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177ypE  Reads# Aligned  %Aligned %Dupulication 9.00
100ng 109,488,588 109,125,425 99.7%  8.54 8.00 4
J—JUA-1 1000ng 107,439,312 107,066,508 99.7%  6.00 7.00 -
3000ng 96,190,008 95,826,822 98.2%  5.72 5 6.00
100ng 158,818,162 158,320,274 99.7%  6.72 § 500+
J—JUA-2 1000ng 110,442,592 109,974,497 99.6%  6.57 5 4004
3000ng 113,436,260 112,952,866 99.6%  5.85 ® 3007
100ng 99,223,884 98,900,361 99.7%  8.05 2.00 1
J—JUA-3 1000ng 101,851,406 101,464,632 99.6%  5.96 1.00 1

3000ng 106,849,054 106,390,601 99.6%  5.87 0.00 1

100ng 92,479,326 92,120,037  99.6% 6.25
7—JLB-1 1000ng 128,319,990 127,777,305 99.6% 4.45
3000ng 114,245,394 113,612,083  99.4% 4.22
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AV TYRE (Gb) TTRE HI— 99.0

100 ng 8.2 104.9 96.4
T—IU A-1 1000 ng 8.1 103.2 96.7
3000 ng 7.2 90.4 95.6
100 ng 11.9 149.9 98.1
T—ILA-2 1000 ng 8.3 104.6 971
3000 ng 8.5 106.7 97.0
100 ng 7.4 95.6 95.8
J—IUA-3 1000 ng 7.6 99.9 96.5
3000 ng 8.0 100.9 97.0
100 ng 6.9 84.1 94.0
=)L B-1 1000 ng 9.6 1156.9 96.8
3000 ng 8.6 106.3 96.1
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100ng 470 (94.4%) 468 (94.0%) PERDE
T—ILA-1 1000ng 469 (93.0%) 474 (94.0%)
3000ng 468 (92.4%) 475 (93.9%) TUT—=IUICKBEE5DENDDDTIFFEVDERZLT
100ng 405 (89.4%) 412 (90.9%) WELIEH. [E5DERFIFEAEROSNFTEATLURR, %
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3000ng 412 (90.7%) 413 (91.0%) [EXDOAANXUYRNDDHEBNET ., BEDA >V Tvb
100ng 871 (89.0%) 390 (93.5%) SETHHEREOSVRERNMESNTSD, 100ng LD
T—ILA-3 1000ng 376 (90.2%) 378 (90.6%) DEHNSTHTHBRERBRENESNEL. Biopsy

3000ng 391 (90.5%) 377 (87.3%) # \ n PN
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