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Figure S1. Average rank of HSF1-CanSig genes versus the rank of HSF1 in different
primary tumor sites. HSF1 is the only HSF1-CanSig 8q gene in which its rank is
always lower than the average.

200-
Legend

Rank

HSF1

100~ Average

ovary (558) ~

eye (80)~

prostate (498) ™
breast (1100) ™
colorectal (382) ™
skin (472) "

bladder (408) ~

liver (373) ™

lung (517) ~

head and neck (522)
esophagus (185)
pancreas (179) ™
stomach (415)
uterus (177) "
cervix (306) ™

testis (156) ™

brain (530)

blood (179) ~

bile duct (36) ~
pleura (87)~
adrenal gland (79) ~
nervous system (528) ~
lymph nodes (48) ©
soft tissue (263) ™
kidney (534) ™
thymus (120) ~
thyroid (509) ~



Figure S2. Syntenic Analysis between human, mouse, rat, and bovine by the whole
chromosome. A. Human chromosome 8 versus mouse chromosome 15. B. Human
chromosome 8 versus Rat chromosome 7. C. Human chromosome 8 versus Cow
chromosome 14. D. Mouse chromosome 15 versus Rat chromosome 7. E. Mouse
chromosome 15 versus cow chromosome 14. F. Rat chromosome 7 versus cow
chromosome 14.
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Figure S3. WebGestalt Analysis and hierarchical clustering analysis. A. The key
information comes from “Summary of the analysis results” in the top left, and the
“Enriched GO Terms” table.
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Summary of the analysis results

Total number of genes in the selected network:11880 (used for the enrichment analysis)
Total number of seeds:29

Total number of seeds in the selected network:27

Total number of seeds in the retrieved sub-network:19 (used for the enrichment analysis)
All seeds in the retrieved sub-network can enrich to 2 GO BP categories.
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Detailed Information
Seeds in SIS Enriched GO Terms (FDR<0.05)
el Gene Random Walk
network Symbol Probability C: The number of genes in the selected network and also in the category; O: The number of
Y genes in the retrieved sub-network and also in the category.
Gene PLEC 1.95E-2
Symbol GO ID GO Name C O RawP adjP seeds & neighbors
NBN 1.93E-2
NUDCD1 . mRNA 3.63E- 3.05E- PABPC1 CPSF1
PABPCI  1.91E-2 GO:0006378 1 adenylation 1883 s 2 HSF1
DPY19L4
MFSD3 1.90E-2 i . 4.31E-  3.05E- PABPC1 CPSF1
GPT GO0:0043631 RNA polyadenylation 19 3 6 > HSF1

KLF10 1.90E-2



