







1887







 


	




 











	




	




	






	
Publications




	
Microbiology

	
Journal of General Virology

	
Journal of Medical Microbiology

	
Microbial Genomics

	
International Journal of Systematic and Evolutionary Microbiology

	
Access Microbiology, an open research platform

	
JMM Case Reports

	
Browse Collections




	
About us




	
The Microbiology Society

	
Why publish?

	
Joining our Editorial Boards




	
Information for authors




	
Article types

	
Prepare an article

	
Submission and peer review

	
Post-acceptance and publication

	
Open Access costs

	
Fee-free Open Access

	
Ethics policies

	
Impact and metrics




	
Information for librarians




	
Licensing and access options

	
Licence agreements

	
Manage your subscription

	
Publish and Read

	
List of Publish and Read institutions

	
Library FAQs

	
Resources for librarians




	
Information for reviewers




	
Review with us

	
Guidleines for reviewers




	
Open Access




	
Publish Open Access in our journals

	
Open Access costs

	
Publish and Read

	
Open Access reporting

	
Publish and Read FAQ




	
Publishing Fundamentals

	
 FAQs

	
Contact us









	

Publications


	
Microbiology

	
Journal of General Virology

	
Journal of Medical Microbiology

	
Microbial Genomics

	
International Journal of Systematic and Evolutionary Microbiology

	
Access Microbiology, an open research platform

	
JMM Case Reports

	
Browse Collections




	

Information for authors


	
Article types

	
Prepare an article

	
Submission and peer review

	
Post-acceptance and publication

	
Open Access costs

	
Fee-free Open Access

	
Ethics policies

	
Impact and metrics




	

Microbiology Society





 

 





Toggle navigation
Tools 

 

















Volume 68, Issue 10





Other

 
Free





Acidipropionibacterium virtanenii sp. nov., isolated from malted barley



	
Paulina Deptula1, Olli-Pekka Smolander2, Pia Laine2, Richard J. Roberts3, Minnamari Edelmann1, Petri Peltola4, Vieno Piironen1, Lars Paulin2, Erna Storgårds5, Kirsi Savijoki1, Arja Laitila5, Petri Auvinen3 and Pekka Varmanen1

	





View Affiliations





Hide Affiliations






Affiliations:



1
1Department of Food and Nutrition, University of Helsinki, 00014 Helsinki, Finland



2
2Institute of Biotechnology, University of Helsinki, 00014 Helsinki, Finland



3
3New England Biolabs, Ipswich, MA 01938-2723, USA



4
4Senson Oy, 15141, Lahti, Finland



5
5VTT Technical Research Centre of Finland, 02044 VTT, Finland





*Correspondence: Paulina Deptula [email protected], Pekka Varmanen [email protected]













	
 
Published:

29 August 2018


https://doi.org/10.1099/ijsem.0.002965









	
info 
Info 
	






Article information 



	







Full-Text 




	




Figures and Tables 




	







References 
(42)




	







Cited By 
(9)




	




Supplementary Material 
(2)




	




Metrics 





 

	

list
Sections







	

chrome_reader_mode 
Side by side view


	

Access full text
Article






PDF 








	
build Tools




 Tools




	



Add to my favourites


 

	


 Create Publication Alert





 Create Citation Alert





 Create Correction Alert




	


Export citation 

	
BibTEX

	
Endnote

	
Zotero

	
Medlars

	
RefWorks

	
Mendeley




	

Recommend to library

	

Reprints & Permissions

	








 

	
share  Share



 Share











 





 




Abstract


A Gram-stain-positive, catalase-positive and pleomorphic rod organism was isolated from malted barley in Finland, classified initially by partial 16S rRNA gene sequencing and originally deposited in the VTT Culture Collection as a strain of 

Propionibacterium acidipropionici

 (currently 

Acidipropionibacterium acidipropionici

). The subsequent comparison of the whole 16S rRNA gene with other representatives of the genus 

Acidipropionibacterium

 revealed that the strain belongs to a novel species, most closely related to 

Acidipropionibacterium microaerophilum

 and 

Acidipropionibacterium acidipropionici

, with similarity values of 98.46 and 98.31 %, respectively. The whole genome sequencing using PacBio RS II platform allowed further comparison of the genome with all of the other DNA sequences available for the type strains of the 

Acidipropionibacterium

 species. Those comparisons revealed the highest similarity of strain JS278T to 

A. acidipropionici

, which was confirmed by the average nucleotide identity analysis. The genome of strain JS278T is intermediate in size compared to the 

A. acidipropionici

 and 

Acidipropionibacterium jensenii

 at 3 432 872 bp, the G+C content is 68.4 mol%. The strain fermented a wide range of carbon sources, and produced propionic acid as the major fermentation product. Besides its poor ability to grow at 37 °C and positive catalase reaction, the observed phenotype was almost indistinguishable from those of 

A. acidipropionici

 and 

A. jensenii

. Based on our findings, we conclude that the organism represents a novel member of the genus 

Acidipropionibacterium

, for which we propose the name 

Acidipropionibacterium
virtanenii sp. nov. The type strain is JS278T (=VTT E-113202T=DSM 106790T).
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