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x.range

upstream meme PSSM #1; e=0.014

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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upstream meme PSSM #2; e=21

1 3 5 7 9 11 131 3 5 7 9 11 13
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Rv1052lat string
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endonuclease IV: RV0670−0.01
hypothetical protein: RV2557−0.31

glycerol−3−phosphate acyltransferase: RV2482C−0.31
PAT) (LYSOPHOSPHATIDIC ACID ACYLTRANSFERASE) (LPAAT): RV2483C−0.31

hypothetical protein: RV2484C−0.31
BIASE) (CELLOBIASE) (BETA−D−GLUCOSIDE GLUCOHYDROLASE): RV0186−0.31

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0188−0.45
ransferase) (O−6−methylguanine−DNA−alkyltransferase): RV1316C−0.52

hyltransferase) (3−methyladenine DNA glycosylase II): RV1317C−0.52
hypothetical protein: RV1996−0.93

hypothetical protein: RV0250C−3.96
CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLATE CYCLASE): RV1264−4.30

hypothetical protein: RV1052−5.03
GTP−binding protein Era: RV2364C−5.29

TIONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): RV0232−5.43
ribonucleotide−diphosphate reductase subunit beta: RV0233−5.43

quinone reductase) (Zeta−crystallin homolog protein): RV1454C−5.65
L−lysine aminotransferase: RV3290C−6.61

CRIPTIONAL REGULATORY PROTEIN (POSSIBLY TETR−FAMILY): RV0275C−14.76
hypothetical protein: RV0276−14.76

log10(P) upstream meme1 2 log10(P.clust)=−3.76; 20 seqs; 16 uniq
c(0.5, 2.5)
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