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RESULTS OF MULTIPLE ALIGNMENT

SUMMARY
Consensus scores
## Structure Nres Nsse RMSD Q-score
1 Sipx.pdb:A .. 282 13 1.4246 0.1013
2 modell pl5 CilLV-C_Are2_ ALF453>... 130 7 1.6586 0.2062
3 modell pi5 CilV_C_SJIP.pdb:A .... 130 4 1.6014 0.2095
Number of aligned residues 35
Number of aligned SSEs 2
Overall RMSD 2.7101
Overall Q-score 0.0184

SECONDARY STRUCTURE ALIGNMENT

Sipx.pdb:A ........... -hshhHHhhhhhhh
modell pl5 CilLV-C_A>... hhhhhHH-------
modell pl5 CilV C S>... =----- HHhh-----

SECONDARY STRUCTURES DETAILS

Sipx.pdb:A ...... |h|a:phe 12 /arg 17
modell p15 Cil>... |h|a:ile 7 /cys 18 | ==> |h|a:glu 24 /thr 29
modell pl5 Cil>...

Sipx.pdb:A ...... |s|a:tyr 18 /tyr 20 | ==> |h|a:ser 22 /asp 31
modell p15 CilL>... |h|a:asp 32 /his 56 | ==> |h|a:leu 57 /pro 61
modell pl5 Cil>...

Sipx.pdb:A ...... |hla:cys 42 /leu 90 | ==> |H|A:ASN 92 /GLY 109
modell p15 CilL>... |h|a:asp 62 /asp 86 | ==> |H|A:THR 96 /PHE 113
modell p15 CiL>... |H|A:ASN 3 /PHE 21
Sipx.pdb:A ...... |[H|A:GLY 112 /TYR 129 | ==> |h|a:cys 144 /ser 150
modell p15 Cil>... |H|A:GLY 114 /THR 130 | ==>

modell p15 Cil>... |H|A:ASP 32 /VAL 58 | ==> |h|a:pro 61 /lys 87
Sipx.pdb:A ...... |h|a:ser 156 /thr 168 | ==> |h|a:ser 177 /leu 190
modell p15 Cil>...

modell p15 CilL>... |h|a:thr 95 /thr 130 | ==>

Sipx.pdb:A ...... |h|a:asp 201 /glu 227 | ==> |h|a:gln 228 /arg 256

modell p15 Cil>...
modell pl5 Cil>...
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Sipx.pdb:A
modell p15 Cil>...
modell pl5 Cil>...

CROSS-STRUCTURE STATISTICS

<< RMSD >>»
Structure
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1. S5ipx.pdb:A

2. modell pl5 Cil>...
3. modell pl5 Cil>...

<< Q-score >>
Structure

2.
2.
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1. S5ipx.pdb:A

2. modell pl5 Cil>...
3. modell pl5 Cil>...

<< Sequence Identity >>

Structure

Q.
0.
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1. S5ipx.pdb:A

2. modell pl5 Cil>...
3. modell pl5 Cil>...

ROTATION-TRANSLATION

Sipx.pdb:A

modell p15 Cil>... |

modell p15 Cil>... |

1 2
2.645
2.645
2.537 2.933
1 2
0.019
0.019
0.019 0.037
1 2
0.114
0.114
0.057 0.029

Q.
Q.

MATRICES OF BEST SUPERPOSITION

.99991
.01363
.00114

.74950
.63039
.20212

.93275
.01064
.36037

3D ALIGNMENT OF BACKBONE ATOMS

.01365
.99973
.01882

.55689
.76547
.32238

.36039
.05518
.93117

.00088
.01883
.99982

.35795
.12907
.92478

.00997
.99842
.05530

N < N <

N <

115

-53

...... |h|a:ser 261 /ala 274 | ==> |h|a:ser 280 /phe 299 |

.13924
.66213
.14658

.88531
.79530
.05282

.43226
41.
-42.

04643
20316
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## | 5ipx.pdb | |modell p15 C| |modell p15 C|
----- T LT T T S e T Ty
1| | | [a:met 1 | | |
2 | | | la:leu 2 | | I
3 | | | lazasn 3 | | |
4 | | | la:trp 4 | | I
5 | | | |a:ser 5| | |
6 | | | la:thr 6 | | |
7 | | |hla:ile 7 | | |
8 | | |hla:glu 8 | | |
9 | | |hla:trp 9 | | |
10 | | |h|lazasp 10 | | |
11 | | |h|a:ser 11 | | |
12 | | |h|a:phe 12 | | |
13 | | |hla:trp 213 | | |
14 | |a:his 10 | |h|a:gln 14 | | |
15 | |a:leu 11 | |h|a:gln 15 | | |
16 |h|a:phe 12 | |h|a:his 16 | | |
17 |h|a:asn 13 | |h|a:asp 17 | | |
18 |h|a:his 14 | |h|a:cys 18 | | |
19 |h|a:leu 15 | | |a:gly 19 | | |
20 |h|a:phe 16 | | |a:cys 20 | | |
21 |h|a:arg 17 | | |a:phe 21 | | |
22 |s|a:tyr 18 | | |a:thr 22 | | |
23 |s|a:his 19 | | |a:phe 23 | | |
24 |s|a:tyr 20 | |h|a:glu 24 | | |
25 | |a:pro 21 | |h|a:cys 25 | | |
26 |h|la:ser 22 | |h|la:asp 26 | | |
27 |h|a:trp 23 | |h|a:phe 27 | | |
28 |h|la:asp 24 | |h|a:ile 28 | | |
29 |h|a:gln 25 | |h|a:thr 29 | | |
30 |h|a:ile 26 | | |a:ser 30 | | |
31 |h|a:leu 27 | | |a:ile 31 | | |
32 |h|a:gln 28 | |h|a:asp 32 | | |
33 |h|a:glu 29 | |h|a:pro 33 | | |
34 |h|la:leu 30 | |h|la:leu 34 | | |
35 |h|a:asp 31 | |h|a:val 35 | | |
36 | |a:thr 32 | |h|a:his 36 | | |
37 | |a:leu 33 | |h|a:asp 37 | | |
38 | |a:ser 34 | |h|a:tyr 38 | | |
39 | |a:val 35 | |h|a:ala 39 | | |
40 | |a:ala 36 | |h|a:ile 40 | | |
41 | |a:thr 37 | |hla:tyr 41 | | |
42 | |a:leu 38 | |h|a:his 42 | | |
43 | |a:asn 39 | |h|a:ser 43 | | |
44 | |a:pro 40 | |h|a:leu 44 | | |
45 | |a:asp 41 | |h|la:ser 45 | | |
46 |h|la:cys 42 | |h|la:gln 46 | | |
47 |h|la:his 43 | |h|la:1lys 47 | | |
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:val
:pro
:ala
:leu
:asn
:val
:glu
:1lys
:thr
:leu
ttyr
:leu
:ala
:1lys
:thr
;ile
:gln
;ile
:leu
:val
:gln
this
:arg
:gln
:ser
:glu
:pro
ttyr
:leu
:val
:pro
:ala
:ala
:arg
:ala
:asn
:leu
:ala
ttyr
:ser
:leu
:gln
:gln
:leu
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:1lys
:leu
:gly
:ASN
:ASP
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a:thr
:val
a:leu
a:glu
a:met
a:leu
a:gln
:thr
a:his
a:leu
a:val
a:ala
a:gly
a:pro
a:asp
a:ala
a:ser
a:glu
a:thr
a:ile
a:arg
:arg
a:gln
a:val
a:ala
a:phe
a:leu
rile
a:tyr
a:asp
a:phe
this
rarg
:leu
.ser
1Cys
:asn
1Cys
:asp
:lys
1Cys
1Cys
:gly
this
1Cys
:asn
:ala
:thr
:THR
:THR
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:LYS
:ILE
:ARG
:GLY
:VAL
:ILE
:ASN
:GLY
*MET
:LEU
:PRO
:LEU
:VAL
:ASP

:ALA
:GLY
1cys
;ile

:gly
:PHE
:GLU
:ARG
:GLU
:LEU
:ILE
:LYS
:GLY
:LEU
:PRO
:ARG
:VAL
:LEU
:THR
:LEU
:GLN
:TYR
:pro
:his
:thr
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:GLY
:ARG
:PHE
tLYS
:VAL
:VAL
A:ASP
:ARG
:VAL
:LEU
:ASN
:ASP
tHIS
:ILE

:GLU
: PHE

:GLY
:ILE
‘MET
:ARG
:ARG
:GLN
:ASP
:LEU
(ILE
:PRO
(ILE
:LEU
tHIS
:ASN
:LEU
:GLU
:THR
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:GLU
:TRP
:ASP
:SER
:PHE
:TRP
:GLN
:GLN
:HIS
:ASP
:CYS
:GLY
:CYS
:PHE
:thr
:phe
:glu
:CYS
:ASP
:phe
;ile
:thr
:ser
;ile
:asp
:pro
:leu
:val
this
:asp
:TYR
:ALA
:ILE
:TYR
:HIS
:SER
:LEU
:SER
:GLN
:LYS
:THR
:VAL
:LEU
:GLU
‘MET
:LEU
:GLN
:thr
this
:leu
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:ala
:pro
1cys
:thr
:glu
ttrp
1cys
:leu
:ser
this
:phe
:val
:gly
:ala
:ser
:gly
:arg
:leu
:arg
:ser
:glu
:val
:arg
:asp
;ile
:leu
:thr
:thr
:his
:asn
:gly
:thr
1cys
:ala
:pro
:ser
:phe
:glu
:trp
:met
:ala
:ser
:val
:val
:1lys
:1lys
:phe
:phe
:leu
:val
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:val
:ala
:gly
:pro
:asp
:ala
:ser
:glu
:thr
;ile
:arg
:arg
:gln
:val
:ala
:phe
:leu
;ile
ttyr
:asp
:phe
this
:arg
:leu
:ser
1Cys
:asn
1Cys
:asp
:lys
1Cys
ttyr
:gly
:asp
1cys
:asn
:ala
:thr
:thr
:thr
:gly
:arg
:phe
:lys
:val
:val
:asp
:arg
:val
:leu
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:glu
:thr
:val
;ile
ttyr
:glu
:asp
:phe
:gln
:asp
:thr
:asp
:phe
:asn
:val
:gln
:leu
:asn
:leu
:cys
:phe
:phe
ttrp
:thr
:ala
:val
:val
:gln
:met
ttyr
:gln
:arg
1cys
;ile
ttyr
:glu
:gln
:1lys
:leu
:val
:his
;ile
;ile
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:asn
:asp
a:his
a:ile
a:glu
:phe
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;ile
a:met
a:arg
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:1lys
:ser
:thr
:ala
:arg
:ser
:phe
:phe
:ala
ttrp
ttyr
:asp
:leu
ttyr
:arg
:pro
:asn
:leu
:gly
:ser
:ala
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:leu
:val
:1lys
ttyr
:thr
:glu
:his
:leu
;ile
:arg
:ala
:leu
:thr
:pro
:asp
:cys
:ser
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:val
:glu
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