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x.range

upstream meme PSSM #1; e=0.017

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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upstream meme PSSM #2; e=25
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string
operons −200 −100 −1

uracil−DNA glycosylase: RV2976C−0.06
Probable resuscitation−promoting factor rpfB: RV1009−0.19

dimethyladenosine transferase: RV1010−0.36
4−diphosphocytidyl−2−C−methyl−D−erythritol kinase: RV1011−0.42

hypothetical protein: RV3123−0.69
EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): RV3634C−0.85

hypothetical protein: RV0617−1.07
T) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 2): RV0866−1.67

hypothetical protein: RV0141C−3.33
4−amino−4−deoxychorismate lyase: RV0812−3.40

hypothetical protein: RV0609−4.03
COTINAMIDE NUCLEOTIDE TRANSHYDROGENASE SUBUNIT ALPHA): RV0156−4.11

TREHALOSE SYNTHASE TRES: RV0126−5.75
D−tyrosyl−tRNA deacylase: RV1897C−6.24

hypothetical protein: RV0163−6.75
TIONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): RV0302−10.56

PROBABLE DEHYDROGENASE/REDUCTASE: RV0303−10.56
PE−PGRS FAMILY PROTEIN: RV0297−15.51

hypothetical protein: RV0295C−15.51
PROBABLE SULFATASE: RV0296C−15.51

log10(P) upstream meme1 2 log10(P.clust)=−5.33; 20 seqs; 18 uniq
c(0.5, 2.5)
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