
Supplementary Table 1. Short Tandem Repeat Profiles of the Gastric Cancer Cell Lines

D3S1358 vWA FGA Amelogenin TH01 TPOX CSF1P0 D5S818 D13S317 D7S820

AGS 15.2 16,17 23,24 X 6,7 11,12 11,12 9,12 12 10,11

MKN-1 15,17 16 20,23 X 9 8 9,12 11 10,12 10

MKN-45 15,16 19 19 X 7 8 12 10,11 8,11 10,11



Supplementary Table 2. The Individual Primers and Probes for the MethyLight Assay

Gene Primer/probe Sequence (5’→3’) Product length, bp Annealing Tm, °C

miR-200a Forward primer CCCTATCCGATCCCGACACC 20 59.5

Reverse primer AGGGACGTGGGGTTTCGTTA 20 59.1

Probe CCTAACTACTCACCGCTCCGATTCTTCCC 29 67.5

mir-200b Forward primer AGTGTTTTAGGAGGACGAGGTTT 23 58.3

Reverse primer ATACTACCCAATAAAATAACCACGACTA 28 58.0

Probe CCGAACTAAATCCGAAAACCGCCCGA 26 66.7

Tm, melting temperature.
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Supplementary Table 4. The Promoter Methylation Levels of miR-200a/b in the Helicobacter pylori-Negative Controls, H. pylori-Positive Controls, 
and H. pylori-Positive Gastric Cancer Group

H. pylori-negative 
controls (n=20)

H. pylori-positive 
controls (n=20)

H. pylori-positive gastric 
cancer patients (n=40)

miR-200a 11.5 (3.0–27.9) 28.4 (8.2–49.2) 40.3 (6.4–100.0)

miR-200b 9.9 (3.0–23.5) 15.3 (3.3–25.5) 22.6 (2.8–100.0)

Data are median (ranges) of percentage of methylated reference.
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Supplementary Fig. 1.  The sequences of the promoter CpG island re-
gion of (A) miR-200a and (B) miR-200b. The binding sites of the for-
ward and reverse primers were boxed with solid line, and the binding 
sites of the probe were boxed with dotted line. In this study, methyla-
tion status of six CpG sites in the promoter region was analyzed for 
both miR-200a and miR-200b, which were highlighted as bold and 
underline.


