Extended Data Figure 15
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1_Txn_Elongation (B8 1.72 1720 1.50 I 144 0 1.39
2_Weak_Txn L 1.41 10 1.41 M 1.20 M 1.16 M 1.08
3_Txn_Transition L] 2.37 23 287 283 332
4_Poised_Enhancer |l 1.88 Il 1.88 I 2.33 W 251 299
5_Active_Promoter |l 1.47 1.47 I 1.83 Il 2.09 N 252
6_Strong_Enhancer |l  3.06 B 306 N 433 N 462 S.70
7_Active_Promoter [l 281l 281 394 N 428 N 5.28
8 Strong_Enhancer [l 292l 292N 392 N 404 N 487
9_Strong_Enhancer |l 2.11 2.11 N 2.52 [N 255 287
10_Poised_Promoter (Il 2.51 N 251 314 321N 375
11_Repressed L] 1.07 M 1.06 M 0.95 0 097l 0.95
12_Heterochrom || 0.86 0 0.86 W 081l 081l 0.75
13_Heterochrom ] 059 059 0.54 05411 0.48
14_Heterochrom L] 1.07 M 1.07 M 1.04 W 1.04 0 1.00
15_Insulator L] 2,53 I 253 321 331 349




