CLUSTAL W (1.83) multiple sequence alignment

mouse_chrl18 NM_ 027350
human_chr18

mouse_chrl18 NM_ 027350
human_chrl18

mouse_chrl8 NM_ 027350
human_chrl18

mouse_chrl8 NM_ 027350
human_chri18

mouse_chrl8 NM_ 027350
human_chri18

mouse_chrl18 NM_ 027350
human_chr18

CCAAGGCTTTGATGACAGTTGGAAAAGAGCCATTTCCCACCATTTATGTG
CCAAGGCTTTGATGACAGTAGGGAAAGAACCATTTCCTACCATTTACGTA

AEAEXAXAXAAAAXAAXAXAAAAAAXA *h dhhkdxkh dhkAdxhhdd dhhhihiixk *x

GACTCACAAAAGGAAAATGAGGTAGGGTGCACCAGAACCTTCTCGAGATT
GATTCACAAAAAGAAAATGAG—— == === ——m e

ECE R o ok o

GTGTTTTGTGAAAAATAACGTTTTCTGAGCACATAGAGGTATTGAAGATA

ACACAGATCTTTGTGCTCTCTCTGTAGAGATGGGATGTTATTTCTAAGTC
--------------------------- AGGTGGAATGTTATTTCTAAATC

*k KAhkhk AIxXkAIkALAhkALAhkk **x

ACAGATGAAGAACATTAAAAAGATGTGGCACAGAGAACAGATGAAGAACG
ACAGTTGAAGAACATTAAAAAGATGTGGCATAGGGAACAAATGAAGAGTG

*x *

ACTCT
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* *x



CLUSTAL W (1.83) multiple sequence alignment

mouse_chr6_NM 008084
TCCCAGAGCTGAACGGGAAGCTCACTGGCATGGCCTTCCGTGTTCCTACCCCCAATGTGT
human_chri12
TCCCTGAGCTGAACGGGAAGCTCACTGGCATGGCCTTCCGTGTCCCCACTGCCAACGTGT

*hkihk FhiAIhkiAiAhkik

*khik Fhikk

mouse_chr6_NM_008084
CCGTCGTGGATCTGACGTGCCGCCTGGAGAAACCTGTATGTATGGGGAGAGCTGGGCTTG
human_chr12 CAGTGGTGGACCTGACCTGCCGTCTAGAAAAACCT

* Kk KhkE Ak KhkAAk XhkAAk Kk Kk KhAAkkk

mouse_chr6_NM_008084
TCTCTGGTGTGACAGTGACTTGGGACAAGGATAGTCATTTTGGGGTTTGTTCTTATCAGG
human_chri2 === ————————-— ——- —— . —— —

mouse_chr6_NM 008084
CCAAGTATGATGACATCAAGAAGGTGGTGAAGCAGGCATCTGAGGGCCCACTGAAGGGCA
human_chril2
CCAAATATGATGACATCAAGAAGGTGGTGAAGCAGGCGTCGGAGGGCCCCCTCAAGGGCA

*hkik FhiAkiAkk

**k Xk **k

EaE = =

mouse_chr6_NM_008084 TCTTGGGCT
human_chril2 TCCTGGGCT

*k Kihdikkik

**x *hkkikk K%k



CLUSTAL W (1.83) multiple sequence alignment

mouse_chrll NM_ 145370
human_chr17

mouse_chrll NM_ 145370
human_chrl7

mouse_chrll NM_ 145370
human_chrl7

mouse_chrll NM_ 145370
human_chril7

mouse_chrll NM_ 145370
human_chrl7

CTGTTGAAACTGGAGAAGCTGGACACGGACTTGAAGAACTATAAGGGCAA
CTGCTGAAGCTGGAGAAGCTGGACACAGACCTGAAGAACTACAAGGGCAA

FErE KEAAA AAAXAAAXAXAAXAAAAAAAXA *hdk dAhXxAAhhhdd dhdhhiii

TTCTATCAAAGAGAGCATCAGGTGCTGGGCTTCTCTGGGCAGGGGAGGTG
CTCCATCAAAGAGAGCATCCG——————————mm e

ECE R ok o o kR o R

GGCAACCGGGCCCTAATGGCCCCTCGACCAGCATTCACTCACTGCCAGGC

CTACAGGCGCGGCCACGATGACCTGGGTGATCACTACCTGGACTGTGGGG
—————— GCGCGGCCACGACGACCTGGGCGACCACTACCTGGACTGTGGGG

xxxxxx **x *hAikdkiikk

ACCTCAGCAATGCCCTCAAATGTTACTCACGAGCCCGA
ACCTCAGCAACGCCCTCAAGTGCTATTCCCGGGCCCGG

*Khx Kk *k *k KhkAKk




CLUSTAL W (1.83) multiple sequence alignment

mouse_chrl5 NM 031170
human_chri12

mouse_chrl5 NM 031170
human_chrl2

mouse_chrl5 NM 031170
human_chrl2

mouse_chrl5 NM 031170
human_chril2

mouse_chrl5 NM 031170
human_chril2

mouse_chrl1l5 NM 031170
human_chr12

mouse_chrl1l5 NM 031170
human_chrl2

mouse_chrl5 NM 031170
human_chrl2

AATCGCAGCCGAGCTGAGGCTGAAACCATGTACCAGATTAAGGTAAAGAG
AACCGCAGCCGGGCTGAGGCTGAGAGCATGTACCAGATCAAG-——————-

EE R o o e o I S e e e o I I S e e .

CAGGGGGGTCACAAGCCTGGGTCTCCCTTCCTGGCCCGTTCTGTGTCCTG

AGGAATTGCAGACCCTGGCTGGGAAGCACGGGGATGATCTGCGCCGCACA
AGGAGCTGCAGAGCCTGGCTGGGAAGCACGGGGATGACCTGCGGCGCACA

k= KAEXEAAKX AEXEXAXAAXAAAXAAAXAAAAALAXAAAXA dAhddkkh dhdikik

AA
AA

**x



