
a, R, rectum. S, Sigmoid colon. T, Transverse colon
b, the JACC classification

TTTTableableableable S1S1S1S1 CCCClinicallinicallinicallinical featuresfeaturesfeaturesfeatures ofofofof 8888 CRCCRCCRCCRC casescasescasescases forforforfor microarraymicroarraymicroarraymicroarray testtesttesttest

Case Age Gender Location a Differentiation Pathological features T N M Stage b

577 60 Male R moderate Non-mucinous, Tubular 3 0 0 II

581 64 Male R moderate Non-mucinous, Tubular 4 2 0 III

590 65 Female S moderate
Non-mucinous, Papillary

& Tubular
4 2 0 III

601 88 Female R moderate Non-mucinous, Tubular 2 0 0 I

661 78 Female T moderate Non-mucinous, Tubular 4 0 0 II

698 74 Male S moderate
Non-mucinous, Papillary

& Tubular
3 0 0 II

702 76 Female R moderate Non-mucinous, Tubular 4 0 0 II

705 74 Female R moderate Non-mucinous, Tubular 3 1 0 III



TableTableTableTable S2S2S2S2 DifferentiallyDifferentiallyDifferentiallyDifferentially expressedexpressedexpressedexpressed miRNAsmiRNAsmiRNAsmiRNAs inininin CRCCRCCRCCRC comparedcomparedcomparedcompared withwithwithwith adjacentadjacentadjacentadjacent normalnormalnormalnormal
tissuestissuestissuestissues detecteddetecteddetecteddetected bybybyby microarraymicroarraymicroarraymicroarray testtesttesttest

microRNA
Fold change

（CRC VS. normal）
up/down
regulated

FDR
（paired t

test)

q-value (%)
（paired SAM）

miR-424 4.596 Up 0.004 0.000

miR-224 4.572 Up 0.000 0.000
miR-96 4.354 Up 0.009 0.000

miR-223 3.758 Up 0.025 0.000
miR-7 3.360 Up 0.009 0.000

miR-21 3.243 Up 0.005 0.000
miR-19a 2.664 Up 0.036 0.000

miR-17 2.591 Up 0.008 0.000
miR-20a 2.578 Up 0.005 0.000

miR-19b 2.573 Up 0.009 0.000
miR-106b 2.164 Up 0.009 0.000

miR-29b 1.870 Up 0.007 0.000
miR-93 1.763 Up 0.011 0.000

miR-27a 1.614 Up 0.035 0.000
miR-25 1.587 Up 0.003 0.000

miR-29a 1.337 Up 0.007 0.000
let-7g 0.810 Down 0.019 1.581

let-7b 0.734 Down 0.022 0.858
miR-186 0.702 Down 0.030 0.000

let-7c 0.700 Down 0.035 0.858
miR-320b 0.656 Down 0.019 0.000

miR-574-3p 0.623 Down 0.009 0.000
miR-342-3p 0.500 Down 0.007 0.000

miR-10b 0.425 Down 0.006 0.000
miR-30a 0.389 Down 0.029 0.000

miR-378 0.385 Down 0.016 0.000
miR-150 0.327 Down 0.010 0.000

miR-497 0.320 Down 0.025 0.000
miR-375 0.319 Down 0.009 0.000

miR-195 0.299 Down 0.018 0.000
miR-145 0.191 Down 0.017 0.000

miR-133b 0.183 Down 0.022 0.000



TableTableTableTable S3S3S3S3 CCCClinicallinicallinicallinical datadatadatadata ofofofof thethethethe 40404040 casescasescasescases forforforfor qRT-PCRqRT-PCRqRT-PCRqRT-PCR validationvalidationvalidationvalidation testtesttesttest

CharacteristicsCharacteristicsCharacteristicsCharacteristics NumberNumberNumberNumber %%%%

AgeAgeAgeAge (years)(years)(years)(years)

< 60 14 35
>=60 26 65

SexSexSexSex
Male 19 47.5

Female 21 52.5
InvasionInvasionInvasionInvasion

T1 1 2.5
T2 5 12.5
T3 15 37.5
T4 19 47.5

LymphLymphLymphLymph nodenodenodenode metastasismetastasismetastasismetastasis
N0 23 57.5
N1 6 15
N2 11 27.5

MetastasisMetastasisMetastasisMetastasis
M0 34 85
M1 6 15

StageStageStageStageaaaa

I 6 15
II 15 37.5
III 13 32.5
IV 6 15%

LocationLocationLocationLocation
Ascending colon 9 22.5
Transverse colon 1 2.5
Descending colon 1 2.5

Sigmoid colon 9 22.5
Rectum 20 50

MucinousMucinousMucinousMucinous carcinomacarcinomacarcinomacarcinoma
mucinous carcinoma 6 15

non-mucinous carcinoma 34 85

MMMMicro-satelliteicro-satelliteicro-satelliteicro-satellite
MSS 24 60

MSI-H 16 40

a, the JACC classification



TTTTableableableable S4S4S4S4 PrimersPrimersPrimersPrimers andandandand probesprobesprobesprobes usedusedusedused forforforfor qRT-PCRqRT-PCRqRT-PCRqRT-PCR
GeneGeneGeneGene SequenceSequenceSequenceSequence ofofofof primersprimersprimersprimers andandandand probesprobesprobesprobes
SFRP1 FP ACGTCTGCATCGCCATGA

RP CTCAGATTTCAACTCGTTGTCACA
Probe FAM-CAAGCCCCAAGGCACAACGGTGT-BHQ1

KLF4 FP CGCTCCATTACCAAGAGCTCAT
RP CGATCGTCTTCCCCTCTTTG
Probe FAM-TTCCTGCATGCCAGAGGACCC-BHQ1

RFN138 FP TGCTCAGGAGGTGCTCAAAACG
RP CATTGCAGTCAGGAAACATTTTCT
Probe FAM-CGTGCGGACCACGGCCTGTC-BHQ1

SFRP2 FP TGCTTGAGTGCGACCGTTT
RP CAAAGCGTTTCCATTATGTCGT
Probe FAM-ACAACGACCTTTGCATCCCCCTCG-BHQ1

TaqManTaqManTaqManTaqMan probesprobesprobesprobes werewerewerewere labeledlabeledlabeledlabeled bybybyby aaaa 5555’’’’FAMFAMFAMFAM reporterreporterreporterreporter andandandand 3333’’’’BHQ1BHQ1BHQ1BHQ1 quencher.quencher.quencher.quencher.



FigureFigureFigureFigure S1S1S1S1----HeatmapHeatmapHeatmapHeatmap ofofofof 58585858 targettargettargettarget genesgenesgenesgenes identifiedidentifiedidentifiedidentified inininin ourourourour studystudystudystudy

FDR<0.05 for students t-test and q-value<0.05 for SAM were considered as

significantly differentially expressed. The data were z-score transformed and were

indicated by the color bar above the heatmap.


