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P FTVT---VV EALS-SRDT@PSEAFRT o) ENFEHKDK® Sa 1)z M
: MG-AGATGRANDGPR--LLL €VSLGGAKEA®PTEL YWIHS ayl DVVEATEHe Qye Lok M5
: MRRAGAACSADRLRLLLLL EVSFGGAKET[@STIEMYRHS 3AleN DVVEATEFHS e Lok M
Signal peptide CRD 1 CRD 2
: THENER LB VE FfEF FLNQL SEEEINe TR P VEEVQVABNFER B=D QDT SFNZERNIeiRTe DO HEME VK S[@i PV S V@O DFCAPN
: @ vER DI Ve Rle ANde Y Y O DE T T{ejeib:Ne Rie = Ale S[E T VF S@ODKQ erD EANHVIIZeIRIeiae = DT]2ROLR RUAMNFOEE T PGRW
: & vER Dia Ve Rle Spde Y Y QO DEE T{ejleir:Xe S\fe G V[E S[E LV F S[@QODKQ ePE 3 EANHVZeReRye = DTIRRQLR PWANAEEEE I PGRW
CRD 2 CRD 3
: SSEEPSAPETPYFTP IHKFSSEGPSVVSYTEKLLPDNPESVTTTDREGQ
: ITRE---TIRZEGSDST TQEPEAJR— - PEQDLIASTVAGVVITVMGSSQIRVV
: ITRE-—- EGSDVT TQEPEAj§——PERDLIASTVADTVITVMGSSQIgVV

RPV. )3 PEGEKLHSDSGISVDSQS
RPV.

ACEANPS S PEGEKLHSDSGISVDSQS

SPEGEKLHSDSGISVDSQS

RGPPHRV--—- VR IEGSA
3@ PHTOMIA SGCALR GLYS
S THTQMASGCALIIGNENT Y SEIfg L T KINAUN SN
death domain

SER TACBIIVK g : 431 Identity Similarity
LVESLCSES] : 427 45% 61%
IVESLCSE : 427 45% 61%

S

Exdat)

KOXERIS T SHF A S[OIBRYAN T C
THRAQZV. AS|FATOIBIIATIIS AT
THRAQZV. AS|ICACIII TS AT

death domain

MTFLQVTI IVIAR —E G ACWQP I IaE GEiVLSGSATGCPERCECSAQIXRE] RKLIT PESS TRLLDIE INT,

———MQVSKRNIIGGV ™M ACWQPT GEVLSGSATGCPIFRCECSA R NKREVA P82 TRIL.LD I

S e I TINGGM ™M ACWQPT GSVLSGSATGCPIFRCECSAQIBR KRFEFVA PS> TRI.LD I
RR

o R
d

Signal peptide LRR N-cap L
: BaIfPEERPLN NEN I S\SIE PGAFENIIRE LRTLGLR @ .GVFTGLSNLTIRILDISENKIVILLDYMFQ
: INTIINQ ASFly 9 Ja L. NEN IN SESWEPGA 13N .RTLGLRE S LGVFTGLSNLTINLDISENKIVILLDYMFQ
: BRTINGQ ASFlig 212 L.NENINSESEPGA 3N .RTLGLRE S L.GVFTGLSNLTIRLDISENKIVILLDYMFQ)
LRR

I LEVGDNDL ISHRA ESLEQL NCNLTS) A L » NRLYRLKES A P ESL
S LEVGDNDL ISHRAFE SLEQL NCNLT S A | " & g SRLYRL S = DTM
ELEVGDNDL ISHRAFE SLEQL NCNLT Sh A 1 I D) NRLYRLK]} S P DTM
LRR
AKS| X CNLTAVP AR HT.VY LR EV € NKMis! O AF G VS I S| s LN
PN S ICNLTAVP ANWBSHTL.VY LR STIpNEe SMIZE O T G AV
PN S ICNLTAVP AWBSHLVY LR GTI| SMI$SIE] eET AV GLNYLRVL
LRR
V SENE LS AFHSVGNLET IS NPLACDCRLLWVFRRRWRLNFNRQQ e | QGKEFKDFPDVIZPNY FTClejes] R
4 FHSVGNLETISIIISNNPL DCRLLWVFRR RLNFEFNRQQ QGKEFKDFPDV PNY FTCi3339:%
[V S| AFHSVGNLETISITISENPLACDCRLLWVFRRRWRLNENRQQ & QGKEFKDFPDV PNY F T Ci3339:%
RR

L LRR C-cap

5 HiFA T H RGINE @ ADGDP) QFIT 1 EVEWDGTLEVRYAQMODNGT AWNZAGGN Dgal i
DI K AlSleY FVDE JFADGDPjE P SHLVS j3= DGTLEVRYAQODNGT Yl ChiAkINA GG N DEI i
Alelel FVDE A DGD P P HLVS jP= DGTLEVRYAQMODNGT Y CIAIINA GGN DI i

Ig domain

PNWPHQPNKTFAF I 2 SDN S Al PFPFDNKTLIIATTMGFISFLGVVLFCLVLLFLWSRGKG SNTETEYV
PIBWPHQPNKTFAF IS SGEG S| AR PFPFDEMKTLI TATTMGFISFLGVVLECLVLLFLWSRGKG INTETIEYVH
PIBWPHQPNKTFAF IS SGEG S AR PFPFDMMKTLIIATTMGFISFLGVVLFCLVLLFLWSRGKG PBNIEIEYVH

transmembrane domain
BSVBGENEPNEGSHRT S| : 622 Identity  Similarity
IR SIBAGIESADAPRINE 620 72% 86%
3N SIBAGIESADAPRINF : 614 71% 85%

IPOAQILSRFPLQRILIL C FAVMAERR YKip K Fle
IALKVLLEQEKTFFTLLV G SCKVT S R FRIBR Sl&
IALKVLPLHRTVLFAAIL L ACKVS B FKBR S[e

d INAGOELSKECGFGYGEDAQC A S| BRS g
GNELSKECGFGYGEDAQC INT, BING
4 E=GUELSKECGFGYGEDAQC i=d BIWG d

Signal peptide CRD 1 CRD 2
B < > Chd DCER A e K WA CGDCLPGFYRKTKIJEGFQDMECMPCGDPPPPYE] MG PL SSPRDUALAAVICSA
Bl < P Ny o K B ABICGDCLPGFYRKTKINMGFQDMEC)Y PCGDPPPPYEJZHCENS KI SSPRDWALAAVICSA
: pegenplenT, eR E¥s 2N/ CGDCLPGFYRKTKINMGFQDMEC)YPCGDPPPPYE}ZHChdS KIS SSPRDWALAAVICSA
CRD 2 CRD 3

ATVLLALJILCVIYCKROM = — NAHEGPF BIFR-RVLELS HCTHGEEQTCE V'S DVWEQNRRRD
ATVLLAILMILCVIYCKROM s ASQDIQY CFIPRPQLHEYA QCRRDEVQT L EACEPNPATL
ATVLLAIJTILCVIYCKROM S FSQDIQY S FIBEQPRLRHCA SO YHRDEAPMY[E I EARESARAVL
transmembrane domain

APAF. HCRISDN—————| E€ERLTNES QT DM
GCGV AASLQARNAGPAEEMVPTFE LTQST]

GCGL PTTLQERNPASV[EDTMPAF VSRSI@AEFSD.

AP—-DEV|#VE —————————— ——— — — — — SRRTT QTNQRCSSCEEDEEEVQIS
EFSD. PMGGDNISFCDSYPELTGEDI NPELESSTSLDSNSSQDLV

NPLGGD-SSLCDSYPELTGEDT NPENESAASLDSSGGQDLA

D————— QRTAEEPEDASHKP——————— LIOQTTDTEG—————————————————————————— : 356 Identity  Similarity
GGAVPVQSHSENFTAATDLSRYNNT--LVESASTQDALTMRSQLDQESGAVIHPATQTSLQEA : 417 43% 56%
G-—TAALESSGNVSESTDSPRHGDTGTVWEQTLAQDAQRTPSQGGWEDRENLNLAMPTAFQDA : 416 42% 56%

Figure S1
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