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G Protein-Coupled Receptors

Ectoplasm (Ligand Binding Occurs Here)

(G-proteins are activated here)

Typical Molecular Weight: 40 kDa
More than 50% of drug targets are GPCRs.
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SignalP-4,8 prediction {euk networks}: sp_PB8588_RDRB1_HUHAN
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SignalP=-4,8 prediction {(euk networks}: sp_P87950_RDRB2_HUHAN
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hits by profiles: [1 hit (by 1 profile) on 1 sequence]
Hits by PS50262 G_PROTEIN_RECEP_F1_2 G-protfein coupled receptors family 1 profile -

sp-P08588-ADR

B1_HUMAN (477 aa)

75 -37T: score = 47 674
GHVLVIVAIAKT PRLOTLTNLFIMSLASADLVMGLLVVFFGATIVVWGRWEYGSFFCELW
DVLCVITASIETLCVIALDRYLATTSPFRYQSLLTRARARGLVCTVHNATSATVSFLPT
raeSDEARRRCYNDFKCCDF--——---VINRAYAIAS-SVVSFYVPLCIMAFVYLEV
QEOVERKIDSCerrflggparppspspspvpapapppgpprpaaaaataplangrag
krrPSEL REQEALKTLGIIMGVFILCWLPFFLANVVEAF———--HRELVPDRLFVFFN
WLGYANSAFNPIIY

Predicted feature:
DISULFID 131 216 By similarity [condition: C-x*C]

ADRB1: #5itisfi 175-377 &
AT S, HAE131H1216 177E
T

ScanPROSITE #ALF T 45 44y tak

hits by profiles: [1 hit (by 1 profile) on 1 sequence]

Hits by PS50262 G _PROTEIN_RECEP F1 2 G-protein coupled recepiors family 1 profile :

sp-PO7550-ADR
B2_HUMAN

50 - 326:

— (413 aa3)

H_FRITETN_BECERFI—Z

score = 48 336
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FQEARRQLOFKIDESegrfh Jq".'_sqveqdc tgh c:_::{:u:'(]:".d_{".-!.{ulKI'_CZZM._TF
TLCWLPFFIVHNIVHVI----QDNLIRKEVYILLNWIGYVNSGFNPLIY

Predicted feature:

DISULFID

106 191 By similarity

ADRB1: #4847 F50-326
FERRAL A . HAE10641191 1%
E:ﬁ%

[condition: C-x*-C]
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AR 25 56 K

+ —HNiE (dodecaethylene glycol) . ZMtf% (acetamide) . 1,4-T ¢ (1,4
butanediol) . 4-(3-7 P ffckk-2-Fe FL N L) RRE (CAU) | JIH[EEE (cholesterol)
F2EPE (maltose) . #JIEEE (palmitic acid) . FRILE T (SO4)
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