Cluster: 0326 mtu; resid: 0.49; r/c: 16/241

o_]
—
85 ]
=
SE
Lo
Lo
75
0=
N® O
q) I
35
0 >
Ng
e5
o=
[e0)
9° '-‘l’—
o
‘T|_

I
500

I I I
1000 1500 2000

Ipstream meme PSSM #1; e=0.00078 upstream meme PSSM #2; e=0.4
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ETW.—/PROBB®NYL-CoA CARBOXYLASE (RERA SUBUNIT) ACCD2: RV0974C
-17.53 mmeNoyl=CoA hydratase: RV0971C
-17.53PROBABLE ACYL-CoA DEHYDROGENASE FADE13:(RV0975C

-11.34 — hypothetical proteini RV2285
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-8.89 ———hypothetical-protein:(RV2042C

-8.89 Probable-sugar—binding-lipoprotein: RV2041C
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