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Fig. S1 The intersection is based on the DEG of StromalScore and ImmuneScore and

Comparison of genetic mutations between the two groups. (A) 408 co-downregulated

genes in StromalScore and ImmuneScore groups.

(B) 598 co-upregulated genes in

StromalScore and ImmuneScore groups. (D) SELP-high expression group’s mutational

landscape. (E) SELP-low expression group’s mutational landscape. (F) Comparison of TMB

between SELP-high expression group and SELP-low expression group. (G) Comparison of
TP53, HER2, CDHI1, CTNNAT1, APC and UGT1A1 mutation between two groups.
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(A) 38

immunostimulators (ADORA2A, BTLA, CD160, CD244, CD96, CSFIR, HAVCR2, IL10,
KDR, LAG3, PDCDI1, PDCDI1LG2, TGFB1, TGFBRI1, TIGIT, PVRL2, C10orf54, CD27,
CD28, CD40, CD40LG, CD48, CD80, CD86, CXCL12, CXCR4, ENTPDI1, ICOS, ICOSLG,
IL2RA, IL6, IL6R, KLRC1, KLRK1, LTA, RAET1E, TMEM173, TMIGD2) significantly
associated with SELP in STAD. (B) 16 immunoinhibitors (TNFRSF138, TNFRSFI13C,

TNFRSF17,

TNFRSF4, TNFRSF8, TNFRSF9, TNFSF13B, TNFSF4, MICB, PVR,

TNFRSF25, TNFSF13, TNFEF9, ULBP1) significantly associated with SELP in STAD.
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Fig. S3 Filter out non-conforming data and dimensionality reduction clustering of
GSE167297 and expression of SELP in gastric cancer cell lines. (A) Filter out cells with
count values less than 200 and count values greater than 30,000. (B) Filter out cells with
feature values less than 200 and feature values greater than 5000. (C) Cells with
mitochondrial gene expression greater than 20 are filtered out. (D) Cells with hemoglobin
gene expression of more than 5 are filtered out. (E) As the PC gets bigger, the standard

deviation gets smaller and smaller. (F) The cells were divided into 15 clusters. (G) SELP is



highly expressed in MKN-74 cells, but low expressed in SGC-7901 and MGC-803 cells. (H)

Grayscale values statistics in Figure G.



