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What is cryo-EM? Who we are?

Cryo-electron microscopy (cryo-EM) allows for structural determination of various biological compounds Our Core Facility is one of the two cryo-EM facilities in Poland. It is localised at the Centre of

(e.g. proteins) as well as small chemical compounds. Over the recent years it has revolutionised the field of New Technologies, University of Warsaw at the Ochota Campus. We are equipped with the

structural biology and was awarded the Nobel Prize in 2017. state-of-the-art 200kV Glacios microscope with Falcon3EC and Ceta-D cameras (for imaging
CRYO-ELECTRON MICROSCOPY Number of PDB structures released with different methods and (-electron o.liffraction, .respectively.) anql some a.dditio.nal auxili.ary equipment for plunge
A beam of electron s fired at a frozen T RZ o - g freezing and grid preparation for both imaging and diffraction experiments.

protein solution. The emerging — —X-Ray —NMR —cryo-EM
scattered electrons pass through a
lens to create a magnified image on
the detector, from which their
structure can be worked out.

Our Glacios microscope can yield high resolution structures
by Single Particle Analysis

200kV Glacios cryo-TEM at CeNT UW - i |
Prof. Krzysztof Wozniak | n 0.59 A/p

! |
kwozniak@chem.uw.edu.pl Imaging Diffraction

: eliee]o o] zlale]el

¢|s[e|efoo|a]e]e|s

ejefajsiafalelslo]o

elo(mlelolelolelalel

‘ = Reference based

| | ; .
- : motion correction
Single Particle Cryo-tomography Microcrystal electron 3D Variability analysis ~203K particles

Analysis (SPA) (CryoET) diffraction (MicroED) ' ~200k particles
ey ) .

L."jlll
.-F..;-. -~

Dr Tomasz Goral fo s <) Eﬁ% Dr Szymon Sututa
RESEEIRE Elel TESEe! ingl lsolated oraanelles spnancerystals  Research and Technical

Isolated single particles .
liposomes, cubosomes
PDB: 8532

Specialist - L o
t.goral@cent.uw.edu.pl | SJUEEEE! g e AbiK polymerase at 2.27 A
s.sutula@cent.uw.edu.p Human apoferritin at 1.92 A GroEL with GroTAC peptide at 2.45 A published structure from [3]

Microcrystal electron diffraction (micro-ED)
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 Only few crystals needed * Data collection in minutes -t ' , _ , L
olecular Interactions of amyloid-B3 oligomer with lipid

¢ LOW dose imaging (<1.0 - 4 é/Az) ¢ PrOVidES high rESC)lUtion resolution atlases of intact membranes
U20S mammalian cells [5] (data published in [4])

. : : Open access policy
Our IT infrastructure for storlng and aiodststng CTYO-EM data We welcome users from both academia and industry. Recent users include:

* Internal (from UW): Centre of New Technologies, Biological and Chemical Research Centre,
Existing infrastructure ) Department of Chemistry
200 Nvidia GPUs 1! “(9* 200 Nvidia Tesla External (outside UW): IMCB, Warsaw, University of Gdansk, Institute of Physical Chemistry,
1 PB storage (90% in use) _ PAS IBB PAS

2400 cores/ 4800 threads - . - _
data management system Commercial: Cellis Sp. z.0.0, Pikralida Sp. z.0.0, CelonPharma Sp. z.0.0.

Over 70 user accounts - o HOot - Funk

~ omm=m Storage "~ 2400 Xeon cores

Recent publications of our users
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