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Fig S8. Re-analysis of mir-983 target repression with refining background control.

(A-C) Original design, non-targets set is the gene pool containing all expressed genes

without miR-983-5p targets. (D-F) Re-analysis of mir-983 target repression, non-

targets set is refined with the same expression and 3’UTR length distribution.

(A) mir-983 target repression. Targets of mir-983 (miR-983-5p) are significantly up-

regulated compared to non-targets in the mir-983 KO line (P<0.001, Kolmogorov-

Smirnov test).




(B-C)Expression and 3’UTR length distribution for both non-targets and miR-983-5p
targets.

(D) Re-analysis of mir-983 target repression. Targets of mir-983 are significantly up-
regulated compared to the refined non-targets in the mir-983 KO line (P<0.05,
Kolmogorov-Smirnov test).

(E-F)Expression and 3’UTR length distribution for both refined non-targets and miR-
983-5p targets. No difference shown is significant (Kolmogorov-Smirnov test, overall

P >0.1).



