Gene Name Cell Line Amplicon size bp alignment Gaps
10 20 30 40 s0 0 7 80 % 100
MUC4-6 - CCDB41 Amplicon Forward 1 CACAGGTGCCAGCACCCCTCTTCCTGTCACCGACGCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACA 100
MUC4-6 Isoform 6681 CACAGETGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGCATCCACA 6780
6690 6700 6710 720 730 o740 6750 6760 770 o780
Matrix: DNAFULL
Gap open penalty: 100
110 120 130 1400 150 160 170 180 150 200 Gap extend penalty: 1.0
MUC4-6 ccpsat 180b MUCa-6 - CCDB41 Amplicon Forward 101 GGTGACACCACCCGTCTTCCTGTCACGGACGCT TCCTCAGAATCCACAGETCACACCACCCCTCT TCT TGTCACCGACGCTTCCTCAGCATCCACAGGTG 200
Forward P MUC4-6 Isoform 6781 GETCACGCCACCCCTCTTCCTGACACCBACACTTCCTCAGCATCCACAGGTCACGCCACCCCTETTCCTGTCACCGACACTTCCTCAGCATCCACAGETC 6880
750 6800 ss10 6820 6830 s840 6850 6850 5870 ss80 Length: 242
Identity: 227 /242 (93.80% )
210 220 230 240 CaEs OZR( OEwE)
MUC4-6 - CCDB41 Amplicon Forward 201 ACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCA 242
MUC4-6 Isoform 6881 ACGCCACCCTTCTTCCTGTCACCGACACTTCCTCAGCATCCA 6922
6850 6900 6910 520
10 2 30 % s0 &0 7 2 % 100
MUCA-6 - CCDB41 Amplicon Forward ACAGGTGACACCACCCCTCTTCCTGTCACCAACGCTTCCTCAGCATCCACAGETCACACCACCCCTCTTCCTETCACCGACACTTCCTCAGCATCCACAG 100
MUC4-6 Isoform 9082 ACAGGTGACACCACGCCTCTTCCTGTCACCATCCCTTCCTCAGCATCCTCAGGTCACACCACCT CTCTTCCTBTCACCGACACTTCCTCAGCATCCACAG 181
9080 9100 s110 9120 9130 e 9150 9160 9170 9180
Matrix: DNAFULL
Gap open penalt 100
110 120 130 140 150 160 170 180 190 200 Gapextend penalty: 1.0
MUC4-6 MUCA-6 - CCDB41 Amplicon Forward 101 GTCACGCGACCCCTCTTCCTGTCACCGACGCTTCCTCAGAATCCACAGGTGACACCACCCCTCTTCTTGTCACCEACGCTTCCTCAGCATCCACAGGTCA 200
Forward CCD841 320bp MUC4-6 Isoform 9182 GTCAGGCCACCCCTCTTCOTGTCACCAGECT TTCCTCAGTATCCACAGGTGACACCACCCCTCTTCTTETCACCEACECTTCCTCAGTATCCACAGGTCA 9281
9150 9200 s210 9220 9230 92a0 9250 9260 9270 5280 Length: 269
Identity: 256 /269 (9517 %)
210 20 230 210 230 260 Gaps: 0/268 ( 0.00%)
MUCA-6 - CCDB41 Amplicon Forward 201 CBCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCTCTTCCTGTCAC 269
MUC4-6 Isoform 9262 CBCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCGTCTTCCTGTCAC 9350
9250 9300 9310 9320 9330 9340 9350
10 2 30 40 s0 60 7 80 % 100 X
MUCA-6 - SW480 Amplicon Forward TATCCACAGGTGACACCACCCCTCTTCTTGTCACCGAACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCAT 100 Matrix: DNAFULL
MUC4-6 Isoform 18,152 TATCCACAGGTGACACCACCCCTCTTCTTGTCACCG-ACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCAT 18,250 | Gap open penalty:
e 1si60 18870 18180 18590 16300 18510 10520 1653 16300 10350 Gap extend penalty: 1.0
Sw480 180bp
Forward 110 120 120 140 145
MUCA-6 - SW480 Amplicon Forward 101 CCACAGGTGACACCACCCGTCTTCCTGTCACGGACGCTTCCTCAG 145 143 /145 (98.62%)
MUC4-6 Isoform 18,251 CCACAGGTGACACCACCCETCTTCCTGTCACGGACACTTCCTCAG 16,205 7148 (. 069%)
18260 1870 18380 18290 Ktk
10 2 ) 2 s0 50 7 80 %
MUCA-6 - SW480 Amplicon Forward 1 ACCGGT TGTTCCTGT- TTCCTCAGCATGCA-T6GTCACGCCACCCCTCTTCCTGTCACCGACATTCCCTCGGCATCCACA 97
MUC4-6 Isoform a7 TCTTCCTGT, TTCCTCAGCATCCACAGGTGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACA 4812
4720 4730 4740 4750 760 470 4780 47% 4800 4810
Matrix: DNAFULL
Gap open penalty: 100
100 110 120 130 140 150 160 70 180 150 Gap extend penalty: 10
MUC4-6 MUCA4-6 - SW480 Amplicon Forward 9% GGTGATG-GGCCGGTCTTCATGTCACGGACCCTTCCTCAGATTCCATC -GTGA-GACACCCCTCTTCCTGTTCA- - TAC-CATTCTCAACAATCCACAG 190
F d SwW480 320bp MUC4-6 Tsoform 4813 GGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGCATCCA - CAGGTCACGCCACCCCTCTTCCTG-TCACCGACACTTCCTCAGC-ATCCACAG 4309
orwar 4820 4830 4840 4850 4860 4870 4880 4890 4900 245
195245 ( 79.59% )
o 18/245 ( 7.35%)
MUCH-G - W40 Amplicon Forward 191 GTCACAGGC- - 11CCTCTTCCTGTCACTGRCCCTACCTEAGEATC 233
MUCA-6 Iso TCCTCAGCATC 4952
4910 4920 4930 4540 4950
10 2 0 o s & 70 8 %0 100
MUC4-6 - SW620 Amplicon Forward 1 CCTGGCCTCGTTAT TCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACAC 100
MUC4-6 Isoform 0141 COTTTOOT GG TATCEACAGD. TOACACOAGEETETTETTaTCACCOACOET T SoT GAGTATCCACAGGTCACOCCACEEETETTEETATCACCOACAC. 10130
18150 18160 18170 18180 18190 18300 18210 18220 18330 )
Matrix: DNAFULL
Gap open penalty: 100
110 120 130 140 150 160 170 160 19 200 Gap extend penalty: 1.0
MUC4-6 MUCA-6 - SW620 Amplicon Forward 101 TTCCTCAGCATCCACAGGTGACACCACCCGTCTTCCTGTCACGGACGCTTCCTCAGAARTCCACGGGTCACGCCACCGTTCTTCCTEGCACCAACACTTC 200
F d SW620 180bp MUC4-6 Isoform 18,240 TTCCTCAGCATCCACAGGTGACACCACCCGTCTTCCTGTCACGGACACTTCCTCAG- CATCCACAGETCAGGCCACCCCTCTTCCTGTCACCAGCCTTTC 18,338
orwar 26
208 /226 (92.04%)
210 220 2/226 ( 0.88%)
MUC4-6 - SW620 Amplicon Forward 201 CTCAGCATCCACAGGTGACACCCCCC 226
MUC4-6 Isoform 18,339 CTCAGTATCCACAGGTGACACCACCC 18,364
18340 8350 18360
10 20 30 40 s0 60 7 8 % 100
MUC4-6 - SW620 Amplicon Reverse 1 GACGCTTCCTCAGAATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGAATCCACAGGTGACACCACCCGTCTTCCTGTCACGGACS 100 Matrix: DNAFULL
MUCA-6 Isoform 16,187 GACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACT TCCTCAGCATCCACAGGTGACACCACCCGTCTTCCTGTCACGGACA 18286 | Gap open penalty: 100
18190 18200 16210 18220 16230 16240 18250 16260 16270 18280
Gap extend penalty: 1.0
Muc4-6 SW620 180bp PR
Reverse 110 120 130 140 o
MUC4-6 - SW620 Amplicon Reverse 101 CTTCCTCAGAATCCACAGGTCACGCCACCCCTCTTCCTGTCACE 144 .
MUC4-6 Isoform 18,287 CTTCCTCAGCATCCACAGGTCAGGCCACCCCTCTTCCTGTCACC 18,330 139/144 (96.53% )
18290 18300 18310 18320 18330 0/144 ( 0.00%)
10 2 0 w0 50 60 70 80 % 100 .
MUCA-6 - SW620 Amplicon Forward 1 CACCGACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCETCTTCCTGTCACS 100 L Bk LA
MUC4-6 Isoform 18,183 CACCGACGCTTCCTCAGTATCCACAGGTCACGCCACCCETCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCETCTTCCTGTCACG 18,262 | Gapopen penalty: 100
MUC4-6 18190 18200 18210 18220 18230 18240 18250 18260 18270 18280 Gap extend penalty: 10
Forward 110 120 123
MUCA-6 - SW620 Amplicon Forward 101 GACGCTTCCTCAGAATCCACAGG 123 121/123 (98:37%)
MUC4-6 Isoform 18,263 GACACTTCCTCAGCATCCACAGE 18,305 07123 ( 000%)
18290 18300 :
10 20 30 a0 s0 0 o 0 %0
MUCA-6 - SW620 Amplicon Reverse 1 CCACCCCTCTTCCTGTCACCGA-GCTTCCTCAGCTTCCACAGGTCATGCCACCCETCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGACATGECAC 9 | Matrix: DNAFULL
MUCA-6 Isoform 4772 CCACCCCTCTTCCTGTCACCGACACT TCCTCAGCATCCACAGGTCACGCCACCT CTETTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCAC 4871 | Gapopen penalty: 100
MUC4-6 4780 4730 4500 4810 520 830 4880 4850 4860 70 Gapextend penalty: 10
Reverse 100 110 120 130 Length: 189
MUCA-6 - SW620 Amplicon Reverse 100 CCCTCTTCATGTCACCGACCTTTCCTCAGCATCCACAGE 138 ity: o
MUCA-6 Isoform 4872 CCCTETTCCTGTCACCBACACTTCCTCAGCATCCACAGE 4910 Identity: 129/139 (9281%)
Gaps: 1/139 ( 0.72%)
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Gene Name Amplicon size bp alignment Gaps
10 20 30 40 50 50 7 80 50 100 X
MUC4-1 - CCD841 Amplicon Forward 1 ACACTTACTCAGCAT! TCTTCCTGT TTCCTCAGCGTCCACAGGTGACGCCACCCCTCTTCCTGTCACCGACAC 100 | Matri DNAFULL
MUC4-1 Isoform 3390 ACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGGTCACACCACCCCTCTTCCTGTCACCGACAC 3489 | Gap open penalty: 10.0
MUC4-1 3390 3400 3410 3420 3430 3440 3450 3460 3470 3480 Gap extend penalty: 10
CCD841 282bp
Forward 110 120 130 100 150 160 Length: 166
MUC4-1 - CCDB41 Amplicon Forward 101 TTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGG 166 \dentity: 158 /166 (9518%)
MUC4-1 Isoform 3490 TTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGG 3555 entity: .18 %
3490 3500 3510 3520 3530 3540 3550 Gaps: 0/166 ( 0.00%)
10 20 30 0 50 0 7 80 %0 Matrix: DNAFULL
MUC4-1 - CCDB41 Amplicon Forward 1 TCTTTCTGTCA-CGACACTTCCTCAGTATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCACGCCACCCCTCTT 99 SR
MUC4-1 Isoform 5968 TCTTCCTGTCACCGACGCTTCCTCAGTACCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCACGCCACCCCTCTT 6067 | Gap open penalty: 100
MUC4-1 5970 5980 5990 6000 6010 6020 6030 6040 6050 6060 Gap extend penal 10
Forward Longt o
MUC4-1 - CCD841 Amplicon Forward 100 CCTGTCACCGACACTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCGGTCACCGACACTTCCTCAGTATCTACAGGACATGCCACCCCTCTTC 196 \dentity: 191197 (96.95%
MUC4-1 Isoform 6068 CCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCGGTCACCGACACTTCCTCAGTATCTACAGGACAGGCCACCCCTCTTC 6164 lentity: /197 (96.95%)
6070 6080 6090 6100 6110 6120 6130 6140 6150 6160 Gaps: 1/197 ( 051%)
10 20 30 40 50 &0 7 80 %0 100 - T,
MUC4-1 - CCDB41 Amplicon Reverse TCCTCAGTGTCCACAGGGGACGCCACCCCTCTTCCTGTTACCGACATTTCCTCAGCGTCCACAGGTGACGCCACCCCTCTTCCTGTCACCGACACTTCCT 100 Hiid
MUC4-1 Isoform 6563 TCCTCAGTATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCT 662 | Gap open penalty: X
MUC4-1 570 6580 6590 6600 a1 a520 630 6610 6650 6660 Gap extend penalty: 1.0
Reverse enet o
MUC4-1 - CCD841 Amplicon Reverse 101 CAGCATCCACAGGTGAT TCTTCCTGTH TTCCTCAGTAT TCTTCATGTCACC 186 Identity: 171/186 ( 91.94%)
MUC4-1 Isoform o6 CAGCATCCACAGGTCACOECACCOCTCTTCET T CACCGACACTT CCTCAGC AT CCACAGE TCACBECACCCCTCTTECTATEACE. dd ity: ez
6670 6680 6% 6700 6710 6720 6730 6740 Gaps: 0/186 ( 0.00%)
10 20 30 4 50 0 70 80 %0 - T
MUC4-1 - SW480 Amplicon Forward 1 TCTTCCTGTCA-CGACACTTCCTCAGTATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCACGCCACCCCTCTT 99 Matrix:
MUC4-1 Tsaform 5968 TCTTCCTGTCACCGACGCTTCCTCAGTACCCACAGETCACBCCACCTCTCTTCCTGTCACCEACGCTTCCTCAGTGTCCACAGETCACGCCACCCCTCTT ss7 | Gap open penalty: 100
MUC4-1 5970 5980 5990 6000 6010 5020 6030 6020 6050 6060 Gap extend penalty: 1.0
Forward Lot o
MUC4-1 - SW480 Amplicon Forward 100 CCTGTCACCGACACTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGTATCTACAGGACATGCCACCCCTCTTC 196 \dentit 191/197 (96.95%
MUC4-1 Isoform 6068 CCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCGGTCACCGACACTTCCTCAGTATCTACAGGACAGGCCACCCCTCTTC 6164 lentity: 1197 (96.95%)
6070 6080 6090 6100 6110 6120 6130 6140 6150 6160 Gaps: 1/197 ( 051%)
10 20 30 0 50 0 70 80 % 100
MUC4-1 - SW480 Amplicon Forward 1 TCCACAGGTGACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCATGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCA 100
MUC4-1 Isoform 3356 TCCACAGGTGACACCACCCCTCTTCCTGTCACTGACACTTCCTCAGCATCCACAGETCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCA 3455
3360 3370 3380 3390 3400 3410 3420 3430 3420 3450 S DNAFULL
Gap open penalty: 100
110 120 130 140 150 160 170 180 190 200 Gap extend penalty: 1.0
MUC4-1 MUC4-1 - SW480 Amplicon Forward 101 CAGGACAT TCTTCATGT TTCCTCAGCAT TCTTCATGT TTCCTCAGCATCCACAGG 200
F d SW480 282bp MUC4-1 Isoform 3456 CAGGTCACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCAClil:CACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGG 3555
orwar 3460 3470 3480 3490 3500 3510 3520 3540 3550 Length: 221
Identity: 206 /221 (93.21%)
210 20 Gaps: 0/221 ( 0.00%)
MUC4-1 - SW480 Amplicon Forward 201 ACACACCACCCCTCTTCATGT 221
MUC4-1 Isoform 3556 TCACACCACCCCTCTTCATGT 3576
3560 3570
10 20 30 0 50 0 7 80 % 100
MUC4-1 - SW620 Amplicon Forward TTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCC 100
MUC4-1 Isoform 8914 TTCCTCAGTATCCACAGGTGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCC 013
8920 8930 8940 8950 8960 8970 8980 899 9000 010
110 120 130 140 150 160 170 180 190 200 Matris DNAFULL
MUCA-1- SHE20 Amplcan Forvrd 101 TCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCATGCCACCCCTCTTCATGTCACCGACACTTCCTCAG 200
MUC4-1 Isof 9014 TCAGCATCCACAGGTCACGCCACCCCTCTTCCTGACACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCTTCTTCCTGTCACCGACACTTCCTCAG o113 | Gap open penalty: 100
MUC4-1 9020 9030 9040 9050 9060 9070 9080 9090 9100 9110 Gap extend penalty: 10
Reverse SW620 282bp
210 220 230 260 250 260 270 280 2% 300 Length: 379
MUC4-1 - SW620 Amplicon Forward 201 TCTTCATGT TTCCTCAGCAT TCTTCATGT TTCCTCAGCATC 300 | gentity: 354 /379 (93.40% )
MUC4-1 Isoform T4 CATOOATAGG CACOOCACETCTCTTCOTOTCACCOACALT T SET CARTATCCACA GG CACOOCACEEETCTTCATETCACEAGEEETTEET CAGEATC. anta e g
st40 5160 si70 5200 5210 Gaps: 0/379 (1 0.00%)
310 320 330 390 350 360 370
MUC4-1 - SW620 Amplicon Forward 301 CACAGGT TCTTCATGT TTCCTCAGC. TCTTCATGTCACC 379
MUC4-1 Isoform 9214 CACCGGTCACGCCACCCCGCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCAACCCTCTTCATGTCACC 9202
9220 9230 9240 9250 9260 280 9290
10 20 30 0 50 50 ) 80 50 100
MUC4-1 - SW620 Amplicon Reverse 1 CACCACCCTTCTTCTGGTCACCATCCCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCATCCCTTCCTCAGTATCCACAGGTGACACC 100
MUC4-1 Isoform 8839 CACCACGCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCAGGCCACCCCTCTTCCTGTCACCAGCCTTTCCTCAGTATCCACAGGTGACACE 8938
8840 8850 8860 8870 8880 8890 8900 8910 8920 8930 Matrix: DNAFULL
Gap open penalty: 10.0
110 120 130 140 150 160 170 180 19 200 Gap extend penalty: 1.0
MUC4-1 MUCA-1 - SW620 Amplicon Reverse 101 ACCCCTCTTCCTGTCACCAACCCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCE 200
R SW620 282bp MUC4-1 Isoform 8939 ACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACECCACCTCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCE 038
everse 8940 8950 8960 8970 8980 8950 5000 010 5020 5030 Length: 268
Identity: 249 /268 (92.91%)
210 220 230 240 250 260 Gaps: 1/268 ( 0.37%)
MUC4-1 - SW620 Amplicon Reverse 201 CTCTTCCTGTCACCAACCCTTCCTCAGCATCCACAGGTCACGCCACCCCTC - TCCTGTCACCGACACT 267
MUC4-1 Isoform 039 CTCTTCCTGACACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCTTCTTCCTGTCACCGACACT 9106
5020 050 060 5070 080 5050 100
10 20 30 W 50 60 70 80 % 100
MUC4-1 - SW620 Amplicon Reverse 1 CCATCCCTTCCTCAGTATCCACAGGTGACACCATGCCTCTTCCTGTCACTAGCCCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTTACCGG 100 Matrix: el
MUC4-1 Isoform 11,643 CCATCCCTTCCTCAGTATCCACAGGTGACACCATGCCTCTTCCTGTCACTAGCCCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTTACCGG 11,242 | Gap open penalty: 100
MUC4-1 11650 é60 11670 11680 11690 11700 11710 11720 11730 11740 Gap extend penalty: 1.0
Reverse SW620 240bp
110 120 130 140 150 160 170 180 190 Length: 198
MUC4-1 - SW620 Amplicon Reverse 101 CCTTTCCTCAGCTTCCACAGGTGACACCACCCCTCTTCCTGTCACCGACCCTTCCTCAGCTTCCACAGGTGACACCACCCCTCT--CCGTCACCGACA 196 L
MUC4-1 Isoform 11,743 CCTTTCCTCAGCTTCCACAGGTGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACACGTCACGCCACCCCTCTTCCTGTCACCGACA 11,840 Identity: 190 /198 (95.96% )
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