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Cluster: 0372 mtu; resid: 0.47; r/c: 10/239

x.range

upstream meme PSSM #1; e=360
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upstream meme PSSM #2; e=1.5e+03
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POSSIBLE LIPOPROTEIN: RV1946C−1.22

hypothetical protein: RV3015C−2.21

hypothetical protein: RV3662C−2.23

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DPPC: RV3664C−2.23

E−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER DPPD: RV3663C−2.23

BABLE PERIPLASMIC DIPEPTIDE−BINDING LIPOPROTEIN DPPA: RV3666C−2.23

POSSIBLE HYDROLASE: RV3762C−2.53

POSSIBLE TRANSFERASE: RV3729−2.59

hypothetical protein: RV2797C−3.29

POSSIBLE SIDEROPHORE−BINDING PROTEIN: RV3525C−4.69

log10(P) upstream meme1 2 log10(P.clust)=−2.55; 10 seqs; 7 uniq
c(0.5, 2.5)
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