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Location Island ID Sample NanGene ID  Gene StartGene End Strand NR Descriy

ChromosomeGI01 BP genel358 1363813 1364253 + YxxD
ChromosomeGI01 BP genel359 1365291 1364341 - glycoside
ChromosomeGIO01 BP genel1360 1366130 1366243 + hypothetic
ChromosomeGI01 BP genel361 1366654 1366322 — MULTISPECI
ChromosomeGI01 BP genel362 1368108 1366666 — MULTISPECI
ChromosomeGI01 BP genel363 1368162 1368500 + MULTISPECI
ChromosomeGIO01 BP genel364 1368778 1368578 — hypothetic
ChromosomeGI01 BP genel365 1368830 1369018 + hypothetic
ChromosomeGIO01 BP genel366 1369074 1369367 + RecName: |
ChromosomeGI01 BP genel367 1369383 1369646 + MULTISPECI
ChromosomeGI01 BP genel368 1369698 1370777 + MULTISPECI
ChromosomeGI01 BP genel369 1371000 1370812 - MULTISPECI
ChromosomeGI01 BP genel370 1371834 1371019 - MULTISPECI
ChromosomeGI01 BP genel372 1372567 1372746 + MULTISPECI
ChromosomeGI02 BP genel963 1923922 1924386 + MULTISPECI
ChromosomeGI102 BP genel964 1925026 1924637 - MULTISPECI
ChromosomeGI102 BP genel965 1925528 1926664 + MULTISPECI
ChromosomeGI02 BP genel966 1926654 1926791 + MULTISPECI
ChromosomeGI02 BP genel967 1926994 1928793 + GHH signat
ChromosomeGI02 BP genel1968 1928814 1929146 + hypothetic
ChromosomeGI02 BP genel969 1929582 1930028 + sigma-70,
ChromosomeGI02 BP genel970 1930248 1931162 + hypothetic
ChromosomeGI02 BP genel971 1931232 1931402 + ATPase suk
ChromosomeGI02 BP genel972 1931918 1932154 + phage tern
ChromosomeGI02 BP genel973 1932717 1933214 + phage tern
ChromosomeGI02 BP genel974 1933218 1934756 + phage port
ChromosomeGI02 BP genel975 1934749 1935666 + hypothetic
ChromosomeGI02 BP genel976 1935716 1936588 + hypothetic
ChromosomeGI102 BP genel977 1936594 1937772 + XkdF-1like
ChromosomeGI02 BP genel978 1937785 1938720 + phage majc
ChromosomeGI02 BP genel979 1938731 1939051 + phage—1ike
ChromosomeGI02 BP genel980 1940254 1940060 — hypothetic
ChromosomeGI102 BP genel981 1940388 1940531 + LXG domair
ChromosomeGI02 BP genel982 1940494 1940727 + LXG domair
ChromosomeGI02 BP genel983 1941127 1942017 + hypothetic
ChromosomeGI102 BP genel984 1942020 1942484 + SMI1/KNR4
ChromosomeGI02 BP genel985 1942799 1943191 + hypothetic
ChromosomeGI02 BP genel986 1944498 1943512 - hypothetic
ChromosomeGI102 BP genel987 1944907 1944515 - (2Fe-2S) 1
ChromosomeGI102 BP genel988 1945493 1945906 + MULTISPECI
ChromosomeGI02 BP genel989 1946199 1946089 - MULTISPECI
ChromosomeGI03 BP gene2309 2294222 2294049 - hypothetic
ChromosomeGI03 BP gene2310 2295236 2294580 - MULTISPECI
ChromosomeGI03 BP gene2311 2296897 2295233 - MULTISPECI
ChromosomeGI03 BP gene2312 2298576 2297425 - MULTISPECI
ChromosomeGI03 BP gene2313 2300100 2299435 - MULTISPECI
ChromosomeGI03 BP gene2314 2300925 2300461 - MULTISPECI
ChromosomeGI03 BP gene2315 2301309 2301031 - MULTISPECI
ChromosomeGI103 BP gene2316 2301702 2301313 - MULTISPECI

ChromosomeGI103 BP gene2317 2302037 2302315 + MULTISPEC]
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