CLUSTAL W (1.83) multiple sequence alignment

human_chrl7 NM_004104
dog_chr9

human_chrl7 NM_004104
dog_chr9

human_chrl7_NM_004104
dog_chr9

human_chrl7 _NM_004104
dog_chr9

human_chr17_NM_004104
dog_chr9

human_chrl7 NM_004104
dog_chr9

-CACACCCAAGGCCAAGTACCATGGCAACGTGATGCTACTGCGCGCCAAG
ACACGCCGCAGGCCACCTACCACGGCAATGTGACGCTGCTGCGCGCCAAG

*KhkK* Kk E R = FhAA Kk KhhAAh Xhhhx Kdhkh KA AAkdAhiiik

ACGGGTGGCGCCTACGGCGAGGACCTGGGCGCGGACTACAACCTCTCCCA
ACGGGCAGCATGTACGGCGAGGGCCTGGGCGCCGACTACAACCTGTCCCA

Rk = **x FKEAEAAAXAAAAKX AAAXAAAXAA AL AAXAXAXAAXxiAix dhxkik

GGTGCGCAAGGGGCCTGACGGGAACGGGGACAGGGACAGGAGTGGGGTGG

GACGGCAGCTGATCGCATCCCCTGCAGGTATGCGACGGGAAAGTATCCGT
--------------------------- GTGTGCGATGGCAAGGTGTCCGT

*k KAhkIkAh ki ki Kk kihkkk

CCACGTCATCGAGGGTGACCACCGCACGCTGCTGGAGGGCAGCGGCCTGG
GCACGTGATCGAGGGTGACCACCGCACGCTGCTGGAGGGCAGCGGCCTAG

AGTCCATCATCAGCATCATCCACAGCT-
AGTCCATCCTCAGCATCATCCACAGCTC
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CLUSTAL W (1.83) multiple sequence alignment

human_chrl19 NM_002096
dog_chr20

human_chrl19 NM_002096
dog_chr20

human_chr19 NM_002096
dog_chr20

human_chr19 NM_002096
dog_chr20

human_chr19 NM_002096
dog_chr20

human_chrl9 NM_002096
dog_chr20

---CGAGCGCGCGCTCATCCTTTGCCATCCCCGTCTTACAGTAGCTCCCA
ATGGCCCAGGCCGGCCCTCACCCTCTCGTTCTGTCTTCTAGCAGCTCGCA

* *x * *x * Khkkk *K*x KhkhkkAk Kk

AGAAGAGCCTGAGAGCAAGGCCAAGGCGCCGCAGCAGGAGGAGGGGCCCA
GGAGGAGCTGGAGGGCAAGCCCAAGGTCGTCCAGCAGGAGGAGGGCCCCA

**k Khkhk ECE I o o S R ECE R R Sk ok o o S I

AGGGTAGGCGATGGCTGGGCGGGCCGGGGAGATGGGGGCGGTGCTTCCCT

GCTCTTGCTCATACCCTGCCCCTCCCAGGTGTCGATGAGCAGAGCGACAG
---------------------------- GCGTAGACGAGCAGAGCGAGAG

* F*hk Kk FhkEAIkAAkAAAk XKk

TAGTGAGGAGAGTGAGGAGGAGAAGCCGCCTGAGGAGGACAAGGAGGAGG
CAGCGAGGAGAGCGAGGAGGAGAAGCCGCCCGAGGAGGACAAGGAGGAGG

*x

AGGAGGAGAAGAAGGCACCCACCCCGCA-
AGGAGGAGAAGAAGGCGCCCACACCCCAG

FEAIAAXAAAAXAAAXAAAXKX dhxkhddk *k **%



CLUSTAL W (1.83) multiple sequence alignment

human_chrl9 NM_ 025241
dog_chr20

human_chrl9 NM_ 025241
dog_chr20

human_chrl9 NM_025241
dog_chr20

human_chrl19 NM_025241
dog_chr20

human_chr19_NM_025241
dog_chr20

human_chrl9 NM_ 025241
dog_chr20

—---GCCGCGTCTTCCAGCCCTCGCCCCTGGCCTCGCAGTTCGAACTGCCT
AGCGCCGGGTCTTCCGGCCCTCGCCCATGGCCTCCCAGTTTGACCTGCCC

KhAAhA KhAhAAAk dhkkhk *Kk Khkkhk

GGGGACTTCTTCAACCTCACAGCAGAGGAGATCAAGCGGGAGCAGAGGCT
GGGGACTTCTTTAACCTCACGGCCGAAGAGATCAAGCGGGAACAGAGGCT

KEAEEAXAXAAAXAXAA AAXAAXAAAX kK k kh AXAXAXAXAAAXAAXAXA AL dxkiiihik

CAGGTGGGCCTGACGTCCGCGGAGCAGAGTGGGGCGGGGCGGGGTGGAAG

AACCCCGGCCAGCCCTCGTGACCTGGCCCGCGTGTGCAGGTCCGAGGCGG
--------------------------------------- GTCCGAGGCCG

*AhikAikikiik X

TGGAGCGGCTGAGCGTGCTGCGGACCAAGGCCATGCGGGAGAAGGAGGAG
TGGAGCGGCTGAGCGTGCTGCGGACCAAGGCCATGCGGGAGAGGGAGGAG

CAGCGGGGGCTGCGCAAGTACAACTACACGCTGCTGCGC-
CAGAGAGAGCTACGCAAGTACACCTACACGCTGCTGCGCG

KhA K * KAk AhXAAAAAAA Ahhkk *xXXk
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human_chrl0 _NM_ 012207
dog_chr28

human_chrl0 _NM_ 012207
dog_chr28

human_chrl0 _NM_012207
dog_chr28

human_chrl0 _NM_012207
dog_chr28

human_chr10_NM_012207
dog_chr28

human_chrl0 _NM 012207
dog_chr28

human_chrl10 _NM 012207
dog_chr28

human_chrl0 _NM_012207
dog_chr28

human_chrl0 _NM_012207
dog_chr28

human_chr10_NM_012207
dog_chr28

(1.83) multiple sequence alignment

-GATATTGGAGCTGATGGCAGAGCCACAGGAGAAGCAGATGTAGAGTTTG
TGAGATTGGCCCTGATGGAAGAGTGACGGGTGAAGCTGATGTTGAGTTTG

EE I = o E R = o S S E R & I o S e

TGACACATGAAGATGCAGTAGCTGCCATGTCTAAAGATAAAAATAACATG
CCACTCACGAAGAAGCTGTGGCAGCTATGTCCAAAGACCGGGCCAACATG

*k KAk KAAkkAk KAk KAk KAk KAk KAkkkA KAkkkk *hAhkkk

CGTAAGTGGTGTCTTTGGCACACAATCTTATTTCCTAAACGTGAATTTAT

TGTTACTCTTTCTTTTTTTCTTAAAGAACATCGATATATTGAACTCTTCT
-------------------------- AACACAGATACATAGAACTTTTCC

**x *kx

TGAATTCTACTCCTGGAGGCGGCTCTGGCATGGGAGGTTCTGGAATGGGA
TGAATTCCACAACTGGGGCCAGCAATGGGGCATATAGCAGCCAGATGATG

EaE ke o *khk*ik X KX K% *kx *kx

GGCTACGGAAGAGATGGAATGGGTAT -——--
CAAGGCATGGGAGTGTCAGCCCAGTCGACTT

*Xx



CLUSTAL W (1.83) multiple sequence alignment

human_chrl5 NM 018445
dog_chr3

human_chrl5 NM 018445
dog_chr3

human_chrl5 NM_018445
dog_chr3

human_chrl5 NM_018445
dog_chr3

human_chr15 NM_018445
dog_chr3

human_chrl5 NM 018445
dog_chr3

human_chrl5 NM 018445
dog_chr3

-—=TGTTTCTCAGCTTGAAGAAGAAAAAAGGAGACAGAAGATTGAAATGT
AATTCTTTCTTAGCTTGAGGAACAAAAAAGGAGACAGAAGATTGAAATGT

K EKEAKAA KA AAAAA A h AAAAAAAAAAAAAAAAA A Addhhhikx

GGGACAGCATGCAAGAAGGAAAAAGTTACAAAGGAAATGCAAAGAAGCCC
GGGATAGCATGCAAGAAGGGAAAAGTTACAAAGGAAATGCAAGAAAGCAT

FEAEKX TEXAXAAXAXAAAXAAAXAA AAXAXAAXAXAAXAXAAAXAAAXAAAAAd*x k=

CAGGTGACTGGAGACCTCGGCCGGCTGGCATGCGGTAGATGAAGATTGCC

AGGAAGACAGTCCTGGGCCTTCCACTTCATCTGTCCTG---AAACGGAAA
AAGAAGACAGTCCTGGGCCTTCTACTTCATCAGTCCTGCCGAAACGGAAA

TCGGACAGAAAGCCTTTGCGGGGAGGAGGTAAGCACCACTGATGTCAAAT
CCTGATCGAAAGCCTCTGCGGGGAGGTGGTGAGTACCAGATATTAACGTA

* *x FEAIAAAKAA KA *AXxXAAkxhkhdx *hk Kk *kkk *x

GT
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human_chrl5 NM_ 025234
dog_chr3

human_chrl5 NM_ 025234
dog_chr3

human_chrl5 NM_025234
dog_chr3

human_chrl5 NM_025234
dog_chr3

human_chr15 NM_025234
dog_chr3

human_chrl5 NM_ 025234
dog_chr3

human_chrl5 NM_ 025234
dog_chr3

human_chrl5 NM_025234
dog_chr3

human_chrl5 NM_025234
dog_chr3

-——-AGGAACTCATGTCGGGAAAGTGAACATTTTTGGTGTGGAAAGTGGG
CCACAGGAACTCATGTGGGGAAAATGAACATTTTTGGTGTGGAAAGTGGG

AEAEAXAAAAAXAAXA *AAAAAdx AAAAAAAAAAAAAAAAAAAAAAdhhix

AAAAAGGAATATTCTTTGGACACGAGAGGAAAATTCATTCTTAGTATTGC
AAAAAGGAATATTCTCTGGACACAAGAGGAAAATTCATTCTTAGTATTGC

EEAEXEXAXAXAXAEAAXAKAAKX AXAEAAXA AL AXAXAAAXAAXAXAAAXAAAXAAAXAAAAAAXAX

ATATGTAAGGAAACATTGCTCTCTGTTCTCCTTCTGATTCTTTCAGTTTA

GGAGTCTGAAAGTGCTAATTTCTCCATATGTTCTCTGAACAGAGTCCTGA
------------------------------------------ AGCTCTGA

**x k=

TGGGAAATACCTAGCCAGTGGAGCCATAGATGGAATCATCAATATTTTTG
TGGGAAGTATCTGGCCAGTGGATCCATGAATAGGATCATCAATATTTT-G

*Ahkkkkii F*k X%k **x * **x *

ATATTGCAACTGGAAAACTTCTGCATACCCTGGAAGGTATAT--
ATATTGCAACTGGAAAACTTCTGCACACGCTGGGAGGCCATGCT

xxxx **x *kx
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human_chrl6 NM_ 032259
dog_chr6

human_chrl6 NM_ 032259
dog_chr6

human_chrl6 NM_032259
dog_chr6

human_chrl16 NM_032259
dog_chr6

human_chr16 NM_032259
dog_chr6

human_chrl6 NM_ 032259
dog_chr6

—————— GCCGCGCCGTCAGCTGCCTCAACCAGGCCTCCACCACCCTGCAC
GCACCAGCCGCGCCATCAGCTGCCTCAACCAGGCGTCCACCACCCTGCAT

E R R e o o I S

*hkAhkkAhk

GTCAACTGCAGCCACTGCAAGCGGCCCATGAGCAGCCGGGGCTGGGTCTG
GTCAACTGCAGCCACTGCAAGCGGCCCATGAGCAGCCGCGGCTGGGTCTG

EEAEXEXAXEXAXAEAAXAAAXAAAXAAAXAAAXAAXAAAAXAAXAXAAAXAA AKX AXxXAAhAhihikx

CGACAGGTGGGGCAGTGGGGTCGGGAGGTGGGGCAGGGGCCTGCAGGCAG
TGACCG—— === = = ——m oo e

*kx *

CGCAGCAGCCCCCGCTGAGGCACCCTCCCTCCCGCCCGCCCCCAGGTGCC

ACCGCTGCGCCAGCATGTGTGCCGTCTGCCACCACGTAGTCAAGGGTCTC
ACCGCTGCGCCAGTATGTGCGCCGTGTGCCACCACGTGGTCAAGGGGCTG

**x

TTCGTGTGGTGCCAGGGCTGCAGCCACGGCGGCCACCTGCAGCAC-
TTCGTGTGGTGCCAGGGCTGCAGTCACGGCGGCCACCTGCAGCACA

FEAIEAAXAAAXAAAXAAAAAAAAAAdd Kkk
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