: g a traditional product
from the village Cherni Vit near the town of Teteven in
~the Northern part of the Balkan mountain. It is
i produced from raw fats rich sheep or goat milk only
- within the village’s area because of the specific local
microclimate in combination with the lack of use of
starter cultures. The metagenomics studies were
accomplished on the iiltmina HiSeq 2.x 250 bp palggd /
end reads'platform. In order to assess the eubacterlal E%
and the fungal microbiota of the traditional Bulgarlan %
en cheese the V3-V4 region of the 16S rRNA genes po

and the ITS2 region were targeted respec!fyely e
Between 97 and 137 eubacterial species and bet','_
12 and 19 fungal species were observed in the feuq; i. ¢ oo B
“samples from 4 different cheese/ubatchessNe found~" " _»;‘ : gu,. oy

nization “Green cheese”;

rovil , Slavil Peykov', Tsvetan Dimitrov? Dimitrina Georgieva?, Svetoslav G. Dimov*
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that the beneficial eubacterial and fungal species were | GREEN CHEESE BATCHES USED IN THIS STUDY
predomln.ant _wtule the courftf of the potentially TRTE— e T TTine me cfheese‘ ~Thsme
pathogenic species were negligible. Based on these GCI goat milk - T 5 mabiba
results we found that the Bulgarian green cheese is a Gel sheep milk semi-hard 8 months _
. : : : GClll sheep milk hard 7 months
- safe for the customer dairy product, despite being e o o e

prepared from raw milk.
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