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B Homology Block: Percent Matches 100 Score 274 Length 274

Sequence View: Difference Format, Color behind non-matches

ihfB 4 actaagtccgaactgatagaaagactotgtgcogaacaaacgcacttgiotgcgaaagagatcgaagatgcggraaaaaatatccttgagcatatggocctcaacgrtaga
E2.B UP.L5082414 264

ihfB 114 agcgggggagcgoatcgagattogbggittoggtagottbtooctbacactatogtgagoogogtigtagggcgtaatooctaagactggogataaggtggagttggaaggta
B2.B UP.L5082414 B T T R S R R R e e e e e e e s i
ihfB 224 agtacgttccgcocattitcaaaccaggtaaggaactacgocgaacgocgttaacttigt

BE2.B_UP.L5082414 484

Info Picture Sequence LMap
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B Homology Block: Percent Matches 100 Score 254 Length 294

Sequence View; Difference Format, Color behind non-matches

ihfA-ihfB 1 actaagtccgaactgatagaaagactctgtgccgaacaaacgcacttgtctgcgaaagagatcgaagatgcggtaaaaaatatccttgagecatatggocctcaacgttaga
INFE-5_FPEAD-F_T5 83

ihfA-ihfB 111 agcgggggagocgcatcgagattogtggttoccggtittggtaatittgacctacgagataaaaatgaacgtccgggtocgaaaccctaaaaccggtgaagatattoctatta
INFE-5_PBAD-F_TS 203

ihfA-ihfB 221 ccgcoctcgacgtgtcgtaacgttccgoccagggcaaaaattgaaagocccgtgtcgagaacatcaaagtcgaaaaa
INFE-5 PBAD-F IS 313
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