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Supplementary Figure 1. FASTQC produced results presenting the quality of CD4+T samples. Figure presents the statistics of publically available, downloaded CD4+T samples (SRR891275 (Fig. 6A), SRR891276 (Fig. 6B), SRR891277 (Fig. 6C), SRR891278 (Fig. 6D)) produced by the FASTQC application, which includes Per base sequence quality, Per sequence quality scores, Sequence Duplication Levels, Per base sequence content, Per sequence GC content, Kmer Content.
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Supplementary Figure 2. Comparison of merged BED of CD4+T samples and I-ATAC generated BED files (Manuscript Figure 7). Figure presents comparative analysis based on genes CTCF (Fig 7A), IRF4 (Fig 7B), STAT3 (Fig 7C), FOS (Fig 7D), NFYA (Fig 7E) and RAD21 (Fig 7F), among downloaded merged BED file of CD4+T samples and I-ATAC generated individual sample’s generated BED file as well as the one with merged replicated.
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Supplementary Figure 3. Coverage of merged BED of CD4+T samples and I-ATAC generated BED files (Manuscript Figure 8). Figure presents, CTCF gene ID 36984 (Fig. 8 A), IRF4 gene IDs 15479-82 (Fig. 8 B), NFYA gene ID 16447 and 16448 (Fig. 8 C), and RAD21 gene ID 23389 and 23390 (Fig. 8 D) have coverage between publically available and our processed datasets.
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SRR891277_1.fastq.gz (total sequences 10828269)
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SRR891278 1.fastq.gz (total sequences 9167844)
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