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Supplemental Information includes one Supplemental Table and 6 
Supplemental Figures 

Supplementary Information 

Figure S1. Survival analysis of CRC patients with SurvExpress (n=350). High 

expression of MT1B (A), MT1F (B),  MT1G (C), MT1H (D), MT1L (E), and 

MT1X (F) were correlated with low risk and good prognosis of CRC patients. 

Figure S2. Kaplan–Meier curves according to any two-gene models. Clinical 

outcomes for the combinations of MT1B/MT1F (A), MT1B/MT1G (B), 

MT1B/MT1H (C), MT1B/MT1L (D), MT1B/MT1X (E), MT1F/MT1G (F), 

MT1F/MT1H (G), MT1F/MT1L (H), MT1F/MT1X (I), MT1G/MT1H (J), 

MT1G/MT1L (K), MT1G/MT1X (L), MT1H/MT1L (M), MT1H/MT1X (N), and 

MT1L/MT1X (O) mRNA status of CRC patients. 

Figure S3. Kaplan–Meier curves according to any three-gene models. Clinical 

outcomes for the combinations of MT1B/MT1F/MT1G (A), 

MT1B/MT1F/MT1H (B), MT1B/MT1F/MT1L (C), MT1B/MT1F/MT1L (D), 

MT1B/MT1G/MT1H (E), MT1B/MT1G/MT1L (F), MT1B/MT1G/MT1X (G), 

MT1B/MT1H/MT1L (H), MT1B/MT1H/MT1X (I), MT1B/MT1L/MT1X (J), 

MT1F/MT1G/MT1H (K), MT1F/MT1G/MT1L (L), MT1F/MT1G/MT1X (M), 

MT1F/MT1H/MT1L (N), MT1F/MT1H/MT1X (O), MT1F/MT1L/MT1X (P), 

MT1G/MT1H/MT1L (Q), MT1G/MT1H/MT1X (R), MT1G/MT1L/MT1X (S), 

and MT1H/MT1L/MT1X (T) mRNA status of CRC patients. 

Figure S4. Kaplan–Meier curves according to any four-gene models. Clinical 

outcomes for the combinations of MT1B/MT1F/MT1G/MT1H (A), 

MT1B/MT1F/MT1G/MT1L (B), MT1B/MT1F/MT1G/MT1X (C), 

MT1B/MT1F/MT1H/MT1L (D), MT1B/MT1F/MT1H/MT1X (E), 

MT1B/MT1F/MT1L/MT1X (F), MT1B/MT1G/MT1H/MT1L (G), 

MT1B/MT1G/MT1H/MT1X (H), MT1B/MT1G/MT1L/MT1X (I), 

MT1B/MT1H/MT1L/MT1X (J), MT1F/MT1G/MT1H/MT1L (K), 
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MT1F/MT1G/MT1H/MT1X (L), MT1F/MT1H/MT1L/MT1X (M), and 

MT1G/MT1H/MT1L/MT1X (N) mRNA status of CRC patients.. 

Figure S5. Kaplan–Meier curves according to any five- and six-gene models. 

Clinical outcomes for the combinations of MT1B/MT1F/MT1G/MT1H/MT1L 

(A), MT1B/MT1F/MT1G/MT1H/MT1X (B), MT1B/MT1F/MT1G/MT1L/MT1X 

(C), MT1B/MT1F/MT1H/MT1L/MT1X (D), MT1B/MT1G/MT1H/MT1L/MT1X 

(E), MT1F/MT1G/MT1H/MT1L/MT1X (F), and 

MT1B/MT1F/MT1G/MT1H/MT1L/MT1X (G) mRNA status of CRC patients. 
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Supplementary Table 1. Top 20 down-regulated genes in CRC 
T/N ratio GENE_SYMBOL GENE_NAME 
0.01  GUCA2B guanylate cyclase activator 2B (uroguanylin) 

0.03  B3GNT7 UDP-GlcNAc:betaGal 
beta-1,3-N-acetylglucosaminyltransferase 7 

0.05  CA7 carbonic anhydrase VII 
0.14  B3GNT7 UDP-GlcNAc:betaGal 

beta-1,3-N-acetylglucosaminyltransferase 7 
0.14  MUC4 mucin 4, cell surface associated 
0.15  MT1F metallothionein 1F 
0.20  MT1G metallothionein 1G 
0.21  LOC344887 NmrA-like family domain containing 1 

pseudogene 
0.21  MT1X metallothionein 1X 
0.21  MT1H metallothionein 1H 
0.22  MT1B metallothionein 1B 
0.22  MT1L metallothionein 1L (gene/pseudogene) 
0.24  SLC35C2 solute carrier family 35, member C2 
0.24  UBE2H ubiquitin-conjugating enzyme E2H 
0.24  ADAMDEC1 ADAM-like, decysin 1 
0.24  ITM2A integral membrane protein 2A 
0.24  MIR22HG MIR22 host gene (non-protein coding) 
0.25  LOC100507053 uncharacterized LOC100507053 
0.25  KLF4 Kruppel-like factor 4 (gut) 
0.26  SEMA6D sema domain, transmembrane domain (TM), 

and cytoplasmic domain, (semaphorin) 6D 
0.26  PDE4D phosphodiesterase 4D, cAMP-specific 
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