Sequence: TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna (Linear/ 599 bp)
Primers: 2 visible, 2 total
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TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna (Linear / 599 bp)

10 20 30 40 50 60 70 80 90 100 110
Primer 1
|CAGTGGCATAGCAGAGGAGGAA
5" CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCAACCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
1 Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il Il
I T T T T T T T T T T T T T T T T T T T T T T
3’ GTCACCGTATCGTCTCCTCCTTATATTTGTAGGACTTTTTAGTAGTACTTGGACTTGAAGTTGGGTCAGTTCAGAGCGAATAGATCGTACGTATTAAATGTCCTGAGTTT

CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCAACCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
—» CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCAACCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
> CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA

9 —p CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATGAACATCA@CCCAGTCA@GTCCTTATCTAGCATGCATAATTTACAGGACTCAAA
10 CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATGAACATCA@CCCAGTCA@GTCCTTATCTAGCATGCATAATTTACAGGACTCAAA
11 = CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
12 = CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
13 = CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
14 —p CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
15 = CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
16 = CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATGAACATCA@CCCAGTCA@GTCCTTATCTAGCATGCATAATTTACAGGACTCAAA
17 = CAGTGGCATAGCAGAGGAGGAATAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
18 = CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
19 = CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATGAACCTGAACTTCA@CCCAGTCA@GTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
20 —p CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
21 —p CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA@CCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA
22 = CAGTGGCATAGCAGAGGAGGAATATAAACATCCTGAAAAATCATCATGAACCTGAACTTCA‘EICCCAGTCAAGTCTCGCTTATCTAGCATGCATAATTTACAGGACTCAAA

® N O U A WN -

120 130 140 150 160 170 180 190 200 210 220

GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
I ] I ] I ] I ] I ] I ] I ] I ] I ] I ] I ]

CTTTATTTC(ISTATGGAATC(I:TACAGCCAT';'ATGAGCAATAAGGTATCGAATAATGACTC';'ACGATACAG(ISACCATGTAA(ISGTTTCACTA';'TTACTTATC(ISTTTGTCAAAA
GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT

1 = |GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
2 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
3 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
4 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
5 =9 GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
6 =9 GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
7 =» GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
8 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
9 - GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTACCTGGTACATTCCAAAGTGATAAAATAGCAAACAGTTTT
10 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
11 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
12 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
13 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
14 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
15 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
16 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
17 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
18 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
19 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
20 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
21 = GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT
22 9 GAAATAAAGCATACCTTAGGATGTCGGTAATACTCGTTATTCCATAGCTTATTACTGAGATGCTATGTCCTGGTACATTCCAAAGTGATAAATGAATAGCAAACAGTTTT

Drinted from SnanmGene®: 2022F10H24H 1-24
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TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna (Linear / 599 bp)

230 240 250 260 270 280 290 300 310 320 330

TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
I ] I ] I ] I ] I ] I ] I ] I ] I ] I ] I ]

T T T T T T T T T T T T T T T T T T T T T T
AACGGTCCCGCTGAGATTCCGTAACGTAGAACGCTTACGAGGTGATCTCGACTAGTAAACTGTTGGCTTAGAACATAAGTCTAGTTGACGGCGCACCTTGAACTGGGTTC

TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
— TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
—» TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG

9 4 TTGCCAGAGCHGcTCTAAGGCATTGCOECTITTGCARATGCTTACTAGAGCTGATTATTTGACAACCGAATTIGGT[ET TCAGATCAACTAC CGCAITGGAACTTGACCCAAG
10 9 TTGCCAGAJGCHGICTCTAAGGCATTGCGITCTTGCARATGCTTACTAGAGCTGATTATTTGACAACCGAATTEG TATTCAGATCAACTACCGC[ATGGAACTTGACCCAAG

11 4 TTGCCAGGGCGEGICTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
12 4 TTGCCAGGGCGEGICTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
13 9 TTGCCAGGGCGEGCTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
14 9 TTGCCAGARCEGICTCTAAGGCATTGCETCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCATGGAACTTGACCCAAG
15 4 TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
16 4 TTGCCAGAJGCHGICTCTAAGGCATTGCGITCTTGCARATGCTTACTAGAGCTGATTATTTGACAACCGAATTEG TATTCAGATCAACTACCGC[ATGGAACTTGACCCAAG
17 4 TTGCCAGGGCGEGICTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
18 4 TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
19 4 TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATTATTTGACAACCGAA TATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
20 = TTGCCAGGGCEGCTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
21 = TTGCCAGGGCGACTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG
22 - TTGCCAGGGCEGCTCTAAGGCATTGCATCTTGCGAATGCTCCACTAGAGCTGATCATTTGACAACCGAATCTTGTATTCAGATCAACTGCCGCGTGGAACTTGACCCAAG

W N O U A WN R

340 350 360 370 380 390 400 410 420 430 440

CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
y 1 y 1 1 1 y 1 1 1 y 1 1 1 y 1

t t t t t t t t t t t
GTAAGCGTTAACGAACAGA(IZTGTTGAACT':'CGTTGATCC(IZTGAACGTAG':'CTACAATGG':'TGCATAAGTAGGTGTAGCTATGGTACGAGAGGTGAAAGGAAGAGTTAAGA
CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT

1 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
2 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
3 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
4 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
5= CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
6 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
7 =9 CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
8 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
9 —p CATT@GCAATTGCTTGTCTAACTTGA@GCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCACTTT@CTTCTCAATTCT
10 CATTCGCAATTGCTTGTCTAACTTGA@GCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCACTTT@CTTCTCAATTCT
11 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
12 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
13 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
14 —p CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCACTTT@CTTCTCAATTCT
15 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCATTCT
16 = CATTCGCAATTGCTTGTCTGACAACTTGA@GCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCACTTT@CTTCTCAATTCT
17 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
18 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCATTCT
19 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
20 = CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCTCAATTCT
21 —p CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCATTCT
22 —p CATTCGCAATTGCTTGTCTGACAACTTGAAGCAACTAGGGACTTGCATCAGATGTTACCAACGTATTCATCCACATCGATACCATGCTCTCCACTTTCCTTCATTCT
23 CTTCTCAATTCT

Drinted from SnanmGene®: 2022F10H24H 1-24
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TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna (Linear / 599 bp)

450 460 470 480 490 500 510 520 530 540 550

AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
I ] I ] I ] I ] I ] I ] I ] I ] I ] I ] I ]

T T T T T T T T T T T T T T T T T T T T T T
TCAGCGACACCAGTCTTGCTGAAACATCAGAGCCAAGCTCATGTGAGATTGTCTTCAGTTCTCTCCCTATTTTTATATCGAGGTTACAACTGTACCAAGTATGTCACTTA

AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT

W N O U A WN R

560 570 580 590

TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC

Il Il Il Il Il Il Il Il Il ]
1 T 1 T 1 T 1 T 1

AATCGACATGGTCGTGGATTGGTAGGTGGAAGTTGAGGTAAGAAGCAGG

TGGAAGTTGAGGTAAGAAGCAGG'
Primer 2

TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
1 = |TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
2 =p TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
3 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
4 9 TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
5 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
6
7
8

=9 TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC

= TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
= TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC

9 > TTAGCTGCAGCACCTAACCCACCTTCAACTCCATTCTTCGTCC
10 = TTAGCTGTACCAGCACCTAACCCACCTTCAACTCCATTCTTCGTCC
11 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
12 = TTAGCTGTACCAGCACCTAACCCACCTTCAACTCCATTCTTCGTCC
13 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
14 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
15 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
16 —p TTAGCTGTACCAGCACCTAACCCACCTTCAACTCCATTCTTCGTCC
17 =9 TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
18 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
19 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
20 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
21 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC
22 = TTAGCTGTACCAGCACCTAACCATCCACCTTCAACTCCATTCTTCGTCC

23 - TchecTdchcThccATceGkccATCTlccTTCAACTCCATTCTTCGTCC

Drinted from SnanmGene®: 2022F10H24H 1-24

— AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
—» AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
—» AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
— AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
—» AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
—» AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
—» AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
—» AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT

9 4 AGCIGCTGTGGTCAGATI[CHTITTTGTAGTCTCGGTTCGAGTACACTTITAACAGAAGTCACIGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACEBETGAAT
10 4 AGCIGCTGTGGTCAGAACCACTTTGTAGTCTCGGTTCGAGTACACTTTAACAGAAGTCACIGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
11 4 AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
12 4 AGTCGCTGTGGTCAGATICGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
13 9 AGTCGCTGTGGTCAGATICGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
14 4 AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
15 4 AGTCGCTGTGGTCAGATICGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
16 < AGCICGCTGTGGTCAGAACCACTTTGTAGTCTCGGTTCGAGTACACTTITAACAGAAGTCACIGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
17 < AGTCGCTGTGGTCAGATICGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
18 < AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
19 4 AGACGCTGTGGTCAGAACCACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
20 = AGTCGCTGTGGTCAGAACGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
21 - AGTCGCTGTGGTCAGATICGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT
22 - AGTCGCTGTGGTCAGATICGACTTTGTAGTCTCGGTTCGAGTACACTCTAACAGAAGTCAAGAGAGGGATAAAAATATAGCTCCAATGTTGACATGGTTCATACAGTGAAT

23 4 AGTcGCTGTGGTCAGACK/ClAcTTTACAGTCcTCceeTTCcGAGTACACTTITAATIAGChGcTcACkAcAcdAhTchaaAChTclTIrccATreTickcAThTesTTcAchdeleTeAAT
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TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna (Linear / 599 bp)

Original Sequence: TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna

1:

20:

21:

22:

23:

TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech =

599 bases
1..599

FM212965.1 Taenia saginata intergenic spacer
1865 bases
1..599 (1 mismatch)

FM212966.1 Taenia saginata intergenic spacer
1865 bases
1..599 (1 mismatch)

FM212967.1 Taenia saginata intergenic spacer
1865 bases
1..599 (2 mismatches)

FM212968.1 Taenia saginata intergenic spacer
1865 bases
1..599 (1 mismatch)

FM212969.1 Taenia saginata intergenic spacer
1865 bases
1..599 (2 mismatches)

FM212970.1 Taenia saginata intergenic spacer
1865 bases
1..599 (1 mismatch)

AJ133740.1 Taenia saginata cross-reactive HDP2 fragment =

3954 bases
1055 ..1653 (1 mismatch)

AJ582972.1 Taenia saginata asiatica GSS =
599 bases
1..599 (39 mismatches)

1868 bases
1..599 (27 mismatches)

1868 bases
1..599 (3 mismatches)

1868 bases
1..599 (4 mismatches)

1868 bases
1..599 (4 mismatches)

1868 bases
1..599 (8 mismatches)

1868 bases
1..599 (3 mismatches)

1868 bases
1..599 (25 mismatches)

1868 bases
1..599 (4 mismatches)

1868 bases
1..599 (2 mismatches)

1868 bases
1..599 (9 mismatches)

>

>

: FM212953.1 Taenia asiatica intergenic spacer =

: FM212954.1 Taenia asiatica intergenic spacer =

: FM212955.1 Taenia asiatica intergenic spacer =

: FM212956.1 Taenia asiatica intergenic spacer =

: FM212957.1 Taenia asiatica intergenic spacer =

: FM212958.1 Taenia asiatica intergenic spacer =

: FM212959.1 Taenia asiatica intergenic spacer =

: FM212960.1 Taenia asiatica intergenic spacer =

: FM212961.1 Taenia asiatica intergenic spacer =

: FM212962.1 Taenia asiatica intergenic spacer =

FM212963.1 Taenia asiatica intergenic spacer =

1868 bases
1..599 (2 mismatches)

FM212964.1 Taenia asiatica intergenic spacer =

1868 bases
1..599 (3 mismatches)

FM212971.1 Taenia asiatica intergenic spacer =

1868 bases
1..599 (4 mismatches)

EF043036.1 Taenia solium cross-reactive HDP2 fragment genomic sequence =

171 bases
1..171 (25 mismatches)

Drinted from SnanmGene®: 2022F10H24H 1-24
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TC_HDP2_PTs7S35F1+R1_599bp_Sangon Biotech.dna (Linear / 599 bp)

DNA Type:
_aboratory Host Organism:

Description:

Created:
Last Modified:

Accession Number:
Code Number:

Sequence Author:

Comments:

References:

Synthetic DNA

TC_HDP2 (599 #itx})

2022410H24H
2022410H24H
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