S2 Align. Sequence alignment of the LGR receptors.

FSHR HUMAN MSIELV-LINVLAR VIICGCM
LSHR HUMAN ILTHLI-LINVVAISEIMCACH
TSHR HUMAN IVEULT-LINIVAIRTIYCCCpM
LGR4 HUMAN TVTIEVL-LNSLAMNETIMAY TN
LGR5 HUMAN VAETL- LNSLCFL*MTI‘Y
LGR6 HUMAN

TVAIEVM- NSFCFL‘V‘G‘Y

ILELL-FN G‘FL‘ICGCY
VLELL-LNAAAIBEVIYCVCM
ITICHULV-LINILAIEVECVCHM

B3DGM7_DANRE
Q722C0O_DANRE
COSKM5 DANRE
Q86BL1_DROME
085X01 DROME
C3YOH9 BRAFL
Q18759 CAEEL
F6YUO8 CIOIN
F7BKP7_CIOIN
F7ABQ9 CIOIN
H2XKW4 CIOIN
F7AT69 CIOIN
H2XRMO CIOIN
H2YOP5 CIOIN
H2Y257 CIOIN
F6PUY5 CIOIN
H2XNDO CIOIN
F7B2P5 CIOIN
F6XSI6 CIOIN
H2XKG9 CIOIN
H2XK45 CIOIN
ATRGG2_ NEMVE
A7TRR17_ NEMVE
A7RZD5 NEMVE
RXFP1 HUMAN
RXFP2_HUMAN
BOS5B5 DANRE
E6Y2S4 DANRE
E6Y2S3 DANRE
D9IDV5 DANRE
Q0IGY0O DROME
Q86P34 DROME
C3YZP4 BRAFL
C3XWG5_ BRAFL
C3XWG4 BRAFL
C3YZP5 BRAFL
C3YE30 BRAFL
H2XR57 CIOIN
F7BL24 CIOIN
A7RSLY NEMVE
A7RSM8 NEMVE
A7TRZ84 NEMVE
A75953 NEMVE
A7SPG8_NEMVE
A7SSB7_NEMVE
A7SU96 NEMVE
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Sequence alignment of residues 2.50 to 3.25 and residues 5.38 to 5.58 of the 52 LGR receptors from H.
sapiens, D. rerio, C. intestinalis, B. Floridae, D. melanogaster, C. elegans and N. vectensis. Fully
conserved positions are shaded in black, partially conserved or type-conserved positions are shaded in dark
grey (80% conservation) or light grey (60% conservation). The sequence names correspond to the Uniprot
identifiers (entry names).



