AmpliconName

COL1A1__ 05

CRIP1__07

CRIP2_30

S100A4intron__01

S100A4intron__05

GenomicSequenceTemplate

TTCCTCTGTTTTGGAGAGGTCCTCAG
CATGCCTCTTTATGCCCCTCCCTTAG
CTCTTGCCAGGATATCAGAGGGTGA
CTGGGGCACAGCCAGGAGGACCCC
CTCCCCAACACCCCCAACCCTTCCAC
CTTTGGAAGTCTCCCCACCCAGCTCC
CCAGTTCCCCAGTTCCACTTCTTCTA
GATTGGAGGTCCCAGGAAGAGAGC
AGAGGGGCACCCCTACCCACTGGTT
AGCCCACGCCATTCTGAGGACCCAG
CTGCACCCCTACCACAGCACCTCTG

TGCAGAGAGAGGGCTCCCCTGCTCA
GTGACAGGAGAGGGGGCTGACAGT
GACCTGGGCTCCCTTCCTGAGGCTG
GCCAGTCAGCTAGAGGGCTGACCCC
AAAGCCCGAGGCCAGCGCAGCCCC
CTTGGCCCTCCTGAATCTGGGGGGC
GGGTGAGGCGGGACAGACTCCGCCT
GGCACCGGGACCATCCTCCGCCTCA
ACTTTGCAGCGTACTTGGACCGCTCT
GGCCGCCCTGGGCGCTACCCGCAGA
GATAAGGGCCCCTCCCTGCGCCCGG

AGAGTGGGGGTGTGGGGGTGCGGT
GACTGGCATGACCCCTCAATCTCCC
GCCTGACCCCTCGAGGTCAGGCCCT
GGGCCCCCAGGCACGCAGCTGGTCC
TGGGCGGTGCGGGAGAAGGGACTG
GAGTGTCAGCCCCAGCCCGGGGCAC
AGAGGGCACGCCCACTCCTTCCCCT
CCTTCCCTTCCTAACTCCTCACCGCCT
CCCCGGCCGCCCCCTGGGTGGAAGT
GCTTGGGGTGGACGCCTTAAGCGCG
GATCCCTCGGCGCTGGTGCCCGCCG

ACTTCCAAGAATCTTTATTGAACTTG
CTCAGCATCAAGCACGTGTCTGAAG
GAGCCAGGGTGGAAAAAAAAAAGT
GCCCACTGGCGACAGGGAGGGCCC
CAGCTGGCAGACCCCCCAACCACAT
CAGAGGAGTTTTCATTTCTTCCTGGG
CTGCTTATCTGGGAAGCCTTCAAAG
AATTCGTTACACATCATGGCGATGC
AGGACAGGAAGACACAGTACTCTTG
GAAGTCCACCTCGTTGTCCCTGTTGC
TGTCCAAGTTGCTCATCAGCTTCTGG
ACTTCCAAGAATCTTTATTGAACTTG
CTCAGCATCAAGCACGTGTCTGAAG
GAGCCAGGGTGGAAAAAAAAAAGT
GCCCACTGGCGACAGGGAGGGCCC
CAGCTGGCAGACCCCCCAACCACAT
CAGAGGAGTTTTCATTTCTTCCTGGG
CTGCTTATCTGGGAAGCCTTCAAAG
AATTCGTTACACATCATGGCGATGC
AGGACAGGAAGACACAGTACTCTTG
GAAGTCCACCTCGTTGTCCCTGTTGC
TGTCCAAGTTGCTCATCAGCTTCTGG

LeftPrimer

AAATTT | AAACAATCTTT

RightPrimer

Direction

TTGGGAGTGT CCTTATAAATC |F

AAGGA

GGATTAGAT |CACCTCCTTAT

ATCCC

GA TACACTTAAA |F

GGGTTT

TTTGTTTAGG  AAACCTAAAC

ACACTT

GTTG GA |CCTTTCTCCTA R

G

AAGGTT |TTCCCAAAATA

AACC

AAGTTAGGG ATCAATATAC |F

TGGAGAA

GTATGGGGTT CCTACTCCCAA

ACAA

AGGTAGTGA ATCCTAACTAC F

GTGGT

TATCAT

TargetSequence

TCCCAAACTTTTGGGAG
TGCAAGGATACTCTATA
TCGCGCCTTGCGCTTGG
TCCCGGGGGCCGCGGCT
TAAAACGAGACGTGGA
TGATCCGGAGACTCGG
GAATGGAAGGGAGATG
ATGAGGGCTCTTCCTCG
GCGCCCTGAGACAGGA
GGGAGCTCACCCTGGG
GCGAGGTTGGGGTTGA

GGACCAGATGATCTTTC
TTGGGCCCTGGGCCTAG
ATTCGAGGTCCCCAGGG
TCCAAGTCCTGGGTTCA
GAGGGCGGGGCGCGAG
GGGCGGGGTCTCCAAG
GGGCGGGGTCCCGGGG
TCCCTGAAAGGCGCGG
ACCAGGCCGGATCCAC
CCAGTCTCGCGCCTGCA
GCCCGTGCCGCCCCAGC

CCTGTCCAGGGCTGTTC
TGACCTTGAGGAGGCA
GGGATCCTGGACACCTG
GGCTGCTTGAGCACAA
GGTCCCTCTCACGTTCG
CGGGAACTCGCGTGTCA
CACCCGCCCCCACCCTA
CCCCCGTGTGAAACTCC
TGGGGGAACTGGCGCC
AAGGGAATGCGTCGGG
ACAAGCAGGAGGCAGA

CCTCAAGGCTAAGCTAG
GGTGGAGAAGGTGCTC
CTTGGATAAGGAAGTCT
GAGTACCTGGTGCAATG
GAAAAATGACGGGACC
ACTACATTTTCACCCAA
GGTTGTTCTAATAATCC
CATGAGGTAGTAATAGT
CATGAAAACAATATAT
AAACTGTGTTATGTTTG
ATACAAATATACATTGT
GCATGGGGCCAGGCAG
TGAGTGGTGGTGTTCAA
TGTGTTTCCACCCCAGG
CAGCCACCCCACTGATA
GATGCCCTCTGTAGCTA
ATGCTCTAGAGCAAGA
CTGCTGCCCTCCTCTGTG
GGAAATGCCCCACGTG
GGGACTCACTCAGGCA
CTACCCACTCACCCCCA
AGAAGCTGGGCAGCTC

TaregtLength

392

246

341

348

329

TargetCpG

30

19

18

CpGAnalyzedInT

23

17

18



