Additional Figures

[image: ]SF1 Co-expression networks constructed by the rank-based method follow the power law distribution



































[image: ]SF2  - Genes in cancer-specific modules are enriched in GO terms that associate with cancer development and progression.


SF3 The distribution of reaction numbers of metabolites and degree centrality in enzyme network.


























SF4 Importance scores in each type of cancer.
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SF5 siRNA efficiency test results.
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 Additional Tables
[image: ]STable 1  - The detailed information of datasets used in our analysis












STable 2  - Cancer Hall Markers and our prediction results
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DS Cancer type Cancer Samples Control Samples

GDS1650 non-small cell lung cancer 20, tissue 19, tissue surrounding tumors
(adenocarcinoma)

GDS3257 non-small cell lung cancer 58, tissue 49, tissue
(adenocarcinoma)

GDS1059 acute myeloid leukemia 54, Mononuclear cells 4, bone marrow mononuclear

taken from peripheral cells

blood or bone marrow

GDS3057 acute myeloid leukemia 26, blasts 38, unselected bone marrow,

CD34+ selected cells and

unselected peripheral bloods

GDS2250 basal-like, non basal-like 40, tissue 7, tissue
and BRCA-related

GDS3097 inflammatory and non- 48, tissue 47, stromata surrounding tumors
and inflammatory breast cancer

GDS3096
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Module AuC Cancer Hallmarks Predicted Genes
Tungl 1 0.025 ABF ADHIA, ADHLB, ADHLC, ADHS, MAOB
lungl_2 0.032895  C,F
lungl_7 0101316 D HK3, LIPA
lungl_8 0356579 D GALC
lungl_15 0.025 A
POLE2, SETDB1, ATIC, MTHFD2, HPRTL, TYMS,
lung2_2 099437 Pl
lung2_13 0.934025  B,F NNMT, NAMPT
lung2_14 0109958 D
lung2_21 013423 D HK3, LIPA
lung2_24 0577234 D PLCG2, PIK3CD
leul_11 0.032407 D ALDH2, ALDH3A2, GPI, FBPL
leu2_14 0316802 D PLCGL
leu2_15 0.546559 D ACSLA, HK3, FBP1, TKT, GALC
leu2_34 0357794 E RRMI, RRM2, TKL, PPOX, UROD, CPOX
GART, HPRTL, MTAP, MTHFD2, PAICS, POLDT,
bre1_29 0.992857 & POLE3, SMS, TK1, ADSS, POLG
brel_31 06375 D PLCB2, CYPL9AL, PIK3CG
bre1_37 0.676786 D ACOT7,TDO2
AACS, ACAAT, ACSMS, ADHIB, ADHIC,
brel_40 0.0125 A ALDH7A1, ALDOC, HADH
bre1_43 00625  F SPTLC2, INPP4B, TM7SF2, PRODH, COASY
bre2_4 021742 F ACSMS, ADHLC, ADH1B
bre2_8 0127438  B,D,F PDE9A, POLG
bre2_11 0314495 D
bre2_15 0.589761 D
bre2_18 0720523 DE POLD1, TK1
bre2_22 0.680408 D TDO2, CEPTL, HEXB, GLA
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