Supplement Fig. 3. Sequences of insulin genes for Homo sapiens, Pan
troglodytes, Pongo pygmaeus, Macaca mulatta, Callithrix jacchus,
Microcebus murinus, Tupaia belangeri and Canis familiaris

Coding sequences (CDS) are shown in blue (mature protein) or red (signal peptide
and C-peptide) uppercase, non-coding sequences in orange (transcribed) or black
lowercase. Below each sequence is shown the Chromosomal or scaffold location,
or traces from which the sequence was assembled, the position of the ATG start
codon (or exon 2 start), and any adjustments made. The IGF-II gene follows from
the 3' end of the insulin gene. 'Complement' indicates that the sequence shown
is the complement of that given in the genome assembly (and chromosomal location
numbers therefore read backwards).



Homo sapiens (man)

gggcctcagctggggctgectgtcctaaggcagggtgggaactaggcageccagcagggagg 60
ggacccctccctcactcccactctecccaccecccaccaccttggeccateccatggeggecat 120
cttgggccatccgggactggggacaggggtcctggggacaggggtgtggggacaggggte 180
ctggggacaggggtctggggacaggggtectggggacaggggtgtggggacaggggtgtg 240
gggacaggggtgtggggacaggggtcctggggacaggggtctggggacaggggtectgagg 300
acaggggtgtggggacaggggtgtggggacaggggtgtggggacaggggtgtggggacag 360
gggtctggggacaggggtccgggggacaggggtgtggggacaggggtgtggggacagggg 420
tgtggggacaggggtctggggacaggggtgtggggacaggggtcctggggacaggggtgt 480

ggggataggggtgtggggacaggggtgtggggacaggggtgtggggacaggggtctgggg 540
acagcagcgcaaagagccccgccctgcagecctccagetctectggtctaatgtggaaagt 600

ggcccaggtgagggctttgectctecctggagacatttgecececcagetgtgagcagggacag 660
gtctggccaccgggecccctggttaagactctaatgaccecgetggtecctgaggaagaggtg 720
ctgacgaccaaggagatcttcccacagacccagcaccagggaaatggtccggaaattgca 780
gcctcagecccccagecatctgecgacceccccaccccaggecctaatgggeccaggeggeca 840
ggggttgagaggtaggggagatgggctctgagactataaagccagcgggggcccagcage 900
cctc gtctgttccaaggg 960
cctttgcgtcaggtgggctcaggattccagggtggetggaccccaggecccagetectgeca 1020
gcagggaggacgtggctgggctcgtgaagcatgtgggggtgagecccaggggeccccaagge 1080
agggcacctggccttcagecctgecctcageccctgectgtecteccag 1140
ATGGCCCTGTGGATGCGCCTCCTGCCCCTGCTGGCGCTGCTGGCCCTCTGGGGACCTG 1200
ACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGCGGCTCACACCTGGTGGAAGCTCTCT 1260
ACCTAGTGTGCGGGGAACGAGGCTTCTTCTACACACCCAAGACCCGCCGGGAGGCAGAGG 1320
ACCTGCAGGgtgagccaactgcccattgectgeccecctggeccgeccccagecaccecectget 1380
cctggcgctcccacccagcatgggcagaagggggcaggaggctgeccacccagcagggggt 1440
caggtgcacttttttaaaaagaagttctcttggtcacgtcctaaaagtgaccagctccect 1500
gtggcccagtcagaatctcagecctgaggacggtgttggecttecggcagecccgagatacat 1560
cagagggtgggcacgctcctcccteccactecgeccctcaaacaaatgecccecgecageccatt 1620
tctccaccctcatttgatgaccgcagattcaagtgttttgttaagtaaagtcctgggtga 1680
cctggggtcacagggtgccccacgectgecctgectctgggecgaacaccccatcacgeccgg 1740
aggagggcgtggctgecctgcctgagtgggccagacccctgtecgeccaggectcacggcage 1800
tccatagtcaggagatggggaagatgctggggacaggccctggggagaagtactgggate 1860
acctgttcaggctcccactgtgacgctgecccecggggecgggggaaggaggtgggacatgtg 1920
ggcgttggggcctgtaggtccacacccagtgtgggtgaccctccctectaacctgggteca 1980
gcccggctggagatgggtgggagtgegacctagggectggecgggcaggecgggecactgtgte 2040
tccctgactgtgtectectgtgtecctectgectegecgetgttecggaacctgetetgeg 2100
cggcacgtcctggecagTGGGGCAGGTGGAGCTGGGCGGGGGCCCTGGTGCAGGCAGCCTG
CAGCCCTTGGCCCTGGAGGGGTCCCTGCAGAAGCGTGGCATTGTGGAACAATGCTGTACC
AGCATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAAC
gcccttgaaccageccctge 2340
tgtgccgtctgtgtgtecttgggggeccctgggeccaagecccacttecceggecactgttgtga 2400
gcccctcecccagectcectecteccacgetectetgggtgeccacaggtgeccaacgecggecaggee 2460
cagcatgcagtggctctccccaaagecggeccatgectgteggetgectgetgecececcacce 2520
tgtggctcagggtccagtatgggagetgegggggtetectgaggggeccaggggtggtgggg 2580
ccactgagaagtgacttcttgttcagtagctctggactcttggagtccccagagaccttg 2640
ttcaggaaagggaatgagaacattccagcaattttccccccacctagececctceccaggtte 2700
tatttttagagttatttctgatggagtccctgtggagggaggaggectgggectgagggagg 2760
gggt 2820

From human genome sequence, chromosome 11: 2139919-2137156. Complement.

ATG start codon at 1143-1145



Pan troglodytes (Chimpanzee)

aggtgcctgttctggggagctgggagggccggaggggtgtaccccaggggctcageccag 60
atgacactatgggggtgatggtgtcgtgggacctggccaggagaggggagatgggectcce 120
agaagaggagtaggggctgagagggtgcctggggggcccggacggagctgggecagtgeca 180
cagcttcccacacctgcccacccccagagtecctgeccgeccaccecccagatcacacggaaga 240
tgaggtccgagtggcctgctgaggacttgectgettgteccecgggtecececgggtecatgece 300
tccttectgeccaccctecgggagectgagggeccacagectggggetgetgtectacggeggggt 360
gggaactgggcagccagcagggaggggacccctecectcactecccactgtaccaccceccac 420
caccttggcccatctatggcggcatcttgggeccatcagggactggggacaggggtcctgg 480
ggacaggggtcctggggacaggggtctggggacagggtcctggggacaggggtectgggg 540
acaggggtctggggacaggggtcctggggacaggggtcctgggaacaggggtcctgggga 600
caggggtctggggacaggggtcctggggacaggggtctggggacaggggtectggggaca 660
ggggtctggggacaggggtcctggggacaggggtctggggacaggggtectggggacagg 720

ggtctggggacaggggtcctggggacagggtectggggacaggggtctggggacageggt 780
gcaaagagccccgccctgcagecctccagectctecectggtctaatgtggaaagtggecccagg 840

tgacggctttgctctecctggagacatttgecccccagetgtgagcagggacaggtectggee 900
accgggcccctggttaagactctaatgacccgectggeccctaaggaagaggtgectgacgac 960
caaggagatcttcccacagacccagcaccagggaaatggtccggaaattgcagectcage 1020
ccccagccatctgeccgaccceccccaccccaggecctaatgggeccaggecggecaggggttga 1080
caggtaggggagatgggctctgagactataaagccagcgggggcccagcagecccte 1140

gtctgttccaagggecctttgeg 1200
tcaggtgggctcagggttccagggtggctggaccccaggeccccagectectgcagcagggag 1260
gacgtggctgggctcttgaagcatgtgggggtgagecccaggggeccccaaggcagggcace 1320
tggccttcagccggectcagecctgectgteteeccag ATGGCC 1380
CTGTGGATGCGCCTCCTGCCCCTGCTGGTGCTGCTGGCCCTCTGGGGACCTGACCCAGCC 1440
TCGGCCTTTGTGAACCAACACCTGTGCGGCTCCCACCTGGTGGAAGCTCTCTACCTAGTG 1500
TGCGGGGAACGAGGCTTCTTCTACACACCCAAGACCCGCCGGGAGGCAGAGGACCTGCAG 1560
Ggtgagccaaccgcccgttgetgeccctggeccaccecccagecacccectgetectggege 1620
tcccacccagcatgggcagaagggggcaggaggctgccacccagcagggggtcaggtgca 1680
ctttttaaaaaagaaatgaagttctcttggtcacatcctaaaagtgaccagctccctgtg 1740
gcccagtcagaatctcagecctgaggacggtgttggecttecggcagecccgagatacatcag 1800
agggtgggcacgctcctccctccactecgeccctcaaacaaatgeccccacageccatttet 1860
ccaccctcatttgatgaccgcagattcaagtgttttgttaagtaaagtcctgggtgacct 1920
ggggtcacagggtgccccacgctgecctgectectgggecgaacaccccatcacgecctgagg 1980
agggcgtggctgcctcecctgagtgggccagaccecctgtecgeccaggectcacggcagetece 2040
atagtcaggagatggggaagatgctggggacaggccctggggagaagtactggggccacc 2100
tgttcaggctcccgectgtgacaccgeccccggggecgggggaaggaggtaggacatgtggge 2160
gttggggcctgtaggtccacacccagtgtgggtgaccctececctctaacctgggtccagee 2220
cggctggagatgggtgggagtgcgacctagggctggtgggcaggcgggcactgtctectece 2280
ctgactgtgtcctcctgtgtccectetgectegecgetgttececggaacctgetetgegegg 2340
cacgccctggcagTGGGGCAGGTGGAGCTGGGCGGGGGCCCTGGTGCAGGCAGCCTGCAG 2400
CCCTTGGCCCTGGAGGGGTCCCTGCAGAAGCGTGGTATCGTGGAACAATGCTGTACCAGC 2460
ATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAAC gcccttgaacc 2520
agccctgectgtgeccgtctgtgtgtettgggggecctgggecaagecccactteeccggecac 2580
tgttgtgagcccctcccagectctetecatgetectectgggtgeccacaggtgeccaatgeecg 2640
gccaggcccagcatgcagtggectcteccccaaageggeccatgectgteggetgectgetac 2700
ccccaccctgtggctcagggtccagtatgggagectgegggggtectetcaggggecagggg 2760
tggtgcagccactgagaaatgacttctggttcagtagectctgggactcttggagtecccca 2820
gagaccttgttcaggaaagggaatgagaacattccagcaattttccccccacctageecct 2880
cccaggttctatttttagagttatttctgatggagtccctgtggagggaggaggctggge 2940

tgagggagggggtcectgcagggcagggggctgggaaggtggggagaggctgecgagagee 3000

From chimpanzee genome sequence, Chromosome 11:2212574-2209575. Complement

ATG start codon at 1377-1379



Pongo pygmaeus (orangutan)

agagcccatgccccctcactatgggtcagactgaacctccaggtgectgtececcgggggge 60
tgggagggccggaggggtgtaccccaggagctcagecccagatgacactatgggggtgatg 120
gtgtcgtgggacctggccaggagaggggagatgggctcccagaagaggagtgggggectga 180
gaggatgcctggggggcctggacggagctgggccagtgcacagcttecccacacctgecca 240
cccccggagtcectgecgccacccccagatcacacgaaagatgaggtectagtggectget 300
gaggacttgctgcttgtcccecgggtececececgggtcatgececgecttetgecacecgtgggga 360
gctgagggcctcagectggggectgectgtectaacgtggggtgggaactgggcagecagecag 420
ggaggggacccctccctcactcccactecccccaccacattggecccatccatggeggette 480
ttgggcaatcagggactgaggacaggggtcctggggacaggggtcctggggacaggggte 540
tggggacagcggcgcacagagccccgcecctgcagecteccagetectectggtectaatgtgg 600
aaagttgcccaggtgagggctttgctctecctggagacatttgtccccagetgecgagcagg 660
gacaggtctggccaccaggcccctggttaagactctaatgacccgectggeccctgaggaag 720
aggtgctgacgaccaaggagatcttcccacagacccagcaccagggaaatgatccggaaa 780
ttgcagcctcagcccccageccatctgeccgaccccececcaccccaggeccctaatgggeccagg 840
cggcaggggttggcaggtaggggagatgggctctgagactataaagccagtgggggeccca 900
gcagccctce gtctgttce 960
aagggcctttgcgtcaggtgggctcagggctgeccccacttgggggtteccagggtggetgg 1020
accccaggctccagctctgcagctgggaggacgtggctgggectcttgaagecatttggggg 1080
tgagcccaggggccccagggcagggcacctggecttcagecgacctcag 1140
ATGGCCCTGTGGATGCGCCTCCTGCCCCTGCTGGCGC 1200
TGCTGGCCCTCTGGGGACCTGACCCGGCCCAGGCCTTTGTGAACCAGCACCTGTGCGGCT 1260
CCCACCTGGTGGAAGCTCTCTACCTAGTGTGCGGGGAACGAGGCTTCTTCTACACACCCA 1320
AGACCCGCCGGGAGGCAGAGGACCTGCAGGgtgagccaaccgecccttgetgececectggt 1380
cgcccccagccatcccctgecttectgeccactecccacccagcatgggcagaagggggcagga 1440
ggctgccacccagcagggggtcaggtgtacttttttaaaaagaaatgaagttctcttggt 1500
cacatcctaaaagtgaccagttccctgtggcccattcagaatgggggecttcagcagecce 1560
gagatacatcagagggtgggcacgctcctcccteccactecgeccctcaaacaaatgececca 1620
cagcccatttctccaccctcatttgatgaccgcagattcaagtgttttgttaagtacaag 1680
tcctgggtgacctggggtcacagggtgcceccatgectgectgectctgggecgaacgeccca 1740
tcacgccctgaggaggacatggccgectgectgagtgggeccagaccecctgtcaccaggee 1800
tcacggcagctccgtagtcaggagatggggaagatgectggggacaggeccctggggaggag 1860
taccgggggcacctgttcaggctecctgectgtgacactgeccccggggecgggggaaggaggt 1920
aggacatgtggaccttggggcctgtaggtccacacccagtgtgggtgaccttcecctataa 1980
tctgggtccagecccggectggagatgggtgggagtgegacctagggectggtgggecaggtgg 2040
gcagtgtctctccctgactgtgtecctectgtgteccctetgectcacecgetgttececggaac 2100
ctgctctgcgecggcacgeccctggcagTGGGGCAGGTGGAGCTGGGCGGGGGCCCTGGTGC 2160
AGGCAGCCTGCAGCCCTTGGCCCTGGAGGGGTCCCTGCAGAAGCGTGGTATCGTGGAACA 2220
ATGCTGTACCAGCATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAAC 2280
gcccttgaa 2340
ccagccctgctgtgeccgtetgtgtgtettgggggecctgggecaagecccacttecegge 2400
actgttgtgagcccctcccagectctcteccacgetectectgggtgeccacaggtgeccaacge 2460
cggccaggcccagcatgcagtggctctccccaaageggegatgectgteggetgectget 2520
accctcgcecctggggctcagagtccagtgtcggagetgegggggtectetgaggggecggg 2580
gtggtggggccactgagaaatgacttcttgttcagtagctctggaccctcggagtccecca 2640
gagaccttgttcaggaaagggaatgagaacattccagcaattttccccccacctageecct 2700
cccaggttctatttttagagttatttctgatggagtcecctatggaggaaggaggatggge 2760
tgagggagggggtcctgcagggcagggggctgggaaggtggggagaggctgecgagagee 2820
acccgctatccccagctcecgggcagecccggggcagtcacacaccectggectegeggece 2880
aagctggcagccatctgcagccacagcttatgccagecccaggtccageccagacacctgag 2940
ggacccactggtgccttggaggaagcaggagagctcggacggcaccatgagccggggcag 3000
gtgcagggaccgtggcagcactgggcagggcctcagaacccacgeccttgggcaccctgge 3053

Assembled from traces (Pongo pygmaeus abelii):

PPAE-abu34f06.gl PPAE-abu33a08.gl PPAE-abu33a08.bl PPAE-abu28f03.bl
PPAE-abu25g08.gl PPAE-abu25g08.bl PPAE-abn64e08.bl PPAE-abn64b05.bl



PPAE-abn60b06.
PPAE-abn55bll.
PPAE-abn45gll.
PPAE-abn43fl2.
PPAE-abn42c09.
PPAE-abn4le02.
PPAE-abn40£f10.
PPAE-abn38g05.
PPAE-abn27£f02.
PPAE-abn22e09.
PPAE-abnlé6g03.
PPAE-abn09c07.
PPAE-abn08f01.
PPAE-abn07b08.
PPAE-abn06b04.
PPAE-abn05e07.
PPAC-awm29all.
PPAC-adwlla03.

Possible polymorphism at 1713 (t/c)

PPAE-abn55£f02.
PPAE-abn55b06.
PPAE-abn45e02.
PPAE-abn43f04.
PPAE-abn42blo0.
PPAE-abn4lcl0.
PPAE-abn40£f08.
PPAE-abn38f10.
PPAE-abn27c04.
PPAE-abn22bl2.
PPAE-abnlé6dl2.
PPAE-abn09b05.
PPAE-abn07g10.
PPAE-abn06fll.
PPAE-abn06a09.
PPAE-abn05c03.
PPAC-ary68h04.

ATG start codon at 1164-1166

PPAE-abn55ell.
PPAE-abn50h04.
PPAE-abn22bl2.
PPAE-abn42h06.
PPAE-abn41h09.
PPAE-abn41b06.
PPAE-abn40blo0.
PPAE-abn32el2.
PPAE-abn22fll.
PPAE-abn22bll.
PPAE-abnl6d09.
PPAE-abn08g06.
PPAE-abn07g03.
PPAE-abn06d06.
PPAE-abn05h08.
PPAC-bhz34ell.
PPAC-ajv23f06.

PPAE-abn55e04.
.bl
PPAE-abn43g08.
.gl
.bl
.gl
.bl
PPAE-abn32c02.
.gl
.bl
.bl
.bl
.bl
.bl
.bl
PPAC-awm58gll.

.gl

PPAE-abn45h01

PPAE-abn42g01
PPAE-abn4l1g04
PPAE-abn41b01
PPAE-abn40b01

PPAE-abn22£f03
PPAE-abn45b06
PPAE-abnllc06
PPAE-abn08g03
PPAE-abn07d12
PPAE-abn06c04
PPAE-abn05g03

PPAC-aiu42g03

bl



Macaca mulatta (rhesus macacque)

cctcacctggggctgctgtcctaaggcgggtgggaactgggcageccagcagggaggggac 60
ccttecctcactceccccaccectgecaccttggeccatccacgggggecatgttgggcaace 120
agggacttagaaaaaggtcccgaggacaggggatctggggatagtggcgcaaagageccce 180
gccctgcagccccagctctcctggtgtaatgtggaaagtgggeccggggagggetttgete 240
tgctggagacatttgcccccagectgecgagcagggacaggecctggecaccaggececctggt 300
taagactctaatgacgcgctggccctgaggaagaggtgctgacgaccaaggagatcttece 360
cacagacccagcaccagggaaatgatccggaaattgcagecctcagecccccageccatctge 420
taacccccccaccccaggecctaatgggccaggcagcagggggtggcaggcaggggagat 480
gggctctgagactataaagccagtgggagcccagcagccctc 540
gtctgttccaagggccttecgegttaggtgggetcag 600
ggctgccccacttgggggttccagggtggectggaccccaggeccccagetctgcaacaggg 660
aggacgtggctgggctcttgaagcgtttgggggtaagecccaggggeccccagggcagggeca 720
cctggecttcageccggectcaggectgectgtectecccaggtcactgtecctteccgecATGG 780
CCCTGTGGATGCGCCTCTTGCCCCTGCTGGCGCTGCTGGCCCTCTGGGGACCTGACCCGG 840
CCCCGGCCTTTGTGAACCAGCACCTGTGCGGCTCCCACCTGGTGGAAGCTCTCTACCTGG 900
TGTGCGGGGAGCGAGGCTTCTTCTACACACCCAAGACCCGCCGGGAGGCAGAGGACCCTC 960
AGGgtgagccccaccgceccagecgctgecectggtegecececcagecaccecctgetectgg 1020
cgctcccacccagcgtggacagaagggggcaggaggctgeccacccagcagggggtcagga 1080
gtactttttttaaaaagaaatgaagttctcttggtcacctcctaaaagtgaccagctcce 1140
tgtggcccagtcagaagctcagcttgagcatggegttagettcagcagetgagecctgac 1200
atacgtcagagggtgggcacgttcctccctccactecgeccecgtcacacaaatgecceccgecag 1260
cccatttctccaccctcatttgatgaccacagattcaagtgttttgttgagtacaagtcc 1320
tgggtgacttggggtcacagggtgccccacgectgecctgectgagtgggeccagaccecctgt 1380
cgccaggcctcatggcagctccgtagtcaggagatggggaagatgctggggacaggeccect 1440
ggggagaagaaccgggggcacctgttcaggctcccactatggcaccgeccctggggegggg 1500
gaaggaggtaggacatgtgggcattggggcctgtgggtccacacccagtgtgggtgacce 1560
tccctectaacctgggeccecggecttggectggagacgggtgggagtgecgacctggggetggtg 1620
ggcaggtgggcactgtctctcecctgactgtgtecctecctgtgtcecctetgectegetgetg 1680
ctccgcgacctgctctgecacggectgecctggecagTGGGGCAGGTGGAGCTGGGCGGGGG 1740
CCCTGGCGCAGGCAGCCTGCAGCCCTTGGCGCTGGAGGGGTCCCTGCAGAAGCGCGGCAT 1800
CGTGGAGCAGTGCTGCACCAGCATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAAC 1860
g 1920
cccttgaaccagecctgetgtgecgtetgtgtgtecttgggggecctgggacaggececcecge 1980
ttccgggcagtgttgtgagecccecteccagetgtectecatgetectectgggtgecccacaggt 2040
gccaatgctggccaggcccgeccatgcagtggectcteccccaaageggecgatgectgtegge 2100
tgcctgctacccccaccctgtggectcagggteccagtatcagagetgggggggtegetgag 2160
aggccaggggtggtgggaccactgagaaatgacttcttgttcagtagctctggacccttg 2220
gagtccccagagaccttgttcaggaaagggaatgagaacattccagcaactttcccccac 2280
ctagccctcccaggtcctatttttagagetatttectgttggagtccetgtggagggagga 2340
ggctgggctgagggaggggttectgecagagcagggggctgggaaggtggggagaggetge 2400
cgagtgccacccgctatccccagctectgggcageccccgggacagtcacataccectggtet 2460
cgaggcccaagctggcagctgtctgcagccacage 2595

From Macaca genome sequence, Chromosome 14:2170699-2168240 (Complement) (numbers
do not match exactly because of indels introduced on correcting).

Completed and corrected using Traces:

zdm74c08.bl 147152767 147199241 147199199 147198316 147194076
147194005 147187144 wsy40g02.bl RHNFQ23TF RHNFN72TF 98858588
96856822 96849207 95932944 147134669 147183203 147164073
147137736 147152815 147187259 147211443 147211395 147206363
147204513 147200013 147199998 147199990 147199971 147199253
147123072 147187886 147187233 147116108 147175222 147143747
147164082 147187887 147110484 147234851 147183302 147152783
147123150 147193945 147193514 147187892 147123089 147175209



147123130
147183214
147226227
147137708
147221887

MQAD0012h23.gl
Possible polymorphisms at 110

ATG start codon at 777-779

147193482
147128226
147226208
147223251
147221886

MQAA-alh39a2l.

147187958
70218867

147226201
147223072
147217574

gl

147187066
70212171

147183200
147223009
147216117

147128117
147234967
147187948
147221905
147211483

147183223
147226248
100131119
147221893

(g/c), 1171 (t/c), 2085 (g/a), 2438 (g/a)



Callithrix jacchus (marmoset)

ccctggcgctcaaaggtggttaggggctgcgggcaatgaggctcggagecccttgecactece
cgatgggtccagctgacctccagttgcctccccagggctcagecccagatgacactgtggg
ggtgatgggatcgtggggcctggccaggagaggagcaatgggcaggggctectggaagag
gagtgggggccaggaaggtgcctatggggccaggacggtgecttcccacacctgecccatgg
agccctgcagccaccacagatcacagggaagatgaggtccaggcagcctgectggggaccce
gctgctcgteccctgggtcecctgggtectgeccctectgeccacccaggggaactgagggect
cagctggggctgctgtcctggggtggggtgggaactgggcagccagcaggaagggggect
tctcgcteccceccacccecgcaacctectgeccacccatgggggcatctcaggcaaccagaga
tggagggcaggagtctggggacagcaacatgaagaaccccgccctgcagcctecectgetet
cctggtctaatgtggaaagtggcccagatgagggctgtgectctccgggagacatttaccce
ccagctgcgagcaggcacaggtctggccacgaggaccctggttaagaatctaatgacccce
ctccctggccctgaggaccagggagatattcccgeccgacccagcageccgggaaatgatcet
ggaaggtacagcctcagcccccagccatctgccagececctgcacceccaggeccctaatggge
caggcggcagggttggcacgtagggaagatgggctgtgggcctataaagccagecggggac
ccagcagccttc gtgtgt
tccaagggcctttgagccagectgggecccagggectgecccacttgggggttgcagagecag
ttggaccccaggccccagctectgcagtgggagggcatggectgggctctgaagcatttggg
tgagcccaggggccccagggcagggcacctgaccttcagecggecctcagececctgectgte
tcccag ATGGCCCCGTGGATGCCCCTCCTGCCCCTGCTGGCAC
TGCTGGCCCTCTGGGGACCCGAGCCAGCCCCGGCGTTTGTGAACCAGCACCTGTGCGGCC
CCCACCTGGTGGAAGCCCTCTACCTGGTGTGCGGCGAGCGAGGTTTCTTCTACGCACCCA
AGACCCGCCGGGAGGCGGAGGACCTGCAGGgtgagecccaccgeccctcactececceccac
cacccccagccacccttgectcecctgetgectececcacccagectgggcaacaggtggactttt
taaaaagagatgaagttctcttggtcacatcctaaaacgtgaccagctccctgeggeccce
agcagaaactcagcctgaggacggtattggcttcggcagectgagctccgagatacctaag
agggcgggcagggcagattcctceccttcatgtgecccctcaagcaagtgececccgcagecca
cttctccaccctcacccgaaaactgcagcttccagtgttttgttgagtacatcaagtect
gggtgacctggggtcacagggtcacaaacgccccatggcacctgaggaggacatggectge
tggccacagtgtccctgggcttcacgacagctccaaagtcaggaaatgaggcaggcgetg
gggacaggccctgggaagacgtaccgggggtacctgttcagecctceccgecatggcaccac
ccagcgcattgaagccctctatgtccacatctggtgtgageccacccttecteccacctggg
cccagcttggctggagaggggtgggagcgtgacctggggectggtgggcaggcgggcatcg
tctctcecctgactgtgecatectgtgtectettectcactgetgttectggacctgetetg
tgtggctcgeccctggcagTGGGGCAGGTAGAGCTGGGTGGGGGCTCTATCACGGGCAGCC
TGCCGGCCTTGGAGGGTCCCCTGCAGAAGCGTGGCGTCGTGGATCAGTGCTGCACCAGCA
TCTGCTCCCTCTACCAGCTGCAGAACTACTGCAACtag

gcctcgaaccagctctgectgtgectgtectgtgtgttttcggggecctgggeca
ggccccgcttectggcactgttatgagecccctecctagetctctagacactectectagatge
ccataggtgccctcactggccaggccccccaaagtggtggtgectgttggectgectettt
gctactcccgcgctggggctcagggtccagtttcagagttggggggggtctecttgagagg
ccgggtggcggggccactgggaaatgacttecttgctcagtagectectgggectettggagte
cccagagaccttgttgaggaaaggggatgagaagattccagcatttccecccacctagecc
tcccaggttccatttttacagctatttctgatggagtcecctgtggaagaaggaggectggg
ctgctggagcgggtcctgcaggcgggggctgggaagtggggggaggatgecgagtggtac
ctactatccccagctccaggcagtcccggagcagtcacacaccctggecttgaggeccaa
actggcagcggtctgcagccacagcccataacatccaggecccagacacctgggggeccca

ctcgtgccttggagggagcagggaaggtcagatgggagcatgagectggggcaggtgtgag

Assembled from sequence traces:

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100

2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940

167500329 ghil9c09.yl 145105103 CXAF-a0l07d01l.gl

ghil3h03.yl ghil4g02.yl 156711775 ghil3b05.y1
166757790 ghi20b01.x1 ghil4h03.x1 164282610
ghil0a09.yl 150978917 CXAG-1353D08.bl  ghi09b05.yl

ghil7g02.yl
ghiOlgl2.yl
144403878

ghi01h09.y1l



ghi09dll.yl
ghi04d07.yl
167471919
146028179
155772517
ghil9d05.x1

ATG start codon at 1104-1106

146022714
ghi09d05.y1
ghilg8dol.yl
142666551
ghilodl2.yl

ghil9dl2.x1
ghi03g07.yl
144409249
167269906
156503136

145116400
153363437
ghi20d07.x1
ghi03g07.x1
142015260

ghil8g02.yl
ghild4g02.x1
161077821

ghillc05.y1
ghil5gl0.yl



Microcebus murinus (gray mouse lemur)

Microcebus insulin 1

gagggtgccgggaggggcacaaggacaccccccgggteccctgecagecccaggetetgeceg 60
actgctgcagaaaacgtctctgggagtcgggtggggeccgtgectctececcggecaccctege 120
ccccagctgtgacagggacagctctgcagtcagggecgtcagggectegttaagacgectaa 180
tgaccgcgtggccccagcgagaggtgctgaccacggaggagatgecteccecggecececcgaag 240
cagggaaatggtccggaaactgcagcctcagecgeccccceccecececggecatectgecgaccee 300
cccaggccctaatgggccaggcggecgggeccgggggcagggaggtgggeteggggetata 360
aagccggcagcgcccggcagecccccagecctgeggaccaget 420
gtctgtgccaggggecctcecggteccgggeggtgggaccecgggaccccagetectge 480
atggtggtggtggggagggacgtgggctectectegtggggecatttgggggagcaageggg 540
ggtcccggggcagggecgeccgeccacgctggectcagecccgetecteteccag 600
ATGGCCCTGTGGACGCGCCTCCTGCCCCTGCTGGCCCTGCTGGCCC 660
TGTGGGGGCCCGAGCCCGCCCCCGCCTTCGTCAACCAGCACCTGTGCGGCTCCCACCTGG 720
TGGAGGCCCTCTACCTGGTGTGCGGCGAGCGGGGCTTCTTCTACACGCCCAAGAGCCGCC 780
GCGAGGTGGAGGACGCCCAGGgtgagcgeccgcaggecccgecggggcagagggggcgggagg 840
tgccaccgaaggaaagggacctecttttggectgeccacgtecctgaaagegecctgtggeece 900
ggccagagactctgggcttcaggacagtgcccgectgcacgagcagggceccccgatggcace 960
ctgaggcccacgtggccctccctgecacctgeccctcecccaaacaaacaccccagecccegt 1020
ccctacctcacaggacgacagcagcttccaggggggactttagtaaatgecccaaggeccag 1080 Alu
gtgcggtgactcacgcctgtaatcccagcactcectgggaggccaaggtgggcagactgete 1140
gaggtcaggagtttgaaaccagcctgagcaagagcgagaccccatctctactataaatag 1200
aaaattaattggccaactaatatatatagaaaaaattagccgggcatggtggcacatgecec 1260
tgtagtcccagctactcgggaggctgaggcaggaggatcgecttgagecccaggagatggag 1320
gttgctgtgagctaggctgacgccacggcactcgctctagecctgggcaacaaagcgagac 1380
tctgtctcaaaaaaataaataaataaaaacaagcgccccaggtcctgggtgtgggtggte 1440
tcagggtgaccttgggaagtggcccccaccecgeccagtggggegeggtagcaataggagg 1500
ctggcagtggggagtcgagggatgggcaaccccccggggacggtgeccgtggggggecace 1560
tgccacgttccecgecgecggcactgeccggggeccggggacaggtggcagggtgtgtggget 1620
cggggcacgcctgtccctgecccageggeccacccggggtagggggegggeggetetgtgte 1680
cctgacgccctggeccctgteteteteteteeccteecctgtetgectggecaccgeceggeecg 1740
gcagCGGGGCAGGTGGGGCCGGACGGCGGCCTGGGCGCGGGCGGCCTGCAGGCCCTGGCG 1800
CTGGAGGGGGCCCCGCAGAAGCGCGGCATCGTGGAGCAGTGCTGCACCAGCATCTGCTCG 1860
CTGTACCAGCTGGAGAACTACTGCAACtag 1920
cctcttgaatggccccegtgtetgtetteecgtgtgtetecgagececegececegeecg 1980
cgccgcacccccctecccagcagecccccaaccccgagegtecteccatgeteececegggeg 2040
ccggctaggececcgggtaccccaaggagecggggtgectgecactgecececcceceecggggete 2100
tggggggcgtgggcgagctgagatgccggggggctecttggggagectgacttectegttca 2160
gaagccctggaccctcagggtccccagagaattttcgaggaaagagaatgagaacattecc 2220
agtggcttcttcccaccta 2280

Assembled from traces:

mmi20gl0.yl mmil3e04.yl mmillb02.yl mmiO08h07.yl
mmi06h06.y1 mmi06b09.x1 mmi03a07.x1 mmi02e04.x1
mmi02d08.yl mmi0lc08.yl mmi0la0l.x1 G730P68654FL23.T0
G730P68569FI1.TO G730P67274RM16.TO G730P6704FA4.TO G730P66105F020.T0
G730P6585R023.T0 G730P65361RI19.TO G730P63604FG3.T0 G730P63375FG14.T0
G730P6325FI20.T0 G730P62785FD3.T0 G730P62436RA13.TO

ATG start codon at 615-617; note Alu-type sequence in intron 2 (mauve)

There is evidence for a second (incomplete) gene sequence, differing from this
at ~ 5% of nt.



Tupaia belangeri (tree shrew)

agaagtggcagaagtccctggtgggactggecctggcecctecttgggggeccgggagggtgga
ggaggttgtaccacaaggcctcaacccagggagcactggagggggcagtgggactgtggg
gcttaactcgaaggtggacggtggctgggggtgcccagaaagagggggacctgcgecggga
ggctgctcttacactgaaaatgatagatagggccggccttttggggccatagecttctcececa
tcagattccgccttectttctggeccccagggtagectggggettetgtecctggaatggagtg
ggaaacaagaagagggggaacactttctcactcttcccaccccaagaccccgggaggect
gttgggcagaccagggatcctgggggcaggcttgctggagcggagtccccacctececececge
cacagcccccagctctecctggaccgatgtgggaaatggecttggcaaggcccaggtaaggg
tttgctgtcctggagacatttgceccccagetgecgagcaggaccactctagecatecagte
gttaagactaatgaccccagggcccaagtgagagatgttgacgaccaagaagatgtcccc
acaggccccacaccagggaaatgatccagaaattgcagcctcagcccctggeccatctgece
gacacccctaccactggaggccctaatgggccaggtggcagggcttggggggcaggggag
atgggcttgggtgctataaagccagtggggacccagccatcctcaggcctgecgggaccag
ct gtctgtactgggggtctccacgccagtectgect
gggggctccagggcactggactgcaggcttgagctctgcaaagagggacgacatggcttt
tctctgggagtgtaaggggtggtcactgggacccaggacggggcacttgccececctcacct
ggcctcaaggccaccctgcacactcctag ATGGCCCTGTGGACA
TGCTTCCTGCCCCTGCTGACCCTGCTGGCCCTCTGGGGGCCTGAGCCAGCCCCGGCCTTC
GTGAATCAGCACCTGTGTGGCTCCCACCTGGTGGAGGCGCTGTACCTGGTGTGTGGGGAG
CGAGGCTTCTTCTATACACCTAAGACCCGCCGGGAGGTGGAGGATTCTCAGGgtgagcac
ccccagccctgctacccccagtagctccaccctggcaggagtggaggcgggcaggatget
gccacccggtgggaagtcaggtggacttctataaaaaagggtaatggagttcccttggece
ccctcctaaaagtgaccagctctectgaggccgagtcggagagtctgggaataaggactte
tccctectegecteccecctggaccatttecgecacctgectgtggggaaggcaacttcagga
gaggaagtttactgagtgaatcaacccttgggcttggatgatctcggggcaacttggggg
ggtcacggggtgccccatgctgecctgcatcecctgtgggcaaatgtecctggggtgetectga
ggaggacgggtggagcacctgacagggagttgggaaacgggtgcaggccccggggatggt
actgacagggccctggcactgcccttgggeccagagggtttgtgggeccagteccaatcage
aacaaggtgaaggggctaccctgggggggctaccctggggctcectectgggtcccecggtagT
GGGGCAGGTGGAGCTGGGCGGGGGCCCTGGAGCAGGCAGCCTGCAGCCCTTGGCGCTGGA
GGTGCCCCCGCAGAAGCGCGGCATCGTGGAGCAGTGCTGCACCAGCATCTGCTCCCTCTA
CCAGCTGGAGAACTACTGCAACtag

cccccaaatgagccctactgtgte
atctgtttgtcttgggggccgagtggagagtgtgtgeccatccacctgecctggaacatget
ggcctcgagggccgtectcecctggetectectectgeccgecececctgecatggacctgeccage
gttctgcatacctacagggtctacaggggcccaggtccaggaggceccteccccaggatgece
aattcccctctcagctgecccactgecccctacctggaggectctgggaagacagaggaggac
tgtgggggtctccggggctaggggtgacttcceccttgecctgatagecctggattecgecaag
gtcctccgagcacttttcccagaaaagagaatgagaacattccagtgacttettetcacce
cagccctctcaggctcgattgttatagctatttctgatggatccccatgtggaaggaaga
ggctgggtgaggggagggagtctgccaggggagggagagaaagaaagggaccagagtctg
cccectttcagtgeccttgggtgggcaggggacageccccageccctcagaccagacccagcaa
acaatctgagggaactgcttgtgtcatggaccctcatgagctggggcagacggaaggecc
aaggcgggccctgggcagggtttcttgagccccagttctcagaggeccctgagaactgecag
cctacaagggccagaagaccttccgggccacaagaccacagaccagaggcaaggtctcete
cagtccctggcecctecttgecttecteccaageccgggeccactggaccagattecctectagtgac
agacctggcagttgtccccagaagtgcccttggaccctgacaaagccacactgggtccag
gtccagcccaggtcacctccaggcaggtgacccaagccaccacaaggcctggeccagectg
cctgccacccaggccaaaccaatctgtgecctttecctgaaaactccgeccecgggectgggetg

From scaffold 5168: 93156-90221 (Complement) (numbers do not match exactly

because of indels introduced on correcting).

Corrected using Traces:

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940



G835P66833FF9.T0 G835P67157RD23.T0 G835P62308FK15.T0 G835P61931FB16.TO0
G835P66632FL22.T0 G835P61796RP12.T0 G835P69670FN4.T0 G835P64058RP24.T0
G835P62926RK1.TO G835P61594FC9.T0O G835P6603FI12.T0 G835P62308RK15.T0

Region between 1718 and 1733 very doubtful - may be additional sequence missing
here.

ATG start codon at 1006-1008.



Canis familiaris (dogqg)

gtgcggaaagagctccagaaacaggggcagacacggagagggagcgtgggcaggacatat 60
ggggccccacacagggggtgtctgcagecccccacagtagagttgagaagtgeggecccac 120
ctgaatgtctgcacagcggccggtecceccgagetecggtectctgecacggtactectggggtg 180
ctaggggtctcagggctgctgtgectggggctggggggtgggctgtgagcagggaggagat 240
gctcccccacaagcgeccccctcatggtecttgecaccatecctagggacctggagggcagac 300
cagggactggctggggtccagggcccgggcagaagaagecccccagectectggecececcaget 360
cccctgcactaatgtggaaaatgtggctcaggcaaggecccaggtggggggectectgececece 420
gtggggacatttggccccagctgttagtggccatcaggeccecctecgttaagactctaatga 480
ccccgaggcccggggtgectgacgaccaaggagectcttecccgcagacccagcactggggaa 540
atgatccagaaattgcagcctcagcctccggeccatctgeccaccececctcatggecaggecg 600
tgggctcgggagctataaagccaggagggtccagcagecccccageccccgggaccat 660
gtctgtccccacgggctcececcgecgecgecteceecg 720
ccagcctgtgctctcaaggcagcaggaggagaagagctgecctecggggectttgeggggtg 780
ggctcagggtggggggggccgtgcccecttgeccagectcaaccctgectgtececcag 840
ATGGCCCTCTGGATGCGCCTCCTGCCCCTGCTGGCCCTGCTGGCCCTCTGGGCGCCCG 900
CGCCCACCCGAGCCTTCGTTAACCAGCACCTGTGTGGCTCCCACCTGGTAGAGGCTCTGT 960
ACCTGGTGTGCGGGGAGCGCGGCTTCTTCTACACGCCTAAGGCCCGCAGGGAGGTGGAGG 1020
ACCTGCAGGgtgagcccccgecgeccceccgecctggetcectacctggecccaggggcagg 1080
ccaggtggaaatattaaaaagaaaaatgactttcccttggtctacatcctgcaagggacce 1140
agctccttggtcagggtcgggcaccaaaagcctgagggcagecctcecccaccttggcaccac 1200
cctggggcctgggagccactggcacggggtggggtgggeggggegegetecteteecctgac 1260
cctgacccgectcectecgectggetecteccgcagTGAGGGACGTGGAGCTGGCCGGGGCGLC 1320
TGGCGAGGGCGGCCTGCAGCCCCTGGCCCTGGAGGGGGCCCTGCAGAAGCGAGGCATCGT 1380
GGAGCAGTGCTGCACCAGCATCTGCTCCCTCTACCAGCTGGAGAATTACTGCAAC 1440
1500

ccctctgaatgagccctagtggtgttgtcetgtg 1560
cggcgcaggggttgaggtgtgggeccaggggeccttccagggacccectgtttectgttet 1620
ctctacaccagcccccccaaacttggeccctgeccactgggtgeccaaaggcaagetect 1680
gcccattgtcggectgecccecctgecccaggtgectaggaggtecccatggeccetggetgett 1740
cagcacaggacagagaaggacctcgggggctctggggggectgggggetggttgggageca 1800
gatttccttagctcaaaagccttgagectctecgggggecceccagagagetttccaaggaaa 1860
gggaataagaatattccagcagtttctccccacctaggectgcagtgectctacctgtagt 1920

From dog genome sequence. Chromosome 18:49348635-49346757 (Complement)

Polymorphisms at 630 (t/c), 657 (t/g), 1008 (A/C), 1033 (insertion after
-/GCCCCTGCC), 1225 (c/t), 1233 (g/a), 1904 (a/qg)

ATG start codon at 843-845.



