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UniProtKB:

Arterivirus— reviewed — Replicase polyprotein 1ab

HERESMHIN: LV (Q04561)

HB-1| (Q8B912 ) EAV (P19811)
16244B (Q9YNO2 ) SHFV (Q68772)
VR2332 (Q9WJB2) LDV (Q83017)

USA/SD (AOMD28 )




l.lanrd.n::.:: » UniProtKB Downloads - Contact - Documentation/Help

Search Blast Align Retrieve |D Mapping *
Search in Query
Protein Enowledgebase (niProtEB) ¥ arterivirus l Search ” Advanced Search » ” Clear ]

1 - 25 of 36 results for arterivirus ® AND reviewed:yes [ in UniProtKB sorted by score descending

ixs Browse by taxonomy, keyword, gene ontology, enzyme class or pathway | 2% Reduce sequence redundancy to 100%, 90% or 50%

page‘l Ri'mﬂ »

Results

» Restrict term “arterivirus” to taxonomy (33)

Entry Entry name Status - Protein names Gene names - Organism Length
P13811 RPOA_EAVBU 7 Replicase polyprotein 1ab rep 1a-1b Equine arteritis virus (strain Bucyrus) (EAV) 374
Q33017 RPOA_LDVP 7 Replicase polyprotein 1ab rep 1a-1b Lactate dehydrogenase elevating virus (strain Plagemann) (LDV) 3,616
Q9WJB2 RPOA PRRSR . Replicase polyprotein 1ab rep 1a-1b Paorcine reproductive and respiratory syndrome virus (strain VR-2332) (PRRSVY) 3.960
"] P19810 NCAP EAVBU 7 Nucleoprotein NVP1T Equine arteritis virus (strain Bucyrus) (EAV 110

- P q Y
Q04561 RPOA PRRSL . Replicase polyprotein 1ab rep 1a-1b Parcine reproductive and respiratory syndrome virus (strain Lelystad) (PRRSV) 3.855|
] qoss02 RPOA_LDVC 7 Replicase polyprotein 1ab rep 1a-1b Lactate dehydrogenase elevating virus (strain C) (LDV) 3,637
| Q68772 RPOA SHFV . Replicase polyprotein 1ab rep 1a-1b Simian hemorrhagic fever virus (SHEV) 3.595|
] ao4569 GP5_PRRSL 7 Glycoprotein 5 GP5 5 Parcine reproductive and respiratory syndrome virus (strain Lelystad) (PRRSV) 2N
(9YN02 RPOA_PRRS1 7 Replicase polyprotein 1ab rep 1a-1b Parcine reproductive and respiratory syndrome virus (strain 16244B) (PRRSV) 3,961
Q88912 RPOA PRRSB 7 Replicase polyprotein 1ab rep 1a-1b Parcine reproductive and respiratory syndrome virus (strain HB-1) (PRRSV) 3,961
AOMD28 RPOA PRRSS &  Replicase polyprotein 1ab [Ppupragr;zr\epruductwe and respiratory syndrome virus (isolate Pig/United States/SD 01-08/2001) 31838

74: UniProtkB #7 4 77EAV, LDV, SHFV F£IENSPIS, 2R FI K EFENSP Loz, TA2FNTIE#Fei Xue et al, 2010, VI Xt
FHYFIHAT T e o



D A5 5 A UniProt IHB-1 (2540 1T, FEAE— 25 I IkI_C32, 2 ibfr &
ANSP1BHI83FAN203M A R, 1X 5 )5 HISMART ) Fill 25 B A 2= 51l .

s

Regions
[[]  Transmembrane 1266 — 1286 21 Helical; (Fai=
[ Transmembrane 1296 - 1316 21 Helical; (Fi
[C]  Transmembrane 1368 — 1388 21 Helical; (Fai=
] Transmembrane 1583 — 1603 21 Helical; (F=
] Transmembrane 1648 — 1668 21 Helical: (Ps
] Transmembrane 1685 — 1705 21 Helical; (F=
] Transmembrane 1719 - 1739 21 Helical: (Ps
] Transmembrane 2036 — 2056 21 Helical; (F= t
] Transmembrane 2060 — 2080 21 Helical: (Ps
] Transmembrane 2092 -212 21 Helical; (Feot=
] Transmembrane 2137 - 2157 21 Helical: (Ps
] Transmembrane 2162 — 2182 21 Helical; (Fot=
] Domain 69 — 180 112 Peptidase C31 i
Domain 263 — 383 121 Peptidase C32 ¥
] Domain 428 - 535 108 Peptidase C33 ¥
] Domain 1810 — 2013 204 Peptidase 532 *
] Domain 2890 — 3024 135 RdRp catalytic
] Domain 3290 - 3517 228  Helicase ATP-binding - "
] zine finger 8—28 21  Cd-type; atypical
] Zinc finger 3151 — 3197 47 Viral helicase-type-like (Fot=nti=/)

Nucleatide binding 3293 — 3300 8 ATP (Bysimilriy)
O Region 69 — 182 114  PCP1-alpha i
O] Region 263 — 382 120 PCP1-beta ¥
O Region 426 - 513 88 OTU-like t
[ Region 1266 — 1388 123 HD1 ¥
O Region 1683 — 1745 163 HD2 &
[ Region 2036 — 2157 122 HD3 i
Cl Compositional bias 808 — 924 117 Pro-rich i
[ Compositional bias 2329 - 2344 16 Pro-rich
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ProtScale output for user sequence
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Alpha helix (Hh) = 46 1=z 22.66%

31p helix (Gg) = 0 is=s 0.00%
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Beta bridge (BEb) 0 i=s 0.003%

Extended =strand (Ee) : o3 1= Z26.11%

Beta turn (Tt) 22 1= 10.24%

Bend region [ ) 0 i= 0.00%

Eandom coil [ ) 82 i= 40.39%
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Confidently predicted domains, repeats, motifs and features:

Mame Begin End E-value
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PDB ID: 3MTV

N-terminus
NTD
LKD
C-terminus
L Left Part

PCPB
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Fei Xue et al, 2010, JVI
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BATF il a5 R 5 SCkkiEH —
EHN, KIIH159 50Q148 2 d]
FAE2 A8, 1MC90 5 G203
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In the catalytic center, one of the carboxylate oxygen atoms
of Gly203 (usually named the P, substrate residue) points
toward the ¢ ‘oxyanion hole™ and is shhihzed by the sulfhydryl
group of Cys90 and the imidazole group of His159, with dis-
tances of 2.1 A and 2.5 A, respectively. This is very similar to
the substrate binding behavior in the crystal structure of
PRRSV nspla. As with previously reported crystal structures
of PCPs, His159 initiates a hydrogen bonding network involv-
ing GIn148 and Leul60| that might act as a charge relay system
during catalysis (Fig. 5B).
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In the catalytic center, one of the carboxylate oxygen atoms
of Gly203 (usually named the P, substrate residue) points
toward the “oxyanion hole” and is stabilized by the sulfhydryl
group of Cys90 and the imidazole group of His159, with dis-
tances of 2.1 A and 2.5 A, respectively. This is very similar to
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