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/gene="invA"
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/inference="COORDINATES: similar to AA

sequence:RefSeq:NP_461817.1"

/note="frameshifted; Derived by automated computational

analysis using gene prediction method: Protein Homology."

/pseudo

/codon_start=3

/transl table=11

/product="type III secretion system export apparatus

protein InvA"
caacgtttcc tgcggtactg ttaattacca cgctctttcg tctggcatta tcgatcagta
ccagccgtct tatcttgatt gaagccgatg ccggtgaaat tatcgccacg ttcgggcaat
tcgttattgg cgatagcccg gcggtgggtt ttgttgtctt ctctattgtc accgtggtcce
agtttatcgt tattaccaaa ggttcagaac gcgtcgcgga agtcgcggcc cgattttctce
tggatggtat gcccggtaaa cagatgagta ttgatgccga tttgaaggcc ggtattattg
atgcggatgc tgcgcgcgaa cggcgaagcg tactggaaag ggaaagccag ctttacggtt
cctttgacgg tgcgatgaag tttatcaaag gtgacgctat tgccggcatc attatcatct
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