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Figure S1  The Protein tab and the Screen tab of the Plate information page. (a) The Protein tab provides 

information on the protein buffer(s) used for the experiment. In case of multiple drops per well it is possible 

to have different proteins in the respective drops. (b) The Screen tab.  This tab visualizes that the screen 

information is not yet provided and it allows the project owner to provide this information for this plate 

(912z) in various ways.  
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Figure S2  The time lapse and plate overview pages of the drop viewer. (a) The time lapse page displays 

all available inspections with a user chosen speed (top right, the value +1.1 can be changed to slow down or 

increase the speed). In this example, the UV images are shown. (b) The overview of this plate refers to drop 

3 (as highlighted top left). It concerns the result of the visible light inspection. The color code visualizes the 

scoring results as chosen in the drop viewer menu (for example the red color indicates that the drop contains 

crystals). For drop C02 (chosen by where the cursor is) the results of drop-1, drop-2 and drop-3 are 

visualized.  
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Figure S3  The shipment information tab of the shipment module. The information of each sample listed in 

this figure present in dewar DLS-MX-0643 is available for a shipment that has been sent successfully to 

DLS. The metadata on space group, cell dimensions and remarks can be updated when finalizing the 

shipment for uploading. The space group information, cell dimensions can be added also on the crystal 

selection page as well as when fishing crystals. The file tab has a link to the shipment manifest PDF file 

(Figure S4). The shipment return tab provides information on actions to be taken when the dewar comes 

back in the home lab (see Figure 9). 
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Figure S4 The shipping manifest. This PDF file is available from the Files tab of the shipment module. 

The PDF file is generated on completion of a shipment. It is generated also when the metadata is not 

uploaded to the synchrotron ISPyB. The link on the left side points to the IceBear crystal page of the sample 

name. The link on the right side points to the ISPyB page (at the synchrotron) of the sample name.  
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Figure S5 The data collection tab of the shipment module. During data collection it is possible to make 

notes for each crystal, as identified by its sample name. The “View crystal in IceBear” link opens the 

selection page of the IceBear drop viewer of this sample. The “View crystal at Diamond” link opens the 

ISPyB page of that sample. The researcher can provide the preferred treatment of the pin when the dewar 

returns back to the laboratory: by default, the pin is washed and becomes available for the next shipment, but 

it is also possible to activate the “Keep the crystal” preferred treatment.              . 

 


