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Supplementary Figure Legends

Figure S1: CFTR analysis of 16HBE140- CFTRbMgh and CFTRI°¥ clones. Representative
western blot showing CFTR protein levels in 16HBE140- cells, and 12 clones and 3-tubulin

loading control with the 4 chosen for subsequent analyses shown in brown (CFTRPigh) or

blue (CFTRIow).

Figure S2: Open chromatin profiles of individual CFTRPgh and CFTR!¥ clones. Open
chromatin mapping of 16HBE140- CFTRhigh (clones 4 and 7, brown) and CFTRl*¥ (clones 3
and 12, blue) cells, mapped to the hg19 genome build. Clonal cells were collected from two
non-sequential passages. Sites where chromatin is more open in CFTRhigh or CFTRIow clones
are marked by arrows. At the top for comparison are shown Calu3 ATAC-seq and RNA-polll
ChIP-seq (in dark grey) and 16HBE140- WT ATAC-seq RNA-polll ChIP-seq (in black)

(GSE132808).
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Table S1: Oligonucleotides

TagMan Assay
Gene Sequence (5">3")
AGCTGTCAAGCCGTGTTCTAGATA
CFTR ATGAGGAGTGCCACTTGCAAA
/56-FAM/CACACGAAA/ZEN/TGTGCCAATGCAAGTCCTT/3IABKFQ/
AAGTGGGATCGAGACATGTAAG
B2M GCAAGCAAGCAGAATTTGGA
/56-JOEN/TCATGGAGG/ ZEN/TTTGAAGATGCCGCA/ 3IABKFQ/
4C-seq
Viewpoint (enzyme combo.) Reading Primer (5>3") Non-reading Primer (5'>3")
DHS -20.9 kb (Nlalll/Dpnll) tacacgacgctcttccgatctTTAACAAAGTTTAGGTAAATGACCA actggagttcagacgtgtgctcttccgatctCAAAGTGAGCTATTTTGTTTTCTC
DHS +48.9 kb (Nlalll/Dpnll) tacacgacgctcttccgatct TACACGACGCTCTTCCGATCT actggagttcagacgtgtgctcttccgatctGAGTGAGCTTGAAAGCCATG
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