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Figures

Figure S1. Western blot was used to confirm the immunoprecipitation efficacy of
CLIP1 (iRIP-seq) (A), DMD (iRIP-seq) (B) and DMD (CLIP-seq) (C) by
Flag-antibody (Sigma, F1804) and control IgG-antibody.



Figure S2. Correlation between IP and input samples. (A), (B) and (C) represent
the correlation between the IP and input samples of the repeated experiments of
CLIP1 (iRIP-seq), DMD (iRIP-seq) and DMD (CLIP-seq), respectively. The results
show that the correlation between the IP samples of CLIP1 and DMD is greater than
0.98, which fully illustrates the repetition of the experiments. The figure was plotted
by deepTools[1].



Figure S3. The overlap of genes corresponding to the binding peaks of different
experiments. The CIMS results are shown.



Figure S4. The distribution of peaks near TSS. The density of the peaks are shown

in 1 kb upstream and downstream of the TSS for CLIP1 (iRIP-seq )(A), DMD



(CLIP-seq) (C) and DMD (iRIP-seq )(E) respectively. (B), (D) and (F) describe the

distribution of peaks of CLIP1 (iRIP-seq), DMD (CLIP-seq) and DMD (iRIP-seq)

respectively on the genome of 1 kb upstream and downstream of TSS. The pie charts

in the upper right corner indicate the intersection of peaks on the genome. This

corresponds to the black dotted line in the figure, and the number of intersections

corresponds to the histogram portion in the figure. CIMS analysis results are shown.



Figure S5. Overlapped binding peaks and related genes between repeated
experiments. (A), (C) and (E) represent the number of genes present in two replicate
experiments of CLIP1 (iRIP-seq), DMD (iRIP-seq) and DMD (CLIP-seq),
respectively. (B), (D) and (F) evaluated the consistency of peaks between two
replicate samples of CLIP1 (iRIP-seq), DMD (iRIP-seq) and DMD (CLIP-seq), which
was calculated by BEDTools[2].



Figure S6. Computational GO and KEGG enrichment analysis for DMD
(CLIP-seq). DMD-binding peak-related genes are used for GO (A) and KEGG (B)
analysis, which are calculated by KOBAS 3.0[3]. The X axis represents the number of
GO terms. The Y axis represents the type of GO or KEGG term. The genes are
obtained by peak calling software CIMS, and the genes corresponding to peak
obtained by Piranha peak caller are eliminated.



Figure S7. The flowchart describes the data preparation.



Figure S8. The domains pattern of potential target RBPs. RNA binding domains

are shown. The domain pattern of CLIP1 (P30622) (A) and DMD (P11532) (B).



Figure S9. The expression of CLIP1 and DMD in cervical squamous cell

carcinoma and endocervical adenocarcinoma (CESC).
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