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329 significantly dysregulated
peptide genes associated with
GC chemotherapy resistance
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Supplementary information, Figure S2

(a) Upper:Manhattan map of the peptides genes related to histopathological features
of gastric cancer, including early gastric cancer (EGC), gastric cancer (GC),
helicobacter pylori infection (HP), Metastasis, Recurrence. Cutoff threshold of
significantly changed genes was defined as |log, fold change|>1 and adjusted p value
<0.05. Data were presented as individual log, fold change value. Lower: The number
of peptide genes shared by different items. (b) Upper:Manhattan map of peptides
genes of which expression is gastric cancer stage-specific. Cutoff threshold of
significant changed genes was defined as [log, fold change|>1 and adjusted p value
<0.05, normal data from STAD in TCGA database was selected as control. Data were

presented as individual log, fold change value. Lower: The number of peptide genes



shared by different items. (¢) Upper:Manhattan map of peptides genes of which
expression is gastric cancer pathological classification-specific. Peptides belonging to
the genes that were significantlychanged among different gastric cancer pathogenic.
Cutoft threshold of significant changed genes was defined as |logz fold change[>1 and
adjusted p value <0.05, normal data from STAD in TCGA database was selected as
control. Data were presented as individual log, fold change value. Lower: The number
of peptide genes shared by different items. (d) Upper:Manhattan map of peptides
genes related to chemotherapy-resistant, including cisplatin resistant, 5-FU resistant,
and acquired FOLFOX resistant. Cutoff threshold of significant changed genes was
defined as [log, fold change[>1 and adjusted p value <0.05. Data were presented as
individual log> fold change value. Lower: The number of peptide genes shared by

different items.



