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Figure S3. Related to Fig.3. ATAC-seq and RNA-seq integrative analysis. A. Genomic features of ATAC-seq
and RNA seg in HS-C samples. B. Same as A but in T-C samples. C. KEGG and GO-BP analysis of downreg-
ulated pathways in HS-C samples. D. Same as C but in T-C samples.



