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Cluster: 0156 mtu; resid: 0.41; r/c: 20/38

x.range

upstream meme PSSM #1; e=0.062
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upstream meme PSSM #2; e=3.1e+04

1 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 9
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ERASE EMBA (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): Rv3794−0.14
POSSIBLE TRNA/RRNA METHYLTRANSFERASE: Rv3579c−0.16

cysteinyl−tRNA synthetase: Rv3580c−0.16
PE FAMILY PROTEIN: Rv1172c−0.25

phenylalanyl−tRNA synthetase subunit beta: Rv1650−0.27
gen MPT−32) (45−kDa glycoprotein) (45/47 kDa antigen): Rv1860−0.78

UDP−N−acetylenolpyruvoylglucosamine reductase: Rv0482−1.08
hypothetical protein: Rv1545−1.46

POSSIBLE DNA−DAMAGE−INDUCIBLE PROTEIN F DINF: Rv2836c−1.52
hypothetical protein: Rv0760c−1.55
hypothetical protein: Rv2076c−1.76

glycyl−tRNA synthetase: Rv2357c−1.93
DUCTASE DFRA (DHFR) (TETRAHYDROFOLATE DEHYDROGENASE): Rv2763c−2.22

hypothetical protein: Rv3234c−2.22
PROBABLE CONSERVED LIPOPROTEIN LPPR: Rv2403c−2.25

POSSIBLE CONSERVED MEMBRANE PROTEIN: Rv0314c−2.44
PROBABLE CONSERVED MEMBRANE PROTEIN MMPS2: Rv0506−2.87

POSSIBLE RESUSCITATION−PROMOTING FACTOR RPFA: Rv0867c−4.68
PPE FAMILY PROTEIN: Rv2430c−5.69

AL MYCOCEROSIC ACID SYNTHASE MEMBRANE−ASSOCIATED MAS: Rv2940c−5.81
log10(P) upstream meme1 2 log10(P.clust)=−1.96; 20 seqs; 19 uniq

c(0.5, 2.5)
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