
How to prepare a “perfect” (?) 
SAS beamtime application



Before you file your application, read 
carefully the BioSAXS group pages



https://smis.embl-
hamburg.de/misapps/SMISWebClient/protected/welcome.do

Register as new user; get login and password

If you see this, you are too late for this year...



Select New Proposal .
You can go back and edit «Proposal in progress», 
You can also check «previous proposals»
You will need to access the proposal to file the experimental report 
after measurements





The application consists of two main parts:
- Application form
- Detailed Sample information

Before you start writing, remember that the complete application will 
be subjected to evaluation with respect to:

- Scientific quality and excellence of the proposal
- Biological relevance and expected impact
- Track record with respect to the proposed project
- Successful publication record of previous EMBL proposals (if 

applicable)
- Importance for instrumental development



In two pages you want to clarify:

• Biological relevance of the project.
• How the SAXS experiments fit into the overall project.
• Highlight why SAXS measurements will provide key

information and how urgent they are.
• Clearly explain the proposed experimental work giving 

information that will allow to establish the feasibility and the 
outcomes (quality and quantity of proteins, complementary 
and preliminary data, the type of measurements you plan to 
do).

• Clarify your expertize and that of your collaborators  (New 
users are welcome!)





• New project, resubmission or continuation of previous project at EMBL-HH
• iNEXT: whether the access is approved  through iNEXT grant (www.inext-

eu.org)
• Service or collaborative: 

- Service: 
you will get training on the use of the beamline 
you will be responsible for experimental design, data acquisition, data 
analysis; 
will there be a scientist helping you with beamline-related technical issues
- Collaborative:
Establish contact with collaborator at EMBL-HH before filing the application 
Coordinate proposal with collaborator @ EMBL-HH



Special rules about ....

- a company can also apply for free access if they publish 
within 1 year; otherwise apply through BioSAXS 
(www.biosaxs.com)

- Travel for iNEXT-approved proposals is financially supported 
by this grant. 



The Societal theme  does not influence scoring, but remember 
this is BioSAXS!!!



• P12 is the BioSAXS beamline
• 1 shift = 8 hours (rarely more than 3 shifts are assigned, but 

may apply)
• Please take into account the measuring time, special setups, 

sample preparation time.
• In the «Sample Description» form you will also be able to 

specify if you wish to split shifts in more than one visit. Note 
that splitting possibility depends on beamline load. 

• Allocated shifts number may vary depending on the content of 
project proposal upon the scientific and technical evaluation

• In case of doubt: please contact the BioSAXS scientists
• Remote/mail-in access:fully prepared samples must be sent



Co-proposers:
- List the people that will participate in the experiments: 
- they will also have to:

- register with SMIS, 
- take safety courses for access to beamline, User’s lab; 
- request badge and accommodation (through SMIS)

If Collaborative: 
include your EMBL-HH collaborator after making contacts with 
him/her.



- Equipment list and manuals are available at:
https://www.embl-hamburg.de/biosaxs/user_info.html

- Additional equipment at the SPC facility:
need to  contact scientists at SPC in advance for access :

http://ww.embl-hamburg.de/services/spc/index.html

https://www.embl-hamburg.de/biosaxs/user_info.html


• Use of SEC–SAXS needs to be justified in the proposal
• Standard SEC-SAXS can be either service or collaborative.
• SEC-SAXS projects with additional MW validation require 

special work and are conducted on collaborative basis



• A detailed sample description should appear in the «sample 
sheets» (see below),  but sufficient information on the 
samples (quantities and quality) should be given here or in 
the text to allow PEC to evaluate (also) feasibility.

• Make sure you have enough sample (e.g. count on ca. 30 
µl/measurement (Batch mode); 100 µl (for SEC-SAXS), etc. 
but you should be able to repeat measurements if something 
goes wrong!



Not a good idea! the PEC will not be able to have the 
information on the samples you want to measure. 
Make it short (indicate the macromolecules, concentration range 
and buffer composition)



Here Highlight:
- Previous experience with this and other SAXS beamlines
- Technical reasons for applying to this beamline

New users are welcome!

Explain why you request access to BioSAXS@HH ,



• Here list your publications and/or those of  co-proponents (not  
of the EMBL staff you will be collaborating with, but it is OK to 
include publications in collaboration with BioSAXS group 
@EMBL-HH) to show the relevant expertize with respect to:

- use of synchrotron radiation, especially SAXS (hands-on)
- the specific project
- your publication record  

• Limit the list to about 5 references
• Include full reference: authors’ list, full title, year, Journal, 

volume, pages
• This (with the actual proposal below) will  also help to 

evaluate the type of assistance you will need (experimental 
design, data acquisition, data analysis, actual «service» or 
«collaborative»

Include a selection of your publications to show 
expertize, even if you are famous!



Max 2 pages with  min 12 pts character size:

justify your application for beamtime and propose your 
experiments in order to allow it to be evaluated for the 
scientific relevance and technical feasibility by the Project 
Evaluation Committee and the Technical Staff



Remember to include information on:
• The specific question you will ask: why do you need SAXS? which relevant 

information are you looking for?
• How the proposed work  fits within your overall project
• Amounts and quality of protein available (size, stability, tendency to 

aggregate, data from gel filtration, DLS, AUC, other spectroscopies, MX, 
kinetics....)

• Ancillary information (e.g.: X-ray, NMR strucures available on this or 
homologous/similar systems? If dealing with complexes: stoichiometries? 
Kd’s? (if known)

• Are the SAXS data needed to complete a leg of an on-going project (e.g.: 
how urgent the data are to complete data for a paper vs preliminary/ 
exploratory work)

• In the reference section include: Title and full reference; if possible include 
the full list of authors; in any case make clear in the text which is the work 
from your lab and what comes from the literature.

• Is is worth to include a figure and/or a table to clarify what you know, 
your question, the outcomes ?



Sample description form





If samples and materials will be sent by Courier, please check 
http://www.embl-hamburg.de/services/access_infrastructures/preparing-your-
visit/index.html

Any advices on how to ship? 
Include both D.Svergun’s name and local contact in shipping 
address

http://www.embl-hamburg.de/services/access_infrastructures/preparing-your-visit/index.html


Safety and practical information





This will help establish the technical feasibility of the 
project, experimental design, the number of shifts to 
allocate; whether special set-ups are justified or 
should be used.

Avoid repeating what in the proposal form
Rather , complete with technical/practical 
information  (see questions in red as a guide, but 
add what is relevant to your system/planned 
experiments)

Please limit to 
300 words

Please limit to 
300 words



Remember to save! 



Things to do AFTER your application is approved: 
just follow the instructions! 



Things to do AFTER your application is approved, and time 
slots have been allocated: 

- safety training (remember to plan well ahead what you will 
need in order to get training and certification ; e.g.: access 
also to the sample preparation and purification lab)

- Fill new form with additional description of the samples 
you will bring for the scheduled measuring session.

The A form  for accommodation, DACHS card , etc. should be 
filled by all participants


	How to prepare a “perfect” (?) SAS beamtime application
	Before you file your application, read carefully the BioSAXS group pages
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6
	Slide Number 7
	Slide Number 8
	Slide Number 9
	Slide Number 10
	Slide Number 11
	Slide Number 12
	Slide Number 13
	Slide Number 14
	Slide Number 15
	Slide Number 16
	Slide Number 17
	Slide Number 18
	Slide Number 19
	Slide Number 20
	Slide Number 21
	Slide Number 22
	Slide Number 23
	Slide Number 24
	Slide Number 25
	Slide Number 26
	Slide Number 27
	Slide Number 28
	Slide Number 29
	Slide Number 30

