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10 20 30 40 50 60 70 80 90 100 110 120
CATCCC TTGATA TETGTTIRT GT AAGCAGACAGTTTTAT TGTTCATGATGAT AT ATTTTTATCTTGTGCAATGTAACATCAGAGAT TTT GAGACACAAATTT AAATTGT GGGCGGACAAT AAAGTC

T A / )

130 140 150 160 170 180 190 200 210 220 230 240 250
TTAAACTGAACAAAATAGATCTAAACTATGACAAT AAAGTCT TAAACTAGACAGAATAGT TGTAAACTGAAATCAGTCCAGTTATGCT GTGAAAAAGCATACTGGACTTTTGT TAT GGCTAAAGCA

260 270 280 290 300 310 320 330 340 350 360 370
AACTCTTCATTTTCTGAAGTGCAAATTGCCCGTCGTATT AAAGAGGGGCGTGGCTGGATTCT CACCAATAAAAAACGCCCGGCGGECAACCGAGCGTTCTGAACAAATCCAGATGGAGTTCTGAGG

380 390 400 410 420 430 440 4350 460 470 480 490 500
TCATTACTGGATCTATCAACAGGAGT CCAAGACTAGTCGCCAGGGTTTTCCCAGT CACGACGCGGCCGCAAGCTTTGCTCATGTT TGACAGCTTATCAT CGATGCATAATGT GCCTGT CAAATGG

510 520 530 340 550 560 570 580 590 600 610 620
ACGAAGCAGGOATTCTGCAAACCCTATGCTACTCCCTCGAGCCGT CAATTGT CTGATT CGT TACCAATTTAATTAAACGT TCGT AAT CAAGCCACTTCCTTTTTGCATTGACGCAGGGTGTCGGA




File: 2191CAAQ001-45 premix.abl Run Ended: 2022/11/30 22:34:33 Sgnal G:792 A:831 C:990 T:1016
Sample: 2191CAA001-45 premix Lane: 40 Base spacing: 15.35864 1401 basesin 16613 scans Page 2 of 2

630 640 650 660 670 680 690 700 710 720 730 740 750
GGCAACTCGCCG CGCGCTCCTATAGTTTTCAGCGAAGCGTCCC TGT GAAGCCGTAGTCTAGGGCTATCTCAGTTATACTACGCACATTGGCACTGGGATCGTTCAAGC AGGCGCGG

PN AR A A AR AN AN AN A WA A A A AR AR A P A

760 770 780 790 &00 810 820 830 840 850 860 870
TGCTTTCGAGCTTGCGGTTGCGGATGTAGTTCTTCGGCGTGGTGCCGGUCGTGCTTCTCGAAC TTGTAGAGCGAGCGTGGACT CAT CATCGCCAGCTCCGCT AACCGCTCAAGGCT GATATTCC

WWMWWWMWWWMWMWA%MMWMWMWWWWWMW

880 890 910 920 930 950 960 970 980 990 1000
GTTT GAGATTCTCCTC TG TTG CGACTCGCTCG GACGGGTT ACCTTTGCTG TTTCACGGCTGACATTGCTGCCCAGCATTITCGAGCAGCTT GG AAGCGATGAT CC CGCATAGT GCTC

A A AN A A e A A M\M@MM\M&M/\A%MW N i

1010 1020 1030 1030 1060 1070
TT GGAC CGAGGCATCGACTITGT TGTTCCGCTTCG’IC C CTA/CCCGAGTAGATT GAT GCC TCG G'ITGCTGG G TGTGTCCGCGCG CGG CCTCCTCGGCTGTGCC TTGT'IGTC T

AN AN A A A A A e A AAANA A MM A A

1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260
GCCGCCCGATCAGGACACTGAGGGCATTITAC TTCCCGC CTTCG GGCAGGCOAECTGGT CTCCGAATGAC AT TATTCCCCGGGC GGTCCT GGCAGGGC CCCCCGGAAG

Ao M AR A WA R0 S A AN A BN N o




