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SANTRAUKA

Potransliaciné histony modifikacija - vienas i§ epigenetiniy mechanizmy,
lemiantis nuo DNR sekos nepriklausomus fenotipinius pokycius. ,,Histony koda* atpazZjsta ir
interpretuoja baltymy kompleksai, kuriuose yra epigenetinius Zymenis uzdedantys,
atpaZzjstantys ir nutrinantys fermentai. Baltymy — DNR sgveikom in vivo tirti naudojamas
chromatino imunoprecipitacijos (ChIP) metodas, kurio metu histony modifikacijas
atpazjstanciy antikiiny pagalba iStraukta DNR toliau analizuojama PGR ar sekoskaitos
metodais.

Sio darbo metu ChIP metodu istirta demetilazés salygojama histony
modifikacijy jtaka geny raiSkai vézinése Igstelése. Geny raiskos poky¢iai, veikiant Igsteles
demetilazés inhibitoriumi, buvo jvertinti KPGR ir AT-KPGR metodais ir gauti rezultatai
palyginti su literatiiroje randamais duomenimis. Darbo metu nustatyta, kad tirtose lastelése
demetilazés inhibitorius ir literatiiroje minéta interferentiné RNR lemia skirtingg efekta tirto
histono demetilinimui ties tirty geny promotoriném sritim ir to pasekoje skirtingus tirty geny

raiSkos poky¢ius.
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SUMMARY

Post-translational modification of histones is one of the epigenetic mechanisms
leading to DNA sequence-independent phenotypic change. The "histone code™ is recognized
and interpreted by protein complexes that include enzymes which either add, recognize or
remove epigenetic marks. Chromatin immunoprecipitation (ChlP) method is used to study
protein — DNA interactions in vivo. ChIP uses antibodies that recognize the histone
modifications to extract DNA, which is later analyzed using PCR or DNA sequencing
methods.

In this study, ChIP was used to investigate the effect of demethylase induced
histone modifications on gene expression in cancer cells. Changes in gene expression
impacted by a demethylase inhibitor were evaluated using qPCR and RT-qPCR methods, and
the results were compared to the data found in literature. During the study, it was found that
the demethylase inhibitor and the interfering RNA mentioned in literature affects the histone

demethylation differently and in turn affects the expression of the studied genes differently.



