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Tithog: «O poAocg tng aAAnAenidpaong Tou UlkpoBLwpatog Kal
TNC EMIKTNTNG AVOOOAOYLKNG QITOKPLONE OTNV QVATTTUEN
bAeyHOVWOWY VOOWV TOU EVIEPOU OE CUVOUQOHO LE TNV
anokplon Twv acBevwy otouc anti-TNF mapayovtec»

MEPIAHWH

O pAeypovwdelg voool tou eviépou(IBD), xapaktnpilovral and xpovia
unotporualovoa eviepikr] pAeypovn. H attioAoyia kai n maboyéveila twy IBD
TAPAHEVOUV AYVWOTOL, WOTOo0 nepAapBavel pia moAurhokn aAAnAenidpaon
VEVETIKAG PpobLaBeanc, mepBaAAOVTIKWY MaPAyOVIWY KOl QVOCOTIOLNTIKOU
OUOTHHATOG IOV KIopouV va odnyrigouyv o€ Satapayn Tou pikpoflwpatog. H
aAAnAenidpaon yovidlakwy mapayoviwy Kat pikpoBlakng xAwpidag ExetL wg
anoTEAECHQ Xpovia avogoAoyikn andkpion, dAeypovr), eruBnAwaxr BAaBn,
Baktnplakr HETAVACTEUON OTOV YOOTPEVIEPIKO CWANRVA Kal £V TEAEL TEPALTEPW
gvioyuaon tng dAeypovwdouc avtibpaonc.

ITnV OUYKEKPLUEVN Epeuva Ba xpnowtomnotnBouv delypata and atoua, Ta
onoia Ba urntoPAnBouv oe e€étaon koAovookonnang. Oa culiexBouv deiypata
LOTWV Kat MEPLPEPLKO aipa and acbeveic pe evepyn VOOO MPLV KAt LETA TNV
xopriynon anti-TNF mapayoviwv. Apxikd, Ba anopovwooupe DNA and ta deiypata
Twv atopwyv. Ot aAAnAouyieg mou Ba npokUouv and to shotgun metagenomic
sequencing Ba afloAdoynBouv pe npoypappata BionAnpodopikrg, WoTe va
npokUWYEL n TauTonoinon Tou pikpoPlwpatog tou kaBe acBevr). Itnv ouvéxela, Ba
npaypatonownBei anopdvwon RNA and dsiypata wotwv kat nepidepikd aipa and
aoBeveig pe evepyn vooo npLv kat petd tnv Adn anti-TNF napaydviwy,
TIPOKELUEVOU va HEAETNBEL n ékdpaon yovidiwv mou eunAEKovTal 0TO HOVOTIATL TNE
eniktnTng avooiag (BAFF, BAFF-R, APRIL) ue mocotikr) RT-PCR, evw n enaAnBeuvon
Twv anoteAecpdtwy ntou Ba npokuYouv Ba yivel pe Western Blot. TéAog, Ba
akolouBrjogl otatiotikn avaluon, wote va StadeukavBei n epumAokr Tou
HIKpOPBLWHATOCS KoL TNG BEpAMEVTIKAG MPOCEYYLONG, OTLC Mapandvw Siadikaoieg.

ITOX0G NG Mapoloag EPyaciac lvat n Katavonon t¢ onoudaldtntag Tou
MIKPOBLWHATOG TOU EVIEPOU Kal N avayvwplon tng apoBaiag aAAnAenidpaong
geviotn-pikpoPiwy og avoooAoyika kat petaPolika enineda, mov mibavotata
odnynoouv otnV €UPEOT) TILO ATIOTEAECUATIKWY BEPATEVTIKWY TIPOCEYYICEWV Kol
VEwV HEBOSWV yla TOV ETUAEKTLKO XELPLOUO TOU MIKPOBLWHATOC.
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Abstract

Inflammatory Bowel Diseases (IBD) are characterized by chronic, relapsing
intestinal inflammation. The etiology and pathogenicity of IBD remains unknown,
however, it involves a complex interaction of genetic predisposition, environmental
factors and immune system that can lead to disorder of the microbiota. The interplay
between genes and microbial flora leads to chronic immune response, inflammation,
epithelial damage, bacterial migration in the gastrointestinal tract, and ultimately
further enhancement of the inflammatory response.

In this study, will be used samples from patients that will undergo screening
colonoscopy. Biopsies and blood samples from patients will be taken over two paired
timepoints, before and after anti-TNF administration. Metagenomic DNA will be
isolated from biopsy samples. Reads that will be created from shotgun metagenomic
sequencing, will be analyzed with bioinformatics programs, and will give us a good
understanding of the identity of the microbiota of each patient. Then, RNA isolation
from tissue samples and peripheral blood will be performed, before and after anti-
TNF administration, so to study the expression of genes that are involved in the
adaptive immune pathway (BAFF, BAFF-R, APRIL) with quantitative RT-PCR, while
verification of the results will be done with Western Blot. Finally, a statistical analysis
will be undertaken, to clarify the involvement of the microbiota and the therapeutic
approach in the above procedures.

Target of this study is to understand the importance of gut microbiota and to
recognize the mutual interplay of host-microbes at immunological and metabolic
levels, which most likely lead to find more effective therapeutic approaches and new
methods for the selective manipulation of the microbiota.



