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Lumpy skin disease virus isolate LSDV/FJ/CHA/2021, complete genome hypothetical protein [Lumpy skin disease Vil’US]

GenBas
GenBank: WGU25513.1
G I Protein:

TMHMM posterior probabilties for WEBSEQUENCE SignalP-4.1 (ouk
1.2 i ¥ v C-score
1.0 S-score
" — YReooe®:
1
" 0.8
08
> 0.6
3 e
08
2 & oa
a
0.4
0.2
|
| ol 0
02 1| |“ oo LTI LTI T e e eI eooor e
a0l
0 ‘ . . . .
20 40 80 80 100 120 140 160 o 35 25 3 %0 50 T 70
transmembrane —— inside outside Position
ProtScaiaoutput forussrgequanca NetPhos 3.1a: predicted phosphorylation sites in Sequence
&R Hydropath. / Kyte Doolittie Serin
5 & Threonine
2 Tyrosine
e i, Threshold
$
1 2
@ 05 §
5 s
A o 2
>
0.5 H
2
&
1 H
2
1.5 ®
2 °
“o 20 a0 60 80 100 120 140 160 e ol “° Ll . 108 i 148 16
Position Sequence position

Figure S1. Main Bioinformatics of LSDV ORF133. (A) LSDV ORF133 Gene Sequence. (B)
LSDV ORF133 Amino Acid Sequence. (C) Prediction of Transmembrane Domains of LSDV
ORF133 Using the TMHMM Server 2.0 Online Software. (D) Prediction of Signal Peptides and
Cleavage Sites of LSDV ORF133 Using the SignalP 4.1 Online Software. (E) Prediction and
Analysis of Hydrophilicity and Hydrophobicity of LSDV ORF133 Protein Using the ProtScale
Online Tool. (F) Prediction of Phosphorylation Sites of LSDV ORF133 Protein Kinase Using the
Online Software Expasy-ProtScale.
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Figure S2. Purification and ldentification of the LSDV A ORF133-EGFP Strain. (A) The
purification of the recombinant LSDV strain deleted ORF133 gene. The recombinant virus
underwent 19 generations of purification in Vero cells, where the direction of the arrow indicates
the location of obvious cytopathic effects after viral infection. (B) Sequencing validation of the
purified LSDV A ORF133 - EGFP deletion strain .The recombinant viral DNA was entrusted to
Tsingke Biotechnology Co., Ltd. (Beijing) for sequencing, and the sequencing results were
compared with the WT-LSDV sequence and the EGFP sequence.



