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RETFH SURVRE(HELED) 7S/BEsOHAE WEERIET % SEXR
PDB ID
(identity) (%)
TTHA0020 |response regulator 1Ys7 43.89
'TTHAQ057 |nitrogen regulatory protein P-I1 1VFI Sakai et al. (2005) J.Struct.Biol. 149, 99-110.
TTHA0O58 transcriptional repressor of class | heat-shock 1577 20.97
genes
TTHAO0101 |transcriptional repressor, TetR family 3CCY 24.74
TTHAO0123 |transcriptional regulator, LysR family 116A 33.82
TTHAO143 g:zzphate transport system regulatory protein 1788 2429
TTHA0145 phosphate regulon transcriptional regulatory 200R 4217
protein PhoB
TTHAO167 |transcriptional regulator (TetR/AcrR family) 1VI0 26.97
TTHA0168 |hypothetical protein (transcriptional regulator ?) 2EYQ 28.57
 TTHA0186 |probable transcriptional regulator 2H9B 36.33
TTHA0225 biotin operon repressor/biotin-[acetyl-CoA- 2CGH 3771
carboxylase] synthetase
 TTHA0248 |transcription antitermination protein NusG 1NZ8 BHEEENMR) Reay et al. (2004) Proteins 56, 40-51.
TTHAO0255 |[ferric uptake regulatory protein 2FE3 35.07
TTHAO0344 |[ferric uptake regulatory protein 2FE3 32.79
TTHAO0455 [rrf2 family protein, transcriptional regulator 1ICcH 24.64
' TTHA0483 |probable transcriptional regulator, ArsR family 2GLU 413
TTHAO507_|transcriptional regulator 1MKM 31.45
TTHAO508 |transcriptional regulator, MerR family 2ZHH 30.34
TTHA0532 |RNA polymerase o factor 1Iw7 housekeeping genes ;NAP#:DE?%Q*% Vassylyev et al . (2002) Nature 417, 712-719.
"DNARE S L7E i N
TTHA0622 |transcription elongation factor GreA 2F23 40.65 fjﬁgﬁgéﬁg;; ngzelrsky etal. (2006) J. Biol. Chem. 281, 1309
y
TTHAO0655 |probable transcriptional regulator 2P4W 34.03 ;;gé%r%Alssg) A
TTHAO689 |putative xylose repressor [C-terminal] (Mic) 2QM1 298 TTHA0689-0688-0687-0686 |7/ JLa—REfEE g_:z’ ance etal. (2006) J. Bacteriol . 188, 6561-
TTHAO701 |N utilization substance protein A (NusA) 1L2F 45.82
TTHAO705 |transcriptional repressor SmtB 1SMT 48.11
TTHAO733 [transcriptional regulator MarR family 1S3J 31.5
TTHAO754 [transcriptional repressor 1U8R 37.89
PyrR bifunctional protein [pyrimidine operon
TTHAO783 |regulatory protein/uracil 1UFR
phosphoribosyltransferase]
TTHAO0807 transcriptional regulator 2HOA
TTHA0814 [putative response regulator 200R 42.74
TTHA0889 |transcription-repair coupling factor 2EYQ 48.83
TTHA0973 |transcriptional regulator, TetR family 3DCF 34.97
TTHA0995 |response regulator 1Ys7 43.33
TTHA1002 |response regulator 1KGS 36.82
TTHA1030 [response regulator 1RNL 35.35
Perederina et al. (2006) Acta F62, 44-46;
7| AL
TTHA1042 |anti-cleavage anti-GreA transcription factor Gfh1| 2EUL ﬁiﬂTDNAf_ﬁ nt o Symersky et al. (2006) J. Biol. Chem. 281, 1309-
Lo (RNAPISHER) |75
TTHA1065 [transcription termination factor Rho 1XPU 52.81
TTHA1142 [response regulator receiver domain protein 2A9R 35.04
TTHA1155 Er'\llleerrcg)nc resistance operon regulatory protein 1007 20.82
TTHA1184 |putative response regulator 1ZH4 29.76
TTHA1352 |response regulator 3C3W 37.56
TTHA0337, TTHA0425, _
TTHAOS70, TTHAO634.  |'BEERMICHBR ,
. . 0635-0636-0637-0638 REBOME, BICE| o
TTHA1359 [transcriptional regulator, FNR/CRP family (SdrP)| 2ZCW ' FTOFAHIZEI 5L TLY |Agari et al. Mol. Microbiol . in press.
TTHA0654-0655, AEEFEOREEE
TTHA0769-0770, =R
TTHAQ0986, TTHA1028
TTHA1362 |response regulator 1Ys7 41.7
TTHAO176, TTHAO771, CAMPESES LiE ML
TTHB147-148-149-150-151- | CRISPR-assosiated
- . 152, TTHB156-157-158- protein® . DNA/RNA
TTHA1437 |transcription regulator, Crp family (CRP) 2PQQ 36.88 159, TTHB178, TTHB186- ?)1@51[:555[;’(“%_) Shinkai et al . (2007) J. Bacteriol . 189, 3891-3901.
187-188-189-190-191-192- |EEFORREEICH
193-194 °
TTHA1502 |response regulator 1YS7 44.98
- . TTHA1199-1198-1197- apofk[L =& A. argft |Fujikawa et al. (2006) Microbiology 152, 3585-
[ TTHA1559 [arginine repressor/activator 1B4A 46.31 1196, TTHA1914 BHKIEARE. 3504, (HB27HE)
TTHA1567 |transcriptional regulatory protein 2ZCW 34.36
TTHA1580 [transcriptional regulator, GntR family 3DBW 30.85
. Nakamura et al. (2007) Proteins 66, 755-759;
TTHALE57 Rex (redox sensing repressor) T8 Sickmier et al . (2005) Structure 13, 43-54. (Taq)
TTHA1719 |copper homeostasis operon regulatory protein 2HH7 41.98
TTHA1722 |putative response regulator 2GWR 46.22
g TTHA1893 (S-layer protein Fernandez-Herrero et al. (1997) Mol. Microbiol . 24,
TTHA1726 |S-layer repressor (SIrA) 2CN3 24.47 precursor (P100 protein)) 61.72.
. i . . TTHA1893 (S-layer protein Fernandez-Herrero et al. (1997) Mol. Microbiol . 24,
TTHA1766 |S-layer-like protein (activator) (SlpM) 2R7F 42.31 precursor (P100 protein)) 61-72.
TTHAL876 probable repressor, phenylacetic acid catabolic 1VHK 325
pathway
TTHA1946 [beta-lactamase regulatory protein (MazG) 3CRC 42.95
TTHBO023 [transcriptional regulator, TetR family 3DCF 29.89
TTHBO73 _|transcriptional regulator 1MKM 35.22
TTHBO81 |transcriptional regulator, lacl famil 100B 34.14
TTHBO99 _|transcriptional regulator, Crp family 2ZDB
TTHB100 [transcriptional regulator, MerR family 2JML 42.47
TTHB130 [putative transcriptional regulator 3CUO 31.11
TTHB136 [probable transcriptional regulator, CopG family 1XM3 30.43
TTHB173 _|response regulator 1ZH4 39.47
TTHB186 |putative transcriptional regulator 1SRY 32.18 ;?EREF);%%AM:;D At
TTHB210, TTHB211-212, - .
E ' v -
TTHB211 |RNA polymerase ¢ factor 272S 34.97 TTHB213.214 Shinkai et al. (2007) J. Bacteriol . 189, 8758-8764.
E|- '
TTHB212 [anti-c® factor 2CW5 27.27 L %F'_E‘Eﬁ"“ 5 | sakamoto et al. Gene, in press.
=
TTHB248 |transcriptional regulator, IcIR family 1MKM 31.17
TTHY7032 [probable transcriptional regulator 1BON 25.47
TTHY7033 [probable transcriptional regulator 2HSG 28.57
TTHY7035 |xylose repressor 1205 24.39




