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Cluster: 0049 mmp; resid: 0.74 0.44 0.56 0.46; r/c: 28/56

x.range

upstream meme PSSM #1; e=9.9e+03
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upstream meme PSSM #2; e=2.7e+04
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mptG
MMP1580

MMP0564

MMP0757

MMP0759

MMP0829mtaA

mtbA

MMP1717

MMP0033

MMP0190

rfcB

MMP0465

cmd

MMP0652
MMP0740

vhcB

MMP0899

MMP1020

MMP1520

rrnA16S

rrnB16S

MMP0653

MMP0770

MMP0841

MMP1194MMP1554

MMP1690

string
operons −200 −100 −1

carboxymuconolactone decarboxylase: MMP0561NA
ATP/GTP−binding motif−containing protein: MMP0899NA

bofuranosylaminobenzene 5'−phosphate synthase family: MMP0279−0.01
hypothetical protein: MMP0841−0.01
hypothetical protein: MMP0465−0.02

coenzyme F420−non−reducing hydrogenase subunit beta: MMP0824−0.02
uroporphyrinogen decarboxylase: MMP0830−0.02

methylcobalamin:coenzyme M methyltransferase: MMP0831−0.02
methyltransferase type 12: MMP1717−0.02

hypothetical protein: MMP0564−0.02
cobalamin−dependent methionine synthase, B12−binding: MMP0829−0.02

replication factor C large subunit: MMP0322−0.03
hypothetical protein: MMP0652−0.03

purine NTPase: MMP0740−0.03
hypothetical protein: MMP0757−0.03

dihydropteroate synthase: MMP1580−0.03
16S ribosomal RNA: RNA_39−0.03
16S ribosomal RNA: RNA_41−0.03

hisA/hisF family protein: MMP1690−0.03
hypothetical protein: MMP0190−0.15

hydrogenase accessory protein HypB: MMP1520−0.15
bile acid:sodium symporter: MMP0653−0.15

hypothetical protein: MMP0759−0.15
hypothetical protein: MMP1020−0.19
hypothetical protein: MMP1554−0.19
LysR family protein: MMP0033−0.37

triple helix repeat−containing collagen: MMP1194−1.13
ABC transporter: MMP0770−2.16

log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 26 uniq
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