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0i|52350563 |refINP_001004761.1| (100%), 134,428.8 D
G protein-coupled receptor 158 [Mus musculus]
8 unique peptides, 8 unique spectra, 10 total spectra, 91/1200 amino acids (8% coverage)

MGAMAYSLLF CLLLAHLGLGC EVGASLDPPG RPDSPRERTP RGKOHGOOLP
RASAPDPS | P WSRSTDGTIL AOKLAEEVPV DVASYLYTGD FHOLKRANCS
GRYELAGLPG KSPSLASSHP SLHCALDTLT HATNFLNMML QSNKSREQTV
ODDLQWYQAL VRSLLEGEPS ISRAAITFST ESLSTPAPOV FLOATREESR
ILLODLSSSA HHLANATLET EWFHGLRRKW RPHLHRRGSN QGPRGLGHSW
RRRDGLGGDR SHVKWSPPYL ECENGSYKPG WLVTLSAAFY GLOPNLVPEF
RGVMKVDISL QKVDIDQCSS DGWFSGTHKC HLNNSECMPI KGLGFVLGAY
QCICKAGFYH PRVFSVNNFQ RRGPDHHFSG STKDVSEETH VCLPCREGCP
FCADDRPCFV OEDKYLRLAI |SFOALCMLL DFVSMLVVYH FRKAKSIRAS
CLILLETILF GSLLLYFPVV ILYFEPSTFR CILLRWARLL GFATVYGTVT
LKLHRVLKVF LSRTAQRIPY MTGGCRVMRML AVIVLVVFWF LVGWTSSMCQ
NLERDILLVG OGOTSDHLTF NMCLIDRWDY MTAVALFLFL LWGIYLCYAV
RTVPSAFHEP RYMAVAVHNE LIITAIFHTI RFVLASRLOP DWMLMLYFAH
AHLTVTVTIG LLLIPKFSHS SNNPRDDIAT EAYEDELDMG RSGSYLNSS|
NSAWSEHSLD PEDIRDELKK LYAQLEIYKR KKMITNNPHL QKKRCSKKGL
GRSIMRRITE IPETVSROCS KEDKFGTDHS AAKGTGLVRK NPTESSGNTG
RPKEESLKNR VFSLKKSHST YDHVRDQTVE SSSLPMESQE EEATENSTLE
SLSSKKLTQK LKEDSEAEST ESVPLVCKSA SAHNLSSEKK PGHPRTSMLQ
KSLSVIASAK EKTLGLAGKT OTLVMEDRAK SOKPKDRETI RKYSNSDNVE
TIPNSCHMEE PRKPOKSGIM KOORVSLPTA NPDVSSGITO IKDNFDIGEV
CPWEVYDLTP GPMPSEPKAQ KHVSIAASEV EONPASFLKE KSYHKSKATE
GLYQANHKSI| DKTEVCPWEI HSQSLLEDEN RLISKTPVLP GRARELNGSQ
LYTTNMCAGQ YEELPHKVVA PKVENENLNQO MGDOEKQTSS SVDIIPGSCN
SSNNSHQPLT SRAEVCPWEF EPLEQPNAER SVTLPASSAL SANKIPGPQK
" Precursor D SEQUEST SEQUEST
Peptide Sequence my Charge  APPM Confidence Xcorr Score ACn Score
STDGTILAQK 517.2787 2 2.6 95% 2.28 0.28
MITNNPHLOK 598.3178 2 2.5 95% 2.83 0.16
ITEIPETVSR 572.8110 2 55 87% 213 0.12
SHSTYDHVR 2 -0.4 95% 213 0.23
SASAHNLSSEK 2 -2.3 95% 218 032
TQTLVMEDR 2 -2.6 86% 1.83 0.17
VSLPTANPDVSSGITQIK 2 -3.2 95% 3.15 041
SVTLPASSALSANK 673.3682 2 -2.3 95% 2.99 033
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Figure S1.  Mass spectrometric identification of GPR158. Related to Fig. 1. (A) Mapping identified peptides on GPR158 sequence and their mass spectro-
metric parameters. Yellow highlighting shows identified peptides. Green highlighting shows a modification found. The accession number was obtained from
the NBCI Protein database. (B) De novo sequencing of the representative peptide from the GPR158 sequence identified in the experiment. m/z, mass per
charge; PPM, parts per million.
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Figure S2. Stable expression levels of constructs used in BRET assays. Related to Fig. 3. The levels of G protein subunits Gao and GB1 were measured
by Western blotting (WB) using the indicated antibodies. Introduction of RGS7 and/or GPR158 did not significantly affect the expression of proteins. p-ac-
tin detection was used as a loading control.

GPR158/179 are regulators of G protein signaling
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Table S1.  Proteins identified in immunoprecipitation experiment using anti-RGS7 antibodies

Protein name Accession no. MM Unique peptides Coverage Confidence
kD % %
Guanine nucleotide-binding protein, gi: 41281679 39 9 35 100
B-5 subunit
GPCR 158 gi: 52350563 134 8 7.6 100
Regulator of G protein signaling 7 gi: 190684703 55 5 15 100
Heat shock protein 9 gi: 162461907 73 4 5.6 100
Hemoglobin a 1 chain gi: 145301578 15 3 26 100
Heat shock protein 8 gi: 31981690 71 3 57 100
Actin v, cytoplasmic 1 gi: 6752954 42 2 7.5 100
Tubulin g 5 gi: 7106439 50 2 7.5 100
Non-POU domain-containing, gi: 12963531 55 2 4.7 99

octamer binding protein

Proteins identified in the control experiment using GB5 knockout brains were excluded from the analysis. Only hits with the identification confidence of >99% and more

than one unique peptide are shown. Accession numbers are from the NBCI Protein database. Related to Fig. 1. gi, Genlnfo Identifier; MM, molecular mass.
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