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Annual Report 

SPA requests 

SPA data collection can be requested by 
any of the applicants of the 91b proposal. 
We have implemented three services at 
fub.openiris.io to manage the beam times. 

In-depth instructions are provided on the 
FZEM’s web-site at fzem.fu-berlin.de. 

Figures 2021 

125 requests 

138 sessions  

4801.5 hrs beam-time (76% working load) 

2440.5 hrs down-time 
(1482 hrs out-of-service, 502.5 hrs mainte-
nance and repair, 456 hrs winter closing) 
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2021 – A Year of  Patience 

The emergence of the Coronavirus Delta variant and three major service 
disruptions are some of the hurdles we had to surmount this year. In spite 
of these challenges we rallied to reach three-quarters of the remaining full 
capacity. We are now looking forward to the forthcoming relocation of the 
Krios into the newly completed SupraFab building in 2022. 

The prolonged winter closing and reduced access to the biochemical laboratories 
at FUB, both direct results of universal covid measures in place, severely affect-
ed sample submission by end-users. This coupled with a weeklong repair of the 
in-house cooling system significantly hampered our service delivery. Nonethe-
less, we rallied to 2904 hrs of measurements in 72 sessions only in the first half 
of the year. 

In the second half of the year, we faced twin challenges. First, in July, an in-
crease in sample drift indicated a serious problem at hand which ultimately led to 
the replacement of the sample holder a month later. Secondly, the microscope 
chiller broke in October further depriving us of another month of measurement 
time. Despite these setbacks we managed to rally to an even larger number of 
measurements hours as in 2020 thanks to a trouble free December. 

At this place, we extend our deepest 
appreciation to Frank Hoffmann (TF) 
for excellent technical assistance in 
keeping the microscope off-times as 
short as possible. And the next effort is 
just around the corner: the relocation of 
the Titan Krios into the new SupraFAB 
building, where the microscope and the 
necessary preparation equipment will 
find their designated places alongside 
other scientific high-tech instrumenta-
tion. 

CryoEM analysis at sub 2 Å resolution 

Still not self-evident, resolutions at or below 2 Å are within reach using our estab-

lished pipeline from grid preparation to data analysis. In the past year, we thus 
managed to solve structures of small plant biocatalysts at a structural detail (fig-

ures below) even outperforming comparative crystallography studies (Chánique, 
A. et al., 2021, doi: 10.1002/cctc.202100110).      

However, it is important to emphasize the criticality of high quality samples if you 
are interested in resolving alternative side chain conformations, single water mol-
ecules, or aromatic holes in your reconstructions. 

The new SupraFAB building in Altensteinstraße 23a, 14195 
Berlin, will shortly be dedicated to science high-tech instru-
mentation and laboratories. Foto: Boris Schade 
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