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Short descriptions of reasons for exclusions of families BAND 4.1
(EPB41). This is a large family with 13 members in humans. Only
two of the genes in the family are located inside the investigated
chromosomal regions; EPB41 on chromosome 1, 29.09 Mb and
XP�932590.1 on chromosome 8, 49.99 Mb. However, these genes
are very different and belong to different subfamilies.

SYNAPTOTAGAMIN-LIKE (SYTL). The two genes located within the
selected chromosomal regions, SYTL1 on human chromosome
1 and SYTL3 on human chromosome 6, belong to different
subfamilies according to the phylogenetic tree.

XP�945180.1/NP�067050.1/NP�660346.1. All proteins in this family
are extremely conserved. Spotted green pufferfish, western
clawed frog and mouse only have one gene in this family.
Chicken has two genes, but they are very similar and cluster
together in the tree. In humans and dogs there are three genes
in the family but according to the topology in the tree they must
have arisen by recent gene duplication events that occurred
independently in the human and dog lineages. Therefore, there
are no paralogous genes in this family that are the result of R1
or R2.

CONNECTOR ENHANCER OF KINASE SUPPRESSOR OF RAS (CNKSR). The
proteins in this family have one or several of the following Pfam

domains: PH, SAM�2, DUF1170, and PDZ. Unfortunately, none
of the domains can be found in all (or most) of the proteins and
they are therefore difficult to align.

HIGH-MOBILITY GROUP BOX (HMGB). There has been a large expan-
sion of the HMGB family in human and mouse and many of the
genes are retrotransposed copies. The numbers of genes are as
follows: human, 19; mouse, 39, dog, 4; chicken, 3; frog, 3. It is
difficult to determine which genes are orthologues and which are
paralogues by only studying the tree topology. Three human
genes in this family have four introns, HMGB3 on chromosome
X, HMGB2 on chromosome 4 and HMGB1 on chromosome 13.
The remaining human genes (including the genes on chromo-
somes 1 and 20) either lack introns completely or have only one
intron, and are most likely retrotransposed copies.

PHOSPHATASE AND ACTIN REGULATOR (PHACTR). The sequences in
this family align very poorly, making phylogenetic analysis
unreliable. The genes contain a large number of introns and
seem to be alternatively spliced. However, the transcripts of
orthologous genes in different species are very different and we
can not exclude the possibility that we are aligning different
transcripts in all species.
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NJ tree QP tree

Opioid receptors

Fig. S1. Neighbor-joining and quartet-puzzling maximum likelihood trees for opioid receptors.
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Fig. S2. Neighbor-joining and quartet-puzzling maximum likelihood trees for AT RICH INTERACTIVE DOMAIN 1 (ARID1). The ARID family consist of 15 genes
in the human, mouse and dog genome. The proteins all contain the ARID domain, which has DNA-binding properties. The ARID family can be divided into 7
subfamilies., ARID1A and ARID1B belong to the ARID1 subfamily and show 80% sequence identity within the ARID domain and �50% identity across the full
length amino acid sequence. ARID1A and ARID1B bind DNA with high affinity but without sequence specificity and they are alternative components of the
SWI/SNF-related chromatin remodelling complexes (1, 2). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus
tropicalis; Tni, Tetraodon nigroviridis; Bfl, Branchiostoma floridae; Dme, Drosophila melanogaster; Cin, Ciona intestinalis.

1. Patsialou A, Wilskerand D, Moran E (2005) DNA-binding properties of ARID family proteins. Nucleic Acids Res 33:66–80.
2. Wilsker D, Probst L, Wain HM, Maltais L, Tucker PW, Moran E (2005) Nomenclature of the ARID family of DNA-binding proteins. Genomics 86:242–251.
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Fig. S3. Neighbor-joining and quartet-puzzling maximum likelihood trees for GLUCOCORTICOID MODULATORY ELEMENT BINDING PROTEIN (GMEB). The two
proteins in this family, GMEB1 and GMEB2, contain a Pfam SAND domain, which has DNA binding activity. They are involved in regulation of the glucocorticoid
receptors (GRs) sensitivity o steroid hormones. GMEB1 and GMEB2 form a heteromeric complex that binds to a cis-acting element called the glucocorticoid
modulatory elment (GME) (1, 2). The GMEBs can also bind to the GR-ligand complex and thereby modify the GRs’ induction properties (2). Hsa, Homo sapiens;
Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Cin, Ciona intestinalis; Cel, Caenorhabditis
elegans.

1. Kaul S, Blackford JA, Jr, Chen J, Ogryzko VV, S. Simons SS, Jr (2005) Properties of the glucocorticoid, modulatory element binding proteins GMEB-1 and -2: Potential receptor
transactivationand members of the family of KDWK proteins. Mol Endocrinol 14:1010–1027.

2. Chen J, He Y, Simons SS, Jr (2004). Structure/activity relationships for GMEB-2: The second member of the glucocorticoid modulatory element-binding complex. Biochemistry
43:245–255.
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Fig. S4. Neighbor-joining and quartet-puzzling maximum likelihood trees for ACYL THIOESTERASE/LYSOPHOSPHOLIPASE (LYPLA). All proteins in this family
contain the Pfam Abhydrolase�2 domain. The LYPLA family proteins are enzymes that hydrolyse the ester bond of lysophospholipds to produce a free fatty acid
and a glycerolphosphate derivative. LYPLA1 and LYPLA2 have a catalytic triad composed of Ser-Asp-His and their catalytic mechanism resembles that of serine
hydrolases. Lysophospholipds have many biological functions and can act as second messengers by transducing signals from membrane receptors. LYPLA1 and
LYPLA2 are two of the many enzymes that control the lysophospholipds by regulating their levels [Wang A, Dennis EA (1999) Mamalian lysophospholipases.
Biochimicaet Biophysica Acta 1439:1–16]. There are four human genes that belong to this Ensembl family and they are located on chromosme 1 (LYPLA2), 6
(LYPLA2P1), 8 (LYPLA1) and 19 (no HGNC name available). LYPLA2P1 and the gene on human chromosome 19 are also found in Chimpanzee but not in any of
the other species. Because these two genes are very similar to LYPLA2 but lack introns they are probably retrotransposed copies specific to the human/chimpanzee
line. Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Dme, Drosophila
melanogaster; Cin, Ciona intestinalis.
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Fig. S5. Neighbor-joining and quartet-puzzling maximum likelihood trees for MYELIN TRANSCRIPTION FACTOR 1 (MYT1). The proteins that belong to this
family are neural zinc fingers that act as transcription factors. The MYT1 family proteins bind to the transcriptional corepressor Sin3B while they also bind to
promoters. Sin3B in turn binds histone deacetylase (HDAC), which modifies chromatin structure and thereby repress promoter activity [Rom E, Nielsen JA, Kim
JG, Hudson LD (2005) Myt1 family recruits histone deacetylase to regulate neural transcription. J Neurochem 93:444–1453]. All members of this family contain
several zf-C2HC domains and all except the Ciona intestinalis and Drosophila proteins have a PfamMYT1 domain. However, the MYT1 domain consist of zf-C2HC
domains and the Ciona and Drosophila sequences align quite well with he other sequences. The human members are located on chromosome 2 (MYT1L), 8 (ST18),
and 20 (MYT1). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Bfl,
Branchiostoma floridae; Dme, Drosophila melanogaster; Cin, Ciona intestinalis.
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Fig. S6. Neighbor-joining and quartet-puzzling maximum likelihood trees for Na�/K� transporting ATPase interacting (NKAIN). The proteins in this family
are membrane proteins with three putative transmembrane domains. The NKAIN proteins are localized to neurons and interact with the �1subunitof the
Na,K-ATPase [Gorokhova S, Bibert S, Geeringand K, Heintz N (2007) A novel family of transmembrane proteins interacting with � subunits of the Na,K-ATPase.
Human Mol Gen 16:2394–2410]. Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon
nigroviridis; Dme, Drosophila melanogaster; Cin, Ciona intestinalis.
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Fig. S7. Neighbor-joining and quartet-puzzling maximum likelihood trees for PROTEIN-L-ISOASPARTATE O-METHYLTRANSFERASE DOMAIN CONTAINING
(PCMTD). The proteins in this family, PCMTD1 and PCMTD2, are enzymes and contain the catalytic PCMT domain. PCMTs methylate D-aspartyl and L-isoaspartyl
residues in proteins and peptides. D-aspartyl and L-isoaspartyl are produced by spontaneous deamidation or racemization of normal asparagine residues and the
PCMTs are thought to play a role in the repair and degradation of proteins with this type of damage (Boivin D, Bilodeau D, Béliveau R (1995) Immunochemical
characterization of L-isoaspartyl-protein carboxyl methyltransferase from mammalian tissues. Biochem J. 309:993–998). Hsa, Homo sapiens; Mmu, Mus musculus;
Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Bfl, Branchiostoma floridae; Cin, Ciona intestinalis.
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Fig. S8. Neighbor-joining and quartet-puzzling maximum likelihood trees for REGULATOR OF G-PROTEIN SIGNALING (RGS) subfamily RZ/A. RGS proteins
activate the intrinsic GTPase activity of the G� subunit of G proteins and thereby increase the hydrolysirate of the GTP bound to the G�. The termination rate
of G protein signaling can be increased by a 100-fold or more by the RGS-proteins. There are also indications that RGS proteins can have other functions such
as interactions with receptors or intracellular signaling proteins [Nunn C, Mao H, Chidiac P, Albert PR (2006) RGS17/RGSZ2 and the RZ/A family of regulators of
G protein signalling. Seminars Cell Dev Biol 17:390–399]. Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis;
Tni, Tetraodon nigroviridis; Bfl, Branchiostoma floridae; Dme, Drosophila melanogaster.
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Fig. S9. Neighbor-joining and quartet-puzzling maximum likelihood trees for TRANSCRIPTION FACTOR SOX (SOX). The SOX proteins are transcription factors
that contain the DNA binding HMG-box domain. The SOX HMG-domains are well preserved and bind the DNA target sequence, AACAA(A/T)G (1). This Ensembl
family of transcription factors has 11 members in humans but can be divided further into subfamilies. The genes located close to OPRK1 and OPRL1, SOX17 and
SOX18 respectively, belong to subfamily F together with SOX7 (2). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus
tropicalis; Tni, Tetraodon nigroviridis; Bfl, Branchiostoma floridae; Dme, Drosophila melanogaster.

1. Koopman P, Schepers G, Brenner S, Venkatesh B (2004). Origin and diversity of the Sox transcription factor gene family: Genome-wide analysis in Fugu rubripes. Gene 328:177–186.
2. Bowles J, Schepers G, Koopman P (2000) Phylogeny of the SOX family of developmental transcription factors based on sequence and structural indicators. Dev Biol 227:239–255.
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Fig. S10. Neighbor-joining and quartet-puzzling maximum likelihood trees for TYROSINE KINASE. The nonreceptor tyrosine kinases can be divided into 11
sub-families (1) and this Ensembl family consists of five of them. However, only one of these subfamilies, the SRC-B family, has more than one gene in the
chromosome location of interest. Therefore, only the SRC-B subfamily was investigated further. SRC-B familySRC-B is a subfamily of the nonreceptor
protein-tyrosine kinases. They have one Srchomology 2 domain (SH2), one Srchomology 3 domain (SH3), and a Kinase domain (1). The SRC-B protein-tyrosine
kinases are attached to the inside of the cytoplasmic membranes by their N-amino termini and are expressed in specific cells of hematopoietic origin. They are
coupled to cytokine receptors and are important for the receptor signaling. (2). The genes included in the SRC-B family are BLK, LYN, HCK and LCK (Robinson
et al.). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Bfl, Branchiostoma
floridae; Cin, Ciona intestinalis.

1. Robinson DR, Wu Y-M, Lin S-F (2000) The protein tyrosine kinase family of the human genome. Oncogene 19:5548–55572.
2. Neet K, Hunter T (1996). Vertebrate non-receptor protein-tyrosine kinase families. Genes Cells 1:147–169.
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Fig. S11. Neighbor-joining and quartet-puzzling maximum likelihood trees for STATHMIN (STMN). The proteins in this family all have a Pfam Stahtmin domain.
Four human genes belong to this family. The Stathmin family proteins play important roles in cell proliferation by regulating microtubule growth and shrinkage,
important in mitosis. Stathmin can bind free tubulin and thereby prevent microtubule growth but can also bind to the end of microtubules and depolymerize
them. Sthathmin has four phosphorylation sites and is totally inactivated by phosphorylation of all sites. However, its activity can be regulated and finely tuned
by phosphorylating some but not all of the sites to partially inactivated or down regulate its activity (1, 2). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis
familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Bfl, Branchiostoma floridae; Dme, Drosophila melanogaster.

1. Curmi PA, et al. (1999). Stathmin and its phosphoprotein family: General properties, biochemical and functional interaction with tubulin. Cell Structure Function 24:345–357.
2. Rubin CI, Atweh GF (2004) The role of Stathmin in the regulation of the cell cycle. J Cell Biochem 93:242–250.
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Fig. S12. Neighbor-joining and quartet-puzzling maximum likelihood trees for TRANSCRIPTION ELONGATION FACTOR A (SII) (TCEA). The proteins of this family
play an important role in transcription. They bind to polII and when transcription is stalled they restart the arrested polII by stimulating an intrinsic nuclease
activity of the polymerase. PolII then cleaves the RNA and thereby makes a fresh 3�-hydroxyl group available to the catalytic site and transcriptioncan continue
(Wind M, Reines D (2000) Transcription elongation factor SII. BioEssays 22:327–336). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus
gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Dme, Drosophila melanogaster; Cin, Ciona intestinalis.
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Fig. S13. Neighbor-joining and quartet-puzzling maximum likelihood trees for XK RELATED (XKR). This is a subfamily of the XK (Kell blood group complex)
family. Five genes are included in this Ensembl family but our analysis shows that they can be divided into two distinct subfamiles. The proteins have the structural
characteristics of membrane transport proteins but the substrate/substrates are not known [Calenda G, et al. (2006). Identification of two new members, XPLAC
and XTES, of the XK family. Gene 370:6–16.]. In humans, the proteins of this family have 6–10 predicted transmembraneregions. However, some of the proteins
from other species have as few as two or three transmembrane regions. The varying number of TMs and the different length of the proteins make them difficult
to align. Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Bfl, Branchiostoma
floridae; Dme, Drosophila melanogaster; Cin, Ciona intestinalis.
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Fig. S14. Neighbor-joining and quartet-puzzling maximum likelihood trees for YTH DOMAIN PROTEIN (YTHDF). The proteins of this family are not
characterized but they have a Pfam YTH (YT521-B homology) domain. The YTH domain contains conserved aromatic residues that are similar to aromatic residues
in the RNA recognition motif (RRM) domain. The aromatic residues in the RRM domain are crucial for RNA binding it is therefore likely that the YTH domain
also binds RNA (1). (The YT521-B protein is not a member of this family but it also contains the YTH domain and can alter splice site selection of the pre-mRNA
(1, 2). Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Dme, Drosophila
melanogaster; Cin, Ciona intestinalis.

1. Stoilov P, Rafalska I, Stamm S (2002) YTH: A new domain in nuclear proteins. Trends Biochem Sci 27:495–497.
2. Rafalska I, et al. (2004) The intranuclear localization and function of YT521-B is regulated by tyrosine phosphorylation. Human Mol Gen 13:1535–1549.

Dreborg et al. www.pnas.org/cgi/content/short/0805590105 15 of 24

http://www.pnas.org/cgi/content/short/0805590105


ZDHHC

NJ tree QP tree

 Dme.3L

 Hsa.X.ZDHHC9

 Cfa.X

 Mmu.X

 Gga.4

 Xtr.sc.593

 Tni.1

 Cin.sc161

 Hsa.6.ZDHHC14

 Mmu.17

 Cfa.1

 Gga.3

 Xtr.sc2

 Tni.10.Gws

 Hsa.1.ZDHHC18

 Mmu.4

 Cfa.2

 Gga.23

 Tni.Un.Gws

799

1000

802

985

1000

728

973

997

980

669

1000

929

997

1000

724

509

0.05

 Dme.3L

 Cin.sc161

 Hsa.6.ZDHHC14

 Mmu.17

 Cfa.1

 Gga.3

 Xtr.sc2

 Tni.10.Gws

 Hsa.X.ZDHHC9

 Cfa.X

 Mmu.X

 Xtr.sc593

 Gga.4

 Tni.1.b

 Hsa.1.ZDHHC18

 Mmu.4

 Cfa.2

 Gga.23

 Tni.Un.Gws

80

92

89

99

100

65

75

65

64

91

93

95

96

98

94

0.2

Fig. S15. Neighbor-joining and quartet-puzzling maximum likelihood trees for PALMITOYLTRANSFERASE–ZINC FINGER DHHC DOMAIN CONTAINING (ZDHHC).
All proteins in this family have a Pfam zf-DHHC domain, although the domain can also be found in proteins belonging to other families. The proteins of this family
are thought to act as palmitoyltransferases, linking long fatty acids (usually palmitoyl) by thioester bonds to the side chains of cystein (Mitchell DA, Vasudevan
A, Linder ME, Deschens RJ (2006) Protein palmitoylationby a family of DHHC protein S-acyltransferases. J Lipid Res 47:1118–1127). The Pfam zf-DHHC domain
is also predicted to be zinc binding (Pfam). After a phylogenetic analysis, a subfamily to this Ensembl family was found consisting of ZDHHC18, ZDHHC14 and
ZDHHC9 in humans. Hsa, Homo sapiens; Mmu, Mus musculus; Cfa, Canis familiaris; Gga, Gallus gallus; Xtr, Xenopus tropicalis; Tni, Tetraodon nigroviridis; Dme,
Drosophila melanogaster; Cin, Ciona intestinalis.
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Family Opossum chromosome   

3
Opossum chromosome   

1
Opossum chromosome    

4
Opossum chromosome   

2
Opossum chromosome  

1
Other chromosomes

ARID1 ARID1A            353.98  Mb ARID1B            438.80  Mb
GMEB GMEB2             473.44  Mb GMEB1           361.10  Mb GMEB1       Chr 8      243.62  Mb
LYPLA LYPLA1           186.54  Mb LYPLA2            358.16  Mb
MYT1 ST18              188.74  Mb MYT1                471.86  Mb MYT1L           542.21  Mb
NKAIN NKAIN3           175.79  Mb NKAIN4           474.56  Mb NKAIN1      425.86  Mb NKAIN2         395.46  Mb
NPBWR NPBWR1    187.78  Mb NPBWR2         472.32  Mb
OPR OPRK1           187.42  Mb OPRL1            472.36  Mb OPRD1        361.30  Mb OPRM1      434.89  Mb
PCMTD PCMTD1          189.15  Mb PCMTD2          471.60  Mb
RGS RGS20             186.66  Mb RGS19             472.46  Mb RGS17           433.18  Mb
SOX* SOX17           186.03  Mb SOX18              472.54  Mb SOX7            586.79  Mb
SRC-B LYN                 184.10  Mb HCK                  423.26  Mb LCK               420.63  Mb BLK                560.17  Mb
STMN* STMN2            154.64  Mb STMN3        473.39  Mb STMN1             355.21  Mb STMN4       504.67  Mb
TCEA TCEA1            186.60  Mb TCEA2              472.47  Mb TCEA3           347.57  Mb
XKR* XKR9               166.14  Mb XKR8              360.40  Mb

XKR4               184.60  Mb XKR7             423.17  Mb XKR6            586.56  Mb
YTHDF YTHDF3       175.41  Mb YTHDF1            474.76  Mb YTHDF2        361.17  Mb
ZDHHC* ZDHHC18        353.90  Mb ZDHHC14        439.24  Mb ZDHHC9*   Chr X      31.28  Mb

Family Dog chromosome     

29
Dog chromosome     

24
Dog chromosome      

2
Dog chromosome      

1
Dog chromosome     

17
Dog chromosome    

25
Other chromosomes

ARID1 ARID1A        76.22  Mb ARID1B         49.42  Mb
GMEB GMEB2          50.22  Mb GMEB1         74.70  Mb
LYPLA LYPLA1           8.67  Mb LYPLA2        78.60  Mb
MYT1 ST18               6.98  Mb MYT1             50.67  Mb MYT1L            3.96  Mb
NKAIN NKAIN3        15.71  Mb NKAIN4       50.00  Mb NKAIN1     72.70  Mb NKAIN2       66.28  Mb
NPBWR NPBWR1        7.78  Mb
OPR OPRK1        8.03  Mb OPRL1         50.59  Mb OPRD1           74.58  Mb OPRM1          47.02  Mb
PCMTD PCMTD1         6.72  Mb PCMTD2       50.72  Mb
RGS RGS20         8.53  Mb RGS19          50.56  Mb RGS17           46.22  Mb
SOX* SOX17            8.99  Mb SOX18           50.54  Mb SOX7          30.20  Mb
SRC-B LYN              10.39  Mb HCK               24.44  Mb LCK               71.83  Mb BLK            29.32  Mb
STMN* STMN2         30.05  Mb STMN3      50.26  Mb STMN1          76.93  Mb STMN4     33.34  Mb
TCEA TCEA1            8.62  Mb TCEA2           50.56  Mb TCEA3           78.89  Mb
XKR* XKR9             22.77  Mb XKR8              75.31  Mb

XKR4               9.65  Mb XKR7           24.37  Mb XKR6          29.98  Mb
YTHDF YTHDF3       16.24  Mb YTHDF1      49.97  Mb YTHDF2         74.68  Mb
ZDHHC* ZDHHC18       76.17  Mb ZDHHC14      50.15  Mb ZDHHC9*   Chr X     104.07  Mb

Fig. S16. The figure shows the analyzed gene families and the chromosomal location of the genes they contain for gray short-tailed opossum and dog. All genes
have been given the name of their human orthologs and the tables are color-coded based on the chicken chromosomes (chromosome 2, green; chromosome
20, orange; chromosome 23, blue and chromosome 3, yellow). Note that, except for the opioid receptors, the opossum sequences have not been analyzed
phylogenetically in this study, but are instead predicted by Ensembl as orthologs of the human genes.
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Hsa.8.NPBWR1 ----MDNASFSEPW------------PANASGPDPAL-----------SCSNASTLAP-----------------------LPAPLAVAV
Cfa.29.a ----MHNGSSSEPG------------PTNTSCWGPAP-----------GCPNASSPPPPPP--------------------LPPPLAVAV
Bta.14.b ----MHNASYWGPE------------RANTSCPAPAPTL---------GCPNASGPAPP----------------------LPPPLAVAV
Mmu.1.b ----MHNLTLFESG------------GDNVSCGGSSL-----------GCPNGSSLAPLP---------------------LPQPLAVAV
Mdo.3.b ----MYNLS-SSLG------------PTNSSCPNPELNCSQELSEQDGEEPGSHNASNPDL--------------------LLQPLYIAV
Gga.2.a ----MENTSLPEP---------------NSSCVAGHTDC--------TRRGDVELSIPTPP--------------------PSPSSYITM
Xtr.sc83.a* ----MENFSMN-----------------------FFSNS--------SRR-SEWLNGSMPQ--------------------IIPNFYLAL
Cmi.AAVX01065032.1 ----MENASWNPMS------------P-NTSCNSQEANC--------PPDEGNGTNFMGPG--------------------PYPDFYIAV
Hsa.20.NPBWR2 ----MQAAGHPEPLDS----------RGSFSLPTMGANVS---QDNGTGHNATFSEPLP-------------------------FLYVLL
Bta.Un.b ----MMEATGLEGLES----------TSSPCPGSTGTGLS---WDNGTRHNATFPEPLP-------------------------ALYVLL
Ola.7 ----MENVSVHS--------------AELPACNDSVDFYS---PRSGNRTDLNCTHTSGYY-----------------------DLYVIL
Gac.XII.a ----MENVSIPG--------------FAPPVCNDSVDFYS---LTSVNGTHPNCIPPSGFY--------------------FYTDLYIIL
Dre.23..b ----MENITSPF--------------IPNPTCNFSMDLYY---HNSFNRSDLNCTPPADYF--------------------FYADLYVVL
Xtr.sc1400.a* ----MENLSWFG--------------PPNSSCHPAGNFCH---ANTSHHGSSEMSP----------------------------DFYIVL
Mdo.1.a* ----MRHEDNCS--------------LYN---MTGGDFYP---DNS-SQSNFTFPEQS-------------------------LDFYILL
Pma.co7520 ----MEAPGSGWT-------------QSNATSFLNETAVS------ANGTNRTQVDYSS-------------------------DFYITL
Pma.co2020 ----MAQVPN----------------LSDPD--VNISKVA------MNAT--QQLEGQQ-------------------------NFYVVV
Cfa.24 ----MESLFPAPFWEVLY--------GSHLQGNLSLLSPNHSLLPPTLLLNASHGAFLPLG------------------------LKVTI
Bta.13 ----MESLFPAPFWEVLY--------QEHLQGNLSLLSANHSLLPPHLLLNASHGAFLPLG------------------------LKVTI
Hsa.20.OPRL1 ----MEPLFPAPFWEVIY--------GSHLQGNLSLLSPNHSLLPPHLLLNASHGAFLPLG------------------------LKVTI
Mmu.2 ----MESLFPAPFWEVLY--------GSHFQGNLSLLN---ETVPHHLLLNASHSAFLPLG------------------------LKVTI
Mdo.1.b ----MEPPFLAPFWEDFY--------GNRLFNNFSLIN------GSGLLLNVTQDTFLPIG------------------------LKVTI
Xtr.sc1400.b ------------------------------------------------------------------------------------------
Tgr.L ----MDPHFSIPSFEASY--------LSKLLNDSSVMN--LSTLPSGWYFNSTSDTFLPLG------------------------IKLTI
Gga.20 ----MDPLFPAHILEDPD--------LRKLLNDSSMLN--LSFLPSNWFNNGTGDSFLPLS------------------------IKITI
Gac.XII.b ----MEYPDDFL-LAELG--------HLQFYNNSFFAN------NFNGTYNET-EALLPTG------------------------VKVTI
Tni.Un.b* ----MEFPDDFL-LAELG--------QLQLYNDSLFHN------NFSSSYNET-DALLPTG------------------------VKVTI
Dre.23.a ----MEFPNDSIGFTDPR--------HFHLYNESLFQN------NFS-TFNES-DSFFPKG------------------------FKITI
Hsa.8.OPRK1 ----MDS-PIQIFRGE---------PGPTCA---PSACLPP--NSSAWFPGWAEPDS-NGSAGSEDA---QLEPAH-----ISPAIPVII
Mmu.1.a ----MES-PIQIFRGD---------PGPTCS---PSACLLP--NSSSWFPNWAESDS-NGSVGSEDQ---QLESAH-----ISPAIPVII
Cfa.29.b ----MES-PVQIFRGE---------PGPTCS---ASTCLLP--NGSGWLPGWAETEG-NHSGGSEGA---QLESAH-----ISPAIPVII
Bta.14.a ----MEP-PVQIFRGE---------PGPTCS---PSTCLPP--NGSGWFPGWAEPDG-NGSAGSEDV---LLEPAH-----ISPVILVII
Mdo.3.a ----MES-PVQIFRGD---------MAPTCP---PGNCLLP--NSSNWFPGWADQDN-NESDSYEDQ---QLNHTH-----ISPVIPIII
Gga.2.b ----MDA-PVQIFREE---------LDSTCM---PGPCRPSS-TSSSWPLGWADYDS-NATGTFRDT---QHNSTS-----ISPSIPIII
Tgr.K ----MES-PVQIFREK---------EQALEAGRLEPTCCVPT-NSSIWPLGWHDYYGLNGSEEAWELGHHLANHTN-----ISPTIPIII
Xtr.sc83.b* ----MES-PVQIFREEEAIIPERAPVGSTCSSSCAPACPSSCFPNTSWLLGWDDHDN---VSAYPDLPLNEGNHTS-----ISPTISVII
Ola.17 ----MESGVVHIFKE------------DKCPSGQMGECVPN---FT-WQPGLPDIYN---YTPNGTW---DSEPEP-----LSPIIP-II
Tni.Un.a* ----MEDGVVHIYKE------------DKCPPGQSEQCLPN---FS-WQISLSDAFN---YTLNSSW---DAEPEP-----MSPIIP-II
Gac.III ----MDSGVVHIYKE------------DRCPSGQLEDCFQN---FT-WPTGSSDIFN---NTHNGTW---DTEPEP-----MSPIIP-II
Dre.2 ----MDSNVVQIFKE------------DKCPSSHPEKCLPN---FT-WQSAVSDIYN---SSLNESW---TTEQEA-----MSPLIP-II
Ola.20* ----MENTPVEIFKED-----------NKCLFPLLEGCPGN---SSAWMSGYSDSRN---VTHDEGS----WEQEG-----MSPIIP-II
Gac.XXI* ----MEITPVEIFKEE-----------TKC---LLEDCPGN---SSSWMSGYPESRN---ESHDDN-----WEPDG-----MSPIIP-II
Tni.6* ----MESATVDVLKAD-----------NNCLLAPAEDCPLN---LSAWMSGYPDSRN---VSQDER-----WEQGG-----MPPIIP-II
Gac.XX ----MALPPHSLGDWND--------SVSITPLN-VTFTEDPPR--ASPDINDTNRAAGGDA--------------------TSLLIPVCI
Tni.8* -MEFSTLLPDALGELNGR------LSASLTPFNDSASSDDLLR--DNPGSNGTGSAGARDA--------------------ASMVIAVCI
Ola.11 ----MEAFTVPGAQLSLS------DLYSVIPFN-VTLPDEGG----GLQNLTEQRQPVRGA--------------------AGMIIAVSI
Gac.X ----MEPYTVSGAQLHLS------DLYSVIPYN-ATFPYEETR--DRLQNCTGPRGPAGST--------------------GGLITAICI
Dre.19 ----MEPSVIPGADIP--------DLYSINPFN-VTFPDDVLSFVPDGRNYTEP-NPVKSP--------------------AGIIIAISI
Dre.16 ----MEPPTVTVSDFS--------ERYPLFLHN-SSFLEEPDF----CPTGAEEAVEGGER--------------------QQCGIAVSI
Hsa.1.OPRD1 ----MEPAPSAGAE-----------LQPPLFAN-ASDAYPSA--CPSAGANASGPPGARSA--------------------SSLALAIAI
Bta.2 ----MEPAPSRDPE-----------LQPQLLAN-ASEAFPSA--FPSAGANASGPPGARSA--------------------SSLALAIAI
Cfa.2 ----MEPAPSARAE-----------LQPPLLAN-ASDALPGA--FPSAGANASGPPGARSA--------------------SSLALAVAI
Mmu.4 ----MELVPSARAE-----------LQSSPLVN-LSDAFPSA--FPSAGANASGSPGARSA--------------------SSLALAIAI
Mdo.4 ----MEPVLLADAE-----------QAPLFLTN-CSGAN-------VSEQEPEPPGGGRSA--------------------ASIALAVAI
Xtr.sc478 ----MDLELELSTSRL---------YSDFLFYN-ATQNFSSSI-LPNTSQSAPGPSISRNH--------------------ASIIMAVAI
Tgr.D ----MELS-TMSGAGL---------YPDFLFYN-ATS-FN-----FNGSLNETRPFPVKNI--------------------TSIVIAIAI
Gga.23 ----MELNTELPTE------------PPAAWDN-RTAWDA----LPGAGGNETGPPRAKNA--------------------TSILIAIVI
Hsa.6.OPRM1 ----MDSSAAPTNASNCT------DALAYSS-CSPAPSPGSWVNLSHLDGNLSDPCGPNRT----DLGGRDSLCPP--TGSPSMITAITI
Cfa.1 ----MDSSSVPTNASNCT------DPYTHASSCSPAPSPGSWVNFSHLDGNLSDPCGPNRT----ELGGSDSSCPP--TGSPSMITAITI
Bta.9 ----MDSGAVPTNASNCT------DPFTHPSSCSPAPSPSSWVNFSHLEGNLSDPCGPNRT----ELGGSDRLCPS--AGSPSMITAIII
Mmu.10 ----MDSSAGPGNISDCS------DPLAPAS-CSPAP--GSWLNLSHVDGNQSDPCGPNRT----GLGGSHSLCPQ--TGSPSMVTAITI
Mdo.2 ----MDSNTFSANSSGCS------DPLSPTSSCSPTPLSGAWMNLSRLDGNLSDPCSGPNG----SQAGAGGLCPR--SGSPSMVTAITI
Gga.3 ----AGALEVPFGANASA------AACRPAVPPCAAAPPGAWGN-STAGWNRSEPCGGANG----SAGGGPCAPAG--GGGPSVVTAIAI
Xtr.sc74* ----MDGTPNSSLRSADS------LLNSTLSGLGDNGSQIPMICPVGGMGNWSR-LEGNQS----YLCNQSETFP---EDSDSIIIAIII
Tgr.M MSMPLSMEPQQPLGSAP-------APNGSQQGEG-WGPEPPWICPVPGLGNLSFPQEANLSDPAHQPCNPTGGLPPGAQDPTAIIIAIII
Ola.15 ------------------------------------------------------------------------------------------
Gac.VI -------MESANNLSQLP-----------VLRNDSGRFCGNFTDGHNVSAGFAEAQCDGNR-------GVTGIMEV---DANPVIIAIVI
Dre.13 ------MMENTGNISDLL------YALSNPMVSNSSIFCRNFSNSSGLVN-MNSSVCDR-----------TPELDK---SSTPVIVAIII
Hsa.14.SSTR1 MFPNGTASSPSSSPSPSPGS----CGEGGGSRGPGAGAADGMEEPGRNASQNGTLSEGQGS-------------------------AILI
Hsa.20.SSTR4 ------MSAPSTLP---PG-----GEEGLGTAWPSAANASSAPAEAEEAVAGPGDARAAG--------------------------MVAI
Hsa.16.SSTR5 ----MEPLFPASTP-------------SWNASSPGAASGGGDNRTL----VGPAPS-AGAR-------------------------AVLV
Hsa.22.SSTR3 ----MDMLHPSSVS-------------TTSEPE-NASSAWPPDATLGNVSAGPSPAGLAVS-------------------------GVLI
Hsa.17.SSTR2 ----MDMADEPLNG-------------SHTWLSIPFDLNGSVVSTN--TSNQTEPYYDLTS-------------------------NAVL
Bfl.sc203 ------MDQFEFLP----------------FDNLTYDDNG----------TYPYHNGWTIT-------------------------HVII
Dme.3L ----MTADSEANATNWYNTNESLYTTELNHRWISGSSTIQPEESLYGTDLPTYQHCIATRN----------------------SFADLFT
Clustal Consensus                                                                                           

Fig. S17. Alignment of the opioid and NPBW receptors..
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Hsa.8.NPBWR1 PVVYAVICAVGLAGNSAVLYVLLR--APRMKTVTNLFILNLAIADELFTLVLPINIADFLLRQWPFGELMCKLIVAIDQYNTFSSLYFLT
Cfa.29.a PVVYAVICAVGLAGNSAVLYVLLR--APRTKTVTNLFILNLAVADELFTLVLPINIADFLLQQWPFGELMCKLIVAIDQYNTFSSLYFLT
Bta.14.b PVVYAVICAVGLAGNSAVLFVLLR--APRRKTVTNLFILNLAVADELFTLVLPVNIADFLLRRWPFGELLCKLVVAVDQYNTFSSLYFLT
Mmu.1.b PVVYGVICAVGLAGNSAVLYVLLR--TPRMKTVTNVFILNLAIADELFTLVLPINIADFLLRRWPFGEVMCKLIVAVDQYNTFSSLYFLA
Mdo.3.b PVIYSVICAVGLTGNTAVLYVLLR--APRMKTVTNLFILNLAIADELFTLVLPINIADYLLLQWPFGELMCKLIISIDQYNTFSSLYFLT
Gga.2.a PVIYSIICAVGLTGNTAVIYVILK--APKMKTVTNIFILNLAIADELFTLVLPINIADYLLLQWPFGEFMCKLIISIDQYNIFSSIYFLT
Xtr.sc83.a* PIIYSIICAVGLTGNTAVIYVILK--APKMKSVTNIFILNLAIADELFTLVLPINIVDYLLLQWPFGEFMCKLIISIDEYNTFSSLYFLT
Cmi.AAVX01065032.1 PIIYSVICAVGLTGNTAVIYVILR--APKMKTVTNMFILNLAIADELFTLVLPINVADYLLLQWPFGELMCKLIISIDQYNTFSSIYFLT
Hsa.20.NPBWR2 PAVYSGICAVGLTGNTAVILVILR--APKMKTVTNVFILNLAVADGLFTLVLPVNIAEHLLQYWPFGELLCKLVLAVDHYNIFSSIYFLA
Bta.Un.b PVVYSVICAVGLVGNAAVICVILR--APKMKTVTHVFILNLAIADGLFTLVLPTNIAEHLLQRWPFGEVLCKLVLAIDHCNIFSSVYFLA
Ola.7 PVIYSIICAVGLTGNTAVIYVILK--APKMKTVTNMFILNLAIADDLFTLVLPISIAEHLLSYWPFGEVLCKVILSIDHYNIFSSIYFLT
Gac.XII.a PVIYSVICAVGLTGNTAVIYVILK--APRMKTVTNMFILNLAIADDLFTLVLPINIAEHLLQYWPFGEVLCKVILSIDHYNIFSSIYFLT
Dre.23..b PVIYSVICAVGLTGNTAVIYVILK--APKMKTVTNMFILNLAIADDLFTLVLPINIAEHLLHYWPFGEVLCKIILSIDHYNIFSSIYFLT
Xtr.sc1400.a* PIIYAIICVVGLTGNTAVIYVILK--APKMKTVTNLFILNLAIADDLFTLVLPINIAEILLHYWPFGVVLCKVILSIDLYNIFSSIYFLT
Mdo.1.a* PVMYSVICAVGLTGNTAVIYVILK--APKMKTVTNMFILNLAIADDLFTLVLPINIAEHLLRYWPFGELLCKIILAVDHYNIFSSIYFLT
Pma.co7520 PIIYSVICAIGLTGNTAVIYVILR--APKMKTVTNMFILNLAIADELFTLVLPINIANHLLQDWPFGKTMCKVILSIDQYNMFTSIYFLT
Pma.co2020 PIIYSFICAVGLLGNTAVIYVILR--APKMRTVTNMFILNLAIADELFTLVLPINIADHLLLEWPFGQAMCKLIVAIDHYNMFTSIYFLT
Cfa.24 VGLYLAVCIGGLLGNCLVMYVILR--HTKMKTATNIYIFNLALADTLVLLTLPFQGTDVLLGFWPFGNALCKTVIAIDYYNMFTSTFTLT
Bta.13 LGLYLAVCIGGLLGNCLVMYVILR--HTKMKTATNIYIFNLALADTLVLLTLPFQGTDVLLGFWPFGNALCKTVIAIDYYNMFTSTFTLT
Hsa.20.OPRL1 VGLYLAVCVGGLLGNCLVMYVILR--HTKMKTATNIYIFNLALADTLVLLTLPFQGTDILLGFWPFGNALCKTVIAIDYYNMFTSTFTLT
Mmu.2 VGLYLAVCIGGLLGNCLVMYVILR--HTKMKTATNIYIFNLALADTLVLLTLPFQGTDILLGFWPFGNALCKTVIAIDYYNMFTSTFTLT
Mdo.1.b VVVYLAVFIGGLLGNCLVMYVIIR--HTKMKTATNIYIFNLALADALVLLTLPFQGTDVFLGYWPFGNVLCKTVIAIDYYNMFTSTFTLT
Xtr.sc1400.b -----------------------R--YTKMKTATNIYIFNLALADALVLVTLPFQGTDIFMGIWPFGNVLCKIAIAIDYYNMFTSTFTLT
Tgr.L VIVYLIVCVLGLVGNCAVMFVIVR--YTKMKTATNIYIFNLALADALVLVTLPFQGTDTFLGFWPFGNVLCKIAIAIDYYNMFTSTFTLT
Gga.20 VVVYSIVCIVGLVGNCSVMYVIVR--FTKMKTATNIYIFNLALADTLCLMTLPFQGTDTFLGFWPFGNVLCKIAISIDYYNMFTSTFTLT
Gac.XII.b VVVYMIVCVIGLVGNFLVMYVIIR--YTKMKTATNIYIFNLALADSLFLATLPFQGTDVFLGFWPFGNALCKAVVSIDYYNMFTSTFTLT
Tni.Un.b* VVVYMIVCVIGLVGNFLVMYVVIR--YTKMKTATNIYIFNLALADSLFLATLPFQGTDVFLGFWPFGNILCKAVVSIDYYNMFTSTFTLT
Dre.23.a AVVYMIVCVVGLVGNCLVMYVIIR--YTKMKTATNIYIFNLALADALVLATLPFQGTDVFLGFWPFGNALCKVVVSIDYYNMFTSVFTLT
Hsa.8.OPRK1 TAVYSVVFVVGLVGNSLVMFVIIR--YTKMKTATNIYIFNLALADALVTTTMPFQSTVYLMNSWPFGDVLCKIVISIDYYNMFTSIFTLT
Mmu.1.a TAVYSVVFVVGLVGNSLVMFVIIR--YTKMKTATNIYIFNLALADALVTTTMPFQSAVYLMNSWPFGDVLCKIVISIDYYNMFTSIFTLT
Cfa.29.b TAVYSVVFVVRLVGNSLVMFVIIR--YTKMKTATNIYIFNLALADALVTTTMPFQSTVYLMNSWPFGDVLCKIVISIDYYNMFTSIFTLT
Bta.14.a TAVYSVVFVVGLVGNSLVMFVIIR--YTKMKTATNIYIFNLALADALVTTTMPFQSTVYLMNSWPFGDVLCKVVISIDYYNMFTSIFTLT
Mdo.3.a TAVYSVVFVVGLVGNSLVMFVIIR--YTKMKTATNIYIFNLAMADALVTTTMPFQSTEYLMNSWPFGDVLCKVVISIDYYNMFTSIFTLT
Gga.2.b TAVYSVVFVVGLVGNSLVMFVIIR--YTKMKTATNIYIFNLAMADALVTTTMPFQSTEYLMNSWPFGDVLCKIVISIDYYNMFTSIFTLT
Tgr.K TAVYSMVFVVGLVGNSLVMFVIIR--YTKMKTATNIYIFNLAMADALVTTTMPFQSTEYLMNSWPFGNVLCKIVISIDYYNMFTSIFTLT
Xtr.sc83.b* TAVYSMVFVVGLVGNALVMFVIIR--YTKMKTATNIYIFNLALADALVTTTMPFQSTSFLMNSWPFGDVLCKIVVSIDYYNMFTSIFTLT
Ola.17 VAVYSVVFVVGLVGNCLVMYVIIR--YTKMKTATNIYIFNLAVADALVTTTMPFQSTDYLLSSWPFGEVACKVFISIDYYNMFTSIFTLT
Tni.Un.a* VAVYSVVFVVGLAGNCLVMYVIVR--YTKMKTATNIYIFNLAVADALVTTTMPFQSADYLLSSWPFGEVACKVFISIDYYNMFTSIFTLT
Gac.III VAVYSVVFVVGLAGNCLVMFVIVR--YTKMKTATNIYIFNLAVADALVTTTMPFQSTDYLLSSWPFGEVVCKVFISIDYYNMFTSILTLT
Dre.2 TAVYSVVFVVGLVGNCLVMYVIIR--YTKMKTATNIYIFNLAVADALVTTTMPFQSTDYLLNSWPFGEVVCKVFISIDYYNMFTSIFTLT
Ola.20* TAVYSVVFVVGLMGNCLVMYVIIR--YTKMKTATNIYIFNLALADALVTTTMPFQSTDYLLNTWPFGEVVCKVFISIDYYNMFTSIFTLT
Gac.XXI* TAVYSVVFVVGLLGNCLVMYVIVR--YTKMKTATNIYIFNLALADALVTTTMPFQSTDYLLNTWPFGEVVCKVFISIDYYNMFTSIFTLT
Tni.6* TAVYSVVFVVGLMGNCLVMYVIVR--YTKMKTATNIYIFNLALADALVTTTMPFQSTDYMLNTWPFGEVVCKVFISIDYYNMFISIFTLT
Gac.XX TALYSLICAVGLLGNVLVMFGVVR--YIKLKTATNIYIFNLALADALATSTLPFQSAKYLMGTWPFGEVLCKVVIAIDYYNMFTSIFTLT
Tni.8* TALYSLICVVGLLGNVLVMYGVVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMNTWSFGELLCKLVIAIDYYNMFTSIFTLT
Ola.11 TALYSLICVVGLLGNVLVMYGVVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMNTWPFGEFLCKVVIGIDYYNMFTSIFTLT
Gac.X TALYSVICVVGLLGNVLVMYGVVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMNTWPFGEVLCKLIIAIDYYNMFTSIFTLT
Dre.19 TALYSVICVVGLLGNILVMYGVVR--YTKLKTATNIYIFNLALADALATSTLPFQSTKYLMNTWPFGELLCKVVIAIDYYNMFTSIFTLT
Dre.16 TALYSVICVVGLVGNVLVMYGVVRNRYTKMKTATNIYIFNLALADALATSTLPFQSAKYLMGTWPFGELLCKVVIAIDYYNMFTSIFTLT
Hsa.1.OPRD1 TALYSAVCAVGLLGNVLVMFGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKAVLSIDYYNMFTSIFTLT
Bta.2 TALYSAVCAVGLLGNVLVMFGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKVVLSIDYYNMFTSIFTLT
Cfa.2 TALYSAVCAVGLLGNVLVMFGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKAVLSIDYYNMFTSIFTLT
Mmu.4 TALYSAVCAVGLLGNVLVMFGIVR--YTKLKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKAVLSIDYYNMFTSIFTLT
Mdo.4 TALYSAVCVVGLLGNVLVMYGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKVVLSIDYYNMFTSIFTLT
Xtr.sc478 TALYSVVCVVGLLGNVLVMYGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGEALCKVVLSIDYYNMFTSIFTLT
Tgr.D TALYSVVCVVGLLGNILVMYGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKVVLSIDYYNMFTSIFTLT
Gga.23 TALYSVVCVVGLLGNVLVMYGIVR--YTKMKTATNIYIFNLALADALATSTLPFQSAKYLMETWPFGELLCKLVLSIDYYNMFTSIFTLT
Hsa.6.OPRM1 MALYSIVCVVGLFGNFLVMYVIVR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGTILCKIVISIDYYNMFTSIFTLC
Cfa.1 MALYSIVCVVGLFGNFLVMYVIVR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGTILCKIVISIDYYNMFTSIFTLC
Bta.9 MALYSIVCVVGLFGNFLVMYVIVR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGTILCKIVISIDYYNMFTSIFTLC
Mmu.10 MALYSIVCVVGLFGNFLVMYVIVR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGNILCKIVISIDYYNMFTSIFTLC
Mdo.2 MALYSIVCVVGLFGNFLVMYVIIR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGTILCKIVISIDYYNMFTSIFTLC
Gga.3 MALYSVVCVVGLFGNFLVMYVIIR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGTILCKIVISIDYYNMFTSIFTLC
Xtr.sc74* TALYSMICVMGLFGNVLVMYVIVR--YTKMKTATNIYIFNLALADALATSTLPFQSVNYLMGTWPFGNIVCKIVISIDYYNMFTSIFTLT
Tgr.M TALYSVVCVLGLFGNVLVMYVIIR--YTKMKTATNIYIFNLAFADALATSTLPFQSVNYLMGTWPFGKIICKIVISIDYYNMFTSIFTLT
Ola.15 ----------------------------------------------------------YLMGSWPFGDLLCKMVMSIDYYNMFTSIFTLT
Gac.VI TALYSLVCVVGLVGNVLVMYIIVR--YTKMKTATNIYIFNLAFADALVTSTLPFQSVNYLMGTWPFGDIVCKIVMSIDYYNMFTSIFTLT
Dre.13 TALYSIVCVMGLVGNVLVMYVIIR--YTKMKTATNIYIFNLALADSLATSTLPFQSVNYLMGTWPFGDELCKIVMSIDYYNMFTSIFTLT
Hsa.14.SSTR1 SFIYSVVCLVGLCGNSMVIYVILR--YAKMKTATNIYILNLAIADELLMLSVPFLVTSTLLRHWPFGALLCRLVLSVDAVNMFTSIYCLT
Hsa.20.SSTR4 QCIYALVCLVGLVGNALVIFVILR--YAKMKTATNIYLLNLAVADELFMLSVPFVASSAALRHWPFGSVLCRAVLSVDGLNMFTSVFCLT
Hsa.16.SSTR5 PVLYLLVCAAGLGGNTLVIYVVLR--FAKMKTVTNIYILNLAVADVLYMLGLPFLATQNAASFWPFGPVLCRLVMTLDGVNQFTSVFCLT
Hsa.22.SSTR3 PLVYLVVCVVGLLGNSLVIYVVLR--HTASPSVTNVYILNLALADELFMLGLPFLAAQNALSYWPFGSLMCRLVMAVDGINQFTSIFCLT
Hsa.17.SSTR2 TFIYFVVCIIGLCGNTLVIYVILR--YAKMKTITNIYILNLAIADELFMLGLPFLAMQVALVHWPFGKAICRVVMTVDGINQFTSIFCLT
Bfl.sc203 PCIYAFVCFVGICGNSLVIYVVLR--YAKMKTVTNIYIMNLAMADVLFMMGIPFLAASFALRNWPFGTVMCKIVLSLDAINMFSSVFNLT
Dme.3L VVLYGFVCIIGLFGNTLVIYVVLR--FSKMQTVTNIYILNLAVADECFLIGIPFLLYTMRICSWRFGEFMCKAYMVSTSITSFTSSIFLL
Clustal Consensus                                                                * **   *:  :     . * *   * 

Fig. S17 (continued).
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Hsa.8.NPBWR1 VMSADRYLVVLATAESRRVAGRTYSAARAVSLAVWGIVTLVVLPFAVFARLDDEQGRR-----QCVLVFPQP----EAFWWRASRLYTLV
Cfa.29.a VMSADRYLVVLATAESRRVAGRTYSAARAVSLAVWGLVTLVVLPFAVFARLDDEQGRL-----QCVLVFPQP----EAFWWRASRLYTLV
Bta.14.b VMSADRYLVVLATAESRRVAGRTYGAARAVSLAVWGVATLVVLPFAVFARLDEEQGRR-----QCVLVFPQP----EALWWRASRLYTLV
Mmu.1.b VMSADRYLVVLATAESRRVSGRTYGAARAVSLAVWALVTLVVLPFAVFARLDEEQGRR-----QCVLVFPQP----EAFWWRASRLYTLV
Mdo.3.b VMSIDRYLVVLATIESRKMAYRTYRAAKVVSLAVWFLVTLIVLPFTIFAQLYEEEGRI-----QCVLVFPQP----ENFWWKISRIYTLI
Gga.2.a VMSVDRYLVVAATTKSRKMSYRTYRAAKIVSLCIWSFVTVIILPFTVFAKVHKEQGRS-----QCVFVFPHP----ESVWWKGSRIYTLI
Xtr.sc83.a* VMSIDRYLVVVATVESKKLSYRTYRAAKIVSLCIWIFVTIIILPFVVFAKIHKEHGRL-----QCLFVFPNP----ESLWWQMSRIYTLI
Cmi.AAVX01065032.1 VMSIDRYLVVLATVRSKKMSYRTYRAAKIVSICVWLFVTIIISPFTVFSKIDSEQGRL-----QCVYVFPHP----EILWWKASRIYTLL
Hsa.20.NPBWR2 VMSVDRYLVVLATVRSRHMPWRTYRGAKVASLCVWLGVTVLVLPFFSFAGVYSNELQV----PSCGLSFPWP----EQVWFKASRVYTLV
Bta.Un.b AMSIDRYLVVLATARSRRMPRRTVHRAKVASLCVWLGVTVAVLPFLTFAGVYNNELQV----TSCGLSFPRP----ERAWFQASRIYTLV
Ola.7 VMSIDRYLVVLATVRSKRMPYRTYRAAKIISFCVWILVILIVIPFTVFAGVYVNPFDG-R--KRCGLSLPNP----ETLWFRTSRIYTLI
Gac.XII.a VMSIDRYLVVLATVSSKRMPYRTYRAAKIISLCVWILVILIVSPYTVFAGVYERPNDG-R--KSCVLSFPSP----EGSWITTSRIYTLI
Dre.23..b VMSVDRYLVVLSTVRSKRMPYRTYRAAKIVSLCVWLLVILIVMPFSVFAGVYISPDDTER--KSCVLSFPSP----ESLWFKASRIYTLI
Xtr.sc1400.a* VMSIDRYLVVLATVRSKRMPYRTYRAAKVISLLVWLLVIIIVLPFTIFAGVYMDDMDF----KSCGLNFPKP----EKLWFKASRIYTLL
Mdo.1.a* VMSVDRYLVVLATVQSRRLPYRTYHAARTTSICIWLWVTLIVLPFFIFASVYTNELQI----KSCGLSFPQP----ERFWFKASRIYTLV
Pma.co7520 VMSADRFFVVTATVKSENLPRRTYRNAKLVSRGVWLLVSVVILPFTIFAST-YVDEFD-R--NHCSLDFPKP----EFNWLKGSRIYTLV
Pma.co2020 VMSIDRYLVVLATVKSRSFTWRTYAVAKWVCGGVWALVSLVVLPFVVFASNGIVDSQR-H--TRCGLELPSP----EAEWLRAVRTYTLI
Cfa.24 AMSVDRYVAICHPIRA--LDVRTSSKAQAVNVAIWALASVVGVPVAIMGSAQVE---DE--EIECLVEIPTP----QDYWGPVFAICIFL
Bta.13 AMSVDRYVAICHPIRA--LDVRTSSKAQAVNVAIWALASVVGVPVAIMGSAQVE---DE--EIECLVEIPTP----QDYWGPVFAVCIFL
Hsa.20.OPRL1 AMSVDRYVAICHPIRA--LDVRTSSKAQAVNVAIWALASVVGVPVAIMGSAQVE---DE--EIECLVEIPTP----QDYWGPVFAICIFL
Mmu.2 AMSVDRYVAICHPIRA--LDVRTSSKAQAVNVAIWALASVVGVPVAIMGSAQVE---DE--EIECLVEIPAP----QDYWGPVFAICIFL
Mdo.1.b AMSVDRYIAICHPVRA--LDIRTPNKAKAVNVGIWALASLIGVPVTVMGSAQMD---DD--EIECLVEIPAP----EDYWGPVFGVCVFL
Xtr.sc1400.b MMSVDRYIAICHPVKA--LDIRTPHKAKVVNVCIWILASFIGIPVMVMGSAEME---NDA-EIECLVQIPPP----EHYWDPVFGICVFL
Tgr.L MMSVDRYIAICHPVKA--LDIRTPHKAKIINVCIWALASVIGVPVMVMGSAEME---NN--EVECLVQIPVP----EDYWDPVFGICVFV
Gga.20 MMSVDRYIAICHPIKA--LDIRTPHKAKVVNVCIWALASVFGIPAMVMGSAENE---NN--EIDCLIKLPSP----VDYWDPVFGICVFL
Gac.XII.b VMSMDRYVAVCHPVKA--LDMRTPHKAKVVNICVWVLASAFGVPAMILGNVEEE---QEHNSIECIVVLPEP----RTHWEPVFGTCIFL
Tni.Un.b* VMSIDRYVAVCHPVKA--LDMRTPHKAKVVNICVWVLASAFGVPAMVMGNVEEE---QEHNSVECIVVLPEP----RGHWDPIFGTYVFL
Dre.23.a VMSMDRYVAVCHPVKA--LDMRTPHKAKVVNICVWVLASAIGVPAMVLGDVEQD---NGE-SIECILVLPDP----RSYWDPVFGTCVFL
Hsa.8.OPRK1 MMSVDRYIAVCHPVKA--LDFRTPLKAKIINICIWLLSSSVGISAIVLGGTKVR---EDVDVIECSLQFPDD---DYSWWDLFMKICVFI
Mmu.1.a MMSVDRYIAVCHPVKA--LDFRTPLKAKIINICIWLLASSVGISAIVLGGTKVR---EDVDVIECSLQFPDD---EYSWWDLFMKICVFV
Cfa.29.b MMSVDRYIAVCHPVKA--LDFRTPMKAKIINICIWLLSSSVGISAIVLGGTKVR---EDVDVIECSLQFPDD---DYSWWDLFMKICVFI
Bta.14.a MMSVDRYIAVCHPVKA--LDFRTPLKAKIINICIWILSSSVGISAIVLGGTKVR---EDMEVIECSLQFPDD---DYSWWDLFMKVCVFV
Mdo.3.a MMSVDRYIAVCHPVKA--LDFRTPLKAKIINICIWLLSSSVGISAIVLGGTKVR---EDLDTIECSLQFPDA---DYSWWDLFMKICVFV
Gga.2.b MMSVDRYIAVCHPVKA--LDFRTPLKAKIINICIWLLSSSVGISAIVLGGTKVR---EDTGSTECSLQFPDR---DYVWWDIFMKICVFV
Tgr.K MMSVDRYIAVCHPVKA--LDFRTPLKAKKINVCIWLLSSSVGISAIVLGGTKTT---EDT--TECALQFPTP----YQYWDTLMKVCVFV
Xtr.sc83.b* MMSVDRYIAVCHPVKA--LDFRTPLKAKCINICIWMLSSSVGISAIVLGGTKIS---DAHGSTECALQFPTH----YWYWDTVMKMCVFI
Ola.17 MMSVDRYVAVCHPVKA--LDFRTPVKAKIINVVIWMLSSAAGIPAMILGSTNTN-----NGTTECALQFPEP----YAYWDTLMKICVFI
Tni.Un.a* MMSVDRYVAVCHPIKA--LDFRTPFKAKVINVVIWVLSSAAGIPAMILGSTKTN-----NGTTECALQFPEP----YIYWDTLMKICVFI
Gac.III MMSVDRYVAVCHPVKA--LDFRTPVKAKIVNVIIWVLSSAAGIPAMILGSTKTNNE---TGTTECALQFPDP----YSYWDTLMKICVFI
Dre.2 MMSVDRYVAVCHPVKA--LDFRTPMKAKIINILIWVLSSAAGIPAMVLGSTQTN-----NGTTECALQFPDP----YVYWDTLMKICVFI
Ola.20* MMSVDRYVAVCHPVKA--LDFRTPIKAKLINVCIWILSSAAGIPAFVLGGTQTNSAFPSADITECALQFPEP----YAYWDTMMKICVFV
Gac.XXI* MMSVDRYVAVCHPVKA--LDFRTPIKAKMINVCIWILSSAAGIPAFVLGGTQTKS-----DVTECALQFPEP----YVYWDTLMKICVFV
Tni.6* MMSVDRYVAVCHPVKA--LDFRTPVKAKMINVCIWILSSAAGIPAFVLGGTQTKS-----GVTECALQFPDP----YVYWDTLMKVCVFV
Gac.XX MMSVDRYIAVCHPVRA--LDFRTPAKAKLINVCIWILSSAVAVPVMIMAVTKVT--PQGK--TSCELRFPKP----ERYWDTVLKIGVFI
Tni.8* MMSVDRYVAVCHPVRA--LDFRTPAKAKIINVFIWILSSAVGVPVMMMAATKET--DKGN--IACMLRFPKP----EKYWETTMKVCVFI
Ola.11 MMSVDRYIAVCHPVKA--LGFRTPAKAKMINILIWILSSAIGVPIMIMAVTKVT--DTNK--TTCMLSFPDP----DWYWDTVIKICVFI
Gac.X MMSVDRYIAVCHPIMA--LGFRTPVKAKMINVLIWALSSAIGVPIMFMAMTKVN--ANGK--TMCILKFSEP----EWYWDTVTKICVFI
Dre.19 MMSVDRYIAVCHPVRA--LEFRTPIKAKIINVCIWILSSAVGVPIMIMAVTRVT--NQNT--TVCMLKFPDP----DWYWDTVTKICVFI
Dre.16 MMSVDRYIAVCHPVRA--LDFRTPVKAKIINICVWILSSAVGFPVMVMAVTKEL--DSGK--TICMLKFPDP----EWYWDTVTKICVFI
Hsa.1.OPRD1 MMSVDRYIAVCHPVKA--LDFRTPAKAKLINICIWVLASGVGVPIMVMAVTRP---RDGA--VVCMLQFPSP----SWYWDTVTKICVFL
Bta.2 MMSVDRYIAVCHPVKA--LDFRTPAKAKLINICIWVLASGVGVPIMVMAVTRP---RDGA--VVCMLQFPNP----SWYWDTVTKICVFL
Cfa.2 MMSVDRYIAVCHPVKA--LDFRTPAKAKLINICIWVLASGVGVPIMVMAVTRP---RDGA--VVCMLQFPSP----SWYWDTVTKICVFL
Mmu.4 MMSVDRYIAVCHPVKA--LDFRTPAKAKLINICIWVLASGVGVPIMVMAVTQP---RDGA--VVCMLQFPSP----SWYWDTVTKICVFL
Mdo.4 MMSVDRYIAVCHPVKA--LDFRTPAKAKLINICIWILSSGIGVPIMIMAVTQA---RDGM--VVCMLRFPKP----SWYWDTVTKICVFI
Xtr.sc478 MMSVDRYIAVCHPVRA--LDFRTPSKAKAINVCIWILSSVIGVPIMVMAVTKTT--KAGT--ITCTLQFPRP----DWYWDTVTKICVFI
Tgr.D MMSVDRYVAVCHPVRA--LDFRTPVKAKIINVCIWILSSIIGVPIMVMAVTKTD--KAGT--TYCTLQFPGP----EGYWDTVTKICVFI
Gga.23 MMSVDRYVAVCHPVKA--LDFRTPAKAKVINVCIWVLSSVIGVPIMVMAVTKT---KDGT--VLCTLQFPDP----PIYWDTVTKICVFI
Hsa.6.OPRM1 TMSVDRYIAVCHPVKA--LDFRTPRNAKIINVCNWILSSAIGLPVMFMATTKYR--QGS---IDCTLTFSHP----TWYWENLLKICVFI
Cfa.1 TMSVDRYIAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFMATTKYR--HGS---IDCTLTFSHP----TWYWENLLKICVFI
Bta.9 TMSVDRYIAVCHPVKA--LDFRTPRNAKIINICNWILSSAIGLPVMFMATTKYR--QGS---IDCTLTFSHP----TWYWENLLKICVFI
Mmu.10 TMSVDRYIAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFMATTKYR--QGS---IDCTLTFSHP----TWYWENLLKICVFI
Mdo.2 TMSVDRYIAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFMATTKTR--QGS---IDCTLTFSHP----TWYWENLLKICVFI
Gga.3 TMSVDRYVAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFMATTKYR--QGS---IDCTLTFSHP----AWYWENLLKICVFI
Xtr.sc74* TMSVDRYIAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFMATTKSE--RGS---TDCALLFPHP----SWYWDNLLKICVFI
Tgr.M TMSVDRYIAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFMATTKHE--KGS---TDCTLVFPHP----SWYWDNLLKICVFI
Ola.15 TMSIDRYIAVCHPVKA--LDFRTPRNAKIVNICNWILSSAIGLPVMFMAATAKS--HPK--IVDCKLIFPHP----SWYWDTLLKICVFI
Gac.VI TMSIDRYVAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMFLASAAVT--PSS--SVDCMLIFPHP----SWYWDTLLKICVFI
Dre.13 TMSVDRYIAVCHPVKA--LDFRTPRNAKIVNVCNWILSSAIGLPVMVMASTTSD--LHSNGIIDCTLLFPHP----SWYWENLLKICVFI
Hsa.14.SSTR1 VLSVDRYVAVVHPIKA--ARYRRPTVAKVVNLGVWVLSLLVILPIVVFSRTAAN---SDG-TVACNMLMP---EP-AQRWLVGFVLYTFL
Hsa.20.SSTR4 VLSVDRYVAVVHPLRA--ATYRRPSVAKLINLGVWLASLLVTLPIAIFADTRPA---RGGQAVACNLQWP---HP-A--WSAVFVVYTFL
Hsa.16.SSTR5 VMSVDRYLAVVHPLSS--ARWRRPRVAKLASAAAWVLSLCMSLPLLVFADVQ-------EGG-TCNASWP---EP-VGLWGAVFIIYTAV
Hsa.22.SSTR3 VMSVDRYLAVVHPTRS--ARWRTAPVARTVSAAVWVASAVVVLPVVVFSGVP-------RGMSTCHMQWP---EP-AAAWRAGFIIYTAA
Hsa.17.SSTR2 VMSIDRYLAVVHPIKS--AKWRRPRTAKMITMAVWGVSLLVILPIMIYAGLRS----NQWGRSSCTINWP---GE-SGAWYTGFIIYTFI
Bfl.sc203 VMSVDRYLAVVHPVKS--ADFRRPRIAKVVNVCVWVASIIVISPVIVVAKPTE----QQDGSYACNLHWSDSEDG-MAFWSTAFIAYTFV
Dme.3L IMSADRYIAVCHPISS--PRYRTLHIAKVVSAIAWSTSAVLMLPVILYASTVEQ---EDGINYSCNIMWPDAY---KKHSGTTFILYTFF
Clustal Consensus  :* **:..:  .  :     *    *:      *        .    .               *    .                    
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Hsa.8.NPBWR1 LGFAIPVSTICVLYTTLLCRLHAMRLDSH---AKALERAKKRVTFLVVAILAVCLLCWTP--YHLSTVV-ALTTDLPQTPLVIAISYFIT
Cfa.29.a LGFAIPVSTICVLYSILLCRLRAMRLDSH---ARALDRAKKRVTLLVVAILAACLLCWTP--YHLSTVV-ALTTDLPQTPLVIAVSYFIT
Bta.14.b LGFAIPVSTICVLYTSLLCRLRAIRLDSH---AKALDRAKKRVTVLVVAILAVCLLCWTP--YHLSTVV-ALTTDLPQTPLVIAVSYFIT
Mmu.1.b LGFAIPVTTICALYTTLLCRLRAIQLDSH---AKALDRAKKRVTLLVAAILAVCLLCWTP--YHLSTIV-ALTTDLPQTPLVIGISYFIT
Mdo.3.b LGFAIPVSTICILYSIMLCRLRAMQLDSH---AKALDRAKKRVTLMVLVILAVCLFCWTP--YHLSTIV-ALTMDIPQTPVIIGVSYFIT
Gga.2.a LGFAIPVSTICILYTIMLCRLRRVHLHSN---AKALDKAKKKVTLMVVIILAVCLLCWTP--YHLSTVV-ALTTDIPQTPQIVGISYFIT
Xtr.sc83.a* MGFAIPVSTICILYTMMLYKLRKMRLNTN---AKALDKAKKKVTFMVIVILAVCLFCWTP--YHLSTVV-ALTTDIPQTPAVLGISLFIT
Cmi.AAVX01065032.1 MGFAIPVSTICILYTMMLLRLRNLRLNSN---AKALDKAKRKVTLMVLVILGVCLFCWTP--YHLSTIV-ALTTEIQQTTLIIGISYFIT
Hsa.20.NPBWR2 LGFVLPVCTICVLYTDLLRRLRAVRLRSG---AKALGKARRKVTVLVLVVLAVCLLCWTP--FHLASVV-ALTTDLPQTPLVISMSYVIT
Bta.Un.b LGFVVPMCTLCVLYADLLRRLRALRLHSG---AKALGKAKRKVSLLVLAVLAVGLLCWTP--FHLASIV-ALTTDLPQTPLVIIVSYVVT
Ola.7 LGFAIPVSTICILYTMMLYRLRNMRLNSN---AKALDKAKKKVTIMVFIVLAVCLFCWTP--FHLSTIV-ALTTDLKTTPLLIGLSYFIT
Gac.XII.a LGFAIPVSTICILYTMMLYKLRNMRLNSN---AKALDKAKKKVTIMVFIVLAVCLFCWTP--FHLSTIV-ALTTDLRNTPFLIGISYFIT
Dre.23..b LGFAIPVSTICILYTMMLYKLRNMRLNTN---AKALDKAKKKVTIMVFIVLAVCLFCWTP--FHLSTIV-ALTTDLRTTPLLIGISYFIT
Xtr.sc1400.a* LGFAIPVSTICVLYMVMLYKLRNMRLNSN---AKALDKAKKRVTVMVFVVVAVCLFCWTP--FHLATIV-SLTTDLQETSLVIGISYFIT
Mdo.1.a* LGFAIPVSTICILYIGMLHKLRTMNLNSN---ARALNKAKRKVTIMVIIVLAVCLLCWMP--FHLATIV-ALTTDLPQTSLVIGISYFIT
Pma.co7520 FGFAIPVSTICILYTTMLYKLRNMRLNTN---GKALDKAKRKVTIMVFIVLAVCLFCWTP--YHLSTVI-ALTGNLQETPVVVGVSYFIT
Pma.co2020 AGFVLPVTTICTLYTSMLRQLRGLRLSSNN--ARALDKAKRKVTLMVAVVLGVCLLCWTP--YHLSTVV-ALTVDLNETPMVIAVSYFII
Cfa.24 FSFIIPVLIISVCYSLMIRRLRGVRLLSG---SREKDRNLRRITRLVLVVVAVFVGCWTP--VQVFVLVQGLGVQPG-SETAVAVLRFCT
Bta.13 FSFIIPVLIISICYSLMIRRLRGVRLLSG---SREKDRNLRRITRLVLVVVAVFVGCWTP--VQVFVLVQGLGVQPG-SETAVAILRFCT
Hsa.20.OPRL1 FSFIVPVLVISVCYSLMIRRLRGVRLLSG---SREKDRNLRRITRLVLVVVAVFVGCWTP--VQVFVLAQGLGVQPS-SETAVAILRFCT
Mmu.2 FSFIIPVLIISVCYSLMIRRLRGVRLLSG---SREKDRNLRRITRLVLVVVAVFVGCWTP--VQVFVLVQGLGVQPG-SETAVAILRFCT
Mdo.1.b FSFVIPVLIISACYSLMIRRLRSVRVLSG---SREKDRNLRRITRLVLVVVAVFVGCWTP--VQVFVLAQGLGVQLA-SEAAVAALHFCI
Xtr.sc1400.b FSFVIPVLIITICYSLMIRRLKKVRVLSG---SKEKDRNLRRITRLVLVVVAVFVICWTP--IQIFVLVQSLGAKPD-SDIKVAVLHFCI
Tgr.L FSFVIPVFIITICYSLMIRRLKNVRVLSG---SKEKDRNLRRITRLVLVVVAVFVICWTP--IQIFVLVQCLGAKPD-SEAKVVILHFCI
Gga.20 FSFMIPVLIITICYSLMIRRLKNVRVLSG---SKEKDRNLRRITRMVLVVVAVFIICWTP--IQIFVLVQCLGAKAE-SELELAISCFCT
Gac.XII.b FSFLIPVAIISICYSLMVKRLRNVRILSG---SKEKDRNLRRITRMVLVVVAAFVVCWTP--IQIMVLAQSLGFNLT-SLFTLVLMHFCI
Tni.Un.b* FSFLIPVAIISICYSLMVKRLRNVRILSG---SKEKDRNLRRITRMVLVVVAVFVVCWTP--IQIMVLAQSLGFNLS-SLFTVVLMHFCI
Dre.23.a LSFLIPVAIISVCYSLMVKRLRSVRILSG---SKEKDRNLRRITRMVLVVVAAFVVCWTP--IQIMALAQSLGFNLA-SVQTVVFMHFCI
Hsa.8.OPRK1 FAFVIPVLIIIVCYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFVVCWTP--IHIFILVEALGS-TSHSTAALSSYYFCI
Mmu.1.a FAFVIPVLIIIVCYTLMILRLKSVRLLSG---SREKDRNLRRITKLVLVVVAVFIICWTP--IHIFILVEALGS-TSHSTAALSSYYFCI
Cfa.29.b FAFVIPVLIIIICYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFIICWTP--IHIFILVEALGN-ASHSTAALSSYYFCI
Bta.14.a FAFVIPVLIIIVCYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFVVCWTP--IHIFILVEALGS-TAHSTAALSSYYFCI
Mdo.3.a FAFVIPVLIIIVCYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFIICWTP--IHIFVLVEALGN-TSHSTAALSSYYFCI
Gga.2.b FAFVIPVLIIIVCYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFIICWTP--IHIFVLVEALGD-VSHSTAAVSSYYFCI
Tgr.K FAFIIPVFIITICYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFIICWTP--IHIFVLVEALVN-VPQHTAVISIYYVCI
Xtr.sc83.b* FAFIIPVFIITICYTLMILRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFIVCWTP--IHIFVLVEALVD-VPQSIAVVSIYYFCI
Ola.17 FAFVAPLIIISVCYTLMVLRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFVVCWTP--IHIFILVKALSASVPETTAVMAAYFFCV
Tni.Un.a* FAFVAPVIIITVCYTLMVLRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFVVCWTP--IHIFILVKALSSDVPETTAVMAAYFFCV
Gac.III FGFVLPVIIISVCYTLMVMRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFVVCWTP--IHIFVLVKALYGQVPETTAVMAAYFFCV
Dre.2 FGFVAPLLIITVCYTLMVLRLKSVRLLSG---SREKDRNLRRITRLVLVVVAVFVVCWTP--IHIFILVKALSHGVPETTSVMAAYFFCV
Ola.20* FAFVVPVLIITVCYSLMVLRLKSVRMLSG---SREKDRNLRRITRLVVVVVAVFVVCWTP--IHIFILVKALVS-VPETTGIMAAYFFCV
Gac.XXI* FAFVVPVLIITVCYSLMVLRLKSVRMLSG---SREKDRNLRRITRLVVVVVAVFVVCWTP--IHIFILVKALAS-VPETTAIMAAYFFCV
Tni.6* FAFVVPVLIITVCYSLMVLRLKSVRMLSG---SREKDRNLRRITRLVVVVVAVFVVCWTP--IHIFILVKALVS-VPETTAIMGAYFFCV
Gac.XX FAFVVPVLVITICYGLMILRLKSVRLLSG---SKEKDRNMRRITRMVLVVVAAFIVCWTP--IHIFIIVRTMVDIDRKNLLVVASWHLCI
Tni.8* FAFVVPVLVITICYGLMILRLKSVRLLSG---SKEKDRNLRRITRMVLVVVAAFIVCWTP--IHIFIIVRTVVSIDHKNLLVVASWHLCI
Ola.11 FAFVVPVMVITVCYGLMILRLRSVRLLSG---SKEKDRNMRRITRMVLVVVAAFIVCWTP--IHIFIIVRTMVEVDTRNPFVVASWHLCI
Gac.X FAFVVPVTVISICYSLMILRLKSVRLLSG---SKEKDRNMRRITRMVLVVVAAFIVCWTP--IHIFIIVKTMVAIDTRNPFVIASWHLCI
Dre.19 FAFVVPVLVITICYGLMILRLKSVRLLSG---SKEKDRNMRRITRMVLVVVAAFIICWTP--IHIFIIVKTLVDINQKNPFVIASWHLCI
Dre.16 FAFVFPVLVITVCYGLMILRLKSVRLLSG---SKEKDRNLRRITRMVLVVVAAFIICWTP--IHIFIIVKTVVEIDQKNLLVVACWHLCI
Hsa.1.OPRD1 FAFVVPILIITVCYGLMLLRLRSVRLLSG---SKEKDRSLRRITRMVLVVVGAFVVCWAP--IHIFVIVWTLVDIDRRDPLVVAALHLCI
Bta.2 FAFVVPILVITVCYGLMLLRLRSVRLLSG---SKEKDRSLRRITRMVLVVVGAFVVCWAP--IHIFVIVWTLVDINRRDPLVVAALHLCI
Cfa.2 FAFVVPILIITVCYGLMLLRLRSVRLLSG---SKEKDRSLRRITRMVLVVVGAFVVCWAP--IHIFVIVWTLVDIDRRDPLVVAALHLCI
Mmu.4 FAFVVPILIITVCYGLMLLRLRSVRLLSG---SKEKDRSLRRITRMVLVVVGAFVVCWAP--IHIFVIVWTLVDINRRDPLVVAALHLCI
Mdo.4 FAFVVPILVITVCYGLMILRLRTVRLLSG---SKEKDRNLRRITRMVLVVVAAFIICWAP--IHVFVIVWTLVDIDKRNPLVVASLHLCI
Xtr.sc478 FAFVVPVLVITMCYGLMILRLRSVRLLSG---SREKDRNLRRITRMVLVVVAAFIICWTP--IHIFVIVWTMVDIDKRNPYVVASWHFCI
Tgr.D FAFLVPVLVITICYGLMILRLKSVRLLSG---SKEKDRNMRRITRMVLVVVAAFIICWTP--IHIFVIVWTMVDIDKKNPFVIASWHFCI
Gga.23 FAFMVPILVITICYGLMILRLKSVRLLSG---SKEKDRNLRRITRMVLVVVAAFIICWTP--IHIFVIVWTLVDIDKKNPYVVASLHFCI
Hsa.6.OPRM1 FAFIMPVLIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIYVIIKALVTIPE-TTFQTVSWHFCI
Cfa.1 FAFIMPVLIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIYVIIKALITIPE-TTFQTVSWHFCI
Bta.9 FAFIMPILIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIYVIIKALITIPE-TTFQTVSWHFCI
Mmu.10 FAFIMPVLIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIYVIIKALITIPE-TTFQTVSWHFCI
Mdo.2 FAFIMPVLIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIYVIIKALVTIPE-TTFQTVSWHFCI
Gga.3 FAFIMPVLIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIICWTP--IHIYVIIKALVNIPE-TTFQTVSWHFCI
Xtr.sc74* FAFIMPVLIITVCYGMMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIYVIIKALINIPP-SLFQTVTWHVCI
Tgr.M FAFIMPVLIITVCYGMMILRLKSVRMLSG---SKEKDRNLRRITKMVLVVVAVFIVCWTP--IHIYVIIKALINVPP-SRFETITWHICI
Ola.15 FAFIMPVLIITICYGLMILRLKSVRMLSG---SQEKDKNLRRITRMVLVVVAVFIVCWTP--IHVFVIITALINIPS-STLQTITWHFCI
Gac.VI FAFIMPVLIICVCYGLMILRLKSVRMLSG---SQEKDRNLRRITRMVLVVVAVFIVCWTP--IHIFVIITALINIPN-SSLQTITWHFCI
Dre.13 FAFIMPVLIITVCYGLMILRLKSVRMLSG---SKEKDRNLRRITRMVLVVVAVFIVCWTP--IHIFVIIKALVTIPN-SLLQTITWHFCI
Hsa.14.SSTR1 MGFLLPVGAICLCYVLIIAKMRMVALKAG---WQQRKRSERKITLMVMMVVMVFVICWMP--FYVVQLVNVFAEQDD-ATVSQ----LSV
Hsa.20.SSTR4 LGFLLPVLAIGLCYLLIVGKMRAVALRAG---WQQRRRSEKKITRLVLMVVVVFVLCWMP--FYVVQLLNLFVTSLD-ATVNH----VSL
Hsa.16.SSTR5 LGFFAPLLVICLCYLLIVVKVRAAGVRVG---CVRRR-SERKVTRMVLVVVLVFAGCWLP--FFTVNIVNLAVALPQ-EPASAGLYFFVV
Hsa.22.SSTR3 LGFFGPLLVICLCYLLIVVKVRSAGRRVWAPSCQRRRRSERRVTRMVVAVVALFVLCWMP--FYVLNIVNVVCPLPE-EPAFFGLYFLVV
Hsa.17.SSTR2 LGFLVPLTIICLCYLFIIIKVKSSGIRVG---SSKRKKSEKKVTRMVSIVVAVFIFCWLP--FYIFNVSSVSMAISP-TPALKGMFDFVV
Bfl.sc203 IGFVAPLIIIAVCYTLLLRKVKTASARAG--ARGTRKRSRRKVTRMVIVMVVVFVICWLP--FYTLQLVNLNVQLQV-TPFLVGSYHFIV
Dme.3L LGFATPLCFILSFYYLVIRKLRSVGPKPGTK-SKEKRRAHRKVTRLVLTVISVYILCWLPHWISQVALIHSNPAQRDLSRLEILIFLLLG
Clustal Consensus  .*  *:  :   *  :: :::                  :::: :*  ::     ** *       :                   .  
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Hsa.8.NPBWR1 SLSYANSCLNPFLYAFLDASFRRNLRQLITCR-------------------------------AAAW-----------------------
Cfa.29.a SLSYANSCLNPFLYAFLDDSFRKSLRQLLACR-------------------------------AAA------------------------
Bta.14.b SLSYANSCLNPFLYAFLDDSFRRSLRQLLACR-------------------------------TTS------------------------
Mmu.1.b SLSYANSCLNPFLYAFLDDSFRRSLRQLVSCR-------------------------------SA-------------------------
Mdo.3.b SLSYANSCLNPFLYAFLDDNFRRSFRKLVECR-------------------------------ASP------------------------
Gga.2.a SLSYANSCFNPFLYAFLDDSFRRSFRKLMDCR-------------------------------TTS------------------------
Xtr.sc83.a* SLSYANSCLNPFLYAFLDDSFRKSFRKLLECR-------------------------------SS-------------------------
Cmi.AAVX01065032.1 SLSYANSCLNPFLYAFLDDSFRKSFRKLLDCR-------------------------------A--------------------------
Hsa.20.NPBWR2 SLSYANSCLNPFLYAFLDDNFRKNFRSILRC-----------------------------------------------------------
Bta.Un.b SLSYTSSCLNPFLYAFLDHSFRKSLRTACRCQ-------------------------------GA-------------------------
Ola.7 SLSYANSCLNPFLYAFLDDSFRKAFKKMLECR-------------------------------PA-------------------------
Gac.XII.a SLSYANSCLNPFLYAFLDDSFRKAFKKMSECR-------------------------------PA-------------------------
Dre.23..b SLSYANSCLNPFLYAFLDDSFRKAFKKMLECR-------------------------------PA-------------------------
Xtr.sc1400.a* SLSYANSCLNPFLYAFLDDSFRKSFRKLLECK-------------------------------PA-------------------------
Mdo.1.a* SLSYTNSCLNPFLYAFLDDNFRKSFRKMLECR-------------------------------AT-------------------------
Pma.co7520 SLSYANSCLNPFLYAFLDVNFRNNFQKLLECK-------------------------------VAS------------------------
Pma.co2020 SLSYTNSCLNPLLYAFLDESFRRSFLKLLECK-------------------------------AG-------------------------
Cfa.24 ALGYVNSCLNPILYAFLDENFKACFRKFCCAP-------------------------------ALRREMQVSDRVRSIAK-----DVA--
Bta.13 ALGYVNSGLNPILYAFLDENFKACFRKFCCAS-------------------------------TLRREMQVSDRVRSIAK-----DVA--
Hsa.20.OPRL1 ALGYVNSCLNPILYAFLDENFKACFRKFCCAS-------------------------------ALRRDVQVSDRVRSIAK-----DVA--
Mmu.2 ALGYVNSCLNPILYAFLDENFKACFRKFCCAS-------------------------------ALHREMQVSDRVRSIAK-----DVG--
Mdo.1.b VLGYANSGLNPILYAFLDENFKACFRKFCCAS-------------------------------SLRRELQVSDRVRSIAK-----DVA--
Xtr.sc1400.b ALGYVNSSLNPVLYAFLDENFKACFKKFCFPS-------------------------------AFRPELQMSNRMCSIAK-----DVA--
Tgr.L ALGYVNSSLNPILYAFLDENFKACFRKFCFPA-------------------------------AFRSELQMSNRMCSIAK-----DVA--
Gga.20 ALGYANSSLNPVLYAFLDENFKACFKKFCFPT-------------------------------AFRTELQMSNRMCSIAK-----DVA--
Gac.XII.b ALGYVNSSLNPVLYAFLDENFKRCFREFCKPS-------------------------------PFRLDTQQSGRMRSIAR-----EVAAA
Tni.Un.b* ALGYVNSSLNPVLYAFLDENFKRCFREFCHPS-------------------------------SFHLDTQQSRRMRSIAR-----EVAAP
Dre.23.a ALGYVNSSLNPVLYAFLDENFKRCFREFCHPS-------------------------------RFGIDAQQSGRMRHITR-----EVA--
Hsa.8.OPRK1 ALGYTNSSLNPILYAFLDENFKRCFRDFCFPL-------------------------------KMRMERQS--TSRVRNT-----VQDPA
Mmu.1.a ALGYTNSSLNPVLYAFLDENFKRCFRDFCFPI-------------------------------KMRMERQS--TNRVRNT-----VQDPA
Cfa.29.b ALGYTNSSLNPILYAFLDENFKRCFRDFCFPI-------------------------------KMRMERQS--TSRVRNT-----VQDPA
Bta.14.a ALGYTNSSLNPILYAFLDENFKRCFRDFCFPI-------------------------------KMRMERQS--TSRVRNT-----VQDPA
Mdo.3.a ALGYTNSSLNPILYAFLDENFKRCFRDFCFPF-------------------------------R-RMERQS--TSRVQNT-----VQDTP
Gga.2.b ALGYTNSSLNPILYAFLDENFKRCFKDFCFPF-------------------------------KMRMDRQS--TSRVRNT-----VQDPA
Tgr.K ALGYTNSSLNPILYAFLDENFKRCFKDFCFPS-------------------------------KIRMERQG--NSRVRNT-----IHDPA
Xtr.sc83.b* ALGYTNSSLNPILYAFLDENFKRCFKDFCFPS-------------------------------KHRLDRQP--NSRVGNT-----VQDPA
Ola.17 ALGYTNSSLNPILYAFLDENFKRCFRDFCCPR-------------------------------AVGQGDCQG-VSRVRST-----LRDHT
Tni.Un.a* ALGYTNSSLNPILYAFLDENFKRCFKDFCCLS-------------------------------GQGQRECQG-VSRVRST-----LRDHI
Gac.III ALGYTNSSLNPILYAFLDENFKRCFRDFCCPG-------------------------------AQGHRDSHG-LSRVRST-----LRDHS
Dre.2 ALGYTNSSLNPILYAFLDENFKRCFRDFCCPG--------------------------------RTAGDGRG-VSRVRST-----LREHT
Ola.20* ALGYTNSSLNPVLYAFLDENFKRCFKDFCLSA-------------------------------RLKGEKMSG-SKKTPST-----LQEAA
Gac.XXI* ALGYTNSSLNPVLYAFLDENFKRCFKDFCLSA-------------------------------KLRGEKVSG-SRRTAS------AREAG
Tni.6* ALGYTNSSLNPVLYAFLDENFKRCFKDFCLSA-------------------------------KLKGERVSR-GRKTPST-----VRENA
Gac.XX ALGYTNSSLNPVLYAFLDENFKRCFRDFCLP---------------------------------YRSRLEQSSFSRARN-----STKEPL
Tni.8* ALGYMNSSLNPVLYAFLDENFKRCFRDFCLP---------------------------------RRSRLEQNSFSRARN-----TTREPV
Ola.11 ALGYTNSSLNPVLYAFLDENFKRCFRDFCLP---------------------------------CRTRVEQNSMTSGRN-----TTREPV
Gac.X ALGYTNSSLNPLLYAFLDENFKRCFRDFCLP---------------------------------CRTHMQQHSLTKGRN-----NTRELV
Dre.19 ALGYTNSSLNPVLYAFLDENFKRCFRDFCLP---------------------------------FRTRADQSNLNRARN-----ATREPV
Dre.16 ALGYMNSSLNPVLYAFLDENFKRCFREFCLP---------------------------------FRTRIEQNSFSKARS-----VIREPI
Hsa.1.OPRD1 ALGYANSSLNPVLYAFLDENFKRCFRQLCR---------------------------------KPCGRPDPSSFSRAREA----TARERV
Bta.2 ALGYANSSLNPVLYAFLDENFKRCFRQLCR---------------------------------MPCGRREPSSFSRAREA----TARERV
Cfa.2 ALGYANSSLNPVLYAFLDENFKRCFRQLCR---------------------------------SPCGRPEPGGFSRAR------------
Mmu.4 ALGYANSSLNPVLYAFLDENFKRCFRQLCR---------------------------------TPCGRQEPGSLRRPRQA----TTRERV
Mdo.4 ALGYTNSSLNPVLYAFLDENFKRCFREFCRPF-------------------------------RRGPHREPSSFSRAREA----TIRERV
Xtr.sc478 ALGYTNSSLNPVLYAFLDENFKRCFREFCLP---------------------------------FRSHSEQSSFSRARN-----TTRDQV
Tgr.D ALGYTNSSLNPVLYAFLDENFKRCFRDFCLP---------------------------------FRARMEQSSFTRAKN-----ATRERV
Gga.23 ALGYTNSSLNPVLYAFLDENFKRCFREFCLP---------------------------------FRARVEQNSFSRARN-----TTRERV
Hsa.6.OPRM1 ALGYTNSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSNIEQQNSTRI-----RQNTRDHP
Cfa.1 ALGYTNSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSTIEQQNSTRI-----RQNTRDHP
Bta.9 ALGYTNSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSTIEQQNSTRI-----RQNTRDHP
Mmu.10 ALGYTNSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSTIEQQNSARI-----RQNTREHP
Mdo.2 ALGYTNSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSTMEQQNSTRI-----RHNTRDHP
Gga.3 ALGYINSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSTIEQQNSTRV-----RQNTRDHA
Xtr.sc74* ALGYTNSCLNPVLYAFLDENFKRCFREFCIP---------------------------------TSSTIEQQNSTRM-----RHNTRDRA
Tgr.M ALGYTNSCLNPVLYAFLDKNFKLCFREFCIP---------------------------------TSSTAEQQNSIRV-----RHNTRDHH
Ola.15 ALGYTNSSLNPVLYGYLDENFKRCFREFCTP---------------------------------SPSVLEIQNSSRTGATSRKVPKRE-H
Gac.VI ALGYTNSSLNPLLYGYLDENFKRCFREFCTP---------------------------------SPSALEMQNSSRTGVTSRKLPQRE-H
Dre.13 ALGYTNSCLNPVLYAFLDENFKRCFREFCVP---------------------------------SPSVLDLQNSTRS-----RNPQRDGQ
Hsa.14.SSTR1 ILGYANSCANPILYGFLSDNFKRSFQRILCL--------------------------------SWMDNAAEEPVDYYATALKSR-----A
Hsa.20.SSTR4 ILSYANSCANPILYGFLSDNFRRFFQRVLCLRCC---------------------------LLEGAGGAEEEPLDYYATALKSKGGAGCM
Hsa.16.SSTR5 ILSYANSCANPVLYGFLSDNFRQSFQKVLC-------------------------------LRKGSGAKDAD-----ATEP-------RP
Hsa.22.SSTR3 ALPYANSCANPILYGFLSYRFKQGFRRVLLRPSRRVRSQEPTVGPPEKTEEEDEEEEDGEESREGGKGKEMNGRVSQITQPGTSGQERPP
Hsa.17.SSTR2 VLTYANSCANPILYAFLSDNFKKSFQNVLC-------------------------------LVKVSGTDDGE----------------RS
Bfl.sc203 TLSYANSCVNPILYALLSENFKKSYQKAICHRDASIDAFTTHDASHTR-------------RRVNSRSKAQQNGGTDSTRIEMRSFGGGN
Dme.3L ALVYSNSAVNPILYAFLSENFRKSFFKAFTCMNKQDINAQLQLEPSVFTKQGSKKRGGSKRLLTSNPQIPPLLPLNAGNNNSSTTTSSTT
Clustal Consensus  * * .*  **.**. *.  *:                                                                    
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Hsa.8.NPBWR1 ------------------------------------------------------
Cfa.29.a ------------------------------------------------------
Bta.14.b ------------------------------------------------------
Mmu.1.b ------------------------------------------------------
Mdo.3.b ------------------------------------------------------
Gga.2.a ------------------------------------------------------
Xtr.sc83.a* ------------------------------------------------------
Cmi.AAVX01065032.1 ------------------------------------------------------
Hsa.20.NPBWR2 ------------------------------------------------------
Bta.Un.b ------------------------------------------------------
Ola.7 ------------------------------------------------------
Gac.XII.a ------------------------------------------------------
Dre.23..b ------------------------------------------------------
Xtr.sc1400.a* ------------------------------------------------------
Mdo.1.a* ------------------------------------------------------
Pma.co7520 ------------------------------------------------------
Pma.co2020 ------------------------------------------------------
Cfa.24 LACKTSETVP------RPA-----------------------------------
Bta.13 LAHKTAETVP------RPA-----------------------------------
Hsa.20.OPRL1 LACKTSETVP------RPAW----------------------------------
Mmu.2 LGCKTSETVP------RPA-----------------------------------
Mdo.1.b FACKTSETAP------RPA-----------------------------------
Xtr.sc1400.b YACKNSDGPN------NPA-----------------------------------
Tgr.L YACKNSDGTN------NPA-----------------------------------
Gga.20 YACKNSEGTN------NPA-----------------------------------
Gac.XII.b YSYKA-DGRGSGGGTPNPA-----------------------------------
Tni.Un.b* YSCKASDGEGPGGGTPNPA-----------------------------------
Dre.23.a FNCKTTDGNS------NPA-----------------------------------
Hsa.8.OPRK1 YLRDIDGMNK------PVW-----------------------------------
Mmu.1.a SMRDVGGMNK------PV------------------------------------
Cfa.29.b YMRDVDGLNK------PV------------------------------------
Bta.14.a YVREVDGVNK------PV------------------------------------
Mdo.3.a YMREVDGINK------PV------------------------------------
Gga.2.b YRREADGTNK------PV------------------------------------
Tgr.K YNKDADETNK------PV------------------------------------
Xtr.sc83.b* CNR--HGSQK------PV------------------------------------
Ola.17 CPPEGRGNVK------QPRPV---------------------------------
Tni.Un.a* YFT-LRQKSK------LIQI----------------------------------
Gac.III CPPDGRGDAR------RA------------------------------------
Dre.2 CPAEAKNDGG------QGRPV---------------------------------
Ola.20* IALENPDGTS------RPT-----------------------------------
Gac.XXI* VPLGNPHGTT------KPT-----------------------------------
Tni.6* LPLENPGRTS------KPT-----------------------------------
Gac.XX SVCAPATARR------PSA-----------------------------------
Tni.8* SVCAPARTGG------PQTD----------------------------------
Ola.11 SVCAPAEGTG------GGAA----------------------------------
Gac.X SVCTPTEAEK------KPA-----------------------------------
Dre.19 SVCLRIQERS------RYD-----------------------------------
Dre.16 SVCAKSESIK------QPT-----------------------------------
Hsa.1.OPRD1 TACTPSDGPG------GGAAAW--------------------------------
Bta.2 TACTPSDGPG------GGAAA---------------------------------
Cfa.2 ------------------------------------------------------
Mmu.4 TACTPSDGPG------GGAAA---------------------------------
Mdo.4 STCSPSEGPR------PA------------------------------------
Xtr.sc478 STCAQSHAPD------KPV-----------------------------------
Tgr.D STCAPSDVMN------KPV-----------------------------------
Gga.23 STCAPSDSRG------QPA-----------------------------------
Hsa.6.OPRM1 STANTVDRTN------HQLENLEAETAPLP------------------------
Cfa.1 STANTVDRTN------HQLENLEAETSPLP------------------------
Bta.9 STANTVDRTN------HQLENLEAETTPLP------------------------
Mmu.10 STANTVDRTN------HQLENLEAETAPLP------------------------
Mdo.2 STANTVDRTN------HQLENLEAETAPLP------------------------
Gga.3 STANTVDRTN------HQLELQEAETTPLP------------------------
Xtr.sc74* STANTVDRTN------HQV-----------------------------------
Tgr.M STANTVDRTN------HQV-----------------------------------
Ola.15 NSANTGERSN------QQVASV--------------------------------
Gac.VI NSANTADRSN------QQV-----------------------------------
Dre.13 SSGHTVDRTN------QQV-----------------------------------
Hsa.14.SSTR1 YSVEDFQPENLESGGVFRNGTCTSRITTLW------------------------
Hsa.20.SSTR4 CPPLPCQQEALQPE-PGRKRIPLTRTTTFW------------------------
Hsa.16.SSTR5 DRIR--QQQEATPPAHRAAANGLMQTSKLW------------------------
Hsa.22.SSTR3 SRVASKEQQLLPQEASTGEKSSTMRISYL-------------------------
Hsa.17.SSTR2 DSKQDKSRLNETTETQRTLLNGDLQTSIW-------------------------
Bfl.sc203 VLRSSLERNGRNRSRAYHADTVRTISNDLTPDKKE-------------------
Dme.3L TAEKTGTTGTQKSCNSNGKVTAPPENLIICLSEQQEAFCTTARRGSGAVQQTDL
Clustal Consensus                                                       

Fig. S17 (continued).
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Other Supporting Information Files
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