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Sample call proportion: Omni data
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Armitage trend test Q—Q plots
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O 2 120823RNASeq: lane information and number of exactly identical reads

D lane# RIN Lib(ug/ml) | #cluster #PF PF% | #identical %ident
BR0161DTTSO01 1 7.2 23.44 57,563,925 48,034,407 83.4453 | 4,298,227  8.9482
BRO125DTTS01 | 2 7.4 20.42 56,655,608 47,662,967 84.1275 | 4,703,652  9.8686
BR0127DTTS01 3 6.6 18.59 50,262,751 43,736,126 87.0150 | 5,647,201  12.9120
BR0128DTTSO01 4 6.3 22.47 54,097,853 46,351,955 85.6817 | 4,919,638 10.6137
BR0162DTTS01 5 8.3 23.39 54,573,550 46,781,302 85.7216 | 5,406,979  11.5580
BR0163DTTS01 6 6.1 26.76 47,721,523 42,086,493 88.1918 | 4,667,189 11.0895
BR0137DTTS01 7 7.3 25.57 56,094,153 47,313,336 84.3463 | 5,288,850 11.1783
BRO0138DTTS01 8 8.1 22.65 54,564,377 46,001,083 84.3061 | 4,693,220 10.2024

0 3 120823RNASeq: Base call informations
1D #paired-read | read | N% A% T% G% C% Q Qa Qr Qc Qc
1 0.0721 28.56 28.50 21.43 21.43 | 36.78 36.83 36.91 36.49 36.93
BR0161DTTSO01 43,736,180
2 0.1389 28.35 28.23 21.28 22.01 | 35.84 3599 36.14 3546 35.86
1 0.0536 28.10 28.05 21.87 21.93 | 36.55 36.62 36.71 36.24 36.65
BR0125DTTS01 42,959,315
2 0.1197 27.90 27.88 21.66 22.44 | 35.28 35.51 35.68 34.80 35.16
1 0.0475 26.87 26.89 22.96 23.24 | 36.53 36.50 36.71 36.33 36.61
BR0127DTTS01 38,088,925
2 0.1335 26.82 26.53 23.03 23.49 | 34.43 34.66 35.07 33.76 34.29
1 0.0484 27.64 27.63 22.34 22.35 | 36.41 36.41 36.59 36.13 36.53
BRO128DTTSO01 | 41,432,317
2 0.1321 27.52 2744 2210 22.81 | 35.87 36.04 36.25 35.44 35.81
1 0.0510 27.79 27.79 22.11 22.26 | 36.73 36.78 36.90 36.41 36.84
BRO162DTTS01 | 41,374,323
2 0.1328 27.58 27.62 21.91 2275 | 35.65 35.87 36.05 35.19 35.55
1 0.0509 27.39 2741 2247 22.68 | 37.09 37.08 3728 36.84 37.21
BR0163DTTS01 37,419,304
2 0.1338 27.28 27.09 2254 2296 | 35.41 35.63 36.00 34.70 35.34
1 0.0559 27.82 27.80 22.18 22.14 | 36.57 36.66 36.77 36.20 36.66
BR0137DTTS01 42,024,486
2 0.1496 27.65 27.55 21.89 22.76 | 35.48 35.76 35.95 34.96 35.30
1 0.0598 27.03 27.01 22.87 23.03 | 36.50 36.59 36.74 36.12 36.56
BRO138DTTS01 | 41,307,863
2 0.1585 26.73 26.86 22.67 23.58 | 35.27 35.61 35.84 34.71 35.01
O 4 120823RNASeq: BWA mapping informations (hgl9 RNA)
mapping% UR/UR UR/M Effective reads in SAM
ID UR/UR UR/M | edit% mis% | edit% mis% | #PPDT #PPD  %PPD residue
BRO161DTTS01 | 71.9792 0.9064 | 0.3707 0.3441 | 3.4619 2.9690 | 41,994,922 2,338,298 5.5680 39,902,230
BRO125DTTS01 | 74.4049 1.0288 | 0.3486 0.3219 | 3.5483 3.0774 | 40,871,826 1,970,892 4.8221 39,132,557
BRO127DTTS01 | 70.7423 1.2335 | 0.3743 0.3492 | 3.5187 3.1706 | 34,776,378 2,406,856 6.9210 32,596,082
BRO128DTTS01 | 69.5765 1.0522 | 0.3566 0.3279 | 3.4879 3.0049 | 39,572,411 1,921,012 4.8544 37,884,272
BRO0162DTTS01 | 75.3799 0.9255 | 0.3304 0.3048 | 3.4721 2.9982 | 39,443,267 2,017,429 5.1148 37,665,883
BRO163DTTS01 | 65.8511 1.2894 | 0.3513 0.3241 | 3.7643 3.3538 | 34,825,265 1,821,221 5.2296 33,262,969
BRO137DTTS01 | 68.9449 1.1227 | 0.3631 0.3346 | 3.6380 3.1714 | 39,980,316 2,146,576 5.3691 38,100,815
BRO138DTTSO01 | 69.6242 1.2193 | 0.3549 0.3310 | 3.6920 3.2646 | 38,952,727 1,973,012 5.0651 37,231,756

11



0 5 120926HiSeqA: lane information and number of exactly identical reads

D lane# RIN Lib(pug/ml) #cluster #PF PF% | #identical %ident
BRO0O127DTGX01 5 NA 77 105,555,644 94,009,411 89.0615 | 17,243,316 18.3421
BROI128DTGX01 | 5  NA 77 99,942,427 89,580,043 89.6407 | 21,549.437 24.0537
BROIOINTGX01 | 6  NA 77 97,638,282 86,892,694 88.9945 | 17,878,221 20.5751
BRO107NTGX01 6 NA 77 106,094,321 95,390,051 89.9106 | 19,348,688 20.2838
BRO108NTGXO01 7 NA 77 106,772,902 94,165,512 88.1923 | 18,773,398 19.9366
BR0O112NTGXO01 7 NA 77 106,288,196 94,041,750 88.4781 | 18,038,569 19.1814
BRO119NTGXO01 8 NA 77 103,212,819 91,569,605 88.7192 | 16,059,042 17.5375
BRO125NTGX01 8 NA 77 103,642,452 91,737,394 88.5133 | 17,295,139 18.8529

0 6 120926HiSeqA: Base call informations

1D #paired-read | read | N% A% T% G% C% Q Qa Qr Qc Qc
1 0.0020 25.80 25.88 23.52 24.79 | 35.67 3585 35.82 35.26 35.70

BR0127DTGX01 76,766,095
2 0.0451 25.92 2599 24.49 23.56 | 34.93 3527 35.17 3443 34.88
1 0.0021 25.84 25.89 23.55 24.71 | 35.65 35.84 35.82 35.23 35.67

BR0128DTGX01 68,039,606
2 0.0498 25.92 26.09 24.39 23.56 | 34.89 35.25 35.15 34.38 34.82
1 0.0022 25.84 2593 23.52 24.71 | 35.94 36.14 36.08 35.55 35.97

BROIOINTGXO01 | 69,014,473
2 0.0288 25.96 26.04 24.41 23.56 | 35.26 35.58 35.47 34.80 35.21
1 0.0022 25.81 2594 23.47 24.78 | 36.02 36.22 36.16 35.63 36.04

BRO107NTGX01 | 76,041,363
2 0.0329 26.04 2594 24.53 2345 | 35.24 3555 35.44 34.78 35.21
1 0.0015 25.98 25.87 23.62 24.52 | 35.68 35.88 35.83 35.27 35.71

BRO10SNTGX01 | 75,392,114
2 0.0406 26.02 26.21 24.21 23.52 | 35.04 3535 35.27 34.54 35.00
1 0.0015 25.61 25.74 23.60 25.06 | 35.73 3593 35.88 35.34 35.76

BRO112NTGX01 76,003,181
2 0.0381 25.81 25.73 24.79 23.63 | 35.056 35.35 35.28 34.57 35.02
1 0.0019 25.84 2594 23.47 2475 | 3597 36.17 36.09 35.60 36.00

BRO119NTGXO01 75,510,563
2 0.0337 26.01 26.04 24.44 23.47 | 35.26 35.55 35.46 34.79 35.24
1 0.0019 26.13 26.27 23.15 24.45| 35.98 36.18 36.11 35.59 36.00

BRO125NTGX01 | 74,442,255
2 0.0345 26.30 26.36 24.10 23.21 | 35.19 35.48 35.41 34.70 35.17

0 7 120926HiSeqA: BWA mapping informations (hgl9)
mapping% UR/UIR UR/M Effective reads in SAM

ID UR/UR UR/M | edit% mis% | edit% mis% | #PPDT #PPD %PPD residue
BRO127DTGX01 | 92.1232 5.5842 | 0.3446 0.3355 | 4.5938 4.1303 | 75,006,082 8,042,436 10.7224 67,764,273
BRO128DTGX01 | 92.1451 5.7902 | 0.3576 0.3484 | 4.6128 4.1463 | 66,634,743 9,395,923 14.1006 57,784,822
BRO1I0INTGXO01 | 93.6328 4.8329 | 0.3259 0.3174 | 4.5879 4.1083 | 67,955,578 7,672,417 11.2903 60,673,355
BRO107NTGXO01 | 92.7080 4.6895 | 0.3140 0.3056 | 4.5923 4.1144 | 74,062,323 7,784,071 10.5102 67,439,054
BRO10SNTGXO01 | 92.4923 5.0848 | 0.3449 0.3363 | 4.6697 4.2226 | 73,565,491 8,804,131 11.9677 65,603,872
BRO112NTGX01 | 92.0841 5.1573 | 0.3367 0.3282 | 4.6180 4.1706 | 73,906,502 8,095,807 10.9541 66,883,315
BROI119NTGXO01 | 93.3847 4.6278 | 0.3125 0.3040 | 4.6351 4.1465 | 74,009,810 6,950,403 9.3912 67,749,398
BRO125NTGX01 | 93.5694 4.7439 | 0.3230 0.3143 | 4.6722 4.1856 | 73,186,563 7,776,584 10.6257 65,861,173
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Principal components scatter plot: FPKM
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