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Fig. 1sup

IFN-λ2      1 ~~~~~~MTGDCTPVLV.LMAAVLTVTGAVPVARLHGALP..DARGCHI.AQFKSLSPQELQAFKRAKDALEESLLLKDCRCHSRLF..PRTW.DL..RQL.Q.VRERPMA
IFN-λ3      1 ~~~~~~MTGDCMPVLV.LMAAVLTVTGAVPVARLRGALP..DARGCHI.AQFKSLSPQELQAFKRAKDALEESLLLKDCKCRSRLF..PRTW.DL..RQL.Q.VRERPVA
IFN-λ1      1 ~~~~~~MAAAWTVVLVTLVLG.LAVAGPVPTSK.....PTTTGKGCHI.GRFKSLSPQELASFKKARDALEESLKLKNTSCSSPVF..PGNW.DL..RLL.Q.VRERPVA
IFN-ω       1 ~~~~~~MALLF.PLLAA.L..VMTSYS..PVGSLGCDL...PQN..HGLLSRNTL..VLLHQMRRISPFL..CL..KD.R.RD..FRFPQE..MVKGSQL.Q..KAHVMS
IFN-α       1 ~~~~~~MALTF.ALLVALL..VLSCKS..SC.SVGCDL...PQT..HSLGSRRTL..MLLAQMRKISLFS..CL..KD.R.HD..FGFPQE..EF.GNQF.Q..KAETIP
IFN-β       1 ~~~~~~MTNKC..LL.QIA..LLLCFS.TTALSMSYNLLGFLQR..SSNFQCQ....KLL..WQ.LNGRLEYCL..KD.R.MN..FDIPEEIKQL..QQF.Q..K.EDAA
IFN-ε       1 ~~~~~~MIIKH..FFGTVL..VLLA.S.TTIFSLDLKLIIFQQR..QVN.Q.ESL..KLLNKLQTLS..IQQCL..PH.R.KN..FLLPQ..KSLSPQQY.Q..KGHTLA
IFN-κ       1 MSTKPDMIQKC..LWLEILMGIFIA.G.T..LSLDCNLLNVHLR..RVTWQ..NL..RHLSSMS..NSFPVECL.....R.ENIAFELPQEF..L...QYTQPMK.RDIK
consens.    1       M   c  llv ll avlt     pv sl   l    qr  hi aq ksl   lL   kri   leecL  kd r h   F  Pqew dl   ql Q vk r ma
 
IFN-λ2     94 LEA.ELALTLKV..LEATADTDPALVD...VLDQPLHT.LHHILSQFRAC..IQ........PQPTAG.....PRARGRLHHWL....Y..R.....LQEAPKKESPGC.
IFN-λ3     94 LEA.ELALTLKV..LEASADTDPALGD...VLDQPLHT.LHHILSQLRAC..IQ........PQPTAG.....PRTRGRLHHWL....Y..R.....LQEAPKKESPGC.
IFN-λ1     91 LEA.ELALTLKV..LEAAA..GPALED...VLDQPLHT.LHHILSQLQAC..IQ........PQPTAG.....PRPRGRLHHWL....H..R.....LQEAPKKESAGC.
IFN-ω      79 V.LHEM.LQ.QIFSLFHTERSSAAW..NMTLLDQ.LHTGLHQQLQHLETCL.LQV..VGEG..E.SAGAIS.SPA........LTLRRYFQGIR.VYLKE..KKYSD.CA
IFN-α      78 V.LHEM.IQ.QIFNLFSTKDSSAAW..DETLLDK.FYTELYQQLNDLEACV.IQG..VGVT..E.TP.LMK.EDS....I...LAVRKYFQRIT.LYLKE..KKYSP.CA
IFN-β      78 LTIYEM.LQ.NIFAIFRQDSSSTGW..NETIVEN.LLANVYHQINHLKTV..LE.EKLEKE..DFTRGKLM.S.S....L.H.L..KRYYGRILH.YLKA..KEYSH.CA
IFN-ε      80 I.LHEM.LQ.QIFSLFRANISLDGWEENHT..EK.FLIQLHQQLEYLEALMGLEAEKLS........GTLG.SDN....L.R.LQVKMYFRRI.HDYLEN..QDYST.CA
IFN-κ      85 KAFYEMSLQ..AFNIFSQH.TFKYWKERH..LKQ.IQIGLDQQAEYLNQCLE.EDENENEDMKEMKENEMKPSEARVPQLSS.LELRRYFHRIDN.FLKE..KKYSD.CA
consens.  111 l l Em lq qif lf t  s  aw d  tvldq lht lh ql  l acl iq   v     e tag i  sp     l h L lrryf ri   yLke  kkyS  Ca
 
IFN-λ2    170 ...LEASVTFNLFRL...LTRDLNCVASGDLCV* 
IFN-λ3    170 ...LEASVTFNLFRL...LTRDLNCVASGDLCV* 
IFN-λ1    165 ...LEASVTFNLFRL...LTRDLKYVADGDLCLRTSTHPEST* 
IFN-ω     164 WEVVRMEIMKSLF.LSTNMQERL.RSKD...RDLGSS* 
IFN-α     163 WEVVRAEIMRS.FSLSTNLQESL.RSKE* 
IFN-β     164 WTIVRVEILRNFYFI.....NRL..T..GYLR..N* 
IFN-ε     165 WAIVQVEISRCLFFV.FSLTEKL..SKQG..RPLNDMKQELTTEFRSPR* 
IFN-κ     183 WEIVRVEIRRCLYYF.YKFT.ALFRRK* 
consens.  221 w vvraeitrnlf l   lt  L  sk g l                    

 

C

D

B18         1 MTMKMMVHIYFVSLLLLLFHSYAIDIENEITEFFNKMRDTLPAKDSKWLNPACMFGGTMNDIAALGEPFSAKCPPIEDSLLSHRY...KDYVVKWERLEKNRRRQVSNKR
D9          1 MTMKMMVHIYFVSLLLLLFHSYAIDIENEITDFFNKMKDTLPAKDSKWLNPTCIFGGTMNNMAAIGEPFSAKCPPIEDSLLSRRYIN.KDNVVNWEKIGKTRRP..LNRR
Y136        1 ..MKITYIILLICKEIICYNS.GDDMYDYIANGNIDYLKTIDNDIINLVNKNCSFREIKTTLAKENEVLMLKCPQLDNYILPWKYMNRSEYTVTWKNISNSTEYN..NTR
consens.    1 mtMKmmvhIyfvslllllfhSyaiDieneIteffnkmrdTlpakdskwlNp CmFggtmn iAalgEpfsaKCPpiedslLshrYin kdyvV Weri ktrr q  NkR
 
B18       108 VKHGDLWIANYTSKFSNRRYLCTVTTKNGDCVQGIVRSHIRKPPSCIPKTYELGTHDKYGIDLYCGILYAKHYNNITWYKDNKEINIDDIKYSQTG.KELIIHNPELEDS
D9        108 VKNGDLWIANYTSNDSHRMYLCTVITKNGDCIQGIVRSHVRKPSSCIPEIYELGTHDKYGIDLYCGIIYAKHYNNITWYKDNKEINIDDIKYSQTG.KELIIHNPALEDS
Y136      106 IENNMLMFFPFYNLQAGSKYLCTVST.NKSCDQSVV...IVKNSFYSNNCMLSEAKENDNFEIYCGILHAKHN.TIKWFKEGKEITNNYKYYTKLGGYVKGINNVTYSDS
consens.  111 vkngdLwianyts  s rrYLCTVtTkNgdCvQgiVrshirKpsscip  yelgthdkygidlYCGIlyAKHynnItWyKdnKEIniddikYsqtG keliIhNp leDS
 
B18       217 GRYDCYVHYDDVRIKNDIVVSRCKILTVIPSQDHRFKLILDPKINVTIG.EPANITCTAVSTSLLIDDVLIEWENPSGWLIGFDFDVYSVLTSRGGIT.....EATLYFE
D9        217 GRYDCYVHYDDVRIKNDIVVSRCKILTVIPSQDHRFKLILDSKINVIIG.EPANITCTAVSTSLLFDDVLIEWENPSGWLIGFDFDVYSVLTSRGGIT.....EATLYFK
Y136      211 GKYVCKGYYIDVLKNITYTAKRCVNLTVIPNTYYDFFIVDIPNVTYAKNNKKLEVNCTSFVDINSYDYILTSWLYN.GLYLPLGVRIYQLYSTDIFFENFIYRTSTLVFE
consens.  221 GrYdCyvhYdDVrikndivvsRCkiLTVIPsqdhrFklildpkinv ig epanitCTavstsllfDdvLieWenpsGwligfdfdvYsvltsrggit     eaTLyFe
 
B18       321 NVTEEYIGNTYKCRGHNYYFEKTLTTTVVLE. 
D9        321 NVTEEYIGNTYKCRGHNYYFEKTLTTTVVLE. 
Y136      320 NVDISDDNKTFECEALSVTLKKIKYTTIKVEK 
consens.  331 NVteeyignTykCrghnyyfeKtltTTvvlE  

 


