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Cluster: 0034 mtu; resid: 0.34; r/c: 19/35

x.range

upstream meme PSSM #1; e=2.8e+03
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upstream meme PSSM #2; e=2.6e+04
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ORF05723NA
POSSIBLE CONSERVED LIPOPROTEIN LPQE: Rv3584−0.01

FP2 (LOW MOLECULAR WEIGHT PROTEIN ANTIGEN 2) (CFP−2): Rv2376c−0.41
IBRONECTIN−BINDING PROTEIN A) (ANTIGEN 85 COMPLEX A): Rv3804c−0.88
ANSFERASE 85C) (FIBRONECTIN−BINDING PROTEIN C) (85C): Rv3803c−0.91

POSSIBLE L−LACTATE DEHYDROGENASE (CYTOCHROME) LLDD2: Rv1872c−0.95
hypothetical protein: Rv1871c−0.99

IBLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL3: Rv0206c−1.02
preprotein translocase subunit YajC: Rv2588c−1.08

hypothetical protein: Rv1192−1.29
preprotein translocase subunit SecY: Rv0732−1.43

Possible conserved integral membrane protein: Rv2199c−1.67
TRANSMEMBRANE CYTOCHROME C OXIDASE (SUBUNIT II) CTAC: Rv2200c−1.67

hypothetical protein: Rv3753c−2.00
−EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): Rv0501−2.05

ANE−ASSOCIATED PENICILLIN−BINDING PROTEIN 1A/1B PONA2: Rv3682−2.28
LE TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB1: Rv3219−2.56

hypothetical protein: Rv3686c−2.59
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3888c−2.66

log10(P) upstream meme1 2 log10(P.clust)=−1.47; 19 seqs; 18 uniq
c(0.5, 2.5)
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