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>3 dna:chromosome chromosome:NCBIM37:3:127398027:127398669: 1
CGGTGTTCTCAATGATGAAAACCCCTCAAATTGCTTCAGTGGGCTGTCAGCTCCATTGTT
GGCTTAGTCAAGTGGCCCTACAGAAAGGAGACAGGAGCGCTAAGAGAAAGGAGTCGATTT
CTAATCTGCTTTTTAAAGGCTCTTGGTCAGAAGTATAGCAATTCAGATGCCCCTGTTTGA
AAGCAGCGGGACAGATTTGTTAGCAGACAAAGGCTCCAATTAGTATTTTCCACACCCTTT

CACAATTTTCTCTACTGCTTTTGGCTCTGAAACCCTTTAE&CCAGGCCTTTGTGCCTGC@

EAGAGGCGGGTGCAGGGGCAGCGCGGGCTGGGGCGGCAGAGGTGGCACCCGCCGGTGCC@

GCAGGCGCCCGTGGGCGCCCGTAGAGGTCAAGTAGCCGGGAGCAGGCGGGCTGGGGACCA

GCCGGCGCCAAGCGATGGAGCCCACCTGAGTTGACGGAGACTCGGGCTTGTCGGATGACC
ACCTGCGGGGCGATGGGCGTTGCAGGCTTCAGCTTGTGCAAGCCTTTGGCGACCTGCAGG
AGTTTTCCGGAGACGTCGAGTCCATACAGGAACCGGTCCATCAAGAAGACAATAGCGGAG

GCGGCAGCGCAGTCCTGGACAAGGATGGAGGCTCGCAAGGCCG

Q48

Primer Set 1

General Warnings

Score: 80

CACCCGCAAGCATCTCCAAT®
T

~TCCAATT

AC \GCTCTCCGCCCAC /TCCCC TCGCGCCC ACCCCGCC TCTCCACC T "GC GCCAC  'GC TCCGC

-

F1 GGGATAGATTTGTTAGTAGATAAAGG

= |R1 ICCTACTCCCCACTACTTAACCT

-

51 ATTG 29 'GAAA

Primer Set 1

Score: 80

— [F1 GGGATAGATTTGTTAGTAGATAAAGG




General Warnings| v |R1 [CCTACTCCCCACTACTTAACCT

- (ST TTTTATTGTTTTTGGTTTTGAAA
PCR Product Forward PCR Primer, F1 Reverse PCR Primer, R1 Sequencing Primer, S1
Length, nt 219 26 22 23
Position, 5'- 3' 1-26 219 - 198 63 - 85
Warnings
Tm, °C 57.4 54.7 44.1
%6GC 33.8 34.6 50.0 17.4
Sequence to Analyze[TTTTTTAYGT TAGGTTTTTG TGTTTGTYGA GAGGYGGGTG TAGGGGTAGY GYGGGTTGGG GYGGTAGAGG TGGTATTYGT
YGGTGTTYGT AGGYGTTYGT GGG

chr4 6199108 6200081 6199802
chr4 6199108 6200081 6199813
chr4 6199108 6200081 6199830
chr4 6199108 6200081 6199856
chr4 6199108 6200081 6199870
chr4 6199108 6200081 6199892

>4 dna:chromosome chromosome:NCBIM37:4:6199108:6200081:1

CGGCAAGCCAGTCATCATTTAAAATGTTTATATGGTGGTGAAGACTGCAGTCATGAATTT
AATTTGACATTAAGAAGAATACTATGGGGTGAAGAGCAAGACTGGGCCAGGGAACCTGCA
TTGACAGAGTGCTAGGCTATCTGAGATCTGTGGCTTCTGGGACATCCCTTCGATGGGACT
GTGCTCTTACAAAAGGCTGCTTCTGTTATGTACATGCTAAACATTGGCATTAAGTATCAC
TTTCTTGATTGACGGCTCAGAAAGCTACAAGTCTTTTCAGTTTTTGAGCTAAAAATTGAA
CTATACATCACCATGAGGAGTAAACACTTAAATTACTAGTCACCTGATCATTTGAAATAA
GCTCCAGAAGGTTGCAGGAATGGTGTTTGCTTGAGATGCCCAGAGGATCACGAGGTGCGT
CTTAGCCTTCTCCATGTCATCAAAGGTGGAGAGTGTATCGTTGAGAAACATGCGTAGACG
GATCAGTTCAGAGACCTGGTCCCTCATGTACAGGTTCTTGTGCTTCAAGCTCTCAGCCAG
CCTTTCCCGGGCTTTATGTGCGGTCTTGAACAAGTGAATAGGGACGCCCGCCACTAGTGC
CGGAAATACTTGGTCAAATTGTTTGAAGCTGTCAAGGTTGTTTTGAATAAATGCTCTTTG

TGAGTCTGTCTTTGAAATATCTTTGCCAAACAGICGTTAGATATCCGGCTTCAAACATCAC

TCGGTAGCAGAAGGCATACATCCCTTCCGTGACCCAGACAGCGICTCTTTGATTTAGGAAG

GCCCGGAGGTCTCATGACAGATTGGAGGTTTTGCATCATGGCTTCAGAGAGTGAACACAG
AGCATCTCCCTGGAGGGTTTTGTTAAAAGTCTTGTTTATGTTTTCCGTGGTATTTCCATC
ACTTGGGTCTATGCTTCTGTGTCCAAATGCCTAGCGGAAAATAAAAACCATGAAACGGGG
AGGGGCTAAACTCG
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Primer Set 1 |Suwn: 74 | - |F1 TTTTTTAGGGAGATGTTTTGTGTTTATT
General Warnings | | = |R1 ATCTATCTTTAAAATATCTTTACCAAACA ~
= |51 AAATTTTTAATTTGTTATGAGATT
Primer Set 1 Score: 74 — [F1 TTTTTTAGGGAGATGTTTTGTGTTTATT
General Warnings w—|R1 [ATCTATCTTTAAAATATCTTTACCAAACA
- (ST AAA AA GTTATGAGATT
PCR Product Forward PCR Primer, F1 Reverse PCR Primer, R1 Sequencing Primer, S1
Length, nt 194 28 29 24
Position, 5'- 3" 78 - 105 271 - 243 124 - 147
\Warnings Mispriming site detected
Y
Tm, °C 58.4 56.3 42.3
%GC 24.2 25.0 20.7 12.5
Sequence to Analyze|TTYGGGTTTT TAAATTAA AGAGYGTTGT TTGGGTTAYG GAAGGGATGT ATG G TTATYGAGTG ATGTTTGAAG
TYGGATATTT AAYGTTGTTT GGTAAAGATA T AAAG

DMR _chr DMR_start DMR_end position
chr2 32502137 32502738 32502400
chr2 32502137 32502738 32502409
chr2 32502137 32502738 32502412
chr2 32502137 32502738 32502416
chr2 32502137 32502738 32502420
chr2 32502137 32502738 32502441
chr2 32502137 32502738 32502455
chr2 32502137 32502738 32502467
chr2 32502137 32502738 32502485
chr2 32502137 32502738 32502490
chr2 32502137 32502738 32502558



>2 dna:chromosome chromosome:NCBIM37:2:32502137:32502738:1

CGGGCTGGATGAGCTGAGCTCCCTGCCCTGACAGTCAGACCCCTGCCTTCATCTGTGTCC
CGTCCCCAGGCCAGGACCGCCGACAGCTGCTGCCCGAAAGAGCCCAGTGACTCTTTCCCA
CCACCCAGTCAGCTAGAGACTCCTGCCCTGCTGTGAGTCTCGAGCCCACTTCTCCTGACT
TCTCCGCCGCCACCTCAGAAGGCTGGAGCAGGGACGTGGTCGCTCCGGCCGCCTGCTCCC

TTCGGATCCCCGCGCGAACCCACGCAGGCCCCGGCGCCCGCCCGCAGCCTTACCTCTGGN

TACCGGATAAGGCCCAGCGCACAGACTCCCGGGTGGACAGCATGGACCGTGGCGhGCTCC

CTCTGCCCATTACCCTGCTGTTTGTCATCTATAGCTTTGTACCCACAAGTAAGTGTCCAG
CGCCCCTGGGTGGGAACAAGCCCAGGCTAGACCCTGGGTGTTACAGGTCTTATTCCCATG
TCCCAAGCTACTAGCTGATGAAGCCACCCCCAATGTATTAGGAGGTAGAAATGGGATCAC
CAACTATTTTGGTTCAGTGGGAGTAAAATGTTTCATAGGATGCCAAACTTAAGCATTAGA
CG

S FHITC, Q48

170 180
L 1

GTAGGGTAATGGGTAGQ}
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Primer Set 6 Score: 82 ‘ = |r2 GTTGGATATTTATTTGTGGGTATARAGT % A
General Wamings « R ACCCACTTCTCCTAACTTCT
- 2 (GTAGGGTAATGGGTAGA
Primer Set 6 Score: 82 — (F3 GTTGGATATTTATTTGTGGGTATAAAGT
General Warnings w—=|R1 [ACCCACTTCTCCTAACTTCT
- (S2 GTAGGGTAATGGGTAGA
PCR Product Forward PCR Primer, F3 Reverse PCR Primer, R1 Sequencing Primer, S2
Length, nt 258 28 20 17
Position, 5'- 3' 120 - 147 377 - 358 163 - 179
\Warnings Deviation from optimal
- amplicon size
Tm, °C 58.6 60.4 45.1
%GC 39.1 28.6 45.0 47.1
Sequence to Analyze|GGGAGTAYGT TAYGGTTTAT GTTGTTTATT YGGGAGTTTG TGYGTTGGGT TTTATTYGGT ATTTAGAGGT AAGGTTGYGG
GYGGGYGTYG GGGTTTGYGT GGGTT




