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Supplementary Figure S1 In silico characterization of SjGT and SjNCSTN. (A) Distribution of
signaling peptides of SjGT. (B) Distribution of signaling peptides of SYJNCSTN. The signaling peptide

located from 1 aa to 23 aa. (C) Distribution of transmembrane regions of SjGT. (D) Distribution of
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transmembrane regions of SJNCSTN. The transmembrane region located from 658 aa to 680 aa.
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Supplementary Figure S2 Homology analysis of SjGT and SjNCSTN. (A) Homology analysis of
SjGT. (B) Homology analysis of SNCSTN.



Glycosyltransferase 1 domain-containing protein 1 Schistosoma japonicum 1-710 Nicastrin Schistosoma japonicum
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XP 051073754.1 glycosyltransferase 1 domain containing 1 variant 2 Schistosoma haematobium RTG88308.1 nicastrin Schistosoma bovis

. . . . XP 018648822.1/1-776 hypothetical protein Smp 167240 Schistosoma mansoni
RTG86230.1 uncharacterized protein DC041 0003438 partial Schistosoma bovis

TPP64640.1 Nicastrin Fasciola gigantica
XP 024348182.1 Glycosyltransferase 1 domain-containing protein Echinococcus granulosus
GAA47798.1 nicastrin Clonorchis sinensis
TPPB83264.1 Glycosyltransferase 1 domain-centaining protein 1 Fasciola gigantica
OON21462.1 Nicastrin partial Opisthorchis viverrini
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XP 054382391.1 glycosyltransferase 1 domain-containing protein 1 isoform X5 Pongo abelii P 004613820.1 nicastrin Sorex araneus

XP 055003608.1 glycosyltransferase 1 domain-containing protein 1 Sorex araneus BAE41750.1/1-708 unnamed protein product Mus musculus
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100 KAI2568696.1 glycosyltransferase 1 domain containing 1 Homo sapiens PNJ57012.1 NCSTN isoform 2 Pongo abelii

100 AAH47T621.1/1-689 NCSTN protein Homo sapiens

XP 0301104331 glycosyltransferase 1 domain-containing protein 1 isoform X4 Mus musculus

Supplementary Figure S3 Phylogenetic analysis of SJGT and SjNCSTN. (A) Phylogenetic analysis
of SjGT. (B) Phylogenetic trees of SNCSTN.
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Supplementary Figure S4 SDS-PAGE analysis of the expression of recombinant SjGT and SNCSTN
protein. (A) Lane M: protein marker; Lanes 1, 2,3,4and Sare 0 h,2 h,4 h, 6 h, 8 h of rSjGT induction,
respectively. (B) Lane M: protein marker; Lanes 1,2, 3,4 and 5Sare 0 h,2 h,4 h, 6 h, 8 h of rSJNCSTN
induction, respectively. (C) SDS-PAGE detection of recombinant SjGT protein (Coomassie). Lane M:
protein marker; Lane 1: rSjGT induced precipitation; Lane 2: rSjGT induced supernatant; Lane 3:
rSjGT recombinant protein purified product. (D) SDS-PAGE detection of recombinant SJNCSTN
protein (Coomassie). Lane M: protein marker; Lane 1: SJNCSTN induced supernatant; Lane 2:

SJNCSTN induced precipitation; Lane 3: rSNCSTN recombinant protein purified product.
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Supplementary Figure S5: Western blot analysis of recombinant SjGT and SJNCSTN proteins. (A)
Western blot of recombinant SjGT protein. Lane M: protein marker; Lane 1 and Lane 2: duplicate
samples of pu-rified recombinant SjGT protein. (B) Western blot of recombinant SJNCSTN protein.
Lane M: protein marker; Lane 1 and Lane 2: duplicate samples of purified recombinant SJNCSTN

protein



