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{ Culturomics ‘

Use of a bundle of different
culturing methods to grow a
broad range of aerohic and
anaerabic species

{ Identification \

Unambiguous species
identification by use of Matrix
Assisted laser
Desorption/lonization with time
of flight nass spectometry
MALDI

f Genomic characterization \

i /

{ Ertirety of microbiota and
the corresponding entity of genetic
material
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Microbiota
Entirety of cifferent
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RNA gene sequencing Deep sequencing
165/185 RNA gene Metagenome
Variable regions of genes All genomes of a defired
located inthe 305/40S subunit  community of microorganisms
of prokaryotic/eukaryotic inagiven sample
ribcsomes

Genomic background
Mobile genetic elements
Resistance genes
Virulence genes

\ Whole Genome

Analysis of evolutionary relationships \
between entities using phylogenetic
inference.

Relative abundances

Distinct component of biodiversity ina
defined sample, a value to measure
occurrence frequencies

Diversity

Microbes within a given habitat can be
described by richness and evenness (alph
diversity)

Richness

Absclut number of different species
represented in a defined sample
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}K TMHMA FEQMONIAZ
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IxvNAATNON CUCTAMATOC TTAPAYWYNC ME KAl XWPIC TN XpNon avTIBIOTIKWV O€
OITNPECIA KpEOTTApaywywyv opviBeiwy, (Tzora et.al., W.P.C, 2022)
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Xpnon aifépiwy eAaiwv o€ CITNPECIO KPEOTTAPAYWYWYV opVIBEiwV - NPpWTEWHIKA avaAuon
MIKpoBiwpnaTog - Mikpofiakoi deikTeg TNG ekTpo®Pns, (Skoufos et.al., EAAP, 2021)
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E. coli E. faecium E.durans L. salivarius L.johnsonii Bif. Total Total
galinarum  Aerobs  Anaerobs

Control Group 10% m Group 40% Control Group 10% M Group 40%

« | AuvnTikd TTaBoyovwyv
BakTnpiwv
(Enterobacteriaceae)

¢ 1 QeéAIpwV BaKTNPIWY . BIOOEIKTEG EKTPOPNG ME
(Lactobacillus spp.) XpRon aifépiwyv eAaiwyv

Bifidobacteriaceae 2
Bifidobacterium pseudolongum & Bifidobacterium
saeculare ]




XpARon aif€piwy eAaiwV o€ CITNPECIA KPEOTTAPAYWYWYV OpVIOEiwV - AAANAOUXIOT YOVISIWMNATOG
caecurETTOMEMN S YEVIAGS - MiIKpOBIaKkoi OeikTES TNG EKTPOPNGS (Dokou et. al., Frontiers, 2022)

Xpaon  aiBépiwv €
eAaiwv 2> ald¢non

[
= i l MIKpOBIOKAG
800 I | 1 . TTOIKIAOTNTOG
1 40

.!;

Il Control
B E__Canyrene T e e

L a_ Akt .

B 1 Camoyma et s 10
BT bt b m-

o Carmmpte vorase &

A 7o S M 40

B

I

S _LatNbacs e

.-

Faecalibacterium
Ruminococcus
s Romboutsia 2> BIOdEIKTEG — YEvVN

ST BAKTNPIWV EVOEIKTIKWV TG

rhmz dlaTpo@ng pE aiBépia EAala

XpRon aifépiwv gAdiwv = 1XvnAdTnon Tou
OUOTHMOTOG TTOPAYWYNG =2 dlakpiToi D
MIKpoBi1akoi TTAnNOuo oI METASU TG OMAdOG
EAEYXOU KOl TWV TTEIPAMATIKWY OMAdWYV

254

Caecum

. / » Akkermansia 1
" |convrer > Muribaculaceae 1
" 1 > Methanobrevibacter
* » Streptococcus
Con:ol > Blautia
>
>

LR R L B

0.0+

i 1T i

=
——
g

il

cum \

loToypdppara LDA = @UAOYEVETIKEG
OXEO0EIC MIKPORBIWHATOS =

VT TTPOCOIOPICHOG DEIKTWV METAEU TWV
‘ lleum opadwv




IxvnAdtnon & Tautonoinon Tov CUGTAOTOC TOLPOYWYNG LECW TNG avVAAuong Tou
HIKpOBLwpOTOC KpEoTapaywywv opviBeiwy, (Tzora et. al.,, SOMED 2022)
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Enidpaon piypatoc atBepuwy eAalwv otic BLOXNULIKES TTAPAUETPOUC TWV
-Skoufos et al., World Poultry Congress, Paris, 2022)

Blood parameters Silage 0% Silage 5% Silage 10% SEM ANOVA P

TRIG (mg/dL) 31.67° 20.83 3 19.08 2 1.443  0.006
ALB (g/dL) 1.13 1.03 1.06 0.034  0.467
ALT (U/L) 22.17 24.08 23.50 1302 0.829
AST (U/L) 219.58 196.42 210.83 7117  0.427
CHOL (mg/dL) (74.02° 57.58 2 55.08° | 2669  0.020
TBIL (mg/dL) 0.18 0.13 0.12 0.014  0.232
GLU (mg/dL) 207.75°  194.83° 23250 3255  0.001

ot

ab\Values with no common superscript differ significantly (P<0.05)
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Etidpaon TnS xpnong dS1atpo@o@apUAKEUTIKWY HIYHATWY GTNV avaAoyia 0 w-3 Kal
w-6 AITTapwyVv 0¢EWV 01O 0THBOC KOl TO HTTOUTI KOTOTTOUAOU (Skoufos et al., W.P.C. 2022)

N
f 5

w-3 Fatty acids (%) Silage 0% Silage 5% Silage 10%
.\\e‘(’
0\.5,&@ Breast meat 2.962 4.13b 6.71P
eﬁ
N Thigh meat 1.112 1.29 2.31° :
w-6 Fatty acids (%) Silage 0% Silage 5% Silage 10% I!
Breast meat 23.88 23.28 31.75 B
Thigh meat 27.18 29.44 32.20 N“CH‘AS' >
POULT ﬁ;d.ﬁ/
w-6 / w-3 ratio (%) Silage 0% Silage 5% Silage 10%

Breast meat 8.062 5.64b 4.73b
Thigh meat 24.522 22.822 13.92P
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Mikpofi10AoyIK ] aVvAAUOT KPEATOG - TTOIOTNTA KOl AC@AAEIA TEAIKOU TTPOIOVTOG,
(Bonos et.al., SOMED 2022)

Tepaywa otnboug Tepayia pnpov

Total microbes E. coli S. aureus Staphylococcus Clostridium spp C. jejuni I I I I I I I I I I I I I I I I

spp Total microbes E. coli S. aureus Staphylococcus spp  Clostridium spp C. jejuni
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H Control M Group5 M Group 10 H Control M Group5 M Group 10

« XpAON EVOIPWHATOS ATTO UTTOTTPOIOVTA OIVOTTOIEiWY,
eAIOTPIREIWV KAl TUPOKOMEIWYV TNG EAANVIKAG
aypoTofioxnuaviag Kol d1aTpo@oPaAPHAKEUTIKWV
MIYMATWY TTAOUCIWYV O€ BIOAEITOUPYIKA CUOTATIKA.

* AIdpKeIa TOU SIATPOPIKOU TTEIPAMATIONOU =237 NHEPES

3 opadeg

* MapTupag (Control)
* 5% evVOWMNATWOTN TOU EVOIPpWHATOG (Opada 5)
* 10% evoOWHATWON TOU evoipwHaToS (opada 10)




SWINE MICROBIOTA
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EKTPO®H XOIPQ2N ME XPHZH ANTIBIOTIKSQ2N, ME XPHZH
ANTIBIOTIKQN KAI AIOEPIQN EAAIQN KAI XPHzH AIOEPIQXN
EAAIQN XQPI2 XPHZH ANTIBIOTIKQN (Skoufos et al., 2023)
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h TMHMA FEQMONIAZ

ANAAY2ZH MIKPOBIAKHZ MOIKIAOTHTA2 2E
ANOTANAKTIZMENOY2 H MAXYNOMENOY2
XOIPOYZ MOY AIATPEQONTAI ME ENTOMAAEYPO

S plot of Microbial Profi
PERMDISP p=0.522



AvBevTika kpsata Htelpovu — lyvnAaowuotnta, (Skoufos et.al,, EFFost, 2022)

Taxonomic binning at Genus level Taxonomic binning at Genus level Taxonomic binning at Genus level
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Lvaxnion pikpoPicparog/peraporwparoc (Tzora et al.,
Microorganisms 2023)
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TMHMA N'EQTNONIAZ

To pkpoBiwpa tov yaAaktog we umoypadn tng
NPOEAEUCHC TOU

Double Dendrogram
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e ey The core
microbiota of

Feta cheese

determined..!

Arligle

Microbiota “Fingerprint” of Greek Feta Cheese through Ripening

Athina Tzora ' ', Afkaterini Melli ! 'C'hr}*snul.l Voidarou ', George Fthenakis ?, Georgios Rozos 7,
rrnrglnx -I-I'IEL'I-dilrII:'El | Elefthenios Hnmln Cand loannis Skow Fos U

- Lactococcus lactis: 1.61%:

i~ Lactobacillus rhamnosus:
3.63%

Enterococcus malodoratus: - Lactobacillus curvatus: 2.42%

0.81% .
B KLuyveromyces lactis: 1.21%

Enterococcus faecalis: -

10.89%
Enterococcus faecium:
12.10% /
; — Lactobacillus plantarum:

=%, 31.45%
Enterccoccus durans: 4.03% — F

Lactobacilllus paracasei:
10.89%

Lactobacillus

Lactobacillus brevis: 17.34% — parsplaniapam: . 3.60%
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Metabolomics and lipidomics in animal muscle tissues authenticity assessment.

Kritikou, A., et al., 2024 in press.
Recent advances in food analysis, Tzavellas et a., 2022
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National Research Infrastructure -'}
for the Comprehensive B
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GREEK MEAT BRAND: Anuovupyia tloxupng tautotntoc EAANVIKOU KPEOQTOC

2 € LLLOL ETIOXN TIOU OAQL TaL KPATN TpoAyouV Kat ipowBouv eBvika brands oto kpgag (Italian beef,
Scottish Lamp, Great British Pork, Australian beef, New Zealand Lamp, Irish grass fed meat, French
beef, German meat), n xwpa pag dev exeL va emdelel katL avtiotowo. H WbLattepotnta atnv
ETILKOLVWVLA TIOU Ba EXEL EVaL KPEQG LE LELWEVO TiEpLBOANOVTIKO amotunwpua, uPnAng eulwiag,
LLE TNV TpocBnkn aBepLwyv eAaiwv tc EAANVIKNG XAwpLloac, pe bLaitepa XapoKTNPLOTLKA,
antibiotic free, pye dtatpodikolg Loxuptcum')q, o€ ouVOUVAOUO ME npwtonopLaKé ocvoTnua
LyvnAAtnong kat owBevtikotntag ano tnv ¢apua oto pady, Oa dnpouvpynoet eGVLKn 'C(IUTO'C QL.
E€apetikd epyaieio ya TOUG marketers, MME, sustainable meat

: ﬁ"? |
| ScoTcH
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=ANATPAOONTAZ THN IZTOPIA
Tavtotnta Atatpodpiknc KouAto

tv ennHNikoy kpeaToz N

It doesn't make sense to ire
smart peopte and tel them
what to do; we hire smart people
50 they can tell us what to o
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