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10 20 30 40 50 60 70 80 90 100 110 120
GMCACT G ATCAMTIG ATTTGCG GACCITAG AGGIC CCCTTITTITIATTT T, TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGATGT GTATAAGAGACAGGTTCTTCGCCG ACC

e O Y= A AR A A W AW WARAAN A A

130 140 150 160 170 130 150 200 210 220 230 240 250
TTCAGCGAGACGCTCAACACGCOCTTCGTTGCGCCCGOEG AAGATCGCCAGGGCACGGTGCGATGGC GCAGTACGCAGCAGCTCGT CATGAGCGAAGTAGTCGCGGAACTTGGCGCCTTCTTCTT

MAM N AN AN W MAANVWANA AWM/\/WW\AMNV\/\A/\W\MNW\M/\N\W AP AN AR

260 270 280 290 300 310 320 330 350 360 370
CCTTGCCGGCCACG ACGUGGGECGCTGAGCACGGCTTCCTGCTTGAGGT AGCT GCGCAGCTTGTCGAGCAGGGCGGEGCGTCTTCG G GCGCTCC TCAGGATGTACATGGCGCCTTCCAGCGCG

WA AN AR AN A A A WA A W\WW\/\/\A/\&M/\/W\NMM/\NW

380 500
GCCTTG CGTCGGCC CGCCCTTTTCGGCGTTG CG GCGGGCGG TTCG TTCGTGC CC GGGTCGGGTCGTTG C GGTC TCGGCG GTTCGCC GGC CGGCTCG GGGCGAT

A A A AW AR A A AR AWM P A A A A ML i ral

510 520 530 540 550 560 570 580 590 600 610 620
CAGGCCCTTGGGGCGGCGCTTCTGCTTGTACGG CAGGTACGGEGGTATCACGAGGCGGGC CTGGGUGTCG GCCACCTGGTTCTA GCA GL GCCATAT GAGATG TTGXC GGTTCCCC




File: 2191CAA001-23 premix.abl Run Ended: 2022/11/30 22:34:33

Sgnal G:1276 A:2070 C:3084 T:2363

740

Sample: 2191CAAQ001-23 premix Lane: 19 Base spacing: 15.372987 1582 bases in 20930 scans Page 2 of 2
630 540 650 660 670 680 590 700 710 720 730
TACCT GG GA AT CT GAGC GAAGG CCGAAGTAC TTGCCGCAGGTAGCACACGGGACTCTT C CAGAT GGG GGC AGC AGAAT GT CGACC AAGOCGACC G AT CCCAATC CT
750 760 770 780 790 800 810 820 830 840 850
CTGG GG AA GAAC GGG G CGGG CC GAGCC TTGGGG C CAGG AGGGT GG GCGTCCT GGAAC AGGA GG GGGGGCCGG AGLIA COCG TTTCC CCG GGC GG CC

860

870 880
GGCCT GG TTGT GG A GGA5E GG

890
TT TCCGGTT ACCTGG A C

900
GG

910
G GCcC

920
CCTT CCC GG

930

940

CC C CCGATGGAGGGGGGGGTT

TTGEGL.CC G

960
cCcc

e e
970 980 990 00 1010 1020 1030 1040 1050 1060
CG GALC TT TTGT G G G GGG GG CCGCCCCAGGAGA GG G G GGG G GI'TTG TGGGTTGG GAGCCCCC GCGCATG C CCGTT TCT
1070 1080 1090 1100 1110 1120 1130 1140 1150 1160
TCCCCCOGAG ATT GGC GGAGAG GG TG GG GG TTTGGA G CG CGT TT TGC CCCC CGGGG G GGCCCGGGGC TTTTC CCCCG




