(A) 361 80

/\-;:m-—

S UTR 642 183 321 3UTR

(B)
—>

k
MSSSISPLLTTAISVAILLESTISTAATIPNIHRPFNKIYAHGDSKHTDTGNSRSGEGPAG-60
Signal peptide Block |

FGHLSSPPYGMTFEFRRPTNRYSDGRLTIDEFVAESMNLPFLPPYLSLKTTNANGTATDTHG-120
Block |1

VNFAVSGSTVIKHAFFVKNNLSLDMTPQSIETELAWFEKYLETLGTNQKVSLFKDSLFEWI-180

GEI GVNBYAYTLGSTVSS DTIRELSISTFTRFLETLLNKGVKYMLVQGHPATGCLTLAMS-240
Block Il Block IV

LAAEDDRDSLGCVQSANNQSYTHNLALQSKLKQLRIKYPSATIVYADYWNAYRAVIKHPS-300

KYGITEKFKACCGIGEPYNFQVFQTCGTDAATVCKDPNQYI NWDGVT—ILTEAMYKVMADMF-SGO
Block V
LDGTFTRPRFSDLLIKKLNYL-381

Supplementary Figure S1. The genomic organization of SFAR4, and primary sequence and structure for SFAR4
protein. (A) Genomic organization of the SFAR4 gene. (B) Protein sequence of SFAR4 deduced from the cDNA
sequence. GDSL motif is indicated by the square. Catalytic triad sites Serd5, Aspl87, and His347 are indicated by
asterisks.



