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The Ramachandran Plot
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Chou-Fasman Paraméterek

Aminosav P(a) P(b)
Alanine 142 83
Arginine 98 93
Aspartic Acid 101 54
Asparagine 67 89
Cysteine 70 119
Glutamic Acid 151 037
Glutamine 111 110
Glycine 57 75
Histidine 100 87
Isoleucine 108 160
Leucine 121 130
Lysine 114 74
Methionine 145 105
Phenylalanine 113 138
Proline 57 55
Serine 77 75
Threonine 83 119
Tryptophan 108 137
Tyrosine 69 147

Valine 106 170



Masodlagos szerkezetbecslo modszerek
pontossaga
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Masodlagos szerkezetbecslo modszerek
pontossaga

Accuracy of prediction methods

Chou-Fasman  Deléage GOR ALB
Helices 65.57% 68.63% 66.17% 70.61%
65.37% 68.78% 65.84% 69.94%
64.45% 67.62% 64.47% 74.19%
ref. 65 70% ref 67.18%  ref 6541%  ref 70.28%
6= 0.83% 6=0.85% b = 0.86% b = 0.88%
Sheets 63.07% 65.02% 65.46% 59.06%
62.15% 62.68% 64.57% 58.85%
60.01% 64.18% 62.97% 57.69%
ref 63 39% ref 65.50%  ref 65.24%  ref 58.96%
& =081% §=079% 6= 079% §=071%
Tums 53.12% 57.54% 38.35%
52.90% 57.09% 58.29%
53.03% 60.62% 58.83%
ref. 53.33% ref. 57.93% ref. 59.33%
63,399 b= 081% &=09% 6= 104%

63.94%

60.66% 61.44% 54.88% 55.37%
Coils ref. 63.20% 61.20% 54.76% 57.18%
6=077% 61.32% 54.85% 49.35%

ref. 6(.53% ref. 54 69% ref. 53.92%
6=074% §5=047% b =0.77%



Aminosav helyettesitési matrix

004
—0.08 - 0.24
0.08 - 061 0.37
—025 (.30 - 040 -0.50
011 025 011 -0.23 - 008
~011 .18 022 -019 -008 018
=010 026 - 0.54 051 0.60 - 022 - 014
—0.07 043 018 0.54 - 041 - 023 - 000 - 0.40
020 023 -055-045 044 -014 =012 060 — 034
0.15 10 -025-014 022 -001 -018 038 -0.16 038
-0 14 -0.14 056 0313 -033 022 032 -037 022 -03%-0.11
=007 002 000 -0.11-012 025 0053 -0.15 -0.17 - 0.20 -0.17 005
-001 =028 019 051 -044 =003 005 -043 052 - 030 - 018 0.20 - 003
-0.07 -0.20 —007 03¢ -031 -0.01 013 -02% 047 -0.20 -0.17 002 -017 057
014 010 022 -0317 001 020 0014 -0.27 -0.24 =008 -0.07 14 0.27 - 008 - 0.16
011 0.4 023 -027 002 -002 008 000 -0.24 -0.04 —0.02 013 020 ~0.15 —0.32  0.45
0.0 033 —048 044 047 -012 —0.18 070 - 036 048 023 -0.46 —0.17 - 0L38 - 0.20 —0.18  0.07
-025 018 -041 -022 04] -008 -0.11 036 -0.22 0.22 016 -038 - 0.13 - 017 —-0.03 —0.17 - 012 (.28
-036 021 -034 -032 054 -0.24 008 043 -0.20 017 007 =027 -0.23 - 0.28 —0.08 -0.21 -014 03]
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Diszulfid becsl6 potencial

Rulio of the normulized abundonees of various residues in u given pesition in the vieinily of hall eystines and *free’ cysicines

-0 -3 -8 -7 & =% -4 =3 =2 -1 Oy | a 104 5 & 7 8 8 10
A LED 093 L4 072 0% 099 099 LR LT 112 L7 126 008 % 065 0B 070 063 07 |54
C 077 164 062 165 125 144 44 050 044 069 081 041 060 133 154 L3019 078 139 087
D 0% 080 LIl6 160 194 062 082 142 L02  LO4 0490 073 LT 160 L3S 106 109 L6 L3 128
E 066 127 051 188 1,27 106 103 1.25 OBl 097 084 0.8 070 044 074 053 057 059 040 046
F 090 007 041 043 0OE8 049 052 079 065 080 097 049 099 041 121 059 100 075 096 |08
G 15§ 207 L3S 108 B 194 190 125 124 129 195 178 138 153 104 146 154 125 091 1.8
H 078 072 068 043 043 067 022 100 |08 3 022 023 07 228 076 069 035 054 05 04
1 070 098 058 08 106 106 047 068 |30 |02 042 130 0% 076 130 131 090 1A L1) O07R
K 067 077 087 LOB 0K L2326 067 080 101 072 OO0 094 105 079 L6 004 102 LO2 LOlL 087
L 060 057 071 0354 044 056 061 021 07% 050 048 059 035 074 045 048 094 081 0K 06
M 066 080 034 053 076 062 033 D46 199 044 0.54 075 048 053 037 099 054 036 05T 044
N O I.&0 144 155 087 106 OE8 |91 208 203 .23 LE0 158 165 147 107 235 189 182 117 03
P 09% 072 L8 103 0%7 05 099 0E9 033 0K 07 06l 070 074 084 104 138 105 08 157
Q 079 0% 082 1,13 1,17 092 03 107 040 072 10§ 110 09 DE4 124 065 073 088 134 0.8
R 095 102 059 109 094 0450 053 072 110 073 0.77 0E8 0.61 047 049 077 040 068 099 0.4
§ |51 094 155 09R 106 109 |00 |51 081 098 169 1400 152 (06 129 123 002 1M 096 1.2
T  0B0 103 L21 112 103 204 123 143 L0 LB 073 140 1,53 OE7 DIE 136 056 132 LM LD
VoOL0S 126 071 069 126 105 112 08l 073 |08 062 1,25 085 057 102 063 0568 061 14 LD
W OOBL 007 257 18} 125 LIS 166 004 051 167 078 036 1.7 L2817 124 142 100 215 134
Y o 163 128 208 155 101 103 LAT 123 273 LRI 121 0E3 18 a0 232 6% 136 150 LS 103




Diszulfid becsles pontossaga
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Szerin proteazok szekvenciainak
osszehasonlitasa

Fle Edit Algnment Trees Colors Cuality Help

Profile Alignment Mode — ‘ Font Size: 14 _| Lock Scroll
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12 FETC HUMAN DTELDGELDOMDPREERDGEMTREGLS PMOSSERT DS KEK————

13 FETC_RAT DEEDEELERGE =—
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Diszulfid hidak el6fordulasa masodlagos
szerkezet szerint

Table 2. Conservation and frequency of bonded and non-bonded cysteines i secondary structural elements. The first column refers to overall database statistics
considenng all type of residues

All residues Non-bonded Cys Bonded Cys
Secondary structures frequency % Frequency % Conservation Frequency % Conservation
Helix L. il 1.137 25.10 1.770
Sheet 23 26 [.0033 287 1444
Lol 45 42 1. 350 4714 1.587




http://manaslu.aecom.yu.edu/cysredox.html
Predicting the redox state of cysteins in proteins from multiple sequence alignments

A. Fiser & |. Simon, Bloinformatics, 16, 291-325 (2000)

A. Fiser & I. Simon, Methods Enzym., 353, 10-21 {2002)

Paste your protein sequence in the window ... (use one letter codes)

or upload your sequence file: | Browse... |

Cutoff for Cystein covalent state prediction |1.2? (range (0.00;unlimited) )

Fraction of gaps to eliminate per position IU.lS irange (0.00;1.00) )

Number of sequences to consider from the Psi-B last search Fm irange(2,50) )

Y our name {optional) |

PROCESS RESET




A rozetta modszer

Muts (1TEWC), domain 1 PPasa (1174), domain 2
native prediction prediction

Ribosome Binding Factor A (1KKG) ERp29 C-terminal domain (1G70)

native prediction

11.0

Sacrated frizzled protain 2 (11JX)

prediction
native




Homologia meghatarozasa

Piilcan

FAS0EN-3
P4S0 205
P4E0 2B4

Piilicam

F4LOEH-13
P450 2Ch
E450 2Ed

Pqdilcan
PYEOEM-3
P450 205
F450 234

Fd5lcam

PASDEN-3
B450 2C5
F450 B4

PaENcan

F450BH-3
E450 205
r450 254

Fi4Slcam
P4 EOBEN-3
P40 205

F4L0 234

F450cam

P{E0BN-3
{50 206
F450 2B4
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Szerkezetbecslées homologia alapjan

largel sequence template sequence

e

SEQUENCE ALIGMMENT

SECONDARY STRUCTURE PRED!N ﬁ

empiate ~CRD D ——— —— s ——— D —
argel —CRD-CD— ——w—>—e— - —C D —

ADJUSTED SEQUENCE ALIGNMENT

template
structure

BACKBONE CONSTRUCTION

ADJUST SIDECHAIN CONFORMATION
REVISE ALIGNMENT

STRUCTURE REFINEMENT




Az emberi rodopszin €s a bakteriorodopszin aminosav-
sorrendjeinek osszehasonlitasa
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