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Supplementary Figure Legends10

Supplementary Figure 111

Establishment of high peritoneal disseminated gastric cell lines.12

(a) Four cell lines with high peritoneal disseminated characteristics were isolated from 13

each parental cell using 12 repeating cycles of orthotropic transplantation directly into 14

the gastric wall in nude mice. (b) Mice implanted with parental HSC-58 cells had few, if 15

any, nodules and no apparent accumulation of ascites (left), and those implanted with 16

disseminated 58As9Luc cells formed disseminated nodules with ascites in the 17

peritoneum (right). Red arrows are tumors on the gastric wall, and the white arrows are 18

peritoneal nodules. (c) H&E staining of histological sections from an orthotopic tumor 19



formed by HSC-58 at gastric wall (top), an orthotopic tumor formed by 58As9Luc cells 1

at gastric wall (middle), and peritoneal nodules formed by 58As9Luc cells (bottom). 2

Scale bar, 50 µm. (d) 40 sets of the genes are highly (top 50, 100, 200, and 400) 3

upregulated or downregulated between each of the four pairs of parent and derived cell 4

lines and also between all parents and derived.5

6

Supplementary Figure 2 7

A flow chart of our EEM analysis8

At first, we performed EEM analysis of the 40 gene sets in the gastric tumor expression 9

data set (200 Singapore clinical set) and then obtained 18 significant gene sets by a 10

threshold (p < 1.0e-6). Second, we additionally applied EEM analysis to 1,981 gene sets 11

that are registered as the GO and curatedCp entries in MSigDB, namely, 2,021 12

(=40+1,981) gene sets in total. Among these gene sets, only 139 gene sets were selected 13

as significant by a threshold (p < 1.0e-6). The significant cell line-derived gene sets 14

were then subject to statistical tests while all significant gene sets were subjected to a 15

clustering analysis.16

17

Supplementary Figure 318



DDR2 had a higher expression in 58As9Luc than in HSC-58 cell line.1

(a) The DDR2 expression in HSC-58 and 58As9Luc were confirmed by qRT-PCR, (b) 2

by western blotting, and (c) by immunohistochemistry of the mouse model.3

4

Supplementary Figure 45

Suppression of DDR2 reduced migration and invasion in MKN7 cell line.6

(a) The expression of DDR2 mRNA in 10 gastric cell lines. (b) DDR2 expression was 7

suppressed in 58As9Luc by two independent shRNA in MKN7. (c) Effects of DDR2 on 8

migration and (d) invasion in MKN7.9
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