Ta6ena 5.2. Cnenudukanyja npeamera
Cnenudukanujy Tpebda AaTH 3a CBAKH MPEAMET U3 CTYIU]CKOT Iporpama.

Crynujcku nmporpam: Jloktopcke akanemcke cryauje THOOPMATUKA

Ha3us npeamera: VcTpaxxuBame rnoaaraka y OnonHpopMaTHIy - HapeIHH KOHIENTH

HacraBuuk/nacrasunum: Henag Muruh

Craryc npeamera: u300pHH

Bpoj ECIIB: 9

Ycaos:

Lu/b mpeaMeTa: Yro3HaBame ca HallpeIHUM MeTofaMa H TeXHHKaMa HCTPAKHUBamka NoJaTaka Koje ce
MIPUMERY]Y Y Pa3IHIUTHM oOlacTiMa OMOWH(pOPMATHKE.

Hcxon mpenmera: Ilo 3aBprieTky Kypca CTYACHT je OCIIOCOOJbEH J1a BPIIU aHATH3¢ OMOMHGOPMATHYKUX
moJlaTaka MPUMEHOM CIIOKCHHUX METOJ/Ia UCTPAKUBAKhA.

Caap:xaj npegmera
Teopujcxa nacmasa

YBox y HampenHe TEXHUKE HCTPaKUBamke MoaTaka y OnonHpopMaTnnu. Hanpeane TeXHUKeE peTpakuBama
oOpa3zara u MoTiBa. Mpeske OMOJIOIKKX rojjaTaka (reHa, NPOTEHMHA, MEeTa0OIMYKUX U (PUIIOTEHETCKUX
rojiaTaka), lbMX0BE MHTEpaKIIMje U aHaIN3a KapaKkTepucTuka. HanpeiHe cTaTHCTHYKY 3aCHOBaHE METOJIE
UCTpaKMBama Mnojaraka y OMonH(opMaTHIIH.

Hpakmutma Hacmaea

Jluteparypa:

1. Laxmi Parida: Pattern Discovery in Bioinformatics: Theory & Algorithms, Chapman & Hall/CRC, 2008.
2. Bjorn H. Junker and Falk Schreiber: Analysis of biological networks, John Wiley & Sons, 2008.
HacraBHuk Mo)ke n3abparu JApyry oarorapajyhy akTyeiHy JUTeparypy.

Bpoj yacoBa axTuBHe HacTage: 10 | Teopujcka nacrasa: 4 IIpakTnyna HacTaBa: 6

MeTone n3Bolhema HacTaBe: QpOHTAIHNU, IPYITHH, HHAWBUIyaTHU U TIPAKTUYHH.

Onena 3Hama (MakcnMaaHu 6poj moena 100)

IIpeaucnuTHe 06aBe3e HoeHa 3aBpLIHU UCIIUT HoeHa
aKTHBHOCT Y TOKY ITpeaBamba MTUCMEHH HCITUT

NpaKTUYHA HACTaBa YCMEHH UCITUT

KOJIOKBH]yM-H MTUCMEHO - YCMEHH UCTIUT 40
CEeMHUHap-H 60 |

Hauun npoBepe 3Hamba MOTy OMTH pa3jIMuUTH HaBeleHO Yy Talenu cy caMo Heke oniuje: (MIMCMEHH HCIIHUTH,
YCMEHH HCIHT, IPEe3eHTallja [TPOjeKTa, CEMUHAPH UT/L......

**MaKCHMalHa ayknuHa 2 cTpanuie A4 ¢opmara




