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scTrio-mESC-#1 18,559,048 65.2% 300,404,591 0.997 895,586 695,037 649,344 0.93 0.32

scTrio-mESC-#2 8,433,786 65.0% 135,227,440 0.994 489,971 361,190 346,709 0.96 0.35

scTrio-mESC-#3 14,973,142 62.7% 234,908,660 0.995 1,351,353 1,113,202 1,043,322 0.94 0.30

scTrio-mESC-#4 16,404,472 60.5% 245,969,158 0.993 843,936 660,617 621,523 0.94 0.29

scTrio-mESC-#5 15,835,486 59.0% 233,045,244 0.994 562,586 402,585 380,800 0.95 0.29

scTrio-mESC-#6 20,909,806 64.8% 338,412,495 0.995 704,162 533,219 493,179 0.92 0.34

scRRBS-mESC-#1 14,878,276 62.7% 234,579,500 0.993 468,855 330,486 306,312 0.93 0.42

scRRBS-mESC-#2 17,533,824 67.5% 297,882,198 0.994 562,864 411,751 374,251 0.91 0.32

scTrio-HepG2-#1 20,789,093 65.6% 11,580,407 0.996 1,834,536 1,276,842 1,243,501 0.97 0.43

scTrio-HepG2-#2 19,346,320 60.3% 7,711,443 0.995 1,239,255 819,238 802,355 0.98 0.41

scTrio-HepG2-#3 23,631,568 61.2% 7,682,364 0.995 1,217,007 709,874 693,935 0.98 0.43

scTrio-HepG2-#4 22,551,179 61.1% 7,802,920 0.994 1,251,747 725,124 705,724 0.97 0.43

scTrio-HepG2-#5 24,771,046 62.4% 11,093,721 0.995 1,762,799 1,201,953 1,168,812 0.97 0.40

scTrio-HepG2-#6 24,633,204 61.8% 11,393,492 0.993 1,820,527 1,308,313 1,273,075 0.97 0.44

scRRBS-HepG2-#1 17,561,310 64.4% 8,548,125 0.995 1,336,924 780,377 764,503 0.98 0.44

scRRBS-HepG2-#2 15,463,469 63.5% 7,659,425 0.994 1,199,569 701,340 687,994 0.98 0.44

HCC-sc#01 10,930,256 4.2% 11,429,840 0.991 472,832 210,793 206,462 0.98 0.27

HCC-sc#02 13,172,102 11.3% 37,355,340 0.996 843,574 493,554 477,753 0.97 0.30

HCC-sc#03 14,483,358 5.3% 19,169,268 0.992 628,343 317,681 310,006 0.98 0.33

HCC-sc#04 5,992,350 9.6% 13,291,853 0.989 681,492 256,942 247,898 0.96 0.32

HCC-sc#05 15,819,498 5.5% 21,677,294 0.994 527,455 298,165 292,059 0.98 0.28

HCC-sc#06 11,630,242 3.3% 9,743,596 0.999 330,823 151,971 149,471 0.98 0.35

HCC-sc#07 11,625,610 3.3% 9,712,543 0.994 283,503 147,472 145,180 0.98 0.32

HCC-sc#08 12,067,398 2.5% 7,501,123 0.993 242,245 116,291 114,594 0.99 0.31

HCC-sc#09 10,661,770 4.2% 11,254,743 0.994 510,188 204,188 199,274 0.98 0.28

HCC-sc#10 11,029,622 4.5% 12,695,526 0.996 511,699 222,398 217,634 0.98 0.29

HCC-sc#11 15,416,150 3.5% 13,643,374 0.995 247,374 143,056 141,220 0.99 0.32

HCC-sc#12 15,687,786 5.7% 21,707,100 0.991 479,749 283,633 278,759 0.98 0.31

HCC-sc#13 23,123,218 8.8% 25,031,373 0.979 728,875 455,594 449,005 0.99 0.38

HCC-sc#14 19,777,660 2.6% 12,742,483 0.989 256,823 146,553 144,862 0.99 0.32

HCC-sc#15 16,006,206 3.8% 14,133,978 0.994 328,936 182,407 179,873 0.99 0.37

HCC-sc#16 19,124,898 10.7% 48,180,111 0.994 1,273,003 715,281 688,579 0.96 0.33

HCC-sc#17 12,091,904 3.3% 10,125,381 0.997 141,461 80,148 79,240 0.99 0.35

HCC-sc#18 14,456,256 5.9% 20,760,065 0.993 553,940 309,481 303,599 0.98 0.35

HCC-sc#19 12,977,832 5.6% 17,989,162 0.982 450,254 253,157 247,953 0.98 0.34

HCC-sc#20 13,212,662 5.8% 18,218,022 0.996 561,443 291,968 285,617 0.98 0.35

HCC-sc#21 14,541,826 3.8% 13,200,496 0.998 361,179 182,410 179,580 0.98 0.37

HCC-sc#22 14,132,888 5.6% 18,897,731 0.994 547,458 293,303 285,659 0.97 0.35

HCC-sc#23 16,779,118 4.8% 19,842,507 0.997 450,245 262,511 257,248 0.98 0.32

HCC-sc#24 17,818,916 2.9% 13,314,166 0.995 307,970 176,922 174,185 0.98 0.33

HCC-sc#25 14,792,196 3.8% 12,827,391 0.997 476,988 219,458 214,988 0.98 0.33

HCC-sc#26 16,083,912 3.2% 13,038,379 0.997 228,381 131,774 129,496 0.98 0.56

HepG2_bulk_RRBS HepG2_bulk_RRBS 19,976,325 65.0% 71,774,902 0.993 9,544,039 7,520,487 \ \ 0.43

Liver_bulk_RRBS Liver_bulk_RRBS 17,008,946 71.0% 130,200,230 0.994 4,744,229 3,335,523 \ \ 0.74

HCC_bulk_RRBS HCC_bulk_RRBS 17,951,512 64.8% 183,144,058 0.995 5,116,243 3,478,045 \ \ 0.62

HepG2_scTrio-seq

HCC_scTrio-seq

mES_scTrio-seq

Supplementary Table S1. Sequencing information of DNA methylome data.


