Cluster: 0041 mtu; resid: 0.27; r/c: 14/35
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upstream meme PSSM #1; e=23 upstream meme PSSM #2; e=1.3e+03
l0og10(P) upstream mame log10(P.clust)=-5.40; 14 segs; 12 uniq
-11.57 S hypothetical protein: Rv1991c
-9.56 heat—indueible-transeription-repressor: Rv2374c
SCRIPTIENB4 REGULATORY PROTEIN (PROBABLY MERR-FAMILY): Rv3334
IIIA -5.79 hypdthetical protein: Rv3182
G -5.25 POSSIBLE phiRv2 PROPHAGE RROTEASE: Rv2651c
TC = :A RTCCA Lc JACA IE QA @ e ITQ M’A -5.25 —————POSSIBLE-phiRv2-PROPHAGERROTEIN: Rv2650c
! 6 u 16 2 1 6 . 2 -4.99 Possible M/l phage-protein: Rv1584c
Rv2 -4.92 HYPOTHETICAL ARGININE RICH PROTEIN: Rv2665
fade26 RS? ° -4.06 hypothetical-pretein: Rv2517¢
RvSBic  _4.06 hypethetieat-pretein: Rv2516c

Rv2516¢

OBABLE META -CAHON-FRANSPORRER-P—FPEAFRASE--GFRc IRIIEEES

RV3!
WRLE puggsac  COMEL e -3.40 —PROBABLEACYL—CoA DEHYDRBGENASE FADE26IRVES04
-2.87 ——Holfiday-junction-resolvase—like-protein: Rv2554¢

PROBABIYMERR-FAV  ~2.82 - - hypothetical protein: Rv3188
RvieeTe = opens -200 -100 -1
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