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M£B0OOI KOBOPICHOU TNG OOMNG TTPWTEIVWYV

KpuoTa)\)\oypacpla ue TrePiBAaon akTivwy X (X ray diffraction crystallography)
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M£Bo0OOI KOBOPICHOU TNG DOMNG TTPWTEIVWV

[MTupnVviKOC yayvnTikog ouvTtoviouoc (Nuclear Magnetic Resonance, NMR)

Purified protein > NMR sample preparation Data acquisition Spectral processing Structural analysis

O1 doUEC TTOU TTPOKUTITOUV ATTEIKOVICOUV
KIVIOEIG TNG TTOAUTTETTTIOIKNG aAugidag



MEBodoOI KaBopIoHOU TNG OOUAG TTPWTEIVWYV

Y LPHAPHOLD

AIT'P‘REDICTS PROTEIN,
"~ STRUCTURE

— Y

7 - “~

\,ﬁ(\

Enerqy landscage Predicted
protein struciure
Spedeean . M3A
4 l_.[ A |
e ko ! i ;
‘__] 1 \,. AN
_ paant
’f‘ WL L L L] Lomeast-enargy

Sexjuences configuration

[MpOBAEYN ps uttoAoyloTIkEC pEBOOouUC (Alpha fold, Rosetta fold)

STRUCTURE SOLVER

DeepMind’s AlphaFold 2 algorithm significantly
outperformed other teams at the CASP14 protein-
folding contest — and its previous version’s
performance at the last CASP.
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AvadiTTAwon Kal atTodIATaEN TTPWTEIVWYV

2TO KUTTAPOTTAAC A O1 TTPWTEIVEC TUVODOI
(molecular chaperones) Bonbouv oTn CWOTN
avadiTTAwaon TNG TTOAUTTETTTIOIKAG aAuCidag
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TOU pH, Kol oucieg 6TTWG N oupia
TTPOKAAOUV aATrodIdATaSn TWV
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ATTOdI1aTAEN KOl KATOTTIV
KOATOKPAMVIOT TWV TTPWTEIVWYV
oxeTiovral Jue TTAO0AOYIKEG
Kataotaoelg (ApuAogidwon,
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AOHEG IVWOWV TTPWTEIVWYV (a-KEPATIVN)
2UVEOTPAMMEVO oTTEipapa (coiled coil)
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AOHEG IVWOWYV TTPWTEIVWYV (KOAAOYOVO)
TPITTAR EAIKO KOl HETA-HETAPPAOCTIKEG TPOTTOTTOINCEIG TTPOAIVNG/AUuCivng
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AopEG IVWOWYV TTPWTEIVWYV (KOAAQYOVO)
* H 1p1mrAR éAiIka Tou KOAAOYOVOU TTEPIEXEI AVA TPia ApIVOSEQ MIa YAUKIVN, YIOTI;
 H udpodutrpoAivn oxnuarifel deouoUG udPOYyOVOU TTOU Eival ATTAPAITNTOI YIO TH OTAOEPOTTOINON TNG
TPITTARG £AIKOG
* H udpoluAicivn yAukoluAiwveTal Kal 0 dicakyapiTng MNaAakTdln- FAUKozn chaGaporrmal ™ Bopn ™G
TPITTANG EAIKOG % \ ~
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AOUEG CPAIPIKWYV TTPWTEIVWV
ATroTEAOUVTAI OTTO QUTOTEAEIG DOMIKEG TTEPIOXES (dOomains)

TIM barrel

a/a Interface B/B Interface (B barrel) : Catalytic face (C-term of sheets)

Beta barrel

a/B Interface (a-X-p motif)

Axis of the B barrel



Evboyevwg U SouNUEVES TTPWTEIVES TTPOCOiIdOUV DOMIKA KAl AEITOUPYIKNA EVEAISIO
2NHAVTIKO HEPOG TNG TTOAUTTETTTIOIKAG aAUCidag dev £xel deuTtepoTayr OOMN
Mepitrou 10 30% TWV AVOPWTTIVWV TTPWTEIVWYV Eival EVOOYEVWG N OOMNMEVEG

H Tpwreivn pd3 dev £xel deutepoTayn OOUr aTa OUO TNG

A B C
AKPa (auIVOTEAIKO Kal KapPoCuTeAIKO) Ta oTTOIa %
AAANAETTIOPOUV PE TTOAAEC TTPWTEIVEC (TTOAU YEYAAUTEPO - i
apIOud o€ oxéon PE TNV dopNUEVN TTEPIOXN)

intrinsically intrinsically structured
disordered disordered protein
protein regions

O1 pn dopnuéveg TTPWTEIVEG TTai{OUV KaAiplo
POAO OTO OXNMUATIOHMO KaI TNV OMOIGCTACH
TWV PIBLOCWHATWY KAl TOU TTUPNVIOKOU
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