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Supplement	1	-	Sequences	used	in	this	study	

Murine	µOR	
MKTIIALSYIFCLVFADYKDDDDAMGPGNISDCSDPLAPASCSPAPGSWLNLSHVDGNQSDPCGPNRTGLGE
NLYFQGSHSLCPQTGSPSMVTAITIMALYSIVCVVGLFGNFLVMYVIVRYTKMKTATNIYIFNLALADALATST
LPFQSVNYLMGTWPFGNILCKIVISIDYYNMFTSIFTLCTMSVDRYIAVCHPVKALDFRTPRNAKIVNVCNWIL
SSAIGLPVMFMATTKYRQGSIDCTLTFSHPTWYWENLLKICVFIFAFIMPVLIITVCYGLMILRLKSVRMLSGSK
EKDRNLRRITRMVLVVVAVFIVCWTPIHIYVIIKALITIPETTFQTVSWHFCIALGYTNSCLNPVLYAFLDENFKR
CFREFCIPTSSTILEVLFQGPEQQNSARIRQNTREHPSTANTVDRTNHQLENLEAETAPLPDIHHHHHH	

TEV	and	3C	sites,	respectively,	labelled	in	bold.	Receptor	was	cleaved	prior	to	imaging.	

Human	Gai1	
MGCTLSAEDKAAVERSKMIDRNLREDGEKAAREVKLLLLGAGESGKSTIVKQMKIIHEAGYSEE
ECKQYKAVVYSNTIQSIIAIIRAMGRLKIDFGDSARADDARQLFVLAGAAEEGFMTAELAGVIKRL
WKDSGVQACFNRSREYQLNDSAAYYLNDLDRIAQPNYIPTQQDVLRTRVKTTGIVETHFTFKDL
HFKMFDVGGQRSERKKWIHCFEGVTAIIFCVALSDYDLVLAEDEEMNRMHESMKLFDSICNNK
WFTDTSIILFLNKKDLFEEKIKKSPLTICYPEYAGSNTYEEAAAYIQCQFEDLNKRKDTKEIYTHFT
CATDTKNVQFVFDAVTDVIIKNNLKDCGLF

Human	Gb1	
PGSSGSELDQLRQEAEQLKNQIRDARKACADATLSQITNNIDPVGRIQMRTRRTLRGHLAKIYA
MHWGTDSRLLVSASQDGKLIIWDSYTTNKVHAIPLRSSWVMTCAYAPSGNYVACGGLDNICSI
YNLKTREGNVRVSRELAGHTGYLSCCRFLDDNQIVTSSGDTTCALWDIETGQQTTTFTGHTGD
VMSLSLAPDTRLFVSGACDASAKLWDVREGMCRQTFTGHESDINAICFFPNGNAFATGSDDAT
CRLFDLRADQELMTYSHDNIICGITSVSFSKSGRLLLAGYDDFNCNVWDALKADRAGVLAGHD
NRVSCLGVTDDGMAVATGSWDSFLKIWN

Human	Gg2	
MASNNTASIAQARKLVEQLKMEANIDRIKVSKAAADLMAYCEAHAKEDPLLTPVPASENPFREK
KFFCAIL

scFv16	
DVQLVESGGGLVQPGGSRKLSCSASGFAFSSFGMHWVRQAPEKGLEWVAYISSGSGTIYYADTVKGRFTISR
DDPKNTLFLQMTSLRSEDTAMYYCVRSIYYYGSSPFDFWGQGTTLTVSSGGGGSGGGGSGGGGSDIVMTQ
ATSSVPVTPGESVSISCRSSKSLLHSNGNTYLYWFLQRPGQSPQLLIYRMSNLASGVPDRFSGSGSGTAFTLTIS
RLEAEDVGVYYCMQHLEYPLTFGAGTKLELKAAAHHHHHHHH	
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Supplemental	Figure	2	
Residues	of	the	µOR-Gi	complex	without	scFv16	(scFv16	subtracted)	for	which	we	could	not	
observe	density	were	stubbed	at	the	Cb	position.	Top:	snake	diagram	of	the	µOR	showing	that	
the	majority	of	stubbed	residues	were	in	the	extracellular	ends	of	the	transmembrane	helices,	
as	well	as	much	of	TM1.	
Bottom	left:	model	of	the	µOR-Gi	complex	with	stubbed	residues	colored	red.	Bottom	right:	Full	
list	of	all	residues	that	we	could	not	model	correctly.	
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Supplemental	Figure	3	
Residues	of	the	µOR-Gi	complex	with	scFv16	for	which	we	could	not	observe	density	were	
stubbed	at	the	Cb	position.	Top:	snake	diagram	of	the	µOR	showing	that	the	majority	of	
stubbed	residues	were	in	the	extracellular	ends	of	the	transmembrane	helices,	as	well	as	much	
of	TM1.	
Bottom	left:	model	of	the	µOR-Gi	complex	with	stubbed	residues	colored	red.	Bottom	right:	Full	
list	of	all	residues	that	we	could	not	model	correctly.	
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