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1. NouKAelka o&ea: Baolkeg pebodol
H nAektpodpopnon mNKTwHaTtog dlaxwpicel popta DNA kat RNA
oLUPWVA e TO PEYEBOC TOLC

OUOKEUN NAEKTPOPOPNONG

pueplon/K() SidAupa /Tuﬁuona DNA /m’]KTwpa ayapodng

Ta piIKpd TuAMaTta DNA
dlavUouV PeYaAUTEPN
armrdéoTaon atrd 1a PeydAa




1. NouKAelka o&ea: Baolkeg pebodol
H nAektpodpOpnon mNKTwpaTtog dlaxwpiCel popta DNA kat RNA
OLPPWVA PE TO PEYEBDOC TOLC
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1. NouKAelka o&ea: Baolkeg pebodol

- [INKTWPATA TTOAVAKPLAAPIOIOU
- MNnkTwpaTa ayapoddng
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1. NouKAelka o&ea: Baolkeg pebodol
H nAektpodpOpnon mNKTwpuatog dlaxwpiCel popta DNA kat RNA
OLPPWVA PE TO PEYEBOC TOUC

XOAAPWHEVO

UTTEPEAIKWHEVO




1. NouKAelka o&ea: Baolkeg pebodol
H nAektpodpOpnon mNKTwpatog diaxwpiel popta DNA kat RNA
OLPPWVA PE TO PEYEBDOC TOLC

H YALOEOAN aAAnNAemidpa pe To RNA kal epmmodicel To oxnuatiopd Cevywv Baoswv
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OL TTEPIOPIOTIKEC EVOOVOLKAEAOEC dlaoTToly Ta popla DNA oe
OUYKEKPIUEVEC BEOEIC

Béoeic EcoRl (y)
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OL TTEPIOPIOTIKEC EVOOVOULKAEAOEC dlaorolv Ta popla DNA o€
OUYKEKPIUEVEC BEOEIC

"EvCupo AAAnAovyia 2uyxvoTnTQ OYAONC'
Sau3AT 5 -GATC -3 1 av& 0.25 kb
EcoRl 5 — GAATTC - 3’ 1 ava 4 kb

Notl 5" - GCGGCCGC - 3’ 1 ava 65 kb

1YuxvoTnTa = 1/4n, 61TOL N 0 APIBPSG CeLYWV B&oewv OTNV
aAAnlovyia avoayvwpiong



OL TTEPIOPIOTIKEC EVOOVOULKAEAOEC dlaoTToLV Ta popla DNA oe
OULYKEKPIUEVEC BEOCEIC
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OL TTEPIOPIOTIKEC EVOOVOULKAEAOEC dlaoTToLV Ta popla DNA oe
OULYKEKPIUEVEC BEOCEIC
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H vBpdomoinon Tou DNA pmopel va xpnolporoinBei yia
Tautornoinon popiwv DNA

DNA
dyplou TUTTOU

u6pio DNA
OTEPOUPEVO TTEPIOXNG a

‘ popia DNA atmrodiataypéva dia Bépuavong ‘

T pépIa Woxovtal BPadéwg Ki
apxidouv va avadiardooovTal




H vBpidomoinon Tov DNA pmopei va xpnolporoinBei yia

TauToroinon popiwv DNA
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H vBpdomoinon Tov DNA pmmopei va xpnoluorolnbei yia
TauToroinon popiwv DNA
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Ol avIXVeLTEC LBPIOOTTOINCNC PTTOPOLV VA TAUTOTIOIOOLV PoOPIA
DNA kat RNA 1mou €xouv dlaxwploTei pe NAeKTpodOoNoN

* YBpibormoinon otunwonc katd Southern
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Ol avIXVeLTEC LBPIOOTTOINCNC PTTOPOLV VA TAUTOTIOIOOLV PoOPIA
DNA kat RNA 1mou €xouv dlaxwploTei pe NAekTpodOoNoN

* YBpidomoinon oturnwong Northern
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Ol avIXVeLTEC LBPIOOTTOINCNC PTTOPOLV VA TAUTOTIOIOOLV PoOPIA
DNA kat RNA 1mou €xouv dlaxwploTei pe NAekTpodOoNoN
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ATTOUOVWON CLYKEKPIUEVWY TuNUATwyY DNA
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KAwvoroinon DNA

- ®opea (mhaopidlo, BACs, YACs) — @ooeic ekpoaonc
1. ©gon evapeEnc avtlypadnc
2. Aeiktn emAoyNnc
3. [loAvouvvoETn

- [leploplotika evCupua
- A\lyaoec
- ZEeVIOTNC E.coll



KAwvoroinon DNA
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O dopeac DNA eival duvatov va eloaxbei oe 0pyaviopoUG-EEVIOTEC
UE YETAOXNUATIOUO

- E.coli + enwaon pe Ca2*
- OPeNTIKO + AVTIBIOTIKO



BiBA0Brkec DNA pmmopoLv va dnuioupynBouy pe KAWVOTTOINoN

e O

l J

loﬂvéson TUNUATWY

OTO QOpPEQ

O000
O0O0O

l METAOXNMUATIONOG

&

smopron KUTTApWV
Travw o€ (pl)\Tpo
- Yoe TPuBAio dyap

> [ oviblwpaTIKeS BIBAMOBNAKEG
> BiBAoBrnkn cDNA

ETTIOTPWON KUTTAPWV
TTAvw o€ QIATPO
o€ TpuPBAio dyap

QTTOPAKPUVOT TOU
@IATPOU KaI TTPO-
gToIacia uBpidoTroinong

£K9£0r] TOU (pl)\Tpou
0€ QIAM OKTiVWV X




BiBAloBNkec DNA pmmopolv va dnNuioupynBouy e KAwvVOTIoinon
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H vBpldomoinon umopei va XxpnoomoInNBei yia va TAUTOTTOINBEI
EVAC OVYKEKPIUEVOS KAWVOC o€ pla BiBAIoBNRKkN DNA

> YBpidboroinon amokiwv

Agar plate with
transformed
bacterial colonies

Nitrocellulose paper

Treat with alkali to disrupt
cells and expose denatured
DNA.

DNA bound to paper

Press nitrocellulose paper onto
the agar plate. Some cells from
each colony stick to the paper.

DNA bound to paper

"'1'5."’

Radiolabeled DNA probe

Incubate the paper with the
radiolabeled probe, then wash.

o Probe annealed to
:{ ) colonies of interest

Expose ' e :
il I ‘,.5.’ !
x-ray film : :

to paper.




XNUIKA oLbvBeon kKaBoplopevwy arnAouxiwv DNA
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H aAvoldbwTtry avtidpaon moAvpuepdonc evioxLel DNA peow
emavaAauBavopevwy KOKAwY avtivoabne DNA /n vitro
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H aAvoldbwTtry avtidpaon moAvpuepdonc evioxLel DNA peow
emavoAapBavopevwy KUKAwV avtiypadnc DNA /i vitro

Bépuavaon kai eTTavaAnyn
TOU KUKAOU
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EvBetec opddec TunuaTwy DNA armokKaAOTTTOLV AAANAOLXIEC
VOUKAEOTIOIWV

» NOULKAeOTIOIO TEPUATIOUOL OALCIOAC

2'-0gocu ATP




EvBetec opddec TunuaTwy DNA armokKaAOTTTOLV AAANAOLXIEC
VOUKAEOTIOIWV

» NOULKAeOTIOIO TEPUATIOUOL OALCIOAC

2'-,3'-010e0¢u ATP




EvBetec opddec Tunuatwyv DNA amoKaAUTTTOUV OAANAOLXIEC
VOUKAEOTIOIWV

»  NOULKAeOTIOIO TEQPUATIOUOL OALCIOAC
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EvBetec opddec Tunuatwyv DNA amoKaAUTTTOUV OAANAOLXIEC
VOUKAEOTIOIWV

»  NOULKAeOTIOIO TEQPUATIOUOL OALCIOAC
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EvBetec ouddec TuNUATWY
DNA armokaAOTTTouV
AAANAOULXIEC VOUKAEOTIOIWV
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Mnxavec aAANAOUXIONC

10 20 30 40 50 60
| | | | | |

TCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGGCAACGCGCGG




ANMNAOLXION €VOC BAKTNPIOKOV YOVIOIWUOTOC PE TuxXaia
nmpoorneAaon (shotgun)

Hemophilus influenzae

1.8Mb DNA

30-40 x103 kK\wvol

600bp x 33.000kAwvol = 20Mb aAAnAouxia
20Mb aAAnAouxiag (10x kAALYN)
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H oTpaTNYIKN TNG TUXAIAC TTPOOTTIEAACNC ETIITRETTEL UEPIKN

OLVAPPOAOYNON LEYOAAWY AAANAOUXIWY YOVIOIWUATWY

DR )
8 B0 BKBE K0 B0 KR

6-12
XK B% AR 3% wx
13-15 16-18
K3 XX X XX K X
19, 20 21, 22 Xy

TTAaOUIdI0KNA

BiBAI0BAKN
ME KAwvoug 1 kb

[—

(15 X 108 mAaopidia)

TO OUVOAO TWV OAAN-
Aouxiwyv TTapdyer 6x
KGAUWn TOU YyOVIBIWUATOG

TTAQOMIBIOKN

BiBAI0OAKN
ME KAwvoug 5 kb

(7.5 X 10° rAacpidia)

TO OUVOAO TWV OAAN-
Aouxiwv TTapdyer 3x
KGAUWnN TOU YOVISIWUATOG

OUVAPPOAGYNON TwV
OEIPWV TWV aAAnAOUXIWV

BiBAI0BAKN BAC
ME KAWVOUG
100 kb

(2.5 X 108 BACs)

o€ XpWHOoWHaTA

TO OUVOAO TWV OAAN-
Aouxiwv TTapdyer 1x
KAAuWn TOU YyoVISIWUATOG




H oTpaTNYIKN TNG TUXAIAC TTPOOTTIEAACNC ETIITRETTEL UEPIKN
OLVAPPOAOYNON LEYOAAWY AAANAOUXIWY YOVIOIWUATWY
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https://www.ncbi.nlm.nih.gov/genome/browse#!/overview/

Overview (39.549) Overview (47.992)
Eukaryotes (6.578 Eukaryotes (9.408

Prokaryotes (163.573 Prokaryotes (215.354
Viruses (19.778 Viruses (33.593

Plasmids (13.844 Plasmids (18.837
Organelles (12.086 Organelles (14.902

m U.S. National Library of Medicine

Genome > Information by Or
Organism name (common or scientific) or Accession (Assembly, BioProject or replicon) ... Q Search Download Reports from FTP site
[o] (39549); Eukaryotes (6578); Prokaryotes (163573); Viruses (19778); Plasmids (13844); O (12086) “ Filters &Download

é & © Choose Columns Page 1 of791 » M 50 3 View 1 - 50 of 39,549
é # “ Organism Name Organism Groups Size(Mb) Ci o] Plasmids Assemblies
8 1 'Brassica napus' phytoplasma Bacteria,Terrabacteria group;Tenericutes 0.743598 - - - 1
E 2 'Candi i i Bacteria;FCB group;Bacteroidetes/Chlorobi group 3.27299 - - - 1

3 C i Bacteria;Terrabacteria group;Tenericutes 0.739592 - - - 1

4 purpurea’ witches'-b Bacteria;Terrabacteria group;Tenericutes 0545427 - - - 1

5 'Osedax' symbiont bacterium Rs2_46_30_T18 i ifi i Bacteria (mi 4.02183 - - - 1

6 'Sphingomonas ginsengisoli' Hoang et al. 2012 Bacteria;F 3.03639 - - - 1

7 ANME-1 cluster archaeon Archaea; group 3.18251 - - - 3

8 ANME-1 cluster archaeon ex4572_4 Archaea;Euryarchaeota;Stenosarchaea group 1.01808 - - - 1

9 ANME-2 cluster archaeon Archaea;Euryarchaeota;Stenosarchaea group 3.60934 - - - 2

10 ANME-2 cluster archaeon HR1 Archaea;Euryarchaeota;Stenosarchaea group 2.19546 - - - 1

11 ANMV-1 virus i ied archaeal vit i 0.038465 1 - - 1

12 Abaca bunchy top virus Viruses;ssDNA viruses;Nanoviridae 0.006422 ] - - 1

13 Abalone herpesvirus Victoria/AUS/2009 i ;dsDNA viruses, no RNA iri 0.211518 1 - - 1

14 Abalone shriveling syndrome-associated virus i DNA viruses, no RNA 0.034952 1 - - 1

15 Abditibacterium utsteinense Bacteria; Terrabacteria group;Abditibacteriota 3.60633 - - - 1

16 Abelson murine leukemia virus Viruses;Other;Retroviridae 0.005894 1 - - 1

17 Abeoforma whisleri Eukaryota;Protists;Other Protists 101.554 - - - 1

18 Abiotrophia Bacteria;Terrabacteria group;Firmicutes 2.02078 - - - 1

19 Abiotrophia defectiva Bacteria;Terrabacteria group;Firmicutes 2.04344 - - - 1

20 Abisko virus Viruses;Other;Other 0.010187 1 - - 1

21 Absidia glauca Eukaryota;Fungi;Other Fungi 48.7464 - - - 1

22 Absidia repens Eukaryota;Fungi;Other Fungi 47.4229 - - - 1

23 Absiella Bacteria;Terrabacteria group;Firmicutes 4.73933 - - - 2

24 Absiella dolichum Bacteria;Terrabacteria group;Firmicutes 218105 - - - 3

25 Abutilon Brazil virus Viruses;ssDNA viruses;Geminiviridae 0.005271 2 - - 1

26 Abutilon golden mosaic virus Viruses;ssDNA viruses;Geminiviridae 0.002629 1 - - 1

27 Abutilon mosaic Bolivia virus Viruses;ssDNA viruses;Geminiviridae 0.005399 2 - - 1

28 Abutilon mosaic Brazil virus Viruses;ssDNA viruses;Geminiviridae 0.005282 2 - - 1



Ta epyaAeia TNC BIOMTANPOGOPIKNAC OIEVLKOADVOLV TNV TAUTOTIOINON
TWV YOVIOIWV eVOC YOVIOIWPATOC TTOU KWOIKOTTIOIOLV TTPWTEIVEC

Flybase

Xpwy. X 44000 Kb 445,00 Kb 450.00 Kb 455 00 Kb 46000 Kb

MEKOC F—— Npdobia alucida %78 Kb =
O i
vind-RA >

Flybase t
il Fiybase (Known Protein Codirg)




Ta epyaAeia TNC BIOMTANPOGOPIKNAC OIEVLKOADVOLV TNV TAUTOTIOINON
TWV YOVIOIWV eVOC YOVIOIWPATOC TTOU KWOIKOTIOIOVV TTIPWTEIVECR

https://ecrbrowser.dcode.org

Dcode.org ECR Browser ECRBase Mulan 2zPicture DIRE SynoR rVista2.0 multiTF Array2BIO eShadow

 LCR Browser

N -

base genome feature or position (chrN:from-to)

v Human chr14:57264985-57279624

Mouse

Chimpanzee  gnment in ECR Browser :: Align your sequence to a genome
Dog

Opossum

Rat ECR Browser Guide

Cow
Chicken
Frog

Fugu
Zebrafish
Tetracdon




Ta epyaAeia TNC BIOMTANPOGOPIKNAC OIEVLKOADVOLV TNV TAUTOTIOINON
TWV YOVIOIWV eVOC YOVIOIWPATOC TTOU KWOIKOTTIOIOLV TTPWTEIVEC

https://ecrbrowser.dcode.org

Base Genome DNA ECRs Synteny/Alignments Custom annotation Core ECRs [?] Reset settings Instructions External tools
ECR Browser on Mouse (mm10) liecrbrowser.dcode.org 96,461 bps gene or position (chrN:from-to)
ECR ECR Layer Coordinate . N
Parameters:  Graph length similarity height system aa chr17:51736187-51832647 m
[change] smooth 100 70 55 relative GENOME ALIGNMENT: Align your sequence to a genome
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Ta epyaAeia TNC BIOMTANPOGOPIKNAC OIEVLKOADVOLV TNV TAUTOTIOINON
TWV YOVIOIWV eVOC YOVIOIWPATOC TTOU KWOIKOTTIOIOLV TTPWTEIVEC

https //genome ucsc.edu

L SANTH AU Sezemes 57 1TR Genome Browser

ﬁ Genomes Genome Browser Tools Mirrors Downloads My Data Help About Us

Our tools

® Genome Browser
interactively visualize genomic data

u BLAT
rapidly align sequences to the genome

H Table Browser
download data from the Genome Browser database

B Variant Annotation Integrator
get functional effect predictions for variant calls

m Data Integrator
combine data sources from the Genome Browser database

® Gene Sorter
find genes that are similar by expression and other metrics

m Genome Browser in a Box (GBiB)
run the Genome Browser on your laptop or server

H In-Silico PCR
rapidly align PCR primer pairs to the genome
m LiftOver
convert genome coordinates between assemblies

B Track Hubs
import and view external data tracks

More tools...




Ta epyaAeia TNC BIOMTANPOGOPIKNAC OIEVLKOADVOLV TNV TAUTOTIOINON

TWV YOVIOIWV eVOC YOVIOIWPATOC TTOU KWOIKOTTIOIOLV TTPWTEIVEC
https://genome.ucsc.edu

UCSC Genome Browser on Human Dec. 2013 (GRCh38/hg38) Assembly
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2 VOTOIXIEC TTOL KAAUTTTOLV OAOKANOO TO yovidiwua
XPNOLOTTOOLVTAL YIA TNV ATTEIKOVION TOU JETAYPAPWHUATOG
(transcriptome)

2LoToIKia PNPdwTNS kKA LYPNC (tilling array)
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Mn kwoikG RNA (miRNA, antisense RNA)
5-UTR, 3-UTR



PuBulotikec arnAouxiec DNA pmopolv va tTavtoroinBoly pe tn
XPrNon €0IKWY EQYOAEIWV OTOIXIONG AAANAOULXIWV
https://blast.ncbi.nlm.nih.gov/Blast.cgi

Sign in to NCBI

m) U.S. National Library of Medicine NCBI National Center for Biotechnology Information

® Home  RecentResults  Saved Strategies  Help

BLAST

Basic Local Alignment Search Tool

Learn how to use BLAST
BLAST finds regions of similarity between biological sequences. The program See our collection of webinars and tutorials designed to help you.
compares nucleotide or protein sequences to sequence databases and Wed, 17 Oct 2018 15:00:00 EST B More BLAST news
calculates the statistical significance. Learn more
Web BLAST

BLAST Genomes

Human Mouse Rat Microbes



PuBulotikec arnAouxiec DNA pmmopouv va tTavTtoroinBoly pe tn

XPNOoN €KWV EQYAAEIWV OTOIXIONG AAANAOLXIWY

VISTA

avBpwTrivo SoxB2 (SOX21)
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PuBulotikec alnAouxiec DNA pmopolv va tTavtormoinBouy pe Tn
XPNON E0IKWY EPYAAEIWV OTOIXIONG AANAOUXIWV

EOpeon pLBUIOTIKWY OTOIXEIWV
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H yovidlwpatikr otoixelobeoia (genome editing) xpnoluevel yia
ETTAKPIBEIC TPOTTOTTOINCEIC OLVBETWV YOVIOIWUATWV

- Knockouts
- TALENS
- CRISPR-Cas9
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> UYKEKPIUEVEC TTIDWTEIVEC PTTOPOLV VA KOBAPIOTOVV Arto
EKXLAIOpOTA KLUTTAPWV

MeyeBoc
DopTio

2XNHa
Aerrovpyia



O KABAPIOPOC PIOC TTPWTEIVNG AmmAITEL pla €I0IKN TTEIRAUATIKN
oladikaoia

- [lpdodeon DNA
- EMSA
- [loAvpeplopdg Pe paodlevepyd VOUKAEQOTIOIO



[1apaoKeLN KUTTAPIKWY EKXUAOUATWY TTOU TTIEPIEXOLV EVEQYEC
TTPWTEIVEC

- 4°C

- [1pooBrkn anmnopEuLTAVTIKOU
- Mnxavikr) Bpavon

- XauUNAN 1oVTIKA 1ox0

- Anotopec PUeTABOAEC TTieoNnC



O TPWTEIVEC PTTOPOLV VA OIAXWEIOTOLV ATTO OAAEC TIPWTEIVEC HE

Xpwpatoypadpia otHANG
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O TPWTEIVEC PTTOPOLV VA OIAXWEIOTOLV ATTO OAAEC TIPWTEIVEC HE
Xpwpuatoypadpia otHANG
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AlOXWPEIOUOC TIPWTEIVWY O€ TINKTWHATA TTOAVOKOULAAIOIOU
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['10 va yivouv OpATEC Ol TIPWTEIVEC TTOL EXOULV OIAXWPEIOTEL Ue
NAEKTPOHOPNON XPNOIWOTTOIOLVTAL AVTICWHATA
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Ta MPWTEIVIKA YOPIA PTTOPOLV VA TIPOCOIOPIOTOLV ATTELBEINC HE
AAANAOUXION

- Amoikooopnon katd Edman
- A\ pacpartopeTpia pyacac



Ta MPWTEIVIKA YOPIA PTTOPOLV VA TIPOCOIOPIOTOLV ATTELBEINC HE
AAANAOUXION

Amolkodopunon katad Edman
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Ta MPWTEIVIKA YOPIA PTTOPOLV VA TIPOCOIOPIOTOLV ATTELBEINC HE

AAANAOLXION

Aladoxikr daopatopeTpia padac (tandem mass soectrometry, MS/MS)

a LC-MS
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Ta MPWTEIVIKA YOPIA PTTOPOLV VA TIPOCOIOPIOTOLV ATTELBEINC HE
AAANAOUXION

Aladoxikr daopatopeTpia padac (tandem mass soectrometry, MS/MS)
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Ta MPWTEIVIKA YOPIA PTTOPOLV VA TIPOCOIOPIOTOLV ATTELBEINC HE
AAANAOUXION

Aladoxikr daopatopeTpia padac (tandem mass soectrometry, MS/MS)

y lMemmdikd Bpavouata TTou XPNOIUOTIOIOUVTAl CUVHBWGS
yia Tov TTPpoodIopiopd aAAnAouxiag ue MS/MS
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Ta MPWTEIVIKA YOPIA PTTOPOLV VA TIPOCOIOPIOTOLV ATTELBEINC HE
AAANAOUXION

Aladoxikr daopatopeTpia padac (tandem mass soectrometry, MS/MS)
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NPQTEINQMATIKH



NMPQTEINQMATIKH

- Metaypadwpua

- [lpwtelivwpua

- Xpovog nuicelag cwne mRNA

- 2voowpevon MRBRNA — mpwTteivn

- MeTaUETAPPAOTIKEC TPOTIOTTOINCEIC



O ouvvoLaopoC LYPNG XpwHatoypadiag kal paocpatoueTpiac pacag

TAUTOTIOIEL HEPOVWUEVEC TTPWTEIVEC armd oLVBETA KUTTAPIKA

EKXLAlOpaTa

LC-MS
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Ol OLYKPIoEIC TTPWTEVWHATWY EEAKPIBWVOLV CNUAVTIKEC OIAPOPEC
UETAED KUTTAPWV



H ¢aocpatopeTpia pacag Umopel va mapakoAoLBE! TNV KATAoTaon
TOOTTOTIOINONC TTPWTEIVWV

- Bvepyotnta/otabepdTnTa

- dwodopuiiwon (PQZOOMPQTEINQMA) sk sl 7
- MeBuAiwon

- AKETULAIWON

- OuBIKouITIVLAIWON
-

PHOSIDA Database

TN D

Matthias Mann

People

To enable efficient use of phosphorylation information in various proteomes, we
Publications have created a database called PHOSIDA for PHOsphorylation SIte DAtabase.

PHODISA stores phosphorylation data mainly from our own proteomics study.
Research Proteins of interest can be searched via accession numbers of various databases
(e.g., IPI database, Swissprot), gene names, symbols or sequences. In addition
to phosphorylation sites, general information based on Swissprot, such as
molecular weight, sequence, functions, references, motifs, domains, active sites
and further features, is also provided. We include sequence alignments of the
entries of various databases to normalize amino acid positions.

Technological
Proteomics

Biological
Proteomics

For each phosphorylation site, information such as kinase motif, localization p-
value and flanking sequence is shown. Furthermore, phospho-peptides are
presented along with their Mascot scores, PTM scores, the available dynamic
Clinical Proteomics profiles in cell signaling study, cluster information, etc.

PHOSIDA helps to assign peptides to proteins. Entries sharing the same phospho-
Job Offers peptides are listed, each indicated with the number of its overall detected
peptides.

Borner Group

Visit PHOSIDA at: Z http://www.phosida.de/




Ot AAANAETTIIOPACEIC TIPWTEIVNG-TIPWTEIVNC UTTOPOLV VA PAC OWOOLV
TANPODOPIA YIA TN AEITOLPYIA TWV TIPWTENVWY

[TwTelvwpata aAAnAemdpAoewV (interactomes)
MeBobdoc dVo LPBPIwVY (yeast two-hybrid)
AVOOOKATAKONUVION

XpwpaTtoypagia cuyyeEVeIaC



AANNRAENIAPAZEIZ METAZY
NMPQTEINQN kat NOYKAEIKQN
O=EQN



H nAekTtpodopNnTIKN KIvNTIKOTNTA TOL DNA aAANACel pe TN OEoUELON
TPWTEINVWV

AvAALON PETATOTIONC TNG NAEKTPOPOPNTIKNG KIVNTIKOTNTAC

- EMSA — electrophoretic mobility-shift assay
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- MeToAQElyEVEDN TIPWTEIVN TTOU
deopuevel DNA
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H deopevpevn oto DNA mpwTteivn 1o mpootatelel anmd VOUKAEAOEC

KAl ArT0 XNUIKIN TPOTTOTTOINGCN o

MeBodot amotunwonc DNA (DNA footprinting) .

- AmoTOmwon MEOOTACIAC EVAVTI VOUKAEAONC P
(nuclease protection footprinting) %6
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H avoOOoKATAKPNUVION XPWUATIVNG UTTOPEL VA avIXVeLOEL TN
ovvoeon mpwteivne pe DNA peoa oTo KOTTOPO

TIPWTEIVEG DIAOUVOEDEUEVES
opoIoTTOAIKA pe TupaTta DNA
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['la va avaAvBolv
AAMNAETIIOPACEIG PAKPAC
ArrdOTAONC XPNOIUOTTOIOLVTAL
mepdpara mayidevong NG
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