Cluster: 0202 mtu; resid: 0.55; r/c: 13/244
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upstream meme PSSM #1; e=0.0054
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-7.87  POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3695

-7 BDSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3694C

SIBLE LHEGDEOYL-CoA DESATURASE (DELTA(6/™PESATURASE): RV3229C
-5.80 — — hypotheticat protein: RV0997

-4.78 - PROBABLE CHOLESTEROL DEHYDROGENASE: RV1106C

9 = :!- -4.36 ———POSSIBLE FRANSMEMBRANE PROTEIN: (RV0426C

-3.98 — - ™ hypothetical protein: RV3847
Rv1284 _
Rv8997 RV360 -3.90 ———hypothelEB protei SIRNSEED
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-354 - HYPOTHETICAL ORIBOREDUCTASE: RV3230C

0426 Rv36
e ° -3.54 —lypothetical protein: RV1284
Rvitos —1.86 — hypothetical-protein: RV1222
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