SSF-H1 ST ESGESEKPSV GGAQKNPTCS VSLSFLNEKL GS

SSF-H2 FY-LSPVVGG GDVPKKLTFS SFLGLSKGVG GS

HoSF-H -

HoSF-L - s

SSF-H1
SSF-H2
HoSF-H
HoSF-L ——

K SELAVPTAPQ VSLARQNYAD ECESAINEQI NVEYNASYVY HSLEAYFDRD 117
DYLAVPIAHN VXLARONYAD DSESAINEQI NVEYNVSYVY HALFAYFDRD 119

MITAF PSQVRONYHQ DSEAATNRQT NLELHASYVY LSMSEYFDRD 45
SSQIRQNYST EVEAAVNRLV NLYLRASYTY LSLGEYFDRD 41

SSF-H1
SSF-H2
HoSF-H DVALKNEAKY
HoSF-L DVALEGVCHE

TRGGRVVLHP lKN’APSEFF,H VEKGDALYAM 177
IRGGRVVLHP ITSPPSEFEH SEKGDALYAM 179
77777 ORGGRIFLOD IKKD----DQ DDWENGLKAM 101
GAERLLKMON QRGGRALFQD LOKP----5Q DEWGTTLDAM o7
TF TF

FIFSEFLSE QVESTRKTSE YVAQLRRVG- 236
E QVKSIKKIAE YVAQLRLVG- 239
FLETHYLNE QUKAIKELGD HVTNLRRMGA 151
FLESHFLDE EVKLIKKMGD HLINIORLVG 157

ssF-H1 ELALSLEKLV VHSV A A
§SF-H2 ELALSL NEKLLHVHSY AERNNDPOXA
HoSF-H ECALHLEKNV NESLLELHKL ATDKNDPHLC
HoSF-L KAAIVLEKSL NOALLDLHAL GSAQADPHLC
FF FF
SSF-H1 ——Q;FV@HE DQRLL---D- - 250
SSF-H2 —-KGE[VWHE DOKLLHDEDH V 258
HoSF-H PESGMAEYLF DKHILGECDE S 18
HoSF-L SQAGLEEYf ERLTL-KHD- - 176
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Figure. S1 Comparison of amino acid sequences of H chain and L chain of HoSF and H-1 chain and H-2 chain
of SSF. Conserved residues in the alignment are highlighted in red. Hyphens indicate gaps in the sequences to
allow the best alignment. The amino acid residues of EP are boxed in purple and marked “EP” at the top. The
three-fold channels are boxed in blue and marked “TF” at the top. The four-fold channels are boxed in black
and marked “FF” at the top. This alignment was analyzed by Clustal W. H and L chains of HoSF share ~54%
identity, while H-1 and H-2 subunits of SSF share ~75% identity. Specifically, SSF and HoSF share 40-52%

sequence homology



