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SMED30019027   
    

-----KSYMEINDVQSE-FKCCGFHRGLG----DY-------------------------------------KVLPISCCLKDGKESADPRHLGCLE---------------------SI
SMED30010264    

    
LKILKDHLSNLIAIGSAVYKCCGIASYR-----EMIRIYN-------------------------------QTITPKQCCKPNVSDKDCQRKLP------------------------KF

SMED30030167    
 
----SPSSQYMEVIEKH-LQCCGNLGPK-----DYNNRDLFD-----------------------------SNTVPFSCCDYYHKNRTTVKNLCKFFEVNYKRIPI------------EL

SMED30025558    
 
----VSLRKEIDYIQST-LQCCGVQNYT-----DWEMY---------------------------------NNSIPDSCCRNMKCKPVLSSTQTTISPDA------------------YE

SMED30022850     
 
PTIYISKSDRILFEMQR-FNCCGWTSYK-----NFTDYAVG------------------------------QYVSPF-CCKNYSSYPIDWEFPNKLRIPLIESRRVTYPNNSCD----IT

SMED30026243    
 
LNQELSLSDRMLFEMQR-FNCCGWTSYK-----EFMKNIPI------------------------------KFISPF-CCKNYSSFPINWKSPKKLISPFIDSSNITYPITSCN----LK

SMED30014238   
 
LNDIGEITQIIDKFQMA-FQCCGFNSYT-----DLIDPLA-------------------------------WENFQKRKITITIHFCLENLI--------------------------QL

SMED30024436
 
----SFNSHHLDRLQNT-LSCCGYESAA-----DYHQSNNLFL----------------------------KDNVPLSCCFDNSKSIIKCNPNVTKINI-------------------DN

SMED30015537
 
----TDITTLIDNVQRS-LNCCGWSNES-----DWSHSP---------WLISQNTNTLI------------TYYTPQSCCNCTVCYQQICQSNK------------------------SY

SMED30022119
 
----GVYRSVINGYQIR-FKCCGITQAAAD---DWQLINEF-------ICDDQNYSPL-------------ACTLPYSCCRNSTVTNFSCKYGM------------------------ST

SMED30003430
 
------RSQDLDIIQQT-LFCCGSQSYS-----DWNHTT---------YYSN-------------------HTEYPESCYSQ------------------------------------GM

SMED30035042
 
----NITTGYIDYLQQE-IKCCGVDNIT-----DWKRKFPSGY----------------------------IEYYPDSCCKSEFLFLDCGKNI-------------------------SL

SMED30016370
 
----VNITSKFDLLQNL-FLCCGLKGKS-----DYKNMTS-------------------------------NLTLPQSCCPFTQQTCNYTLD--------------------------DD

SMED30024621 
 
----VVPTSQLHNLQLL-LRCCGKTNWT-----NYSGLTK-------------------------------SKVLPNSCCYDHTRPCYGDVNKYNKT---------------------NF

SMED30010631 
 
----SEVTTAIDQMQQQ-LSCCGASGNGYTGK-SWSLYKSST------WILGQNYG---------------PPYVPLSCCALQSNQVINAAFCQGTTQIGSPPAPPIANSSTVN----NY

SMED30031065 
 
----TQIIEATDYLQIK-YKCCGSEYYT-----DWIESG---------FENQQNLT-----------NPKVRNRVPESCCRSRVQGCGQITHP-------------------------SN

SMED30030260  
 
----QDYRNSIDSFQTS-LKCCGFNNTI-----IFNST------------------------------------IASSCCMRSRSCSI------------------------------SN

SMED30025008   
 
-------SEYYEIIQKF-LRCCGAKSPK-----DFDIGNEYFK----------------------------LGTVPISCCNFQENPIICSQMKNLKNLGKGSLAINI-----------KY

SMED30006289   
    

----GVGTDFINFLQVT-FKCCGVSGPQ-----DWIKR---------------------------------SPGLPFSCCYSNFGKCKQL----------------------------KT
SMED30000360    

 
------EITFIHKIQFY-SGCCGIDGPR-----DY------------------------------------GTKVPSSCLNK--------------------------------------

SMED30018996   
 
----VDLRDLIDWVQEIWLLCCGIDGPN-----DWDKNIYF-------NCSSPSAE---------------KCAVPPSCCKSTPKNNIRNLLCGRMIRDSSMSKIIN-----------EK

SMED30011903   
 
-------TAVMDSVQNK-FGCCGINGYQ-----DYNGT------------------------------------LPSSCCPSTNACTA------------------------------GL

SMED30025512   
    

----YSIIRPIDIVQNM-YQCCGKINYN-----DYKVL---------------------------------ESDLPTSCCRAMNSCQHSIEFI-------------------------HK
SMED30013636    

 
----GNFIRPMDILQSM-FYCCGNVGYD-----DYWVI---------------------------------IKELPKSCCRSMNNCDNKFNEFN------------------------AK

   TSPAN-1

 

----TKHIRYMDLIQYS-LSCCGRISYR-----EYSLN---------------------------------IKDLPKSCCRTFDACNNAVLNAT------------------------VY

SMED30030455    ------ESFLVNFLNIF-MNCCGATGYQ-----DFNSSINFNRTFSGNFTYGSKSQTYNV-----------YLYYPISCCKFKDFQFVNM--------------N---GCLQNQT---DN
SMED30034552  ----NVESLIINVIQTQ-AHCCGLYNYS-----DFDRAEK--------WVGRKL-----------------GFKFPLSCCESREMRYVNL--------------A---ECKDTWT---SP
SMED30014724   ------QSMLINVIQIT-ANCCGVYNYT-----DYNNATNF-------YRQATASDNKNY-----------PIIFPLSCCDYKQDFTIDM--------------ASRDSCIKTQT---SS
SMED30024121  ----KLITDAWNLTQNR-LRCCGVDDAT------WSIYVNS-------YWDNITNIDLNNMNLKISRDNPYYRFAPISCCWTLVDTQTGWPSPVYKDLYICQNFQFGPPNFANGA-QNDA
SMED30033611  SSSGLDPTGIIDVIQAK-FKCCGADNST-----DFISNP------------TSNKN---------------YGVIPYSCCILNDPSFQVTYSNCTANPSTT-----------------NS
SMED30014888  ----KVNTLFFDRIQDD-LKCCGVTSVH-----DYEMI---------------------------------QKPIPESCCPNKISCNN------------------------------NT
SMED30024093  ----KD---FFDKIQQK-YKCCGLNNAN-----DYIFN---------------------------------NAEIPKSCCGNIKNCTE------------------------------LE
SMED30024698  ----QAWTEFWNLLQNK-FSCCGVEDNSSTSLLQFQKTK---------WYKN--NQ---------------QIKLPESCCAKSLGLPINL-----------------ELCQKGYA---NS
SMED30022014  ----DDTEHWMNGVQRN-MKCCGYKGSS-----DYTK-------------------------------------VPGSCCSTSKC---------------------------------ED
SMED30017944  ----KQEEIFLNSVQKM-LKCCGVDSVN-----DYIKKDT-------------------------------PSNIPFSCCDYEIHECKAKVEK-------------------------KN
SMED30004488  ----KDQIKIMDKIQNE-LQCCGVISHL-----DY------------------------------------VEKPPLSCGNDYI----------------------------------TI
SMED30018665  ----QNLKNAIDYIQKT-FRCCGVKTYK-----NWENST---------WYISRNDS---------------FMETPSSCCESDIESELRSCFNE------------------------QK
SMED30024110  ----MDKTEIVNEIQQG-FGCCGVYNDT-----DWKESH---------WYKSINK----------------AQVVPNSCCPSNNKCWLDNK---------------------------EK
SMED30019103  ----KDNDKITDNIQQI-LSCCGIEGPQ-----DWEKSK---------WYIEKMNK---------------SQMFPKSCCRDNAECYDKISG--------------------------AT
SMED30010940  ----TTITVAIDNLQQI-IPCCGATKQL-----DWTQSN---------WYLNKLDK---------------VQTAPKSCCKLPTDYCWLTNN--------------------------GT
SMED30012544  ----NFFTQSFSMLMIQ-LKCCGATGRD-----DFNEFNE--------WKSSN------------------VTGNPIACCQFRPTLKLSL--DSLKNEKNLLDNLVDPNCIANKE--SES
SMED30011329  ----SLFTKIFTSMMFQ-MKCCGITDET-----DFTDTDQN-------WRQKIVDK---------------NQSHPIGCCKLNQTFQYDP--NSKLNLTIVEEFMADPSCATSQK---TQ
SMED30010326  ----TQFTKIFTAIMFD-LQCCGIVDES-----DFNVTNLN-------WAISSGK----------------LQSHPVGCCKLNNNLKYNA--QSNLKYEDIQDKLVTTNCPFETT-VNVE
SMED30029775  ----SDFTKAFSVTMFD-LECCGVKGET-----DFTKTTQK-------WQQSIQGL---------------TQIHPVACCKLKEPFSYDT--DEKLNYSVLANIMEDPSCPVKLI---TK
SMED30018899    ----TIFTKVFTAVMLE-LKCCGIKDQE-----DFNSTKVN-------WRQSIDNK---------------AQVNPIGCCAETEVYVYNT--NDKFVLDKVKPFFKNPDCPTTTNHTQAK
SMED30026207  ----SVFTLVITSIMFE-LKCCGINGES-----DFDVIADK-------WKQNSQSK---------------PQVHPIGCCVLKELSKHIFNKKNLLNI------LSDPQCPYSNN---VK
SMED30028965  ----SMFTKALTAIMFE-MKCCGIRNEN-----DFKITKQN-------WKQTIQGQ---------------NQVHPIGCCQIKQSFSFDS--EKKLNYTILSDILVDPLCPVTKA---TK
SMED30014051   ----SMFTKVFTALMFE-MKCCGVKGEA-----DFNGIGDA-------WKQTINGR---------------KQIHPIGCCKLKNSFHFNS--KEKLNLTVVENTMEDPNCIFEKE---TK

 
AFSQSCSSIAESQIKKIQIEALVVVL 
IYKP-CLRPLAKFIQRYSLLKYNNTI 
AFQTGCLEKFHDVIFPAMI---VISS 
PYIIGCSETVEKLIQHKFV---YIIL 
YVKEGCFKRLYQIWKKHYPVLFYIYL 
NAKEGCSNKLIDIWDKHYPYLFPIYF 
TYFMGCKFKTNAITSNTFLILVIFTW 
AYPQGCRKQLDSIVWYTIF---GIYI 
RFSFSCKAMVTQQFSITFN---ILVG 
MNNQGCAESFLNFLENQFGYS-VMYW 
LCEVGCHDLLYHWSRKIFI---EVIS 
IYTKSCMEVLTMWMSRDVL---VFSL 
AYRQGCWDSVNSETIFKQM---IIEY 
HYAEGCIPTIIESLEAKYH---FIKV 
LNMQGCYTVLSDALTYYSR---AMFG 
IYHQGCVSKFYETLSKNLS---IVQY 
VYSKNCPNVLSSIIQGEIY---VSIV 
AFQTGCLTRLEKIVWPSI----VVVI 
FYKKGCWKVIGRILGHHIYYSAMSAA 
--TQGCFEKLKQYSFQCEI---LLAG 
IYTTGCVYAGQKWIENNII---SVAG 
AAPTGCLSAFVSVSSSSIS---LVIG 
DKKTGCVDPIYQNIFQKPNKWILIGL 
YNKTGCADPIYTRVFERPNLWIVIGF 

DWNTGCMEQIKSGISPTMICLIVLIF

 NKDSGCTERLFNSIKEYLTNVYQVVG
 SLTKGCYSSIKPQLKKYLKYAFLTLG
 KMNMGCYTRLEPDLKKYLGYCFATIG

LYYRGCANAMKSYLKLYGD---GIGG
NMATGCYDKLWVILNSYST---YAAY
AYNNGCSNSMKSAIGRHLL---SIAV
AFKKGCEKPTEAFVSYVLT---TMAL
IHKKGCLSTIIDMLKENYL---IILC
SYTRGCESAWTELIQNNWV---IFAS
AFTKGCKDKYKEFSQHKLG---VISM
STKKGCHESIKEFLKVNIN---KIIG
YYKMGCSDRLRNYLKYKMP---IIVG
VMKIGCLKKLMQYLNKIFL---IVIF
AFSEGCVSRLREYLQRIFP---IFIG
MFPDGCIPKMEDYAKKFFP---VIIG
VNKIGCVTHLWEVLSKKTK---LVLG
LNTEGCLRVVLNLVKSNLV---AVIC
LNKDGCINALIKLLKRNLG---IVIG
LNSIGCFQTTIDIIKSNLS---LVIG
LNPTGCSQSLIDLINKNLG---IVIG
VNTEGCFQSVIDKIEKHLK---IVIG
LNYEGCISVLIEKIRNNLT---IVIS
LNQKGCVVSLIDKIKSHLK---IVIG

104 196
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1 244

CCG P C GCTSPAN-1

Antigen sequence
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unc(RNAi) tspan1(RNAi)

50kDa

25kDa

C




