Adding Comments and Notes to Your PDF
To facilitate electronic transmittal of corrections, we encourage authors to utilize the
comments and notes features in Adobe Acrobat. The PDF provided has been “commentenabled,” which allows you to utilize the comments and notes features, even if using only
the free Adobe Acrobat reader (see note below regarding acceptable versions). Adobe
Acrobat’s Help menu provides additional details on the tool. When you open your PDF,
the comments/notes/edit tools are clearly shown on the tool bar (though icons may differ
slightly among versions from what is shown below).
For purposes of correcting the PDF proof of your journal article, the important features to
know are the following:
x

Use the Text Edits tool (

) to insert, replace, or delete text.

o To insert text, place your cursor at a point in text and select “Insert Text at
Cursor” from the text edits menu. Type your additional text in the pop-up box.

o To replace text (do this instead of deleting and then re-inserting), highlight the
text to be changed, select “Replace Selected Text” from the text edits menu, and
type the new text in the pop-up box.

o To delete text, highlight the text to be deleted and select “Cross Out Text for
Deletion” from the text edits menu (see graphic above).

x

Use the Sticky Note tool (
) to describe changes that need to be made (e.g.,
changes in bold, italics, or capitalization use; altering or replacing a figure) or to answer a
question or approve a change that was posed by the editor. To use this feature, click on
the sticky note tool and then click on a point in the PDF where you would like to make a
comment, then type your comment in the pop-up box.

x

Use the Callout tool (
) to point directly to changes that need to be made. Try to put
the callout box in an area of white space so that you do not obscure the text, as in the
example below.

x

Use the Highlight tool (
) to indicate font problems, bad breaks, and other textual
inconsistencies. Describe the inconsistencies with the callout tool (shown) or a sticky
note. One callout (or sticky note) can describe many changes.

An alternate method is to select the appropriate text with your cursor, select “Add Note
to Selected Text” from the text edits menu, and then type your note in the pop-up box
(the selected text is highlighted automatically).

As with hand-annotated proof corrections, the important points are to communicate
changes clearly and thoroughly; to answer all queries and questions; and to provide
complete information for us to make the necessary changes to your article so it is ready
for publication.
To utilize the comments/notes features on this PDF you will need Adobe Reader version
7 or higher. This program is freely available and can be downloaded from
http://get.adobe.com/reader/

jga-genome/jga99917/jga5558d17z
Editor:

xppws
Section:
Viruses

S⫽3

6/22/17

6:36

ArtID:

DOI:10.1128/genomeA.00550-17

CE: LS

Designation:

VIRUSES

Complete Genome Sequence of the
Lumpy Skin Disease Virus Isolated from
the First Reported Case in Greece in
2015
AQ: au

Eirini I. Agianniotaki,a Elisabeth Mathijs,b Frank Vandenbussche,b
Konstantia E. Tasioudi,a Andy Haegeman,c Peristera Iliadou,a
Serafeim C. Chaintoutis,d Chrysostomos I. Dovas,d Steven Van Borm,b
Eleni D. Chondrokouki,a Kris De Clercqc

AQ: aff

National Reference Laboratory for CaPVs, Department of Molecular Diagnostics, FMD, Virological, Rickettsial &
Exotic Diseases, Athens Veterinary Center, Ministry of Rural Development and Food, Athens, Greecea;
Molecular Platform, Veterinary and Agrochemical Research Centre, Ukkel, Belgiumb; Unit Vesicular and Exotic
Diseases, Veterinary and Agrochemical Research Centre (CODA-CERVA), Ukkel, Belgiumc; Diagnostic
Laboratory, School of Veterinary Medicine, Faculty of Health Sciences, Aristotle University of Thessaloniki,
Salonika, Greeced

ABSTRACT
Lumpy skin disease virus (LSDV) causes an economically important
disease in cattle. Here, we report the complete genome sequence of the ﬁrst LSDV
isolate identiﬁed in mainland Europe. LSDV isolate Evros/GR/15 was isolated from
the ﬁrst cases reported on 18 August 2015 in the Evros region, Greece.
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umpy skin disease (LSD) is an economically important disease in cattle that is
caused by lumpy skin disease virus (LSDV), a member of the Capripoxvirus (CaPV)
genus. Historically restricted to Africa, the disease spread to the Middle East in 2012 and
Turkey in 2013 (1). In August 2015, the ﬁrst LSD cases in mainland Europe were
observed in Greece in the Evros region at the European border with Turkey (2). The
disease has been spreading into Europe ever since (3, 4). Here, we report the complete
genome sequence of the LSDV isolated from the ﬁrst outbreak in mainland Europe
(isolate Evros/GR/15).
The LSDV isolate Evros/GR/15 was isolated from a biopsy tissue specimen as
previously described (5). DNA was puriﬁed from cell culture supernatant using a
Puregene Core Kit A (Qiagen) according to the manufacturer’s instructions. Presequencing enrichment was performed through an in-house long-range PCR method covering
the entire genome with 23 overlapping amplicons of ~7.5 kb. In order to distinguish the
short sequences from both inverted terminal repeats (ITR), two libraries, each compromising an equimolar pool of 12 PCR amplicons corresponding to half of the CaPV
genome, were prepared using a Nextera XT DNA library preparation kit (Illumina) with
1 ng of input DNA, according to the manufacturer’s instructions. Sequencing was
performed at the Genomics Core UZ Leuven (Leuven, Belgium) using a MiSeq reagent
kit version 3 (Illumina) with 2- ⫻ 300-bp paired-end sequencing on a MiSeq Benchtop
Sequencer (Illumina). The quality of the raw data was assessed using FastQC v0.11.3
(http://www.bioinformatics.babraham.ac.uk/) and the reads were trimmed using Trim
Galore! v0.3.8 (http://www.bioinformatics.babraham.ac.uk/) based on quality (Q score
⬎ 30) and length (length ⬎80 bp, 5= clip for R1 and R2 ⫽ 20). The trimmed reads were
de novo assembled into a single contig using ABySS v1.9.0 with optimized k values and
a subsample of 20,000 paired-end reads (6). The contigs from both libraries were
manually merged into a single sequence. Discrepancies with previously published LSDV
genomes were conﬁrmed by Sanger sequencing. The protein-coding genes were
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predicted by GATU relative to the LSDV ﬁeld isolate Neethling Warmbaths LW sequence
(AF409137) (7, 8).
The reads obtained from the amplicon sequences of LSDV isolate Evros/GR/15 were
assembled into a double-stranded, linear DNA contiguous sequence of 150,554 bp,
with an average G⫹C content of 25.89%, evenly distributed. Evros/GR/15 contains a
145,935-bp central coding region ﬂanked by two ITRs of at least 2,190 bp. The
Evros/GR/15 isolate shares 99.8% homology with the LSDV ﬁeld isolate Neethling
Warmbaths LW. A total of 24 single nucleotide polymorphisms (SNPs) and 14 small
indels were identiﬁed when compared to the Neethling Warmbaths genome. Nine SNPs
were nonsynonymous, resulting in amino acid changes in the proteins encoded by
genes LD005, LD006, LD017, LD042, LD054, LD094, LD126, and LD128. Four of the small
indels were coding and causing either the elimination of a single amino acid (LD096)
or frame shifts in the encoded proteins (LD013a, LD026a, and LD144).
Accession number(s). The complete genome sequence of the LSDV isolate Evros/
GR/15 has been deposited in GenBank under accession number KY829023.
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