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Abstract Somatostatin is a peptide hormone that regulates endocrine systems by binding to 
G- protein- coupled somatostatin receptors. Somatostatin receptor 2 (SSTR2) is a human somatostatin 
receptor and is highly implicated in hormone disorders, cancers, and neurological diseases. Here, 
we report the high- resolution cryo- EM structure of full- length human SSTR2 bound to the agonist 
somatostatin (SST- 14) in complex with inhibitory G (Gi) proteins. Our structural and mutagenesis anal-
yses show that seven transmembrane helices form a deep pocket for ligand binding and that SSTR2 
recognizes the highly conserved Trp- Lys motif of SST- 14 at the bottom of the pocket. Furthermore, 
our sequence analysis combined with AlphaFold modeled structures of other SSTR isoforms provide a 
structural basis for the mechanism by which SSTR family proteins specifically interact with their cognate 
ligands. This work provides the first glimpse into the molecular recognition mechanism of somatostatin 
receptors and a crucial resource to develop therapeutics targeting somatostatin receptors.

Editor's evaluation
This manuscript reports the cryoEM structure of somatostatin receptor 2 (SSTR2) bound to its agonist 
SST– 14 and a heterotrimeric G protein. In addition to presenting the structure itself, the authors 
include discussion and analysis of ligand recognition and subtype specificity, guided by AlphaFold2 
modeling of other somatostatin receptor subtypes. Site– directed mutagenesis and signaling assay 
data attest to the importance of receptor– ligand contacts that contribute to subtype specificity. 
Somatostatin signaling is important in endocrine biology, including in diseases such as acromegaly 
and some cancers, and structures of somatostatin receptors will help illuminate the molecular details 
of somatostatin receptor signal transduction. Of note, the structure of SSTR2 was also separately 
reported by Robertson et al., Nat. Struct. Mol. Biol. 2022 while this manuscript was under review.

Introduction
Somatostatin (SST) is a cyclic peptide hormone that regulates neurotransmission and hormone secre-
tion (Weckbecker et al., 2003; Saito et al., 2005; Morrison et al., 1985). SST was initially identified as 
an inhibitory hormone produced in hypothalamic neurons, but it is also released in the gastrointestinal 
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(GI) tract. SST binds to G- protein- coupled somatostatin receptors (SSTRs), inhibiting adenylyl cyclase 
via inhibitory G- proteins (Patel et al., 1994; Patel et al., 1995). SSTRs are class A G- protein- coupled 
receptors (GPCRs), and there are five isoforms (SSTR1–SSTR5) (Leu and Nandi, 2010). Each SSTR 
isoform is expressed in different tissues and organs and has a distinct function (Bartha and Győrffy, 
2021). SST inhibits the secretion of growth hormone from the pituitary gland, and SST secreted in 
the GI tract inhibits the secretion of GI hormones. Furthermore, SST in the brain has been shown to 
modulate cortical circuits (Song et al., 2020). Therefore, the SST- SSTR axis is highly implicated in 
several human diseases, including acromegaly, cancers, and neurological disorders (Song et al., 2020; 
Song et al., 2021; Lamberts et al., 2002). Several SST analogs, such as octreotide, lanreotide, and 
pasireotide, targeting SSTRs have been developed, and they are already in clinical use (Lamberts 
et al., 2002). For example, acromegaly is caused by excessive production of growth hormone in the 
pituitary gland, and SST analogs such as octretotide and lanreotide are clinically used for treating 
acromegaly by exploiting the inhibitory role of SST via SSTR. However, the currently used SST and its 
analogs have obscure binding specificity among SSTR isoforms, making it difficult to develop means 
to modulate each isoform specifically while minimizing off- target effects. SSTR2 is mainly expressed 
in brain and endocrine tissues and is implicated in neuroendocrine tumors and Alzheimer’s disease 
(Song et al., 2021; Uhlén et al., 2015). To understand the molecular and structural basis of the SSTR 
interaction with its ligand, we determined the cryo- EM structure of SSTR2 bound to its endogenous 
agonist somatostatin (SST- 14) in a complex with inhibitory G- proteins. Our structural work provides 
insight into the mechanism by which SSTRs recognize their ligands and will serve as a platform to 
develop selective agonists and therapeutics.

Results and discussion
To investigate the molecular basis of ligand- specific binding by SSTR2, we determined the cryo- EM 
structure of human SSTR2 bound to the SST- 14 somatostatin peptide. Full- length human SSTR2 in 
a thermostabilized apocytochrome b562 RIL (BRIL) fusion form and a heterotrimeric Gαi1/Gβ1γ2 
complex with Gαi1- recognizing scFv16 were separately expressed and purified, and the SSTR2- Gαi1/
Gβ1γ2- scFv16 complex in the presence of SST- 14 cyclic peptide was prepared for structural study 
(Figure 1—figure supplement 1). The complex was plunge- frozen, and micrographs were collected 
using a Titan Krios 300 keV with a Gatan K2 Summit direct detector in movie mode. The collected data 
were processed and refined with Relion 3.1 (Zivanov et al., 2018; Figure 1—figure supplement 2 
and Table 1). During refinement, SSTR2 was separated into two bodies (Body 1: SSTR2 + Gαi1β1 and 
Body 2: Gβ1γ2 + scFv16), and the two bodies were separately refined. The overall resolution of the 
whole SSTR2- Gαi1/Gβ1γ2- scFv16 complex was estimated as 3.72 Å at 0.143 criteria of the gold stan-
dard FSC, and the resolutions of Body 1 and Body 2 were estimated as 3.65 and 3.22 Å, respectively. 
The cryo- EM map was well resolved, and the atomic model for most part of the SSTR2 complex was 
built on the map (Figure 1A and Figure 1—figure supplement 3).

In the structure, the C- terminal helix of Gαi1 is inserted inside of the seven transmembrane (TM) 
helices forming hydrophobic interactions with TM 5–7 helices (Figure 1B), and scFv16 interacts with 
the N- terminal helix of Gαi1 and a loop protruding from Gβ1, stabilizing the structures. The topology 
and structure of the TM helices is similar to other known GPCRs (Weis and Kobilka, 2018). We 
compared our active SSTR2 structure with the inactive structures of oxytocin receptor (OTR), Alpha-
Fold predicted SSTR2, and the active structure of melanocortin receptor 4 (MC4R) (Waltenspühl 
et al., 2020; Israeli et al., 2021; Jumper et al., 2021). Our cryo- EM structure of SSTR2 shows a 
conventional active conformation, in which TM5, TM6, and TM7 are displaced outward from TM3 
(Figure 1A and Figure 1—figure supplement 4).

The TM helices of SSTR2 at the extracellular side form a pocket for ligands, and SST- 14 nestles 
snugly at the pocket (Figure 1C). Among the 14 amino acids in SST- 14, 12 amino acid residues from 
Cys3 to Cys14 are clearly visible in the cryo- EM map, and the positions of the side chains were unam-
biguously assigned on the map (Figure 2A). SST- 14 is cyclized via a disulfide bond between Cys3 and 
Cys14, and the region between Phe6 and Phe11 forms a flat sheet (Figure 2B). In this configuration, 
the disulfide bond is located outward from the ligand- binding pocket of SSTR2, and the two amino 
acids of Trp8 and Lys9 are positioned at the bottom of the binding pocket (Figure 2B). The binding 
mode of SST- 14 to SSTR2 is similar to those of other cyclic peptides, including oxytocin in OTR and 
setmelanotide in MC4R (Israeli et al., 2021; Meyerowitz et al., 2022; Figure 1—figure supplement 
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5). The disulfide bonds of the cyclic peptides are located at the extracellular surface of the ligand- 
binding pockets formed by TMs. While SSTR2 recognizes the Trp- Lys motif in SST- 14, OTR and MC4R 
interact with the Tyr- Ile motifs in oxytocin and dPhe- Arg- Trp in setmelanotide via the bottom of the 
binding pockets, respectively.

To understand the specific recognition of SST- 14 by SSTR2, we examined the detailed interactions 
between SST- 14 and SSTR2. At the bottom of the ligand- binding pocket, Trp9 of SST- 14 interacts 
with SSTR2 via a hydrophobic pocket formed by Ile177, Phe208, Thr212, and Phe272 from TM4–6 
helices (Figure 2C). Notably, Lys9 is the only charged residue among the amino acids of SST- 14, which 
is located inside of the pocket. Lys9 of SST- 14 forms a salt bridge with Asp122 with a 2.7 Å distance 
and makes a hydrogen bond with the oxygen atom of the Gln126 side chain. In addition, the carbonyl 
oxygen in the peptide bond between Lys8 and Trp9 forms a hydrogen bond with Asn276. While the 
region of S13C14C3K4 is exposed to the solvent, other hydrophobic residues form stable interactions with 
the hydrophobic residues in the ligand- binding pocket (Figure 2C). Specifically, the Phe275, Leu290, 
and Phe294 residues of SSTR2 accommodate the Phe6 residue of SST- 14, and the Phe7 residue of 
SST- 14 is stacked on Tyr205 coming from the TM5 helix and further stabilized by the interactions 

Table 1. Refinement statistics.

Data collection and processing

Magnification

Voltage (kV) 300

Total electron exposure/used (e/Å2) 55.04/29.24

Defocus range (μm) –0.8 ~ –2.0

Pixel size (Å2) 0.829

Processing program Relion 3.1

Obtained/used micrographs (no.) 5523/5523

Initial/final particles used (no.) 6,677,042/320,885

Symmetry imposed C1

Resolution (Å) (FSC threshold)

  GPCR + G- protein   3.72 (0.143)

  Multibody refinement

GPCR + Gαβ 3.65 (0.143)

Gβγ+scfv16 3.22 (0.143)

Refinement

Refinement program PHENIX

Model composition

  Nonhydrogen atoms 8660

  Protein residues 1129

r.m.s. deviation

  Bond length (Å) 0.004

  Bond angle (°) 0.547

Validation

  MolProbity score 2.08

  Clash score 7.79

Ramachandran plot (%)

  Favored/allowed/outliers 95.86/4.24/0.0

Mask CC 0.80

https://doi.org/10.7554/eLife.76823
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Figure 1. Cryo- EM structure of somatostatin receptor 2 (SSTR2) G- protein complex with SST- 14. (A) The atomic model of the SSTR2 complex is shown 
in a ribbon model. SSTR2, Gαi1, Gβ1, Gγ2, and scFv16 are shown in a ribbon diagram and colored in salmon, green, cyan, magenta, and yellow, 
respectively. The bound SST- 14 cyclic peptide is shown in a ball- and- stick model and colored in navy blue. (B) The C- terminal of Gαi1 is inserted in the 

Figure 1 continued on next page
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with the Ile195 and Phe208 residues. To validate the recognition of SST- 14 by SSTR2 observed in the 
cryo- EM structure, we mutagenized several critical residues involved in the interaction and performed 
a functional assay in HEK293 cells. We measured the degree of inhibition of cAMP generation upon 
forskolin stimulation by homogeneous time- resolved fluorescence resonance energy transfer (HTRF- 
FRET) (Figure 2D and Figure 2—figure supplement 1). We first eliminated the salt bridge between 
Lys9 of SST- 14 and SSTR2 by mutating Asp122 to alanine. While the cAMP production was completely 
inhibited by SST- 14 at submicromolar range concentrations for SSTR2WT, SSTR2D122A showed less than 
20% inhibition of cAMP production, indicating that the disruption of the bridge likely abrogated the 
interaction between SSTR2 and SST- 14. Next, we mutated Gln126 to methionine and examined its 
effect. Gln126 forms a hydrogen bond with Lys9 of SST- 14 in addition to the salt bridge, and mutating 
Gln to Met substantially decreased the function of SSTR2. Notably, among the five isoforms, SSTR2, 
SSTR3, and SSTR5 isoforms have glutamine while SSTR1 and SSTR4 have methionines at this position. 
We further examined the effects of the hydrophobic residues interacting with SST- 14 by mutating 
Phe272 or Phe294 to alanines. Eliminating the hydrophobic interactions between SST- 14 and SSTR2 
also substantially decreased the function of SSTR2, emphasizing their roles in recognizing its ligand. 
Combined with the cryo- EM structure, our functional analysis further delineates the specific recogni-
tion of SSTR2 for its ligand.

The endogenous agonists for SSTRs are SST- 14 and SST- 28 (Patel et al., 1994; Patel and Srikant, 
1994). Compared to SST- 14, SST- 28 has an extra 14 residues at the N- terminus (Figure  3A). Our 
cryo- EM structure shows that the region of SST- 14 is likely sufficient for binding to SSTR2. Consis-
tent with this hypothesis, SST- 28 has a binding affinity similar to that of SST- 14, in the subnanomolar 
range (Song et al., 2021). In addition to SST- 14, there are several other ligands and drugs that bind 
to SSTR2, including cortistatin, octreotide, pasireotide, and lanreotide. All of these ligands and drugs 
are cyclic forms of peptides and contain absolutely conserved Trp and Lys residues (Figure 3A). The 
interaction analysis based on the cryo- EM structure showed that these highly conserved Trp and Lys 
residues tightly interact with SSTR2 via hydrophobic interactions and a salt bridge. Therefore, it is 
likely that the Trp- Lys motif of the ligands and drugs is a major determinant for binding.

There are five isoforms of SSTRs (SSTR1–5), which are classified into two families based on their 
structural and pharmacological properties. SSTR2, SSTR3, and SSTR5 belong to the SRIF1 receptor 
family, and SSTR1 and SSTR4 belong to the SRIF2 receptor family (Günther et al., 2018). The tissues 
that express each isoform and its cognate ligand differ, implying the isoform- specific function of SSTRs 
(Song et al., 2021). To further investigate the ligand specificity of the isoforms, we further examined 
the ligand- binding pocket of SSTRs by combining a sequence alignment analysis, our cryo- EM struc-
ture of SSTR2 and predicted models of other isoforms from the AlphaFold database (https://alphafold. 
ebi.ac.uk) (Jumper et al., 2021). To examine the sequence conservation of the ligand- binding pocket, 
we colored the residues near the ligand- binding pocket of SSTR2 in red or yellow depending on the 
degree of conservation based on a sequence alignment among SSTRs (Figure 3B and C). This practice 
revealed that the residues involved in interacting with the Trp- Lys motif are highly conserved. On the 
other hand, the residues interacting with the other part of SST- 14 are highly variable, suggesting that 
this region contributes to the ligand specificity among SSTR isoforms.

To further understand the binding specificity of SSTR isoforms, we superimposed modeled struc-
tures of SSTR1, SSTR3, SSTR4, and SSTR5 isoforms from the AlphaFold Structure Database ( alphafold. 

pocket formed by TM5–7 of SSTR2 forming hydrophobic interactions. (C) SST- 14 (shown in a ball- and- stick) is bound to the pocket formed by seven TMs 
of SSTR2 (colored in salmon) at the extracellular side (left panel). SSTR2 is shown in an electrostatic surface representation (right panel).

The online version of this article includes the following source data and figure supplement(s) for figure 1:

Figure supplement 1. Purification of recombinant human somatostatin receptor 2 (SSTR2)- Gαi1/Gβ1γ2- scFv16 complex.

Figure supplement 1—source data 1. An uncropped gel for the purification.

Figure supplement 2. Cryo- EM processing.

Figure supplement 3. Cryo- EM structure of somatostatin receptor 2 (SSTR2) complex.

Figure supplement 4. Comparison among somatostatin receptor 2 (SSTR2) and other G- protein- coupled receptor (GPCR) structures.

Figure supplement 5. The binding modes of cyclic peptide ligands of somatostatin receptor 2 (SSTR2), oxytocin receptor (OTR), and melanocortin 
receptor 4 (MC4R) G- protein- coupled receptors (GPCRs).

Figure 1 continued

https://doi.org/10.7554/eLife.76823
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Figure 2. Somatostatin receptor 2 (SSTR2) recognition of SST- 14 ligand. (A) The cryo- EM map near the SST- 14 
ligand in two different orientations. The sequence of SST- 14 is drawn at the below. Two amino acids, which are 
not visible, are colored in gray. C3 and C14 make a covalent bond to form a cyclic peptide. (B) The ligand- binding 
pocket of SSTR2 with SST- 14 is shown in two different orientations. SSTR2 is shown in a ribbon diagram and SST- 14 

Figure 2 continued on next page

https://doi.org/10.7554/eLife.76823
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ebi. ac. uk) (Jumper et al., 2021) on the cryo- EM structure of SSTR2 (Figure 3—figure supplement 
1) and examined the interactions between SST- 14 bound to SSTRs. As the AlphaFold models were 
generated in the absence of ligands, the modeled structures represent an inactive state where the 
ligand is not bound. Among the residues in the ligand- binding pockets, residues at three positions, 
which directly interact with SST- 14, vary among the isoforms (Figure 3D). The first position is at Gln126 
in SSTR2 located in the bottom of the ligand- binding pocket and involved in interacting with the Trp- 
Lys motif of SST- 14. SSTR3 and SSTR5 also have Gln at this position while SSTR1 and SSTR4 have 
Mets. As this position is located between Trp8 and Lys9 of SST- 14, Gln interacts with Lys9, while Met 
interacts with Trp8. Interestingly, our functional assay with Gln126Met mutant showed a substantial 
decrease in the function of SSTR2, suggesting that Gln126 may play a role in the substrate speci-
ficity of the isoforms. The second position is Tyr205, which interacts with Phe7 of SST- 14 via stacking 
interactions between aromatic rings. Each isoform has a different residue at this position (Leu220 in 
SSTR1, Arg203 in SSTR3, Ser208 in SSTR4, and Gly198 in SSTR5). Therefore, it is possible that the 
residues at this position contribute to the binding specificity of each isoform. The third position is at 
Phe294, which is located on TM7 in SSTR2. Phe294 holds Phe6 of SST- 14 via hydrophobic interactions. 
While SSTR3 and SSTR5 have Tyr residues at this position, maintaining the hydrophobicity, SSTR1 and 
SSTR4 have Ser305 and Asn293 residues at this position, respectively. Collectively, our structural and 
sequence analyses suggest that SSTR2, SSTR3, and SSTR5 likely have different binding characteristics 
than SSTR1 and SSTR4. Consistent with this hypothesis, octreotide, lanreotide, and pasireotide have 
higher affinities toward SSTR2, SSTR3, and SSTR5 than SSTR1 and SSTR4 (Song et al., 2021; Barbieri 
et al., 2013). A recent report on the SSTR2 structure by Robertson et al. showed that extracellular 
loop 2 (ECL2) and ECL3 are involved in ligand- specific binding among SSTR isoforms, which have 
highly variable sequences among the SSTR isoforms (Figure 3B; Robertson et al., 2022). In addition, 
consistent with our findings, they also showed that the interactions between the ligands and SSTR2 at 
the inside of the binding pocket are also critical for the ligand specificity. Therefore, several regions 
of SSTR2 including residues in the ECLs and the inside of the binding pockets likely contribute to 
the ligand- binding specificity. Together with the recent work, our structural and sequence analysis 
revealed subtle differences in the ligand- binding pocket in each SSTR isoform, providing a critical 
information to understand how each SSTR isoform specifically recognizes its cognate ligand and drug.

In conclusion, our work on the structure of the SSTR2 and SST- 14 ligand complex delineates the 
specific ligand recognition by SSTRs. Furthermore, as SSTRs are highly implicated in several human 
diseases, our works on SSTR2 and the SST- 14 complex will serve as a fundamental platform to design 
novel and specific therapeutics to modulate SSTRs.

Materials and methods
Construct design
WT full- length human SSTR2 inserted with an N- terminal hemagglutinin signal sequence and FLAG 
tag inserted, followed by an 8× His tag and HRV 3C protease cleavage site was cloned into the modi-
fied pFastBac1 (Invitrogen, Carlsbad, CA) vector. For the SSTR2 stability, an additional sequence of 
A1- L106 encoding thermostabilized apocytochrome BRIL with mutations (M7W, H102I, R106L) was 
added after the 8× His tag at the N- terminus (Chun et al., 2012). The heterotrimeric Gαi1/Gβ1γ2 was 
designed as previously described (Kim et al., 2020). The scFv16 single- chain antibody containing the 
GP67 secretion signal sequence was also inserted into the pFastBac1 vector (Maeda et al., 2018).

in a stick model. (C) Detailed interactions between SST- 14 and SSTR2. The salt bridge between Lys9 and Asp122, 
and a hydrogen bonding between Lys9 and Gln126 are indicated with yellow dotted lines. (D) The dose- signal 
curves of SSTR2 for SST- 14. WT, D122A, Q126M, F272A, F294A of SSTR2, measuring the inhibition of cAMP 
production upon forskolin stimulation (n = 3).

The online version of this article includes the following source data and figure supplement(s) for figure 2:

Figure supplement 1. Western blot analysis of somatostatin receptor (SSTR) expression in HEK293 cells.

Figure supplement 1—source data 1. Uncropped Western blot images.

Figure 2 continued

https://doi.org/10.7554/eLife.76823


 Short report      Structural Biology and Molecular Biophysics

Heo, Yoon et al. eLife 2022;0:e76823. DOI: https://doi.org/10.7554/eLife.76823  8 of 13

Figure 3. Sequence and structural analysis of ligand- binding pockets of somatostatin receptor (SSTR) isoforms. (A) The sequences of somatostatins and 
its analogs. Trp- Lys motif is absolutely conserved among all SSTR- binding ligands, emphasizing the importance of the Trp- Lys motif for the function. 
Modified amino acids are marked with asterisks in pasireotide (P*: hydroxyproline, F*: 2- phenylglycine, Y*: phenylmethylated tyrosine), lanreotide (A*: 
D- 2- naphthylalanine, T*: amidated threonine), vapreotide (W*: amidated tryptophan), and somatoprim (X*: ω-amino acid). (B) A sequence alignment 

Figure 3 continued on next page

https://doi.org/10.7554/eLife.76823
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Expression of SSTR2
The Gαi/Gβγ heterotrimer and scFv16
SSTR2 and Gαi1/Gβ1γ2 were expressed using the Bac- to- Bac Baculovirus Expression system (Invit-
rogen) in Spodoptera frugiperda (Sf9) cells using ESF media (Expression Systems, Davis, CA). Using 
the high titer virus at a multiplicity of infection of 3, Sf9 cells at a density of 2 × 106 cells/mL in 400 mL 
of biomass were infected. The cells were incubated with shaking at 27°C for 72 hr and harvested, 
washed with phosphate- buffered saline (PBS), flash- frozen in liquid nitrogen, and stored at −80°C until 
further use. The scFV16 single- chain antibody was expressed using the Bac- to- Bac expression system 
in Sf9 cells, and a high titer virus was generated. The cells were incubated with shaking at 27°C for 
72 hr, and secreted scFv16 in the supernatant was separated from the cells by centrifugation.

Purification of SSTR2
The Gαi/Gβγ heterotrimer and scFv16
SSTR2 frozen pellets were thawed and resuspended at 4°C with the addition of EDTA- free protease 
inhibitor cocktail (Sigma Aldrich, St Louis, MO). The cell membranes were obtained by repeated 
lysis and Dounce homogenization using hypotonic buffer containing 10 mM HEPES (pH 7.5), 10 mM 
MgCl2, 20 mM KCl, and protease inhibitors and hypertonic buffer containing 10 mM HEPES (pH 7.5), 
10 mM MgCl2, 20 mM KCl, 1.0 M NaCl, and protease inhibitors. The washed membrane fractions 
were resuspended in buffer containing 30 mM HEPES (pH 7.5), 5 mM MgCl2, 10 mM KCl, 500 mM 
NaCl, 200 μM SST- 14, and protease inhibitors. Then, membrane fractions were incubated at 25°C 
for 1 hr and solubilized in 1% (w/v) n- dodecyl-β-D- maltopyranoside (DDM) (Anatrace, Maumee, OH) 
and 0.2% (w/v) cholesteryl hemisuccinate (CHS) (Anatrace, Maumee, OH) at 4°C for 3 hr. The solubi-
lized solution was isolated by ultracentrifugation at 150,000 × g for 60 min, and the supernatant was 
isolated. TALON IMAC (Clontech) resin was added to the supernatant. The mixture was incubated 
at 4°C overnight. After incubation, the resin- bound SSTR2 was loaded onto a disposable chroma-
tography column (Bio- Rad, Hercules, CA), and the resin was washed with 20 column volumes (CVs) 
of wash buffer containing 50 mM HEPES (pH 7.5), 500 mM NaCl, 10 mM MgCl2, 1% (w/v) DDM, 
0.2% CHS (w/v), 5 mM imidazole, 10% (v/v) glycerol, and 50 μM SST- 14. Bound proteins were eluted 
with 10 CVs of elution buffer containing 50 mM HEPES (pH 7.5), 500 mM NaCl, 0.05% (w/v) lauryl 
maltose neopentyl glycol (LMNG) (Anatrace, Maumee, OH), 0.005% (w/v) CHS, 300 mM imidazole, 
10% (v/v) glycerol, and 100 μM SST- 14. PD- 10 desalting column (Cytiva) was used to remove the high 
concentration of imidazole. SSTR2 was then treated overnight at 4°C with HRV 3C protease. A reverse 
affinity column was used for the further purification of untagged SSTR2 with buffer containing 50 mM 
HEPES (pH 7.5), 500 mM NaCl, 0.05% (w/v) LMNG, 0.005% (w/v) CHS, 10% (v/v) glycerol, and 50 μM 
SST- 14. SSTR2 was collected and concentrated and loaded onto a Superdex 200 Increase 10/300 GL 
column (Cytiva) with buffer containing 20 mM HEPES (pH 7.5), 100 mM NaCl, 1 mM MgCl2, 0.5 mM 
TCEP, 0.05% (w/v) LMNG, 0.005% (w/v) CHS, and 50 μM SST- 14 via ÄKTA pure system (Cytiva). Fresh 
SSTR2 was used for SSTR2- Gαi1/Gβ1γ2 complex formation. Gαi1/Gβ1γ2 frozen pellets were thawed 
and resuspended at 4°C with the addition of a protease inhibitor cocktail. The cells were lysed in lysis 
buffer containing 20 mM HEPES (pH 7.5), 100 mM NaCl, 1 mM MgCl2, 20 mM imidazole, 5 mM β-mer-
captoethanol, 100 μM GDP, 1% (v/v) Tergitol- type NP- 40 (Sigma), and protease inhibitors. The soluble 
fraction was isolated by ultracentrifugation at 130,000 × g at 4°C for 30 min. The Gi heterotrimer in 
the soluble fraction was purified using Ni- NTA chromatography and eluted with buffer containing 

among SSTR isoforms. The amino acids are colored in red or yellow depending the degree of sequence conservation among the isoforms. The 
secondary structures based on the cryo- EM structure of SSTR2 are shown above the sequences. Critical residues recognizing SST- 14 are indicated with 
asterisks under the sequences. P1, P2, and P3 indicate highly variable sequences among the isoforms. (C) The conserved amino acids near the ligand- 
binding pocket are colored according to the sequence alignment in (B). Highly conserved amino acids are clustered near the inner bottom of the 
pocket, which interacts with the Trp- Lys motif, while amino acids near the upper part of the pocket are not well conserved. (D) Three variable positions 
(P1, P2, P3) in the ligand- binding pockets based on the cryo- EM structure of SSTR2 and AlphaFold modeled structure of SSTR1, SSTR3, SSTR4, and 
SSTR5.

The online version of this article includes the following figure supplement(s) for figure 3:

Figure supplement 1. AlphaFold modeled structures of somatostatin receptor (SSTR) isoforms.

Figure 3 continued
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20 mM HEPES (pH 7.5), 100 mM NaCl, 1 mM MgCl2, 300 mM imidazole, 5 mM β-mercaptoethanol, 
and 10 μM GDP. HRV 3C protease was added and the 6× His tag was cleaved at 4°C overnight. A 
reverse affinity column was used for purification of untagged Gαi1/Gβ1γ2. The untagged Gαi1/Gβ1γ2 
protein was further purified by size exclusion chromatography (SEC) on a HiLoad 16/600 Superdex 
200 column (Cytiva) with the following buffer: 20 mM HEPES (pH 7.5), 100 mM NaCl, 1 mM MgCl2, 
500 µM TCEP, and 10 µM GDP. The eluted protein was concentrated to 5 mg/mL and stored at −80°C 
until further use. The supernatant containing scFv16 was loaded onto a HisTrap EXCEL column. The 
column was washed with 10 CVs of wash buffer containing 20 mM HEPES (pH 7.5), 100 mM NaCl, and 
50 mM imidazole. The bound protein was eluted using the same buffer supplemented with 500 mM 
imidazole. After the eluted protein was concentrated, PD- 10 desalting column was used to remove 
the high concentration of imidazole. The C- terminal 6× His tag was cleaved by incubation with HRV 
3C protease at 4°C overnight. A reverse affinity column was used for purification of untagged scFv16. 
scFv16 was further purified by SEC on a HiLoad 16/600 Superdex 200 column (Cytiva) with following 
buffer containing 20  mM HEPES (pH 7.5) and 100  mM NaCl. Monomeric fractions were pooled, 
concentrated, and flash- frozen in liquid nitrogen until further use.

Formation of SSTR2-Gαi1/Gβ1γ2 complex
To form the SSTR2- Gαi1/Gβ1γ2- scFv16 complex, fresh SST- 14- bound SSTR2 was mixed with a 1.2 
molar excess of Gαi1/Gβ1γ2. The coupling reaction was performed at 25°C for 1 hr, followed by the 
addition of 0.2 units/mL apyrase (New England Biolabs). After an additional 1 hr at 25°C, lambda 
phosphatase (New England Biolabs) was added. To form the SSTR2- Gαi1/Gβ1γ2- scFv16 complex, 
a 1.2 molar excess of scFv16 was added to the SSTR2- Gαi1/Gβ1γ2 complex and further incubated 
at 4°C overnight. The SSTR2- Gαi1/Gβ1γ2- scFv16 complex sample in LMNG/CHS- containing buffer 
was loaded on a Superdex 200 Increase 10/300 GL column (Cytiva) equilibrated in buffer containing 
20 mM HEPES (pH 7.5), 100 mM NaCl, 1 mM MgCl2, 0.5 mM TCEP, 0.001% (w/v) LMNG, 0.0001% 
(w/v) CHS, and 40 μM SST- 14. Peak fractions were concentrated to 2.5 mg/mL for electron microscopy 
studies.

Cryo-EM image processing
Cryo- EM data were collected with a Titan Krios, Yokohama, Japan. A total of 5523 movies were 
collected in electron counting mode for 50 frames with a total dose of 55.04 e/Å (Saito et al., 2005). 
Magnification of micrographs was ×75,000, 0.867 Å/pixel. After data collection, image processing 
was performed by Relion 3.1 (Zivanov et al., 2018) in the SBGrid package (https://www.sbgrid.org/; 
Morin et  al., 2013). Initially, collected movies were motion- corrected by MotionCorr2 and ctffind 
using CTFFIND 4.1 embedded in Relion 3.1. Then, 6,677,042 particles were picked by template- 
based autopicking. Bad particles were filtered out through several rounds of 2D classification until 
secondary structures were visible in 2D classes. After 2D classification, the selected 2,906,685 parti-
cles were subjected to 3D classification with C1 symmetry dividing the particles into eight classes. 
Among eight 3D classes, three high- resolution classes were selected. Several rounds of 3D classifica-
tion were performed until the final resolution reached 4.08 Å by 3D autorefining with a final of 320,885 
particles. The final particles were reextracted from motion- corrected micrographs with a total dose of 
29.24 e-/Å (Saito et al., 2005), and the resolution was improved up to 3.72 Å (FSC threshold 0.143). 
For further processing, the whole model was divided into two bodies for multibody refinement. Body 
1 contains SSTR2 + Gαi1/Gβ1 + scFv16, and Body 2 contains Gβ1/Gγ2 + scFv16. The resolution after 
multibody refinement and sharpening was 3.65 Å for Body 1 and 3.22 Å for Body 2 (FSC threshold 
0.143). The atomic model was built on the cryo- EM map with the help of the available Gαi1/Gβ1 + 
scFv16 structure and the AlphaFold predicted SSTR2 structure. The cryo- EM map and the model were 
deposited at the EMDB (https://www.ebi.ac.uk/) and RCSB (https://www.rcsb.org/) databases with the 
accession codes of EMD- 32543 and 7WJ5, respectively.

cAMP functional assay
Inhibition of forskolin- stimulated cAMP production was measured using a CISBIO cAMP HTRF- FRET 
kit (Cisbio, Bedford, MA). First, 2 μg of SSTR2 DNA was transfected into HEK293 cells, and the cells 
were plated in 96- well plates (4 × 104/well) in 5 μL using DMEM supplemented with 1% FBS following 
suspension in 5 mM EDTA/PBS. The cells were treated with 2 μL of 50 μM phosphodiesterase inhibitor 

https://doi.org/10.7554/eLife.76823
https://www.sbgrid.org/
https://www.ebi.ac.uk/
https://www.rcsb.org/
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(RO- 20–1724) dissolved in a stimulation buffer (1× DPBS containing 0.1% BSA) and 2 μL of SST- 14 at 
10 different concentrations (5 × 10–6, 2.5 × 10–6, 2.5 × 10–7, 5 × 10–8, 2.5 × 10–8, 2.5 × 10–9, 5 × 10–10, 2.5 
× 10–10, 2.5 × 10–11, and 5 × 10–12 M) dissolved in distilled water, and 1 μL of 1 μM forskolin for 45 min at 
37°C. The plates were developed by adding 5 μL of anti- cAMP cryptate and 5 μL of d2- labeled cAMP 
in a lysis buffer for 60 min at 25°C. Fluorescence measurements were acquired at 620 and 665 nm 
using an Artemis plate reader (Cisbio, Bedford, MA), and FRET data were calculated as the 665/620 
ratio. The signal values of WT SSTR2 were normalized from 0% to 100%. The signal values of mutant 
SSTR2 were indicated relative to those of WT SSTR2. The expression levels of SSTR2 constructs were 
monitored by Western blot analysis using FLAG antibody (Sigma A8592, St. Louis, MO, USA) and 
actin antibody (Sigma A5441, St. Louis, MO, USA) (Figure 2—figure supplement 1). The HEK293 
cells were obtained from Korean Cell Line Bank (https://cellbank.snu.ac.kr). The characteristics of the 
cell line are as follows: origin- kidney, species- human, cellular morphology- epithelia, growth pattern- 
monolayer, histopathology- transformed primary embryonial kidney. The detailed STR data can be 
found at Korean Cell Line Bank (https://cellbank.snu.ac.kr) with KCBL No. 21,573. The cell line was 
tested negative for mycoplasma contamination.

Acknowledgements
We thank the members of the Song and Lee Laboratories for technical assistance and helpful discus-
sion. We also thank Dr Seung- Hee Lee for critical reading of this manuscript. We thank the staff 
of the cryo- EM facility at RIKEN Center for Biosystems Dynamics Research, Yokohama, Japan, and 
Korea Basic Science Institute (KBSI), Daejeon, Korea, for the data collection. This work was supported 
by a grant (NRF- 2020M3A9G7103934 to JS and WL) from the National Research Foundation (NRF) 
of Korea. The software programs used for the processing were supported by SBGrid (https://www. 
sbgrid.org/). The computing resource was supported by the Global Science Experimental Data Hub 
Center (GSDC), Korea Institute of Science and Technology Information (KISTI), and by the data anal-
ysis hub, Olaf in the Institute of Basic Sciences (IBS) Research Solution Center.

Additional information

Competing interests
Ji- Hye Yun: is an employee at PCG- Biotech and holds a research director position. Ji- Joon Song, 
Weontae Lee: is a co- founder of PCG- Biotech. The other authors declare that no competing interests 
exist.

Funding

Funder Grant reference number Author

National Research 
Foundation of Korea

NRF-2020M3A9G7103934 Ji-Joon Song
Weontae Lee

The funders had no role in study design, data collection and interpretation, or the 
decision to submit the work for publication.

Author contributions
Yunseok Heo, Eojin Yoon, Conceptualization, Data curation, Investigation, Visualization, Writing – 
original draft, Writing – review and editing; Ye- Eun Jeon, Ji- Hye Yun, Data curation, Investigation; 
Naito Ishimoto, Data curation; Hyeonuk Woo, Validation; Sam- Yong Park, Data curation, Supervision; 
Ji- Joon Song, Conceptualization, Data curation, Funding acquisition, Project administration, Supervi-
sion, Visualization, Writing – original draft, Writing – review and editing; Weontae Lee, Conceptualiza-
tion, Funding acquisition, Project administration, Supervision, Writing – review and editing

Author ORCIDs
Sam- Yong Park   http://orcid.org/0000-0001-6164-8896
Ji- Joon Song   http://orcid.org/0000-0001-7120-6311

https://doi.org/10.7554/eLife.76823
https://cellbank.snu.ac.kr
https://cellbank.snu.ac.kr
https://www.sbgrid.org/
https://www.sbgrid.org/
http://orcid.org/0000-0001-6164-8896
http://orcid.org/0000-0001-7120-6311


 Short report      Structural Biology and Molecular Biophysics

Heo, Yoon et al. eLife 2022;0:e76823. DOI: https://doi.org/10.7554/eLife.76823  12 of 13

Decision letter and Author response
Decision letter https://doi.org/10.7554/eLife.76823.sa1
Author response https://doi.org/10.7554/eLife.76823.sa2

Additional files
Supplementary files
•  Transparent reporting form 

Data availability
The cryo- EM map and the model are to be deposited at EMDB (https://www.ebi.ac.uk/https://www. 
ebi.ac.uk/) and RCSB (https://www.rcsb.org/) data base with the accession codes of EMD- 32543 and 
7WJ5, respectively.

The following datasets were generated:

Author(s) Year Dataset title Dataset URL Database and Identifier

Heo Y, Yoon E, Jeon 
YE, Yun JH, Ishimoto 
N , Woo H, Park SY, 
Song JJ, Lee W

2022 Cryo- EM structure of 
the human somatostatin 
receptor 2 complex with 
its agonist somatostatin 
delineates the ligand 
binding specificity

https://www. rcsb. org/ 
structure/ 7WJ5

RCSB Protein Data Bank, 
7WJ5

Heo Y, Yoon E, Jeon 
YE, Yun JH, Ishimoto 
N, Woo H, Park SY, 
Song JJ, Lee W

2022 Cryo- EM structure of 
the human somatostatin 
receptor 2 complex with 
its agonist somatostatin 
delineates the ligand 
binding specificity

https://www. ebi. ac. 
uk/ emdb/ EMD- 32543

EMDB, EMD- 32543

References
Barbieri F, Bajetto A, Pattarozzi A, Gatti M, Würth R, Thellung S, Corsaro A, Villa V, Nizzari M, Florio T. 2013. 

Peptide receptor targeting in cancer: the somatostatin paradigm. International Journal of Peptides 
2013:926295. DOI: https://doi.org/10.1155/2013/926295, PMID: 23476673

Bartha Á, Győrffy B. 2021.  TNMplot. com: A Web Tool for the Comparison of Gene Expression in Normal, Tumor 
and Metastatic Tissues. International Journal of Molecular Sciences 22:2622. DOI: https://doi.org/10.3390/ 
ijms22052622, PMID: 33807717

Chun E, Thompson AA, Liu W, Roth CB, Griffith MT, Katritch V, Kunken J, Xu F, Cherezov V, Hanson MA, 
Stevens RC. 2012. Fusion partner toolchest for the stabilization and crystallization of G protein- coupled 
receptors. Structure (London, England) 20:967–976. DOI: https://doi.org/10.1016/j.str.2012.04.010, PMID: 
22681902

Günther T, Tulipano G, Dournaud P, Bousquet C, Csaba Z, Kreienkamp H- J, Lupp A, Korbonits M, Castaño JP, 
Wester H- J, Culler M, Melmed S, Schulz S. 2018. International Union of Basic and Clinical Pharmacology. CV. 
Somatostatin Receptors: Structure, Function, Ligands, and New Nomenclature. Pharmacological Reviews 
70:763–835. DOI: https://doi.org/10.1124/pr.117.015388, PMID: 30232095

Israeli H, Degtjarik O, Fierro F, Chunilal V, Gill AK, Roth NJ, Botta J, Prabahar V, Peleg Y, Chan LF, Ben- Zvi D, 
McCormick PJ, Niv MY, Shalev- Benami M. 2021. Structure reveals the activation mechanism of the MC4 
receptor to initiate satiation signaling. Science (New York, N.Y.) 372:808–814. DOI: https://doi.org/10.1126/ 
science.abf7958, PMID: 33858992

Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O, Tunyasuvunakool K, Bates R, Žídek A, 
Potapenko A, Bridgland A, Meyer C, Kohl SAA, Ballard AJ, Cowie A, Romera- Paredes B, Nikolov S, Jain R, 
Adler J, Back T, et al. 2021. Highly accurate protein structure prediction with AlphaFold. Nature 596:583–589. 
DOI: https://doi.org/10.1038/s41586-021-03819-2, PMID: 34265844

Kim K, Che T, Panova O, DiBerto JF, Lyu J, Krumm BE, Wacker D, Robertson MJ, Seven AB, Nichols DE, 
Shoichet BK, Skiniotis G, Roth BL. 2020. Structure of a Hallucinogen- Activated Gq- Coupled 5- HT2A Serotonin 
Receptor. Cell 182:1574–1588. DOI: https://doi.org/10.1016/j.cell.2020.08.024, PMID: 32946782

Lamberts SWJ, de Herder WW, Hofland LJ. 2002. Somatostatin analogs in the diagnosis and treatment of 
cancer. Trends in Endocrinology and Metabolism 13:451–457. DOI: https://doi.org/10.1016/s1043-2760(02) 
00667-7, PMID: 12431842

Leu FP, Nandi M. 2010. GPCR somatostatin receptor extracellular loop 2 is a key ectodomain for making 
subtype- selective antibodies with agonist- like activities in the pancreatic neuroendocrine tumor BON cell line. 
Pancreas 39:1155–1166. DOI: https://doi.org/10.1097/MPA.0b013e3181de8c05, PMID: 20531241

https://doi.org/10.7554/eLife.76823
https://doi.org/10.7554/eLife.76823.sa1
https://doi.org/10.7554/eLife.76823.sa2
https://www.ebi.ac.uk/
https://www.ebi.ac.uk/
https://www.ebi.ac.uk/
https://www.rcsb.org/
https://www.rcsb.org/structure/7WJ5
https://www.rcsb.org/structure/7WJ5
https://www.ebi.ac.uk/emdb/EMD-32543
https://www.ebi.ac.uk/emdb/EMD-32543
https://doi.org/10.1155/2013/926295
http://www.ncbi.nlm.nih.gov/pubmed/23476673
https://doi.org/10.3390/ijms22052622
https://doi.org/10.3390/ijms22052622
http://www.ncbi.nlm.nih.gov/pubmed/33807717
https://doi.org/10.1016/j.str.2012.04.010
http://www.ncbi.nlm.nih.gov/pubmed/22681902
https://doi.org/10.1124/pr.117.015388
http://www.ncbi.nlm.nih.gov/pubmed/30232095
https://doi.org/10.1126/science.abf7958
https://doi.org/10.1126/science.abf7958
http://www.ncbi.nlm.nih.gov/pubmed/33858992
https://doi.org/10.1038/s41586-021-03819-2
http://www.ncbi.nlm.nih.gov/pubmed/34265844
https://doi.org/10.1016/j.cell.2020.08.024
http://www.ncbi.nlm.nih.gov/pubmed/32946782
https://doi.org/10.1016/s1043-2760(02)00667-7
https://doi.org/10.1016/s1043-2760(02)00667-7
http://www.ncbi.nlm.nih.gov/pubmed/12431842
https://doi.org/10.1097/MPA.0b013e3181de8c05
http://www.ncbi.nlm.nih.gov/pubmed/20531241


 Short report      Structural Biology and Molecular Biophysics

Heo, Yoon et al. eLife 2022;0:e76823. DOI: https://doi.org/10.7554/eLife.76823  13 of 13

Maeda S, Koehl A, Matile H, Hu H, Hilger D, Schertler GFX, Manglik A, Skiniotis G, Dawson RJP, Kobilka BK. 
2018. Development of an antibody fragment that stabilizes GPCR/G- protein complexes. Nature 
Communications 9:3712. DOI: https://doi.org/10.1038/s41467-018-06002-w, PMID: 30213947

Meyerowitz JG, Robertson MJ, Barros-Álvarez X, Panova O, Nwokonko RM, Gao Y, Skiniotis G. 2022. The 
oxytocin signaling complex reveals a molecular switch for cation dependence. Nature Structural & Molecular 
Biology 29:274–281. DOI: https://doi.org/10.1038/s41594-022-00728-4, PMID: 35241813

Morin A, Eisenbraun B, Key J, Sanschagrin PC, Timony MA, Ottaviano M, Sliz P. 2013. Collaboration gets the 
most out of software. eLife 2:e01456. DOI: https://doi.org/10.7554/eLife.01456, PMID: 24040512

Morrison JH, Rogers J, Scherr S, Benoit R, Bloom FE. 1985. Somatostatin immunoreactivity in neuritic plaques of 
Alzheimer’s patients. Nature 314:90–92. DOI: https://doi.org/10.1038/314090a0, PMID: 2858056

Patel YC, Greenwood MT, Warszynska A, Panetta R, Srikant CB. 1994. All five cloned human somatostatin 
receptors (hSSTR1- 5) are functionally coupled to adenylyl cyclase. Biochemical and Biophysical Research 
Communications 198:605–612. DOI: https://doi.org/10.1006/bbrc.1994.1088, PMID: 7905265

Patel YC, Srikant CB. 1994. Subtype selectivity of peptide analogs for all five cloned human somatostatin 
receptors (hsstr 1- 5). Endocrinology 135:2814–2817. DOI: https://doi.org/10.1210/endo.135.6.7988476, PMID: 
7988476

Patel YC, Greenwood MT, Panetta R, Demchyshyn L, Niznik H, Srikant CB. 1995. The somatostatin receptor 
family. Life Sciences 57:1249–1265. DOI: https://doi.org/10.1016/0024-3205(95)02082-t, PMID: 7674817

Robertson MJ, Meyerowitz JG, Panova O, Borrelli K, Skiniotis G. 2022. Plasticity in ligand recognition at 
somatostatin receptors. Nature Structural & Molecular Biology 29:210–217. DOI: https://doi.org/10.1038/ 
s41594-022-00727-5, PMID: 35210615

Saito T, Iwata N, Tsubuki S, Takaki Y, Takano J, Huang S- M, Suemoto T, Higuchi M, Saido TC. 2005. Somatostatin 
regulates brain amyloid beta peptide Abeta42 through modulation of proteolytic degradation. Nature 
Medicine 11:434–439. DOI: https://doi.org/10.1038/nm1206, PMID: 15778722

Song Y- H, Hwang Y- S, Kim K, Lee H- R, Kim J- H, Maclachlan C, Dubois A, Jung MW, Petersen CCH, Knott G, 
Lee S- H, Lee S- H. 2020. Somatostatin enhances visual processing and perception by suppressing excitatory 
inputs to parvalbumin- positive interneurons in V1. Science Advances 6:eaaz0517. DOI: https://doi.org/10.1126/ 
sciadv.aaz0517, PMID: 32494634

Song YH, Yoon J, Lee SH. 2021. The role of neuropeptide somatostatin in the brain and its application in treating 
neurological disorders. Experimental & Molecular Medicine 53:328–338. DOI: https://doi.org/10.1038/ 
s12276-021-00580-4, PMID: 33742131

Uhlén M, Fagerberg L, Hallström BM, Lindskog C, Oksvold P, Mardinoglu A, Sivertsson Å, Kampf C, Sjöstedt E, 
Asplund A, Olsson I, Edlund K, Lundberg E, Navani S, Szigyarto CA- K, Odeberg J, Djureinovic D, Takanen JO, 
Hober S, Alm T, et al. 2015. Proteomics. Tissue- based map of the human proteome. Science (New York, N.Y.) 
347:1260419. DOI: https://doi.org/10.1126/science.1260419, PMID: 25613900

Waltenspühl Y, Schöppe J, Ehrenmann J, Kummer L, Plückthun A. 2020. Crystal structure of the human oxytocin 
receptor. Science Advances 6:eabb5419. DOI: https://doi.org/10.1126/sciadv.abb5419, PMID: 32832646

Weckbecker G, Lewis I, Albert R, Schmid HA, Hoyer D, Bruns C. 2003. Opportunities in somatostatin research: 
biological, chemical and therapeutic aspects. Nature Reviews. Drug Discovery 2:999–1017. DOI: https://doi. 
org/10.1038/nrd1255, PMID: 14654798

Weis WI, Kobilka BK. 2018. The Molecular Basis of G Protein- Coupled Receptor Activation. Annual Review of 
Biochemistry 87:897–919. DOI: https://doi.org/10.1146/annurev-biochem-060614-033910, PMID: 29925258

Zivanov J, Nakane T, Forsberg BO, Kimanius D, Hagen WJ, Lindahl E, Scheres SH. 2018. New tools for 
automated high- resolution cryo- EM structure determination in RELION- 3. eLife 7:e42166. DOI: https://doi.org/ 
10.7554/eLife.42166, PMID: 30412051

https://doi.org/10.7554/eLife.76823
https://doi.org/10.1038/s41467-018-06002-w
http://www.ncbi.nlm.nih.gov/pubmed/30213947
https://doi.org/10.1038/s41594-022-00728-4
http://www.ncbi.nlm.nih.gov/pubmed/35241813
https://doi.org/10.7554/eLife.01456
http://www.ncbi.nlm.nih.gov/pubmed/24040512
https://doi.org/10.1038/314090a0
http://www.ncbi.nlm.nih.gov/pubmed/2858056
https://doi.org/10.1006/bbrc.1994.1088
http://www.ncbi.nlm.nih.gov/pubmed/7905265
https://doi.org/10.1210/endo.135.6.7988476
http://www.ncbi.nlm.nih.gov/pubmed/7988476
https://doi.org/10.1016/0024-3205(95)02082-t
http://www.ncbi.nlm.nih.gov/pubmed/7674817
https://doi.org/10.1038/s41594-022-00727-5
https://doi.org/10.1038/s41594-022-00727-5
http://www.ncbi.nlm.nih.gov/pubmed/35210615
https://doi.org/10.1038/nm1206
http://www.ncbi.nlm.nih.gov/pubmed/15778722
https://doi.org/10.1126/sciadv.aaz0517
https://doi.org/10.1126/sciadv.aaz0517
http://www.ncbi.nlm.nih.gov/pubmed/32494634
https://doi.org/10.1038/s12276-021-00580-4
https://doi.org/10.1038/s12276-021-00580-4
http://www.ncbi.nlm.nih.gov/pubmed/33742131
https://doi.org/10.1126/science.1260419
http://www.ncbi.nlm.nih.gov/pubmed/25613900
https://doi.org/10.1126/sciadv.abb5419
http://www.ncbi.nlm.nih.gov/pubmed/32832646
https://doi.org/10.1038/nrd1255
https://doi.org/10.1038/nrd1255
http://www.ncbi.nlm.nih.gov/pubmed/14654798
https://doi.org/10.1146/annurev-biochem-060614-033910
http://www.ncbi.nlm.nih.gov/pubmed/29925258
https://doi.org/10.7554/eLife.42166
https://doi.org/10.7554/eLife.42166
http://www.ncbi.nlm.nih.gov/pubmed/30412051

	Cryo-EM structure of the human somatostatin receptor 2 complex with its agonist somatostatin delineates the ligand-binding specificity
	Editor's evaluation
	Introduction
	Results and discussion
	Materials and methods
	Construct design
	Expression of SSTR2
	The Gαi/Gβγ heterotrimer and scFv16

	Purification of SSTR2
	The Gαi/Gβγ heterotrimer and scFv16

	Formation of SSTR2-Gαi1/Gβ1γ2 complex
	Cryo-EM image processing
	cAMP functional assay

	Acknowledgements
	Additional information
	Competing interests
	Funding
	Author contributions
	Author ORCIDs
	Decision letter and Author response

	Additional files
	Supplementary files

	References


