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2.3 Interaction Generality
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2.4 Motif-Motif Interaction
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asmA Biosynthesis of cofacters,prosthetic groups,carriers 0.53 bglJ Translation 0.60
gph Transport/binding protein 0.84 emrR Replication 0.72
gutQ Transport/binding protein 0.61 bolA Energy metabolism 0.53
hrpA Translation 0.60 lar Translation 0.75
lasT Biosynthesis of cofacters,prosthetic groups,carriers 0.72 mcrD Other categories 0.95
rem Biosynthesis of cofacters,prosthetic groups,carriers 0.78 phnA Translation 0.56
nfrA Translation 0.81 pdxK Other categories 0.53
rhsA Translation 0.67 rhsB Energy metabolism 0.91
rhsC Translation 0.67 rhsD Translation 0.81
rtcB Celluler process 0.81 rtcB Energy metabolism 0.75
smp Biosynthesis of cofacters,prosthetic groups,carriers 0.76 smg Transcription 0.75
sprT Translation 0.56 sufl Other categories 0.53
vacB Transcription 0.67 yafL, Nucleotide metabolism 0.65
yafN Nucleotide metabolism 0.75 yafO Regulatory functions 0.95
yagR Nucleotide metabolism 0.81 yagY Translation 0.78
yahB Transcription 0.81 yahK Translation 0.60
yajC Energy metabolism 0.79 yajo Regulatory functions 0.75
ybcM Central intermediary metabolism 0.95 ybdD Energy metabolism 0.95
ybdF Translation 0.75 ybdQ Translation 0.95
ybfD Transport/binding protein 0.65 ybgA Translation 0.78
ybgL Biosynthesis of cofacters,prosthetic groups,carriers 0.65 ybgF Cell envelope 0.76
ybhA Transport/binding protein 0.65 ybhE Other categories 0.53
ybhJ Amino acid metabolism 0.72 ybiA Translation 0.78
ybiA Translation 0.75 ybiA Translation 0.78
ybiB Energy metabolism 0.76 ybiR Other categories 0.53
ycaK Translation 0.95 yceD Translation 0.95
ychK Central intermediary metabolism 0.99 ychB Translation 0.51
ycilu Biosynthesis of cofacters,prosthetic groups,carriers 0.78 yciG Translation 0.75
yciV Biosynthesis of cofacters,prosthetic groups,carriers 0.91 yciO Other categories 0.65
ydaE Biosynthesis of cofacters,prosthetic groups,carriers 0.75 ycjG Regulatory functions 0.81
ydbC Transport/binding protein 0.67 ydaW Translation 0.75
ydcF Translation 0.78 yddM Translation 0.67
yedU Central intermediary metabolism 0.95 ydeV Regulatory functions 0.65
yeeE Central intermediary metabolism 0.73 ydfE Transcription 0.53
yefJ Replication 0.65 yegD Transcription 0.60
yegH Energy metabolism 0.72 yegN Transcription 0.67
yegO Energy metabolism 0.67 yehU Replication 0.72
yehW Transport/binding protein 0.87 yeiA Other categories 0.61
yfcF Replication 0.81 yfcG Transcription 0.81
yffH Translation 0.56 ygdE Translation 0.59
yggF Regulatory functions 0.95 ygikE Translation 0.79
ygjD Fatty acid/Phospholipid metabolism 0.78 ygiN Other categories 0.79
yvhaK Translation 0.95 yhbZ Translation 0.61
yvhgF Cell envelope 0.51 vhgl Transcription 0.87
yiaY Biosynthesis of cofacters,prosthetic groups,carriers 0.95 yhjJ Nucleotide metabolism 0.72
yieE Amino acid metabolism 0.76 yieH Transcription 0.67
yjbC Central intermediary metabolism 0.81 yihA Celluler process 0.75
vjgA Central intermediary metabolism 0.53 yvkgF Energy metabolism 0.65
yvkgK Biosynthesis of cofacters,prosthetic groups,carriers 0.75 yliG Nucleotide metabolism 0.81
ynaE Translation 0.75 yneH Other categories 0.53
yneJ Nucleotide metabolism 0.60 yohF Amino acid metabolism 0.78
yohl Energy metabolism 0.61 yqcD Energy metabolism 0.76
yqiB Translation 0.60 yqiE Nucleotide metabolism 0.65
yrfG Other categories 0.99
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