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Supplementary Table 1S: The crystal packing calculations

AT,R-BRIL/s-Argll/SRP2070Fab

5HT;s-BRIL/s-Argll/SRP2070Fab

SRP2070 SRP2070
AT>R BRIL SHTs BRIL
Fab Fab
total SA (A?) 14983.4 5618.1 19757.9 14822.5 5745.0 19609.3
buried SA by
crystal contact 1329.7 510.1 2293.8 2206.9 713.4 2225.2
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Supplementary Figure 1S: Structural comparison of the activation motifs

(A) Superpositions of AT>R /s-Ang 11 /SRP2070Fab (light brown; this study), and AT>R/s-Ang II with
antibody (light blue; PDB ID: 5XJM). The activation motifs PIF, NPxxY, and DRY are shown as red,
blue, and green boxes, respectively. (B) Superpositions of SHTs/ERG/SRP2070Fab (yellow; this
study), and SHTs/ERG (green; PDB ID: 4IAR). The activation motifs PIF, NPxxY, and DRY are

shown as red, blue, and green boxes, respectively.
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Supplementary Figure 2S: Structural comparison of the activation motifs

(A) Superpositions of SHTs/ERG/SRP2070Fab (yellow; this study), and SHT»s/ERG (magenta; PDB
ID: STUD). The activation motifs PIF, NPxxY, and DRY are shown as red, blue, and green boxes,
respectively. (B) Superpositions of SHTs/ERG/SRP2070Fab (yellow; this study), and B2AR (light
blue; PDB ID: 2RH1). The activation motifs PIF, NPxxY, and DRY are shown as red, blue, and green

boxes, respectively.



5HT,g (5TUD)_TM6 (active)
B,AR (2RH1)_TM6 (inactive)

Supplementary Figure 3S: Structural comparison of TM6 helixes
Superpositions of SHTs/ERG/SRP2070Fab, SHT»s/ERG (PDB ID: 5TUD), and 3.AR (PDB ID:
2RH1). The TM6 helixes are colored, SHT 1s/ERG/SRP2070Fab (yellow), SHT28/ERG (magenta), and

B2AR (blue), respectively.



Supplementary Figure 4S: Analysis of crystal packing contact areas

(A) Structure of SHTs-BRIL/ERG/SRP2070Fab, SHTg and BRIL (red), the light chain of
SRP2070Fab (light purple), and the heavy chain of SRP2070Fab (yellow). The contact areas in
the crystal packing are shown by the surface map. (B) Structure of AT,R -BRIL/s-Ang I1
/SRP2070Fab, AT,R and BRIL (red), the light chain of SRP2070Fab (light purple), and the
heavy chain of SRP2070Fab (yellow). The contact areas in the crystal packing are shown by the

surface map.



Supplementary Figure 5S: Structural comparison of SHTg-BRIL/ERG/SRP2070Fab and
SHTs-BRIL/ERG (4IAR) in the crystal packing

(A) Structure of SHT3-BRIL/ERG/SRP2070Fab, SHT g and BRIL (orange), L chain of
SRP2070Fab (light purple), and H chain of SRP2070Fab (yellow). (B) Structure of 4IAR, SHT s
and BRIL (light purple).



