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Panout

B¥ccRcara
AACCTCGGAACAGCATTTGAAACTACATCTCTCGAGGGTAGGCGGAGAAA
AACCTCGGAACAGCATTTGAAACTACATCTCTAGAGGGTAGGCGGAGAAA
AACTCCAGAACAGCATTTGACACTATATTTCTTGAGGGTAGGCGGAGAAA
AACCCCGGAACAGCATTTGAAACTCCATTTCTAGAGGGTAGGCGGAGAAA
AACTTCGGAACAGCATTTGAAACTCCCTTTCTAGAGGGTAGGCGGAGAAA
AACCTCGGAGCTGCATAGGAAACTTCTTGTCTAGAGGGTAGGCGGAGAAA
AACCCCGGAACAGCATTTGAAACTCCCTTTCTTGAGGGTAGACGGAGAAA
AACTTCGAAGCTGCATTTGAAACTGCTTGTCTAGAGGGTAGACGGAGAAA
AACTTCGAAGCTGCATTTGAAACTGCTTGTCTAGAGGATAGACGGAGAAA
AACTTCGAAGCTGCATTTGAAACTATTTGTCTTGAGGGTAGACGGAGAAA
AACTTCGAAGCTGCATTTGAAACTACTAATCTTGAGGGTAGACGGAGAAA
AACTTCGAAGCTGCATTTAAAACTACTGATCTTGAGGGTAGACGAAGAAA
AACTCCGGAGCTGCATTTGAAACTACTTATCTTGAGGGTGGACGGAGAAA
AACTTCGGAGCCGCATTTGAAACTGCAATTCTTGAGGAATGGCGGAGGAA
AACTTTGGAGCCGCATTTGAAACTGCAATTCTTGAGGGATGGCGGAGGAA
AACCCCGGAGCTGCATATTAAACTATATTTATAGAGGGATGGCGGAGARAA
AACCCCGGAACTGCGTTTGAAACTATATTTCTTGAGGCAAGGCGGAGAAA
AACCCCGGAACTGCGTTTGAAACTATATTTCTAGAGGCAAGGCGGAGAAA
AACCTCAGGGCGGCACCTGAAACTATTTGTCTAGAGGGTAGGCGGAGAAA
AACCTCGGAACGGCACTCGAAACTGTGTTTCTAGAGGATAGAAGGAGARAA
AACCCCAAGTCAGCACTTAATACTGCTTTTCTAGAGGTTAGATGGAGAAA
AACTCCAAACAGGCATCTAATACTATCTTTCTAGAGGTTAGATGGAGAAA
AACCCCAAGTCAGCATTTAAAACTATCTTTCTAGAGGATAGATGGGGAAA
AACCTCAAGTCGGCATCTAATACTATCTTTCTAGAGGTTGGATGGAGARAA
AACCCCAAATCGGCATCTAATACTATCTTTCTAGAGGGTAGATGGAGAAA
AACCCCAAGCCAGCATCTAATACTATCTTTCTAGAGGGTAGATGGAGARAA
AACCCCAAGCCAGCATCTAATACTATCTTTCTGGAGGGTAGATGGAGAAA
AACTTCAAGCCGGCATCTAATACTATCTTTCTAGAGGGTAGATGGAGARAA
AACCCTAAGTCAGCATCTAATACTATCTTTCTAGAGGGTAGATGGAGAAA
AACCCCGAATCGGCATCTGATACTATTTTTCTAGAGGGTAGATGGAGARAA
AACCCCGAATCGGCATCTAAAACTATTTTTCTAGAGGGTAGATGGAGAAA
AACCCCGAGTCGGCATCTAATACTATTTTTCTAGAGGATAGATGGAGAAA
AACTCTAAGTCAGCATCTAATACTGCCTATCTAGAGGACAGATGGAGAAA
AACTTCAAGTCAGCATCTAATACTATCTATCTAGAGGACAGACGGAGAAA
AACCCCGAACAGGCATCTAAAACTGTATTTCTAGAGGTCGGGAGGAGAAA
ATCTCCGGA-CTGCATACAAAACTGCTCAGCTAGAGTATAAGAGGGGARAA
ATCTTCGGA-CTGCATACAAAACTGCTTGACTAGAGTGTAAGAGGGGAAA
ATCTCCGGA-CTGCATACAAAACTGTTCAGCTAGAGCATAAGAGGGGAAA
ATCTCCGGA-TCGCATACAAAACTGCTTGACTAGAGTGTAATAGGGGAAA
ACCCCCAGG-CTGCTTCCAAAACTGCTAGACTAGAGTTCAAGAGGGGGAA
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ACGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ACGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ACGGAATTCCACATGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ACGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ACGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ATGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ATGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ACGGAATTCCAAGTGTAGC-GGTGAAA-TGCGTAGATATTTGGAAGAACA
ACGGAATTCCAAGTGTAGC-GGTGAAA-TGCGTAGATATTTGGAAGAACA
ACGGAATTCCAAGTGTAGC-GGTGAAA-TGCGTAGATATTTGGAAGAACA
ACGGAATTCCAAGTGTAGC-GGTGGAA-TGCGTAGATATTTGGAAGAACA
ATGGAATTCCAAGTGTAGC-GGTGGAA-TGCGTAGATATTTGGAAGAACA
ACGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTAGAAGAACA
ACGGAATTCCACGTGTAGC-GGTGAAA-TGCTTAGATATGTGGAAGAACA
ACGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ATGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGAAATGTGGAAGAACA
ACGGAATTCCACATGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ACGGAATTCCCCATGTTGCCGGTGAAAATGCGTAGATATTTGGAAAAACA
ACGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
ATGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACATGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTTCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
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AGGGAATTTCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTTCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACATGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
AGGGAATTCCACGTGTAGC-GGTGAAA-TGCGTAGATATGTGGAAGAACA
GCGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAGGAACA
GCGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAGGAACA
GCGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAGGAACA
GCGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAGGAACA
ATGGAATTCCACAAGTAGC-GGTGAAA-TGCGTAGATATGTGGAGGAACA
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CCGGTGGCGAAGGCGGTTTTCTAGCTTATTCCTGACGCTAAAGCGCGAAR
CCGGTGGCGAAGGCGGTTTTCTAGCTTATACCTGACGCTAAAGCGCGARA
TCGGTGGCGAAGCGGGTTTTCTAGCTTATTCCTGACGCTGAGGCGCGAAR
CCGGTGGCGAAGGCGGTTTTCTAGCTTATTCCTGACGCTGAGGCGCGARA
CCGGTGGCGARGGCGGTTTTCTAGCTTATACCTGACGCTGAGGCGCGARA
CCAGTGGCGAAGGCGGTTTTCTAGCTTATACCTGACGCTGAGGCGCGARA
CCAGTGGCGAAGGCGATTTTCTAGTTTACACCTGACGCTGAGGCGCGAAR
CCGGTGGCGARAGCGGTTTTCTAGTTTATTCCTGACGCTGAGATGCGARA
CCGGTGGCGAAAGCGGTTTTCTAGTTTATTCCTGACGCTGAGATGCGAAR
CCGGTGGCGARAGCGGTTTTCTAGTTTATTCCTGACGCTGAGATGCGAGA
CCGGTGGCGAAAGCGGTTTTCTAGTTTATTCCTGACGCTGAGACGCGAGA
CCGGTGGCGARAGCGGTTTTCTAGTTTATTCCTGACGCTGAGATGCGAGA
CCGGTGGCGARGGCGGTTTTCTAGTTCTTTCCTGACGCTGAGGCGCGAGA
CCTGTGGCGARAGCGGTTTTCTAGCTTTTACCTGACGCTGAGGCGCGAGA
CCTGTGGCGARAGCGGTTTTCTAGCTTTTACCTGACGCTGAGGCGCGAGA
CCAGTGGCGAAAGCGGTTTTCTTGTTATTTCCTGACGCTGAGGGGGGAGA
CCAGTGGCGAAAGCGGTTTTCTAGCTTTGACCTGACGCTGATGCCCGAAR
CCAGTGGCGAAGGCGGTTTTCTAGCTTTGACCTGACGCTGATGCCCGARA
CCGGTGGCGARGGCGGTTTTCTAGCTTACTCCTGACGCTGAGGCGCGARA
CCGGTGGCGAAGGCGGTTTTCTATTTTATTCCTGACGCTCATGCACGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTATTCCTGACGCTAAGGCGCGARR
CCAGTGGCGAAGGCGCTTTTCTAATTTATTCCTGACGCTGAGGCGCGARA
ccr ElCEEAREEEEEIIS T2 A TTTATACCTGACGCTAAGGCGCGAAR
CCAGTGGCGAAGGCGCTTTTCTAATTTATTCCTGACGCTAAGGCGCGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTACACCTGACGCTAAGGCGCGARR
CCAGTGGCGAAGGCGCTTTTCTAATTTACACCTGACGCTAAGGCGCGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTACACCTGACGCTAAGGCGCGARR
CTAGTGGCGAAGGCGCTTTTCTAATTTACACCTGACGCTGAGGCGCGARA
CTAGTGGCGAAGGCGCTTTTCTAATTTACACCTGACGCTAAGGCGCGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTATACCTGACGCTAAGGCGCGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTATACCTGACGCTAAGGCGCGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTATACCTGACGCTAAGGCGCGARA
CCAGTGGCGAAGGCGCTTTTCTAATTTGGACCTGACGCTGAGGCGCGARA
TCAGTGGCGAAGGCGCTTTTCTAGTTTGATCCTGACGCTGAGGCGCGARA
CCGGTGGCGAAGGCGCTTTTCTATCTTGATCCTGACGCTGAGGCGCGARA
CCGGTGGCGAAGGCGGCTTTCTGGATTATTACTGACGCTGAGGCACGARA
CCGGTGGCGARGGCGGCTTTCTGGATTATTACTGACGCTGAGGCACGARR
CCGGTGGCGAAGGCGGCTTTCTGGATTATTGCTGACGCTGAGGCACGARA
CCAGTGGCGARGGCGGCTTTCTGGGTTACTACTGACGCTGAGGCACGARR
CCGGTGGCGAAGGCGGTTTCCTAGATTGATACTGACGCTGAGGCACGARA
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GCAAGGGG-ATCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-ATCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-ATCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-ATCAAACAGGATTAGATACCCTGGTAGTCCTTGCCCTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
GCAAGGGT-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-AGCAAACAGGGTTAGATACCCTGGTAGTCCTTGCTGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GCAAGGGG-GGCAAACAGGATTAGATACCCTCGTAGTCCCGGCAATAAAC
GCTAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTAGCCGTAAAC
GCTAGGGG-AGCGAACAGGATTAGATACCCTGGTAGTCCTAGCCGTAAAC
GTTAGGGG-ATCAAACAGGATTAGATACCCTGGTAGTCCTAACCGTAAAC
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GTTAGGGG-ATCAAACAGGATTAGATACCCTGGTAGTCCTAACTGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
GCCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
GC-AAGGGGAGCAAACAGGATTAGATGCCCTGGTAGTCCTTGCCGTAAAC
GCATGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCATGCCGTAAAC
GCATGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCATGCCGTAAAC
GCATGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCATGCCGTAAAC
GCATGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCATGCCGTAAAC
GCAAGGGG-AGCAAACAGGATTAGATACCCTGGTAGTCCTTGCTGTAAAC
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TATGTATACTTGGTGTAACTGGACTCAACCCTAGTTGTGCCGTAGCTAAC
TATGTATACTTGGTGTAACTGGACTCAACCCTAGTTGTGCCGTAGCTAAC
GATGTATACTTGGTGTAATTGGACTCAACCCCAATTGTGCCGGACGTAAC
GATGTATACTTGATGTAATTGGACTCAACCCCGATTGTGTCGTAGCTAAC
GATGTATACTTGGTGTAGTTGGAATCAACCCCGACTGTGCCGTAGCTAAC
GATGTATACTTGGTGTAGTTGGACTCAACCCCGACTGTGCCGTAGCTAAC
TACGTATACTTGGTGTAACTGGAATCAACCCTAGTTGTGCCGAACGTAAC
GATGCATACTTGGTGTAGTTGGACTCAACCCCGACTGTGCCGTAGCTAAC
GATGCATACTTGGTGTAGTTGGACTCAACCCCGACTGTGCCGTAGCTAAC
GATGCATACTTGGTGTAGTTGGACTCAACCCCGACTGTGCCGTAGCTAAC
GATGCATACTTGGTGTAGTTGGACTCAACCCCGACTGTGCCGTAGCTAAC
AATGCATACTTGGTGTAGTTGGGCTCAACCCCGACTGTGCCGTAGCTAAC
ACTGCATACTTGGTGTAGTCGGTCTCAACCCCGACTGTGCCGTACGTAAC
GATGTATACTTGATGTAGTTAGGCTCAACCCTGGCTGTGTCGTAGCTAAC
GATGTATACTTGATGTAGTTAGGCTCAACCCTGGCTGTGTCGTAGCTAAC
GATGTCTACTTGATGTAGCGGGGCTCAACCCTATCTGTGTCGAAGCCAAC
GATGCATACTTGGTGTAGCCGGACTCAACCCCGGCTGTGCCGTAGCTAAC
GATGCATACTTGGTGTAGCCGGACTCAACCCTGGCTGTGCCGTAGCTAAC
TATGTATACTTGGTGTAGCTGGTCTCAACCCCAGCTGTGCCGTAGCTAAC
GATGTGTACTTGGTGTAGCTGGTCTCAACCCCAGCTGTGCCGTAGCCAAC
GATGCATACTTGATGTGGATGGTCTCAACCCCATCCGTGTCGGAGCTAAC
GATGCATACTTGATGTGGATGGTCTCAACCCCATCCGTGTCGGAGCTAAC
GATGCAT, CCATCCGTGTCGGAGCTAAC
GATGCATACTTGATGTGGATGGTCTCAACCCCATCCGTGTCGGAGCTAAC
GATGCATACTTGATGTGGATAGTCTCAACCCTATCCGTGTCGTAGCTAAC
GATGCATACTTGATGTGGATAGTCTCAACCCTATCCGTGTCGTAGCTAAC
GATGCATACTTGATGTGGATAGTCTCAACCCTATCCGTGTCGTAGCTAAC
GATGCATACTTGATGTGGATAGTCTCAACCCTATCCGTGTCGTAGCTAAC
GATGCATACTTGATGTGGATAGTCTCAACCCTATCCGTGTCGTAGCTAAC
GATGCATACTTGATGTGGATGGTCTCAACCCCATCCGTGTCGGAGCTAAC
GATGCATACTTGATGTGGATGGTCTCAACCCCATCCGTGTCGGAGCTAAC
GATGCATACTTGATGTGGATGGTCTCAACCCCATCCGTGTCGGAGCTAAC
GATGCACACTTGATGTGAGTGGAATCAACCCCGCTCGTGTCGGAGCTAAC
GATGTACACTTGATGTGAGTGGATTCAACCCCGCTCGTGTCGTAGCTAAC
GATGCATACTTGGTGTGAGTGGACTCAACCCCACTCGTGCCGGAGCTAAC
GATGCACACTTGATGTAGTCGGTCTCAACCCCGGCTGTGTCGTAGCTAAC
GATGCACACTTGATGTAGTCGGTCTCAACCCCGGCTGTGTCGTAGCTAAC
GATGCACACTTGATGTAGTCGGTCTCAACCCCGGCTGTGTCGTAGCTAAC
GATGCATACTTGATGTGGACGGTCTCAACCCCGGCCGTGTCGTAGCTAAC
GATGCACACTTGATGTAGCTAGTCTCAACCCTAGCTGTGTCGAAGCTAAC
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ACTTGRTGT GMlICTCAACC GTGTMGERAGCTAAC
CACARCMTCGATTG

PChtin Pshort down

GCGTTAAGTATACCGCCTGGGGAGTACAGTCGCAAGGCTGAAACTCAAAA
GCGTTAAGTATACCGCCTGGGGAGTACAGTCGCAAGGCTGAAACTCAAAA
GCGTTAAGTATACCGCCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATACCGCCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATACCGCCTGGGGAGTACAGTCGCAAGGCTGAAACTCAAAA
GCGATAAGTATACCGCCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATACCGCCTGAGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCACCTGAGGAGTACGCCCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCACCTGAGGAGTACGCCCGCAAGGGTGAAACTCAAAA
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GCGTTAAGTATGCCACCTGGGGAGTACGCCCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCACCTGGGGAGTACGCCCGCAAGGGTGAAACTCAAAA
GTGTTAAGTATGCCACCTGAGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCACCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATACCGCCTGAGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATACCGCCTGAGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATACCGCCTGGGGAGTACGCTCCCAGGGGTAAAACTCAAAA
GCGTTAAGTATGCCGCCTGGGGAGTACGCCCGCAAGGGTAAAACTCAAAA
GCGTTAAGTATGCCGCCTGGGGAGTACGCCCGCAAGGGTAAAACTCAAAA
GCGATAAGTATACCGCCTGGGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTACACCGCCTGGGGAGTACAGCCGCAAGGCTGAAACTCAAAA
GTGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTGTGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTGTACCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGTTAAGTATGCCGCCTGAGGAGTACACTCGCAAGGGTGAAACTCAAAA
GCGATAAGTGTGCCACCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTGTGCCACCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTGTGCCACCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTATGCCACCTGGGGAGTACGCTCGCAAGGGTGAAACTCAAAA
GCGATAAGTGTGCCACCTGGGGAGTACGCCTGCAAGGGTGAAACTCAAAA
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GCGTTAAGTAT
CGCAATTCAT
Pshort down

Figure S1. Design of panprimers. Outer primers Panout and Pshort are marked in grey. Internal primers Panin
a Pchtin are marked in purple. Degenerated nucleotides are highlighted in red.

52CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTE@GCCGTAAACGATGEMATA
3021 AGCAAGGGGAGCIAACAGGATTAGATACCCTGGTAGTCCTIGCCGTAAACGATG ATA
66SP AGCAAGGGGAMCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACMATGEMATA
3026 AGCAAGGGGAMICAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACEATGHMATA
3033 AGCAAGGGG CAAACAGGATTAGATACCCTGGTAGTCCTTGCIGTAAACGATG ATA
27SP AGCAAGGGGAMCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGHMATA
74CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEMATA
109CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGHMATA
2CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGIAAACGATGCATA
21CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGG.AGTCCTTGCCGTAAACGATGCATA
73CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
110CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
11CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
3001 AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
19CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
23CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
24CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
31CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
64CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
101CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
98CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
36CHP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
6SP AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGITG ATA
58SP AGCAMGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCHTGCCGTAAACGATGMATA
81SP AGCAMGGGGAGCAAACAGGATTAGATACCCTGGTAGTCC] TGCCGTAAACGITG ATA

C. pneumoniae AR39 AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
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Figure S2. Alignment of panNPCR 58 nt sequences from sputa. Polymorphic sites are red shadowed. "Chlamydia-
related bacteria" are grey shadowed



122E AGCAAGGGGiICAAACAGGATTAGATACCCTGGTAGTCCTTGCCCTAAACIATGIATA

85E AGCAAGGGGACAAACAGGATTAGATACCCTGGTAGTCCTTGCCCTAAACHATGEATA
20E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCHTARACGATGHEATA
1E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGCATA
52E AGCAAGGGGAGCAAACAGGATAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
10E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGCATA
38E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
42E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGCATA
48E AGCAAGGGGAGCARACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
6E AGCAAGGGGAGCARACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
7E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
8E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGCATA
123E AGCAIGGGGAGCARACAGGATTAGATACCCTGGTAGTCCHTGCCGTAAACGATGATA
28E AGCAfIGGGGAGCARACAGGATTAGATACCCTGGTAGTCCHTGCCGTAAACGATGEATA
11E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEATA
120E AGCAAGGGGAGCARACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEATA
18E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGATA
24E AGCAAGGGGAGCARACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEATA
39E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGHATA
32E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCHGTARACGATGEARA
33E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGATA
21E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEATA
15E AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGATA
14E AGCAAGGGGAGCARACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEATA
142E AGCAAGGGGAGCARACAGGATTAGATACCCTGGTAGTCCTTGCCGTAAACGATGEATA
46E AGCHIAGGGGAGCAAARCAGGATTAGATACCCTGGTAGTCCTGCCGTARACGATGATA
126E AGHAGGGGAICARACAGGATTAGATACCCTGGTAGTCC TIBCCGTAAACGATGEATA
C.pneumoniae AR39 AGCAAGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCTTGCCGTARACGATGCATA
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Figure S3. Alignment of panNPCR 58 nt sequences from blood. Polymorphic sites are red shadowed. "Chlamydia-
related bacteria" are grey shadowed

Table S1. Sputum sample data.

1 DS 27 F + + + i
2 MS 24 F - + - i
3 BS 24 F - + - i
4 MS | 27 M - + - B
5 PS 60 M + + T i
6 MR | 24 M + + 4 i
7 2SP | 24 F - T I n
8 3SP | 25 F - + . B
9 48P | 27 F - + - i
10 58P | 28 M + + + nd
11 6SP 55 F - + R +CRB
12 7SP | 58 F - + - i
13 10SP | 27 F + ¥ n nd
14 11SP | 60 F - + - B
15 17SP | 28 F - + - B
16 18SP | 30 M + + + nd
17 20SP | 26 F + + I nd
18 21SP | 27 F + + + nd
19 27SP | 22 F - + - 4+ CRB
20 28SP | 55 M - + + nd
21 29SP | 35 M - + - l
22 30SP | 53 M - + . B
23 33SP | 23 Z + + + nd
24 34SP | 27 M - + . B




25 37SP | 49 Z + - -
26 38SP | 49 M + - -
27 39SP | 22 F + - -
28 41SP | 65 M + - -
29 44SP | 65 M + - -
30 458P | 31 M + + nd
31 48SP | 53 F + - -
32 498P | 72 M + - -
33 52SP | 29 F + - -
34 54SP | 22 F + - -
35 58SP | 26 M + - +CRB
36 60SP | 22 M + - -
37 61SP | 26 F + - -
38 64SP | 23 F + - -
39 66SP | 20 F + - +CRB
40 67SP | 20 F + + +
41 68SP | 26 F + - -
42 69SP | 40 F + - -
43 70SP | 31 M + - -
44 1002 | 41 M + - -
45 3001 | 25 M + - +
46 3002 | 25 M + + nd
47 3003 | 25 M + + nd
48 3004 | 24 M + - -
49 3005 | 25 M + -
50 3006 | 22 M + - -
51 3007 | 28 F + - -
52 3008 | 30 M + - -
53 3009 | 20 M + - -
54 3010 | 22 M + - -
55 3011 | 26 M + - -
56 3012 | 21 M + - -
57 3013 | 28 M + - -
58 3014 | 22 M + + nd
59 3015 | 27 M + - -
60 3016 | 27 M + + +
61 3017 | 30 M + - -
62 3018 | 21 M + - -
63 3019 | 30 M + - -
64 3020 | 30 M + - -
65 3021 | 19 M + - +CRB
66 3022 | 21 M + + +
67 3023 | 24 M + - -
68 3024 | 24 M + - -
69 3025 | 24 M ok - -
70 3026 | 22 M + - +CRB
71 3027 | 21 M 4k - -
72 3028 | 26 M + - -
73 3029 | 24 M + - -




74 3030 | 23| F + - R
75 3031 [ 26| M + + nd
76 3032 | 21| M + - R
77 3033 |30 M + - +CRB
78 5002 | 63| F + - R
79 5003 | 57| F + - R
80 5004 | 51| M + - R
81 5005 | 77| M + T n
82 5006 | 74| F + - _
83 5007 | 66 | M + - R
84 5008 | 51| F + - ;
85 5009 | 66 | F + n nd
8 | 2CHP |24 | M o ; n
87 | 3CHP |60 | F + - R
88 | 4cHP |41 | F o ) )
8 | 5CHP | 59| M o - R
9 | 7cHP | 77| M + + n
91 | ocHP | 63| F + - N
92 [1ICHP |29 | M + - n
93 | 13CHP | 44| F e n nd
94 | 14CHP | 47 | M + + I
95 | 15cHP | 47| M o - R
96 | 16CHP | 26 | F + + nd
97 | 18CHP | 28 | M + + nd
98 | 19CHP [ 25| M + ] I
99 [20cHP | 53| F + - )
100 | 2ICHP | 42| F o - n
101 |23CHP | 27| M + - n
102 | 24CHP | 33| F + - +
103 |27CHP | 48 | M + - _
104 | 29CHP | 44 | F n ) -
105 |30CcHP | 55| F + - )
106 | 31CHP | 66 | M + ] +
107 | 33CHP | 69 | M + - R
108 | 36CHP | 62 | F + - +
109 |37CHP | 67| M o - }
110 |38CHP | 43| M + - R
111 |39cHP [ 39| F + - ;
112 | 41CHP | 61 | F n n n
113 | 45CHP | 16 | F n n od
114 | 48CHP | 37| M + + nd
115 | 49CHP | 37| F + + +
116 | 52CHP |30 | M o - +CRB
117 | 53CHP | 55| F + - )
118 | 57CHP | 43 | F + + + CRB
119 | 58CHP | 67 | F + + nd
120 | 60CHP | 22| M o n nd
121 | 62CHP | 60 | M + - )
122 |e3cHP | 27| F + - )




123 64CHP | 24 F - + - +CRB
124 71CHP | 28 M - + + nd
125 73CHP | 33 M - +* - +
126 74CHP | 56 F - + - + CRB
127 76CHP | 29 M - + - -
128 77CHP | 33 M - +* - -
129 78CHP | 60 F - + + nd
130 80CHP | 34 M - +* - -
131 81SP 38 F - + - 4+ CRB
132 84CHP | 60 F - + + nd
133 85CHP | 61 M - + - -
134 88CHP | 49 M - + - -
135 91CHP | 37 F - + - -
136 92CHP | 43 M - +* - -
137 93CHP | 70 F - + + nd
138 96CHP | 45 F - + - -
139 97CHP | 27 F - +* + nd
140 98CHP | 44 F - +% - +
141 | 101CHP| 25 F - + - +
142 102CHP | 26 M - +* - -
143 | 105CHP | 34 F - + - -
144 | 107CHP| 23 F - 4% j -
145 108CHP | 25 F - + - -
146 | 109CHP | 52 F - + - 4 CRB
147 | 110CHP| 58 M - + - +
148 111CHP | - M - + + T
149 28CHP | 32 M - - nd nd
150 34CHP | 33 M - + +x -
151 35CHP | 32 F - + +x +x
152 70CHP | 25 F - -¢ nd nd
153 75CHP | 29 F - + +x +x
154 94CHP | 45 M - 4 4x 1x
155 9SCHP | 36 F - e nd nd
156 104CHP | 49 M - + +x 4x

M male; F; F Female; *1023 bp mtDNA amplicon absent, but 250 bp present; nd not determined; € excluded from
further analysis due to the DNA degradation. * not included due to low PCR yield (DNA was not sequenced or
provided unreadable sequence); CRB - DNA sequence from Chlamydia-related bacteria”.

Table S2. ELISA vs panNPCR in blood

Number | Sample | Gender | Age IgM IgG IgA mtDNA pafl};?;i?R ngez
1. 1E M 87 - +/-10.1 11.8 + +C +
2. 2E F 43 - - - + - nd
3. 3E M 56 - +/-10.1 - + - nd
4. 4E F 70 - +/-10.7 - + + nd
5. SE F 86 - - - + - -
6. 6E M 53 - +/-8.6 - + +¢ -




7E F 35 - +/-10.9 - + +C -

8E F 43 +13.5 - - + +C _
. 10E F 11 - - - + - nd
10. 11E F 28 - +/-10.6 - + 4+CRB nd
11. 12E F 52 - - - + - nd
12. 13E M 43 - +12.7 - + - nd
13. 14E F 39 +/-11.5 - - + +CRB +
14. 15E F 29 +12 - - + +CRB nd
15. 16E M 56 - +/-8.7 - + - nd
16. 17E F 54 - +/-9 - + - nd
17. 18E M 73 - +/-9.8 - + +CRB nd
18. 19E F 67 - +/-11 +/-8.5 + - nd
19. 20E M 62 - - - + +C nd
20. 21E F 28 - - - + +CRB nd
21. 22E F 73 - +/-9.9 - + - nd
22. 23E F 64 - - - + - nd
23. 24E M 64 +15.4 +/-8.9 - + +CRB +
24. 25E F 47 - - - + _ nd
25. 26E M 40 - +/-9.9 - + - nd
26. 27E F 66 - - - + - nd
27. 28E M 30 - - - ¥ +CRB nd
28. 29E F 65 - - - 4% nd
29. 30E F 69 - - - + - nd
30. 31E F 60 - - +/-11.3 + - nd
31. 32E M 42 +17.5 - - + +CRB N
32. 33E F 41 +/-8.9 - - + +CRB -
33. 35E F 81 - - +/-11.5 +* - nd
34. 36E F 43 - +/-9.5 - + - nd
35. 38E F 44 +/-8.8 - - + +C -
36. 39E M 46 - - - + +CRB nd
37. 41E M 26 - - +/-9.8 + - nd
38. 42E F 36 - - - + +€ nd
39. 43E F 38 - - - + - nd
40. 44E F 45 - +13.1 - +* - nd
41. 45E F 41 - - - + - nd
42. 46E M 59 - +12 - % +CRB nd
43. 47E M 10 - - - 43 _ nd
44, 48E F 52 - - - + +C nd
45. 49E M 17 - - - + - nd
46. 50E F 35 - - - + - nd
47. S1E F 10 - - - + - nd
48. 52E F 37 - +/-10.8 - + +C nd
49. 53E F 50 - +13.2 - + - nd
50. 54E F 75 - - - + - nd
S1. 55E F 90 - +14.2 +25 + - nd
52. S6E F 42 - - - + - nd




53. 57E F 31 - +12.2 - + - nd
54. 58E M 43 - - - + - nd
55. 59E F 5 - - - + + nd
56. 60E F 79 - +/-11 - + - nd
57. 66E M 87 - +12.9 - + - nd
58. 67E F 67 - +12.2 - +* - nd
59. 69E M 35 - +12.7 - +* - nd
60. 70E M 64 - +/-10.7 - + - nd
61. 71E M 67 - +14.8 +12.3 + - nd
62. 72E F 66 - +/-8.7 - + + nd
63. 73E M 48 - +13.2 - + - nd
64. 74E F 66 - +22.3 +12 +* - nd
65. 75E M 59 - +23.8 +33.2 + - nd
66. 76E F 37 - - - + - nd
67. 77E F 45 - - - + - nd
68. 78E F 39 - +12.5 - + + nd
69. 79E F 31 - +/-10 +14.3 + + nd
70. 84E F 39 - +13.4 - + + nd
71. 85E F 43 - - +14.7 + +CRB nd
72. 86E M 64 - +24.8 +12.8 + - nd
73. 88E M 36 - - +/-9.4 + - nd
74. 89E F 82 - - - + - nd
75. 90E F 62 - +/-8.5 +20 + - nd
76. 95E F 17 | +/-10.7 - - + - nd
77. 115E F 50 +19 +12.5 - + - nd
78. 116E M 31 +/-10.1 - - + - nd
79. 120E F 40 +-11.5 +14.2 - +* +CRB nd
80. 122E F 73 +/-9 +14.5 - + +CRB nd
81. 123E F 68 +/-10 +/-11.3 - + +CRB nd
82. 124E F 70 - +20.7 - + - nd
83. 125E M 46 - +17.5 - + - nd
84. 126E M 34 +12.8 +/-10.1 - + +CRB nd
85. 127E M 35 - +19.9 +/-9.9 + - nd
86. 130E M 72 - +16.3 - + - nd
87. 131E F 8 +/-10.1 - - + - nd
88. 132E F 39 - +16.1 - + - nd
89. 137E F 66 - +22.7 - + - nd
90. 142E M 46 +/-10.3 - - + +CRB nd
91. 143E F 34 - +15.5 - + + nd
92. 151E F 26 +/-10.3 - - + - nd
93. 152E F 66 +/-10.3 - - + - nd
94, 153E M 47 +/-10.3 - - + - nd

M male; F female; ELISA IgA, IgM, IgG: Cut-off: 10; Grey zone: 8,5-11,5; Negative: <8,5; Positive: >11,5. C -
DNA sequence from the genus Chlamydia, CRB - DNA sequence from Chlamydia-related bacteria”. *1023 bp
mtDNA amplicon absent, but 250 bp present; nd - not determined; 4E, 59E, 72E, 78E, 79E, 84E, 143E were not
sequenced.



