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Supplementary Table S1. Sequences of small interfering (siRNAs and primers

Sequences of siRNAs

Gene name Sense strand (5’-3") Antisense strand (5’-3')

CRNDE 1# GGGUAUUCCUGUUUAUAGAT UCUAUAAACAGGAAUACCCAA
T

CRNDE 2# GUCUGCAAUUCAUAAUGGAT UCCAUUAUGAAUUGCAGACTT
T

Sequence of primers

Gene name Forward (5’-3’) Reverse (5’-3)

CRNDE ATATTCAGCCGTTGGTCTTTGA TCTGCGTGACAACTGAGGATIT

MYLK GTCTTATGTTATCTTCCATTC TATAATAAACTGTGGCAATAC TG
TA

GPX3 GCCGGGGACAAGAGAAGT GAGGACGTATTTGCCAGCAT

ANGPTL4 TCTCTGGAGGCTGGTGGTTT ACGCCTCTAGAGTCTGAGCA




Supplementary Table S2. Top 20 upregulated genes in colorectal carcinoma (CRC)

(GSE21815)

T/N ratio Gene symbol Gene name

108.65 DPEP1 dipeptidase 1 (renal)

67.72 KRT80 keratin 80

59.75 FABP6 fatty acid-binding protein 6, ileal

56.90 NKD2 naked cuticle homolog 2 (Drosophila)

56.08 FOXQ1 forkhead box Q1

51.98 KIAA1199 KIAA1199 (CEMIP)

41.53 ETV4 ets variant 4

31.95 TESC tescalcin

30.61 FUT1 fucosyltransferase 1 (galactoside
2-alpha-L-fucosyltransferase, H blood group)

30.49 GAS2 growth arrest-specific 2

29.49 LOC100287482 uncharacterized protein LOC100287482

29.03 CRNDE colorectal neoplasia differentially expressed
(non-protein coding)

28.73 EPHX4 epoxide hydrolase 4

26.53 LY6E lymphocyte antigen 6 complex, locus E

25.31 c2 complement component 2

24.96 TRIB3 tribbles homolog 3 (Drosophila)

24.33 TGFBI transforming growth factor, beta-induced, 68 kDa

20.96 TDGF1 teratocarcinoma-derived growth factor 1

19.64 AJUBA ajuba LIM protein

18.95 TUBB3 tubulin, beta 3 class II1

T/N, tumor/normal.
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Supplementary Figure S1. The knockdown efficiency of CRNDE. (A) The
knockdown efficiency of CRNDE by CRNDE siRNA #1 and #2. (B) The knockdown
efficiency of CRNDE by CRNDE siRNA #2 at the concentration of 50 or 100 nM.



