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Potential responders to anticancer therapy for colorectal cancer by predictor genes
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To establish the procedures to identify responders to FOLFOX therapy, 83 colorecta
I cancer (CRC) patients including 42 responders and 41 non-responders were divided into training (54 patie
nts) and test (29 patients) sets. Using Random Forests (RF) algorithm in the training set, predictor genes
for FOLFOX therapy were identified, which were applied to test samplesin the training set, 22 of 27 respo
nders (81.4%) and 23 of 27 non-responders (85.1%) were correctly classified. To improve the prediction mod
el, we removed the outliers determined by RF, and the model could correctly classify 21 of 23 responders (
91.3%) and 22 of 23 non-responders (95.6%) in the training set, and 80.0% sensitivity and 92.8% specificit
y, with an accuracy of 69.2% in 29 independent test samples. RF on gene-expression data for CRC patients w
as effectively able to stratify responders to FOLFOX therapy, and use of pharmacogenomics in anticancer th
erapy is the first step in planning personalised therapy.
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responder (n=42) _ non-responder (n=41) total (n=83) pvalue
age (yrs) 640+102 6182123 6294113 NS*
gender (maleffemale) 2715 2714 54129 NS
CEA (ng/mD) 299.0 £772.9 5399+ 756.6 319.24760.5 NS
CA19:9 (Ulml) 418649416 5364 = 1085.2 4768+ 1010.6 NS
defferentiation grade 3291 307714 6201605 NS#*
(well/mod/por)
primary lesion (rt/lt) 18/24 18/23 36/47 N.S.**
metastatic lesion 3217/0/3 32/3/2/4 641101217 NS

*, t-test; **, Fisher's test; ***, Wilcoxon's test, N.S., not significant
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