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No. Triplexator-predicted peaks No. predicted RNA-DNA:DNA Frequency of hits

86 108 1.255813953

No. Flanking regions No. predicted RNA-DNA:DNA Frequency of hits

238 544 2.285714286
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Figure 5 - �gure supplement 1
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Figure 5 – figure supplement 1 (A) CHART-seq was performed using cocktails of capture (C-) oligos

oligonucleo!des complementary to accessible (violet) and/or evolu!onary conserved (blue) regions of Dali

and a non-targe!ng control. (B) Specific enrichment of Dali genomic locus (at posi!on 1250) using C-oligos

compared to controls was assayed by qPCR. (C) Specific purifica!on of Dali RNA using C-oligos compared to

controls was assayed by RT-qPCR. (D) CHART-seq results were validated by performing an independent

experiment with the same three cocktails of oligonucleo!des, a control sense oligo complementary to the

opposite strand of Dali locus and a non-targe!ng lacZ control oligo. Enrichment of genomic regions

iden!fied as peaks was assayed by qPCR. (E) Dali binds to chroma!n in a focal manner, with most peaks

being < 1000 bp wide. (F) Computa!onal analysis of CHART-seq peak set and Dali showed that DNA

sequences under peaks are not more complementary to Dali sequence than control flanking regions, as

judged by either length of aligned regions (le$) or alignment quality score (right). (G) DNA sequences under

peaks are also not predicted to form RNA:DNA-DNA triplexes with the Dali transcript than control flanking

regions.
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