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NEPIAHWH

2TV TIPOoOoTTABeIa dlgpelivnong Tou POAOU TNG QUOIOAOYIKNG MIKPOXAwWPIdAg Tou
avlpwTrou oTn @uaoloAoyia Tou, aAAd Kal TwWV OUCXETIOEWV TNG ME TTABOAOYIKEG
KATOOTAOEIG, €XEl PPEI €UPEia €QAPUOY N XPNON TTOVTIKWV-POVTEAWY HE YVWOTA
MIKpoxAwpida (gnotobiotic mice) ri/kal xwpic kabBoAou pikpoxAwpida (germ-free mice),
O€ QUOTNPA EAEYXOUEVEG CUVONKEG.

2KOTTOG TNG TTapoUoag epyaciag ATav n eKTiunon TNG MIKPORIOKAG KAaTtdoTaong germ-
free kal gnotobiotic TTOVTIKILWV XPENOIMOTTOIWVTAG Ocdopéva atmo  meipduara RNA
Sequencing (RNA-Seq). Me tov 1pdémm0 autd, egetdletal av Ta RNA-Seq dedopéva
YOVIDIOKNG €KQPAONG, ATTO 1I0TOUG TWV TTOVTIKIWY, JTTOPOUV VA XPNOIUoTToINBouyV Kal yia
TNV diatTioTwon Katolag poAuvong Twv germ-free i gnotobiotic TTovTikKiwy atmmé un
€mMBOuUUNTOUG MIKpoopyaviopous. Ta RNA-Seq dedouéva Trou  XpnolpoTroirénkav
TpoépyxovTal atrd Tn Bdon dedopévwv NCBI GEO kal avaAuBnkav pe Tpia TTpoypauuaTa
peTayovidiwpaTikAg avaAuong: Kraken 2, CLARK kai AGAMEMNON.

AlamoTwoape TNV UTtapén Pikpoflakwy aAAnAouxiwy og autou Tou idoug Ta dedopéva
KAl ETTIXEIPNOOUE TOV XOPAKTNPIOKWO TWV MIKPORIWV Kal Twv yovidiwv Toug TIou
ekppadovrtal. lMpoteivoupue Pe autdv Tov TPOTTO, MIa €mTTAéov peBodoAoyia yia Tov
éAeyxo A Tnv emBeRaiwon TNG OTEIPOTNTAG germ-free kal gnotobiotic TTOVTIKWV.

EmmpdoBeta, culéCape, atmd 101 €mOTNUOVIKEG ONUOOCIEUCEIS, 995 CUOXETIOEIC
MIKpOBiwv uE avBpwTTIveg aoBEveIEG, OI OTToIEG Ba avouv XproIYEG oTn dnuioupyia
avTioToixng Bdong dedopEVwV.
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ABSTRACT

In the ongoing attempt to investigate the role of microbes in human physiology and their
associations with pathological conditions, researchers have turned to using mouse
models with known microbiota (gnotobiotic mice) or without microbiota (germ-free mice),
maintained in well-controlled conditions.

The purpose of the present study was the evaluation of the microbial status of germ-free
and gnotobiotic mice using data from RNA Sequencing (RNA-Seq) experiments. Thus,
it is examined whether data from expression profiling with high throughput sequencing
on mouse tissue samples can also be used to detect infections of germ-free or
gnotobiotic mice with unwanted microorganisms. The RNA-Seq data were derived from
the NCBI GEO database and were analyzed with three metagenomic programs: Kraken
2, CLARK and AGAMEMNON.

Eventually, we detected presence of microbial sequences in this type of data and
attempted to identify the microbes and their expressed genes. In this way we propose
an additional method for testing or confirming the sterility of germ-free and gnotobiotic
mice.

In addition, we collected 995 experimentally supported microbe-disease associations,
by manually curating 101 scientific papers, that will appear useful for the creation of a
microbe-disease associations database.
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