SUPPLEMENTAL FILE 2

Sequence variations in CSH2, CSH1, and CSHL1 genes in gibbons compared to human
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reference gene sequence

[TGACAAGCCAGGAGGCATGATCCCAGCATGTGTGGGAGGAGCTTCTAAATTATCCATTAGCACAAGCCCATCAGTGGCCCCAGGCCTAAA|
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CGTGCAGAGAAACAGGTGGGGAGAAGCAGEGAGAGAGAAEIEGGCCAGGGTATAAAAAGGGCCCACAAGAGACCAGCTC®AGGATCCCAAG
—————————————————————————— ICAGEGAGAGAGAAMIIGGCCAGGGTATAAAAAGGGCCCACAAGAGACCEGCTCYAGGATCCCAAG]

GCCCAACTCCCCAAACCACTCAGGGTCCTGTGGACAGCTCACCTAGCCGCLA”GGCTGCAGGTAAGCGCCCCTAAAATCCCTTTGGGCAC
GCCCAACTCCCCGAACCACTCAGGGTCCTGTGGACAGCTCACCTAGCGGCL&#KCTGCAGGTAAGCGCCCCTAAAATCCCTTTGGGCAC

ﬂﬂ GTGTCCOAAGGGGAGAAGCEGCYCCCTGTAGATGGGACGGGGGCACTAACCETCAGGTTTGGGGCTMOTGAATGTGAATATCGCCAT]
JAAGGTGTCCYGAGGGGAGAGGCAGCEICCCTGTAGATGGGACGGGGGCACTAACCOTCAGGTTTGGGGCTIRITGAATGTGAGTATCGCCAT]
CEAAGIICCAGATATTTGGCCAATCTCTGAATGTTCCTGGTCECI®GGAGGGCA®GGAGAGAGAGAAAAAAACAABCAGCTCCTGGAACAGGG
CHAAGECCAGATATTTGGCCAATCTCTGAATGTTCCTGGT CPCUIGGAGGGAIIGGAGAGAGAGAAAAAAACAAACAGCTCCTGGABCAGGG
AGAGHIGCTGGCCTCETEeTCTCCGGCTCCCTCCYTTGCCCTCCGGTTTCTCCCCAGGCTCCCAGAIIGTCCCTGCTCCTGGCTTTTGCCCT|
AGAGEGCTGGCCTCYT®®TCTCCGGCTCCCTCCRATTGCCCTCCGGTTTCTCCCCAGGCTCCCECA®GTCCCTGCTCCTGGCTTTTGCCCT]
GCTCTGCCTGCCCTGGCTTCASBSAGGCTGYTGCCGTCCAAACCGTTCCOTTAECCAGGCTTTTTGANEAEACTATGYTCCAAGCCCATCG
GCTCTGCCTGCCCTGGCTTCAIEAGGCTGETGCCGTCCAAACCGTTCCETTA CCAGGCTTTTTG‘CC&CGCTATGCTCCAAGCCCATCG
ICGCGCACCAGCTGGCCATTGACACCTACCAGGAGTTTGTAAGETCTTGGGGAATGGGTACGGGTCAGGGGTGGCAAGAABGGGTGACTTT]
ICGCGCACCAGCTGGCCATTGACACCTACCAGGAGTTTGTAAGYTCTTGGGGAATGGGTECGGGTCAGGGGTGGCAAGAABGGGTGACTTT]
ICCCCCACTGGGGAAGTAATGGGAGGAGACTAAGGAGCTCAGGGTTHUT TRTCTGEAGCGAAAATGCAGGCAGATGAGCATAGGCTGAGCCA|
ICCCCCACTGGGGAAGTAATGGGAGGAGACTAAGGAGCTCAGGGTTET TRTCTGAAGCGAAAATGCAGGCAGATGAGCATAGGCTGAGCCA|
GGTTCCCAGAAAAGHAACAATGAGAGCTGGTCTCCAGCATAGAAAE TTHSTUCTUG €GGGGGGTCCTTCTCCTAGGAAGAAG
GGTTCCCAGAAAAGEAACAATGEBGAGCTGGTCTCCAGCATAGAAAE ETCOTI® TUGCCRRAIGCGGGGTCCTTCTCCTAGGAAGAAA

CCTATATCCCAAAGGACCAGAAGTATTCATTCCTGCATAACECCCAGACHTCCTTCTGCTTCTCAGACTCTATTCCGACACCCTCCAACA
CCTATATCCCAAAGGACCAGAAGTATTCATTCCTGCATEGACHYCCCAGAC®TCCTTCTGCTTCTCAGACTCTATTCCGACACCCTCCAACA

[€GAAGGAAACACABCAGAAATCCGTGAGTGGATGCCYTCTCCCCRAGGHGGGGATGGGGGAGACCTGTGGTCAGAGCI®BCCCGGGCAGCAC
GEGAGGAAACGCAACAGAAATCCGTGAGTGGATGCCETCTCCCCTAGGEGGGGATGGGGGAGACCTGTGGTCAGEBGCYCCCGGGCAGCAC
AGCCACTGYCGGTCCTTCCCCTGCAGAAMITAGAGCTGCTCCGCATCTCCCTGCE [GAGTCGTGGCTGGAGCCCGTGCGGTTCC
AGCCACTGECGGTCCTTCCCCTGCAGAAIL®TAGAGCTGCTCCGCATCTCCCTGC] [®GAGTCGTGGCTGGAGCCCGTGCGGTTCC
[TCAGGAGTAT®TTCACCAACBACCTGGTGTATGACACCTCGGACAGCGATGACTATEACCTCCTAAAGGACCTAGAAGAAGGCATCCAAA
[TCAGGAGTATETTCECCAACAACCTGGTGTATGACACCTCGGACAGCGATGACTATACCTCCTAAAGGACCTAGAGGAAGGCATCCAAA
CGCTGATGGGGGTGAGGGTGGCOCCAGGGGTCOCCAATCCTGGEBECCCCACTGGCTT®AAGGGCTGGGGGAGAGAAACACTGCTGCCCTC
ICGCTGATGGGGGTGAGGGTGGCECCAGGGGTCECCAATCCTGGAACCCCACTGGCTTIREAGGGCTGGGGGAGAGAAACACTGCTGCCCTC

[TTT®TAGCAGTCAGGCGCTGACCCAAGAGAACTCACCTTATTCTTCATTTC®CCTGGEGAATCCTCCAGGCCYTTCTCTACACCCTGAAG
[TTT€TAGCAGTCAGGCGCTGACCCAAGAGAACTCACCTTATTCTTCATTTCECCTGGGAATCCTCCAGGCCETTCTCTACACCCTGAAG

GGGAGGGAGGAAAATGGATGAATGAGAGAGGGAGGGAACAGTGCCCAAGCGCTTGGCCTCTCCTTCTCTTCCTTCACTTTGCAGAGGCTG
IGGGAGGGAGGAAAATGGATGAATGAGAGAGGGAGGGAACAGTGCCCAAGCGCTTGGCCTCTCCTTCTCTTCCTTCACTTTGCAGAGGCTG
GAAGAIIGGCAGCCI®CCAGACTAGGCAGABCCTCAAGCAGACCTAIAACAAGTTTGACACAAACTCECACAACCATGACGCACTGCTCAAG
GAAGABGGCAGCCECCEGACTEBGGCAGAPCCTCAAGCAGACCTACAGCAAGTTTGACACAAACTCACACAACCATGACGCACTGCTCAAG
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AACTACGGGCTGCEC®ACTGCTTCAGGAAGGACATGGACAAGGTCGAGACATTCCTGCGCAT®GTGCAGTGCCGCTCTGTEGAGGGE
AACTACGGGCTGCHCIACTGCTTCAGGAAGGACATGGACAAGGTCGAGACATTCCTGCGCATEGTGCAGTGCCGCTCTGTAGAGGG
[TGTGGCTTCTAGGTGCCCGCGTGGCATCCTGTGACCEamaCCTCCCCAGTGCCTCTCCTGGCCCOGGAAGGTGCCACTCCAGTGCCCA®
[TGTGGCTTCTAGGTGCCCGCGTGGCATCCTGTGACCGACCCCTCCCCAGTGCCTCTCCTGGCCCYGGAAGGTGCCACTCCAGTGCCCA
AGCCTTGTCCTAATAAAATIAAGTTGTATCATTT|

AGCCTTGTCCTAATAAAATIIAAGT TG T AT CAT T T S A ittt b

AAGGGGCAGGTGGGAAGACGACCTGGAGGGCCTTCAGGGTCTATTGGGAACTAGGCTGCTGAAATATAAGAGGTTTGGCTGTTCCTGGGC]

Alignment of human (NM_020991) and gibbon CSH2 genes sequences extracted from
BAC AC198149. The green line demarcates the signal peptide sequence and the red box
shows the start codon
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[TGACAAGCCAGGAGGCATGATCCCAGCATGTGTGGGAGGAGCTTCTAAATTATCCATTAGCACAAGCCCATCAGTGGCCCCAGGCCTAAA

66
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156
271

246
361

336
450

426
540

516
630

606
720

696
810

784
900

874
990

964
1079

GCAGEGAGAGAGAAMIGGCCAGGGTATAAAAAGGGCCCACAAGAGACCEGCTCPYAGGATCCCAAG
CGTGCAGAGAAACAGGTGGGGAGAAGCAGEGAGAGAGAAEIEGGCCAGGGTATAAAAAGGGCCCACAAGAGACCAGCTC®AGGATCCCAAG

IGCCCAACTCCCCBAACCACTCAGGGTCCTGTGGACAGCTCACCTAG]LE [@CAGGTAAGCGCCCCTAAAATCCCTTTGGGCAC
IGCCCAACTCCCCAAACCACTCAGGGTCCTGTGGACAGCTCACCTAGH® [CAGGTAAGCGCCCCTAAAATCCCTTTGGGCAC

IAA@®G TG TCCYEAGGGGAGABGCAGCECCCTGTAGATGGGACGGGGGCACTAACCOTCAGGTTTGGGGCTATGAATGTGABTATCGCCAT
ag GTGTCCOAAGGGGAGAAGCEGCUICCCTGTAGATGGGACGGGGGCACTAACCETCAGGTTTGGGGCTMOTGAATGTGAATATCGCCAT
CHAAGECCAGATATTTGGCCAATCTCTGAATGTTCCTGGTCYCUIGGAGGGAIIGGAGAGAGAGAAAAAAAACAAACAGCTCCTGGABCAGG
CEAAGICCAGATATTTGGCCAATCTCTGAATGTTCCTGGTCECI®GGAGGGABGGAGAGAGAGAAAAAAARCAAGCAGCTCCTGGAACAGG
GAGAG®GCTGGCCTCYT®®TCTCCGGCTCCCTCCRATTGCCCTCCGGTTTCTCCCCAGGCTCCCEGA®GTCCCTGCTCCTGGCTTTTGCCC
GAGAGGCTGGCCTCO®TEETCTCCGGCTCCCTCCYTTGCCCTCCGGTTTCTCCCCAGGCTCCCAGAYPGTCCCTGCTCCTGGCTTTTGCC
[TGCTCTGCCTGCCCTGGCTTCANEAGGCTGETGCCGTCCAAACCGTTCCCTTAYCCAGGCTTTTTGASSA®GCTATGE®TCCAAGCCCATC
[TGCTCTGCCTGCCCTGGCTTCAMOAGGCTGYTGCCGTCCAAACCGTTCCCTTAECCAGGCTTTTTGANEAGACTATGYTCCAAGCCCATC
GCGCGCACCAGCTGGCCATTGACACCTACCAGGAGTTTGTAAGHTCTTGGGGAATGGGTECGGGTCAGGGGTGGCAAGAABGGGTGACTT]
GCGCGCACCAGCTGGCCATTGACACCTACCAGGAGTTTGTAAGETCTTGGGGAATGGGTACGGGTCAGGGGTGGCAAGAARGGGTGACTT]
[TCCCCCACTGGGGAAGTAATGGGAGGAGACTAAGGAGCTCAGGGTTET TITCTGAAGCGAAAATGCAGGCAGATGAGCATAGGCTGAGCC
[TCCCCCACTGGGGAAGTAATGGGAGGAGACTAAGGAGCTCAGGGTT] ATCTGBAGCGAAAATGCAGGCAGATGAGCATAGGCTGAGCC
AGGTTCCCAGAAAAGEAACAATGEGAGCTGGTCTCCAGCATAGAAABCAGCIETCOTLL® LEECGGGGGTCCTTCTCCTAGGAAGAA
AGGTTCCCAGAAAAGIIAACAATGAGAGCTGGTCTCCAGCATAGAAACCAGCIRIT Cl T TEGGECGGGGGGGTCCTTCTCCTAGGAAGAA
ACCTATATCCCAAAGGACCAGAAGTATTCATTCCTGCATEBACYCCCAGACETCCTTCTGCTTCTCAGACTCTATTCCGACACCCTCCAAC]
[GCCTATATCCCAAAGGACCAGAAGTATTCATTCCTGCATAACECCCAGACHTCCTTCTGCTTCTCAGACTCTATTCCGACACCCTCCAAC

IANIGBAGGAAACGCABCAGAAATCCGTGAGTGGATGCCETCTCCCCTAGGEGGGGATGGGGGAGACCTGTGGTCAGBGCYCCCGGGCAGCA
ﬁGGAAGGAAACACAGCAGAAATCCGTGAGTGGATGCCTTCTCCCC—‘GGTGGGGATGGGGGAGACCTGTGGTCAGAGCCCCCGGGCAGCA

ICAGCCACTGECGGTCCTTCCCCTGCAGAAII® TAGAGCTGCTCCGCATCTCCCTGCYGCTCATE®GAGTCGTGGCTGGAGCCCGTGCGGTTC
ICAGCCACTGCGGTCCTTCCCCTGCAGAABIITAGAGCTGCTCCGCATCTCCCTGCEGCTCATEGAGTCGTGGCTGGAGCCCGTGCGGTTC
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CTCAGGAGTATETTCEGCCAACAACCTGGTGTATGACACCTCGGACAGCGATGACTAT®ACCTCCTAAAGGACCTAGAGGAAGGCATCCAA
CTCAGGAGTAT®TTCACCAACBACCTGGTGTATGACACCTCGGACAGCGATGACTATEACCTCCTAAAGGACCTAGAAGAAGGCATCCAA
ACGCTGATGGGGGTGAGGGTGGCECCAGGGGTCRCCAATCCTGGAACCCCACTGGCTTCBAGGGCTGGGGGAGAGAAAPJACTGCTGCCCT]
ACGCTGATGGGGGTGAGGGTGGCI®CCAGGGGTCCCAATCCTGGEECCCCACTGGCTTCAAGGGCTGGGGGAGAGAAABACTGCTGCCCT]
CTTTYTAGCAGTIRAGGCGCTGACCCAAGAGAACTCACCTTATTCTTCATTTCECCTGGYGAATCCTCCAGGCCTTTCTCTACACCCTGAA
CTTTO®TAGCAGT®AGGCGCTGACCCAAGAGAACTCACCTTATTCTTCATTTCOCCTGGOGAATCCTCCAGGCCTTTCTCTACACCCTGAA
GGGGAGGGAGGAAAATGGATAAATGAGAGAGGGAGGGAACAGTGCCCAAGCGCTTGGCCTCTCCTTCTCTTCCTTCACTTTGCAGAGGCT]
GGGGAGGGAGGAAAATGGATBAATGAGAGAGGGAGGGAACAGTGCCCAAGCGCTTGGCCTCTCCTTCTCTTCCTTCACTTTGCAGAGGCT]
GGAAGA®GGCAGCCECCEGACTEGGCAGAYCCTCAAGCAGACCTACAGCAAGT TTGACACAAACTCGCACAACCATGACGCACTGCTCAA
GGAAGAIIGGCAGCCO®CCAGACTAGGCAGABCCTCAAGCAGACCTAPAACAAGTTTGACACAAACTCGCACAACCATGACGCACTGCTCAA

GAACTACGGGCTGCHUCPACTGCTTCAGGAAGGACATGGACAAGGTCGAGACATTCCTGCGCATEGTGCAGTGCCGCTCTGTGGAGGGCAG
GAACTACGGGCTGCEC®ACTGCTTCAGGAAGGACATGGACAAGGTCGAGACATTCCTGCGCATO®GTGCAGTGCCGCTCTGTGGAGGGCAG

CTGTGGCTTCTAGGTGCCCGRGTAGCATCCTGTGACCCCTCCCCAGTGCCTCTCCTGGCCCYYCRAAGGTGCCACTCCAGTGCCCACCAGC
CTGTGGCTTCTAGGTGCCCGOGTEGCATCCTGTGACCCCTCCCCAGTGCCTCTCCTGGCCCOGGAAGGTGCCACTCCAGTGCCCACCAGC

CTTGTCCTAATAAAATIIAAG T TG T AT CA T T T {0/
CTTGTCCTAATAAAATIAAGTTGTATCATTTIETCTGACCAGGTGTCCTTCTATAATATTATGGGGTGGAAAGTGGTGGTATGGAGCAAG]

IGGGCAGGTGGGAAGACGACCTGGAGGGCCT]

Alignment of human (NM_001317) and gibbon CSH1 genes sequences extracted from
BAC AC198149. . The green line demarcates the signal peptide sequence and the red
box shows the start codon
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ICACAAGCCCATCAGTGGCCCCAGGCCTAAACGTGCAGAGAAACAGGTGGGGAGAAGCAGCGAGAGAGAAGGGGCCAGGGTATAAAAAGGG
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——————————————————— AG®ATCCCAAGGCCCEBACTCCCCE®ACCACTCAGGGTCCTGTGGACAGCTCACCTAGCEGC 5“ 5CTGCA
CCCACAAGAGACCAGCTCCAGG‘TCCCAAGGCCCAACTCCCC"ACCACTCAGGGTCCTGTGGACAGCTCACCTAGCCGClAiGGCTGC‘
GGTAAGCGCCCCTAAAATCCCTTTGGGCACAA®GTGTCCUEGAGGGGAGABGCGGCECCCTGOAGATGGCGACGGGGGCACTAACCETCAGG
GGTAAGCGCCCCTAAAATCCCTTTGGGCACAGUGTGTCCOAAGGGGAGAAGCGGCICCCTGIUAGATGGGACGGGGGCACTAACCGTCAGG
[TTTGGGGCTUCTGAATGTGAATATCGCCATCIAAGECCAGATATTTGGCCAATCTCTGAATGTTCCTGGTCCCIYGGAGGGAIIGGAGAGAG
[TTTGGGGCT®CTGAATGTGAATATCGCCATCEAAGYCCAGATATTTGGCCAATCTCTGAATGTTCCTGGTCCCOGGAGGGA®GGAGAGAG
AGAAAAAGAGAAACAGCTCCTGGAACAGGGAGAGTGCTGGCCTCYTCE®TCTECGGCTCCCTYCTTRGCCCTCCGGTTTCTCCCCAGGCTC]
AGAAAAAAACAABCAGCTCCTGGAACAGGGAGAGTGCTGGCCTCETCETCTE®CGGCTCCCTE®CTTTGCCCTCCGGTTTCTCCCCAGGCTC
CCEGGA®GTCCCTGCTCCTGGCTTTTGCCCTGCTCTGCCTGCCCTGGCTTCAREAGGCTGETGCCGTCCAAACCGTTCCCTTAYCCAGGCT]
CCAGAYIGTCCCTGCTCCTGGCTTTTGCCCTGCTCTGCCTGCCCTGGCTTCAMOAGGCTGYTGCCGTCCAAACCGTTCCCTTAECCAGGCT]
TTTTAAAGAGEGCTATGETCCAAGCCCATCGCGCACACCAGCTGGCCATTGACACCTACCAGGAGTTTATAAGCTCTTGGGGAATGGGTEC
[TTTTEGAAGAGACTATGHITCCAAGCCCATCGCGCEGCACCAGCTGGCCATTGACACCTACCAGGAGTTTETAAGCTCTTGGGGAATGGGTAC

GGGTCAGGGGTGGCAAGAABGGGTGACTTTCCCCCACTGGGGAAGTAATGGGAGGAGACTAAGGAGCTCAGGGTTETTHTCTGAAGCGAA
GGGTCAGGGGTGGCAAGAABGGGTGACTTTCCCCCACTGGGGAAGTAATGGGAGGAGACTAAGGAGCTCAGGGTTIT TATCTGEAGCGAA

AATGCAGGCAGATGAGCATAGGCTGAGCCAGGTTCCCAGAABAGTAACAGTGEGAGCTGGTCTCCAGCATAGAAAGCAGKEETCO TS TL
AATGCAGGCAGATGAGCATAGGCTGAGCCAGGTTCCCAGAAAAGTAACAATGAGAGCTGGTCTCCAGCATAGAAAGCAGOamITClTeaIT(E
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GG CGGGGGTCCTTC®CCTAGGAAGAAGCCTATATCRCAAAGGANCAGAAGTATTCATTCCTGCATBACYCCCAGACETCCTTCTGCT]
GGECGGGGGGGTCCTTCYCCTAGGAAGAAGCCTATATC®CAAAGCGABCAGAAGTATTCATTCCTGCATAACCCCAGACHTCCTTCTGCT]
[TCTCAGACTCTATTCCGACAICCTCCAACAIIGEAGGAAACBCAGCAGAAATCCGTGAGTGGATGCYETCTCCCCTAGGOGGGGATGGGGG
[TCTCAGACTCTATTCCGACA®CCTCCAACAEGAAGGAAACACAGCAGAAATCCGTGAGTGGATGCOITCTCCCCRAGGHRGGGGATGGGGG
AGACCTGTGGTCAGAGCCCCCGGGCAGCACAGCCACTGECGGTCCTTCCCCTGCAGAACTTAGAGCTGCTCCACATCTCCCTGC] A
AGACCTGTGGTCAGAGCCCCCGGGCAGCACAGCCACTGYCGGTCCTTCCCCTGCAGAACTTAGAGCTGCTCCEGCATCTCCCTGCE A
[®GAGTCGOGGCTGGAGCCCGTGCGGTTCCTCAGGAGTA®CTTCACCAACAACCTGGTGTATGACACCTCGGACAGCGATGACTAT®ACC
[EGAGTCGUGGCTGGAGCCCGTGCGGTTCCTCAGGAGTAYCTTCACCAACBACCTGGTGTATGACACCTCGGACAGCGATGACTATEACC

[TCCTAAAGGACCTAGAGGAAGGCATCCAAAINIGCTGATGGGGGTGAGGGTGGCRCCAGGGGTCCCCAATCCTGGAABCCCACTGGCTTCEA
[TCCTAAAGGACCTAGAAGAAGGCATCCAAABGCTGATGGGGGTGAGGGTGGC®CCAGGGGTCCCCAATCCTGGEEE®CCCACTGGCTTCAA

GGGCTGGGGGAGAGAAACACTGCTGCCCTCTTTI®AGCAGTCAGGCGCTGACCCAAGAGAACTCACCTTATTCTTCATTTCCCCTOGGA
GGGCTGGGGGAGAGAAACACTGCTGCCCTCTTT@IAGCAGTCAGGCGCTGACCCAAGAGAACTCACCTTATTCTTCATTTCCCCTEGEGA
ATCCTCCAGGCCTTTCTCTACACCCTGAAGGGGAAGGAGGAAAATGGCATAAATGAGAGAGGGAGGGAACAGTGCCCAAGCGCTTGG
ATCCTCCAGGCCTTTCTCTACACCCTGAAGGGGABGGAGGAAAATGGATEBAATGAGAGAGGGAGGGAACAGTGCCCAAGCGCTTGGE
[TCCTTCTCTTECTTCACTTTGCAGAGGCTGGAAGABGGCAGCCRCCIGACTEBGGCAGACCCTCAAGCAGACCTACAGCAAGTTTGACACA
[TCCTTCTCTTE®CTTCACTTTGCAGAGGCTGGAAGAIIGGCAGCCOCCIAGACTAGGCAGACCCTCAAGCAGACCTAIAACAAGTTTGACACA

AACTCGCACAACCATGACGCACTGCTCAAGAACTACGGGCTGCYCCACTGCTTCAGGAAGGACATGGACAAGGTCGAGACATTCCTGCGC]
AACTCGCACAACCATGACGCACTGCTCAAGAACTACGGGCTGCECCACTGCTTCAGGAAGGACATGGACAAGGTCGAGACATTCCTGCGC]

ATGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTCTAGGEGCCCGCGTGGCATCCTGTGACCCCTCCCCAGTGCCTCTCCTGGCCC]
AT®GTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTCTAGGYGCCCGCGTGGCATCCTGTGACCCCTCCCCAGTGCCTCTCCTGGCCC]

GRAAGGTGCCACTCCAGTGCCCACCAGCCT TGT T AAT AAA AT A A G T T G T A T O T T et
[€GCGAAGGTGCCACTCCAGTGCCCACCAGCCTTGTC®TAATAAAATAAAGTTGTAT®ATTTTGTCTGACCAGGTGTCCTTCTATAATATTA

[TGGGGTGGAAAGTGGTGGTATGGAGCAAGGGGCAGGTGGGAAGACGACCTGGAGGGCCTTCAGGGTCTATTGGGAACTAGGCTGCTGAAA

[TATAAGAGGTTTGGCTGTTCCTGGGCCAGA

Alignment of human (NM_022579) and gibbon CSH2 genes sequences extracted from
BAC AC198149.. The green line demarcates the signal peptide sequence and the red
box shows the start codon



