Table S3A: Alignment of MUC4-6 primers using the sample as CCD841, SW480, and SW620 cell lines. Sanger sequencing
results were aligned using SnapGene software and NCBI Blast alignment. The confidence scores 80 and 100%.

Gene Name Cell Line Amplicon size bp Gaps
2 4 ) 7 o
MUC4-6 - CCDB41 Amplicon Forward 1 CACAGGTGCCACCACCCCTCTTCCTGTCACCGACGCTTCCTCAGCATCCACAGETCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACA 100
MUC4-6 Isoform 6681 CACAGGTGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGCATCCACA 6760
) 700 710 720 730 740 750 760 770 o780 o SR
Gap open penalty: 100
110 120 130 140 150 160 170 160 15 20 Gap extend penalty: 10
MUC4-6 ccDs4 180D, MUC4-6 - CCDB41 Amplicon Forward 101 GGTGACACCACCCGTCTTCCTGTCACGGACGCTTCCTCAGAATCCACAGGTCACACCACCCCTCTTCTTGTCACCGACGCTTCCTCAGCATCCACAGGTG 200
E d P MUCA-6 Isoform 6781 GGTCACGCCACCCCTCTTCCTGACACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCETCTTCCTGTCACCGACACTTCCTCAGCATCCACAGRTC 6880
orwar 750 600 &80 ) 530 6540 550 6860 6870 6880 242
227242 (93.80%)
230 240 0/242( 0.00%)
MUC4-6 - CCDB41 Amplicon Forward 201 ACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCA 242
MUC4-6 Isoform 6881 ACGCCACCCTTCTTCCTGTCACCGACACTTCCTCAGCATCCA 6922
) 6300 10 6520
“ 50 60 70
MUC4-6 - CCDB41 Amplicon Forward 1 ACAGGTGACACCACCCCTCTTCCTGTCACCAACGCTTCCTCAGCATCCACAGGTCACACCACCCCTCTTCCTGTCACCBACACTTCCTCAGCATCCACAG 100
MUC4-6 Isoform 9082 ACAGGTGACACCACGCCTCTTCCTGTCACCATCCCTTCCTCAGCATCCTCAGETCACACCACETCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAG 9181
9050 5100 9110 9120 9130 9140 9150 9160 9170 9180 )
Matrix: DNAFULL
Gapopen penalty:  10.0
110 120 130 10 s0 160 170 180 190 200 Gap extend penalty: 1.0
MUC4-6 MUC4-6 - CCDB41 Amplicon Forward 101 GTCACGCGACCCCTCTTCCTGTCACCGACGCTTCCTCAGAATCCACAGGTGACACCACCCCTCTTCTTGTCACCGACGCTTCCTCAGCATCCACAGGTCA 200
Forward CCD841 320bp MUC4-6 Isoform 5182 GTCAGGCCACCCCTCTTCCTETCACCAGCCTTTCCTCAGTATCCACAGETGACACCACCCCTCTTCTTGTCACCGACGCTTCCTCAGTATCCACAGGTCA 9281
915 5200 9210 5220 9230 9240 9250 9260 9270 9280 Length: 269
Identity: 256 /269 (9517 %)
210 220 230 240 250 260 Gaps: 0/269 ( 0.00%)
MUC-6 - CCDB41 Amplicon Forward 201 CGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCGTCTTCCTGTCAC 269
MUC4-6 Isoform 9282 CGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGETGACACCACCCTCTTCCTGTCAC 9350
9250 9300 9310 9320 o330 9340 9350
10 2 30 40 s0 60 70 80 %0 100 )
MUC4-6 - SW480 Amplicon Forward 1 TATCCACAGGTGACACCACCCCTCTTCTTGTCACCGAACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCAT 100 Matrix: DNAFULL
MUC4-6 Isoform 18,152 TATCCACAGGTGACACCACCCCTCTTCTTGTCACCG - ACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCAT 18,250 | Gapopen penalty: 100
MUC4-6 18160 18170 18180 18150 16200 18310 18320 18330 18340 18350 Gap extend penalty: 1.0
Forward 110 120 130 140 Pengtod 145
MUC4-6 - SW480 Amplicon Forward 101 CCACAGGTGACACCACCCGTCTTCCTGTCACGGACGCTTCCTCAG 145 ity: %
MUC4-6 Isoform 18,251 CCACAGGTGACACCACCCETCTTCCTGTCACGGACACTTCCTCAG 18,295 Igentl.ty. M::q:: (gggéé )
16260 18270 18280 16290 EB S (- BEE)
10 20 30 40 s0 0 7 50 %0
MUCA-6 - SWA480 Amplicon Forward 1 ACCGG TGTTCCTET TCCTCAGCATGCA-TGGTCACGCCACCCCTCTTCCTGTCACCGACATTCCCTCGGCATCCACA 97
MUC4-6 Isoform 714 ACABOCOACACCAGCOOTCTTCOTOTCACCA. GOCCTTCETCAGOAT COACAGGT CACACCACCECTCTTCETGT CACCOACACTTCOTCAGEATECACA 4tz
4730 4750 4760 470 4780 479 4800 4810
Matrix: DNAFULL
Gap open penalty:
140 150 160 170 180 150 Gapextendpenalty: 10
MUC4-6 MUCA-6 - SW480 Amplicon Forward % GGTGATG GGOCGCTCTTCATGTCACGGACCCTTCOTCAGATTCCATC - CTGA- GACACCCCTCTTOCTGTTCA - - TAG CATTCTCAACAATCCACAS 190
p d SwW480 320bp MUC4-6 Isoform 4813 GGT TCTCTTCCTGT TTCCTCAGCAT TCTTCCTG-TCACCGACACTTCCTCAGC-ATCCACAG 4909
orwar 4820 T 4840 4850 4860 4870 4850 4890 4900 Length: 245
Idenmy 195 /245 ( 79.59% )
oo Gaps: 18/245 ( 7.35%)
MUC4-6 - SW480 Amplicon Forward 191 GTCACAGGC--11CCTCTTCCTGTCACTGGCCCTGCCTCAGCATC 233
MUC4-6 Isoform 4910 6T~ TCTTCCTGT TTCCTCAGCATC 4952
4910 4920 4530 4520 4950
10 2 30 40 s0 60 7 50 % 00
MUC4-6 - SW620 Amplicon Forward 1 CCTGGCCTCGTTAT TCTTCTTGT TTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACAC 100
MUC4-6 Isoform 0141 GO TTOOT GG TATCEACAGD. TOACACOACEETCTTETTaTCACCOACOCT T CoTCAGTATCEACAGGTCACOCCACCEETETTEETATCACCOACAC. 10230
18150 18160 18170 18180 18190 18300 18210 18220 18330 )
Matrix: DNAFULL
Gapopen penalty: 100
110 120 130 140 150 160 170 160 19 200 Gap extend penalty: 1.0
MUC4-6 MUC4-6 - SW620 Amplicon Forward 101 TTCCTCAGCATCCACAGGTGACACCACCCGTCTTCCTGTCACGGACGCTTCCTCAGAAATCCACGGGTCACGCCACCETTCTTCCTGGCACCAACACTTC 200
F d SW620 180bp MUC4-6 Isoform 18,240 TTCCTCAGCATCCACAGETGACACCACCCGTCTTCCTGTCACGGACACTTCCTCAG - CATCCACAGGTCAGGCCACCCCTCTTCCTGTCACCAGECTTTC 18,338
orwar 16340 18350 18260 18370 18280 18290 18300 18310 18320 18330 226
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 2 ) 40 s0 ) 7 8 % 100
MUC4-6 - SW620 Amplicon Reverse GACGCTTCCTCAGAATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGAATCCACAGETGACACCACCCGTCTTCCTETCACGEACE 100 Matrix: DNAFULL
MUC4-6 Isoform 18,187 GACGGTTCCTOAG 1ATCCACAGETCACOCCACCECTCTTCCTOTCACCGACACTTCE TCAGCATCCACAGOTOACACCACCCGTCTTCCTGTCACGOACA 16286 Eoper e \
c 18190 18200 18310 18220 18230 18340 18350 18260 18270 18280 Gap extend penalty: 1.0
SW620 180bp
Reverse 110 120 130 140 m
MUC4-6 - SW620 Amplicon Reverse 101 CTTCCTCAGAATCCACAGGTCACGCCACCCCTCTTCCTGTCACC 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 . ONAFULL
MUCA-6 - SW620 Amplicon Forward 1 CACCGACGCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCETCTTCCTGTCACS 100 IV ELiibE
MUC4-6 Isoform 18,183 CACCGACGCTTCCTCAGTATCCACAGETCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTGACACCACCCETCTTCCTGTCACG 18,282 | Gapopen penalty: 100
MUC4-6 18190 18200 18210 18220 18230 18240 8250 18260 18270 18280 Gap extend penalty: 10
Forward 110 120 Length: 123
MUCA-6 - SW620 Amplicon Forward 101 GACGCTTCCTCAGAATCCACAGG 123 Identity: 121/123 (98.37%)
MUC4-6 Isoform 18,263 GACACTTCCTCAGCATCCACAGE 18,305 Gaps: 07123 ( 0.00%)
18290 18300 : :
10 20 30 0 s0 0 70 80 %
MUCA4-6 - SW620 Amplicon Reverse 1 CCACCCCTCTTCCTGTCACCGA-GCTTCCTCAGCTTCCACAGGTCATGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGACATGCCAC 99 Matrix: DNAFULL
MUCA-6 Isoform 4772 CCACCCCTCTTCCTGTCACCOACACTTCCTCAGCATCCACAGGTCACGCCACCT CTCTTCCTGTCACCEACACTTCCTCAGCATCCACAGGTCACGCCAC 4671 | Gap open penalty:  10.0
MUC4-6 780 4750 4800 4810 4820 4830 4840 4850 4860 870 Gap extend penalty: 1.0
Reverse - ”
MUCA-6 - SW620 Amplicon Reverse 100 CCCTCTTCATGTCACCGACCTTTCCTCAGCATCCACAGE 138 i
MUCA-6 Isoform 4872 CCCTCTTCCTGTCACCBACACTTCCTCAGCATCCACAGS 4910 g:":_‘y' 12?”33 Egg’%:;
4880 4880 4500 510 = -




Table S3B: Alignment of MUC4-1 primers using the sample as CCD841, SW480, and SW620 cell lines. Sanger sequencing

results were aligned using SnapGene software and NCBI Blast alignment. The confidence scores 91 and 100%.

Gene Name Cell Line Amplicon size bp alignment Gaps
10 20 30 0 50 60 70 80 50 100 B
MUC4-1 - CCD841 Amplicon Forward ACACTTACTCAGCAT TTCCTCAGCGTCCACAGGTGACGCCACCCCTCTTCCTGTCACCGACAC 100
MUC4-1 Isoform 3390 ACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGGTCACACCACCCCTCTTCCTGTCACCGACAC 3489 10.0
MUG4-1 3390 3400 3410 3420 3430 3420 3450 3460 3470 3480 10
Forward P 110 120 130 140 150 160 Length: 166
MUC4-1 - CCD841 Amplicon Forward 101 TTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGG 166 \dentit " 158 /166 ( 9518 %
MUC4-1 Isoform 3490 TTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGG 3555 EalileE /166 (95.18%)
3490 3500 3510 3520 3530 3590 3550 Gaps: 0/166 ( 0.00%)
10 20 30 0 s0 0 o 80 %0 -
MUC4-1 - CCDB41 Amplicon Forward 1 TCTTTCTGTCA-CGACACTTCCTCAGTATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCACGCCACCCCTCTT 99 Matrix: XRIRULL
MUC4-1 Isoform 5968 TCTTCCTGTCACCGACGCTTCCTCAGTACCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCACGCCACCCCTCTT 6067 | Gap open penalt: 100
MUC4-1 5970 5980 B 6000 6010 6020 030 6040 6050 6060 Gap extend penalty: 1.0
Forward — -
MUC4-1 - CCD841 Amplicon Forward 100 CCTGTCACCGACACTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCGGTCACCGACACTTCCTCAGTATCTACAGGACATGCCACCCCTCTTC 196 \dentit 191/197 (96.95% )
MUC4-1 Isoform 6068 CCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCGGTCACCGACACTTCCTCAGTATCTACAGGACAGGCCACCCCTCTTC 6164 i g
6070 6080 6090 6100 6110 6120 6130 6140 6150 6160 Gaps: 1/197 ( 0.51%)
10 20 3 0 50 0 7 80 %0 100 - DNAFULL
MUC4-1 - CCDB41 Amplicon Reverse TCCTCAGTGTCCACAGGGGACGCCACCCCTCTTCCTETTACCGACATTTCCTCAGCGTCCACAGGTGACGCCACCCCTCTTCCTGTCACCGACACTTCCT 100 Meatrix:
MUC4-1 Isoform 6563 TCCTCAGTATCCACAGGTCACGCCACCTCTCTTCCTETCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCT 6662 Gap open penalty: 100
MUC4-1 6570 as80 ) 6600 610 6620 663 o6 6650 ese0 Gap extend penalty: 1.0
R CCD841 240bp
everse — 186
MUC4-1 - CCDB41 Amplicon Reverse 101 CAGCATCCACAGGTGAT TCTTCCTGT! TTCCTCAGTAT CTTCATGTCACC 186 Identity: 171/186 ( 91.94%)
MUC4-1 Isoform 6663 CAGCATCCACAGOTCACOCCACCCCTCTTCOTOTCACCOACACT TCCTCAGCAT CCACAGGT CACBCCACCEETCTTCCTATCACE 6748 Y -947
6670 6680 6% 6700 6710 6720 6730 6740 Gaps: 0/186 ( 0.00%)
50 0 » 80 %0 X
MUCA-1 - SW480 Amplicon Forward e T8 A= ACAC T A T AT CEACAS S TCAC B L CA L IC IR CC T ICAC L BACC T CC ICAG TG TCCALABB IEACBEEACECCTCTTsn Matrix: DNAFULL
MUC4-1 Isoform 5968 TCTTCCTGT CTCTTCCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCACGCCACCCCTCTT 6067 | Gap open penalty: 100
MUG4-1 970 5980 ED 6000 10 020 030 00 6050 6060 Gap extend penalty: 1.0
Sw480 240bp
Forward 100 110 120 130 140 150 160 170 150 190 Length: 197
MUCA-1 - SW480 Amplicon Forward 100 CCTGTCACCGACACTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGTATCTACAGGACATGCCACCCCTCTTC 196 \dentity: 191/197 (96.95%)
MUCA-1 Isoform 6068 CCTGTCACCGACGCTTCCTCAGTGTCCACAGGTCATGCCACCCCTCTTCCGGTCACCGACACTTCCTCAGTATCTACAGGACAGGCCACCCCTCTTC 6164 e o)
070 6080 6050 6100 6110 6120 6130 6140 6150 6160 Gaps: 1/197 ( 051%)
10 20 30 0 50 0 7 80 % 100
MUC4-1 - SW480 Amplicon Forward TCCACAGGTGACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCATGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCA 100
MUC4-1 Isoform 3356 TCCACAGGTGACACCACCCCTCTTCCTGTCACTGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCA 3455
3360 3370 3380 3390 3400 3410 3420 3430 3440 3450 Matrix: DNAFULL
Gap open penalt) 100
110 120 130 140 150 160 170 180 150 200 Gap extend penalty: 1.0
MUC4-1 HUGH-1- SW4S0 Amplon Forward 101 CAGGACAT TCTTCATGT, TTCCTCAGCAT! TGCCACCCCTCTTCATGTCACCGACACTTCCTCAGCATCCACAGG 200
SW480 282bp MUC4-1 Iso 3456 CAGGTCACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGTATCCACAGG 3555
Forward 3460 3470 3480 3430 3500 3510 3520 3530 3540 3550 Length: 221
Identity: 206 /221 (93.21%)
210 220 Gaps: 0/221 ( 0.00%)
MUC4-1 - SW480 Amplicon Forward 201 ACACACCACCCCTCTTCATGT 221
MUC4-1 Isoform 3556 TCACACCACCCCTCTTCATGT 3576
3560 3570
10 20 30 a0 50 0 7 80 % 100
MUC4-1 - SW620 Amplicon Forward TTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCC 100
MUC4-1 Isoform 8914 TTCCTCAGTATCCACAGGTGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCC 9013
8920 8930 8940 8950 8960 8970 8980 8990 9000 9010
110 120 130 140 150 160 170 180 150 200 Matrix: DNAFULL
MUCA-1 - SW620 Amplicon Forward 101 TCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCATGCCACCCCTCTTCATGTCACCGACACTTCCTCAG 200 - .
MUC4-1 Isoform 9014 TCAGCATCCACAGGTCACGCCACCCCTCTTCCTGACACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCTTCTTCCTGTCACCGACACTTCCTCAG 9113 Gap open penalty: 100
MUC4-1 9020 9030 9040 9050 9060 9070 9080 9090 9100 9110 Gap extend penalty: 10
Reverse w  m m m m wm m m m w | et wro
MUC4-1 - SW620 Amplicon Forward 201 CATCCACAGGACATGCCACCCCTCTTCATGTS TCCTCAGCAT! TCCTCAGCATC 300 Identity: 354 /379 (93.40% )
MUCA-1 Isoform Tiis CATCCATAGG T CACGOOACC T CTCTTCCTOTOACCOACACTTCET AR TATCCACAGE TCACGECACCCCTCTTCATGTCACCACCCCTTCCTCAGCATE o2t — ey
120 o130 s140 9150 9160 o170 o180 9190 9200 9210 Gaps: 0/379 ( 0.00%)
310 320 330 340 350 360 370
MUC4-1 - SW620 Amplicon Forward 301 CACAGGT TTCCTCAGCAT TCTTCATGTCACC 379
MUC4-1 Isoform ol CACCOOTCACOCCACCEEEETTCCTOTCACCOACACTTCCTCAGCAT CCACAB T CACOECAACEETCTTCATGTCACE o702
9220 9230 9240 9250 9260 9270 9280 929
10 20 30 0 50 0 7 80 % 100
MUC4-1 - SW620 Amplicon Reverse 1 CACCACCCTTCTTCTGGTCACCATCCCTTCCTCAGTATCCACAGGTCACGCCACCCCTCTTCCTETCACCATCCCTTCCTCAGTATCCACAGGTGACACC 100
MUCA-1 Isoform 8839 CACCACGCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCAGGCCACCCCTCTTCCTGTCACCAGCCTTTCCTCAGTATCCACAGGTGACACE 8938
8840 8850 8860 8870 =) 890 8900 8910 8920 8930 Matri DNAFULL
Gap open penalty: 100
MUC4-1 110 120 130 140 150 160 170 180 150 200 Gap extend penalty: 1.0
o MUC4-1 - SW620 Amplicon Reverse 101 ACCCCTCTTCCTGTCACCAACCCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCE 200
Reverse SW620 282bp MUC4-1 Isoform 8939 ACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCTCTCTTCCTGTCACCGACACTTCCTCAGCATCCACAGGTCACGCCACCE 9038
8940 8950 8960 8970 8980 8990 5000 010 2020 2030 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 9039 CTCTTCCTGACACCGACACTTCCTCAGCATCCACAGGTCACGCCACCCTTCTTCCTGTCACCGACACT 9106
040 050 060 5070 080 2090 9100
10 20 30 W 50 50 7 80 % 100
MUCA-1 - SW620 Amplicon Reverse 1 CCATCCCTTCCTCAGTATCCACAGGTGACACCATGCCTCTTCCTGTCACTAGCCCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTTACCGG 100 Matrix: DNAFULL
MUC4-1 Isoform 11,643 CCATCCCTTCCTCAGTATCCACAGGTGACACCATGCCTCTTCCTGTCACTAGCCCTTCCTCAGCATCCACAGGTCACGCCACCCCTCTTCCTGTTACCGG 11,242 | Gap open penalty: 100
MUC4-1 11650 11660 11670 11680 11690 11700 11710 11720 11730 11740 Gap extend penalty: 1.0
Reverse 0 T
MUC4-1 - SW620 Amplicon Reverse 101 CCTTTCCTCAGCTTCCACAGGTGACACCACCCCTCTTCCTGTCACCGACCCTTCCTCAGCTTCCACAGGTGACACCACCCCTCT--CCGTCACCGACA 196 identi ’ "
MUC4-1 Isoform 11,743 CCTTTCCTCAGCTTCCACAGGTGACACCACCCCTCTTCCTGTCACCGACACTTCCTCAGCATCCACACGTCACGCCACCCCTCTTCCTGTCACCGACA 11,840 Identi 190/198 (95.96%)
11750 760 11770 11780 11790 1800 11810 11820 11830 11840 Gaps: 2/198 ( 1.01%)







