
Supplement Fig. 2.  Sequences of IGF-II genes for Homo sapiens, Pan troglodytes,
Pongo pygmaeus, Macaca mulatta, Callithrix jacchus, Microcebus murinus, Otolemur
garnettii, and Canis familiaris

Just the three coding exons (exons 8,9 and 10) are shown, with flanking sequences.
The full very long utr of exon 10 is not shown.  Coding sequences are shown in blue
(mature protein) or red (signal peptide and E-domain) uppercase, non-coding
sequences in orange (transcribed) or black lowercase. Below each sequence is shown
the Chromosomal location (ensembl release 47), or traces from which the sequence
was assembled, the position of the ATG start codon and other information



Homo sapiens (man)

atgaccgtggagatggtcacccctcgtgtaaaattactagtgcttcttgcaaatggaagg   60
aactgggccttttctgtgtgcttctggacgcttcattctgcacatggccctgcgccctca  120
cctcggcattatgacctgtgtgttacttttgtaataaaaataatgtttataggaaagccg  180
tgctttcaattttcaactgaatttgtaggttggcaaatttggtttgggaggggcacctct  240
ggcctggggcttggcctggctgccccgctcacgccacttctctcccgcccccagacacca  300 exon 8
ATGGGAATCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCG  360
TGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTGGTGGACACC  420
CTCCAGTTCGTCTGTGGGGACCGCGGCTTCTACTTCAgtaagtagctgggaggggcttcc  480
tcagacctggtcaggcccctagagtgaccggtgaggacgcccaacctcaagccaggggag  540
cacactcctaggtcagcagcccagccgcttgctctgagactttgaccttcccgccgcgtt  600
tctgagcacgtgcggtgtcccagggcatccacaccagctgcctttcccatcacacgcctc  660
cttcgaagggtgggccagaggtgccccctagacgtcaggggcactcacaggggtctccct  720
gggcatcagaatttctgttgggggccgtgaggctcctgctcctgaggcaccgcacgccta  780
gtgcagggcttcaggctctggaggaagagcctgcctttcttcctgcaccttttggacatt  840
ctgacaagggacgtgcgttcggtgaatgatcagaattaaaatcaataaagtgatttatat  900
aattaaaatcaataagacaagtgcagttggtgggtggcaggggtgagcggtgcatgcgcc  960
tccttgggccccaaggctgccgtggggggtgcccacctgctgacctcaaggacgcttcag 1020
cctttcctcatgtttctctcttggttctccagcctgggggctggcaggtgggtgcatggc 1080
ccattgtccttgagaccccacccccagataggggggctgggtggatgcagaggcaggcat 1140
ggtgcctgggcatgcctgatggggcaggggaggggccgctccttactggcagaggccgca 1200
cggcttattccacctgacactcaccacgtgacatctttaccaccactgcttactcacgct 1260
gtgaaatgggctcacaggatgcaaatgcacttcaaagcttctctctgaaaagttcctgct 1320
gcttgactctggaagcccctgcccgccctggcctctcctgtgccctctctcttgcctgcc 1380
ccatttgggggtaggaagtggcactgcagggcctggtgccagccagtccttgcccaggga 1440
gaagcttccctgcaccaggctttcctgagaggaggggagggccaagcccccacttggggg 1500
acccccgtgatggggctcctgctccctcctccggctgatggcacctgccctttggcaccc 1560
caaggtggagcccccagcgaccttccccttccagctgagcattgctgtgggggagagggg 1620
gaagacgggaggaaagaagggagtggttccatcacgcctcctcactcctctcctcccgtc 1680
ttctcctctcctgcccttgtctccctgtctcagcagctccaggggtggtgtgggcccctc 1740
cagcctcctaggtggtgccaggccagagtccaagctcagggacagcagtccctcctgtgg 1800
gggcccctgaactgggctcacatcccacacattttccaaaccactcccattgtgagcctt 1860
tggtcctggtggtgtccctctggttgtgggaccaagagcttgtgcccatttttcatctga 1920
ggaaggaggcagcagaggccacgggctggtctgggtcccactcacctcccctctcacctc 1980
tcttcttcctgggacgcctctgcctgccagctctcacttccctcccctgacccgcagggt 2040
ggctgcgtccttccagggcctggcctgagggcaggggtggtttgctcccccttcagcctc 2100
cgggggctggggtcagtgcggtgctaacacggctctctctgtgctgtgggacttccagGC 2160 exon 9
AGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCATCGTTGAGGAGTGCTGTTTCCGC 2220
AGCTGTGACCTGGCCCTCCTGGAGACGTACTGTGCTACCCCCGCCAAGTCCGAGAGGGAC 2280
GTGTCGACCCCTCCGACCGTGCTTCCGgtgagggtcctgggcccctttcccactctctag 2340
agacagagaaatagggcttcgggcgcccagcgtttcctgtggcctctgggacctcttggc 2400
cagggacaaggacccgtgacttccttgcttgctgtgtggcccgggagcagctcagacgct 2460
ggctccttctgtccctctgcccgtggacattagctcaagtcactgatcagtcacaggggt 2520
ggcctgtcaggtcaggcgggcggctcaggcggaagagcgtggagagcaggcacctgctga 2580
ccagccccttcccctcccagGACAACTTCCCCAGATACCCCGTGGGCAAGTTCTTCCAAT 2640 exon 10
ATGACACCTGGAAGCAGTCCACCCAGCGCCTGCGCAGGGGCCTGCCTGCCCTCCTGCGTG 2700
CCCGCCGGGGTCACGTGCTCGCCAAGGAGCTCGAGGCGTTCAGGGAGGCCAAACGTCACC 2760
GTCCCCTGATTGCTCTACCCACCCAAGACCCCGCCCACGGGGGCGCCCCCCCAGAGATGG 2820
CCAGCAATCGGAAGtgagcaaaactgccgcaagtctgcagcccggcgccaccatcctgca 2880
gcctcctcctgaccacggacgtttccatcaggttccatcccgaaaatctctcggttccac 2940
gtccccctggggcttctcctgacccagtccccgtgccccgcctccccgaaacaggctact 3000
ctcctcggccccctccatcgggctgaggaagcacagcagcatcttcaaacatgtacaaaa 3060
tcgattggctttaaacacccttcacataccctccccccaaattatccccaattatcccca 3120
cacataaaaaatcaaaacattaaactaacccccttcccccccccccacaacaaccctctt 3180

From human genome sequence, chromosome 11: 2113629-2110450. Complement.
ATG start codon at 301-303.



Pan troglodytes (Chimpanzee)

gtgcttcttgcaaatggaaggaactgggccttttctgtgtgcttccggacgcttcattct   60
gcacatggccctgcgccctcacctcggcattatgacctgtgtgttacttttgtaataaaa  120
ataatgtttataggaaagccgtgctttcaattttcaactgaatttgaaggttggcaaatt  180
tggtttgggaggggcacctctggcctggggcttggcctggctgccccgctcacgccactt  240
ctctcccgcccccagacaccaATGGGAATCCCAATGGGGAAGTCGATGCTGGTGCTTCTC  300 exon 8
ACCTTCTTGGCCTTCGCCTCGTGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGC  360
GGCGGGGAGCTGGTGGACACCCTCCAGTTCGTCTGTGGGGACCGCGGCTTCTACTTCAgt  420
aagtagctgggaggggcttcctcagacctggtcaggcccctagagtgaccagtgaggacg  480
cccaacctcaagccaggggagcacactgctaggtcagcggcccagccccttgctctgaga  540
ctttgaccttcccgccgcgtttctgagcacctgcggtgtcccagggcatccacaccagct  600
gcctttcccatcacacgcccccttcgaagggtgggccagaggtgccccctagacgtcagg  660
ggcactcacaggggtctccctgggcatcagaatttctgctgggggccgtgaggctcctgc  720
tgctgaggcaccgcacgcctagggcagggcttcaggctctggaggaagagcctgcctttc  780
ttcctgcaccttttggacattttgacaagggacgtgcgttcggtgaatgatcagaattaa  840
aatcaataaagtgatttatataattaaaatcaataagacaagtgcagttggtgggtggca  900
ggggtgagcggtgcatgagcctccttgggccccaaggctgccgtggagggtgcccacctg  960
ctgacctcagggacgcttcagcctttcctcgtgtttctctcttggttctccagcctgggg 1020
gctggcaggtgggtgcatggcccattgtccttgagaccccacccccagatgggggcgctg 1080
ggtggatgcagaggcaggcatggtgcctgggcatgcctgatggggcaggggaggggccgc 1140
tcctcactggcagaggccgcacggcttattccacctgacactcaccacgtgacaccttta 1200
ccaccactgcttactcacgctgtgaaatgggctcacaggatgcaaatgcacttcaaagct 1260
tctctctgaaaagttcctgctgcttcactctggaagcccctgcccgccctggcctctcct 1320
gtgccctctctcttgcctgccccatttgggggtaggaagtggcactgcagggcctggtgc 1380
cagccagtccttgcccagggagaagcttccctgcaccaggctttcctgagaggaggggag 1440
ggccaagcccccacttgggggacccccgtgatggggctcctgctccctcctccggctgat 1500
ggcactctgccctttggcaccccaaggtggtggacccccagcgaccttccccttccagct 1560
gagcattnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 1620
nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 1680
nnnnnnnnnnnnnnnnnnnnnnnnnnncctcctaggtggtgccaggccagagtgcaagct 1740
cagggacagcagtccctcctgtggggcccccggaacggggctcacatcccacacattttc 1800
caaaccacggcgggtgtgagcctttggtcctggtggtgtctgtctggccgtgggaccaag 1860
agcttgtgcccatttttcatctgaggaaggaggcagcagaggccacgggctggtctgggt 1920
cccactcacctcccctctcacctctcttcttcctgggacgcctctgcctgccagctctca 1980
cttccctccccggacccgcagggtggctgcgtccttccagggcctggcctgagggcaggg 2040
gtggtttgttcctcctccagcctccgggggctgggggcagtgcggtgctaacacggctct 2100
ctctgtgctgtgggacttccagGCAGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGC 2160 exon 9
ATCGTTGAGGAGTGCTGTTTCCGCAGCTGTGACCTGGCCCTCCTGGAGACGTACTGTGCT 2220
ACCCCCGCCAAGTCCGAGAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGgtgagggtc 2280
ctgggcccctttcccgctctctagagacagagaaatagggcttcgggcgcccagcgtttc 2340
ctgtggcctctgagacctcttggccagggacaaggacccgtgacttccttgcttgctgtg 2400
tggcccgggagcagctcagacgctggctcctttctgtccctctgcccccgtggacattag 2460
ctcaagtcactgatcagtcaccggggtggcctgtcaggtcaggcgggcggctcaggcgga 2520
aaagcgtggagagcaggcacctgctgaccagccccttcccctcccagGACAACTTCCCCA 2580 exon 10
GATACCCCGTGGGCAAGTTCTTCCAATATGACACCTGGAAGCAGTCCACCCAGCGCCTGC 2640
GCAGGGGCCTGCCTGCCCTCCTGCGTGCCCGCCGGGGTCACATGCTCGCCAAGGAGCTCG 2700
AGGCGTTCAGGGAGGCCAAACGTCACCGTCCCCTGATTGCTCTACCCACCCAAGACCCCG 2760
CCCACGGGGGCGCCCCCCCAGAGATGGCCAGCAATCGGAAGtgagcaaaactgccgcaag 2820
tctgcagcccggcgccaccaccctgcagcctcctcctgaccacagacgtttccatcaggt 2880
tccatcccgaaaatctctcggttccacgtccccctggggcttctcctgacccagtccccg 2940
tgccccgcctccccgaaacaggctactctcctcggccccctccatcgggctgaggaagca 3000
cagcaacatcttcaaacatgtacaaaatcgattggctttaaacacccttcacacaccttc 3060
cccccaaattatccccaattatccccacacataaaaaatcaaaacattaaactaacccc  3120

From chimpanzee genome sequence, chromosome 11: 2184276-2179057. Complement.



Completed (except gap as indicated) using Traces:

S217P60466RE9.T0  G591P624921FG12.T0  G591P606559FC5.T0
sqj09e09.b1

ATG start codon at 262-264.



Pongo pygmaeus (orangutan)

ccacccctcgtgtaaaattactagtgcttcttgcaaatggaaggaactgggccctttctg   60
tgtgcttccggacacttcattctgcacgcggccctgcgccctcaccttggcattgtgacc  120
tgtgtgttacttttgtaataaaaataatgtttataggaaagccgtgctttaaattttcaa  180
ttgaatttgtaggttggcaaatttggtttgggaggggcacctctggcctggggcttggcc  240
tggctgccccgctcacgccacttctctcccgcccccagataccaATGGGAATCCCAATGG  300 exon 8
GGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCGTGCTGCATTGCTGCTT  360
ACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTGGTGGACACCCTCCAGTTCGTCTGTG  420
GGGACCGCGGCTTCTACTTCAgtaagtagctgggaggggcttcctcagacctggtcaggc  480
ccctagagtgaccggtgaggactcccaacctcaagtcaggggagcacactcctaggtcag  540
cggcccagccccttgctctgagactttgaccttccagccgcatttctgagcacctgcggt  600
gtcccagggcatctacaccagctgcctttcctgtcacacgcctccttcgaagggtgggcc  660
agaggtgccccctagatgtcaggggcactcacgggggtctccctgggcatcagaatttct  720
gttgggggccgtgaggctccttctgctgaggcgtcacacccctaggccagggtttcaggc  780
tctggaggaagagcctgcctttcttcctgcaccttttggacattttgacaagggatatgc  840
gttcagtgaatgatcagaattaaaatcaataaagtgatttatagaattaaaatcaatcag  900
acaagtgcagttggtgggtggcagggctgagcgatgcatgcgcctccttgggccccaagg  960
ccgccgtggagggtgcccacctgctgacctcgaggacgcttcagcctttcctcatgtttc 1020
tctcttggtcctccagcctgggggctggcaggtgggtgcacggcccgttgtccttgagac 1080
cctgcccccagatggggggctgggtggatgcagaggcaggcatggtgcctgggcatgcct 1140
gatggggcaggggaggggccgctccttgctggcaggggccgcacggcttattccacctga 1200
cactcaccacgtgacatctttaccaccactactgactcacgctgtgaaatgggctcacag 1260
gatgcaaatgcacttcaaagcttctctctgaaaagttcctgctgcttgactctggaagcc 1320
cctgcccgccctggcctctcctgtaccctttctctcgcctgccccatttgggggtaggaa 1380
gtggcactgcagggcctggtgccagccggtccttgcccagggagaagcttccctgcacca 1440
ggctttcctgagaggaggggagggccaagcccccacttgggggacccccgtgatggggct 1500
cctgctccctcctccggctgatggcacctgccctttggcaccccaaggtggagcccccag 1560
cgaccttccccttccagctgagcattgctgtgggggagagggggaagacgggaggaaaga 1620
agggagtggttccgtcacgcctcctcactcctctcctcccgtcttctcctctcctgccct 1680
tgtctccctgtctcagcagctccaggggtggtgtgggcccctccagccttctaggtggtg 1740
ccaggccagagtccaagctcagggacagcagtccctcctgtgggggcccctgaactgggc 1800
tcacatcccacatattttccaaaccactcccattgtgggcctttggtcctggtggtgtcc 1860
gtctggccatgggaccaagagcttgtgcccatttctcatcggaggaaggaggcagcagag 1920
gccacgggctggtctgggtcccactcacctcccctctcacctctcttcttcctgggacgc 1980
ctctgcctgccagctctcacctccctcccctgacccgcagggtggctgcatccttccagg 2040
gcctggcctgagggcctcctggggcagggggcagtgcggtgctaacgaggctgtctctgt 2100
gctgtgggacttccagGCAGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCATCGTT 2160 exon 9
GAGGAGTGCTGTTTCCGCAGCTGTGACCTGGCCCTCCTGGAGACGTACTGTGCTACCCCC 2220
GCCAAGTCCGAGAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGgtgagggtcctgggc 2280
ccccttcccgctctctagagacagagaaatagggcttcgggcgcccagcgtttcctgtgg 2340
cctctgggacctcttggccagggacaaggacccgtgacttccttgcttgttgtgtggctg 2400
gggagcagctcagatgctggctccttctgtccctctacccatggacattagctcaagtca 2460
ctgatcagtcagaggggcggcctgtcgggtcaggcgggcggctcaggcggaagagcgcgg 2520
agagcaggcacctgctgaccagccccttcccctcccagGACAACTTCCCCAGATACCCCG 2580 exon 10
TGGGCAAGTTCTTCCAATATGACACCTGGAAGCAGTCCACCCAGCGCCTGCGCAGGGGCC 2640
TGCCTGCCCTCCTGCGTGCCCGCCGGGGTCACGTGCTCGCCAAGGAGCTCGAGGCGTTCA 2700
GGGAGGCCAAGCGTCACCGTCCCCTGATTGCTCTACCCACCCAAGACCCCACCCACGGGG 2760
GCACCCCCCCAGAGATGGCCAGCAATCGGAAGtgagcaaaactgccgcgagtctgcagcc 2820
cggcgccaccaccctccagcctcctcctgaccacggatgtttccatcaggttccatcgcg 2880
aaaatctctcggttccacgtccccctggggcttctcctgacccagtccccgtgccccgcc 2940
tccccgaaacaggctactctcctcggccccctccatcgggctgaggaagcatcatagcaa 3000
catcttcaaacatgtacaaaatcgattggctttaaacaccctccacacaccctcccccca 3060
aattatccccaattatccccacacataaaaaatcaaaacattaaactaacccccttcccc 3120
caccccacaacaaccctctt



Assembled using traces:

PPAE-abn64d08.b1 PPAE-abn55c05.g1 PPAE-abn41f05.g1
PPAE-abn38b03.b1 PPAE-abn42h04.g1 PPAE-abn41b07.g1
PPAE-abn45f04.b1 PPAE-abn55g04.b1 PPAE-abn22g05.b1
PPAE-abn40h05.g1 PPAE-abn50g06.g1 PPAE-abu27d11.g1
PPAE-abn60h06.g1 PPAE-abu28d05.b1 PPAE-abn64e03.b1
PPAE-abn41d10.g1 PPAE-abn43f02.b1 PPAE-abn05g09.g1
PPAE-abu35f11.b1 PPAE-abn32a02.g1 PPAE-abn42d10.b1
PPAE-abn40a06.b1 PPAE-abn38c04.b1 PPAE-abn32f03.b1
PPAC-amm88a05.g1 PPAE-abn09c11.b1 PPAE-abn43e09.b1
PPAE-abn05d08.b1 PPAE-abn16f10.b1 PPAE-abn42e03.b1
PPAE-abn40d01.g1 PPAE-abn43c06.g1 PPAE-abn05a08.g1
PPAE-abn45e11.g1 PPAE-abn05d07.b1 PPAE-abn60e07.g1
PPAE-abn06h07.g1 PPAE-abn38c07.b1 PPAE-abn38f01.g1
PPAE-abn64g03.g1 PPAE-abn16b08.b1 PPAE-abn50d11.b1
PPAE-abn41b05.g1 PPAE-abn27g04.g1 PPAE-abu27d09.g1
PPAE-abn45b08.g1 PPAE-abn11g07.g1 PPAC-aja59d11.g1
PPAE-abn08b04.b1

ATG start codon at 285-287.

Probable polymorphisms at 742 (t/g), 836 (t/c).



Macaca mulatta (rhesus macacque)

cacggagatggtcacttgtcgtgtaaaattactagtgcttcttgcaaatcgaaggaactg   60
ggccctttctgcgtgcttccagacacttcattctccaggtggccctgcgccctcaactcg  120
gcattgtgacctatgtgttacttttgtaatgaaaataatgtttataggaaagccatgctt  180
taaatttttaattgaatttgtaggttggccaacggcctctggtttgggaggggcaccttt  240
ggcctggggcttggcctggctgccacgctcacaccacttctctcccgcccccagatacca  300
ATGGGAATCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCG  360 exon 8
TGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTCGTGGACACC  420
CTCCAGTTCGTCTGTGGGGACCGCGGCTTCTACTTCAgtaagtagttgggaggggcttcc  480
tcagatccggtcaggcccctaaagtgataggtgaggacgcctaacctcaagccaggggag  540
cacactcctaggtcagcggcccagcccctgctcggagactccgaccttccagctgcgttt  600
ctgagaacctgcagggtcccagggcatccacaccagctgactttcccttcacaagcctcc  660
ttcgaagggtgggccagaggtgtcccctagacgtcgggagcacttacgggggtctccctt  720
ggggtcagaatttctgttgggggctgtgagctcccgctgcggaggcgccgcacccctagg  780
gcagggcttcaggctctggaggaagagcttgcctttcttcctgcaccttttggacatttt  840
gacaagggatgtgcgttcagtgaatgatcagaattaaaatcagtaaagtgatttatagaa  900
ttaaaatcaataaaacaagtgcagttggtgggtggcaggggtgaacggtgcatgcgcctc  960
cttgggccccaaggccaccatggagggtgcccacctgctgacctcaaggacgattcagcc 1020
tttcctcatctttctctcttggttttccggcctgggggttggcgggtgggtgcacagctc 1080
attgtgcttgagaccccgcccccagatggggggctgggtggatgcaaaggcaggcatggt 1140
gcctaggcatgcctgatggggcaggggaggggccacttctcgctggccgggaccacacgg 1200
cttattccacctgacactcaccacgtctcatctttaccacttactacttactcacgctgt 1260
gcaatggactcacaggatgcaaatgcacttcaaagcttctctcttaaaagttcctgctgc 1320
ttgactctggaagcccctgcccgccctggcctctcctgtgccctctctctcgcctgtccc 1380
atttggggataggaagtggcactgcagggcctggtgccagccggtccttgcccagggaga 1440
agcttccctgcaccaggctttcctgagaggaggggagggccaagcccccacttgggggac 1500
cctgtgatggggctgctgctccctcctccggctgatggcacctgccctttggcaccccaa 1560
ggtggagcccccagtgaccttccccttccagctgagcattgctgtgggggagagggggaa 1620
gacgggaggaaagaagggagtggttccatcgcgcctcctcactcctctcctcccgtcttc 1680
tcctctcctgcccttgtctccctgtctcagcagctccggggtggtgtgggcccctccagc 1740
ctcctaggtggtgccaggccagagtccaagctcagggacagcagtccctcctgtgggggc 1800
ccctgaaccggactcatatcccacacgttttccaaatcaccccagtgtgggcctttggtc 1860
ctggtggtgtctgtctggccatgggaccaagagcttgtgcccatttttcatctgaggaag 1920
gaggcagcagaggccacgggctggtctgggtcccactctcttcccctctcacttctcttc 1980
ttcctggggtgcctctgcctgccagctctcacttccctcccctgacccgcagggtggcct 2040
catctttccagagcctggcctgagggcaggggtggtttgctcctccttcggcctcctggg 2100
gcagggggcagcacggtgctaacatggctctctctgtgctgtgggacttccagGCAGGCC 2160 exon 9
CGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCATCGTTGAGGAGTGCTGTTTCCGCAGCTG 2220
TGACCTGGCCCTCCTGGAGACGTACTGTGCTACCCCCGCCAAGTCCGAGAGGGACGTGTC 2280
GACCCCTCCGACCGTGCTTCCGgtgaggatcctgggccccttccccactctctagagata 2340
gagaaatagggtttcgggcgcccagcattgcctgtggcctctgggaccccttggccaggg 2400
acaaggacccgtgacttccttgcttgttgtgtggctggggagcagttcagacgctggctc 2460
cttctgtccccctgcctgtggacgttagctcgagttgctgatcagtcacaggggtgacct 2520
gtcaggtcaggcgggtggctcgggcggaaaagcgtggagagcaggcacctgctgaccagc 2580
cccttcccctctcagGACAACTTCCCCAGATACCCCGTGGGCAAGTTCTTCCGATATGAC 2640 exon 10
ACCTGGAAGCAGTCCACCCAGCGTCTGCGCAGGGGCCTGCCTGCCCTCCTGCGTGCCCGC 2700
CGGGGTCGCATGCTCGCCAAGGAGCTCGAGGCATTCAGGGAGGCCAAGCGTCACCGTCCC 2760
CTGATTGCTCTGCCCACCCAAGACCCCACCCACGGGGGCGCCTCCCCAGAGATGTCCAGC 2820
AATCGGAAGtgagcaaaactgccgcaagtctgcagccagcaccaccaccctccagcctcc 2880
tcctgaccagcgacgtttccatcaggttccatctccaaaatctctcggttccacttcccc 2940
cccggggcttctcctgaccccagcccccgtgccccgcctccccgaaacaggctactctcc 3000
tcggccccctccatcgggctgaggtccacagcaacatcttcaaacatgtacaaaatcgat 3060
tggctttaaacaccctccctccaaattatccccaattatccccacacataaaaaatcaaa 3120
actttaaactaacccccttcccccccaccacaacaaccctcttaaaaataattggctttt 3180

From Macaca genome sequence: chromosome 14, location not defined.



Completed and corrected using traces:

147123091 147123086 147194067 147193984 147204525 147134589 147128249
147206362 147206310 147217619 147216143 147216131 147123146 147123132
147199988 147198275 147183256 147183250 RHLII29TR RHCNP88TR MQAA-adv70g11.b1
99284994 147143736 147137661 147164085 147152786 147187957 147187164
147226256 147223242 147116138 147116060 147221922 wsx45a09.g1 RHPXH89TF
147110524 147110523 147211868 147210365 147210358 147223221 147223207
147221937 99189006 98493898 71866468 147152780 147143756

Probable polymorphism at 2860 (a/g)

ATG start codon at 301-303.



Callithrix jacchus (marmoset)

accgtggagatgttcacccctcgcgtccaattactagtgcctctcacaaatcgaagcggg   60
cggcctttctgtatgttccagacgcaccgccctccacgtggccagtgccctcaccttggc  120
atcatggcctgtgtgttacttttgtaataaaaataatgtttctaggaaatccatgcttta  180
aatgttcaatggaatttctaggttggctgagcgcccctggttcgggaggggcacctctgg  240
cctggggcttggcccagctgccccgctcatgcagcttctctcccgcccgcaggtaccaAT  300 exon 8
GGGATTCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCGTG  360
CTGCATTGCTGCTTACCGCCCCAGGGAGACCTTGTGTGGCGGGGAGCTGGTGGACACCCT  420
CCAGTTCGTCTGTGGGGACCGCGGCTTCTATTTCAgtaagtggtaggggggttccttaaa  480
cgtgctcaggcccctagcctcaagccaaggtgagcacactccaatgtcagcggctcggcc  540
ccttgccgtgagactttgaccttccagccgaatttccgagcgcccgcacccgctgacctt  600
cccatcacatgctcctgtgaagggtgggccagagggggcactcacgggggtcgcccttgg  660
catcagaattcctgatgggagccaggaggctccggtgccgcggggcagggcttcaggctc  720
tggaggaagagcctgcctttcttcctacaccttttggatattttgacaagggacgtgtgt  780
tcaatgagtgatcagaattaagataaagtcacttaaagaattaaacccaataaagccagt  840
gcagctggcaggtggcagggctgagcatgcatgcgcctcctgaccgtgcatgcagcgtgg  900
ggggtgcccgcctgctgacggcaagacacttcggcctttcttcctgtttctctctccgtc  960
ttccagcctgggggctggcaggtgggtgcacagcttgctgtccttgagaccccaccctca 1020
gagggggggctgggtggatgcagaggcaggcatggtgcctgggcatgcctgacggggtgg 1080
cgggggacagtgcctcactggctggggctgcacggcttatcctacctgacactcacccgg 1140
agtgacatcttcaccacctctacttacgcactctgtgaaatgggctcacaggatacaaat 1200
gtacttcaaaacttttctctgaaaagtgtttctgctgcttgaccctggaagcccccgccc 1260
gccctggcctctcctgtgccccctctgtctcctgccccatttgggggtaggaagtggcac 1320
tgcagggcctggtgccagccagtcttgcccagggagaagcttccctgtaccaggctttcc 1380
tgagaggaggggagggccgagcccccacttgggggaccccgtgatggggctcctgctccc 1440
tcctctggctgatggcacctgccctttggcaccccaaggtggagccccagcaactcaccc 1500
cttccagctagctgagccttgctgtgggggagagggggaagacgggaggaaagaagggag 1560
tggttccatcgcgcctcctcactcctctcctcccgtcttcttctctcctgccctgtctcc 1620
ctgtctcagcagccgcagggcggtgtgggcccctccagcctcaagggtggtgccaagcca 1680
gagtccaagctcagggacagcagtcccctcctgtgtgatgaactactgcnnnnnnnnnnn 1740
nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 1800
nnnnnnnnnnntgtgcccattgttcatctgagggaggaggcagcagaggccaggggctgg 1860
tctggatcccgctcacctccctcccacctctcttctttctgggacacctctgcctgccag 1920
ctctggcttccatcccctgacctgaagagtggcctggggacagggctgtttcctcctcct 1980
ccagccctcccgggacactggggcagtgcggggcaggacagtggggtgctaacgccctct 2040
ctctgtgctgtggacttccagGCAGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCA 2100 exon 9
TCGTCGAGGAGTGCTGCTTCCGCAGCTGCGACCTGGCCCTCCTGGAGACCTACTGTGCCA 2160
CCCCCGCCAAGTCCGAGAGGGACGTGTCGACCTCTCCGACCGTGCTTCCGgtgagggttc 2220
tgggccccttcctctctccctaaagagagagaaacagggctttgggctcccggtgtttcc 2280
tgtggccactgggacctcttagccggggacgaggacccatgacttctttgcttgctgtgt 2340
tgctgggtagttggcccctcccgtccccctgcccctggacaatagccagtgcagtcacag 2400
gggtgaggggtgggctgtcagatcagatgggtggctcaagcggtggagtggcgagtaggc 2460
acctgctgaccagacccttcctctcccagGACAACTTCCCCAGATACCCCGTGGGCAAGA 2520 exon 10
TCTTCCAATACGACACCTGGAAGCAGTCCACCCAACGCCTGCGCAGGACTCTGCCTGCCC 2580
TCCTGCGCAACCGCCGGGGTCGCGTTCTCACCAAGGAGCTCGAGCTGTTCAGGGAGGCCA 2640
AGCGTCACCGTCCCCTGACTGCTCTGTCCACCCAAGACCCCGCCCACGGGGGCACCCCCC 2700
CAGAGATGTCCAGCAATGAGAACtgagaaaaactgcctgccacaagtctgcagcccagca 2760
ccaccaccttcctcctgaccacggacgttccatcaggttccatcgctaaatctctcggtt 2820
ccacttccccctggggcttctcctgaccccagcccccatgccccgtctccccaaaaacag 2880
gctactctcctctgccccctccatcgggctgaggaaacagcaacatcttcaaaaatgtac 2940
aaaatcgattggctttaaacattctctatgcccccatcaaattatccccacacataaaaa 3000
atcacatcaaactaaccccttccccctacacacaacggccctcttaaaactaattggctt 3060



Assembled from sequence traces (note gap):

143231578 143231547 ghi20h01.x1 ghi20c02.x1
ghi15e10.y1 ghi15d11.x1 CXAG-0057B03.g1 CXAF-
ach68c02.g1
164839911 ghi12e11.x1 ghi10e06.x1 ghi06b09.y1
146556252 146550492 143888026 143460651
163215141 161457244 154221855

Probable polymorphisms at 471-472 (gt/gct), 531 (c/t).

ATG start codon at 299-301.



Microcebus murinus (gray mouse lemur)

cggagaccaggcccactgtccagcaagggccctggcgcccgcgggtgtggccagaccctg   60
ccatagtgccggcgggcatggccaccccacgctactagctcgtcctgtggctccaccacc  120
cagccctctccaccccagccgctgaggcgtgtgtgttattttgcgattaaaatgccagcg  180
cctatggggaagccgagcttcagagttgcaattgcgttgtcgcctcccagtccgccgggc  240
acccggctcacggtgttgtgtgtctcctgcccccagataccaATGGGGGTCCCAGCGGGG  300 exon 8
AAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTGGCCTCGTGCTGCTTTGCTGCTTAC  360
CGCCCCAGTGAGACCTTGTGCGGCGGGGAGCTGGTGGACACCCTCCAGTTTGTCTGTGGG  420
GACCGCGGCTTCTACTTCAgtaagtagcccggggctggggctgggggggggggctggggc  480
tggggctgggggggtggggcgtacacagcaggcacccagtcgggtggggtggcttcagca  540
cacctaggcgagacctccctgggtgacagctgaggacgcctagcctcattggggcaggac  600
acgcccaggtgaccgggccagcccttgctctgaggccttggagtcccagctggtgttggc  660
caagcagctgcagctcacctgggctcggtgtcacctgccacacgcactcacagttcctgt  720
tgggggtggccggaggtgcccggctcctcacatgcactcgcagggggctgcccgggggcc  780
ggagctcccggtgggcaatgccagcccccaccgtggagcctctggcgggtgaggagcaac  840
ccgcctcttctcctgcactcggtgggcatttgacaggggcctgtgtgcacagatggcagg  900
atttaaaaccggatgaaatcggtttaagatcaataaaagcaaaagcaaacgtggtctgtg  960
gtgccggggctgagtgtgcacacgggcggcgggcggcgggtggcaggaggagaggcggtg 1020
gggtgccccctgccgcccccccagagtgctcggatactgctcttctgtttctctcctgat 1080
ctccggcctggggggttggagggtgggctcactgctcgctgtccttcagactcaccccct 1140
ggaaggggggctgggtgggcacctgggtggggctcggggcaagcttgacaggcggggcgt 1200
gccccgtgcatggggcgccccgtccttgccacctgacacttgccgcgcaacaccctccac 1260
agcctctgcttgcccacgctgcctgccacactgaggtgggctcacaggatgcacatgcct 1320
ttcgaagcttctctctgaaaagcacacccactactgacgctttcgaagttctgctgccct 1380
ggcctccctgggccctccctcccgccagcctcactgggggcaggaagtggaggagggatg 1440
ggcggaggagccccgctgctcctgggaccccactatgggtggggtccctctcccccctcc 1500
cctgtgactttcttcttacagctgagccctgccgtgggggagagggggaaggcgggaggg 1560
aagaagcgagtggttccatggcctcctcactcctctcctcccgtcttctcctctcctgcc 1620
tgtgcctgcctgcctcggcggctcccggggtgtggcccacgctggtgtccacccagtggt 1680
cccttgctgggtggtgtccgaactgggctcacaccccacagctcccaaaccactgccagc 1740
acgggcctctggtcctggtggtgtctgcccggccggccgtgtggccgggggctttgcccg 1800
atttaaacctgtggaaggaaggaggccccgaggccaggggcctaatgcatgcaccccctc 1860
ctctgtcctcgcctctctggggcacctctgcctgcagcactcacttcccctcctgccctg 1920
aagggtggccgggcctccccagggggcccgcccggccctgtgcccggcggtgcccagtgc 1980
taaagccatcccctgtgtcctgtgggacttccagGCAGGCCCGCAAGCCGTGTGAACCGC 2040 exon 9
CGCAGCCGTGGCATCGTTGAGGAGTGCTGCTTCCGCAGCTGTGACCTGGCCCTCCTGGAG 2100
ACCTACTGCGCCACCCCCGCCAAGTCCGAGAGGGACGTGTCGACCCTTCCGACCGTGCTT 2160
CCGGTGAGACCCGTCCCCTCCAGCAGCGGGGCTCCCGGCCCAGGGGCAGGGTGGGCAGCC 2220
AGCGTCCTGGCTGGCGGGGCCACCACTGGGAGGCCATTCTCGTGGCTGCCACCGTCTCTC 2280
CCCAGCACCGGTTGCTGACCAGTCGCACTGCCACGTGGCGGCTACACGGTGGCGGGCGTG 2340
GCCAAGGTCCCCCCGCCGGGTCACGGAGAGAGGCCCATGCATGCAGGAGGGCGGGAGGCT 2400
CGGGTAGGGGCACCCGGGAGTGGGCCCCTGGTGACCGGCCCCTTCCCTCCCCAGGACAAC 2460 exon 10
TTCCCCAGATACCCCGTGGGCAAGTTCTTCCAATATGACAGCTGGAAGCAGTCCACCCAG 2520
CGCCTGCGCAGGGGCCTGCCTGCCCTCCTGCGCGCCCGCCGGGGTCACGAGCTCGCCAAG 2580
GAGCTCAAGGCGGTCAGAGAAGCTCAGCACCCCCAGGCCCTGCCCGCCCAAGACCCCACC 2640
CACGGGGACGCCTCTTCGGAGATGCCCAGCGATCAGAAGtgaaccaaagcgtcgtcctcc 2700
tgcagcaccgatccatcgtcctgtgaactcctgaccagggacatttccagcaggttccac 2760
ccctgaaatctctctgtgccacctccccctcgagggctccccccagcccagcccccctgc 2820
cccgcctccccaggtcaggctgccccccaggcccccctccatcgggccacagtaacatct 2880
tcaaaaccatttagaattgattggctttcaacatcctccacaaccccgacttgcccccta 2940
aattacccccaaattacacatgcgcatcaaaaaattggaaacataaaaccctaaactaca 3000
cacaccagcccccttaaaactaattggctttctaaaaacaccagaaaaaaaaactaatta 3060
gcttaaaaaaaaaaaaaactaaaaaaccaattggctgaaaaaaatactaaaaacaaattg 3120
gcttcgaaacaattggcaaaataaaggaatttggcgcccccccccttcttctcttcccat 3180



Assembled from sequence traces:

mmi12e01.x1 mmi12a04.x1 mmi11h10.x1 mmi10h05.x1
mmi10g08.y1 mmi10e11.x1 mmi10d04.y1 mmi09d10.y1
mmi09c03.x1 mmi09a05.x1 mmi08g11.x1 mmi08d11.x1
mmi08a09.y1 mmi06d05.y1 mmi05f02.y1 mmi05d10.y1
mmi04h04.x1 mmi04d09.x1 mmi04b04.x1 mmi02h12.x1
mmi02b08.x1 mmi01b12.y1 mmi01b11.x1 mmi15d03.y1
mmi14e12.x1 mmi14e05.x1 mmi14b06.x1 mmi12h06.x1
mmi12e11.x1 mmi17f06.x1 mmi15h04.x1 mmi20b02.x1
mmi18d02.x1 mmi18b02.x1 G730P66042FH24.T0
G730P69023FM6.T0 G730P6710FA12.T0 G730P65105RI6.T0
G730P64286FC14.T0 G730P64062RD12.T0 G730P62697RO8.T0
G730P62324RH7.T0 G730P61609FP4.T0

Probable polymorphisms at 1919 (t/c), 1941 (a/g), 1953 (c/t)

ATG start codon at 283-285



Otolemur garnettii

accccaaattattagcacttcttgcaactcggagtcactgagccctttctgtgcaccttg   60
agacattcctttttgaagggacctcgtgccaccacctcagcaattaaagtgtgcgagtta  120
tttttataattagtgacatttataagaaagtcatgctttaaaatttccattgcattttaa  180
cgtccgagatggctgggcaacctgacagcacctggctcatggcatgtctctcctgccccc  240
agataccaATGGGAGTCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCT  300 exon 8
TTGCCTCGTGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTGG  360
TGGACACCCTCCAGTTTGTCTGTGGGGACCGCGGCTTCTACTTCAgtaagtagctcgggg  420
gtggggctggggggtggacacagcaggtgctcagtcagtgtgggatggtttcagcagacc  480
taggtgagacctccctgggtgacagatgagaacacctagcctggctaaggagcatactcc  540
aaggtgaccagcccaccttggtctgaggcctcggcctccctgtcggtgtttgctgagcgc  600
ctgctgtgtgccctgcctggtggccctgacacatgcactcacattcacctgctgcacttt  660
gtgggcactttgacaaggggcgtatgtttatggatgatcagatttaaaatgtgataatag  720
atttaaaatcaaaacaaataaaagcaaatgtggttgtggggtgtcagagctttctcccca  780
gcagactcagcccaggggaggggcaggtatgggggggtatttggggccccagggccccca  840
tgtgtggtgcctgcctgctgtccccaaaagtgcttggactgctcctcacatttctcacct  900
gatttccagcctggggggctggtgggtgggctcactgctggctgtcattcagactcagcc  960
cccagaagaggggggctgggtgggcacctgggtggggccttgggacaagcttgaccctgg 1020
aagcgtgctccatcccatcaggagtggtggctctccttgctggcatgggctgccctgtct 1080
tttccactcaatacttacctggcatcctctgcagcctctacttacccacactatgacatg 1140
ggctcccaggacacaaatgcattttgaagcttctgtctggaaagtgcgcctgccgctgac 1200
accctgaagccccgcccaccctggcctctcctgtgccctccccacccccttgcctgcctc 1260
attggggccaggaagtggcactgcagggggcctggtgcccatccggctctcctgagagga 1320
ggagtaagcctagcccccactttagggaccccacgatggggtccctctccctcttcccac 1380
cgatggcacgggccctttgccagtgacttcctccttgcagccgggcacactgtgggggag 1440
agggggaaggcgggagggaagaagagagctgttccatctcggttcctcactcctctcctc 1500
ccgtcttctcctctcctgcccttttctccctgccctggcggctccaggggtacgtgggcc 1560
cctccaggctcaaacatggtggcgggtgagaggccaagttcagaggccacacttgtattc 1620
agtcagtggcctctgaactaggttcatacccgtttccaaagcaccttcattgtgagcctc 1680
tagtcctggcagtatctatccagccctggggccaagagtcctggtccattttaaatctat 1740
ccagccctggggccaagagtcctggtccattttaaatctgaggaaggaggcacctgaggc 1800
caggggcctagtgcatgcacctcacctctttcttcacctttccgggcacctctgtctgca 1860
gctctcactttcctccccacccctgaagggaggccaggcccctgctggggggcccacccc 1920
ccaggccctgggcccagtgggtgctagatgctaatatcagctcctctatcctgtgggact 1980
tccagGCAGGCCCGCGAGCCGTGTGAACCGTCGCAGCCGTGGCATCGTGGAGGAGTGTTG 2040 exon 9
CTTCCGCAGCTGTGACCTGGCCCTTCTGGAGACCTACTGTGCCACCCCCGCCAAGTCCGA 2100
GAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGGTGAGGGCCCCCGGCGACCTTTCTCC 2160
TTTCTCTAGCTGTCTTCTACAGAAGTTGGGGGCGGCTCTTAGCCCAGGGTAAGGGTGCAG 2220
CCAGCTTCCTGGCTGGAAGAGCAACTGTCCCACTCCACCACCATGGACACTATTGACTAG 2280
TCACACTGTGGCCACAAAATGACAGATGTGACCCAGAGTCCCTGTCAAGTCGCCAAGAGA 2340
GGCCCATGCAGGAGGGTGGGCAGCTTGGGTGGAGGACCGAGGAGTGGGCACCTGGTGACT 2400
GGTCCCTTCCCTCCTCAGGACAACTTCCCCAGATACCCCGTGGGCAAGTTCTTCCAACAT 2460 exon 10
GACACCTGGAAGCAGTCCACCCAGCGCCTGCGCAGGGGCCTGCCTGCCCTCCTGCGCGCC 2520
CGCCGGGGCCGTGTGATCACCAAGGAGCTCAAAGCGGCCAGGGATGCCAAACATCCCAGT 2580
GTCCTGGCCGCCCTGCCCACCCACGACCCCGCCCACGGGGACGCCTCTCCGGAGATGCCC 2640
AACAATCAGAAGtgaaccaaagtgacgtagttctgcagcatggtatcatcgccctgtgac 2700
ctcctgaccaaggacatttccagcaggttccacctccgacatttctctgtcctacttcct 2760
cctccaggactctcccagcccagcccccttgccccgcctccccaagtcaggctgcttccc 2820
tgggccccgtccatcgggctgagggaacaccatttaacagcttcaaaaataaccaaaatt 2880
gattggctttaaatacccaccccaacccccccatgaccccctaaattatctccaaattat 2940
acatacatgtcaaaaaattgaaaatataaatctccaaaccacacaagcacatgcattcac 3000
acaccagcccccttaaaactaattagctttttaaaaacaccaggaaagctaattagctta 3060
aaaaaacaacaaccaaaaaatcaattggctgaaaaaatactaaaaaatgaattggcatag 3120
aaacaattggcaaattaaaggaatttggcaccccccccttccttctcttcccctttggac 3180
ttcaagtcaaattggcctggacttaagtccctgaatcagtaaagagaaaggaaggaccca 3240
aaattgcaggtgggcatgccactgcttccgcaccatctcccttcagattgactata



Assembled from sequence traces:

gqs05f04.x1    gqs04b12.y1    krr03e10.x1    krr04h07.x1
krr01b02.y1    krr07b05.x1    gqs15a07.y1    qyq02b10.p1
gqs14a04.x1    gqs07h05.y1    gqs13b06.x1    gqs17d02.x1
gqs14a12.x1    krr07f10.y1    gqs06c05.x1    krr06e03.x1
gqs11g09.y1    qyq02f07.r1    gqs06a04.y1    gqs07a03.x1
qyq02g04.p1    krr02d02.x1    krr07d10.y1    qyq02c11.r1
gqs04f11.x1    gqs01f02.x1    qyq02d04.p1    krr07d10.x1
qyq01d05.p1    gqs07a03.y1    krr01e07.x1    gqs01g08.x1
G829P62847RM17.T0

ATG start codon at 249-251



Canis familiaris (dog)

tcctgctggggtgatgatgggggatgatcatccccacatgagactgctgaccagcacccg   60
gtgccaatcagagatgtgcttcaggcaccccgcctgggcagtgaaagtgcgtgttatttc  120
tgcaattaaaagattcgtgtttaggaggacgccgcgctctcaagctgtaatggaacttgg  180
aacgaggggacagctgggctggtgtttggggttgggggtaggtggtggggccaggcccca  240
gcggggcaggcgggtgagctcatggcctcttccctctaccccgcagATGCCGATGGGGGT  300 exon 8
CCCGATGGGGAAGTCGATTCTGGTGCTGCTGACCTTCTTGGCCTTGGCCTCGTGCTGCTT  360
TGCTGCTTACCGCCCCAGTGAGACTCTGTGCGGCGGGGAGCTGGTGGACACCCTCCAGTT  420
TGTCTGTGGGGACCGCGGCTTCTACTTCAgtgagtagctcagcgtgcggtgaggccaggg  480
gcagggcgcacacagcaggcactcaataaatgctggagggcacccccccccccccgccaa  540
aacatcacccagatgcctgtggacgccctctaggatgcctgttgtggggggccaggcaga  600
gggaaactcctacaaggtgaccgcccaggctctcttgctctgagcctttgtgagcacaac  660
tgagtccacgtttagggggcgcctgcagtgtgcctgggtgggctcacactccctgacttg  720
tccacaatacgacttgaagtagaacactctcctcccaggaaggggggatatctgagtgga  780
ggccagcccttggcaggtgggggtgggggcgctggactgggagagggggagggagggggt  840
tgctttccctcactacttcttctggacctgcttgcagacagagctgtgagcactgaagtt  900
ccccccacatttgcaccgtgcccgacctttcgacagtgggattacctgaattaaaattaa  960
ataaaataggtcagagaccagtaaaaaccaaagcatctgtcgcagctccacctgggcaca 1020
gtgggggtgagaggcatccctgctatcggacagcactgggggcgggccaccatgtggggt 1080
gcccacctgctggctcaagagctctctggctgctcctcatgcttctctatttccatccct 1140
gagacctctgcttctccttgccccgtccccatgtggaacccccaggtggaggtgatccct 1200
tcctcgggggtgtgggcccttgacctcacctcccagaaagctgggcctccgtttccttac 1260
ctaaggatggggcagaggagcaggcccaggtggaccttgcaggtggagagggcaagtatg 1320
cctcctgggtttagccctgatgccggagctgggtgggggtgggggacgccctcatggtca 1380
ggcctggcccttgcactccacatgtggcaggcccctctgcagcctctacttacccacaaa 1440
caccagcctcagtatctcacagcttctctctgaaaagcgctcctgcttctccttgcttct 1500
gaagccctggccaccctggtctcacctgtgccctctctcgcgtgagcacctgcctcgttt 1560
gggggcaggaagtggcatggtagggtctggtgcccagggagtgggtcccttgccaggagg 1620
gcccggctgagccccctgcccccgtgggacatcctccccaggggtgcctgcccttggccc 1680
cccaaggtgagggccgagacctttcctcgcagctgaccttggagcctgagcagcggaggg 1740
acggggaggacgggaggaaaggaggacgtggtttcatgcaggtcctcactcctcccctcc 1800
cgtcttcctcttcctctcccaagcctgcctcagcgtggcgtctcgagggctgggagccac 1860
ccgggctcctgctctgctcagggacggcggcacttgcgtcccaacctggccttcaagatg 1920
ggaccctgtgccccgcactgtgggggctggatccctggtgggcggcctcctgagccggcc 1980
tcatgccagcacattttccccacttccctgggcagcgggactggggtgggggctgtgtcc 2040
actctccatgcgagcagggaggcaccaggaggccaggggctggtcctggcacatgcaccc 2100
ccacttcccctcctgtccttcctgggcaccccacctgcccactcttacacccttcctcca 2160
cgaggctggctatccccctgtcctgccctccccccgcttgccttgggcggccaccggcca 2220
aaagcccgcttgtggggggaccgtgggggccggtgctcaagtgcggctcttcttccccct 2280
gtgggacttccagGCAGGCCGGCGAGCCGCGTGACCCGCCGCAGCAGCCGTGGCATCGTG 2340 exon 9
GAAGAGTGCTGTTTCCGTAGCTGCGACCTGGCCCTTCTGGAGACCTACTGTGCCACCCCC 2400
GCCAAGTCCGAGAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGgtgagaggggacctg 2460
gtgtcggggtgggaggtgtcacctctgagctgggggaccagggtgtggccggcgcccagg 2520
gcctgcagtgtgactggggtccccacgctgtggtcgtggctggtcacccatcggatggcc 2580
ccccacgagccaggcaccccctgactggcccttccccctcagGACAACTTCCCCAGATAC 2640 exon 10
CCCGTGGGCAAGTTCTTCCAATACGACACCTGGAAGCAGTCCGCCCAACGCCTGCGCAGA 2700
GGTCTGCCTGCCCTCCTGCGCGCCCGGCGGGGTCGCATGCTCGCCAAGGAGCTCGAGGCG 2760
TTCAGAGAGGCCAAGCGTCACCGTCCGCTGATCGCCCTGCCCACCCACGACCCCGCCACC 2820
CACGGGGGCGCCTCTCCAGAGGCATCCGGCAATCAGAAGtgagccaaaatgtcgcgtaat 2880
tctgcaagacggcaccgtccacctcgtgccctcctcttgaccaggggccattccatcggg 2940
tcccgcctctaacatctctcgaggtcgcgttccctctgcgggctcccccacccccagccc 3000
ccatgccccaacctccccatgtcaggctcttctctccttggccctctccatcaggctgag 3060
gagatcctagtaacacctctaaaaatgtacaaactcaattggctttcataaccccccaaa 3120
attaccccccccaaattatcccaaattacacaacagaaaaacctacgaatttctgaaaat 3180
ctctctctctctctctctctctctctctctcacacacacacacacacacacacacacatc 3240
agtccccttaaaacaaattggctttttaggaacaccagcaaaattaattagttaaaaaaa 3300
aacaaccctaaaattatcaattggctaaaaaaaaaaaaaaaataccaaaaccaaattggc 3360



ttaaaaacaattggcatcatgaaagaattaggccccccccttccttctcttccccaggga 3420
cctcgagtcagattggccgtgggctcgagcgcctgacctccaggagaaaggaagggaccc 3480
catctgcaggtaggcacgtcaccatctgcagccggctcgcctcctcaggcaaaattctgg 3540
ccacatctggggagaattggccttcttacaacagcaaacccccagactcgttcctcactc 3600
tgtttcccatcctcgaaagtcaccatggagctagatgggggctcccagggaggcgaaagg 3660

From dog genome sequence, chromosome 18: 49323227-49319568. Complement.

ATG start codon at 287-289.
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