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
aactgggccttttctgtgtgcttctggacgcttcattctgcacatggccctgecgecctca
cctcggcattatgacctgtgtgttacttttgtaataaaaataatgtttataggaaagccg
tgctttcaattttcaactgaatttgtaggttggcaaatttggtttgggaggggcacctct
ggcctggggcttggcctggctgecceccgetcacgecacttectectecececgeccececag
ATGGGAATCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCG
TGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTGGTGGACACC
CTCCAGTTCGTCTGTGGGGACCGCGGCTTCTACTTCAgtaagtagctgggaggggcttcece
tcagacctggtcaggcccctagagtgaccggtgaggacgcccaacctcaagccaggggag
cacactcctaggtcagcagcccagccgcttgctctgagactttgacctteccecgeecgegtt
tctgagcacgtgcggtgtcccagggcatccacaccagctgectttecccatcacacgecte
cttcgaagggtgggccagaggtgccccctagacgtcaggggcactcacaggggtctecect
gggcatcagaatttctgttgggggccgtgaggctcctgectecctgaggcaccgcacgecta
gtgcagggcttcaggctctggaggaagagcctgecctttcttecctgcaccttttggacatt
ctgacaagggacgtgcgttcggtgaatgatcagaattaaaatcaataaagtgatttatat
aattaaaatcaataagacaagtgcagttggtgggtggcaggggtgagcggtgcatgcgcc
tccttgggccccaaggectgeccgtggggggtgeccacctgectgacctcaaggacgecttcag
cctttecctcatgtttectectettggtteteccagectgggggectggcaggtgggtgecatgge
ccattgtccttgagaccccacccccagataggggggectgggtggatgcagaggcaggeat
ggtgcctgggcatgcctgatggggcaggggaggggccgctecttactggcagaggecgcea
cggcttattccacctgacactcaccacgtgacatctttaccaccactgcttactcacgcet
gtgaaatgggctcacaggatgcaaatgcacttcaaagcttctctctgaaaagttcctget
gcttgactctggaagcccctgecccgececctggectectectgtgecectectetettgectgece
ccatttgggggtaggaagtggcactgcagggcctggtgccagccagtccttgcccaggga
gaagcttccctgcaccaggctttcctgagaggaggggagggccaagcccccacttggggg
acccccgtgatggggctcctgectcecctectecggectgatggcacctgeecctttggecaccce
caaggtggagcccccagcgaccttccecctteccagectgagcattgectgtgggggagagggg
gaagacgggaggaaagaagggagtggttccatcacgcctcctcactcectectectecegte
ttctcctctecctgeccttgtetecectgtectcagcageteccaggggtggtgtgggeccecete
cagcctcctaggtggtgccaggccagagtccaagctcagggacagcagtceccteectgtgg
gggcccctgaactgggctcacatcccacacattttccaaaccactcccattgtgagectt
tggtcctggtggtgtcecctetggttgtgggaccaagagecttgtgeccatttttcatectga
ggaaggaggcagcagaggccacgggctggtctgggtcccactcacctecececectectecaccte
tcttcttecectgggacgecctectgectgecagectectcactteccecteccectgaccecgecagggt
ggctgcgtcctteccagggecctggecctgagggcaggggtggtttgetceceeccttcagecte
cgggggctggggtcagtgcggtgctaacacggctctctectgtgectgtgggacttccagGl
AGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCATCGTTGAGGAGTGCTGTTTCCGC
AGCTGTGACCTGGCCCTCCTGGAGACGTACTGTGCTACCCCCGCCAAGTCCGAGAGGGAC
GTGTCGACCCCTCCGACCGTGCTTCCGgtgagggtcctgggccectttecccactectctag
agacagagaaatagggcttcgggcgcccagegtttecctgtggectetgggacctettgge
cagggacaaggacccgtgacttccttgecttgectgtgtggecccgggagcagectcagacget
ggctccttctgtccctctgecccgtggacattagectcaagtcactgatcagtcacaggggt
ggcctgtcaggtcaggcgggcggctcaggcggaagagcgtggagagcaggcacctgcectga
ccagcceccttecececctecccagGACAACTTCCCCAGATACCCCGTGGGCAAGTTCTTCCAAT
ATGACACCTGGAAGCAGTCCACCCAGCGCCTGCGCAGGGGCCTGCCTGCCCTCCTGCGTG
CCCGCCGGGGTCACGTGCTCGCCAAGGAGCTCGAGGCGTTCAGGGAGGCCAAACGTCACC
GTCCCCTGATTGCTCTACCCACCCAAGACCCCGCCCACGGGGGCGCCCCCCCAGAGATGG
CCAGCAATCGGAAG
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exon 8

exon 9

exon 10

From human genome sequence, chromosome 11: 2113629-2110450. Complement.

ATG start codon at 301-303.



Pan troglodytes (Chimpanzee)

gtgcttcttgcaaatggaaggaactgggccttttctgtgtgecttccggacgettcattet 60
gcacatggccctgcgccctcacctecggcattatgacctgtgtgttacttttgtaataaaa 120
ataatgtttataggaaagccgtgctttcaattttcaactgaatttgaaggttggcaaatt 180
tggtttgggaggggcacctctggecctggggecttggectggetgecececgetcacgecactt 240
ctctcececgecccecag ATGGGAATCCCAATGGGGAAGTCGATGCTGGTGCTTCTC 300 exon 8
ACCTTCTTGGCCTTCGCCTCGTGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGC 360
GGCGGGGAGCTGGTGGACACCCTCCAGTTCGTCTGTGGGGACCGCGGCTTCTACTTCAgt 420
aagtagctgggaggggcttcctcagacctggtcaggcccctagagtgaccagtgaggacg 480
cccaacctcaagccaggggagcacactgctaggtcagecggecccagecccttgetectgaga 540
ctttgaccttcececgecgegtttetgagcacctgeggtgtecccagggecatccacaccaget 600
gccttteccatcacacgeccececttecgaagggtgggeccagaggtgeccectagacgtcagg 660
ggcactcacaggggtctccctgggcatcagaatttctgectgggggeccgtgaggectecctge 720
tgctgaggcaccgcacgcctagggcagggcttcaggectectggaggaagagectgecttte 780
ttcctgcaccttttggacattttgacaagggacgtgegttcggtgaatgatcagaattaa 840
aatcaataaagtgatttatataattaaaatcaataagacaagtgcagttggtgggtggca 900
ggggtgagcggtgcatgagcctccttgggccccaaggectgecgtggagggtgeccacctg 960
ctgacctcagggacgcttcagcctttecctegtgtttectectettggtteteccagectgggg 1020
gctggcaggtgggtgcatggcccattgteccttgagaccccacccccagatgggggegetg 1080
ggtggatgcagaggcaggcatggtgcctgggcatgecctgatggggcaggggaggggeccge 1140
tcctcactggcagaggccgcacggcettattccacctgacactcaccacgtgacaccttta 1200
ccaccactgcttactcacgctgtgaaatgggctcacaggatgcaaatgcacttcaaagect 1260
tctctctgaaaagttcctgctgettcactectggaagecccctgeccgecctggecteteet 1320
gtgccctctectettgectgecccatttgggggtaggaagtggcactgcagggectggtge 1380
cagccagtccttgcccagggagaagctteccctgcaccaggectttectgagaggaggggag 1440
ggccaagcccccacttgggggacccececgtgatggggctectgectececctectecggetgat 1500
ggcactctgccctttggcaccccaaggtggtggacccccagecgacctteccectteccaget 1560
gagcattnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 1620
nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 1680
nnnnnnnnnnnnnnnnnnnnnnnnnnncctcctaggtggtgccaggccagagtgcaaget 1740
cagggacagcagtccctecctgtggggcccececggaacggggctcacatcccacacatttte 1800
caaaccacggcgggtgtgagcctttggtcctggtggtgtectgtetggeccgtgggaccaag 1860
agcttgtgcccatttttcatctgaggaaggaggcagcagaggccacgggctggtctgggt 1920
cccactcacctccecctctcacctetettettectgggacgectectgectgecagetectca 1980
cttccctecceccggaccecgcagggtggetgegtecttecagggectggectgagggcaggg 2040
gtggtttgttcctecctccagectcecgggggectgggggcagtgecggtgectaacacggetet 2100
ctctgtgectgtgggacttccagGCAGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGC 2160 exon 9
ATCGTTGAGGAGTGCTGTTTCCGCAGCTGTGACCTGGCCCTCCTGGAGACGTACTGTGCT 2220
ACCCCCGCCAAGTCCGAGAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGgtgagggte 2280
ctgggcccecctttecccgcetcectectagagacagagaaatagggecttecgggegeccagegttte 2340
ctgtggcctctgagacctecttggeccagggacaaggacccgtgacttccttgettgetgtg 2400
tggcccgggagcagctcagacgectggetecctttectgtececctectgeccececgtggacattag 2460
ctcaagtcactgatcagtcaccggggtggcctgtcaggtcaggecgggecggectcaggegga 2520
aaagcgtggagagcaggcacctgctgaccagccccttccecctecccagGACAACTTCCCCA 2580 exon 10
GATACCCCGTGGGCAAGTTCTTCCAATATGACACCTGGAAGCAGTCCACCCAGCGCCTGC 2640
GCAGGGGCCTGCCTGCCCTCCTGCGTGCCCGCCGGGGTCACATGCTCGCCAAGGAGCTCG 2700
AGGCGTTCAGGGAGGCCAAACGTCACCGTCCCCTGATTGCTCTACCCACCCAAGACCCCG 2760
CCCACGGGGGCGCCCCCCCAGAGATGGCCAGCAATCGGAAG 2820
2880
2940
3000
3060
3120

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



Completed (except gap as indicated) using Traces:

S217P60466RE9.TO G591P624921FG12.TO G591P606559FC5.T0
sgj09e09.bl

ATG start codon at 262-264.



Pongo pygmaeus (orangutan)

ccacccctcgtgtaaaattactagtgcttcecttgcaaatggaaggaactgggeccctttetg
tgtgcttccggacacttcattctgcacgcggeccctgegecctcaccttggecattgtgacce
tgtgtgttacttttgtaataaaaataatgtttataggaaagccgtgctttaaattttcaa
ttgaatttgtaggttggcaaatttggtttgggaggggcacctctggcctggggettggece
tggctgcccecgectcacgeccacttctectececgeccceccag ATGGGAATCCCAATGG
GGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCGTGCTGCATTGCTGCTT
ACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTGGTGGACACCCTCCAGTTCGTCTGTG
GGGACCGCGGCTTCTACTTCAgtaagtagctgggaggggcttcctcagacctggtcagge
ccctagagtgaccggtgaggactcccaacctcaagtcaggggagcacactcctaggtcag
cggcccagccccttgctectgagactttgaccttccageccgecatttectgagcacctgeggt
gtcccagggcatctacaccagctgectttecectgtcacacgeccteccttcgaagggtgggec
agaggtgccccctagatgtcaggggcactcacgggggtctccctgggcatcagaatttet
gttgggggccgtgaggcteccttctgectgaggecgtcacacccctaggeccagggtttcagge
tctggaggaagagcctgectttcttecctgcaccttttggacattttgacaagggatatge
gttcagtgaatgatcagaattaaaatcaataaagtgatttatagaattaaaatcaatcag
acaagtgcagttggtgggtggcagggctgagcgatgcatgcgeccteccttgggeccccaagg
ccgccgtggagggtgcccacctgctgacctcgaggacgcttcagectttectcatgttte
tctcttggtecctccagectgggggectggcaggtgggtgcacggececegttgtecttgagac
cctgcccccagatggggggctgggtggatgcagaggcaggcatggtgectgggecatgect
gatggggcaggggaggggccgctccttgctggcaggggccgcacggcttatteccacctga
cactcaccacgtgacatctttaccaccactactgactcacgctgtgaaatgggctcacag
gatgcaaatgcacttcaaagcttctctctgaaaagttcctgctgcttgactctggaagece
cctgcccgecctggectectectgtacectttectectegectgecccatttgggggtaggaa
gtggcactgcagggcctggtgccagccggteccttgecccagggagaagecttcecectgecacca
ggctttcctgagaggaggggagggccaagcccccacttgggggaccccecgtgatgggget
cctgctccctecctececggectgatggcacctgecectttggcaccccaaggtggageeccececag
cgaccttccecctteccagectgagcattgectgtgggggagagggggaagacgggaggaaaga
agggagtggttccgtcacgcctcctcactecctctectececgtettetecctectectgececet
tgtctccectgtectcagcagectccaggggtggtgtgggeccecctecagecttectaggtggtg
ccaggccagagtccaagctcagggacagcagtccctecctgtgggggeccecctgaactggge
tcacatcccacatattttccaaaccactcccattgtgggecctttggtecctggtggtgtece
gtctggccatgggaccaagagcttgtgcccatttctcatcggaggaaggaggcagcagag
gccacgggctggtctgggtcccactcacctececctectcacctectettettectgggacge
ctctgcctgccagctctcacctececcteccecctgaccecgcagggtggetgecatectteccagg
gcctggecctgagggcctecctggggcagggggcagtgecggtgctaacgaggectgtectetgt
gctgtgggacttccagGCAGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCATCGTT
GAGGAGTGCTGTTTCCGCAGCTGTGACCTGGCCCTCCTGGAGACGTACTGTGCTACCCCC
GCCAAGTCCGAGAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGgtgagggtecectggge
ccccttecececgectectectagagacagagaaatagggcttcgggegeccagegtttectgtgg
cctctgggacctcttggccagggacaaggacccgtgacttececttgettgttgtgtggetg
gggagcagctcagatgctggctccttctgtececctctacccatggacattagectcaagtceca
ctgatcagtcagaggggcggcctgtcgggtcaggcgggcggctcaggcggaagagcgcgg
agagcaggcacctgctgaccagccccttcececctecccagGACAACTTCCCCAGATACCCCG
TGGGCAAGTTCTTCCAATATGACACCTGGAAGCAGTCCACCCAGCGCCTGCGCAGGGGCC
TGCCTGCCCTCCTGCGTGCCCGCCGGGGTCACGTGCTCGCCAAGGAGCTCGAGGCGTTCA
GGGAGGCCAAGCGTCACCGTCCCCTGATTGCTCTACCCACCCAAGACCCCACCCACGGGG
GCACCCCCCCAGAGATGGCCAGCAATCGGAAG
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exon 8

exon 9

exon 10



Assembled using traces:

PPAE-abn64do08
PPAE-abn38b03
PPAE-abnd45f04
PPAE-abn40h05
PPAE-abn60h06
PPAE-abn41d10
PPAE-abu35fll
PPAE-abn40a06
PPAC-amm88a05
PPAE-abn05d08
PPAE-abn40do01
PPAE-abndb5ell
PPAE-abn06h07
PPAE-abn64g03
PPAE-abn41b05
PPAE-abn45b08
PPAE-abn08b04

.bl
.bl
.bl
.gl
.gl
.gl
.bl
.bl
.gl
.bl
.gl
.gl
.gl
.gl
.gl
.gl
.bl

PPAE-abn55c05.
.gl
.bl
PPAE-abn50g06.
.bl

PPAE-abn42h04
PPAE-abn55g04

PPAE-abu28d05

PPAE-abn43£f02.

.gl
.bl

PPAE-abn32a02
PPAE-abn38c04

PPAE-abn09cll.
.bl
PPAE-abn43c06.
.bl
.bl
.bl
.gl
.gl

PPAE-abnl6fl0

PPAE-abn05do07
PPAE-abn38c07
PPAE-abnl6b08
PPAE-abn27g04
PPAE-abnllg07

ATG start codon at 285-287.

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

bl

bl

PPAE-abn41f05.
PPAE-abn41b07.
PPAE-abn22g05.
PPAE-abu27dll1l.
PPAE-abn64e03.
PPAE-abn05g09.
PPAE-abn42dl10.
PPAE-abn32f03.
PPAE-abn43e09.
PPAE-abn42e03.
PPAE-abn05a08.
PPAE-abn60e07.
PPAE-abn38f01.
PPAE-abn50dl1.
PPAE-abu27d09.
PPAC-aja59dll.



Macaca mulatta (rhesus macacque)

cacggagatggtcacttgtcgtgtaaaattactagtgcttcttgcaaatcgaaggaactg
ggccctttctgecgtgcttccagacacttcattctccaggtggeccctgecgecctcaacteg
gcattgtgacctatgtgttacttttgtaatgaaaataatgtttataggaaagccatgctt
taaatttttaattgaatttgtaggttggccaacggcctctggtttgggaggggcaccttt
ggcctggggcttggcctggctgccacgctcacaccacttectctcececgecceccag
ATGGGAATCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCG
TGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTCGTGGACACC
CTCCAGTTCGTCTGTGGGGACCGCGGCTTCTACTTCAgtaagtagttgggaggggcttcc
tcagatccggtcaggcccctaaagtgataggtgaggacgcctaacctcaagccaggggag
cacactcctaggtcagcggcccagcccctgctcggagactccgacctteccagetgegttt
ctgagaacctgcagggtcccagggcatccacaccagctgactttceccttcacaagectce
ttcgaagggtgggccagaggtgtccecctagacgtcgggagcacttacgggggtctecectt
ggggtcagaatttctgttgggggctgtgagctcccgetgecggaggegeccgcaccectagg
gcagggcttcaggctctggaggaagagcttgcctttecttectgcaccttttggacatttt
gacaagggatgtgcgttcagtgaatgatcagaattaaaatcagtaaagtgatttatagaa
ttaaaatcaataaaacaagtgcagttggtgggtggcaggggtgaacggtgcatgcgcctc
cttgggccccaaggccaccatggagggtgcccacctgctgacctcaaggacgattcagec
tttcctcatctttetectettggttttecggectgggggttggegggtgggtgcacagete
attgtgcttgagaccccgecccccagatggggggectgggtggatgcaaaggcaggcatggt
gcctaggcatgcctgatggggcaggggaggggccacttctecgetggeccgggaccacacgg
cttattccacctgacactcaccacgtctcatctttaccacttactacttactcacgectgt
gcaatggactcacaggatgcaaatgcacttcaaagcttctctcttaaaagttcctgectgce
ttgactctggaagcccectgecccgecctggectectecctgtgeectetectetegectgtecce
atttggggataggaagtggcactgcagggcctggtgccagccggteccttgecccagggaga
agcttcecctgcaccaggctttecctgagaggaggggagggccaagcccccacttgggggac
cctgtgatggggctgctgctcecctecteccggectgatggcacctgeecctttggcaccccaa
ggtggagcccccagtgaccttccecctteccagectgagcattgectgtgggggagagggggaa
gacgggaggaaagaagggagtggttccatcgcgectecctcactecectctectecegtette
tcctctecctgeccttgtetececctgtectcagcagetececggggtggtgtgggeececectecage
ctcctaggtggtgccaggccagagtccaagctcagggacagcagteccctecctgtggggge
ccctgaaccggactcatatcccacacgttttccaaatcaccccagtgtgggectttggte
ctggtggtgtctgtctggccatgggaccaagagcttgtgecccatttttcatctgaggaag
gaggcagcagaggccacgggctggtctgggtcccactctectteccectectcacttetette
ttcctggggtgectectgectgeccagectectcacttececcteececctgaccecgcagggtggect
catctttccagagcctggcctgagggcaggggtggtttgetectectteggectectggg
gcagggggcagcacggtgctaacatggctctctectgtgectgtgggacttccagGCAGGCC
CGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCATCGTTGAGGAGTGCTGTTTCCGCAGCTG
TGACCTGGCCCTCCTGGAGACGTACTGTGCTACCCCCGCCAAGTCCGAGAGGGACGTGTC
GACCCCTCCGACCGTGCTTCCGgtgaggatcctgggecceccttececccactectctagagata
gagaaatagggtttcgggcgcccagcattgecctgtggecctectgggaccececttggeccaggg
acaaggacccgtgacttccttgcttgttgtgtggctggggagcagttcagacgectggetce
cttctgtccececctgectgtggacgttagectcgagttgetgatcagtcacaggggtgacct
gtcaggtcaggcgggtggctcgggcggaaaagecgtggagagcaggcacctgectgaccage
cccttecececctectcagGACAACTTCCCCAGATACCCCGTGGGCAAGTTCTTCCGATATGAC
ACCTGGAAGCAGTCCACCCAGCGTCTGCGCAGGGGCCTGCCTGCCCTCCTGCGTGCCCGC
CGGGGTCGCATGCTCGCCAAGGAGCTCGAGGCATTCAGGGAGGCCAAGCGTCACCGTCCC
CTGATTGCTCTGCCCACCCAAGACCCCACCCACGGGGGCGCCTCCCCAGAGATGTCCAGC
AATCGGAAG
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From Macaca genome sequence: chromosome 14, location not defined.

exon 8

exon 9

exon 10



Completed and corrected using traces:

147123091
147206362
147199988
99284994

147226256
147110524
147221937

Probable polymorphism at 2860 (a/g)

147123086
147206310
147198275
147143736
147223242
147110523
99189006

147194067
147217619
147183256
147137661
147116138
147211868
98493898

ATG start codon at 301-303.

147193984
147216143
147183250
147164085
147116060
147210365
71866468

147204525
147216131
RHLII29TR
147152786
147221922
147210358
147152780

147134589
147123146
RHCNP88TR
147187957

wsx45a09.gl

147223221
147143756

147128249
147123132

MQOAA-adv70gll.b

147187164
RHPXH89TF
147223207



Callithrix jacchus (marmoset)

accgtggagatgttcacccctcgcgtccaattactagtgecctctcacaaatcgaagcggg
cggcctttctgtatgttccagacgcaccgccctccacgtggccagtgecctcaccttgge
atcatggcctgtgtgttacttttgtaataaaaataatgtttctaggaaatccatgcttta
aatgttcaatggaatttctaggttggctgagcgcccctggttcgggaggggcacctectgg
cctggggcttggcccagctgecccecgectcatgcagettectcteccgececgeag AT
GGGATTCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTCGCCTCGTG
CTGCATTGCTGCTTACCGCCCCAGGGAGACCTTGTGTGGCGGGGAGCTGGTGGACACCCT
CCAGTTCGTCTGTGGGGACCGCGGCTTCTATTTCAgtaagtggtaggggggttccttaaa
cgtgctcaggcccctagectcaagccaaggtgagcacactccaatgtcagecggetecggec
ccttgccgtgagactttgacctteccageccgaatttccgagegeccgecaccecgetgacctt
cccatcacatgctcctgtgaagggtgggccagagggggcactcacgggggtcgeeccttgg
catcagaattcctgatgggagccaggaggctccggtgeccgecggggcagggcttcaggete
tggaggaagagcctgcctttcttectacaccttttggatattttgacaagggacgtgtgt
tcaatgagtgatcagaattaagataaagtcacttaaagaattaaacccaataaagccagt
gcagctggcaggtggcagggctgagcatgcatgcgcctcctgaccgtgcatgcagegtgg
ggggtgcccgcctgctgacggcaagacacttcggecctttettectgtttectetetecgte
ttccagcctgggggctggcaggtgggtgcacagecttgetgtecttgagaccccaccctcea
gagggggggctgggtggatgcagaggcaggcatggtgcctgggcatgectgacggggtygg
cgggggacagtgcctcactggctggggctgcacggcttatcctacctgacactcaccecgg
agtgacatcttcaccacctctacttacgcactctgtgaaatgggctcacaggatacaaat
gtacttcaaaacttttctctgaaaagtgtttctgctgcttgaccctggaageccceccgecce
gccctggectctecctgtgecccectectgtectecctgecccatttgggggtaggaagtggeac
tgcagggcctggtgccagccagtcecttgecccagggagaagectteccectgtaccaggetttece
tgagaggaggggagggccgagcccccacttgggggacccecgtgatggggctectgetecce
tcctctggectgatggcacctgeccctttggcaccccaaggtggagececccagcaactcaccce
cttccagctagctgagccttgctgtgggggagagggggaagacgggaggaaagaagggag
tggttccatcgcgecctectcactectctectececgtettecttectectectgecctgtetece
ctgtctcagcagccgcagggcggtgtgggecccctccagectcaagggtggtgeccaageca
gagtccaagctcagggacagcagtcccctcecctgtgtgatgaactactgecnnnnnnnnnnn
nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn
nnnnnnnnnnntgtgcccattgttcatctgagggaggaggcagcagaggccaggggctgg
tctggatcccgctcacctceccteccacctectettetttectgggacacctectgectgecag
ctctggcttccatccecctgacctgaagagtggectggggacagggectgtttectectect
ccagcccteccecgggacactggggcagtgcggggcaggacagtggggtgectaacgecctet
ctctgtgectgtggacttccagGCAGGCCCGCAAGCCGTGTGAGCCGTCGCAGCCGTGGCA
TCGTCGAGGAGTGCTGCTTCCGCAGCTGCGACCTGGCCCTCCTGGAGACCTACTGTGCCA
CCCCCGCCAAGTCCGAGAGGGACGTGTCGACCTCTCCGACCGTGCTTCCGgtgagggtte
tgggccccttectectecteccctaaagagagagaaacagggectttgggectececggtgtttece
tgtggccactgggacctcttagccggggacgaggacccatgacttetttgettgetgtgt
tgctgggtagttggcccctecececgteccececctgeccecctggacaatageccagtgcagtcacag
gggtgaggggtgggctgtcagatcagatgggtggctcaagcggtggagtggcgagtagge
acctgctgaccagacccttcctctcccagGACAACTTCCCCAGATACCCCGTGGGCAAGA
TCTTCCAATACGACACCTGGAAGCAGTCCACCCAACGCCTGCGCAGGACTCTGCCTGCCC
TCCTGCGCAACCGCCGGGGTCGCGTTCTCACCAAGGAGCTCGAGCTGTTCAGGGAGGCCA
AGCGTCACCGTCCCCTGACTGCTCTGTCCACCCAAGACCCCGCCCACGGGGGCACCC e
CAGAGATGTCCAGCAATGAGAAC
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Assembled from sequence traces (note gap):

143231578 143231547 ghi20h01.x1
ghil5el0.yl ghil5dll.x1 CXAG-0057B03.9g1
ach68c02.gl

164839911 ghil2ell.x1 ghilOe06.x1
146556252 146550492 143888026
163215141 161457244 154221855

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

ATG start codon at 299-301.

ghi20c02.x1
CXAF-

ghi06b09.y1
143460651



Microcebus murinus (gray mouse lemur)

cggagaccaggcccactgtccagcaagggccctggecgecccgegggtgtggeccagaccectg
ccatagtgccggcgggcatggccaccccacgctactagctecgtectgtggectccaccacc
cagccctctccaccccagccgctgaggegtgtgtgttattttgecgattaaaatgecageg
cctatggggaagccgagcttcagagttgcaattgcgttgtcgecteccagtecgecggge
acccggctcacggtgttgtgtgtctcctgeccceccag ATGGGGGTCCCAGCGGGG
AAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCTTGGCCTCGTGCTGCTTTGCTGCTTAC
CGCCCCAGTGAGACCTTGTGCGGCGGGGAGCTGGTGGACACCCTCCAGTTTGTCTGTGGG
GACCGCGGCTTCTACTTCAgtaagtagcccggggctggggetgggggggggggectgggge
tggggctgggggggtggggcgtacacagcaggcacccagtegggtggggtggettcagea
cacctaggcgagacctccctgggtgacagectgaggacgecctagecctcattggggcaggac
acgcccaggtgaccgggccagcccttgectctgaggeccttggagtecccagectggtgttgge
caagcagctgcagctcacctgggctcggtgtcacctgccacacgcactcacagttcctgt
tgggggtggccggaggtgcccggetcecctcacatgcactcgcagggggectgecccgggggec
ggagctcccggtgggcaatgccagecccccaccgtggagectectggecgggtgaggagcaac
ccgcctcttectectgcactecggtgggcatttgacaggggectgtgtgcacagatggcagg
atttaaaaccggatgaaatcggtttaagatcaataaaagcaaaagcaaacgtggtctgtg
gtgccggggctgagtgtgcacacgggcggcgggcggcgggtggcaggaggagaggeggtg
gggtgccccctgecgeccccccagagtgectecggatactgetecttectgtttectetectgat
ctccggecctggggggttggagggtgggctcactgctegetgtecttcagactcacccecect
ggaaggggggctgggtgggcacctgggtggggctcggggcaagcttgacaggecggggegt
gccccgtgcatggggcgeccecgtecttgeccacctgacacttgeccgegcaacaccctecac
agcctctgcttgcccacgctgecctgccacactgaggtgggctcacaggatgcacatgect
ttcgaagcttctctctgaaaagcacacccactactgacgctttcgaagttctgetgeect
ggcctcecctgggecctececctececcgecagectcactgggggcaggaagtggaggagggatg
ggcggaggagccccgctgectcctgggaccccactatgggtggggtecctectececeecctece
cctgtgactttcttcttacagctgageccctgeccgtgggggagagggggaaggcgggaggg
aagaagcgagtggttccatggcctcctcactcctctcctccecgtcttectectectectgece
tgtgcctgectgecctecggeggecteccggggtgtggeccacgetggtgteccacccagtggt
cccttgctgggtggtgtccgaactgggctcacaccccacagectcccaaaccactgccage
acgggcctctggtcctggtggtgtectgeccggeccggecgtgtggeccgggggetttgeceg
atttaaacctgtggaaggaaggaggccccgaggccaggggcctaatgcatgcaccccecte
ctctgtcctecgectectectggggcacctectgectgcagcactcactteccecctectgeectg
aagggtggccgggcctccccagggggecccgeccggecctgtgececggeggtgeeccagtge
taaagccatccecctgtgtecctgtgggacttccagGCAGGCCCGCAAGCCGTGTGAACCGC
CGCAGCCGTGGCATCGTTGAGGAGTGCTGCTTCCGCAGCTGTGACCTGGCCCTCCTGGAG
ACCTACTGCGCCACCCCCGCCAAGTCCGAGAGGGACGTGTCGACCCTTCCGACCGTGCTT
CCGGTGAGACCCGTCCCCTCCAGCAGCGGGGCTCCCGGCCCAGGGGCAGGGTGGGCAGCC
AGCGTCCTGGCTGGCGGGGCCACCACTGGGAGGCCATTCTCGTGGCTGCCACCGTCTCTC
CCCAGCACCGGTTGCTGACCAGTCGCACTGCCACGTGGCGGCTACACGGTGGCGGGCGTG
GCCAAGGTCCCCCCGCCGGGTCACGGAGAGAGGCCCATGCATGCAGGAGGGCGGGAGGCT
CGGGTAGGGGCACCCGGGAGTGGGCCCCTGGTGACCGGCCCCTTCCCTCCCCAGGACAAC
TTCCCCAGATACCCCGTGGGCAAGTTCTTCCAATATGACAGCTGGAAGCAGTCCACCCAG
CGCCTGCGCAGGGGCCTGCCTGCCCTCCTGCGCGCCCGCCGGGGTCACGAGCTCGCCAAG
GAGCTCAAGGCGGTCAGAGAAGCTCAGCACCCCCAGGCCCTGCCCGCCCAAGACCCCACC
CACGGGGACGCCTCTTCGGAGATGCCCAGCGATCAGAAG
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Assembled from sequence traces:

mmil2eOl
mmil0Og08
mmi09c03
mmi08a09
mmi04h04

mmildel?2
mmil2ell

Probable polymorphisms at 1919 (t/c),

.X1
.yl
.X1
.yl
.X1
mmi02b08.
.x1
.x1
mmil8d02.
G730P69023FM6.TO

G730P64286FC14.T0
G730P62324RH7.TO0

x1

x1

mmil2a04
mmilOell
mmi09a05
mmi06d05
mmi04d09
mmiOlbl2
mmil4e05
mmil7£06
mmil8b02

ATG start codon at 283-285

.X1
.X1
.X1
.yl
.X1
.yl
.x1
.x1
.x1
G730P6710FA12.T0

G730P64062RD12.TO
G730P61609FP4.TO

mmillhl0.x1 mmilOhO05
mmil0do4.yl mmi09d10
mmi08gll.x1l mmi08dll
mmi05£02.y1 mmi05d10
mmi04b04.x1 mmiO2hl2
mmiOlbl1l.x1 mmil5do3.
mmil4b06.x1 mmil2h06
mmil5h04.x1 mmi20b02
G730P66042FH24.T0
G730P65105RI6
G730P62697RO8
1941 (a/g), 1953 (c/t)

.X1
.yl
.X1
.yl
.X1

.xX1
.xX1

.TO
.TO



Otolemur garnettii

accccaaattattagcacttcttgcaactcggagtcactgagccctttctgtgcaccttg
agacattcctttttgaagggacctcgtgccaccacctcagcaattaaagtgtgcgagtta
tttttataattagtgacatttataagaaagtcatgctttaaaatttccattgcattttaa
cgtccgagatggctgggcaacctgacagcacctggctcatggcatgtctctectgecccce
ag ATGGGAGTCCCAATGGGGAAGTCGATGCTGGTGCTTCTCACCTTCTTGGCCT
TTGCCTCGTGCTGCATTGCTGCTTACCGCCCCAGTGAGACCCTGTGCGGCGGGGAGCTGG
TGGACACCCTCCAGTTTGTCTGTGGGGACCGCGGCTTCTACTTCAgtaagtagctcgggg
gtggggctggggggtggacacagcaggtgctcagtcagtgtgggatggtttcagcagacc
taggtgagacctccctgggtgacagatgagaacacctagcctggctaaggagcatactcc
aaggtgaccagcccaccttggtctgaggcctcggecctececectgtecggtgtttgectgagege
ctgctgtgtgccctgecctggtggeccctgacacatgcactcacattcacctgetgecacttt
gtgggcactttgacaaggggcgtatgtttatggatgatcagatttaaaatgtgataatag
atttaaaatcaaaacaaataaaagcaaatgtggttgtggggtgtcagagctttctcccca
gcagactcagcccaggggaggggcaggtatgggggggtatttggggccccagggececccca
tgtgtggtgcctgecctgectgtccccaaaagtgettggactgectecctcacatttectcacct
gatttccagcctggggggctggtgggtgggectcactgctggectgtcattcagactcagec
cccagaagaggggggctgggtgggcacctgggtggggeccttgggacaagcttgaccectgg
aagcgtgctccatcccatcaggagtggtggectctecttgetggcatgggetgecectgtet
tttccactcaatacttacctggcatcctctgcagcctctacttacccacactatgacatg
ggctcccaggacacaaatgcattttgaagcttctgtctggaaagtgcgectgeccgectgac
accctgaagccccgcccaccctggectectectgtgeccteccccaccecececttgectgecte
attggggccaggaagtggcactgcagggggcctggtgcccatccggctctecctgagagga
ggagtaagcctagcccccactttagggaccccacgatggggtceccctctecctetteccac
cgatggcacgggccctttgccagtgactteccteccttgcageccgggcacactgtgggggag
agggggaaggcgggagggaagaagagagctgttccatctecggttcctcactectetecte
ccgtcttctecctctectgececttttectecectgecctggeggeteccaggggtacgtgggece
cctccaggctcaaacatggtggcgggtgagaggccaagttcagaggccacacttgtattce
agtcagtggcctctgaactaggttcatacccgtttccaaagcaccttcattgtgagectce
tagtcctggcagtatctatccagccctggggccaagagtecctggteccattttaaatcectat
ccagccctggggccaagagtcctggtccattttaaatctgaggaaggaggcacctgagge
caggggcctagtgcatgcacctcacctctttcttcaccttteccgggcacctectgtctgea
gctctcactttccteccccaccecctgaagggaggccaggecccctgectggggggeccacccece
ccaggccctgggcccagtgggtgectagatgctaatatcagctectectatcctgtgggact
tccagGCAGGCCCGCGAGCCGTGTGAACCGTCGCAGCCGTGGCATCGTGGAGGAGTGTTG
CTTCCGCAGCTGTGACCTGGCCCTTCTGGAGACCTACTGTGCCACCCCCGCCAAGTCCGA
GAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGGTGAGGGCCCCCGGCGACCTTTCTCC
TTTCTCTAGCTGTCTTCTACAGAAGTTGGGGGCGGCTCTTAGCCCAGGGTAAGGGTGCAG
CCAGCTTCCTGGCTGGAAGAGCAACTGTCCCACTCCACCACCATGGACACTATTGACTAG
TCACACTGTGGCCACAAAATGACAGATGTGACCCAGAGTCCCTGTCAAGTCGCCAAGAGA
GGCCCATGCAGGAGGGTGGGCAGCTTGGGTGGAGGACCGAGGAGTGGGCACCTGGTGACT
GGTCCCTTCCCTCCTCAGGACAACTTCCCCAGATACCCCGTGGGCAAGTTCTTCCAACAT
GACACCTGGAAGCAGTCCACCCAGCGCCTGCGCAGGGGCCTGCCTGCCCTCCTGCGCGCC
CGCCGGGGCCGTGTGATCACCAAGGAGCTCAAAGCGGCCAGGGATGCCAAACATCCCAGT
GTCCTGGCCGCCCTGCCCACCCACGACCCCGCCCACGGGGACGCCTCTCCGGAGATGCCC
AACAATCAGAAG
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Assembled from sequence

ggs05£04
krr01b02
ggsl4a04
ggsl4al2
ggsl1g09
qyq02g04
ggs04£f11
qyq01d05

.x1
st
.x1
.x1
.yl
.pl
.x1
.pl

ggs04bl2.
krr07b05.
ggs07h05.
krr07£10.
qgyq02£07.
krr02d02.
ggs01£f02.
ggs07a03.

G829P62847RM17.TO

traces:

ATG start codon at 249-251

krr03el0.
ggsl5a07.
gqs1l3b06.
ggs06c05.
ggqs06a04.
krr07d10.
qyq02d04.
krr0le07.

krr04h07

ggs17d02
krr06e03

gyg02cll
krr07d10

.x1
qyq02bl0.
.x1
.x1
ggs07a03.
.rl
.x1
ggs01g08.



Canis familiaris (dogqg)

tcctgectggggtgatgatgggggatgatcatccccacatgagactgctgaccagcacccg
gtgccaatcagagatgtgcttcaggcaccccgcctgggcagtgaaagtgecgtgttattte
tgcaattaaaagattcgtgtttaggaggacgccgcgctctcaagectgtaatggaacttgg
aacgaggggacagctgggctggtgtttggggttgggggtaggtggtggggeccaggeccca
gcggggcaggcgggtgagctcatggcctecttececctectaccccgcagATGCCGATGGGGGET
CCCGATGGGGAAGTCGATTCTGGTGCTGCTGACCTTCTTGGCCTTGGCCTCGTGCTGCTT
TGCTGCTTACCGCCCCAGTGAGACTCTGTGCGGCGGGGAGCTGGTGGACACCCTCCAGTT
TGTCTGTGGGGACCGCGGCTTCTACTTCAgtgagtagctcagcgtgecggtgaggeccaggg
gcagggcgcacacagcaggcactcaataaatgctggagggcacccccccecccecccgceccaa
aacatcacccagatgcctgtggacgccctctaggatgecctgttgtggggggeccaggcaga
gggaaactcctacaaggtgaccgcccaggctctecttgctectgagecctttgtgagcacaac
tgagtccacgtttagggggcgcctgcagtgtgecctgggtgggctcacacteccctgacttg
tccacaatacgacttgaagtagaacactctcctcccaggaaggggggatatctgagtgga
ggccagcccttggcaggtgggggtgggggegetggactgggagagggggagggagggggt
tgctttccctcactacttecttectggacctgettgcagacagagctgtgagcactgaagtt
ccccccacatttgcaccgtgecccgacctttcgacagtgggattacctgaattaaaattaa
ataaaataggtcagagaccagtaaaaaccaaagcatctgtcgcagctccacctgggcaca
gtgggggtgagaggcatccctgctatcggacagcactgggggcgggccaccatgtggggt
gcccacctgctggctcaagagctctctggctgctectcatgecttctectatttecatececet
gagacctctgcttctccttgeccececgtececccatgtggaaccecccaggtggaggtgatececet
tcctcgggggtgtgggceccttgacctcacctcccagaaagectgggectecgtttecttac
ctaaggatggggcagaggagcaggcccaggtggaccttgcaggtggagagggcaagtatg
cctcctgggtttageccctgatgeccggagectgggtgggggtgggggacgeccctcatggtca
ggcctggcccttgcactccacatgtggcaggcccctectgcagectctacttacccacaaa
caccagcctcagtatctcacagcttctctctgaaaagecgctecctgettectecttgettet
gaagccctggccaccctggtctcacctgtgeccctectectecgegtgagcacctgectegttt
gggggcaggaagtggcatggtagggtctggtgcccagggagtgggtceccttgeccaggagg
gcccggctgageccccecctgecceccgtgggacateccteccccaggggtgectgeeccttggecce
cccaaggtgagggccgagacctttcctcgcagectgaccttggagectgagcagecggaggg
acggggaggacgggaggaaaggaggacgtggtttcatgcaggtcctcactcctecececctece
cgtcttcctcttecctectecccaagectgectcagegtggegtetecgagggectgggagecac
ccgggctcctgctectgectcagggacggcggcacttgegtecccaacctggecttcaagatg
ggaccctgtgccccgecactgtgggggectggatececctggtgggeggectectgagecggece
tcatgccagcacattttcecccacttcecctgggcagecgggactggggtgggggetgtgtece
actctccatgcgagcagggaggcaccaggaggccaggggctggtcctggcacatgcaccce
ccacttccecctectgtecttectgggcaccccacctgeccactcttacacccttecteca
cgaggctggctatccccctgtectgeccctecccceccgettgecttgggeggeccaccggeca
aaagcccgcttgtggggggaccgtgggggccggtgctcaagtgeggectettetteececet
gtgggacttccagGCAGGCCGGCGAGCCGCGTGACCCGCCGCAGCAGCCGTGGCATCGTG
GAAGAGTGCTGTTTCCGTAGCTGCGACCTGGCCCTTCTGGAGACCTACTGTGCCACCCCC
GCCAAGTCCGAGAGGGACGTGTCGACCCCTCCGACCGTGCTTCCGgtgagaggggacctg
gtgtcggggtgggaggtgtcacctctgagctgggggaccagggtgtggeccggecgeccagg
gcctgcagtgtgactggggtccccacgectgtggtcgtggetggtcacccatecggatggece
ccccacgagccaggcaccccecctgactggececcttecececcctcagGACAACTTCCCCAGATAC
CCCGTGGGCAAGTTCTTCCAATACGACACCTGGAAGCAGTCCGCCCAACGCCTGCGCAGA
GGTCTGCCTGCCCTCCTGCGCGCCCGGCGGGGTCGCATGCTCGCCAAGGAGCTCGAGGCG
TTCAGAGAGGCCAAGCGTCACCGTCCGCTGATCGCCCTGCCCACCCACGACCCCGCCACC
CACGGGGGCGCCTCTCCAGAGGCATCCGGCAATCAGAAG
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ttaaaaacaattggcatcatgaaagaattaggccccccccttecttectecttececccaggga 3420
cctcgagtcagattggccgtgggectcgagegectgacctccaggagaaaggaagggacce 3480
catctgcaggtaggcacgtcaccatctgcagccggctcecgectectcaggcaaaattectgg 3540
ccacatctggggagaattggccttcttacaacagcaaacccccagactecgttecctcacte 3600
tgtttcccatcctcgaaagtcaccatggagctagatgggggctcccagggaggcgaaagg 3660

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

ATG start codon at 287-289.



First posted 6/12/07. Updated 12/12/07



