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" RCSB PDB http://www.rcsb.org/pdb/

PDBJA—7< 'Y MSDEBI httpiwww.ebi.ac.ukimsd
PDB;j http://www.pdbj.org

wwPDB(World Wide Protein Data Bank) : L {A{#:& T —2DIET 5T —2/\

HEADER UBIQUITIN 17-2PR-92 { 1ARR }
COMPND DI-UBIQUITIN et
SOURCE BOVINE (BOS TAURUS) ERYTHROCYTES /‘
AUTHOR  W.J.COOK,L.C.JEFFREY,M.CARSON, Z.CHEN,C.M.PICKART Gy by 1 1o

RFHES T REL HENTF

RF4 HEES XEE YES zEﬂ SAE AERT

ATOM 1 N META 1 15.493 30.088 14.694 1.00 8.36
ATOM 2 CA MET A 1 14.600 29.031 15.110 1.00 8.15
ATOM 3 C META 1 15.476 27.793 15.419 1.00 9.30
ATOM 4 0 META 1 16.571 27.561 14.871 1.00 8.96
ATOM § CB MET A 1 13.500 28.837 14.105 1.00 9.89
ATOM 6 CG MET A 1 13.823 27.997 12.931 1.00 10.21
ATOM 7 SD MET A 1 12.312 27.711 11.891 1.00 10.33
ATOM 8 CE MET A 1 13.174 26.595 10.726 1.00 7.30
ATOM 9 N GLNA 2 14.968 27.014 16.326 1.00 9.75
ATOM 10 CA GLN A 2 15.552 25.806 16.852 1.00 11.92
ATOM 11 C GLNA 2 15.000 24.553 16.168 1.00 11.7
ATOM 12 0 GLNA 2 13.787 24.387 16.086 1.00 10.00
ATOM 13 CB GLN A 2 15.368 25.715 18.386 1.00 12.39
ATOM 14 CG GLN A 2 15.858 24.413 19.051 1.00 14.00
ATOM 15 CD GLN A 2 15.676 24.587 20.561 1.00 15.59
ATOM 16 OE1l GLN A 2 16.525 25.209 21.205 1.00 18.67
ATOM 17 NE2 GLN A 2 14.564 24.203 21.152 1.00 15.39
ATOM 18 N ILEA 3 15.960 23.745 15.687 1.00 11.79
ATOM 19 CA ILEA 3 15.593 22.437 15.130 1.00 12.14
ATOM 20 ¢ ILEA 3 16.491 21.342 15.720 1.00 11.99
ATOM 21 0 ILEA 3 17.701 21.540 15.767 1.00 12.91 PDBIX197 1%
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Protein: Flavodoxin from
Desulfovibrio vulgaris

2. Class: Alpha and beta protems (a'b) [$1349]
Mainly parallel beta sheets (beta-alpha-beta units)
3. Fold: Elavedoxm-hke [52171]
3 layers, a/b/a; parallel beta-sheet of 5 strand, order 21345
1. Superfanuly: Flavoprotems [$2218)
5. Family. Flavodoxin-related [$2219]
binds FMN
6. Protem: Flavodoxm [$2220]

7. Species: Desul@vibrio vilgans [$2222)
PDB Entry Domains:

1. 1f4p
compiexed with fimn; mutant
1. cham a [$965]1 ) BNEO)
2 LiqIm
complexed with fimn
1. cham a [62744] XD
3 1pcm
complexed with fimn; mutant
1. cham a [627 %6 ) BEED
4 Jaky [31152] XD
complexed with fimn; mutant
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khkxkhkk * *k * kx * K * * * k *hk kxk * * * *

lag%a 2:AITGIFFGSDTGNTENIAKMIQKQLGKDVADVHDIAKSSKEDLEAYDILLLGIPTWYYGE:61
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74— ILREE (SCOP1.7312&5%., #5 A MijkiZEE<) FASL | A—=s\—
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a.4 | DNA/RNA-binding 3-helical bundle 292 14
c.1 | TIM beta/alpha-barrel 269 33
d.58 | Ferredoxin-like 248 55
b.1 | Immunoglobulin-like beta sandwich 246 27
c.37 | P-loop nucleoside triphosphate hydrolase | 235 1
c.2 | NAD(P)-binding Rossmann-fold domains | 168 1
g.3 |Knottins 154 19
d.15 | Beta-Grasp(ubiquitin-like) 131 13
c.23 | Flavodoxin-like 118 15
b.34 | SH3-like barrel 117 18
b.40 | OB-fold 100 12
c.66 | SAM-dependent methyltransferases 95 1
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TIM beta/alpha barrel (c.1)
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Triosephosphate isomerase
1n55A(c.1.1.1)

[FBHTZF,

Imidazole glycerol
phosphate synthase
subunit hisF
1thfD(c.1.2.1)
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KHG/KDPG aldolase
1euaA(c.1.10.1)
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Immunoglobulin
Heavy chain variable
domain. 1mjuH1(b.1.1.1)

4*0) BX }‘5:/ FVJ“BU%B‘“/—F Immunoglobulin .
N B R4y FRIZEZE ST Heavy chain constant Macromomycin
WiEZEES ., ¥ FITDRY—RAE, domain 1mjuH2(b.1.1.2) TnoaA (b.1.7.1)
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Ferredoxin-like (d.58)
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4Fe-4S Ferredoxin(1fxd,d.58.1)

U1A RNA binding domain CheY binding domain of CheA
(1nudA,d.58.7.1) (1eayC,d.58.24)
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/-bladed beta-propeller (b.69)
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Garactose oxydase
domain3, 1k3iA3(b.69.1.1)

?ﬁﬂlﬂ@ﬂfﬁ’iﬂ:d)s 27‘_)_) WEE® Guanine nucleotide-binding ﬂg:i?ﬁ%g?uﬁmmidase
MEEICED LN BN, protein subunit beta-1 e
1gotB(b.69.4.1) 6HCH p7ANRS




























