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1                                                                                                     90
ATTAAAAAAA AATCGCAGAA CGGGACTATC CCGTGATGGA ACGACAGGAA GCCTGGG -TA ATTAATTTAG AGTTAGGAAC TGTCTCGGTA
GCTAATAAAA ACTTGCAG AA CGGGACAAAC CCGTAATAAG GTTGT GGGTA GTCTGGG CTA ATTTTT-GCG CTCCAGAAGC TGCCGCAATA
GCTAATAAAA ACTTGCAG AA CGGGACAAAC CCGTGATTAA GGATA GGGTG GCCTGGG CTA ATTTAT-GCG CTCCAGAAGC TGTAGCAATA
GCTAA-AAAA ACTTGCAG AA CGGGACAAAC CCGTAATAAG GGTTG GGATG GCCTGGG CTA ATTTTTAGCG TTCCAGAAGC TGTGGCAATA
TCAAATAAAA AACTAATAAG TGGGATTAAC CCAAAATGGA AAGACGGGGA GCCTGGG TGT ATATATTG-G TCTCAAAGAC CGCCCAGTAA
TCAAATAAAA AACTAATAAG TGGGATTAAC CCAAAATGGA AAGACGGGGA GCCTGGG TGT ATATATTG-G TCTCAAAGAC CGCCCAGTAA
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C.pneumoniae TTAAGATCTC CAAAATCT TA ATAC--CTAG ACAGTCGGAT CCGAGTGATC CTCTAGCTC GACAGCGATG CACTTT GTTG CATCTACTCG
C.caviae TTAAGATCTC CACAATCT TA ATATTGCTGG ACAGTTTGGT ACGAGTACCT CATCTGGAAC GACAGCGATG CACTTT CTTG CATTTACCGG
C.abortus TTCAGATCTC CACAATCT GA ATATTGCTAG ACAGTTTGGT AGAATTACCT -GTCTGGAAC GATAGCGATG CACTTT CTTG CATCTACCCG
C.felis T-AAGATCTC CACAATCT TA ATATTGCTGT ATAGTTTGGT ACGAATACCT -G

 --G
 --G

TCTGGAGC GATAGCGATG CACTTT CTTG CATCTACCCG
C.trachomatis B TAAAGATCTC CAAAATCT TT ATCA--CTGA GCGGTTAGGC ATGAGTGCCT GCT-TGGGGC TACAGAGATG CACTTT ATTG CATCTACCCG
C.trachomatis L2

C.pneumoniae
C.caviae
C.abortus
C.felis
C.trachomatis B
C.trachomatis L2

C.pneumoniae
C.caviae
C.abortus
C.felis
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TAAAGATCTC CAAAATCT TT ATCA--CTGA GCGGTTAGGC

C

ATGAGTGCCT GCT-TGGGGC TACAGAGATG CACTTT ATTG CATCTACCCG
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CTGTT----- CTCTGTCCTC CCATAAGT-- TTTTTT ACGC AAGGTGTTTC --ACCTTGCG TTTTTTTT
CTCTT--TTT CCCTCTCCTC TTATTTTTAA TTTTT TCGC AAGGTGCCGC C-ACCTTGCG TTTTTTTT
CTCTT--TT- CCCTCTTCCT TATTCTTTAG G

 G
TTTTT TCGC AAGGTGTTAC CCACCTTGCG TTTTTTTT

CT-TT--TTT CCCT-TCCCC TTATCCT-AG TTTTTT TCGC AAGGTGCCGC C-ACCTTGCG TTTTTTTT
CTTTTCTTTT CCGTCTAACC TATTTTTTGG TTTTTT TCGC AAGGCCCATA CCTTGCG TTTTTTTT
CTTTTCTTTT CCGTCTAACC TATTTTTTGG TTTTTT TCGC AAGGCCCAGA CCTTGCG TTTTTTTT
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