Sequence of virB1, virB2, asRNA_0067 and its 75-bp deletion assessed in this study
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SRNA BSR1141 de B. melitensis

1187596..1187668 (cromosoma I}

TAATTTCAATATATTATAGATATATCACCAGACGGGAGCAATTTTTACGAAGAATTATGACGCAATAGA
AGATTTTTGGTGACAAAAGCTGTGCGGTTCGCTATTTTITTCACCATAAGAGCAACAACGGARTARAACC
GTTGGTTTCACGCGGTAAGTCTTGGEAGGATGGATCCAGGCGCGTTTCCACAGCCRCCAGTAMATGE

AAAACGGATCGAACGCGTATTCAATTGGCAGGGCGAAAGCCTTGCTTTTTTTTGCACTTGCAGGATCGCC

ACTTCCACCTCTGCGAGGCATTTTATTGATTTGAATAATACATTAATTTTGTAGGATTATCATCAGGATG

GGCGIATCGATCACCATCGITACCATAG
EATCATCTGGTCCGGTTACAAGATGGCATTCCGGCACECCCaCTTCATGRATGTAGTGCC]
TGCTCGaCa6CaCCCTGOTGETTGaCGCTGCCGCCEARATTGCCTCTIACCTGCTTAGET
EBRGGGACACAGATCATGACAACGGCACCACAGGAATCCAACGCACGRAGCGCAGGTTATC
GCGGCEATCCAATATTCAAGGGCTGTACACGGCCAGCCATGTTGTTTGEGGTTCCTETGAT
CCCGCTTGTCATCETTGECGECAGCATCETTCTCTTATCOETCTGEATTICCATGTTCATA
P





