
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)

gggcctcagctggggctgctgtcctaaggcagggtgggaactaggcagccagcagggagg   60
ggacccctccctcactcccactctcccacccccaccaccttggcccatccatggcggcat  120
cttgggccatccgggactggggacaggggtcctggggacaggggtgtggggacaggggtc  180
ctggggacaggggtctggggacaggggtcctggggacaggggtgtggggacaggggtgtg  240
gggacaggggtgtggggacaggggtcctggggacaggggtctggggacaggggtctgagg  300
acaggggtgtggggacaggggtgtggggacaggggtgtggggacaggggtgtggggacag  360
gggtctggggacaggggtccgggggacaggggtgtggggacaggggtgtggggacagggg  420
tgtggggacaggggtctggggacaggggtgtggggacaggggtcctggggacaggggtgt  480
ggggataggggtgtggggacaggggtgtggggacaggggtgtggggacaggggtctgggg  540
acagcagcgcaaagagccccgccctgcagcctccagctctcctggtctaatgtggaaagt  600
ggcccaggtgagggctttgctctcctggagacatttgcccccagctgtgagcagggacag  660
gtctggccaccgggcccctggttaagactctaatgacccgctggtcctgaggaagaggtg  720
ctgacgaccaaggagatcttcccacagacccagcaccagggaaatggtccggaaattgca  780
gcctcagcccccagccatctgccgacccccccaccccaggccctaatgggccaggcggca  840
ggggttgagaggtaggggagatgggctctgagactataaagccagcgggggcccagcagc  900
cctcagccctccaggacaggctgcatcagaagaggccatcaagcaggtctgttccaaggg  960
cctttgcgtcaggtgggctcaggattccagggtggctggaccccaggccccagctctgca 1020
gcagggaggacgtggctgggctcgtgaagcatgtgggggtgagcccaggggccccaaggc 1080
agggcacctggccttcagcctgcctcagccctgcctgtctcccagatcactgtccttctg 1140
ccATGGCCCTGTGGATGCGCCTCCTGCCCCTGCTGGCGCTGCTGGCCCTCTGGGGACCTG 1200
ACCCAGCCGCAGCCTTTGTGAACCAACACCTGTGCGGCTCACACCTGGTGGAAGCTCTCT 1260
ACCTAGTGTGCGGGGAACGAGGCTTCTTCTACACACCCAAGACCCGCCGGGAGGCAGAGG 1320
ACCTGCAGGgtgagccaactgcccattgctgcccctggccgcccccagccaccccctgct 1380
cctggcgctcccacccagcatgggcagaagggggcaggaggctgccacccagcagggggt 1440
caggtgcacttttttaaaaagaagttctcttggtcacgtcctaaaagtgaccagctccct 1500
gtggcccagtcagaatctcagcctgaggacggtgttggcttcggcagccccgagatacat 1560
cagagggtgggcacgctcctccctccactcgcccctcaaacaaatgccccgcagcccatt 1620
tctccaccctcatttgatgaccgcagattcaagtgttttgttaagtaaagtcctgggtga 1680
cctggggtcacagggtgccccacgctgcctgcctctgggcgaacaccccatcacgcccgg 1740
aggagggcgtggctgcctgcctgagtgggccagacccctgtcgccaggcctcacggcagc 1800
tccatagtcaggagatggggaagatgctggggacaggccctggggagaagtactgggatc 1860
acctgttcaggctcccactgtgacgctgccccggggcgggggaaggaggtgggacatgtg 1920
ggcgttggggcctgtaggtccacacccagtgtgggtgaccctccctctaacctgggtcca 1980
gcccggctggagatgggtgggagtgcgacctagggctggcgggcaggcgggcactgtgtc 2040
tccctgactgtgtcctcctgtgtccctctgcctcgccgctgttccggaacctgctctgcg 2100
cggcacgtcctggcagTGGGGCAGGTGGAGCTGGGCGGGGGCCCTGGTGCAGGCAGCCTG 2160
CAGCCCTTGGCCCTGGAGGGGTCCCTGCAGAAGCGTGGCATTGTGGAACAATGCTGTACC 2220
AGCATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAACtagacgcagcccgcaggcagc 2280
cccacacccgccgcctcctgcaccgagagagatggaataaagcccttgaaccagccctgc 2340
tgtgccgtctgtgtgtcttgggggccctgggccaagccccacttcccggcactgttgtga 2400
gcccctcccagctctctccacgctctctgggtgcccacaggtgccaacgccggccaggcc 2460
cagcatgcagtggctctccccaaagcggccatgcctgtcggctgcctgctgcccccaccc 2520
tgtggctcagggtccagtatgggagctgcgggggtctctgaggggccaggggtggtgggg 2580
ccactgagaagtgacttcttgttcagtagctctggactcttggagtccccagagaccttg 2640
ttcaggaaagggaatgagaacattccagcaattttccccccacctagccctcccaggttc 2700
tatttttagagttatttctgatggagtccctgtggagggaggaggctgggctgagggagg 2760
gggt                                                         2820

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

ATG start codon at 1143-1145



Pan troglodytes (Chimpanzee)

aggtgcctgttctggggagctgggagggccggaggggtgtaccccaggggctcagcccag   60
atgacactatgggggtgatggtgtcgtgggacctggccaggagaggggagatgggctccc  120
agaagaggagtaggggctgagagggtgcctggggggcccggacggagctgggccagtgca  180
cagcttcccacacctgcccacccccagagtcctgccgccacccccagatcacacggaaga  240
tgaggtccgagtggcctgctgaggacttgctgcttgtccccgggtccccgggtcatgccc  300
tccttctgccaccctcgggagctgagggccacagctggggctgctgtcctacggcggggt  360
gggaactgggcagccagcagggaggggacccctccctcactcccactgtaccacccccac  420
caccttggcccatctatggcggcatcttgggccatcagggactggggacaggggtcctgg  480
ggacaggggtcctggggacaggggtctggggacagggtcctggggacaggggtcctgggg  540
acaggggtctggggacaggggtcctggggacaggggtcctgggaacaggggtcctgggga  600
caggggtctggggacaggggtcctggggacaggggtctggggacaggggtcctggggaca  660
ggggtctggggacaggggtcctggggacaggggtctggggacaggggtcctggggacagg  720
ggtctggggacaggggtcctggggacagggtcctggggacaggggtctggggacagcggt  780
gcaaagagccccgccctgcagcctccagctctcctggtctaatgtggaaagtggcccagg  840
tgacggctttgctctcctggagacatttgcccccagctgtgagcagggacaggtctggcc  900
accgggcccctggttaagactctaatgacccgctggccctaaggaagaggtgctgacgac  960
caaggagatcttcccacagacccagcaccagggaaatggtccggaaattgcagcctcagc 1020
ccccagccatctgccgacccccccaccccaggccctaatgggccaggcggcaggggttga 1080
caggtaggggagatgggctctgagactataaagccagcgggggcccagcagccctcagcc 1140
ctccaggacaggctgcatcagaagaggccatcaagcaggtctgttccaagggcctttgcg 1200
tcaggtgggctcagggttccagggtggctggaccccaggccccagctctgcagcagggag 1260
gacgtggctgggctcttgaagcatgtgggggtgagcccaggggccccaaggcagggcacc 1320
tggccttcagccggcctcagccctgcctgtctcccagatcactgtccttctgccATGGCC 1380
CTGTGGATGCGCCTCCTGCCCCTGCTGGTGCTGCTGGCCCTCTGGGGACCTGACCCAGCC 1440
TCGGCCTTTGTGAACCAACACCTGTGCGGCTCCCACCTGGTGGAAGCTCTCTACCTAGTG 1500
TGCGGGGAACGAGGCTTCTTCTACACACCCAAGACCCGCCGGGAGGCAGAGGACCTGCAG 1560
Ggtgagccaaccgcccgttgctgcccctggccacccccagccaccccctgctcctggcgc 1620
tcccacccagcatgggcagaagggggcaggaggctgccacccagcagggggtcaggtgca 1680
ctttttaaaaaagaaatgaagttctcttggtcacatcctaaaagtgaccagctccctgtg 1740
gcccagtcagaatctcagcctgaggacggtgttggcttcggcagccccgagatacatcag 1800
agggtgggcacgctcctccctccactcgcccctcaaacaaatgccccacagcccatttct 1860
ccaccctcatttgatgaccgcagattcaagtgttttgttaagtaaagtcctgggtgacct 1920
ggggtcacagggtgccccacgctgcctgcctctgggcgaacaccccatcacgccctgagg 1980
agggcgtggctgcctccctgagtgggccagacccctgtcgccaggcctcacggcagctcc 2040
atagtcaggagatggggaagatgctggggacaggccctggggagaagtactggggccacc 2100
tgttcaggctcccgctgtgacaccgccccggggcgggggaaggaggtaggacatgtgggc 2160
gttggggcctgtaggtccacacccagtgtgggtgaccctccctctaacctgggtccagcc 2220
cggctggagatgggtgggagtgcgacctagggctggtgggcaggcgggcactgtctctcc 2280
ctgactgtgtcctcctgtgtccctctgcctcgccgctgttccggaacctgctctgcgcgg 2340
cacgccctggcagTGGGGCAGGTGGAGCTGGGCGGGGGCCCTGGTGCAGGCAGCCTGCAG 2400
CCCTTGGCCCTGGAGGGGTCCCTGCAGAAGCGTGGTATCGTGGAACAATGCTGTACCAGC 2460
ATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAACtagatggaataaagcccttgaacc 2520
agccctgctgtgccgtctgtgtgtcttgggggccctgggccaagccccacttcccggcac 2580
tgttgtgagcccctcccagctctctccatgctctctgggtgcccacaggtgccaatgccg 2640
gccaggcccagcatgcagtggctctccccaaagcggccatgcctgtcggctgcctgctac 2700
ccccaccctgtggctcagggtccagtatgggagctgcgggggtctctcaggggccagggg 2760
tggtgcagccactgagaaatgacttctggttcagtagctctgggactcttggagtcccca 2820
gagaccttgttcaggaaagggaatgagaacattccagcaattttccccccacctagccct 2880
cccaggttctatttttagagttatttctgatggagtccctgtggagggaggaggctgggc 2940
tgagggagggggtcctgcagggcagggggctgggaaggtggggagaggctgccgagagcc 3000

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

ATG start codon at 1377-1379



Pongo pygmaeus (orangutan)

agagcccatgccccctcactatgggtcagactgaacctccaggtgcctgtcccggggggc   60
tgggagggccggaggggtgtaccccaggagctcagcccagatgacactatgggggtgatg  120
gtgtcgtgggacctggccaggagaggggagatgggctcccagaagaggagtgggggctga  180
gaggatgcctggggggcctggacggagctgggccagtgcacagcttcccacacctgccca  240
cccccggagtcctgccgccacccccagatcacacgaaagatgaggtcctagtggcctgct  300
gaggacttgctgcttgtccccgggtccccgggtcatgcccgccttctgccaccgtgggga  360
gctgagggcctcagctggggctgctgtcctaacgtggggtgggaactgggcagccagcag  420
ggaggggacccctccctcactcccactcccccaccacattggcccatccatggcggcttc  480
ttgggcaatcagggactgaggacaggggtcctggggacaggggtcctggggacaggggtc  540
tggggacagcggcgcacagagccccgccctgcagcctccagctctcctggtctaatgtgg  600
aaagttgcccaggtgagggctttgctctcctggagacatttgtccccagctgcgagcagg  660
gacaggtctggccaccaggcccctggttaagactctaatgacccgctggccctgaggaag  720
aggtgctgacgaccaaggagatcttcccacagacccagcaccagggaaatgatccggaaa  780
ttgcagcctcagcccccagccatctgccgacccccccaccccaggccctaatgggccagg  840
cggcaggggttggcaggtaggggagatgggctctgagactataaagccagtgggggccca  900
gcagccctcagccctccgggacaggctgcatcagaagaggccatcaagcaggtctgttcc  960
aagggcctttgcgtcaggtgggctcagggctgccccacttgggggttccagggtggctgg 1020
accccaggctccagctctgcagctgggaggacgtggctgggctcttgaagcatttggggg 1080
tgagcccaggggccccagggcagggcacctggccttcagccgacctcagctctgcctgtc 1140
tcccagatcactgtccttctgccATGGCCCTGTGGATGCGCCTCCTGCCCCTGCTGGCGC 1200
TGCTGGCCCTCTGGGGACCTGACCCGGCCCAGGCCTTTGTGAACCAGCACCTGTGCGGCT 1260
CCCACCTGGTGGAAGCTCTCTACCTAGTGTGCGGGGAACGAGGCTTCTTCTACACACCCA 1320
AGACCCGCCGGGAGGCAGAGGACCTGCAGGgtgagccaaccgccccttgctgcccctggt 1380
cgcccccagccatcccctgcttctgccactcccacccagcatgggcagaagggggcagga 1440
ggctgccacccagcagggggtcaggtgtacttttttaaaaagaaatgaagttctcttggt 1500
cacatcctaaaagtgaccagttccctgtggcccattcagaatgggggcttcagcagcccc 1560
gagatacatcagagggtgggcacgctcctccctccactcgcccctcaaacaaatgcccca 1620
cagcccatttctccaccctcatttgatgaccgcagattcaagtgttttgttaagtacaag 1680
tcctgggtgacctggggtcacagggtgccccatgctgcctgcctctgggcgaacgcccca 1740
tcacgccctgaggaggacatggccgcctgcctgagtgggccagacccctgtcaccaggcc 1800
tcacggcagctccgtagtcaggagatggggaagatgctggggacaggccctggggaggag 1860
taccgggggcacctgttcaggctcctgctgtgacactgccccggggcgggggaaggaggt 1920
aggacatgtggaccttggggcctgtaggtccacacccagtgtgggtgaccttccctataa 1980
tctgggtccagcccggctggagatgggtgggagtgcgacctagggctggtgggcaggtgg 2040
gcagtgtctctccctgactgtgtcctcctgtgtccctctgcctcaccgctgttccggaac 2100
ctgctctgcgcggcacgccctggcagTGGGGCAGGTGGAGCTGGGCGGGGGCCCTGGTGC 2160
AGGCAGCCTGCAGCCCTTGGCCCTGGAGGGGTCCCTGCAGAAGCGTGGTATCGTGGAACA 2220
ATGCTGTACCAGCATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAACtagatgtggcc 2280
ggcaggcggccccgcaccctccgcctcctgcaccgagagagatggaataaagcccttgaa 2340
ccagccctgctgtgccgtctgtgtgtcttgggggccctgggccaagccccacttcccggc 2400
actgttgtgagcccctcccagctctctccacgctctctgggtgcccacaggtgccaacgc 2460
cggccaggcccagcatgcagtggctctccccaaagcggcgatgcctgtcggctgcctgct 2520
accctcgccctggggctcagagtccagtgtcggagctgcgggggtctctgaggggccggg 2580
gtggtggggccactgagaaatgacttcttgttcagtagctctggaccctcggagtcccca 2640
gagaccttgttcaggaaagggaatgagaacattccagcaattttccccccacctagccct 2700
cccaggttctatttttagagttatttctgatggagtccctatggaggaaggaggatgggc 2760
tgagggagggggtcctgcagggcagggggctgggaaggtggggagaggctgccgagagcc 2820
acccgctatccccagctccgggcagccccggggcagtcacacaccctggcctcgcggccc 2880
aagctggcagccatctgcagccacagcttatgccagcccaggtccagccagacacctgag 2940
ggacccactggtgccttggaggaagcaggagagctcggacggcaccatgagccggggcag 3000
gtgcagggaccgtggcagcactgggcagggcctcagaacccacgccttgggcaccctggc 3053

Assembled from traces (Pongo pygmaeus abelii):

PPAE-abu34f06.g1 PPAE-abu33a08.g1 PPAE-abu33a08.b1 PPAE-abu28f03.b1
PPAE-abu25g08.g1 PPAE-abu25g08.b1 PPAE-abn64e08.b1 PPAE-abn64b05.b1



PPAE-abn60b06.g1 PPAE-abn55f02.b1 PPAE-abn55e11.b1 PPAE-abn55e04.b1
PPAE-abn55b11.g1 PPAE-abn55b06.b1 PPAE-abn50h04.g1 PPAE-abn45h01.b1
PPAE-abn45g11.b1 PPAE-abn45e02.b1 PPAE-abn22b12.b1 PPAE-abn43g08.g1
PPAE-abn43f12.g1 PPAE-abn43f04.g1 PPAE-abn42h06.b1 PPAE-abn42g01.g1
PPAE-abn42c09.g1 PPAE-abn42b10.g1 PPAE-abn41h09.g1 PPAE-abn41g04.b1
PPAE-abn41e02.b1 PPAE-abn41c10.g1 PPAE-abn41b06.b1 PPAE-abn41b01.g1
PPAE-abn40f10.g1 PPAE-abn40f08.b1 PPAE-abn40b10.b1 PPAE-abn40b01.b1
PPAE-abn38g05.g1 PPAE-abn38f10.g1 PPAE-abn32e12.g1 PPAE-abn32c02.g1
PPAE-abn27f02.b1 PPAE-abn27c04.b1 PPAE-abn22f11.g1 PPAE-abn22f03.g1
PPAE-abn22e09.g1 PPAE-abn22b12.b1 PPAE-abn22b11.g1 PPAE-abn45b06.b1
PPAE-abn16g03.b1 PPAE-abn16d12.b1 PPAE-abn16d09.b1 PPAE-abn11c06.b1
PPAE-abn09c07.g1 PPAE-abn09b05.g1 PPAE-abn08g06.b1 PPAE-abn08g03.b1
PPAE-abn08f01.g1 PPAE-abn07g10.g1 PPAE-abn07g03.b1 PPAE-abn07d12.b1
PPAE-abn07b08.b1 PPAE-abn06f11.b1 PPAE-abn06d06.b1 PPAE-abn06c04.b1
PPAE-abn06b04.b1 PPAE-abn06a09.g1 PPAE-abn05h08.g1 PPAE-abn05g03.b1
PPAE-abn05e07.b1 PPAE-abn05c03.b1 PPAC-bhz34e11.g1 PPAC-awm58g11.g1
PPAC-awm29a11.b1 PPAC-ary68h04.b1 PPAC-ajv23f06.b1 PPAC-aiu42g03.g1
PPAC-adw11a03.g1

Possible polymorphism at 1713 (t/c)

ATG start codon at 1164-1166



Macaca mulatta (rhesus macacque)

cctcacctggggctgctgtcctaaggcgggtgggaactgggcagccagcagggaggggac   60
ccttcctcactcccccacccctgccaccttggcccatccacgggggcatgttgggcaacc  120
agggacttagaaaaaggtcccgaggacaggggatctggggatagtggcgcaaagagcccc  180
gccctgcagccccagctctcctggtgtaatgtggaaagtgggccggggagggctttgctc  240
tgctggagacatttgcccccagctgcgagcagggacaggcctggccaccaggcccctggt  300
taagactctaatgacgcgctggccctgaggaagaggtgctgacgaccaaggagatcttcc  360
cacagacccagcaccagggaaatgatccggaaattgcagcctcagcccccagccatctgc  420
taacccccccaccccaggccctaatgggccaggcagcagggggtggcaggcaggggagat  480
gggctctgagactataaagccagtgggagcccagcagccctcaaccctccgggacaggct  540
gcatcagaagaggccagcaagcaggtctgttccaagggccttcgcgttaggtgggctcag  600
ggctgccccacttgggggttccagggtggctggaccccaggccccagctctgcaacaggg  660
aggacgtggctgggctcttgaagcgtttgggggtaagcccaggggccccagggcagggca  720
cctggccttcagccggcctcaggcctgcctgtctcccaggtcactgtccttccgccATGG  780
CCCTGTGGATGCGCCTCTTGCCCCTGCTGGCGCTGCTGGCCCTCTGGGGACCTGACCCGG  840
CCCCGGCCTTTGTGAACCAGCACCTGTGCGGCTCCCACCTGGTGGAAGCTCTCTACCTGG  900
TGTGCGGGGAGCGAGGCTTCTTCTACACACCCAAGACCCGCCGGGAGGCAGAGGACCCTC  960
AGGgtgagccccaccgcccagcgctgcccctggtcgcccccagccaccccctgctcctgg 1020
cgctcccacccagcgtggacagaagggggcaggaggctgccacccagcagggggtcagga 1080
gtactttttttaaaaagaaatgaagttctcttggtcacctcctaaaagtgaccagctccc 1140
tgtggcccagtcagaagctcagcttgagcatggcgttagcttcagcagctgagccctgac 1200
atacgtcagagggtgggcacgttcctccctccactcgcccgtcacacaaatgccccgcag 1260
cccatttctccaccctcatttgatgaccacagattcaagtgttttgttgagtacaagtcc 1320
tgggtgacttggggtcacagggtgccccacgctgcctgcctgagtgggccagacccctgt 1380
cgccaggcctcatggcagctccgtagtcaggagatggggaagatgctggggacaggccct 1440
ggggagaagaaccgggggcacctgttcaggctcccactatggcaccgccctggggcgggg 1500
gaaggaggtaggacatgtgggcattggggcctgtgggtccacacccagtgtgggtgaccc 1560
tccctctaacctgggcccggcttggctggagacgggtgggagtgcgacctggggctggtg 1620
ggcaggtgggcactgtctctccctgactgtgtcctcctgtgtccctctgcctcgctgctg 1680
ctccgcgacctgctctgcacggcctgccctggcagTGGGGCAGGTGGAGCTGGGCGGGGG 1740
CCCTGGCGCAGGCAGCCTGCAGCCCTTGGCGCTGGAGGGGTCCCTGCAGAAGCGCGGCAT 1800
CGTGGAGCAGTGCTGCACCAGCATCTGCTCCCTCTACCAGCTGGAGAACTACTGCAACta 1860
gatgcggcccgcaggcggcccacaccctccgcctcctgcaccaagagagatcgaataaag 1920
cccttgaaccagccctgctgtgccgtctgtgtgtcttgggggccctgggacaggccccgc 1980
ttccgggcagtgttgtgagcccctcccagctgtctccatgctctctgggtgcccacaggt 2040
gccaatgctggccaggcccgccatgcagtggctctccccaaagcggcgatgcctgtcggc 2100
tgcctgctacccccaccctgtggctcagggtccagtatcagagctgggggggtcgctgag 2160
aggccaggggtggtgggaccactgagaaatgacttcttgttcagtagctctggacccttg 2220
gagtccccagagaccttgttcaggaaagggaatgagaacattccagcaactttcccccac 2280
ctagccctcccaggtcctatttttagagctatttctgttggagtccctgtggagggagga 2340
ggctgggctgagggaggggttcctgcagagcagggggctgggaaggtggggagaggctgc 2400
cgagtgccacccgctatccccagctctgggcagccccgggacagtcacataccctggtct 2460
cgaggcccaagctggcagctgtctgcagccacagc                          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.b1     147152767     147199241     147199199     147198316  147194076
147194005       147187144     wsy40g02.b1   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       147193482     147187958     147187066     147128117  147183223
147183214       147128226     70218867      70212171      147234967  147226248
147226227       147226208     147226201     147183200     147187948  100131119
147137708       147223251     147223072     147223009     147221905  147221893
147221887       147221886     147217574     147216117     147211483
MQAD0012h23.g1  MQAA-alh39a21.g1

Possible polymorphisms at 110 (g/c), 1171 (t/c), 2085 (g/a), 2438 (g/a)

ATG start codon at 777-779



Callithrix jacchus (marmoset)

ccctggcgctcaaaggtggttaggggctgcgggcaatgaggctcggagcccttgcactcc   60
cgatgggtccagctgacctccagttgcctccccagggctcagcccagatgacactgtggg  120
ggtgatgggatcgtggggcctggccaggagaggagcaatgggcaggggctcctggaagag  180
gagtgggggccaggaaggtgcctatggggccaggacggtgcttcccacacctgcccatgg  240
agccctgcagccaccacagatcacagggaagatgaggtccaggcagcctgctggggaccc  300
gctgctcgtccctgggtccctgggtcctgccctcctgccacccaggggaactgagggcct  360
cagctggggctgctgtcctggggtggggtgggaactgggcagccagcaggaagggggcct  420
tctcgctcccccaccccgcaacctctgcccacccatgggggcatctcaggcaaccagaga  480
tggagggcaggagtctggggacagcaacatgaagaaccccgccctgcagcctcctgctct  540
cctggtctaatgtggaaagtggcccagatgagggctgtgctctccgggagacatttaccc  600
ccagctgcgagcaggcacaggtctggccacgaggaccctggttaagaatctaatgacccc  660
ctccctggccctgaggaccagggagatattcccgccgacccagcagccgggaaatgatct  720
ggaaggtacagcctcagcccccagccatctgccagccctgcaccccaggccctaatgggc  780
caggcggcagggttggcacgtagggaagatgggctgtgggcctataaagccagcggggac  840
ccagcagccttcagccctccgggaccagctgcatcgcaggagaccagccagcaggtgtgt  900
tccaagggcctttgagccagcctgggcccagggctgccccacttgggggttgcagagcag  960
ttggaccccaggccccagctctgcagtgggagggcatggctgggctctgaagcatttggg 1020
tgagcccaggggccccagggcagggcacctgaccttcagccggcctcagccctgcctgtc 1080
tcccaggccgctgtgcttccaccATGGCCCCGTGGATGCCCCTCCTGCCCCTGCTGGCAC 1140
TGCTGGCCCTCTGGGGACCCGAGCCAGCCCCGGCGTTTGTGAACCAGCACCTGTGCGGCC 1200
CCCACCTGGTGGAAGCCCTCTACCTGGTGTGCGGCGAGCGAGGTTTCTTCTACGCACCCA 1260
AGACCCGCCGGGAGGCGGAGGACCTGCAGGgtgagccccaccgcccctcactccccccac 1320
cacccccagccacccttgctcctgctgctcccacccagcctgggcaacaggtggactttt 1380
taaaaagagatgaagttctcttggtcacatcctaaaacgtgaccagctccctgcggcccc 1440
agcagaaactcagcctgaggacggtattggcttcggcagctgagctccgagatacctaag 1500
agggcgggcagggcagattcctcccttcatgtgcccctcaagcaagtgccccgcagccca 1560
cttctccaccctcacccgaaaactgcagcttccagtgttttgttgagtacatcaagtcct 1620
gggtgacctggggtcacagggtcacaaacgccccatggcacctgaggaggacatggctgc 1680
tggccacagtgtccctgggcttcacgacagctccaaagtcaggaaatgaggcaggcgctg 1740
gggacaggccctgggaagacgtaccgggggtacctgttcagcctcccgccatggcaccac 1800
ccagcgcattgaagccctctatgtccacatctggtgtgagccacccttcctccacctggg 1860
cccagcttggctggagaggggtgggagcgtgacctggggctggtgggcaggcgggcatcg 1920
tctctccctgactgtgccatcctgtgtcctcttcctcactgctgttctggacctgctctg 1980
tgtggctcgccctggcagTGGGGCAGGTAGAGCTGGGTGGGGGCTCTATCACGGGCAGCC 2040
TGCCGGCCTTGGAGGGTCCCCTGCAGAAGCGTGGCGTCGTGGATCAGTGCTGCACCAGCA 2100
TCTGCTCCCTCTACCAGCTGCAGAACTACTGCAACtagactgggcccacaggccaccccg 2160
tgcccactgccacctgcaccagcacctgctccctctgccagctggagaaccgcagctagt 2220
cgcggcccgcaggcaggctcaaatgcggcctgcaccctctgcacctgcaccacgagtgat 2280
ggaataaagcctcgaaccagctctgctgtgctgtctgtgtgttttcggggccctgggcca 2340
ggccccgcttcctggcactgttatgagcccctcctagctctctagacactctctagatgc 2400
ccataggtgccctcactggccaggccccccaaagtggtggtgcctgttggctgcctcttt 2460
gctactcccgcgctggggctcagggtccagtttcagagttggggggggtctcttgagagg 2520
ccgggtggcggggccactgggaaatgacttcttgctcagtagctctgggctcttggagtc 2580
cccagagaccttgttgaggaaaggggatgagaagattccagcatttcccccacctagccc 2640
tcccaggttccatttttacagctatttctgatggagtccctgtggaagaaggaggctggg 2700
ctgctggagcgggtcctgcaggcgggggctgggaagtggggggaggatgccgagtggtac 2760
ctactatccccagctccaggcagtcccggagcagtcacacaccctggccttgaggcccaa 2820
actggcagcggtctgcagccacagcccataacatccaggcccagacacctgggggcccca 2880
ctcgtgccttggagggagcagggaaggtcagatgggagcatgagctggggcaggtgtgag 2940

Assembled from sequence traces:

167500329   ghi19c09.y1  145105103  CXAF-aol07d01.g1  ghi17g02.y1
ghi13h03.y1   ghi14g02.y1  156711775  ghi13b05.y1  ghi01g12.y1
166757790   ghi20b01.x1  ghi14h03.x1  164282610   144403878
ghi10a09.y1   150978917  CXAG-1353D08.b1   ghi09b05.y1  ghi01h09.y1



ghi09d11.y1   146022714  ghi19d12.x1  145116400  ghi18g02.y1
ghi04d07.y1   ghi09d05.y1  ghi03g07.y1  153363437  ghi14g02.x1
167471919   ghi18d01.y1  144409249  ghi20d07.x1  161077821
146028179   142666551  167269906  ghi03g07.x1  ghi11c05.y1
155772517   ghi19d12.y1  156503136  142015260  ghi15g10.y1
ghi19d05.x1

ATG start codon at 1104-1106



Microcebus murinus (gray mouse lemur)

Microcebus insulin 1

gagggtgccgggaggggcacaaggacaccccccgggtccctgcagccccaggctctgccg   60
actgctgcagaaaacgtctctgggagtcgggtggggccgtgctctcccggccaccctcgc  120
ccccagctgtgacagggacagctctgcagtcagggcgtcagggcctcgttaagacgctaa  180
tgaccgcgtggccccagcgagaggtgctgaccacggaggagatgctcccggcccccgaag  240
cagggaaatggtccggaaactgcagcctcagcgccccccccccggccatctgccgacccc  300
cccaggccctaatgggccaggcggccgggccgggggcagggaggtgggctcggggctata  360
aagccggcagcgcccggcagcccccagccctgcggaccagctgtttccccggccgtcagc  420
gagcaggtctgtgccaggggcctccggtccgggcggtgggacccgggaccccagctctgc  480
atggtggtggtggggagggacgtgggctcctctcgtggggcatttgggggagcaagcggg  540
ggtcccggggcagggcgcccgcccacgctggcctcagccccgctcctctcccaggtcttt  600
gcccccgccccgccATGGCCCTGTGGACGCGCCTCCTGCCCCTGCTGGCCCTGCTGGCCC  660
TGTGGGGGCCCGAGCCCGCCCCCGCCTTCGTCAACCAGCACCTGTGCGGCTCCCACCTGG  720
TGGAGGCCCTCTACCTGGTGTGCGGCGAGCGGGGCTTCTTCTACACGCCCAAGAGCCGCC  780
GCGAGGTGGAGGACGCCCAGGgtgagcgccgcaggcccgcggggcagagggggcgggagg  840
tgccaccgaaggaaagggacctcttttggcctgccacgtcctgaaagcgccctgtggccc  900
ggccagagactctgggcttcaggacagtgcccgctgcacgagcagggccccgatggcacc  960
ctgaggcccacgtggccctccctgcacctgccctccccaaacaaacaccccagcccccgt 1020
ccctacctcacaggacgacagcagcttccaggggggactttagtaaatgcccaaggccag 1080 Alu
gtgcggtgactcacgcctgtaatcccagcactctgggaggccaaggtgggcagactgctc 1140
gaggtcaggagtttgaaaccagcctgagcaagagcgagaccccatctctactataaatag 1200
aaaattaattggccaactaatatatatagaaaaaattagccgggcatggtggcacatgcc 1260
tgtagtcccagctactcgggaggctgaggcaggaggatcgcttgagcccaggagatggag 1320
gttgctgtgagctaggctgacgccacggcactcgctctagcctgggcaacaaagcgagac 1380
tctgtctcaaaaaaataaataaataaaaacaagcgccccaggtcctgggtgtgggtggtc 1440
tcagggtgaccttgggaagtggcccccacccgcccagtggggcgcggtagcaataggagg 1500
ctggcagtggggagtcgagggatgggcaaccccccggggacggtgcccgtggggggcacc 1560
tgccacgttcccgccgcggcactgcccggggccggggacaggtggcagggtgtgtgggct 1620
cggggcacgcctgtccctgcccagcggccacccggggtagggggcgggcggctctgtgtc 1680
cctgacgccctggccctgtctctctctctccctccctgtctgcctggcaccgcccggccg 1740
gcagCGGGGCAGGTGGGGCCGGACGGCGGCCTGGGCGCGGGCGGCCTGCAGGCCCTGGCG 1800
CTGGAGGGGGCCCCGCAGAAGCGCGGCATCGTGGAGCAGTGCTGCACCAGCATCTGCTCG 1860
CTGTACCAGCTGGAGAACTACTGCAACtagccacccgccccgccccgccccgggacggaa 1920
taaacctcttgaatggcccccgtgtctgtcttccgtgtgtctccgagccccgccccgccg 1980
cgccgcacccccctccccagcagccccccaaccccgagcgtcctccatgctccccgggcg 2040
ccggctaggcccgggtaccccaaggagcggggtgcctgccactgcccccccccggggctc 2100
tggggggcgtgggcgagctgagatgccggggggctcttggggagctgacttcctcgttca 2160
gaagccctggaccctcagggtccccagagaattttcgaggaaagagaatgagaacattcc 2220
agtggcttcttcccaccta                                          2280

Assembled from traces:

mmi20g10.y1   mmi13e04.y1 mmi11b02.y1  mmi08h07.y1
mmi06h06.y1  mmi06b09.x1 mmi03a07.x1 mmi02e04.x1
mmi02d08.y1  mmi01c08.y1 mmi01a01.x1 G730P68654FL23.T0
G730P68569FI1.T0  G730P67274RM16.T0 G730P6704FA4.T0 G730P66105FO20.T0
G730P6585RO23.T0  G730P65361RI19.T0 G730P63604FG3.T0 G730P63375FG14.T0
G730P6325FI20.T0  G730P62785FD3.T0  G730P62436RA13.T0

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)

agaagtggcagaagtccctggtgggactggcctggccctcttgggggccgggagggtgga    60
ggaggttgtaccacaaggcctcaacccagggagcactggagggggcagtgggactgtggg   120
gcttaactcgaaggtggacggtggctgggggtgcccagaaagagggggacctgcgcggga   180
ggctgctcttacactgaaaatgatagatagggccggccttttggggccatagcttctcca   240
tcagattccgccttctttctggccccagggtagctggggcttctgtcctggaatggagtg   300
ggaaacaagaagagggggaacactttctcactcttcccaccccaagaccccgggaggcct   360
gttgggcagaccagggatcctgggggcaggcttgctggagcggagtccccacctccccgc   420
cacagcccccagctctcctggaccgatgtgggaaatggcttggcaaggcccaggtaaggg   480
tttgctgtcctggagacatttgcccccagctgcgagcaggaccactctagccatccagtc   540
gttaagactaatgaccccagggcccaagtgagagatgttgacgaccaagaagatgtcccc   600
acaggccccacaccagggaaatgatccagaaattgcagcctcagcccctggccatctgcc   660
gacacccctaccactggaggccctaatgggccaggtggcagggcttggggggcaggggag   720
atgggcttgggtgctataaagccagtggggacccagccatcctcaggcctgcgggaccag   780
ctgcattgtgaggtcatcagcaagcaggtctgtactgggggtctccacgccagtctgcct   840
gggggctccagggcactggactgcaggcttgagctctgcaaagagggacgacatggcttt   900
tctctgggagtgtaaggggtggtcactgggacccaggacggggcacttgccccctcacct   960
ggcctcaaggccaccctgcacactcctaggttattgtctctcaccATGGCCCTGTGGACA  1020
TGCTTCCTGCCCCTGCTGACCCTGCTGGCCCTCTGGGGGCCTGAGCCAGCCCCGGCCTTC  1080
GTGAATCAGCACCTGTGTGGCTCCCACCTGGTGGAGGCGCTGTACCTGGTGTGTGGGGAG  1140
CGAGGCTTCTTCTATACACCTAAGACCCGCCGGGAGGTGGAGGATTCTCAGGgtgagcac  1200
ccccagccctgctacccccagtagctccaccctggcaggagtggaggcgggcaggatgct  1260
gccacccggtgggaagtcaggtggacttctataaaaaagggtaatggagttcccttggcc  1320
ccctcctaaaagtgaccagctctctgaggccgagtcggagagtctgggaataaggacttc  1380
tccctcctcgcctcccctggaccatttcgccacctgcctgtggggaaggcaacttcagga  1440
gaggaagtttactgagtgaatcaacccttgggcttggatgatctcggggcaacttggggg  1500
ggtcacggggtgccccatgctgcctgcatccctgtgggcaaatgtcctggggtgctctga  1560
ggaggacgggtggagcacctgacagggagttgggaaacgggtgcaggccccggggatggt  1620
actgacagggccctggcactgcccttgggccagagggtttgtgggcccagtccaatcagc  1680
aacaaggtgaaggggctaccctgggggggctaccctggggctctctgggtccccggtagT  1740
GGGGCAGGTGGAGCTGGGCGGGGGCCCTGGAGCAGGCAGCCTGCAGCCCTTGGCGCTGGA  1800
GGTGCCCCCGCAGAAGCGCGGCATCGTGGAGCAGTGCTGCACCAGCATCTGCTCCCTCTA  1860
CCAGCTGGAGAACTACTGCAACtagacctgggccgcccgtgccaccggggccggagtgcc  1920
gcttcctgcttcccgcccaccaagagttcaaataaacccccaaatgagccctactgtgtc  1980
atctgtttgtcttgggggccgagtggagagtgtgtgccatccacctgcctggaacatgct  2040
ggcctcgagggccgtctccctggctctcctcctgccgccccctgcatggacctgcccagc  2100
gttctgcatacctacagggtctacaggggcccaggtccaggaggccctccccaggatgcc  2160
aattcccctctcagctgcccactgcccctacctggaggctctgggaagacagaggaggac  2220
tgtgggggtctccggggctaggggtgacttccccttgcctgatagccctggattcgcaag  2280
gtcctccgagcacttttcccagaaaagagaatgagaacattccagtgacttcttctcacc  2340
cagccctctcaggctcgattgttatagctatttctgatggatccccatgtggaaggaaga  2400
ggctgggtgaggggagggagtctgccaggggagggagagaaagaaagggaccagagtctg  2460
cccctttcagtgccttgggtgggcaggggacagccccagccctcagaccagacccagcaa  2520
acaatctgagggaactgcttgtgtcatggaccctcatgagctggggcagacggaaggccc  2580
aaggcgggccctgggcagggtttcttgagccccagttctcagaggccctgagaactgcag  2640
cctacaagggccagaagaccttccgggccacaagaccacagaccagaggcaaggtctctc  2700
cagtccctggccctcttgcttcctccaagccgggccactggaccagattcctctagtgac  2760
agacctggcagttgtccccagaagtgcccttggaccctgacaaagccacactgggtccag  2820
gtccagcccaggtcacctccaggcaggtgacccaagccaccacaaggcctggccagcctg  2880
cctgccacccaggccaaaccaatctgtgcctttcctgaaaactccgcccgggctgggctg  2940

From scaffold_5168: 93156-90221 (Complement) (numbers do not match exactly
because of indels introduced on correcting).

Corrected using Traces:



G835P66833FF9.T0  G835P67157RD23.T0 G835P62308FK15.T0  G835P61931FB16.T0
G835P66632FL22.T0  G835P61796RP12.T0 G835P69670FN4.T0  G835P64058RP24.T0
G835P62926RK1.T0   G835P61594FC9.T0 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 (dog)

gtgcggaaagagctccagaaacaggggcagacacggagagggagcgtgggcaggacatat   60
ggggccccacacagggggtgtctgcagcccccacagtagagttgagaagtgcggccccac  120
ctgaatgtctgcacagcggccggtccccgagctcggtcctctgcacggtactctggggtg  180
ctaggggtctcagggctgctgtgctggggctggggggtgggctgtgagcagggaggagat  240
gctcccccacaagcgcccccctcatggtcttgcaccatcctagggacctggagggcagac  300
cagggactggctggggtccagggcccgggcagaagaagcccccagctctggcccccagct  360
cccctgcactaatgtggaaaatgtggctcaggcaaggcccaggtggggggctctgccccc  420
gtggggacatttggccccagctgttagtggccatcaggcccctcgttaagactctaatga  480
ccccgaggcccggggtgctgacgaccaaggagctcttcccgcagacccagcactggggaa  540
atgatccagaaattgcagcctcagcctccggccatctgccaccccctcatggccaggccg  600
tgggctcgggagctataaagccaggagggtccagcagcccccagcccccgggaccatctg  660
caccccgacacggccggcaaacaggtctgtccccacgggctccccgccgccgcctccccg  720
ccagcctgtgctctcaaggcagcaggaggagaagagctgcctcggggcctttgcggggtg  780
ggctcagggtggggggggccgtgccccttgccagcctcaaccctgcctgtccccaggtcg  840
ccATGGCCCTCTGGATGCGCCTCCTGCCCCTGCTGGCCCTGCTGGCCCTCTGGGCGCCCG  900
CGCCCACCCGAGCCTTCGTTAACCAGCACCTGTGTGGCTCCCACCTGGTAGAGGCTCTGT  960
ACCTGGTGTGCGGGGAGCGCGGCTTCTTCTACACGCCTAAGGCCCGCAGGGAGGTGGAGG 1020
ACCTGCAGGgtgagcccccgccgcccccgccctggctccctacctggccccaggggcagg 1080
ccaggtggaaatattaaaaagaaaaatgactttcccttggtctacatcctgcaagggacc 1140
agctccttggtcagggtcgggcaccaaaagcctgagggcagcctcccaccttggcaccac 1200
cctggggcctgggagccactggcacggggtggggtgggcggggcgcgctctctccctgac 1260
cctgacccgctctccgcctggctcctccgcagTGAGGGACGTGGAGCTGGCCGGGGCGCC 1320
TGGCGAGGGCGGCCTGCAGCCCCTGGCCCTGGAGGGGGCCCTGCAGAAGCGAGGCATCGT 1380
GGAGCAGTGCTGCACCAGCATCTGCTCCCTCTACCAGCTGGAGAATTACTGCAACtaggg 1440
gcgcggggggcaggacgtggcagcacctgctgcaggtcacggtggccgcaagccttcggc 1500
tctctgcaccccaagtgattcaataaaccctctgaatgagccctagtggtgttgtctgtg 1560
cggcgcaggggttgaggtgtgggccaggggcccttccagggaccccctgtttcctgttct 1620
ctctacaccagcccccccaaacttggcccctgcccactgggtgcccaaaggcaagctcct 1680
gcccattgtcggctgccccctgccccaggtgctaggaggtcccatggcccctggctgctt 1740
cagcacaggacagagaaggacctcgggggctctggggggcctgggggctggttgggagca 1800
gatttccttagctcaaaagccttgagctctcgggggcccccagagagctttccaaggaaa 1860
gggaataagaatattccagcagtttctccccacctaggcctgcagtgctctacctgtagt 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/g)

ATG start codon at 843-845.


