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Abstract. The work investigated the species composition of the bacterial 

microbiome associated with stem crown galls on the grape variety 

Kishmish radiant (Cardinal x Kishmish pink). The result of the 

identification of bacterial isolates using MALDI-TOF mass spectrometry, 

molecular genetic analysis, and the cultural method on nutrient media 

made it possible to identify them in stem crown galls of grapes is 

presented. The following microorganisms were identified: Pseudomonas 

koreensis, Roaultella planticola, Enterobacter cloacae, Pseudomonas 

fulva, Xanthomonas bonasiae, Winslowiella toletana. Using a biological 

test on carrots, the pathogenicity of two species Xanthomonas bonasiae, 

Winslowiella toletana was determined by the ability to form galls, while no 

virulence genes were detected by PCR analysis using specific primer pairs 

of genes. 

1 Introduction 
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2 Materials and methods 

Russia. The localization coordinates of the studied ampelocenosis are 45°11'
37°01'05"E. (geographic coordinates are given in WGS

of exposure at 4°C, the suspension was inoculated onto RSM medium. After 6

using a plastic sticker and dried in air. Then, 1 μl of formic acid with a mass fraction of 
70% was applied to the sample for protein extraction, and then 1 μl

(5’ CGTGCTGCCGTCTCTACA) and VirE2PR (5’
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kb in size: 5’ 3’ and 5’
3’. PCR amplification conditions: 25 μl of the reaction 

mixture contained 2.5 μl of 10X Tersus Plus buf
reverse primer, 50X dNTP mixture 0.5 μl, 0.7 mg/ml bovine serum albumin (Merck, 
Germany), 50X Tersus polymerase 0.5 µl (Evrogen, Russia), 100 ng sample DNA, and 

ºC, 32 cycles of 30 seconds at 95 ºC, 30 seconds at 60 ºC, and 90 seconds at 72 ºC, final 
extension 10 min at 72 ºC [11]. To amplify a genome fragment at 16S rRNA, the following 
mode was used: 1 minute at 95 ºC, 32 cycles of 30 seconds at 95 ºC, 30 seconds at 55 ºC, 
and 1.5 min at 72 ºC, final elongation 10 min at 72 ºC. DNA sequencing was performed by 

Biosystems, USA), using the BrilliantDye™ T

3 Results and Discussion 

–

and on the perennial woody tissue of the plant’s arms. However, callus formations were

Crown galls on the stems of the grape variety <Kishmish radiant= from the middle part of the 
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Taxon name Identification accuracy using MALDI-TOF 

Enterobacter cloacae Identified down to the species 

Pseudomonas fulva 

Pseudomonas koreensis 

Roaultella planticola 

Bacillus atrophaeus Identified to the exact genus 

Boudabassia marimamarum 

Erwinia billingiae 

Microbacterium phyllosphaerae 

Paenibacillus peoriae  

Paenibacillus polymyxa 

Roaultella omnitinolytica 

Bacillus sp. Estimated generic names have been established 

Erwinia sp. 

Paenibacillus sp. 

Pantoea sp. 

Peptoniphilus sp. 

Pseudomonas sp. 

Rhodococcus sp. 

Shaalia sp. 

 BIO Web of Conferences 126, 01049 (2024) https://doi.org/10.1051/bioconf/202412601049
AEEA2024

4



Bacterial isolate 7 days 14 days 21 days 

Xanthomonas bonasiae 

Winslowiella toletana 

Control (water) 

weight to the VirD2 gene (≈224 bp) and did 
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4 Conclusion 
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