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Lumpy Skin Disease Virus Infection in Free-
Ranging Indian Gazelles (Gazella 

bennettii), Rajasthan, India 
Appendix  

Appendix Figure 1. Detection of LSDV genome in Indian gazelle by qPCR. A) Test results of skin 

scrapping and blood samples from Indian gazelles (BKN6, BKN7) with pan-capripoxvirus generic real-

time PCR (1). B) Test results of skin scrapping and blood samples from Indian gazelles (BKN6, BKN7) 

with LSDV wild-type specific real-time PCR (2). LSDV, lumpy skin virus disease. 
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Appendix Figure 2. Maximum likelihood (ML) phylogenetic tree based on complete LSDV GPCR gene 

sequences from Indian gazelles (Gazella bennettii). We performed multiple alignment and phylogenetic 

analysis using MEGA version 7.0 (3) showing genetic relationship between the LSDV strains obtained in 

this study and other selected LSDV, GTPV, and SPPV strains from GenBank. Red triangles indicate 

sequences obtained in this study. Scale bar indicates nucleotide substitutions per site. GTPV, goatpox 

virus; LSDV, lumpy skin disease virus; SPPV, sheeppox virus. 
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Appendix Figure 3. Multiple alignment of complete EEV gene nucleotide sequences of LSDV from 

Indian gazelle (Gazella bennettii) and local cattle. Sequences from this study were compared with 

representative LSDV, GTPV, and SPPV sequences from GenBank. Identical nucleotides are shown in 

same color and differences are shown in different color shades. Important nucleotide differences found in 

LSDV from Indian gazelle are highlighted in a box. Hyphens correspond to absence of nucleotide at 

corresponding positions and blank shaded area denotes non-availability of sequences for comparison. 

LSDV from Indian gazelle showed absence of a 27-nt deletion (position 383–409), a signature found only 

in LSDV wild-type strains, which is highlighted with a rectangle. GTPV, goatpox virus; LSDV, lumpy skin 

disease virus; SPPV, sheeppox virus. 
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Appendix Figure 4. Maximum likelihood (ML) phylogenetic tree based on complete EEV gene 

sequences. The genetic relationship between the LSDV strains obtained in this study and other selected 

LSDV, GTPV, and SPPV strains was determined by multiple sequence alignment and phylogenetic 

analysis using MEGA version 7.0 (3). Red triangles indicate sequences obtained in this study. Scale bar 

indicates nucleotide substitutions per site. GTPV, goatpox virus; LSDV, lumpy skin disease virus; SPPV, 

sheeppox virus. 
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