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 >gi|18766380|gb|AF464892.1| Peste-des-petits-ruminants virus clone
Mdn96 fusion protein (F) gene, partialcds

ATGCTCTGTCAGTGATAACCAAGAATGTAAGACCAAT
TCAAACTCTGACACCTGGGCGTGGAACTCGCCGTTTT
GCTGGAGCTGTTCTGGCCGGAGTAGCACTTGGAGTT
GCGACAGCCGCTCAGATAACTGCAGGAGTCGCCCTTC
ATCAATCATTGATGAACTCCCAAGCAATTGAGAGTTT
AAAAACCAGTCTTGAGAAGTCGAATCAGGCAATAGA
AGAAATCAGACTTGCAAATAAGGAGACCATACTGGC
AGTACAGGGCGTCCAGGATTATATCAACAATGAGCTT
GTCCCTTCTGTTCACAGAATGTCATGCGA



3.0RF Finder (Open Reading Frame Finder)
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#CdsCount: 10:
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#Coding GC 46. 42%:

#lst letter GC 43. 93%:
#2nd letter GC 37. 38%:
#3rd letter GC 57. 94%:

$

#Codon AA Fraction Frequency Number:

GCA A 0. 000 0. 000
GCC A 0. 333 9. 346
GCG A 0.667  18.692
GCT A 0. 000 0. 000
TGC  C 0. 000 0. 000
TGT C 1.000  18.692
GAC D 1.000  18.692
GAT D 0. 000 0. 000
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| =6n T 6.604 |.6%3
FEFSTATS of from 1 to 106 k= T .60 . 348
Moleeular weight = 1132106 Residues = 106 § =Sy i T8 .07
Avirage Residue Reaght = 108,602 Charge = 5.0 .
Tsoelectric Point = 10,4639 L Th : 1.3 Lo
260 Nolar Betinetion Coofficient = 1260 Jz- 0 0.00 0.00
K280 Extinction Coefficient Img/ml = 0.11 = 10 0.4 |4
Improbability of expression in 1nelusion bodies = 0.605 F Trp U_ 0,000 0.000
Residue Hunber Holed Dayhoffotat ' '
b= M e 13,208 | 5% § = T | 0.000 0.000
B = hax I 0.000 0.000 [=Tn 1 0.943 0.21
C = Cys 1 0.943 0.325 Tzl [ 0.000 0.000
g EE é gggg g ézg Property  Residues Hunber flole$
F = Phe 1 0.943 0,282 Tiny (MCHGASHT) 1 3906
6= Gly ; 5. 50 0.674 Gall (B DHGHHHSHTHY) 5T 5.1
H=His 2 1,887 0,943 AT
i ; e s M1phaﬁ1c (MTHLAY) £ 40,566
Tz i 0 00 0 000 JiI matie (F+]'[+W+Y] 4 3 T'M
k= lys | 3714 0,572 Bopolar  (MCHFRGHTSLARPHVERH]) o 5.TH
# : #w él_ 1'3-32;7 L 403 Bl (OFBHEHTRRASHTT) & .28
o : s o Chuge ) 1 5 65
= - 0 0,000 0,000 Bisic (k) 13 12 24
1“\2 Fro 3 2,830 0. 544 edie (DT 1 b.604
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( 2 ) FH ExPASy , Protscale , i\ ZEESF
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(3) TMHMM

TMHMM posterior probabilities for Sequence
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. FHSwiss-modeli&F Protein in PPRVS5
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Estimated per-residue inaccuracy visualised
using a colour gradient from green(more
reliable regions) to red(potentially
unreliable regions)







il
=

PARAINFLUENZA

A
T VIRUS

e L
S
[

—— PPRV



Reference

« Benkert P, Biasini M, Schwede T. (2011). ”Toward
the estimation of the absolute quality of
individual protein structure models.”

Bioinformatics, 27(3) :343-50.

e Arnold K., Bordoli L., Kopp J., Schwede T. (2006).
The SWISS-MODEL Workspace: A web—based environment

for protein structure homology modelling.
Bioinformatics, 22,195-201.

« Schwede T, Kopp J, Guex N, and Peitsch MC (2003)
SWISS-MODEL: an automated protein homology-

modeling server. Nucleic Acids Research 31: 3381-
3385.



o Ek , RSB B SRR
SIS |

OELR , FUSANEARNSE. .
SEESMRESSH. E!

O SIS , ST RAT R A0S
P |






