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[1] PH2000
({chromosome) Map

505 ribosomal protein L1Pirpl1p)

[1] PAB11686 7e.95(343)
506 ribosomal protein L1P(rpi1F)

[2047] PF1982 1ca5za1;
505 ribosomal protein L1P{rpi1P}

[1417] TK1417 7es1i325
50 ribosomal protein L1Pirpi1P}

[2] PHO001
[chremosome} Map

5085 ribosomal protein L11Pyrpi11p}

[2] PAB2353 se77i27g)
505 ribosomal protein L11P{rpi11p}

[2046] PF1981 2c7s27z;
505 ribosomal protein L11P{rpi11p)

[1418] TK1418 1es9221)
505 ribosomal protein L11Prpi11p}

[3] PHO0002.1

[chremosome} Man

putative transcription antitermination
protein NusG

[3] PAB2352 zes1(292)
transcription antitermination protein
HusGnusc)

[2045] PF1980 1c72263)
transcription antitermination protein NusG
{nusG}

[1419] TK1419 1e7o2am)
transcription antitermination protein NusGin.

[4] PHO002a

[chremosome} Man

preprotein translocase SeckE subunit !

[4] PAB3002 1e-15(72.5)
preprotein translocase subunit Seck
secE}

[2044] PF1989 2e.1158.3)
preprotein translocase subunit SecE(secg)

[1420] TK1420 2e08525)
preprotein translocase subunit SecE(seck}

[5] PHO003
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cell division protein FtsZ homologifsz)

[5] PAB2381 2e-175(510)
cell division protein FtsZfrsz 1}

[2043] PF1988 1e.170581)
cell division protein FtsZ

[1421] TK1421 ze14s515)
cell division protein FtsZ

[6] PHO005

[chromoseme)

hypothetical protein

Map

[6] PAB2350 7e-61(224)
hypothetical protein

[2042] PF1987 1eariian
hypothetical protein

[946] TKO0946 se.ze(1a1)
hypothetical protein

[7] PHO005a
{chromosome} Man
hypothetical protein

[7] PAB2350.1n se-231117}
hypothetical protein

[1003] TK1003 se-08128.1)
hypothetical protein

[8] PHoo08
[chremosome} Mao
D-tyr-tRNAtyr deacylase(dtd2)

[8] PAB2349 ge.137a78)

hypothetical protein

[2035] PF1982 ge-121ja25)
hypothetical protein

[1422] TK1422 ze.1241ja26)
hypothetical protein
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