INEPIAHYH

To moAdTAOKO UIKPOPLIKO OIKOGVGTNIO TOV GTAPLAMADV, TOV YAEHKOLE KOl TOV TEAIKOV 0ivOov
nepukieiert  LopopdkNTEG, VEOUOKNTEG Kot PaKTAPlo  UE  OPOPETIKA  (PLGLOAOYIKA
YOPOKTNPIOTIKA Kol EMOPACEL OTNV TOPAYM®Y] TOV 0ivov. TNV TOpOVCH HETOTTUYLOKN
STpiPn] €ytve TOGOTIKOG Kol LOPLAKOG YOPOKTNPIOUOG TG HIKPOYA®PIdas mov oyeTileton e
mv Opwon g Kovupavdopiag. H Kovpavoapio eivar to enuiouévo yAvkd kpaci ng
Kvmpov 10 omoio givan IIpootatevdpevng Ovopaciog Ipoéievong (ITOIT) xor mapdyeton
puovo og opopéva yopia g enapyioc Aspecov. H mapaymyn g Kovpavdapiog yiveton pe
avBopun T LOU®GON TOV YAELKOVG TOV TPOKAAEITOL OO TNV YNYEVY] UKPOYA®PION TOL dpal 1G
QLO1KOG epforacpos. Eivor apketd kald tekunplopévo Héca amo £pEVVEG oL Eyvav, OTL
ot Juudoeglg mov yivovtor He TNV QLUOIKN HIKpOoYAwpida ywpig eupfoiiacud pmopovdv va
napdEovy olvoug HeE HOVOSIKG YOPOKTNPIOTNKA AOY® TG GLVEPYLOTIKNG Opdong TV
dpopov €wwv. O wkpoPlokds yapoktnpiopdc e Kovuavdapiog peretndnke ce tpeig
dEoveg mov oyetiCovion dpeco pe v mopoy®yn e ApxiKa peietmOnke to owomoleio
(Movceio Kovpavdapiag) 6mov yivetor n {Opmon, ta otapdia tov mokiidv Mavpo Kot
EUVIoTEPL TPV KOL PETA TO MAGLUO KOl TO YAEDKOG KOTd TNV d1001Kacio owvomoinong oe
téooeplg eaoels. H pikpoProdoykn perétn Eekivnoe e KOTAUETPNON TOV LUKPOOPYAVICUDV
oe mévie Opentikd vrooTpOUATO. AKOAOVONGE HOPLOKY TAVTOTOINGCT TOGO TOV HVKNTOV
(Copopxkntov Kot veopvKATeV) 660 Kot tov Baktmpiov péow evioyvong g ITS kot g
16S meproyng avTicTo o 68 GLVOLOGUO LE OVTOUOTOTOUEVT] GAANAOVYON. TNV TOPOVCH
gpyacsio yuo toug Tpeic agoveg mov efetactnrav TowTomomOnKav €idn TOV YEVOV
Hanseniaspora, Aureobasidium, Pichia, Candida, Kluyveromyces, Saccharomyces,
Rhodosporidium, Cryptococcus xa: Torulaspora kot e&etdobniay ot 0voAOYIKES 1010TNTES
TOV OTOLOVOUEVOV CUHOUVKATOV atd TO YAEDKOG OTME TPOKLITOVV HECO, OO EMIGTUOVIKES
uerétec. O&wd Paxtpila Tov yévoug Acetobacter eniongravtonomOnkay 6to owvomoigio 6ov
yiveton 1 {Opwon eved o&uyoroktikd PBokthipla To omoict TPOKOAOUV TNV UNAOYOAQKTIKN
{dpmon kot cvykekpuévo 1o €idog Oenococcus oeni dev tavtomombnKay 6€ KavEvay omo
ToVG Tpeic doveg g uerétc. IepiPariovtikd Baktripla tov yevov Enterococcus, Bacillus,
Staphylococcus, Kocuria, kot GAAa tanTorodnkay 1060 6ToV YMPO TOV OWOTOLEIOV 660 Kat
oT0 GTOPOALN, OAAG Oev €QOLV TNV KAVOTNTO VO, VOTTOCCOVTOL GTOVG oivovg. Eidn tov

vévovg Aspergillus tavtomombnkav 1060 otTa delypoto TOV OTAPLMAOV (PPECKO KoL
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Macpéva) 660 Kot 6T 000 TPMOTES PAGELS TS Copmong. AdYm NG KavOTNTOS TOV E0MV
tov yévoug (Aspergillus) yia evdeyouevn mapaywyn wypoto&ivng A amotteital mepottépm

épeuva Yo To oV ot LETOPOAITEG ALTOL UTOPOVV VO TEPAGOVY GTO TEAKO TTPOTOV.
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ABSTRACT

The complex microbial ecosystem of grapes, must and wine include yeast, fungi and bacteria
with different physiological characteristics and effects upon wine production. Commandaria
is the famous sweet wine of Cyprus made in the Commandaria area of the Limassol district
and holds a protected designation of origin (PDO). Traditionally Commandaria produced by
spontaneous fermentation using yeast strains found on the surface of grapes and in the winery
environment. It is well established through research that non-Saccharomyces yeasts can make
a positive contribution to the winemaking process. These yeast species could be used as part
of a strategy to obtain different types of wines, especially in terms of aromatic profile.
Quantitative and molecular characterization of the microflora associated with the
fermentation of Commandaria has been scheduled in three axes that are directly related to its
production. The three axes are the winery environment of Commandaria Museum where the
fermentation takes place, the two types of indigenous Cyprus grapes Xynisteri and Mavro
(fresh and dried) and the must during winemaking process in four phases. The
microbiological investigation started with the plate count into five culture media. Fungi
(yeast and hyphomycetes) and bacteria species identified by analysis of nucleotide sequences
from rDNA and 16S regions respectively.

The yeast communities present on the samples belong to the genus Hanseniaspora,
Aureobasidium, Pichia, Candida, Kluyveromyces, Saccharomyces, Rhodosporidium,
Cryptococcus and Torulaspora. In this study we report the oenological properties of non-
Saccharomyces yeasts through literature review. Acetic bacteria of the genus Acetobacter
were identified in the winery environment. Lactic acid bacteria especially Oenococcus oeni
species, which are the main agent of malolactic fermentation were not isolated.
Environmental ubiquitous bacteria of the genus Enterococcus, Bacillus, Staphylococcus and
Kocuria were identified both in the winery and the grapes, but do not have the ability to grow
in wines. Species of the genus Aspergillus were identified on the grape microflora samples of
grapes (fresh and dried) as well as at the first two phases of the fermentation. These fungi
possibly producing ochratoxin A, are only active in the vineyard and sun drying process,
although their metabolites may affect wine quality during grape processing but this requires

further investigation..
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