Supplementary Table S1: CD9 and CD81 Gene expression analysis

DATASET COMPARISON n NORMAL n CANCER n TOTAL P Value
TCGA Prostate Adenocarcinoma vs. Normal 61 45 106/ 0.861
Wallace Prostate Adenocarcinoma vs. Normal 20 69 89| 0.993
Vanaja Prostate Adenocarcinoma vs. Normal 8 27 35 0.64
Lapointe Prostate Carcinoma vs. Normal 41 62 103 1
Yu Prostate Carcinoma vs. Normal 23 65 88| 0.356
Taylor Prostate Carcinoma vs. Normal 29 31 60| 0.786
Liu Prostate Carcinoma vs. Normal 13 44 57| 0.946
Holzbeierlein|Prostate Carcinoma vs. Normal 4 40 44| 0.342
Luo Prostate Carcinoma vs. Normal 15 15 30f 0.523
LaTulippe |Prostate Carcinoma vs. Normal 3 23 26| 0.245
Arredouani |Prostate Carcinoma vs. Normal 8 13 21| 0.897
Varambally |Prostate Carcinoma vs. Normal 6 7 13| 0.084
Magee Prostate Carcinoma vs. Normal 4 8 12 0.98
Tomlins Prostatic Intraepithelial Neoplasia Epithelia vs. Norm 16 13 29| 0.934
TCGA Prostate Adenocarcinoma vs. Normal 61 45 106 0.35




Vanaja Prostate Adenocarcinoma vs. Normal 8 27 35 0.93
Tomlins Prostate Carcinoma Epithelia vs. Normal 13 10 23| 0.777
Taylor Prostate Carcinoma vs. Normal 29 131 160 1
Singh Prostate Carcinoma vs. Normal 50 52 102| 0.289
Lapointe Prostate Carcinoma vs. Normal 39 60 99| 0.897
Yu Prostate Carcinoma vs. Normal 23 65 88| 0.987
Grasso Prostate Carcinoma vs. Normal 28 59 87 1
Liu Prostate Carcinoma vs. Normal 13 44 57 0.998
Holzbeierlein|Prostate Carcinoma vs. Normal 4 40 44| 0.912
Welsh Prostate Carcinoma vs. Normal 9 25 34| 0.814
Luo Prostate Carcinoma vs. Normal 15 15 30| 0.955
LaTulippe |Prostate Carcinoma vs. Normal 3 23 26| 0.992
Arredouani |Prostate Carcinoma vs. Normal 8 13 21| 0.999
Varambally |Prostate Carcinoma vs. Normal 6 7 13| 0.997
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