
RNA selection

Fig. S1. RNA selection using microarray and computational analysis. (i) Raw data released to GEO. (ii) PC2 was selected because its microRNA (miRNA)–mRNA negative correlation was higher than that of PC1. (iii) MiRNAs selected by released R code CCA/
sample.R at main ・ tagtag/CCA. (iv) Selection of mRNAs that satisfy the two database scores [context+ score ≤ −0.4 (TargetScan ver. 7) and target score ≥ 60 (miRDB ver. 5)]. (v) mRNAs selected by citations associated with non-cholangiocarcinoma digestive 

cancers. (vi) The pair showing the lowest context+ score out of 5 pairs. PC, Principle component.
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