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Membran pozicio lokalizalasa transzmembran fehérjekben
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A PDB_TM adatbazis
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Protein Data Bank of Transmembrane Proteins

Welcome to the PDB_TM, the first comprehensive and up-to-date transmembrane protein
selection of the Protein Data Bank (PDB).

Current holdings: Molecule of the month:
Glutamate transporter homologue (1xth)
* 28957 structures,
¢ 459 rransmembrane structures,
< 339 alpha helical,
o 92 beta barrel.

Last update: 18 Nov, 2004 .
More statistics.
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Inhomogén anizotrop rud hajlitasa
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DNS hajlitas

DA snulfness (Young s modules} seale for the rinucleotides in DMA [5]

A m“:r::?'dd;pﬁ:d;nniﬂj Trinueleotide Young s modulus, £010% N ;':11: ] Trinuebeotide Youne s maodulus, £ 000" N me )
el of DA AAA/TTT 7.1 CAG /CTG |
B AMC SGTT 6h2aT CCA /TGO R
E AAGCTT 3.7 30 CCC /GGG N1t
3] ==  Oneousepic AAT/ATT 7.237 CCG/CGG 5440
o ACA /TGT LRI CGA /TCG 1510
y E ACC 00T 1. 156 COC AGOG +.6TH
(<= ACG/CGT 4156 CTA/TAG 2673
_ ACT /AGT LREER] CTC /GAG 3353
C‘f" Rod mode! AGASTUT 300 GAASTTC 4214
i:—ﬂ::j AGUGOT 3524 GAL /OTC lus
Ll AGG/CCT 4,445 GCA/TGE 2842
. e ATATAT 1613 GCC 7 Gl Zadi
ATC /GAT 5.087 GGA/TOC 35K
L ATG/CAT 2lan GTA/TAC 3467
.--"f__-_l:-l_-___-_'“'“ B CAASTTO Rt TAATTA 2455
F- ,{_, :E_‘_“_‘ CAC /GTG 3,234 TCA S TGA 1.437
| —
_,.-’ Computed Young's modulus for Cro operators. mutants and non-operators
™, ‘R Mo, Code Sequences EOI0% N/m?) AG (keal Smole)
Operators
EI ! I ORI TACCTCTGOGOGOTGATA 345 —154
"_“ 2 QOR2 CAACACGCACGOGTOTTA 4457 —14.1
- 3 OR3 TATCCCTTGOOOTOATA 145 - 141
o b 4 oLl TACCACTOGOGHTOATA 174 — 144
5 (L2 TATCTCTGGOGOTGTTG ERUA] — 4.9
f 0L3 AACCATCTGOGOTOATA 4.01 - 4.4
':'5_: Operator mufants
o T oM TTTACCTCTGGUGOTOATAAT 4, 561 —13.33
H & Ol TITACCTCTOGUGOTATTAAT 445 -13.11
-E 9 (3 TTTACCTCTOGOGUGOAGTTAAT 4.61 - 1326
a
MNop=operalors
c I} M1 TAAAACACCTCACGAGTTAAT 4,459 - 1340
11 w2 TAAATCACTOCCGGGTATATT 4,22 - 1290
12 N3 TATATCAGTOGCAGTOTOAAT el — 10,97
13 N4 TAGATCACOGCAGCGGTTGOT KR - 11.76

14 N3 TTCAGCACCGCTGATGOTGCT .40 —9.97




DNS-Cro fehérje kolcsonhatas
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3.5 i 4.5
DNA stiffness (Young's modulus) [10° N/m']




