L]

macrogen
File: 2191CAA001-42_premix.abl Run Ended: 2022/11/30 22:34:33 Sgnal G:587 A:993 C:981 T:958 ‘%}
Sample: 2191CAA001-42_premix Lane: 46 Base spacing: 15.488776 1639 basesin 21271 scans Page 1 of 2

10 20 30 40 50 60 70 80 90 100 110 120
G G TC TG TTAT TCTTTGCGGALCCTAG AGGTCCCCTTTTTTATTTT. TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGAT GTGTAT GAGACAGGCTAGGAGG

W/\WWV\ WA A A A W A )

140 160 170 180 190 200 210 220 230
TTGGCTT G GC GCCACCCTTT G GCGT TAGCTCACTAGTCGAGTCGGCCTGCGCGGAAGATGT CGGGGCTC CCATGCACCG GCTACGGGTATCATCTTATG

AAAAL AR o AN A AP o AR A e A A A A

240 250 260 270 280 290 300 310 320 330 340 350
TGAT GCGGTAGAGGAGCGTTCTGTACCCCTGTGAAGGT GAGT TGAGAAGCTTGCTGGAGGTAT CAC ACGTGCGAAT GCT GACATGACTACCGACGATGC GAGT G CACTCGCACG

g A A VA A A A AR e \‘A\ALAMJMAL\A AN

360 370 380 390 400 410 420 430 470
CCG GACCAAGGTTTCCT GCGC GACGTGC ATCT ACGCC CGGTT AGTCGGCUOGCCTCT GT GAGGCTGCTTT ACAG@ATTTT TGCGTGT GCGT TTTT CCTGC CTTCTTCC

480 490 500 510 520 530 540 550 560 570 580 590
TTGT TGGGGGACTGCCGGGEGACGGTTATGCCTGCC TGGCGGGT CCTTTGT CCAGAT GAATCGI GATC TCTGCGGTCTCTCCC GCATCTCTGAGTGT C TGG G

AL WA At VAR il
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600 610 620 630 640 650 660 670 680 690 700 710 720
TATG CCCGGACGGAACATCC CTACGCTT TTCAGCCCTCGGCCTT AGGGACCGAACT CCCTGCGTCGATTTAGCGT T GC GGCAGG CCTTGGGTCCTTTC GGGC GT GCGG

N L e N T e M@m&\mw\w I e

730 740 750 760 770 780 790 810 820 830 840
GTTTTITCACTCCGCATTGGTCGTTTACTCCT GGGCAG C ATTCGCCACTTTCTGATACCGT CCCC G GCTTTCTCG CTC CGCTTTCCC GGGGCT TACAGGAACGGCTT CTGC TACC GG

A AU AN P A o A A A A R A N M

850 860 870 880 890 900 910 920 930 940 950 960
CATCCT CCTG GATGGATAACCCCGT CCTTCCGGTGCCA GGGGITT GAGCCCCCGEG TTACAT CTTTCCGTGGC AGGGCCC GACT CC GGACCAAGTGT GGCTCAITTTCGCCTTTTCTTTTC

/PO AL P A A g M AS AN AN AN AN o\ s A AR A sy

970 1030 1040 1060 1070 1080 1090
GG GGG GGGGTGGGTT TT GGCCCGCCGCCCCC GCCCCG GG GC TTTTTCTCCCTCCT CCCCCAC TTTT TTGCCCTGTGGC CCCCCCTTTTT TTTGGGGG AACATATTTT TTIT

DD A TS et ey e e e i N S S N s NS

1100 1110 1120 1130 1140 1150 1160 1170 1180 1190 1200
T C GG GGGEGCCCCAC CCC CCCCTT T TG GGG GT TCT TTTC C CCCCCCCCCCCCC AC GGG GGTT GT TC




