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HasBaHue (KkpaTkoe DE RecName: SubName: Full=TenA; SubName:
onucaHue) 6enka Full=Thiaminase -2; Full=Transcriptional activator
EC=3.5.99.2; TenA, putative
AltName:
Full=Thiaminase Il;
AltName:
Full=Transcriptional
activator TenA
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Yem 060CHOBaAHO
cywiecTsoBaHue b6enka

PE

1: Evidence at
protein level

4: Predicted

4: Predicted

Ccbinka (-u) Ha 6asy 3D
cTpykTyp PDB

DR

PDB; 1TO9; X-ray;
2.40 A; A/B=1-236.
PDB; 1TYH; X-ray;
2.54 A; A/B/D/E=2-
236.

PDB; 1YAF; X-ray;
2.60 A; A/B/C/D=1-
236.

PDB; 1YAK; X-ray;
2.50 A; A/B/C/D=1-
236.

PDB; 2QCX; X-ray;
2.20 A; A/B=1-236.
ProteinModelPortal
; P25052
Gene3D;
1.20.910.10;
Haem_Oase-
like_multi-hlx;

ProteinModelPortal; A7Z3F4;

Gene3D; 1.20.910.10;

Haem_Oase-like_multi-hlx;

ProteinModelPortal;
Q73DBS;
Gene3D; 1.20.910.10;
Haem_Oase-like_multi-hlx;

KommeHTapuu o
bYHKUMK

cC

-1- FUNCTION:
Stimulates the
production of
several extracellular
degradative
enzymes at the
transcriptional
level, probably by
interfering with
DegS and DegU,
which are required
for this effect. Is not
an essential protein,
but affects the
sporulation
frequency.

HeT faHHbIX

HeT gaHHbIX

KommeHTapum o
cxopcTee
nocnenoBaTenbHocTen

cC

-1- SIMILARITY:
Belongs to the
thiaminase-2 family.

HeT gaHHbIX

HeT gaHHbIX

OcobeHHOoCTb:
AKTUBHbIV CanT

FT

ACT_SITE 135
135 Nucleophile.

HeT gaHHbIX

HeT gaHHbIX

OcobeHHOCTb: anbda-
cnupanb

FT

HELIX 3 10
HELIX 12 19
HELIX 22 29
HELIX 34 61
HELIX 65 93
HELIX 97 101
HELIX 107 120
HELIX 125 146
HELIX 154 163
HELIX 166 184
HELIX 188 213
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