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S1. Diffuse background X-ray scattering comparison 

We compared the diffuse background X-ray scattering from 50 µm-diameter streams of PEO gel versus 

that from LCP using detector readout frames with no more than 2 peaks found by Cheetah-cbf. Frames 

that contained no scattering from the stream, due to the jet temporarily fluctuating out of the X-ray path, 

were excluded from the analysis by their low photon counts (average radial intensity of < 1 photon). The 

total number of frames containing scattering from the stream alone were 24,234 for lysozyme in LCP and 

26,946 for PC in PEO gel.   

 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
  



 

 

IUCrJ (2017). 4,  doi:10.1107/S205225251700570X        Supporting information, sup-2 

. 

 

Figure S1 Cross-polarized images of micro-crystals of A2AAR (A) and lysozyme (B) mixed with LCP 
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Figure S2  Bright field (left column) and cross-polarized (right column) images of micro-crystals of 

phycocyanin, proteinase K, and photosystem I embedded into the PEO gel. 
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Figure S3  Diffraction pattern from a single lysozyme micro-crystal in LCP. A) Diffraction pattern 

showing Bragg peaks visible beyond 2 Å resolution (red boxed inlet panel). B) Same diffraction pattern in 

A) after indexing with resolution rings. C) Closer view of the red boxed area highlighted in B).  
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Figure S4 Electron density maps displayed around the four disulfide bridges of A2AAR (Cys71-Cys159 

(A), Cys74-Cys146 (B), Cys77-Cys166 (C), Cys259-Cys262 (D)). Cysteines and neighboring residues are 

shown as green stick representation. Left panels: Structure factor amplitude Fourier difference (Fo-Fo) 

maps at 3σ between our data set and the data set collected at LCLS (Batyuk et al., 2016), with red and 
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green contours indicate negative and positive density, respectively. Right panels: 2mFo-DFc (light grey 

mesh, contour at 1σ) and mFo-Fc (red and green meshes, contour at 3σ) maps. 

 
 

 
 

Figure S5 Diffraction pattern of a single micro-crystal of PC in PEO. A) Diffraction pattern with 

resolution rings at 2 Å and 3 Å resolution shows visible Bragg spots extending out to about 2.2 Å. Red 

boxed inlet shows smeared Bragg spots due to crystal rotation during the 100 msec exposure time. B) 

Same diffraction pattern in A) after indexing with resolution rings. C) Closer view of the red boxed area 

highlighted in B).  
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Figure S6  Diffraction pattern of a single micro-crystal of proteinase K in PEO. A) Diffraction pattern 

with resolution rings at 2 Å and 3 Å resolution shows visible Bragg spots extending out to about 2.3 Å 

(red boxed inlet panel). Red boxed inlet also shows smeared Bragg spots due to crystal rotation during the 

100 msec exposure time. B) Same diffraction pattern in A) after indexing with resolution rings. C) Closer 

view of the red boxed area highlighted in B).  
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Figure S7 Bright field, SONICC and UV-TPEF images of phycocyanin, proteinase K and photosystem 

I micro-crystals mixed with PEO gel 
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