4 MAPPING STATS

2x36mers unique

Raw .

Libra Species Unique .,.. |Fraction

ry fragments rea(:ls Complexity aligned
2025-07-29-MS250708L01_exp250704_RPE1_5:1-S2-ratio_INPUT 1,297,355 dm6 78,646 0.88 0.03
2025-07-29-MS250708L01 exp250704 RPE1 5:1-S2-ratio INPUT 1,297,355 hg38 2,104,402 0.87 0.81
2025-07-29-MS250708L02_exp250704_RPE1_10:1-S2-ratio INPUT 1,859,324 dm6 61,132 0.88 0.02
2025-07-29-MS250708L02 exp250704 RPE1 10:1-S2-ratio INPUT 1,859,324 hg38 3,084,276 0.86 0.83
2025-07-29-MS250708L03_exp250704_RPE1_20:1-S2-ratio_INPUT 1,613,900 dm6 27,400 0.87 0.01
2025-07-29-MS250708L03 exp250704 RPE1 20:1-S2-ratio INPUT 1,613,900 hg38 2,709,058 0.86 0.84
2025-07-29-MS250708L04_exp250704_RPE1_5:1-S2-ratio_Rpb1-CTD-ChIP 9,890,048 dm6 752,446 0.83 0.04
2025-07-29-MS250708L04 exp250704 RPE1 5:1-S2-ratio Rpb1-CTD-ChIP 9,890,048 hg38 15,727,864 0.83 0.80
2025-07-29-MS250708L05_exp250704_RPE1_10:1-S2-ratio_Rpb1-CTD-ChIP 11,143,271 dm6 404,622 0.84 0.02
2025-07-29-MS250708L05 exp250704 RPE1 10:1-S2-ratio Rpb1-CTD-ChIP 11,143,271 hg38 18,386,866 0.82 0.83
2025-07-29-MS250708L06_exp250704_RPE1_20:1-S2-ratio_Rpb1-CTD-ChIP 12,520,371 dm6 256,248 0.84 0.01
2025-07-29-MS250708L06 exp250704 RPE1 20:1-S2-ratio Rpb1-CTD-ChIP 12,520,371 hg38 20,931,460 0.83 0.84
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BROWSER SNAPSHOTS, DROSOPHILA
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NCBI RefSeq genes curated and predicted (NM_*, XM_* NR s XR NP YP_*) - Annotation Release FlyBase Release 6.32 (2020~04 23)
1_078722.3 <{ GABA-B-R3/NM_164387.2 |l IncRNA:CR45259/NR_124009.1 1 dock/NM_164390.2 —J{fl@ CG13950/NM_134709.2 ]  IncRNA:CR45348/NR_124011.11
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1.080186.4 CG12506/NM_134697.2 ) Saf6/NM_001272914.1 {l}j kraken/NM_057917.4 {f§ snRNA:U1:21D/NR_001599.2 |
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NCBI RefSeq genes, curated and predicted (NM_*, XM_*, NR_*, XR_*, NP_*, YP_*) - Annotation Release FlyBase Release 6.32 (2020-04-23)
3_073680.1 1 BBS8/NM_134680.3 i} crg/NM_175943.2 il cbt/NM_134685.3 ijm ush/NM_057432 3 H—————R Nle/NM_057946.4 CG13689/NM_134694.2 )
01272892.1 [ B1] ex/NM_001272894.1 b————{-—{m ush/NM_001272901.1 ¢ ] Sfab1/NM_134690.4 ) CG13689/NM_001272910.1 |
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NCBI RefSeq genes, curated and predicted (NM_*, XM_*, NR_*, XR_*, NP_*, YP_") - Annotation Release FlyBase Release 6.32 (2020-04-23)
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