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1. KOPPENAUMA MEX]1Y 300EKTOM MYTAUMM M METPHKAMM Alb¢AatDniAnz HE HABIMNMIAETCH.
2. AlboAa®DNLZ2 HAMNPAMYHY HE MOMOrAET MNPELCKA3BBATE 20¢EKT MYTALMM HA CTABM/ILHOCTE EBEMKA.
Z: BONbBUARA PAZHMUA B LDDT MOJENM CTPYUKTYPBE JAMKOrO TMNA M MYTAHTA CBHA3AHA ¢ ZHAYMTENEHBHM ME2MEHEHMEM PA3MEPA OCTATKA.




PLAYIMNMG WITH ALPHAFOLDZ

KARINA MARKHIEVA DMITRY IVANKOV
MARIIA NOVIKOVA MARINA PAK ¢
DMITRY PETROV
e wild type o DESIGNM OF THE STUDY
Nm\ms‘%%m\\\%%‘“‘&s
= = o iy L | unocea N : |
H hncunuprmem,uumuewcd"“"“ I g . / folded '
i § S \th/ \ K AlphaFold ;
frag & Y

iontog [

’

AGntant

v

PLAYERS®

il

Reaction coordinate

Reaction coordinate

predlct\on of wild-type

DT PFEREACE T WETET
OF STRUCTL

» ALPHAFOLDZ HAS RESOLVED A GRAND PROTEIN PREDICTION CHALLENGE.
> BUT HWHAT ABOUT THE PREDICTIONS OF PROTEIN STABILITY AFTER MUTATION?

> IS5 IT POSSIBLE TO PREDICT THE MUTATION EFFECT BASED ON THE CONFIDENCE
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CONCLUSTIONS ¢
1. CORRELATION BETHEEN THE EFFECT OF MUTATION AND ALPHAFOLDZ METRICS IS NOT BEING OBSERVED.
2. ALPHAFOLDZ IS INCAPABLE OF MAKING DIRECT PREDICTIONS BETHMEEN THE EFFECT OF MUTATION AND PROTEIN STABILITY.
Z: LARGE DIFFERENCE IN LDDT OF WILD TYPE PROTEIN MODEL AND MUTATNT MODEL IS ASSOCIATED WITH SIGNIFICANT CHANGE IN AMINO

ACTID SIDE CHANGE SIZE.



