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upstream meme PSSM #1; e=0.0056

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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upstream meme PSSM #2; e=4.2e+03
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string
operons −200 −100 −1

16S rRNA−processing protein: RV2907C−2.46

hypothetical protein: RV2908C−2.46

30S ribosomal protein S16: RV2909C−2.46

POSSIBLE TRANSFERASE: RV3032−2.53

dTDP−GLUCOSE 4,6−DEHYDRATASE RMLB: RV3464−2.65

) (THYMIDINE DIPHOSPHO−4−KETO−RHAMNOSE 3,5−EPIMERASE): RV3465−2.65

hypothetical protein: RV1233C−3.11

hypothetical protein: RV3031−3.14

biotin synthase: RV1589−3.22

hypothetical protein: RV1590−3.22

PROBABLE TRANSMEMBRANE PROTEIN: RV1591−3.22

hypothetical protein: RV0799C−3.62

deoxycytidine triphosphate deaminase: RV0321−4.04

hypothetical protein: RV0021C−4.27

hypothetical protein: RV0950C−4.28

hypothetical protein: RV2190C−4.81

POSSIBLE CONSERVED SECRETED ALANINE RICH PROTEIN: RV2700−6.90

log10(P) upstream meme1 2 log10(P.clust)=−3.47; 17 seqs; 12 uniq
c(0.5, 2.5)
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