAQEKLELAEKKATDAEGDVASLNRRIQLVEEELDRAQERL
ATALQKLEEAEKAADESER

>AAF78475_10



LKLDKENALDRAEQAETDKKAAEERSKQLEDDLVALQKKLKATEDELDKYSEA
LKDAQEKLELAEKKATDAEGDVASLNRRIQLVEEELDRAQERLATALQKLEEAE
KAADESERGMKVIENRAL

>AAF78475_20
RAEQAETDKKAAEERSKQLEDDLVALQKKLKATEDELDKYSEALKDAQEKLEL
AEKKATDAEGDVASLNRRIQLVEEELDRAQERLATALQKLEEAEKAADESERG
MKVIENRALKDEEKMELQE

>AAF78470_0
MCDDEETTALVCDNGSGLVKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQK
DSYVGDEAQSKRGILTLKYPIEHGIITNWDDMEKIWHHTFYNELRVAPEEHPTLL
TEAPLNPKANREKMTQIM

>AAF78470_10
VCDNGSGLVKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDSYVGDEAQS
KRGILTLKYPIEHGIITNWDDMEKIWHHTFYNELRVAPEEHPTLLTEAPLNPKAN
REKMTQIMFETFNVPAMY

>AAF78470_20
AGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDSYVGDEAQSKRGILTLKYPIE
HGIITNWDDMEKIWHHTFYNELRVAPEEHPTLLTEAPLNPKANREKMTQIMFETF
NVPAMYVAIQAVLSLY

>Q90416_0
MDNNDTYLHLSSSLQVAHGHLSSPPSQPPLGSMVSHHHPSIINGLGSPYSVITSSS
LGSPSASMPTTSNMGYGALNSPQMNSLNSVSSSEDIKPPPGLAGLGSYPCGSPGS
LSKHICAICGDRSS

>Q90416_10
SSSLQVAHGHLSSPPSQPPLGSMVSHHHPSIINGLGSPYSVITSSSLGSPSASMPTTS
NMGYGALNSPQMNSLNSVSSSEDIKPPPGLAGLGSYPCGSPGSLSKHICAICGDRS
SGKHYGVYSCE

>Q90416_20
LSSPPSQPPLGSMVSHHHPSIINGLGSPYSVITSSSLGSPSASMPTTSNMGYGALNS
PQMNSLNSVSSSEDIKPPPGLAGLGSYPCGSPGSLSKHICAICGDRSSGKHYGVYS
CEGCKGFFKRTI

>AAF73190_0
MLLDAGHQFPGLGVGTFARHHHSSSEMQDRDLSLAQNSFVDSAHMGAFKLNHD
LSPGQSSAFTSQAPGYPAAALGAHAAHVTSYASSPFNSTRDFLFRSRGFGESSPA
GGQHALFGPTAGSLHHS

>AAF73190_10



GLGVGTFARHHHSSSEMQDRDLSLAQNSFVDSAHMGAFKLNHDLSPGQSSAFTS
QAPGYPAAALGAHAAHVTSYASSPFNSTRDFLFRSRGFGESSPAGGQHALFGPTA
GSLHHSHTDSQGHILF

>AAF73190_20
HHSSSEMQDRDLSLAQNSFVDSAHMGAFKLNHDLSPGQSSAFTSQAPGYPAAAL
GAHAAHVTSYASSPFNSTRDFLFRSRGFGESSPAGGQHALFGPTAGSLHHSHTDS
QGHILFPGIHEQHGSH

>AAF72811_0
MDASTFSLQLQNCSFFLPDSQNQSFAVSDAGYYSATGSLS PTSSIDSCSFSPPAYSL
LPQIFPKSIQKTDVQPPKRTGRPKSKFPGVKRQTASEREKLRMRDLTKALHHLRT
FLPASVAPVGKTL

>AAF72811_10
QNCSFFLPDSQNQSFAVSDAGYYSATGSLSPTSSIDSCSFSPPAYSLLPQIFPKSIQK
TDVQPPKRTGRPKSKFPGVKRQTASEREKLRMRDLTKALHHLRTFLPASVAPVG
KTLTKIETLRLAI

>AAF72811_20
QNQSFAVSDAGYYSATGSLSPTSSIDSCSFSPPAYSLLPQIFPKSIQKTDVQPPKRT
GRPKSKFPGVKRQTASEREKLRMRDLTKALHHLRTFLPASVAPVGKTLTKIETLR
LAIKYISCLSDQL

>AAF72751_0
MEYHSVGPGGVVVTGNNVPAFLTKLWTLVEDPDTDPLICWSPNGTSFHVFDQG
RFSKEVLPKYFKHNNMASFVRQLNMYGFRKVVHIEQGGLVKPEKDDTEFQHPY
FIRGQEQLLENIKRKVTTV

>AAF72751_10
VVVTGNNVPAFLTKLWTLVEDPDTDPLICWSPNGTSFHVFDQGRFSKEVLPKYF
KHNNMASFVRQLNMYGFRKVVHIEQGGLVKPEKDDTEFQHPYFIRGQEQLLENI
KRKVTTVSNIKHEDYKF

>AAF72751_20
FLTKLWTLVEDPDTDPLICWSPNGTSFHVFDQGRFSKEVLPKYFKHNNMASFVR
QLNMYGFRKVVHIEQGGLVKPEKDDTEFQHPYFIRGQEQLLENIKRKVTTVSNIK
HEDYKFSTDDVSKMIS

>BAA95355_0
MKDMWTDCIAQDGNSQASKIAGRRKRTSFTKEHLELLKMAFNVDPYPGISVRES
LSQATGLPESRIQVWFQNKRARTLKNRAIQSSPQLDNKSPLLSPFLPPHMASVGV
SAQQRGIQESPFNIQM

>BAA95355_10



QDGNSQASKIAGRRKRTSFTKEHLELLKMAFNVDPYPGISVRESLSQATGLPESRI
QVWFQNKRARTLKNRAIQSSPQLDNKSPLLSPFLPPHMASVGVSAQQRGIQESPF
NIQMSQTSPQHFTF

>BAA95355_20
AGRRKRTSFTKEHLELLKMAFNVDPYPGISVRESLSQATGLPESRIQVWFQNKRA
RTLKNRAIQSSPQLDNKSPLLSPFLPPHMASVGVSAQQRGIQESPFNIQMSQTSPQ
HFTFPPSDYSTPVV

>O93375_0
MFESQDHSIRTITELKVRTFEEEMDPVRSWVRNVGVIDANIAAQSGVALSRAHFE
KQPPSNLRKSNFFHFVLALYDRNGQPVEVERTSFVDFVEQDKTGEKTNNGTHYK
LQLLYSNGVRTEQDLY

>O93375_10
TITELKVRTFEEEMDPVRSWVRNVGVIDANIAAQSGVALSRAHFEKQPPSNLRKS
NFFHFVLALYDRNGQPVEVERTSFVDFVEQDKTGEKTNNGTHYKLQLLYSNGV
RTEQDLYARLIDSVTKQ

>O93375_20
EEEMDPVRSWVRNVGVIDANIAAQSGVALSRAHFEKQPPSNLRKSNFFHFVLAL
YDRNGQPVEVERTSFVDFVEQDKTGEKTNNGTHYKLQLLYSNGVRTEQDLYAR
LIDSVTKQPISYEGQNKN

>Q90421_0
MLLEHPGSSCQNAGNYTRYSSSQDIPVCAGCNQHIVDRFILKVLDRHWHSKCLK
CSDCQSQLADKCFSRGDSVYCKDDFFKRFGTKCAACQQGIPPTQVVRRAQDFVY
HLHCFACIVCKRQLATG

>Q90421_10
QNAGNYTRYSSSQDIPVCAGCNQHIVDRFILKVLDRHWHSKCLKCSDCQSQLAD
KCFSRGDSVYCKDDFFKRFGTKCAACQQGIPPTQVVRRAQDFVYHLHCFACIVC
KRQLATGDEYYLMEDSR

>Q90421_20
SSQDIPVCAGCNQHIVDRFILKVLDRHWHSKCLKCSDCQSQLADKCFSRGDSVY
CKDDFFKRFGTKCAACQQGIPPTQVVRRAQDFVYHLHCFACIVCKRQLATGDEY
YLMEDSRLVCKADYETA

>Q90270_0
MTERAQSPTAADCRPYEVNRAMYPQAAGLDGLGGASLQFAHGMLQDPSLIFNK
AHFNGITPATAQTFFPFSGDFKTNDLQGGDFTQPKHWYPFAAPEFTGQVAGATA
ATQPANISPPIGETREQI

>Q90270_10



ADCRPYEVNRAMYPQAAGLDGLGGASLQFAHGMLQDPSLIFNKAHFNGITPATA
QTFFPFSGDFKTNDLQGGDFTQPKHWYPFAAPEFTGQVAGATAATQPANISPPIG
ETREQIKMPSEVKTEK

>Q90270_20
AMYPQAAGLDGLGGASLQFAHGMLQDPSLIFNKAHFNGITPATAQTFFPFSGDF
KTNDLQGGDFTQPKHWYPFAAPEFTGQVAGATAATQPANISPPIGETREQIKMPS
EVKTEKDVEEYGNEEN

>P52161_0
MSDNDDIEVDSDADSPRFHGVADKRAHHNALERKRRDHIKDSFHSLRDSVPALQ
GEKQSIKQASRAQILDKATEYIQYMRRKNHTHQQDIDDLKRQNALLEQQVRALE
KVKGTTQLQANYSSSDS

>P52161_10
SDADSPRFHGVADKRAHHNALERKRRDHIKDSFHSLRDSVPALQGEKQSIKQAS
RAQILDKATEYIQYMRRKNHTHQQDIDDLKRQNALLEQQVRALEKVKGTTQLQ
ANYSSSDSSLYTNPKGQA

>P52161_20
VADKRAHHNALERKRRDHIKDSFHSLRDSVPALQGEKQSIKQASRAQILDKATE
YIQYMRRKNHTHQQDIDDLKRQNALLEQQVRALEKVKGTTQLQANYSSSDSSL
YTNPKGQAVSAFDGGSDS

>AAF72188_0
MTVGKSSKMLQHIDYRMRCILQDGRIFIGTFKAFDKHMNLILCDCDEFRKIKPKN
SKQPEREEKRVLGLVLLRGENLVSMTVEGPPPKDTGIARVPLAGVAGGPGVGRA
AGRGVPAGAPMAQAPA

>AAF72188_10
QHIDYRMRCILQDGRIFIGTFKAFDKHMNLILCDCDEFRKIKPKNSKQPEREEKRV
LGLVLLRGENLVSMTVEGPPPKDTGIARVPLAGVAGGPGVGRAAGRGVPAGAP
MAQAPAGLAGPVRGVG

>AAF72188_20
LQDGRIFIGTFKAFDKHMNLILCDCDEFRKIKPKNSKQPEREEKRVLGLVLLRGE
NLVSMTVEGPPPKDTGIARVPLAGVAGGPGVGRAAGRGVPAGAPMAQAPAGLA
GPVRGVGGPSQQVMTPQ

>AAF70445_0
MSSPKGIAIGIDLGTTYSCVGVFQHGKVEIIANDQGNRTTPSYVAFTDTERLIGDA
AKNQVAMNPNNTVFDAKRLIGRRFDDPVVQSDMKHWSFKVVSDGGKPKVAVE
HKGENKTFNPEEISSMV

>AAF70445_10



IDLGTTYSCVGVFQHGKVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVAMN
PNNTVFDAKRLIGRRFDDPVVQSDMKHWSFKVVSDGGKPKVAVEHKGENKTFN
PEEISSMVLVKMKEIAEA

>AAF70445_20
GVFQHGKVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVAMNPNNTVFDAKR
LIGRRFDDPVVQSDMKHWSFKVVSDGGKPKVAVEHKGENKTFNPEEISSMVLV
KMKEIAEAYLGQKVTNAV

>AAF70195_0
MDVFSTSQIFYDSTCASSPEDLEFGASGELTGSEEDEHVRAPGAPHQPGHCLQWA
CKACKRKASTVDRRKAATMRERRRLKKVNHAFEALRRCTSANPSQRLPKVEILR
NAIQYIESLQELLREQ

>AAF70195_10
YDSTCASSPEDLEFGASGELTGSEEDEHVRAPGAPHQPGHCLQWACKACKRKAS
TVDRRKAATMRERRRLKKVNHAFEALRRCTSANPSQRLPKVEILRNAIQYIESLQ
ELLREQVENYYSLPME

>AAF70195_20
DLEFGASGELTGSEEDEHVRAPGAPHQPGHCLQWACKACKRKASTVDRRKAAT
MRERRRLKKVNHAFEALRRCTSANPSQRLPKVEILRNAIQYIESLQELLREQVEN
YYSLPMESSSEPASPSS

>AAF66964_0
MAKSIKDHLQDALSNIGADNLRRFQSRLGDRKQEPRVRKSTIEKLKDEIDLVDLL
VNTFTSDAVSVTVDILRGIKCNAVAEELLENTGQGGVSQPEPPVPEPIPKDPAQLK
ELKVTPCSQQFKNK

>AAF66964_10
DALSNIGADNLRRFQSRLGDRKQEPRVRKSTIEKLKDEIDLVDLLVNTFTSDAVS
VTVDILRGIKCNAVAEELLENTGQGGVSQPEPPVPEPIPKDPAQLKELKVTPCSQQ
FKNKILREKGQETY

>AAF66964_20
LRRFQSRLGDRKQEPRVRKSTIEKLKDEIDLVDLLVNTFTSDAVSVTVDILRGIKC
NAVAEELLENTGQGGVSQPEPPVPEPIPKDPAQLKELKVTPCSQQFKNKILREKG
QETYEIKDKSVRKR

>AAF67130_0
MSLVGGFPHHPVMHHDGYSFAAAAAASRCHEEPPYFHGWLISHPEMSPPDYTM
APSYSPEYSTGAPGLDHSHYGGVPGAGAVGMGPRTVKRRPTANRKERRRTQSIN
SAFAELRECIPNVPADTK

>AAF67130_10



PVMHHDGYSFAAAAAASRCHEEPPYFHGWLISHPEMSPPDYTMAPSYSPEYSTG
APGLDHSHYGGVPGAGAVGMGPRTVKRRPTANRKERRRTQSINSAFAELRECIP
NVPADTKLSKIKTLRLA

>AAF67130_20
AAAAAASRCHEEPPYFHGWLISHPEMSPPDYTMAPSYSPEYSTGAPGLDHSHYG
GVPGAGAVGMGPRTVKRRPTANRKERRRTQSINSAFAELRECIPNVPADTKLSKI
KTLRLATSYIAYLMDI

>BAA92440_0
MNRTLTDPMVSSFREDDPRPPVPGEEGETTCHHPSKLAMMRPKDPVKTIMADLR
CSTARRDEDGLGEPEGSASPDSPLARWTKSLHFLLGDQDGAQLFRAYLEREKCV
DTLDFWFACNGFRQMDL

>BAA92440_10
SSFREDDPRPPVPGEEGETTCHHPSKLAMMRPKDPVKTIMADLRCSTARRDEDG
LGEPEGSASPDSPLARWTKSLHFLLGDQDGAQLFRAYLEREKCVDTLDFWFACN
GFRQMDLKDTKTHRVAK

>BAA92440_20
PVPGEEGETTCHHPSKLAMMRPKDPVKTIMADLRCSTARRDEDGLGEPEGSASP
DSPLARWTKSLHFLLGDQDGAQLFRAYLEREKCVDTLDFWFACNGFRQMDLKD
TKTHRVAKAIYKRYIENN

>AAF64322_0
MEYTSSPKPQLSSRANAFSIAALMSSGKTKDKESEENTIKPLEQFVEKSSCHPNLG
DLPPLETHSDFSSGGGTGSGAPLCTEPLIPTTPGVPSEEKAKISCSLETKELWDKFH
ELGTEMIITKSG

>AAF64322_10
LSSRANAFSIAALMSSGKTKDKESEENTIKPLEQFVEKSSCHPNLGDLPPLETHSD
FSSGGGTGSGAPLCTEPLIPTTPGVPSEEKAKISCSLETKELWDKFHELGTEMIITK
SGRRMFPTIRVS

>AAF64322_20
AALMSSGKTKDKESEENTIKPLEQFVEKSSCHPNLGDLPPLETHSDFSSGGGTGSG
APLCTEPLIPTTPGVPSEEKAKISCSLETKELWDKFHELGTEMIITKSGRRMFPTIR
VSFSGVDPDAKY

>CAB87379_0
MVQQTEHSETESSVSRETTDTEESEMMACSPVPPKPDWCKTATGHIKRPMNAFM
VWSKIERRKIMEQSPDMHNAEISKRLGKRWKMLKDSEKIPFIREAERLRLQHMA
DYPDYKYRPKKKPKLDS

>CAB87379_10



ESSVSRETTDTEESEMMACSPVPPKPDWCKTATGHIKRPMNAFMVWSKIERRKI
MEQSPDMHNAEISKRLGKRWKMLKDSEKIPFIREAERLRLQHMADYPDYKYRP
KKKPKLDSSSKPAVQSPE

>CAB87379_20
TEESEMMACSPVPPKPDWCKTATGHIKRPMNAFMVWSKIERRKIMEQSPDMHN
AEISKRLGKRWKMLKDSEKIPFIREAERLRLQHMADYPDYKYRPKKKPKLDSSS
KPAVQSPEKISKSVKAAA

>I50513_0
MIISNMEPQVTNGPNSATANGPSSNSRSCPSPMQTGGSNDDSKTNLIVNYLPQNM
TQEEFRSLFGSIGEIESCKLVRDKITGQSLGYGFVNYIDPKDAEKAINTLNGLRLQT
KTIKVSYARPSSA

>I50513_10
TNGPNSATANGPSSNSRSCPSPMQTGGSNDDSKTNLIVNYLPQNMTQEEFRSLFG
SIGEIESCKLVRDKITGQSLGYGFVNYIDPKDAEKAINTLNGLRLQTKTIKVSYAR
PSSASIRDANLYVS

>I50513_20
GPSSNSRSCPSPMQTGGSNDDSKTNLIVNYLPQNMTQEEFRSLFGSIGEIESCKLV
RDKITGQSLGYGFVNYIDPKDAEKAINTLNGLRLQTKTIKVSYARPSSASIRDANL
YVSGLPKTMTQKE

>I50515_0
MDNNDTYLHLSSSLQVAHGHLSSPPSQPPLGSMVSHHHPSIINGLGSPYSVITSSS
LGSPSASMPTTSNMGYGALNSPQMNSLNSVSSSEDIKPPPGLAGLGSYPCGSPGS
LSKHICAICGDRSS

>I50515_10
SSSLQVAHGHLSSPPSQPPLGSMVSHHHPSIINGLGSPYSVITSSSLGSPSASMPTTS
NMGYGALNSPQMNSLNSVSSSEDIKPPPGLAGLGSYPCGSPGSLSKHICAICGDRS
SGKHYGVYSCE

>I50515_20
LSSPPSQPPLGSMVSHHHPSIINGLGSPYSVITSSSLGSPSASMPTTSNMGYGALNS
PQMNSLNSVSSSEDIKPPPGLAGLGSYPCGSPGSLSKHICAICGDRSSGKHYGVYS
CEGCKGFFKRTI

C. 12 frizzled protein sequences

>FP_HUMAN_FZ5_PROTEIN_0
MARPDPSAPPSLLLLLLAQLVGRAAAASKAPVCQEITVPMCRGIGYNLTHMPNQ
FNHDTQDEAGLEVHQFWPLVEIQCSPDLRFFLCTMYTPICLPDYHKPLPPCRSVC
ERAKAGCSPLMRQYGFAWPERMSCDRLPVLGRDAEVLCMDYNRSEATTAPPRP



FPAKPTLPGPPGAPASGGECPAGGPFVCKCREPFVPILKESHPLYNKVRTGQVPN
CAVPCYQPSFSADERTFATFWIGLWSVLCFISTSTTVATFLIDMDTFRYPERPIIFLS
ACYLCVSLGFLVRLVVGHASVACSREHNHIHYETTGPALCTIVFLLVYFFGMASS
IWWVILSLTWFLAAAMKWGNEAIAGYGQYFHLAAWLIPSVKSITALALSSVDGD
PVAGICYVGNQNLNSLRRFVLGPLVLYLLVGTLFLLAGFVSLFRIRSVIKQGGTKT
DKLEKLMIRIGIFTLLYTVPASIVVACYLYEQHYRESWEAALTCACPGHDTGQPR
AKPEYWVLMLKYFMCLVVGITSGVWIWSGKTVESWRRFTSRCCCRPRRGHKSG
GAMAAGDYPEASAALTGRTGPPGPAATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_1
MPNQFNHDTQDEAGLEVHQFWPLVEIQCSPDLRFFLCTMYTPICLPDYHKPLPPC
RSVCERAKAGCSPLMRQYGFAWPERMSCDRLPVLGRDAEVLCMDYNRSEATTA
PPRPFPAKPTLPGPPGAPASGGECPAGGPFVCKCREPFVPILKESHPLYNKVRTGQ
VPNCAVPCYQPSFSADERTFATFWIGLWSVLCFISTSTTVATFLIDMDTFRYPERPI
IFLSACYLCVSLGFLVRLVVGHASVACSREHNHIHYETTGPALCTIVFLLVYFFGM
ASSIWWVILSLTWFLAAAMKWGNEAIAGYGQYFHLAAWLIPSVKSITALALSSV
DGDPVAGICYVGNQNLNSLRRFVLGPLVLYLLVGTLFLLAGFVSLFRIRSVIKQG
GTKTDKLEKLMIRIGIFTLLYTVPASIVVACYLYEQHYRESWEAALTCACPGHDT
GQPRAKPEYWVLMLKYFMCLVVGITSGVWIWSGKTVESWRRFTSRCCCRPRRG
HKSGGAMAAGDYPEASAALTGRTGPPGPAATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_2
PLPPCRSVCERAKAGCSPLMRQYGFAWPERMSCDRLPVLGRDAEVLCMDYNRS
EATTAPPRPFPAKPTLPGPPGAPASGGECPAGGPFVCKCREPFVPILKESHPLYNK
VRTGQVPNCAVPCYQPSFSADERTFATFWIGLWSVLCFISTSTTVATFLIDMDTFR
YPERPIIFLSACYLCVSLGFLVRLVVGHASVACSREHNHIHYETTGPALCTIVFLLV
YFFGMASSIWWVILSLTWFLAAAMKWGNEAIAGYGQYFHLAAWLIPSVKSITAL
ALSSVDGDPVAGICYVGNQNLNSLRRFVLGPLVLYLLVGTLFLLAGFVSLFRIRS
VIKQGGTKTDKLEKLMIRIGIFTLLYTVPASIVVACYLYEQHYRESWEAALTCAC
PGHDTGQPRAKPEYWVLMLKYFMCLVVGITSGVWIWSGKTVESWRRFTSRCCC
RPRRGHKSGGAMAAGDYPEASAALTGRTGPPGPAATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_3
NRSEATTAPPRPFPAKPTLPGPPGAPASGGECPAGGPFVCKCREPFVPILKESHPL
YNKVRTGQVPNCAVPCYQPSFSADERTFATFWIGLWSVLCFISTSTTVATFLIDM
DTFRYPERPIIFLSACYLCVSLGFLVRLVVGHASVACSREHNHIHYETTGPALCTI
VFLLVYFFGMASSIWWVILSLTWFLAAAMKWGNEAIAGYGQYFHLAAWLIPSV
KSITALALSSVDGDPVAGICYVGNQNLNSLRRFVLGPLVLYLLVGTLFLLAGFVS
LFRIRSVIKQGGTKTDKLEKLMIRIGIFTLLYTVPASIVVACYLYEQHYRESWEAA
LTCACPGHDTGQPRAKPEYWVLMLKYFMCLVVGITSGVWIWSGKTVESWRRFT
SRCCCRPRRGHKSGGAMAAGDYPEASAALTGRTGPPGPAATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_4
KESHPLYNKVRTGQVPNCAVPCYQPSFSADERTFATFWIGLWSVLCFISTSTTVA
TFLIDMDTFRYPERPIIFLSACYLCVSLGFLVRLVVGHASVACSREHNHIHYETTG
PALCTIVFLLVYFFGMASSIWWVILSLTWFLAAAMKWGNEAIAGYGQYFHLAA



WLIPSVKSITALALSSVDGDPVAGICYVGNQNLNSLRRFVLGPLVLYLLVGTLFLL
AGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFTLLYTVPASIVVACYLYEQHYRES
WEAALTCACPGHDTGQPRAKPEYWVLMLKYFMCLVVGITSGVWIWSGKTVES
WRRFTSRCCCRPRRGHKSGGAMAAGDYPEASAALTGRTGPPGPAATYHKQVSL
SHV

>FP_HUMAN_FZ5_PROTEIN_5
STTVATFLIDMDTFRYPERPIIFLSACYLCVSLGFLVRLVVGHASVACSREHNHIH
YETTGPALCTIVFLLVYFFGMASSIWWVILSLTWFLAAAMKWGNEAIAGYGQYF
HLAAWLIPSVKSITALALSSVDGDPVAGICYVGNQNLNSLRRFVLGPLVLYLLVG
TLFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFTLLYTVPASIVVACYLYEQ
HYRESWEAALTCACPGHDTGQPRAKPEYWVLMLKYFMCLVVGITSGVWIWSG
KTVESWRRFTSRCCCRPRRGHKSGGAMAAGDYPEASAALTGRTGPPGPAATYH
KQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_6
EHNHIHYETTGPALCTIVFLLVYFFGMASSIWWVILSLTWFLAAAMKWGNEAIA
GYGQYFHLAAWLIPSVKSITALALSSVDGDPVAGICYVGNQNLNSLRRFVLGPLV
LYLLVGTLFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFTLLYTVPASIVVA
CYLYEQHYRESWEAALTCACPGHDTGQPRAKPEYWVLMLKYFMCLVVGITSGV
WIWSGKTVESWRRFTSRCCCRPRRGHKSGGAMAAGDYPEASAALTGRTGPPGP
AATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_7
EAIAGYGQYFHLAAWLIPSVKSITALALSSVDGDPVAGICYVGNQNLNSLRRFVL
GPLVLYLLVGTLFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFTLLYTVPAS
IVVACYLYEQHYRESWEAALTCACPGHDTGQPRAKPEYWVLMLKYFMCLVVGI
TSGVWIWSGKTVESWRRFTSRCCCRPRRGHKSGGAMAAGDYPEASAALTGRTG
PPGPAATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_8
RRFVLGPLVLYLLVGTLFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFTLLY
TVPASIVVACYLYEQHYRESWEAALTCACPGHDTGQPRAKPEYWVLMLKYFMC
LVVGITSGVWIWSGKTVESWRRFTSRCCCRPRRGHKSGGAMAAGDYPEASAAL
TGRTGPPGPAATYHKQVSLSHV

>FP_HUMAN_FZ5_PROTEIN_9
GIFTLLYTVPASIVVACYLYEQHYRESWEAALTCACPGHDTGQPRAKPEYWVLM
LKYFMCLVVGITSGVWIWSGKTVESWRRFTSRCCCRPRRGHKSGGAMAAGDYP
EASAALTGRTGPPGPAATYHKQVSLSHV

>FP_ZEBRAFISH_FRIZZLED_10_0
MFAAGVGLSLGLLCFAGFCSAISSIDPDRPGEGRCQEIAIPLCKDIGYNFPVMPNL
MGHEDQNEAAIKLHEFAPLIEFGCHSHLKFFLCSLYAPMCTEQVSTPIPACRVMC
EQARQKCSPIMEQFNFHWPESLDCSRLPNKNDPNYLCMEAPNNGTDEPPKGSHA
QSPDSRPPRPGNSQELPIKERVGKTTCSNPGKFHYVQKSESCAPKCYSNVDVYWS



QGDKRFSMVWIAIWSILCFISSAFTVLTFLIDPQRFKYPERPIIFLCMSYCVYSVGF
LVRLFVGVENVACDRDTGVQYIIQEGLESTGCTIVFLILYYFGMASSLWWVILTL
TWFLAAGKKWGHEAIEANSSYFHLAAWAIPAIKTIMILVMRKVAGDELTGVCYV
GSMDVKALTGFVLIPLSCYLIIGTSFLLSGFVALFHIRKVMKTEGENTDKLEKLMV
RIGVFSVLYTVPATCVIACYFYERLNMDYWKILAGEQKCADDGKSGEECVMKSS
IPAVEIFMVKIFMLLVVGITSGMWIWTSKTLQWWQNVFSRKLKKKTRRKAACVF
TGSGPYLKPHPALKGHKTKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_1
PVMPNLMGHEDQNEAAIKLHEFAPLIEFGCHSHLKFFLCSLYAPMCTEQVSTPIPA
CRVMCEQARQKCSPIMEQFNFHWPESLDCSRLPNKNDPNYLCMEAPNNGTDEPP
KGSHAQSPDSRPPRPGNSQELPIKERVGKTTCSNPGKFHYVQKSESCAPKCYSNV
DVYWSQGDKRFSMVWIAIWSILCFISSAFTVLTFLIDPQRFKYPERPIIFLCMSYCV
YSVGFLVRLFVGVENVACDRDTGVQYIIQEGLESTGCTIVFLILYYFGMASSLWW
VILTLTWFLAAGKKWGHEAIEANSSYFHLAAWAIPAIKTIMILVMRKVAGDELT
GVCYVGSMDVKALTGFVLIPLSCYLIIGTSFLLSGFVALFHIRKVMKTEGENTDKL
EKLMVRIGVFSVLYTVPATCVIACYFYERLNMDYWKILAGEQKCADDGKSGEEC
VMKSSIPAVEIFMVKIFMLLVVGITSGMWIWTSKTLQWWQNVFSRKLKKKTRRK
AACVFTGSGPYLKPHPALKGHKTKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_2
STPIPACRVMCEQARQKCSPIMEQFNFHWPESLDCSRLPNKNDPNYLCMEAPNN
GTDEPPKGSHAQSPDSRPPRPGNSQELPIKERVGKTTCSNPGKFHYVQKSESCAP
KCYSNVDVYWSQGDKRFSMVWIAIWSILCFISSAFTVLTFLIDPQRFKYPERPIIFL
CMSYCVYSVGFLVRLFVGVENVACDRDTGVQYIIQEGLESTGCTIVFLILYYFGM
ASSLWWVILTLTWFLAAGKKWGHEAIEANSSYFHLAAWAIPAIKTIMILVMRKV
AGDELTGVCYVGSMDVKALTGFVLIPLSCYLIIGTSFLLSGFVALFHIRKVMKTEG
ENTDKLEKLMVRIGVFSVLYTVPATCVIACYFYERLNMDYWKILAGEQKCADD
GKSGEECVMKSSIPAVEIFMVKIFMLLVVGITSGMWIWTSKTLQWWQNVFSRKL
KKKTRRKAACVFTGSGPYLKPHPALKGHKTKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_3
APNNGTDEPPKGSHAQSPDSRPPRPGNSQELPIKERVGKTTCSNPGKFHYVQKSE
SCAPKCYSNVDVYWSQGDKRFSMVWIAIWSILCFISSAFTVLTFLIDPQRFKYPER
PIIFLCMSYCVYSVGFLVRLFVGVENVACDRDTGVQYIIQEGLESTGCTIVFLILYY
FGMASSLWWVILTLTWFLAAGKKWGHEAIEANSSYFHLAAWAIPAIKTIMILVM
RKVAGDELTGVCYVGSMDVKALTGFVLIPLSCYLIIGTSFLLSGFVALFHIRKVM
KTEGENTDKLEKLMVRIGVFSVLYTVPATCVIACYFYERLNMDYWKILAGEQKC
ADDGKSGEECVMKSSIPAVEIFMVKIFMLLVVGITSGMWIWTSKTLQWWQNVFS
RKLKKKTRRKAACVFTGSGPYLKPHPALKGHKTKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_4
VQKSESCAPKCYSNVDVYWSQGDKRFSMVWIAIWSILCFISSAFTVLTFLIDPQRF
KYPERPIIFLCMSYCVYSVGFLVRLFVGVENVACDRDTGVQYIIQEGLESTGCTIV
FLILYYFGMASSLWWVILTLTWFLAAGKKWGHEAIEANSSYFHLAAWAIPAIKTI
MILVMRKVAGDELTGVCYVGSMDVKALTGFVLIPLSCYLIIGTSFLLSGFVALFHI



RKVMKTEGENTDKLEKLMVRIGVFSVLYTVPATCVIACYFYERLNMDYWKILA
GEQKCADDGKSGEECVMKSSIPAVEIFMVKIFMLLVVGITSGMWIWTSKTLQW
WQNVFSRKLKKKTRRKAACVFTGSGPYLKPHPALKGHKTKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_5
IDPQRFKYPERPIIFLCMSYCVYSVGFLVRLFVGVENVACDRDTGVQYIIQEGLES
TGCTIVFLILYYFGMASSLWWVILTLTWFLAAGKKWGHEAIEANSSYFHLAAWA
IPAIKTIMILVMRKVAGDELTGVCYVGSMDVKALTGFVLIPLSCYLIIGTSFLLSGF
VALFHIRKVMKTEGENTDKLEKLMVRIGVFSVLYTVPATCVIACYFYERLNMDY
WKILAGEQKCADDGKSGEECVMKSSIPAVEIFMVKIFMLLVVGITSGMWIWTSK
TLQWWQNVFSRKLKKKTRRKAACVFTGSGPYLKPHPALKGHKTKYQPAGPPAT
CV

>FP_ZEBRAFISH_FRIZZLED_10_6
QEGLESTGCTIVFLILYYFGMASSLWWVILTLTWFLAAGKKWGHEAIEANSSYFH
LAAWAIPAIKTIMILVMRKVAGDELTGVCYVGSMDVKALTGFVLIPLSCYLIIGTS
FLLSGFVALFHIRKVMKTEGENTDKLEKLMVRIGVFSVLYTVPATCVIACYFYER
LNMDYWKILAGEQKCADDGKSGEECVMKSSIPAVEIFMVKIFMLLVVGITSGM
WIWTSKTLQWWQNVFSRKLKKKTRRKAACVFTGSGPYLKPHPALKGHKTKYQ
PAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_7
SSYFHLAAWAIPAIKTIMILVMRKVAGDELTGVCYVGSMDVKALTGFVLIPLSCY
LIIGTSFLLSGFVALFHIRKVMKTEGENTDKLEKLMVRIGVFSVLYTVPATCVIAC
YFYERLNMDYWKILAGEQKCADDGKSGEECVMKSSIPAVEIFMVKIFMLLVVGI
TSGMWIWTSKTLQWWQNVFSRKLKKKTRRKAACVFTGSGPYLKPHPALKGHK
TKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_8
PLSCYLIIGTSFLLSGFVALFHIRKVMKTEGENTDKLEKLMVRIGVFSVLYTVPAT
CVIACYFYERLNMDYWKILAGEQKCADDGKSGEECVMKSSIPAVEIFMVKIFML
LVVGITSGMWIWTSKTLQWWQNVFSRKLKKKTRRKAACVFTGSGPYLKPHPAL
KGHKTKYQPAGPPATCV

>FP_ZEBRAFISH_FRIZZLED_10_9
YTVPATCVIACYFYERLNMDYWKILAGEQKCADDGKSGEECVMKSSIPAVEIFM
VKIFMLLVVGITSGMWIWTSKTLQWWQNVFSRKLKKKTRRKAACVFTGSGPYL
KPHPALKGHKTKYQPAGPPATCV

>FP_FZ6_PROTEIN_0
MERSPFLLACILLPLVRGHSLFTCEPITVPRCMKMTYNMTFFPNLMGHYDQGIAA
VEMGHFLHLANLECSPNIEMFLCQAFIPTCTEQIHVVLPCRKLCEKIVSDCKKLM
DTFGIRWPEELECNRLPHCDDTVPVTSHPHTELSGPQKKSDQVPRDIGFWCPKHL
RTSGDQGYRFLGIEQCAPPCPNMYFKSDELDFAKSFIGIVSIFCLCATLFTFLTFLID
VRRFRYPERPIIYYSVCYSIVSLMYFVGFLLGNSTACNKADEKLELGDTVVLGSK
NKACSVVFMFLYFFTMAGTVWWVILTITWFLAAGRKWSCEAIEQKAVWFHAV



AWGAPGFLTVMLLAMNKVEGDNISGVCFVGLYDLDASRYFVLLPLCLCVFVGL
SLLLAGIISLNHVRQVIQHDGRNQEKLKKFMIRIGVFSGLYLVPLVTLLGCYVYEL
VNRITWEMTWFSDHCHQYRIPCPYQANPKARPELALFMIKYLMTLIVGISAVFW
VGSKKTCTEWAGFFKRNRKRDPISESRRVLQESCEFFLKHNSKVKHKKKHGAPG
PHRLKVISKSMGTSTGATTNHGTSAMAIADHDYLGQETSTEVHTSPEASVKEGR
ADRANTPSAKDRDCGESAGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEGRV
SPKSSVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_1
QGIAAVEMGHFLHLANLECSPNIEMFLCQAFIPTCTEQIHVVLPCRKLCEKIVSDC
KKLMDTFGIRWPEELECNRLPHCDDTVPVTSHPHTELSGPQKKSDQVPRDIGFW
CPKHLRTSGDQGYRFLGIEQCAPPCPNMYFKSDELDFAKSFIGIVSIFCLCATLFTF
LTFLIDVRRFRYPERPIIYYSVCYSIVSLMYFVGFLLGNSTACNKADEKLELGDTV
VLGSKNKACSVVFMFLYFFTMAGTVWWVILTITWFLAAGRKWSCEAIEQKAVW
FHAVAWGAPGFLTVMLLAMNKVEGDNISGVCFVGLYDLDASRYFVLLPLCLCV
FVGLSLLLAGIISLNHVRQVIQHDGRNQEKLKKFMIRIGVFSGLYLVPLVTLLGCY
VYELVNRITWEMTWFSDHCHQYRIPCPYQANPKARPELALFMIKYLMTLIVGISA
VFWVGSKKTCTEWAGFFKRNRKRDPISESRRVLQESCEFFLKHNSKVKHKKKHG
APGPHRLKVISKSMGTSTGATTNHGTSAMAIADHDYLGQETSTEVHTSPEASVKE
GRADRANTPSAKDRDCGESAGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEG
RVSPKSSVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_2
KIVSDCKKLMDTFGIRWPEELECNRLPHCDDTVPVTSHPHTELSGPQKKSDQVPR
DIGFWCPKHLRTSGDQGYRFLGIEQCAPPCPNMYFKSDELDFAKSFIGIVSIFCLC
ATLFTFLTFLIDVRRFRYPERPIIYYSVCYSIVSLMYFVGFLLGNSTACNKADEKLE
LGDTVVLGSKNKACSVVFMFLYFFTMAGTVWWVILTITWFLAAGRKWSCEAIE
QKAVWFHAVAWGAPGFLTVMLLAMNKVEGDNISGVCFVGLYDLDASRYFVLL
PLCLCVFVGLSLLLAGIISLNHVRQVIQHDGRNQEKLKKFMIRIGVFSGLYLVPLV
TLLGCYVYELVNRITWEMTWFSDHCHQYRIPCPYQANPKARPELALFMIKYLMT
LIVGISAVFWVGSKKTCTEWAGFFKRNRKRDPISESRRVLQESCEFFLKHNSKVK
HKKKHGAPGPHRLKVISKSMGTSTGATTNHGTSAMAIADHDYLGQETSTEVHTS
PEASVKEGRADRANTPSAKDRDCGESAGPSSKLSGNRNGRESRAGGLKERSNGS
EGAPSEGRVSPKSSVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHSASRARKEQG
AGSHSDA

>FP_FZ6_PROTEIN_3
DQVPRDIGFWCPKHLRTSGDQGYRFLGIEQCAPPCPNMYFKSDELDFAKSFIGIVS
IFCLCATLFTFLTFLIDVRRFRYPERPIIYYSVCYSIVSLMYFVGFLLGNSTACNKA
DEKLELGDTVVLGSKNKACSVVFMFLYFFTMAGTVWWVILTITWFLAAGRKWS
CEAIEQKAVWFHAVAWGAPGFLTVMLLAMNKVEGDNISGVCFVGLYDLDASR
YFVLLPLCLCVFVGLSLLLAGIISLNHVRQVIQHDGRNQEKLKKFMIRIGVFSGLY
LVPLVTLLGCYVYELVNRITWEMTWFSDHCHQYRIPCPYQANPKARPELALFMI
KYLMTLIVGISAVFWVGSKKTCTEWAGFFKRNRKRDPISESRRVLQESCEFFLKH
NSKVKHKKKHGAPGPHRLKVISKSMGTSTGATTNHGTSAMAIADHDYLGQETS
TEVHTSPEASVKEGRADRANTPSAKDRDCGESAGPSSKLSGNRNGRESRAGGLK



ERSNGSEGAPSEGRVSPKSSVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHSASRA
RKEQGAGSHSDA

>FP_FZ6_PROTEIN_4
FIGIVSIFCLCATLFTFLTFLIDVRRFRYPERPIIYYSVCYSIVSLMYFVGFLLGNSTA
CNKADEKLELGDTVVLGSKNKACSVVFMFLYFFTMAGTVWWVILTITWFLAAG
RKWSCEAIEQKAVWFHAVAWGAPGFLTVMLLAMNKVEGDNISGVCFVGLYDL
DASRYFVLLPLCLCVFVGLSLLLAGIISLNHVRQVIQHDGRNQEKLKKFMIRIGVF
SGLYLVPLVTLLGCYVYELVNRITWEMTWFSDHCHQYRIPCPYQANPKARPELA
LFMIKYLMTLIVGISAVFWVGSKKTCTEWAGFFKRNRKRDPISESRRVLQESCEF
FLKHNSKVKHKKKHGAPGPHRLKVISKSMGTSTGATTNHGTSAMAIADHDYLG
QETSTEVHTSPEASVKEGRADRANTPSAKDRDCGESAGPSSKLSGNRNGRESRA
GGLKERSNGSEGAPSEGRVSPKSSVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHS
ASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_5
GFLLGNSTACNKADEKLELGDTVVLGSKNKACSVVFMFLYFFTMAGTVWWVIL
TITWFLAAGRKWSCEAIEQKAVWFHAVAWGAPGFLTVMLLAMNKVEGDNISG
VCFVGLYDLDASRYFVLLPLCLCVFVGLSLLLAGIISLNHVRQVIQHDGRNQEKL
KKFMIRIGVFSGLYLVPLVTLLGCYVYELVNRITWEMTWFSDHCHQYRIPCPYQ
ANPKARPELALFMIKYLMTLIVGISAVFWVGSKKTCTEWAGFFKRNRKRDPISES
RRVLQESCEFFLKHNSKVKHKKKHGAPGPHRLKVISKSMGTSTGATTNHGTSAM
AIADHDYLGQETSTEVHTSPEASVKEGRADRANTPSAKDRDCGESAGPSSKLSG
NRNGRESRAGGLKERSNGSEGAPSEGRVSPKSSVPETGLIDCSTSQAASSPEPTSL
KGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_6
VILTITWFLAAGRKWSCEAIEQKAVWFHAVAWGAPGFLTVMLLAMNKVEGDNI
SGVCFVGLYDLDASRYFVLLPLCLCVFVGLSLLLAGIISLNHVRQVIQHDGRNQE
KLKKFMIRIGVFSGLYLVPLVTLLGCYVYELVNRITWEMTWFSDHCHQYRIPCPY
QANPKARPELALFMIKYLMTLIVGISAVFWVGSKKTCTEWAGFFKRNRKRDPISE
SRRVLQESCEFFLKHNSKVKHKKKHGAPGPHRLKVISKSMGTSTGATTNHGTSA
MAIADHDYLGQETSTEVHTSPEASVKEGRADRANTPSAKDRDCGESAGPSSKLS
GNRNGRESRAGGLKERSNGSEGAPSEGRVSPKSSVPETGLIDCSTSQAASSPEPTS
LKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_7
DNISGVCFVGLYDLDASRYFVLLPLCLCVFVGLSLLLAGIISLNHVRQVIQHDGRN
QEKLKKFMIRIGVFSGLYLVPLVTLLGCYVYELVNRITWEMTWFSDHCHQYRIPC
PYQANPKARPELALFMIKYLMTLIVGISAVFWVGSKKTCTEWAGFFKRNRKRDPI
SESRRVLQESCEFFLKHNSKVKHKKKHGAPGPHRLKVISKSMGTSTGATTNHGT
SAMAIADHDYLGQETSTEVHTSPEASVKEGRADRANTPSAKDRDCGESAGPSSK
LSGNRNGRESRAGGLKERSNGSEGAPSEGRVSPKSSVPETGLIDCSTSQAASSPEP
TSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_8



QHDGRNQEKLKKFMIRIGVFSGLYLVPLVTLLGCYVYELVNRITWEMTWFSDHC
HQYRIPCPYQANPKARPELALFMIKYLMTLIVGISAVFWVGSKKTCTEWAGFFKR
NRKRDPISESRRVLQESCEFFLKHNSKVKHKKKHGAPGPHRLKVISKSMGTSTGA
TTNHGTSAMAIADHDYLGQETSTEVHTSPEASVKEGRADRANTPSAKDRDCGES
AGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEGRVSPKSSVPETGLIDCSTSQA
ASSPEPTSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_9
SDHCHQYRIPCPYQANPKARPELALFMIKYLMTLIVGISAVFWVGSKKTCTEWA
GFFKRNRKRDPISESRRVLQESCEFFLKHNSKVKHKKKHGAPGPHRLKVISKSMG
TSTGATTNHGTSAMAIADHDYLGQETSTEVHTSPEASVKEGRADRANTPSAKDR
DCGESAGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEGRVSPKSSVPETGLID
CSTSQAASSPEPTSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_10
TEWAGFFKRNRKRDPISESRRVLQESCEFFLKHNSKVKHK KKHGAPGPHRLKVIS
KSMGTSTGATTNHGTSAMAIADHDYLGQETSTEVHTSPEASVKEGRADRANTPS
AKDRDCGESAGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEGRVSPKSSVPET
GLIDCSTSQAASSPEPTSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_11
LKVISKSMGTSTGATTNHGTSAMAIADHDYLGQETSTEVHTSPEASVKEGRADR
ANTPSAKDRDCGESAGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEGRVSPKS
SVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHSASRARKEQGAGSHSDA

>FP_FZ6_PROTEIN_12
RADRANTPSAKDRDCGESAGPSSKLSGNRNGRESRAGGLKERSNGSEGAPSEGR
VSPKSSVPETGLIDCSTSQAASSPEPTSLKGSTSLPVHSA SRARKEQGAGSHSDA

>FP_FZ_3_PROTEIN_0
MAVSWIVFDLWLLTVFLGQIGGHSLFSCEPITLRMCQDLPYNTTFMPNLLNHYD
QQTAALAMEPFHPMVNLDCSRDFRPFLCALYAPICMEYGRVTLPCRRLCQRAYS
ECSKLMEMFGVPWPEDMECSRFPDCDEPYPRLVDLNLVGDPTEGAPVAVQRDY
GFWCPRELKIDPDLGYSFLHVRDCSPPCPNMYFRREELSFARYFIGLISIICLSATLF
TFLTFLIDVTRFRYPERPIIFYAVCYMMVSLIFFIGFLLEDRVACNASSPAQYKAST
VTQGSHNKACTMLFMVLYFFTMAGSVWWVILTITWFLAAVPKWGSEAIEKKAL
LFHASAWGIPGTLTIILLAMNKIEGDNISGVCFVGLYDVDALRYFVLAPLCLYVV
VGVSLLLAGIISLNRVRIEIPLEKENQDKLVKFMIRIGVFSILYLVPLLVVIGCYFYE
QAYRGIWETTWIQERCREYHIPCPYQVTQMSRPDLILFLMKYLMALIVGIPSIFWV
GSKKTCFEWASFFHGRRKKEIVNESRQVLQEPDFAQSLLRDPNTPIIRKSRGTSTQ
GTSTHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDGRYTPCSYRGMEE
RLPHGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHITHGTSMNRVIEED
GTSA

>FP_FZ_3_PROTEIN_1



NHYDQQTAALAMEPFHPMVNLDCSRDFRPFLCALYAPICMEYGRVTLPCRRLCQ
RAYSECSKLMEMFGVPWPEDMECSRFPDCDEPYPRLVDLNLVGDPTEGAPVAV
QRDYGFWCPRELKIDPDLGYSFLHVRDCSPPCPNMYFRREELSFARYFIGLISIICL
SATLFTFLTFLIDVTRFRYPERPIIFYAVCYMMVSLIFFIGFLLEDRVACNASSPAQ
YKASTVTQGSHNKACTMLFMVLYFFTMAGSVWWVILTITWFLAAVPKWGSEAI
EKKALLFHASAWGIPGTLTIILLAMNKIEGDNISGVCFVGLYDVDALRYFVLAPL
CLYVVVGVSLLLAGIISLNRVRIEIPLEKENQDKLVKFMIRIGVFSILYLVPLLVVIG
CYFYEQAYRGIWETTWIQERCREYHIPCPYQVTQMSRPDLILFLMKYLMALIVGI
PSIFWVGSKKTCFEWASFFHGRRKKEIVNESRQVLQEPDFAQSLLRDPNTPIIRKS
RGTSTQGTSTHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDGRYTPCSY
RGMEERLPHGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHITHGTSMNR
VIEEDGTSA

>FP_FZ_3_PROTEIN_2
RLCQRAYSECSKLMEMFGVPWPEDMECSRFPDCDEPYPRLVDLNLVGDPTEGAP
VAVQRDYGFWCPRELKIDPDLGYSFLHVRDCSPPCPNMYFRREELSFARYFIGLIS
IICLSATLFTFLTFLIDVTRFRYPERPIIFYAVCYMMVSLIFFIGFLLEDRVACNASSP
AQYKASTVTQGSHNKACTMLFMVLYFFTMAGSVWWVILTITWFLAAVPKWGS
EAIEKKALLFHASAWGIPGTLTIILLAMNKIEGDNISGVCFVGLYDVDALRYFVLA
PLCLYVVVGVSLLLAGIISLNRVRIEIPLEKENQDKLVKFMIRIGVFSILYLVPLLV
VIGCYFYEQAYRGIWETTWIQERCREYHIPCPYQVTQMSRPDLILFLMKYLMALI
VGIPSIFWVGSKKTCFEWASFFHGRRKKEIVNESRQVLQEPDFAQSLLRDPNTPIIR
KSRGTSTQGTSTHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDGRYTPC
SYRGMEERLPHGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHITHGTSM
NRVIEEDGTSA

>FP_FZ_3_PROTEIN_3
EGAPVAVQRDYGFWCPRELKIDPDLGYSFLHVRDCSPPCPNMYFRREELSFARY
FIGLISIICLSATLFTFLTFLIDVTRFRYPERPIIFYAVCYMMVSLIFFIGFLLEDRVAC
NASSPAQYKASTVTQGSHNKACTMLFMVLYFFTMAGSVWWVILTITWFLAAVP
KWGSEAIEKKALLFHASAWGIPGTLTIILLAMNKIEGDNISGVCFVGLYDVDALR
YFVLAPLCLYVVVGVSLLLAGIISLNRVRIEIPLEKENQDKLVKFMIRIGVFSILYL
VPLLVVIGCYFYEQAYRGIWETTWIQERCREYHIPCPYQVTQMSRPDLILFLMKY
LMALIVGIPSIFWVGSKKTCFEWASFFHGRRKKEIVNESRQVLQEPDFAQSLLRDP
NTPIIRKSRGTSTQGTSTHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDG
RYTPCSYRGMEERLPHGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHIT
HGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_4
FARYFIGLISIICLSATLFTFLTFLIDVTRFRYPERPIIFYAVCYMMVSLIFFIGFLLED
RVACNASSPAQYKASTVTQGSHNKACTMLFMVLYFFTMAGSVWWVILTITWFL
AAVPKWGSEAIEKKALLFHASAWGIPGTLTIILLAMNKIEGDNISGVCFVGLYDV
DALRYFVLAPLCLYVVVGVSLLLAGIISLNRVRIEIPLEKENQDKLVKFMIRIGVFS
ILYLVPLLVVIGCYFYEQAYRGIWETTWIQERCREYHIPCPYQVTQMSRPDLILFL
MKYLMALIVGIPSIFWVGSKKTCFEWASFFHGRRKKEIVNESRQVLQEPDFAQSL
LRDPNTPIIRKSRGTSTQGTSTHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHR



SRDGRYTPCSYRGMEERLPHGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPM
THITHGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_5
IFFIGFLLEDRVACNASSPAQYKASTVTQGSHNKACTMLFMVLYFFTMAGSVWW
VILTITWFLAAVPKWGSEAIEKKALLFHASAWGIPGTLTIILLAMNKIEGDNISGV
CFVGLYDVDALRYFVLAPLCLYVVVGVSLLLAGIISLNRVRIEIPLEKENQDKLV
KFMIRIGVFSILYLVPLLVVIGCYFYEQAYRGIWETTWIQERCREYHIPCPYQVTQ
MSRPDLILFLMKYLMALIVGIPSIFWVGSKKTCFEWASFFHGRRKKEIVNESRQV
LQEPDFAQSLLRDPNTPIIRKSRGTSTQGTSTHASSTQLAMVDDQRSKAGSVHSK
VSSYHGSLHRSRDGRYTPCSYRGMEERLPHGSMSRLTDHSRHSSSHRLNEQSRH
SSIRDLSNNPMTHITHGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_6
SVWWVILTITWFLAAVPKWGSEAIEKKALLFHASAWGIPGTLTIILLAMNKIEGD
NISGVCFVGLYDVDALRYFVLAPLCLYVVVGVSLLLAGIISLNRVRIEIPLEKENQ
DKLVKFMIRIGVFSILYLVPLLVVIGCYFYEQAYRGIWETTWIQERCREYHIPCPY
QVTQMSRPDLILFLMKYLMALIVGIPSIFWVGSKKTCFEWASFFHGRRKKEIVNE
SRQVLQEPDFAQSLLRDPNTPIIRKSRGTSTQGTSTHASSTQLAMVDDQRSKAGS
VHSKVSSYHGSLHRSRDGRYTPCSYRGMEERLPHGSMSRLTDHSRHSSSHRLNE
QSRHSSIRDLSNNPMTHITHGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_7
KIEGDNISGVCFVGLYDVDALRYFVLAPLCLYVVVGVSLLLAGIISLNRVRIEIPLE
KENQDKLVKFMIRIGVFSILYLVPLLVVIGCYFYEQAYRGIWETTWIQERCREYHI
PCPYQVTQMSRPDLILFLMKYLMALIVGIPSIFWVGSKKTCFEWASFFHGRRKKEI
VNESRQVLQEPDFAQSLLRDPNTPIIRKSRGTSTQGTSTHASSTQLAMVDDQRSK
AGSVHSKVSSYHGSLHRSRDGRYTPCSYRGMEERLPHGSMSRLTDHSRHSSSHR
LNEQSRHSSIRDLSNNPMTHITHGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_8
RIEIPLEKENQDKLVKFMIRIGVFSILYLVPLLVVIGCYFYEQAYRGIWETTWIQER
CREYHIPCPYQVTQMSRPDLILFLMKYLMALIVGIPSIFWVGSKKTCFEWASFFHG
RRKKEIVNESRQVLQEPDFAQSLLRDPNTPIIRKSRGTSTQGTSTHASSTQLAMVD
DQRSKAGSVHSKVSSYHGSLHRSRDGRYTPCSYRGMEERLPHGSMSRLTDHSRH
SSSHRLNEQSRHSSIRDLSNNPMTHITHGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_9
TTWIQERCREYHIPCPYQVTQMSRPDLILFLMKYLMALIVGIPSIFWVGSKKTCFE
WASFFHGRRKKEIVNESRQVLQEPDFAQSLLRDPNTPIIRKSRGTSTQGTSTHASS
TQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDGRYTPCSYRGMEERLPHGSMS
RLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHITHGTSMNRVIEEDGTSA

>FP_FZ_3_PROTEIN_10
KKTCFEWASFFHGRRKKEIVNESRQVLQEPDFAQSLLRDPNTPIIRKSRGTSTQGT
STHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDGRYTPCSYRGMEERLP



HGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHITHGTSMNRVIEEDGTS
A

>FP_FZ_3_PROTEIN_11
TSTQGTSTHASSTQLAMVDDQRSKAGSVHSKVSSYHGSLHRSRDGRYTPCSYRG
MEERLPHGSMSRLTDHSRHSSSHRLNEQSRHSSIRDLSNNPMTHITHGTSMNRVI
EEDGTSA

>FP_XFZ7_PROTEIN_0
MSSTVSLLFCCLFLQLCPSAQQYHGEKGISVPDHGFCQPISIPLCTDIAYNQTIMPN
LLGHTNQEDAGLEVHQFYPLVKVQCSPELRFFLCSMYAPVCTVLEQAIPPCRSLC
ERARQGCEALMNKFGFQWPERLRCENFPVHGAGEICVGQNTSDNSPSGPTARPS
PYLPDSITFQPHPHRDFTCPRQLKVPPYLAYRFLGEKDCGAPCEPGKANGLMYFK
EEEVRFARLWVGIWAILCCISTLFTVLTYLVDMRRFSYPERPIIFLSGCYFMVAVA
YTAGFLLEERAVCVERFSEDSYRTVAQGTKKEGCTILFMILYFFGMASSIWWVIL
SLTWFLSAGMKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDGDVLSGV
CYVGINSVDSLRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEK
LMVRIGVFSVMYTVPATIVLACYFYEQAFRDTWEKTWLVQTCKGYAVPCPNYN
FAPMSPDFTVFMIKYLMTMIVGITSSFWIWSGKTLQSWRRFYHRLNNGSKGETA
V

>FP_XFZ7_PROTEIN_1
NQTIMPNLLGHTNQEDAGLEVHQFYPLVKVQCSPELRFFLCSMYAPVCTVLEQAI
PPCRSLCERARQGCEALMNKFGFQWPERLRCENFPVHGAGEICVGQNTSDNSPS
GPTARPSPYLPDSITFQPHPHRDFTCPRQLKVPPYLAYRFLGEKDCGAPCEPGKA
NGLMYFKEEEVRFARLWVGIWAILCCISTLFTVLTYLVDMRRFSYPERPIIFLSGC
YFMVAVAYTAGFLLEERAVCVERFSEDSYRTVAQGTKKEGCTILFMILYFFGMA
SSIWWVILSLTWFLSAGMKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQV
DGDVLSGVCYVGINSVDSLRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDG
TKTEKLEKLMVRIGVFSVMYTVPATIVLACYFYEQAFRDTWEKTWLVQTCKGY
AVPCPNYNFAPMSPDFTVFMIKYLMTMIVGITSSFWIWSGKTLQSWRRFYHRLN
NGSKGETAV

>FP_XFZ7_PROTEIN_2
LEQAIPPCRSLCERARQGCEALMNKFGFQWPERLRCENFPVHGAGEICVGQNTS
DNSPSGPTARPSPYLPDSITFQPHPHRDFTCPRQLKVPPYLAYRFLGEKDCGAPCE
PGKANGLMYFKEEEVRFARLWVGIWAILCCISTLFTVLTYLVDMRRFSYPERPIIF
LSGCYFMVAVAYTAGFLLEERAVCVERFSEDSYRTVAQGTKKEGCTILFMILYFF
GMASSIWWVILSLTWFLSAGMKWGHEAIEANSQYFHLAAWAVPAVKTITILAM
GQVDGDVLSGVCYVGINSVDSLRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMK
HDGTKTEKLEKLMVRIGVFSVMYTVPATIVLACYFYEQAFRDTWEKTWLVQTC
KGYAVPCPNYNFAPMSPDFTVFMIKYLMTMIVGITSSFWIWSGKTLQSWRRFYH
RLNNGSKGETAV

>FP_XFZ7_PROTEIN_3



QNTSDNSPSGPTARPSPYLPDSITFQPHPHRDFTCPRQLKVPPYLAYRFLGEKDCG
APCEPGKANGLMYFKEEEVRFARLWVGIWAILCCISTLFTVLTYLVDMRRFSYPE
RPIIFLSGCYFMVAVAYTAGFLLEERAVCVERFSEDSYRTVAQGTKKEGCTILFMI
LYFFGMASSIWWVILSLTWFLSAGMKWGHEAIEANSQYFHLAAWAVPAVKTITI
LAMGQVDGDVLSGVCYVGINSVDSLRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRT
IMKHDGTKTEKLEKLMVRIGVFSVMYTVPATIVLACYFYEQAFRDTWEKTWLV
QTCKGYAVPCPNYNFAPMSPDFTVFMIKYLMTMIVGITSSFWIWSGKTLQSWRR
FYHRLNNGSKGETAV

>FP_XFZ7_PROTEIN_4
GEKDCGAPCEPGKANGLMYFKEEEVRFARLWVGIWAILCCISTLFTVLTYLVDM
RRFSYPERPIIFLSGCYFMVAVAYTAGFLLEERAVCVERFSEDSYRTVAQGTKKE
GCTILFMILYFFGMASSIWWVILSLTWFLSAGMKWGHEAIEANSQYFHLAAWAV
PAVKTITILAMGQVDGDVLSGVCYVGINSVDSLRGFVLAPLFVYLFIGTSFLLAGF
VSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVMYTVPATIVLACYFYEQAFRDTW
EKTWLVQTCKGYAVPCPNYNFAPMSPDFTVFMIKYLMTMIVGITSSFWIWSGKT
LQSWRRFYHRLNNGSKGETAV

>FP_XFZ7_PROTEIN_5
LVDMRRFSYPERPIIFLSGCYFMVAVAYTAGFLLEERAVCVERFSEDSYRTVAQG
TKKEGCTILFMILYFFGMASSIWWVILSLTWFLSAGMKWGHEAIEANSQYFHLA
AWAVPAVKTITILAMGQVDGDVLSGVCYVGINSVDSLRGFVLAPLFVYLFIGTSF
LLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVMYTVPATIVLACYFYEQA
FRDTWEKTWLVQTCKGYAVPCPNYNFAPMSPDFTVFMIKYLMTMIVGITSSFWI
WSGKTLQSWRRFYHRLNNGSKGETAV

>FP_XFZ7_PROTEIN_6
TVAQGTKKEGCTILFMILYFFGMASSIWWVILSLTWFLSAGMKWGHEAIEANSQ
YFHLAAWAVPAVKTITILAMGQVDGDVLSGVCYVGINSVDSLRGFVLAPLFVYL
FIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVMYTVPATIVLACY
FYEQAFRDTWEKTWLVQTCKGYAVPCPNYNFAPMSPDFTVFMIKYLMTMIVGIT
SSFWIWSGKTLQSWRRFYHRLNNGSKGETAV

>FP_XFZ7_PROTEIN_7
ANSQYFHLAAWAVPAVKTITILAMGQVDGDVLSGVCYVGINSVDSLRGFVLAPL
FVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVMYTVPATIV
LACYFYEQAFRDTWEKTWLVQTCKGYAVPCPNYNFAPMSPDFTVFMIKYLMTM
IVGITSSFWIWSGKTLQSWRRFYHRLNNGSKGETAV

>FP_XFZ7_PROTEIN_8
LAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVMYTVP
ATIVLACYFYEQAFRDTWEKTWLVQTCKGYAVPCPNYNFAPMSPDFTVFMIKYL
MTMIVGITSSFWIWSGKTLQSWRRFYHRLNNGSKGETAV

>FP_ZEBRAFISH_FRIZZLED_A_0



MDSPTQGTHWSALALCVLLLWSSVCGREHVCQEISVPLCRGIGYNYTYMPNQFN
HDNQDEAGLEVHQFWPLVEIQCSPDLRFFLCSMYTPICLEDYKKPLPPCRSVCER
AKAGCAPLMRQYGFPWPDRMRCDLLPVQGDPNTLCMDYNRTDATSSPAAPKTT
SRPGKPFKRKNKSSPGSSSCEPECYCRAPMVPVHSDHHPLYNRVKTGQIPNCAMP
CHNPYLSQEERTFATFWIGIWSVLCFLSTFATVATFLIDIERFKYPERPIIFLSACYM
FVSLGYIIRLIAGHERVACNQNHEVDHIHYETTGPALCTLVFLLIYFFGMASAIWW
VILSFTWFLAAGLKWGNEAIARYSQYFHMAAWLIPSVKSITVLALSSVDGDSIAG
ICYVGNQNLDNLRGFVLAPLVIYLFIGTIFLFAGFVSMFRIRSVIKQGGTKTDKLER
LMVRIGVFTVLYTVVAIMIVACYVYEHHNREAWEIAHACNCSSDKKAPKPDYA
VFMLKYLMCLLIGITSGAWTWSSKTLDSWRALCTRCCCCRWATKGTSGSVYSD
ASSGLTWRSGTASSVLCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_1
NQFNHDNQDEAGLEVHQFWPLVEIQCSPDLRFFLCSMYTPICLEDYKKPLPPCRS
VCERAKAGCAPLMRQYGFPWPDRMRCDLLPVQGDPNTLCMDYNRTDATSSPA
APKTTSRPGKPFKRKNKSSPGSSSCEPECYCRAPMVPVHSDHHPLYNRVKTGQIP
NCAMPCHNPYLSQEERTFATFWIGIWSVLCFLSTFATVATFLIDIERFKYPERPIIFL
SACYMFVSLGYIIRLIAGHERVACNQNHEVDHIHYETTGPALCTLVFLLIYFFGM
ASAIWWVILSFTWFLAAGLKWGNEAIARYSQYFHMAAWLIPSVKSITVLALSSV
DGDSIAGICYVGNQNLDNLRGFVLAPLVIYLFIGTIFLFAGFVSMFRIRSVIKQGGT
KTDKLERLMVRIGVFTVLYTVVAIMIVACYVYEHHNREAWEIAHACNCSSDKK
APKPDYAVFMLKYLMCLLIGITSGAWTWSSKTLDSWRALCTRCCCCRWATKGT
SGSVYSDASSGLTWRSGTASSVLCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_2
PPCRSVCERAKAGCAPLMRQYGFPWPDRMRCDLLPVQGDPNTLCMDYNRTDA
TSSPAAPKTTSRPGKPFKRKNKSSPGSSSCEPECYCRAPMVPVHSDHHPLYNRVK
TGQIPNCAMPCHNPYLSQEERTFATFWIGIWSVLCFLSTFATVATFLIDIERFKYPE
RPIIFLSACYMFVSLGYIIRLIAGHERVACNQNHEVDHIHYETTGPALCTLVFLLIY
FFGMASAIWWVILSFTWFLAAGLKWGNEAIARYSQYFHMAAWLIPSVKSITVLA
LSSVDGDSIAGICYVGNQNLDNLRGFVLAPLVIYLFIGTIFLFAGF VSMFRIRSVIK
QGGTKTDKLERLMVRIGVFTVLYTVVAIMIVACYVYEHHNREAWEIAHACNCSS
DKKAPKPDYAVFMLKYLMCLLIGITSGAWTWSSKTLDSWRALCTRCCCCRWAT
KGTSGSVYSDASSGLTWRSGTASSVLCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_3
DATSSPAAPKTTSRPGKPFKRKNKSSPGSSSCEPECYCRAPMVPVHSDHHPLYNR
VKTGQIPNCAMPCHNPYLSQEERTFATFWIGIWSVLCFLSTFATVATFLIDIERFK
YPERPIIFLSACYMFVSLGYIIRLIAGHERVACNQNHEVD HIHYETTGPALCTLVFL
LIYFFGMASAIWWVILSFTWFLAAGLKWGNEAIARYSQYFHMAAWLIPSVKSIT
VLALSSVDGDSIAGICYVGNQNLDNLRGFVLAPLVIYLFIGTIFLFAGFVSMFRIRS
VIKQGGTKTDKLERLMVRIGVFTVLYTVVAIMIVACYVYEHHNREAWEIAHACN
CSSDKKAPKPDYAVFMLKYLMCLLIGITSGAWTWSSKTLDSWRALCTRCCCCR
WATKGTSGSVYSDASSGLTWRSGTASSVLCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_4



PLYNRVKTGQIPNCAMPCHNPYLSQEERTFATFWIGIWSVLCFLSTFATVATFLID
IERFKYPERPIIFLSACYMFVSLGYIIRLIAGHERVACNQNHEVDHIHYETTGPALC
TLVFLLIYFFGMASAIWWVILSFTWFLAAGLKWGNEAIARYSQYFHMAAWLIPS
VKSITVLALSSVDGDSIAGICYVGNQNLDNLRGFVLAPLVIYLFIGTIFLFAGFVSM
FRIRSVIKQGGTKTDKLERLMVRIGVFTVLYTVVAIMIVACYVYEHHNREAWEIA
HACNCSSDKKAPKPDYAVFMLKYLMCLLIGITSGAWTWSSKTLDSWRALCTRC
CCCRWATKGTSGSVYSDASSGLTWRSGTASSVLCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_5
ATFLIDIERFKYPERPIIFLSACYMFVSLGYIIRLIAGHERVACNQNHEVDHIHYETT
GPALCTLVFLLIYFFGMASAIWWVILSFTWFLAAGLKWGNEAIARYSQYFHMAA
WLIPSVKSITVLALSSVDGDSIAGICYVGNQNLDNLRGFVLAPLVIYLFIGTIFLFA
GFVSMFRIRSVIKQGGTKTDKLERLMVRIGVFTVLYTVVAIMIVACYVYEHHNRE
AWEIAHACNCSSDKKAPKPDYAVFMLKYLMCLLIGITSGAWTWSSKTLDSWRA
LCTRCCCCRWATKGTSGSVYSDASSGLTWRSGTASSVLCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_6
DHIHYETTGPALCTLVFLLIYFFGMASAIWWVILSFTWFLAAGLKWGNEAIARYS
QYFHMAAWLIPSVKSITVLALSSVDGDSIAGICYVGNQNLDNLRGFVLAPLVIYL
FIGTIFLFAGFVSMFRIRSVIKQGGTKTDKLERLMVRIGVFTVLYTVVAIMIVACY
VYEHHNREAWEIAHACNCSSDKKAPKPDYAVFMLKYLMCLLIGITSGAWTWSS
KTLDSWRALCTRCCCCRWATKGTSGSVYSDASSGLTWRSGTASSVLCPPKQMP
LSRV

>FP_ZEBRAFISH_FRIZZLED_A_7
IARYSQYFHMAAWLIPSVKSITVLALSSVDGDSIAGICYVGNQNLDNLRGFVLAP
LVIYLFIGTIFLFAGFVSMFRIRSVIKQGGTKTDKLERLMVRIGVFTVLYTVVAIMI
VACYVYEHHNREAWEIAHACNCSSDKKAPKPDYAVFMLKYLMCLLIGITSGAW
TWSSKTLDSWRALCTRCCCCRWATKGTSGSVYSDASSGLTWRSGTASSVLCPPK
QMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_8
FVLAPLVIYLFIGTIFLFAGFVSMFRIRSVIKQGGTKTDKLERLMVRIGVFTVLYTV
VAIMIVACYVYEHHNREAWEIAHACNCSSDKKAPKPDYAVFMLKYLMCLLIGIT
SGAWTWSSKTLDSWRALCTRCCCCRWATKGTSGSVYSDASSGLTWRSGTASSV
LCPPKQMPLSRV

>FP_ZEBRAFISH_FRIZZLED_A_9
FTVLYTVVAIMIVACYVYEHHNREAWEIAHACNCSSDKKAPKPDYAVFMLKYL
MCLLIGITSGAWTWSSKTLDSWRALCTRCCCCRWATKGTSGSVYSDASSGLTW
RSGTASSVLCPPKQMPLSRV

>FP_XFZ5_0
MGSFRSGVFALSFVVLLLDYFAPAQAASKAIVCQEITVPMCKGIGYNHTYMPNQ
FNHDTQDEAGMEVHQFWPLVVIQCSLDLKFFLCSMYTPICLPDYRKPLPPCRSVC
ERAKAGCSPLMRKYGFAWPERMNCDRLPEHGDPDTLCMYYNWTETTTTLPPTH



PPKVKTPTSDCDGVCKCREPFVSITRESHPLYNRIKTGQVPNCAMPCFQPYFTQD
EKMFVTFWIGLWSILCFISTFTTVATFLIDMERFRYPERPIIFLSACYLFVSIGYVVR
LIVGHENVACNKDHIHYETTGPALCTIVFLLIYFFGMASSIWWVILTFTWFLAAG
MKWGNEAIASYSQYFHMAAWLIPSVKSIAVLALSSVDGDPVAGICYVGNQNLD
NLRGFVLAPLVVYLFSGTMFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFS
VLYTVPATIVVACYIYEQHYREHWEKTHNCSCPGDKQRYRPDYAVFMLKYLMC
LVVGITSGVWIWSGKTLESWKRFTGRCCRNSKPINASAYSEASRALTPRTGLSNL
TLPHKQVPLSHV

>FP_XFZ5_1
MPNQFNHDTQDEAGMEVHQFWPLVVIQCSLDLKFFLCSMYTPICLPDYRKPLPP
CRSVCERAKAGCSPLMRKYGFAWPERMNCDRLPEHGDPDTLCMYYNWTETTT
TLPPTHPPKVKTPTSDCDGVCKCREPFVSITRESHPLYNRIKTGQVPNCAMPCFQP
YFTQDEKMFVTFWIGLWSILCFISTFTTVATFLIDMERFRYPERPIIFLSACYLFVSI
GYVVRLIVGHENVACNKDHIHYETTGPALCTIVFLLIYFFGMASSIWWVILTFTW
FLAAGMKWGNEAIASYSQYFHMAAWLIPSVKSIAVLALSSVDGDPVAGICYVGN
QNLDNLRGFVLAPLVVYLFSGTMFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRI
GIFSVLYTVPATIVVACYIYEQHYREHWEKTHNCSCPGDKQRYRPDYAVFMLKY
LMCLVVGITSGVWIWSGKTLESWKRFTGRCCRNSKPINASAYSEASRALTPRTGL
SNLTLPHKQVPLSHV

>FP_XFZ5_2
PLPPCRSVCERAKAGCSPLMRKYGFAWPERMNCDRLPEHGDPDTLCMYYNWTE
TTTTLPPTHPPKVKTPTSDCDGVCKCREPFVSITRESHPLYNRIKTGQVPNCAMPC
FQPYFTQDEKMFVTFWIGLWSILCFISTFTTVATFLIDMERFRYPERPIIFLSACYLF
VSIGYVVRLIVGHENVACNKDHIHYETTGPALCTIVFLLIYFFGMASSIWWVILTF
TWFLAAGMKWGNEAIASYSQYFHMAAWLIPSVKSIAVLALSSVDGDPVAGICY
VGNQNLDNLRGFVLAPLVVYLFSGTMFLLAGFVSLFRIRSVIKQGGTKTDKLEKL
MIRIGIFSVLYTVPATIVVACYIYEQHYREHWEKTHNCSCPGDKQRYRPDYAVFM
LKYLMCLVVGITSGVWIWSGKTLESWKRFTGRCCRNSKPINASAYSEASRALTP
RTGLSNLTLPHKQVPLSHV

>FP_XFZ5_3
WTETTTTLPPTHPPKVKTPTSDCDGVCKCREPFVSITRESHPLYNRIKTGQVPNCA
MPCFQPYFTQDEKMFVTFWIGLWSILCFISTFTTVATFLIDMERFRYPERPIIFLSA
CYLFVSIGYVVRLIVGHENVACNKDHIHYETTGPALCTIVFLLIYFFGMASSIWW
VILTFTWFLAAGMKWGNEAIASYSQYFHMAAWLIPSVKSIAVLALSSVDGDPVA
GICYVGNQNLDNLRGFVLAPLVVYLFSGTMFLLAGFVSLFRIRSVIKQGGTKTDK
LEKLMIRIGIFSVLYTVPATIVVACYIYEQHYREHWEKTHNCSCPGDKQRYRPDY
AVFMLKYLMCLVVGITSGVWIWSGKTLESWKRFTGRCCRNSKPINASAYSEASR
ALTPRTGLSNLTLPHKQVPLSHV

>FP_XFZ5_4
QVPNCAMPCFQPYFTQDEKMFVTFWIGLWSILCFISTFTTV ATFLIDMERFRYPER
PIIFLSACYLFVSIGYVVRLIVGHENVACNKDHIHYETTGPALCTIVFLLIYFFGMA
SSIWWVILTFTWFLAAGMKWGNEAIASYSQYFHMAAWLIPSVKSIAVLALSSVD



GDPVAGICYVGNQNLDNLRGFVLAPLVVYLFSGTMFLLAGFVSLFRIRSVIKQGG
TKTDKLEKLMIRIGIFSVLYTVPATIVVACYIYEQHYREHWEKTHNCSCPGDKQR
YRPDYAVFMLKYLMCLVVGITSGVWIWSGKTLESWKRFTGRCCRNSKPINASA
YSEASRALTPRTGLSNLTLPHKQVPLSHV

>FP_XFZ5_5
FRYPERPIIFLSACYLFVSIGYVVRLIVGHENVACNKDHIHYETTGPALCTIVFLLIY
FFGMASSIWWVILTFTWFLAAGMKWGNEAIASYSQYFHMAAWLIPSVKSIAVLA
LSSVDGDPVAGICYVGNQNLDNLRGFVLAPLVVYLFSGTMFLLAGFVSLFRIRSV
IKQGGTKTDKLEKLMIRIGIFSVLYTVPATIVVACYIYEQHYREHWEKTHNCSCP
GDKQRYRPDYAVFMLKYLMCLVVGITSGVWIWSGKTLESWKRFTGRCCRNSKP
INASAYSEASRALTPRTGLSNLTLPHKQVPLSHV

>FP_XFZ5_6
TIVFLLIYFFGMASSIWWVILTFTWFLAAGMKWGNEAIASYSQYFHMAAWLIPSV
KSIAVLALSSVDGDPVAGICYVGNQNLDNLRGFVLAPLVVYLFSGTMFLLAGFV
SLFRIRSVIKQGGTKTDKLEKLMIRIGIFSVLYTVPATIVVACYIYEQHYREHWEK
THNCSCPGDKQRYRPDYAVFMLKYLMCLVVGITSGVWIWSGKTLESWKRFTGR
CCRNSKPINASAYSEASRALTPRTGLSNLTLPHKQVPLSHV

>FP_XFZ5_7
LIPSVKSIAVLALSSVDGDPVAGICYVGNQNLDNLRGFVLAPLVVYLFSGTMFLL
AGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFSVLYTVPATIVVACYIYEQHYREH
WEKTHNCSCPGDKQRYRPDYAVFMLKYLMCLVVGITSGVWIWSGKTLESWKR
FTGRCCRNSKPINASAYSEASRALTPRTGLSNLTLPHKQVPLSHV

>FP_XFZ5_8
TMFLLAGFVSLFRIRSVIKQGGTKTDKLEKLMIRIGIFSVLYTVPATIVVACYIYEQ
HYREHWEKTHNCSCPGDKQRYRPDYAVFMLKYLMCLVVGITSGVWIWSGKTL
ESWKRFTGRCCRNSKPINASAYSEASRALTPRTGLSNLTLPHKQVPLSHV

>FP_XFZ5_9
ACYIYEQHYREHWEKTHNCSCPGDKQRYRPDYAVFMLKYLMCLVVGITSGVWI
WSGKTLESWKRFTGRCCRNSKPINASAYSEASRALTPRTGLSNLTLPHKQVPLSH
V

>FP_FZ7_PROTEIN_0
MRGPGTAASHSPLGLCALVLALLGALPTDTRAQPYHGEKGISVPDHGFCQPISIPL
CTDIAYNQTILPNLLGHTNQEDAGLEVHQFYPLVKVQCSPELRFFLCSMYAPVCT
VLDQAIPPCRSLCERARQGCEALMNKFGFQWPERLRCENF PVHGAGEICVGQNT
SDGSGGAGGSPTAYPTAPYLPDPPFTAMSPSDGRGRLSFPFSCPRQLKVPPYLGY
RFLGERDCGAPCEPGRANGLMYFKEEERRFARLWVGVWSVLSCASTLFTVLTYL
VDMRRFSYPERPIIFLSGCYFMVAVAHVAGFLLEDRAVCVERFSDDGYRTVAQG
TKKEGCTILFMVLYFFGMASSIWWVILSLTWFLAAGMKWGHEAIEANSQYFHLA
AWAVPAVKTITILAMGQVDGDLLSGVCYVGLSSVDALRGFVLAPLFVYLFIGTSF
LLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVLYTVPATIVLACYFYEQAF



REHWERTWLLQTCKSYAVPCPPRHFSPMSPDFTVFMIKYLMTMIVGITTGFWIW
SGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_1
PISIPLCTDIAYNQTILPNLLGHTNQEDAGLEVHQFYPLVKVQCSPELRFFLCSMY
APVCTVLDQAIPPCRSLCERARQGCEALMNKFGFQWPERLRCENFPVHGAGEIC
VGQNTSDGSGGAGGSPTAYPTAPYLPDPPFTAMSPSDGRGRLSFPFSCPRQLKVP
PYLGYRFLGERDCGAPCEPGRANGLMYFKEEERRFARLWVGVWSVLSCASTLF
TVLTYLVDMRRFSYPERPIIFLSGCYFMVAVAHVAGFLLEDRAVCVERFSDDGY
RTVAQGTKKEGCTILFMVLYFFGMASSIWWVILSLTWFLAAGMKWGHEAIEAN
SQYFHLAAWAVPAVKTITILAMGQVDGDLLSGVCYVGLSSVDALRGFVLAPLFV
YLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVLYTVPATIVLA
CYFYEQAFREHWERTWLLQTCKSYAVPCPPRHFSPMSPDFTVFMIKYLMTMIVG
ITTGFWIWSGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_2
FLCSMYAPVCTVLDQAIPPCRSLCERARQGCEALMNKFGF QWPERLRCENFPVH
GAGEICVGQNTSDGSGGAGGSPTAYPTAPYLPDPPFTAMSPSDGRGRLSFPFSCP
RQLKVPPYLGYRFLGERDCGAPCEPGRANGLMYFKEEERRFARLWVGVWSVLS
CASTLFTVLTYLVDMRRFSYPERPIIFLSGCYFMVAVAHVAGFLLEDRAVCVERF
SDDGYRTVAQGTKKEGCTILFMVLYFFGMASSIWWVILSLTWFLAAGMKWGHE
AIEANSQYFHLAAWAVPAVKTITILAMGQVDGDLLSGVCYVGLSSVDALRGFVL
APLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVLYTVPA
TIVLACYFYEQAFREHWERTWLLQTCKSYAVPCPPRHFSPMSPDFTVFMIKYLM
TMIVGITTGFWIWSGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_3
FPVHGAGEICVGQNTSDGSGGAGGSPTAYPTAPYLPDPPFTAMSPSDGRGRLSFP
FSCPRQLKVPPYLGYRFLGERDCGAPCEPGRANGLMYFKEEERRFARLWVGVW
SVLSCASTLFTVLTYLVDMRRFSYPERPIIFLSGCYFMVAVAHVAGFLLEDRAVC
VERFSDDGYRTVAQGTKKEGCTILFMVLYFFGMASSIWWVILSLTWFLAAGMK
WGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDGDLLSGVCYVGLSSVDAL
RGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVFSVL
YTVPATIVLACYFYEQAFREHWERTWLLQTCKSYAVPCPPRHFSPMSPDFTVFMI
KYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_4
RLSFPFSCPRQLKVPPYLGYRFLGERDCGAPCEPGRANGLMYFKEEERRFARLW
VGVWSVLSCASTLFTVLTYLVDMRRFSYPERPIIFLSGCYFMVAVAHVAGFLLED
RAVCVERFSDDGYRTVAQGTKKEGCTILFMVLYFFGMASSIWWVILSLTWFLAA
GMKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDGDLLSGVCYVGLSSV
DALRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLMVRIGVF
SVLYTVPATIVLACYFYEQAFREHWERTWLLQTCKSYAVPCPPRHFSPMSPDFTV
FMIKYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_5



ARLWVGVWSVLSCASTLFTVLTYLVDMRRFSYPERPIIFLSGCYFMVAVAHVAG
FLLEDRAVCVERFSDDGYRTVAQGTKKEGCTILFMVLYFFGMASSIWWVILSLT
WFLAAGMKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDGDLLSGVCY
VGLSSVDALRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLEKLM
VRIGVFSVLYTVPATIVLACYFYEQAFREHWERTWLLQTCKSYAVPCPPRHFSPM
SPDFTVFMIKYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_6
HVAGFLLEDRAVCVERFSDDGYRTVAQGTKKEGCTILFMVLYFFGMASSIWWVI
LSLTWFLAAGMKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDGDLLSG
VCYVGLSSVDALRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTKTEKLE
KLMVRIGVFSVLYTVPATIVLACYFYEQAFREHWERTWLLQTCKSYAVPCPPRH
FSPMSPDFTVFMIKYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLSHSSKGETAV

>FP_FZ7_PROTEIN_7
WWVILSLTWFLAAGMKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDG
DLLSGVCYVGLSSVDALRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGTK
TEKLEKLMVRIGVFSVLYTVPATIVLACYFYEQAFREHWERTWLLQTCKSYAVP
CPPRHFSPMSPDFTVFMIKYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLSHSSK
GETAV

>FP_FZ7_PROTEIN_8
DGDLLSGVCYVGLSSVDALRGFVLAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDG
TKTEKLEKLMVRIGVFSVLYTVPATIVLACYFYEQAFREHWERTWLLQTCKSYA
VPCPPRHFSPMSPDFTVFMIKYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLSHS
SKGETAV

>FP_FZ7_PROTEIN_9
IMKHDGTKTEKLEKLMVRIGVFSVLYTVPATIVLACYFYEQAFREHWERTWLLQ
TCKSYAVPCPPRHFSPMSPDFTVFMIKYLMTMIVGITTGFWIWSGKTLQSWRRFY
HRLSHSSKGETAV

>FP_DROSOPHILA_0
MWRQILFILPTLIQGVQRYDQSPLDASPYYRSGGGLMASSGTELDGLPHHNRCEP
ITISICKNIPYNMTIMPNLIGHTKQEEAGLEVHQFAPLVKIGCSDDLQLFLCSLYVP
VCTILERPIPPCRSLCESARVCEKLMKTYNFNWPENLECSKFPVHGGEDLCVAEN
TTSSASTAATPTRSVAKVTTRKHQTGVESPHRNIGFVCPVQLKTPLGMGYELKV
GGKDLHDCGAPCHAMFFPERERTVLRYWVGSWAAVCVASCLFTVLTFLIDSSRF
RYPERAIVFLAVCYLVVGCAYVAGLGAGDSVSCREPFPPPVKLGRLQMMSTITQ
GHRQTTSCTVLFMALYFCCMAAFAWWSCLAFAWFLAAGLKWGHEAIENKSHL
FHLVAWAVPALQTISVLALAKVEGDILSGVCFVGQLDTHSLGAFLILPLCIYLSIG
ALFLLAGFISLFRIRTVMKTDGKRTDKLERLMLRIGFFSGLFILPAVGLLGCLFYE
YYNFDEWMIQWHRDICKPFSIPCPAARAPGSPEARPIFQIFMVKYLCSMLVGVTS
SVWLYSSKTMVSWRNFVERLQGKEPRTRAQAYV

>FP_DROSOPHILA_1



NRCEPITISICKNIPYNMTIMPNLIGHTKQEEAGLEVHQFAPLVKIGCSDDLQLFLC
SLYVPVCTILERPIPPCRSLCESARVCEKLMKTYNFNWPENLECSKFPVHGGEDL
CVAENTTSSASTAATPTRSVAKVTTRKHQTGVESPHRNIGFVCPVQLKTPLGMG
YELKVGGKDLHDCGAPCHAMFFPERERTVLRYWVGSWAAVCVASCLFTVLTFL
IDSSRFRYPERAIVFLAVCYLVVGCAYVAGLGAGDSVSCREPFPPPVKLGRLQM
MSTITQGHRQTTSCTVLFMALYFCCMAAFAWWSCLAFAWFLAAGLKWGHEAIE
NKSHLFHLVAWAVPALQTISVLALAKVEGDILSGVCFVGQLDTHSLGAFLILPLCI
YLSIGALFLLAGFISLFRIRTVMKTDGKRTDKLERLMLRIGFFSGLFILPAVGLLGC
LFYEYYNFDEWMIQWHRDICKPFSIPCPAARAPGSPEARPIFQIFMVKYLCSMLV
GVTSSVWLYSSKTMVSWRNFVERLQGKEPRTRAQAYV

>FP_DROSOPHILA_2
DLQLFLCSLYVPVCTILERPIPPCRSLCESARVCEKLMKTYNFNWPENLECSKFPV
HGGEDLCVAENTTSSASTAATPTRSVAKVTTRKHQTGVESPHRNIGFVCPVQLKT
PLGMGYELKVGGKDLHDCGAPCHAMFFPERERTVLRYWVGSWAAVCVASCLF
TVLTFLIDSSRFRYPERAIVFLAVCYLVVGCAYVAGLGAGDSVSCREPFPPPVKL
GRLQMMSTITQGHRQTTSCTVLFMALYFCCMAAFAWWSCLAFAWFLAAGLKW
GHEAIENKSHLFHLVAWAVPALQTISVLALAKVEGDILSGVCFVGQLDTHSLGAF
LILPLCIYLSIGALFLLAGFISLFRIRTVMKTDGKRTDKLERLMLRIGFFSGLFILPA
VGLLGCLFYEYYNFDEWMIQWHRDICKPFSIPCPAARAPGSPEARPIFQIFMVKYL
CSMLVGVTSSVWLYSSKTMVSWRNFVERLQGKEPRTRAQAYV

>FP_DROSOPHILA_3
CSKFPVHGGEDLCVAENTTSSASTAATPTRSVAKVTTRKHQTGVESPHRNIGFVC
PVQLKTPLGMGYELKVGGKDLHDCGAPCHAMFFPERERTVLRYWVGSWAAVC
VASCLFTVLTFLIDSSRFRYPERAIVFLAVCYLVVGCAYVAGLGAGDSVSCREPFP
PPVKLGRLQMMSTITQGHRQTTSCTVLFMALYFCCMAAFAWWSCLAFAWFLAA
GLKWGHEAIENKSHLFHLVAWAVPALQTISVLALAKVEGDILSGVCFVGQLDTH
SLGAFLILPLCIYLSIGALFLLAGFISLFRIRTVMKTDGKRTDKLERLMLRIGFFSGL
FILPAVGLLGCLFYEYYNFDEWMIQWHRDICKPFSIPCPAARAPGSPEARPIFQIF
MVKYLCSMLVGVTSSVWLYSSKTMVSWRNFVERLQGKEPRTRAQAYV

>FP_DROSOPHILA_4
IGFVCPVQLKTPLGMGYELKVGGKDLHDCGAPCHAMFFPERERTVLRYWVGSW
AAVCVASCLFTVLTFLIDSSRFRYPERAIVFLAVCYLVVGCAYVAGLGAGDSVSC
REPFPPPVKLGRLQMMSTITQGHRQTTSCTVLFMALYFCCMAAFAWWSCLAFA
WFLAAGLKWGHEAIENKSHLFHLVAWAVPALQTISVLALAKVEGDI LSGVCFVG
QLDTHSLGAFLILPLCIYLSIGALFLLAGFISLFRIRTVMKTDGKRTDKLERLMLRI
GFFSGLFILPAVGLLGCLFYEYYNFDEWMIQWHRDICKPFSIPCPAARAPGSPEAR
PIFQIFMVKYLCSMLVGVTSSVWLYSSKTMVSWRNFVERLQGKEPRTRAQAYV

>FP_DROSOPHILA_5
GSWAAVCVASCLFTVLTFLIDSSRFRYPERAIVFLAVCYLVVGCAYVAGLGAGD
SVSCREPFPPPVKLGRLQMMSTITQGHRQTTSCTVLFMALYFCCMAAFAWWSCL
AFAWFLAAGLKWGHEAIENKSHLFHLVAWAVPALQTISVLALAKVEGDILSGVC
FVGQLDTHSLGAFLILPLCIYLSIGALFLLAGFISLFRIRTVMKTDGKRTDKLERLM



LRIGFFSGLFILPAVGLLGCLFYEYYNFDEWMIQWHRDICKPFSIPCPAARAPGSP
EARPIFQIFMVKYLCSMLVGVTSSVWLYSSKTMVSWRNFVERLQGKEPRTRAQA
YV

>FP_DROSOPHILA_6
GAGDSVSCREPFPPPVKLGRLQMMSTITQGHRQTTSCTVLFMALYFCCMAAFA
WWSCLAFAWFLAAGLKWGHEAIENKSHLFHLVAWAVPALQTISVLALAKVEG
DILSGVCFVGQLDTHSLGAFLILPLCIYLSIGALFLLAGFISLFRIRTVMKTDGKRT
DKLERLMLRIGFFSGLFILPAVGLLGCLFYEYYNFDEWMIQWHRDICKPFSIPCPA
ARAPGSPEARPIFQIFMVKYLCSMLVGVTSSVWLYSSKTMVSWRNFVERLQGKE
PRTRAQAYV

>FP_DROSOPHILA_7
AFAWWSCLAFAWFLAAGLKWGHEAIENKSHLFHLVAWAVPALQTISVLALAKV
EGDILSGVCFVGQLDTHSLGAFLILPLCIYLSIGALFLLAGFISLFRIRTVMKTDGK
RTDKLERLMLRIGFFSGLFILPAVGLLGCLFYEYYNFDEWMIQWHRDICKPFSIPC
PAARAPGSPEARPIFQIFMVKYLCSMLVGVTSSVWLYSSKTMVSWRNFVERLQG
KEPRTRAQAYV

>FP_DROSOPHILA_8
AKVEGDILSGVCFVGQLDTHSLGAFLILPLCIYLSIGALFLLAGFISLFRIRTVMKT
DGKRTDKLERLMLRIGFFSGLFILPAVGLLGCLFYEYYNFDEWMIQWHRDICKPF
SIPCPAARAPGSPEARPIFQIFMVKYLCSMLVGVTSSVWLYSSKTMVSWRNFVER
LQGKEPRTRAQAYV

>FP_DROSOPHILA_9
IRTVMKTDGKRTDKLERLMLRIGFFSGLFILPAVGLLGCLFYEYYNFDEWMIQW
HRDICKPFSIPCPAARAPGSPEARPIFQIFMVKYLCSMLVGVTSSVWLYSSKTMVS
WRNFVERLQGKEPRTRAQAYV

>FP_FZ4_PROTEIN_0
MAWPGTGPSSRGAPGGVGLRLGLLLQFLLLLRPTLGFGDEEERRCDPIRIAMCQN
LGYNVTKMPNLVGHELQTDAELQLTTFTPLIQYGCSSQLQFFLCSVYVPMCTEKI
NIPIGPCGGMCLSVKRRCEPVLREFGFAWPDTLNCSKFPPQNDHNHMCMEGPGD
EEVPLPHKTPIQPGEECHSVGSNSDQYIWVKRSLNCVLKCGYDAGLYSRSAKEFT
DIWMAVWASLCFISTTFTVLTFLIDSSRFSYPERPIIFLSMCYNIYSIAYIVRLTVGR
ERISCDFEEAAEPVLIQEGLKNTGCAIIFLLMYFFGMASSIWWVILTLTWFLAAGL
KWGHEAIEMHSSYFHIAAWAIPAVKTIVILIMRLVDADELTGLCYVGNQNLDAL
TGFVVAPLFTYLVIGTLFIAAGLVALFKIRSNLQKDGTKTDKLERLMVKIGVFSVL
YTVPATCVIACYFYEISNWALFRYSADDSNMAVEMLKIFMSLLVGITSGMWIWS
AKTLHTWQKCSNRLVNSGKVKREKRGNGWVKPGKGNETVV

>FP_FZ4_PROTEIN_1
AMCQNLGYNVTKMPNLVGHELQTDAELQLTTFTPLIQYGCSSQLQFFLCSVYVP
MCTEKINIPIGPCGGMCLSVKRRCEPVLREFGFAWPDTLNCSKFPPQNDHNHMC
MEGPGDEEVPLPHKTPIQPGEECHSVGSNSDQYIWVKRSLNCVLKCGYDAGLYS



RSAKEFTDIWMAVWASLCFISTTFTVLTFLIDSSRFSYPERPIIFLSMCYNIYSIAYI
VRLTVGRERISCDFEEAAEPVLIQEGLKNTGCAIIFLLMYFFGMASSIWWVILTLT
WFLAAGLKWGHEAIEMHSSYFHIAAWAIPAVKTIVILIMRLVDADELTGLCYVG
NQNLDALTGFVVAPLFTYLVIGTLFIAAGLVALFKIRSNLQKDGTKTDKLERLMV
KIGVFSVLYTVPATCVIACYFYEISNWALFRYSADDSNMAVEMLKIFMSLLVGIT
SGMWIWSAKTLHTWQKCSNRLVNSGKVKREKRGNGWVKPGKGNETVV

>FP_FZ4_PROTEIN_2
VYVPMCTEKINIPIGPCGGMCLSVKRRCEPVLREFGFAWPDTLNCSKFPPQNDHN
HMCMEGPGDEEVPLPHKTPIQPGEECHSVGSNSDQYIWVKRSLNCVLKCGYDAG
LYSRSAKEFTDIWMAVWASLCFISTTFTVLTFLIDSSRFSYPERPIIFLSMCYNIYSI
AYIVRLTVGRERISCDFEEAAEPVLIQEGLKNTGCAIIFLLMYFFGMASSIWWVIL
TLTWFLAAGLKWGHEAIEMHSSYFHIAAWAIPAVKTIVILIMRLVDADELTGLCY
VGNQNLDALTGFVVAPLFTYLVIGTLFIAAGLVALFKIRSNLQKDGTKTDKLERL
MVKIGVFSVLYTVPATCVIACYFYEISNWALFRYSADDSNMAVEMLKIFMSLLV
GITSGMWIWSAKTLHTWQKCSNRLVNSGKVKREKRGNGWVKPGKGNETVV

>FP_FZ4_PROTEIN_3
QNDHNHMCMEGPGDEEVPLPHKTPIQPGEECHSVGSNSDQYIWVKRSLNCVLKC
GYDAGLYSRSAKEFTDIWMAVWASLCFISTTFTVLTFLIDSSRFSYPERPIIFLSMC
YNIYSIAYIVRLTVGRERISCDFEEAAEPVLIQEGLKNTGCAIIFLLMYFFGMASSI
WWVILTLTWFLAAGLKWGHEAIEMHSSYFHIAAWAIPAVKTIVILIMRLVDADE
LTGLCYVGNQNLDALTGFVVAPLFTYLVIGTLFIAAGLVALFKIRSNLQKDGTKT
DKLERLMVKIGVFSVLYTVPATCVIACYFYEISNWALFRYSADDSNMAVEMLKI
FMSLLVGITSGMWIWSAKTLHTWQKCSNRLVNSGKVKREKRGNGWVKPGKGN
ETVV

>FP_FZ4_PROTEIN_4
VLKCGYDAGLYSRSAKEFTDIWMAVWASLCFISTTFTVLTFLIDSSRFSYPERPIIF
LSMCYNIYSIAYIVRLTVGRERISCDFEEAAEPVLIQEGLKNTGCAIIFLLMYFFGM
ASSIWWVILTLTWFLAAGLKWGHEAIEMHSSYFHIAAWAIPAVKTIVILIMRLVD
ADELTGLCYVGNQNLDALTGFVVAPLFTYLVIGTLFIAAGLVALFKIRSNLQKDG
TKTDKLERLMVKIGVFSVLYTVPATCVIACYFYEISNWALFRYSADDSNMAVEM
LKIFMSLLVGITSGMWIWSAKTLHTWQKCSNRLVNSGKVKREKRGNGWVKPGK
GNETVV

>FP_FZ4_PROTEIN_5
PERPIIFLSMCYNIYSIAYIVRLTVGRERISCDFEEAAEPVLIQEGLKNTGCAIIFLLM
YFFGMASSIWWVILTLTWFLAAGLKWGHEAIEMHSSYFHIAAWAIPAVKTIV ILI
MRLVDADELTGLCYVGNQNLDALTGFVVAPLFTYLVIGTLFIAAGLVALFKIRSN
LQKDGTKTDKLERLMVKIGVFSVLYTVPATCVIACYFYEISNWALFRYSADDSN
MAVEMLKIFMSLLVGITSGMWIWSAKTLHTWQKCSNRLVNSGKVKREKRGNG
WVKPGKGNETVV

>FP_FZ4_PROTEIN_6



GCAIIFLLMYFFGMASSIWWVILTLTWFLAAGLKWGHEAIEMHSSYFHIAAWAIP
AVKTIVILIMRLVDADELTGLCYVGNQNLDALTGFVVAPLFTYLVIGTLFIAAGL
VALFKIRSNLQKDGTKTDKLERLMVKIGVFSVLYTVPATCVIACYFYEISNWALF
RYSADDSNMAVEMLKIFMSLLVGITSGMWIWSAKTLHTWQKCSNRLVNSGKVK
REKRGNGWVKPGKGNETVV

>FP_FZ4_PROTEIN_7
AWAIPAVKTIVILIMRLVDADELTGLCYVGNQNLDALTGFVVAPLFTYLVIGTLFI
AAGLVALFKIRSNLQKDGTKTDKLERLMVKIGVFSVLYTVPATCVIACYFYEISN
WALFRYSADDSNMAVEMLKIFMSLLVGITSGMWIWSAKTLHTWQKCSNRLVNS
GKVKREKRGNGWVKPGKGNETVV

>FP_FZ4_PROTEIN_8
IGTLFIAAGLVALFKIRSNLQKDGTKTDKLERLMVKIGVFSVLYTVPATCVIACYF
YEISNWALFRYSADDSNMAVEMLKIFMSLLVGITSGMWIWSAKTLHTWQKCSN
RLVNSGKVKREKRGNGWVKPGKGNETVV

>FP_FZ_8_PROTEIN_0
MEWGYLLEVTSLLAALAVLQRSSGAAAASAKELACQEITVPLCKGIGYNYTYMP
NQFNHDTQDEAGLEVHQFWPLVEIQCSPDLKFFLCSMYTPICLEDYKKPLPPCRS
VCERAKAGCAPLMRQYGFAWPDRMRCDRLPEQGNPDTLCMDYNRTDLTTAAP
SPPRRLPPPPPPGEQPPSGSGHSRPPGARPPHRGGSSRGSGDAAAAPPSRGGKARP
PGGGAAPCEPGCQCRAPMVSVSSERHPLYNRVKTGQIANCALPCHNPFFSQDER
AFTVFWIGLWSVLCFVSTFATVSTFLIDMERFKYPERPIIFLSACYLFVSVGYLVR
LVAGHEKVACSGGAPGAGGRGGAGGAAAAGAGAAGRGASSPGARGEYEELGA
VEQHVRYETTGPALCTVVFLLVYFFGMASSIWWVILSLTWFLAAGMKWGNEAI
AGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVAGICYVGNQSLDNLRGFVLAP
LVIYLFIGTMFLLAGFVSLFRIRSVIKQQGGPTKTHKLEKLMIRLGLFTVLYTVPA
AVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQARRPDYAVFMLKYFMCLVV
GITSGVWVWSGKTLESWRALCTRCCWASKGAAVGAGAGGSGPGGSGPGPGGG
GGHGGGGGSLYSDVSTGLTWRSGTASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_1
TYMPNQFNHDTQDEAGLEVHQFWPLVEIQCSPDLKFFLCSMYTPICLEDYKKPLP
PCRSVCERAKAGCAPLMRQYGFAWPDRMRCDRLPEQGNPDTLCMDYNRTDLT
TAAPSPPRRLPPPPPPGEQPPSGSGHSRPPGARPPHRGGSSRGSGDAAAAPPSRGG
KARPPGGGAAPCEPGCQCRAPMVSVSSERHPLYNRVKTGQIANCALPCHNPFFS
QDERAFTVFWIGLWSVLCFVSTFATVSTFLIDMERFKYPERPIIFLSACYLFVSVG
YLVRLVAGHEKVACSGGAPGAGGRGGAGGAAAAGAGAAGRGASSPGARGEYE
ELGAVEQHVRYETTGPALCTVVFLLVYFFGMASSIWWVILSLTWFLAAGMKWG
NEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVAGICYVGNQSLDNLRGF
VLAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQGGPTKTHKLEKLMIRLGLFTVLYT
VPAAVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQARRPDYAVFMLKYFMC
LVVGITSGVWVWSGKTLESWRALCTRCCWASKGAAVGAGAGGSGPGGSGPGP
GGGGGHGGGGGSLYSDVSTGLTWRSGTASSVSYPKQMPLSQV



>FP_FZ_8_PROTEIN_2
KKPLPPCRSVCERAKAGCAPLMRQYGFAWPDRMRCDRLPEQGNPDTLCMDYN
RTDLTTAAPSPPRRLPPPPPPGEQPPSGSGHSRPPGARPPHRGGSSRGSGDAAAAP
PSRGGKARPPGGGAAPCEPGCQCRAPMVSVSSERHPLYNRVKTGQIANCALPCH
NPFFSQDERAFTVFWIGLWSVLCFVSTFATVSTFLIDMERFKYPERPIIFLSACYLF
VSVGYLVRLVAGHEKVACSGGAPGAGGRGGAGGAAAAGAGAAGRGASSPGAR
GEYEELGAVEQHVRYETTGPALCTVVFLLVYFFGMASSIWWVILSLTWFLAAGM
KWGNEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVAGICYVGNQSLDNL
RGFVLAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQGGPTKTHKLEKLMIRLGLFTV
LYTVPAAVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQARRPDYAVFMLKYF
MCLVVGITSGVWVWSGKTLESWRALCTRCCWASKGAAVGAGAGGSGPGGSGP
GPGGGGGHGGGGGSLYSDVSTGLTWRSGTASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_3
YNRTDLTTAAPSPPRRLPPPPPPGEQPPSGSGHSRPPGARPPHRGGSSRGSGDAAA
APPSRGGKARPPGGGAAPCEPGCQCRAPMVSVSSERHPLYNRVKTGQIANCALP
CHNPFFSQDERAFTVFWIGLWSVLCFVSTFATVSTFLIDMERFKYPERPIIFLSACY
LFVSVGYLVRLVAGHEKVACSGGAPGAGGRGGAGGAAAAGAGAAGRGASSPG
ARGEYEELGAVEQHVRYETTGPALCTVVFLLVYFFGMASSIWWVILSLTWFLAA
GMKWGNEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVAGICYVGNQSL
DNLRGFVLAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQGGPTKTHKLEKLMIRLG
LFTVLYTVPAAVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQARRPDYAVFM
LKYFMCLVVGITSGVWVWSGKTLESWRALCTRCCWASKGAAVGAGAGGSGPG
GSGPGPGGGGGHGGGGGSLYSDVSTGLTWRSGTASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_4
SGDAAAAPPSRGGKARPPGGGAAPCEPGCQCRAPMVSVSSERHPLYNRVKTGQI
ANCALPCHNPFFSQDERAFTVFWIGLWSVLCFVSTFATVSTFLIDMERFKYPERPI
IFLSACYLFVSVGYLVRLVAGHEKVACSGGAPGAGGRGGAGGAAAAGAGAAG
RGASSPGARGEYEELGAVEQHVRYETTGPALCTVVFLLVYFFGMASSIWWVILS
LTWFLAAGMKWGNEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVAGIC
YVGNQSLDNLRGFVLAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQGGPTKTHKLE
KLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQARRP
DYAVFMLKYFMCLVVGITSGVWVWSGKTLESWRALCTRCCWASKGAAVGAG
AGGSGPGGSGPGPGGGGGHGGGGGSLYSDVSTGLTWRSGTASSVSYPKQMPLS
QV

>FP_FZ_8_PROTEIN_5
TGQIANCALPCHNPFFSQDERAFTVFWIGLWSVLCFVSTFATVSTFLIDMERFKYP
ERPIIFLSACYLFVSVGYLVRLVAGHEKVACSGGAPGAGGRGGAGGAAAAGAG
AAGRGASSPGARGEYEELGAVEQHVRYETTGPALCTVVFLLVYFFGMASSIWW
VILSLTWFLAAGMKWGNEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVA
GICYVGNQSLDNLRGFVLAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQGGPTKTH
KLEKLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQ
ARRPDYAVFMLKYFMCLVVGITSGVWVWSGKTLESWRALCTRCCWASKGAAV



GAGAGGSGPGGSGPGPGGGGGHGGGGGSLYSDVSTGLTWRSGTASSVSYPKQM
PLSQV

>FP_FZ_8_PROTEIN_6
ERFKYPERPIIFLSACYLFVSVGYLVRLVAGHEKVACSGGAPGAGGRGGAGGAA
AAGAGAAGRGASSPGARGEYEELGAVEQHVRYETTGPALCTVVFLLVYFFGMA
SSIWWVILSLTWFLAAGMKWGNEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVD
GDPVAGICYVGNQSLDNLRGFVLAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQGG
PTKTHKLEKLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWEATHNCPCLRDL
QPDQARRPDYAVFMLKYFMCLVVGITSGVWVWSGKTLESWRALCTRCCWASK
GAAVGAGAGGSGPGGSGPGPGGGGGHGGGGGSLYSDVSTGLTWRSGTASSVSY
PKQMPLSQV

>FP_FZ_8_PROTEIN_7
GGAAAAGAGAAGRGASSPGARGEYEELGAVEQHVRYETTGPALCTVVFLLVYF
FGMASSIWWVILSLTWFLAAGMKWGNEAIAGYSQYFHLAAWLVPSVKSIAVLA
LSSVDGDPVAGICYVGNQSLDNLRGFVLAPLVIYLFIGTMFLLAGFVSLFRIRSVI
KQQGGPTKTHKLEKLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWEATHNC
PCLRDLQPDQARRPDYAVFMLKYFMCLVVGITSGVWVWSGKTLESWRALCTRC
CWASKGAAVGAGAGGSGPGGSGPGPGGGGGHGGGGGSLYSDVSTGLTWRSGT
ASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_8
VYFFGMASSIWWVILSLTWFLAAGMKWGNEAIAGYSQYFHLAAWLVPSVKSIA
VLALSSVDGDPVAGICYVGNQSLDNLRGFVLAPLVIYLFIGTMFLLAGFVSLFRIR
SVIKQQGGPTKTHKLEKLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWEATH
NCPCLRDLQPDQARRPDYAVFMLKYFMCLVVGITSGVWVWSGKTLESWRALCT
RCCWASKGAAVGAGAGGSGPGGSGPGPGGGGGHGGGGGSLYSDVSTGLTWRS
GTASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_9
SIAVLALSSVDGDPVAGICYVGNQSLDNLRGFVLAPLVIYLFIGTMFLLAGFVSLF
RIRSVIKQQGGPTKTHKLEKLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWE
ATHNCPCLRDLQPDQARRPDYAVFMLKYFMCLVVGITSGVWVWSGKTLESWR
ALCTRCCWASKGAAVGAGAGGSGPGGSGPGPGGGGGHGGGGGSLYSDVSTGL
TWRSGTASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_10
GFVSLFRIRSVIKQQGGPTKTHKLEKLMIRLGLFTVLYTVPAAVVVACLFYEQHN
RPRWEATHNCPCLRDLQPDQARRPDYAVFMLKYFMCLVVGITSGVWVWSGKT
LESWRALCTRCCWASKGAAVGAGAGGSGPGGSGPGPGGGGGHGGGGGSLYSD
VSTGLTWRSGTASSVSYPKQMPLSQV

>FP_FZ_8_PROTEIN_11



YEQHNRPRWEATHNCPCLRDLQPDQARRPDYAVFMLKYFMCLVVGITSGVWV
WSGKTLESWRALCTRCCWASKGAAVGAGAGGSGPGGSGPGPGGGGGHGGGG
GSLYSDVSTGLTWRSGTASSVSYPKQMPLSQV


