ACTTCATCTC
AGITGATCCT
CTGCTCTCTT
ATGGIGITTC
CATAATCCTA
TGCCCTGTGA
TGCACAGACA
CACGAACCTC
CCTTTCACAG
GTACCTATTC
GATTAAACCC
TGGATGGAAA
CACCTTCTCA
TCTAACAGAA
ATTATCGAAA
CTAAACTTCGA
AGCCGTCCCT
ACAACATGAT
TTACAAATTC
ATTTCCTTGT
ATGCTTTTGA
TCTCTTCAGC

AGAAGACTCC
ATTGGGCCCA
CAACCAGACC
CAATGTGGAC
ATTTCCAAAC
TGTCACTCTG
AGCATTTGAC
ACCCTCACCA
ACTGGACCAT
CACTGEEGTC
AGAACGCTTTA
CCAGCTACTA
GCCTTGAGEC
CTGGCCAACA
TCCTTGITAT
CAAAGTTAAA
ACTGITTTGC
TGCAAAAATC
TTGACCTAAG
GCGCCGTGTA
TGCGCTGACA
ATGTGCCCCC

AGATATAGGA
TCTCAAGCTG
TCTACATTCC
ACTGAAGAGA
TCCTTGGEEEC
GATGTTCCAA
AGAAATTCCT
TTAACCACAT
CTGGTAGAGA
AAAAAACAAC
GIGGACTCAC
GAGATACCGC
CAACAACATC
TAGAAATACT
GITTCATATT
AGTGCTCTCC
CATCTACTTT
CAAGAAGATG
TGGAAATTCC
AAAATAATTC
GAATTAAAAG
AAGATGGTTT

ATA

TLR7 (NM 016562. 4)

TCACTCCATG
ATCTTGGCAC
ATTTTGGAAG
CAAATTCTTA
TAGATGGTITT
AGAACCATGT
GGAGGTATTC
ACCAGACATC
TCGATTTCAG
ATGIGCATCA
TTATTTAAAA
AGGGECCTCCC
TTTTCCATCA
CTACCTGGEC
CAATAGAGAA
CTGAAAGATA
AACAGAACTA
ATTTTAATAA
CCTCGTTGTT
TCCCCTACAG
TTTTACGICT
AAGAACATCA

CCATCAAGAA
CTCTCATGCT
AAGACTAAAA
TCCTTTTTAA
CCTAAAACTC
GATCGTGGAC
CCACGAACAC
TCCCCAGCGT
ATGCAACTGT
AGAGGCTGCA
TCCCTTTACC
GCCTAGCTTA
GAAAAGAGAA
CAAAACTGTT
AGATCCCTTC
ACAATGTCAC
TATCTCTACA
CCTCAACCAA
ATAATGCCCC
ATCCCTGTAA
ACACAGTAAC
ACAAACTCCA
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GGAACTGGAT
AATTTCTGCA
TTTGAACTTC
TTCACTGAAA
AGTTGAAAAG
GITCTTGATC
TAAACAATTT
CACCTTCAGG
TCTGTAGAAA
ATATGATAAG
TCATGICTGT
AGTAAAAATA
TTTCCTCAAA
ATGGCCAGTGA
AACAACCGEC
ACTGGAAGIT
GAATTACTCA
CTGATGATGA
GAGTGAGTCT
TATGGAGAGA
AAATTAGAGG
TGGAGITTTT
AAAATGGGECT
CTGGAAACTT
ATTATCCAAC
AAATCAGGAG
TATCTGGATC
CCCAGAAAAT

CTGTCCCAAA
TTTTCTCCCC
AGGTCTATCG
AGCCTGAAAA
CTTTAACCTC
TTGGCACTAA
AAAAGACTCGA
AGATTCAAGT
GITATGAACC
TATGCAAGGA
TAATGAAACC
GIATATITTT
TGCCTGAATC
ATTCCAACCT
TTGATTTACT
CTGGATATAA
TATGCTAAAC
ACGACAATGA
CTTAGAACTC
AGGTGATAAC
AATTAGACAT
GATGGTATGC
CAAATCTTTC
TGGACCTCAG
TGITCCAGAA
TCTGACGAAG
TCAGCTCAAA
GICCTCAACA

ACTTCTTGCC
AGCCTCATCC
TGCATCTATG
TTCTGCGGAT
TCGCCATTAC
CTTTATAAAA
AAGTCATAGA
GAAGTTGGECT
CCAGGICCTG
GITGCAGATT
TGCTACAAGT
TGTCAAGICC
TGTCAGGAAA
TTAGCAGAGC
CCATTCAACA
GCAGTAATAG
TTTACCAAGA
CATCTCTTCC
TGGAATTCAG
AGATACTTAC
CTCTAAAAAT
CTCCAAATCT
AGTTGGAAGA
CCACAACCAA
GCCTCAAGAA
TATTTTCTAC
TAAAATCCAG
ATCTGAAGAT

CAAAGAAATT
AATTGGATCT
AATCTATCAC
CAGAGGATAT
ATAATCTTCA
ATTGCTAACC
TCTTTCAGIG
TCTGCTCAAA
GAACAATTAC
CAAAAACAAA
ATGGGCAGAC
TCTGATTTTC
TCTCATTAGC
TGAGATATTT
GCATTTGAAG
CCATTATTTT
ACCTAAAGGT
TCCACCAGCA
AGGAAATCAC
AATTATTCAA
TCCCTAAGIT
AAAGAATCTC
AACTCCAGTG
CTGACCACTG
TCTGATTCTT
AAGATGCCTT
ATGATCCAAA
GITCCTTTTG

GCGGGATCCTA
GICTTTCAAT
AAGCATTTTC
GICTTTAAAG
AAATCTTGAA
TCAGCATGIT
AATAAAATAT
TGCCAGAACT
ATTATTTCAG
GAGCCTTCTT
CTTGGATCTA
AGCATCTTTC
CAAACTCTTA
GGACTTCTCC
AGCTTCACAA
CAATCAGAAG
TCTGCAGAAA
GGACCATGEA
TTAGATGTTT
GAATCTCCTA
TCTTGCCTTC
TCTTTGGCCA
TCTAAAGAAC
TCCCTGAGAG
AAGAATAATC
CCAGITGCGA
AGACCAGCTT
CATCATAATC
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GGITTCTGTG
ACGGAGGTGA
AGGAGCACAC
AGITAGATCT
CTCTTTCTCA
GIGGTATATT
TAATATCACC
GACCCACCTG
AGACCCAAGA
TACCAGGGCA
AAAAAGACAG
TAAGATAGCA
ATGITGATTAT
CTCCAGCTCC
AAACCCGCAA
CCACAGACAA
CCCTTCTTTG
GITTAAATTG
TCAAGAAATG
AGGAGI TGCGA
CTCTCTGIGT
AGAGTGGCAA
ATTAAATATA
TAAAAAGTAC
CTCTATATGA
CAGICACCTG
GGAGGCCGAG
CCAACATGGT

CACCTGTGAT
CTATTCCTTA
AAGGGCCAAA
GACTAACCTG
TGGTGATGAT
TACCATTTCT
AGACTGITCC
TGACCGAGTG
GAGAAACATT
GCCAGTITCTG
TGTITTGTGAT
TTTTACTTGT
CTTGATATTT
GGAAAAGGCT
GCTCACCCAT
TCATGIGGECC
CAAAACACAA
TTTTCATATA
AGATTGCCCA
AAGATGEEGT
CTCTATTTGC
GTAAAAAACA
CACACAATCA
TGGTATATAC
GACCAAAATG
GCCGCGGECATG
GCAGGTGGAT
GAAACCCCGT

GCTGTGTGGT
CCTGGCCACA
GIGIGATCTC
ATTCTGITCT
GACAGCAAGT
GIAAGGCCAA
TATGATGCTT
GGITTTGECT
TTAATTTATG
GAAAACCTTT
GACAGACAAG
CCCATCAGAG
CTTGAGAAGC
CTGTGGGAGT
ACTTCTGGCA
TATAGTCAGG
CTGCCTAGIT
TATCACACCA
TATTTCAGGG
TTATATAATG
ACTTGAGICT
TGGEGECECTCTG
TGACATTGAG
AGAAATAGCG
TACTAGAGIT
GIGCECTCATG
CACGAGGTCA
CTGTACTAAA

TTGTCTGGTG
GATGTGACTT
CCTGGATCTG
CACTTTCCAT
CACCTCTATT
GATAAAGGEGEG
TTATTGIGTA
GACGCTGGTGG
TCTCGAGGAA
CCCAGAGCAT
TATGCAAAGA
GCTCATGGAT
CCTTTCAGAA
TCTGICCTTG
GIGICTAAAG
TGTTCAAGGA
TACCAAGGAG
AAAGCGTGIT
GAGCCACCAA
CATCAAGTCT
CTCACCTCAG
ATTCTCCTGT
AAGAACTGCA
TTAAAAAAAA
AGTTTAGTGA
CTTGTAATCC
GGAGTTTGAG
AATACAAAAA

GGTTAACCAT
GIGIGGEECC
TACACCTGIG
ATCTGTATCT
TCTGGGATGT
TATCAGCGIC
TGACACTAAA
CCAAACTGGA
AGGGACTGGT
ACAGCTTAGC
CTGAAAATTT
GAAAAAGT TG
GICCAAGITC
AGTGGCCAAC
AACGCCCTGG
AACGGTCTAG
AGGCCTGECT
TTGAAATTCT
CGTCTGICAC
TCTTTCTTAT
CTCCTGTAAA
AATTGTGATA
TTTCTACCCT
CTCAACCTCT
AATAAAAAAC
CAGCACTTTG
ACCAGICTGG
TTAGCTGGEEC
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GIGGTGCGTGG
AATCCCTTGA
CTGCAATGCA
AAAAAAAACA
TCATCCAGGEG
GITGCTCCTT
TCCATAGGGA
ATGGICCACC
AGTGATATTC
CACTGCAAAG
AAACTGTTTT
ATACAGCAAC
AGAGTGTGTA
CCAATTATAT
CAAAGITTAT
TATCAGATTC
TACTTTCAGC
ATTTGCTTTA
TGGAAAACAG
TCCTCACGTG
TATATGAATT
CAAATCAATC
CTA

GI'GCCTGTAA
ACCCGGGAGG
GCCCGGEECAA
CAAAAAAACT
CCCCATTCTG
CAGTGCTTCC
AACAGTAAGA
TACAAATAGA
TCTACCTTTG
TACTGTATCC
GITAACTAAT
GITAGATGGT
TTTATTTATA

TCCCAGCTAC TTGGGAGGECT
TGGAGGTGEC AGTGAGCCGA
CAGAGCTAGA CTGICTCAAA
CAGICACCTT CTTAACCAAT
TGCAGATTGA GIGTGGGCAC
TCCTCTTTTT CCTTGGEECCT
AAGAAAGACA CATCCTTACC
AAAATATTTA AATGATCTGC
ATAATTTACC TCCTTAAATG
AAAGTAAAAT TTCCTCATCC
GCCATATATT TGTAAGTATC
TTTGATGGTA AACCCTAAAG
GITTTATCAG AGATGACAAT

GGATTCCTTT

AGACCTTCAC
AAAAACAACA
TGGGTATAAA
TTTCATGGAA
CGTGCCATGTG
TGGCAATGCC
ATTTCCAACG
TCTGGAATAA

CATTTTTTGC TGGAGGATGG
ATTGAGAAAG CTTCAGITTT

GAAAGAACCA
TTCATGAGIT
GAAGTGATCT
TTCAAGCCTT
AAAGCCTTTA
TACATTTAAT
ATAGAGAGGT

AGACATTCTT
CAAAGATTGA
ACAAAGGTGT
AGATTGGCGA
CTTTACCTGT
CAATAAGGGT
AATTAAATTG

GAGGCAGGAG
GATCACGCCA
AGAACAAAAA
TGCTTCCGTG
CACACAGGTG
GCTTCTGEGT
ATAAATGCAT
CTTTATACAA
TTTTTATCTG
AATATCTTTC
TGCACACTTG
GAGGACTCCA
TATTTGAATG
GAGAAGAAAC
GAACTTCAGC
AAGATGCCTG
AACCTGACCA
TTGIGCCATT
TGTCGTATTT
GAGTACACAC
CACAAATTCC
CTGGAGCCAA

*650
*700
*750
*800
*850
*900
*950
*1000
*1050
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*1150
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*1250
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