Structure Constructs

Aligned proteins ~ Structures  In development Drugs + Ligands Structure constructs References

28,014 (14,950) 464 (218) and unpublished in-trial agents 198,577 464 (0) — 10 (0)
(available for 2,223 (0) (144,826) I |- e

user feedback) m——i

oH gom A
S N N e = F=
\ I N-term

moOZ2mXImmTmJX

Structure Genetic Ligand interactions Ligand site mutations Structure experiments Collaboration &

models variants
23,346 (10,059 34,760 (30,328 '
) 63,526 (0) ( ) ( ) 'it‘iifTi:ff.ii!f?f 349) feedback info

_— | | Data annotation

= Database development
Scientific collaboration
Social media

Give feedback

>=-12> 0

Deposited by the GPCR community

Truncation & fusions sites

GPCRdb invites dissemination of rE 5

published data here and in other sections -
(info is in the Join us section).

Drug statistics Ligand statistics
Stabilising mutation analyser

5HT2A

ADRB2 ACM3

OGrouped  @Siacksd @Class A (Rnodopsn) Class B1 (Secret) @ Class B2 (Adhesion)

i L
ass T (Toste2) o

.

.

. .

.

. .

i

.

. .

.

.

: nll

LI LLL m :

EEEEE R e

Ligand site mutation design tool Construct design tool

O—=-H>»u—-—Ir>»Ccnm-—< Qo Nn—um<rrerZ>r

S GPCRES Number Amino Ackd Mutant Suggestion Homology Scupporting receptors  Scpporting ligands Sy Inter M Experiments Construct Design Tool P
- a a ) 48 data points New page) &
P I T8 N312 LA L) ) recept 45 on polar: 1 b Bllect £.20: 6 = This is & 100l 10 Sesgn structure Constructs based 0n & published GPCR structures 8.
S T % N o - A MoGhcation Gan be bases on @ cAosest templatn. Most Yequent Schtion o SYCIMN rItonae rusatons] %
: 16 data points New page) 2 Bt the ¢ |
1 114 L ) Nyde Ophos .
A [ E G Foki-Eist 8li g Tarpet: GPST129 (50129 human)
Focused structure superpositionSite search v A @ s - e e e
hydrophobic: 72 Folg-Eflect: 520 36 | 50 Trurncationfusion scan ~ Mitation scan  Custom constructs  Fleset o
[ . " L] R N o o113 ° 238 data ¢ Now page) Fuson Ste Fio (Excel)
P c -~ o
(e.g. on ligand site residues) (inference) r———— ey e
aromate 138 cata ¢ Now page
a2 F2%0 MIALY 1% receptors 106 hganc
I o . hydrophotic * & Fold-Eflect 520 24 | 20 68 Truncation/fusion scan
Ry ophote 20 data ponts (New pag) S b v . : ~
Selected site interactions M T 4hetd F1% MIALY ° ) recept 7 e My . pd
aromantic Fold-Effect 2): 9
f ] C-twm
N + Add interaction Skl sam L) e g W polar 63 b Lol ok oo - B E E g
E O Fold-Effect: 5200 24 | 202 39 === rewts
= Interaction 1 Min.match: 2 & ¥ &3 Aat 15 Dora - s o -
w5 wow : . 1 mcep s &3 das pons s S S o ok | W | | ST
Folg-Efect: 520: 7 40
™ G %
NO —
N Q v P ) 100 cata ponts (New pag
s @ % pe Fold-Eftect ! 2): 24
hydropmat
Swab 320 L) P 'm BN F - o - " . -«
e izl k3£ Mot 21]20< 10 wtes - o v
s; 1 Wil ® hydeophobic: 19 113 data ponts (New page) "




