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Title and description of the data:

Nucleotide sequence alignment of human PNMT and rat Pnm¢ genes. Exons of the gene are
boxed. mRNA start site is marked with +1. Translation start site is indicated by ATG (red/bold)
and red arrow; translation end sites for human and rat are in purple/bold. Seven SNPs
identified by resequencing PNMT in this study are marked bold with grey shading. The
sequence of human-specific AluSp element in the first intron is marked in italics and its

start/end sites are indicated by black arrows. Sequences of regulatory elements and

transcription factor binding sites (TFBS) are underlined. Experimentally confirmed -

expression regulating elements [6, 59-62] are typed in italics on green shading background.

Predicted regulatory elements for human PNMT [12-13] are typed with regular font (no

shading).
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TTCAGGAAGACCACGGAGATGCCACAGGCAGAATTGGCTTCCCATCTGGGAGATAGGTGG
—————————————————————————— CT.CAGCCC..T..G..-—-..A.T.C..G..C..

GGAGACCCTGGCATTTTGACAGCCAGAACCTGGGGTGCTGAGCAGAATCTTCATGCCTGG
.A....AAGCA....A..-TGC.AG.C....A.A.CA.CA...G.G.C..GA.G...A..

CCTGGCCGCCTTCGGAGGGAAGCTGGAGGGTTGGGTGCGAGAGGAGTGGGGTCAGAGCCC
.CT...AA..C.CC..T.GGA.A...T.-...AC.——...G..T.G..... G.AG.ATG

CTACATCCGCAGGACCCCAAATCGGCTGGGCCCCAAGGCCCGGAC-TGCGCT-CCCCGGT
————————————— GT..TCT.C.T.TGAAAAA....AAAGT.CG.A......G..T.T..

A.TGG.T.T...AG.A..AA..... T..T....———=======————= A.T..... TT
GRE

CACCCGGGTCCGGCGCCGCCCCCGAAGTGGCGGGAACAACCCGAACCCGAACCTTCTGTC

T..A..A...... T.T-——...T..CC...TA...... CTT..... T-- .———-A.G

T..TT..... AA....... A.C.CA....... G--- T.TG........ AA.T

GRE

GGCAGTGCCGCGCCCTGCTCTGGGGCCCCCGGAGCGACCACAGCGGAGGCCGGAACGGAC

CT.G.G..A.A.A....... -——-A.TA...A.-..C....AGA.A...... A....A..G
Spl

GGACGAGAGAGGCCTGGAGGAGGGGCGGGGAGGGGGAGTTGTGTGGCAGTTCTAAGGGAA
———————————— r.......7....--------———————--A.....-.GA...A.A.G

GGGTGGGTGCTGGGACGGGTGTCCGGGAGGGAGGGGAGCCTGGCGGGGTCTGGGGCCTCG
...A.TT. . T-—-A.A....AC..C.AGA..G. A, .. .————————————————————— .

TCGCGGAGGGCGCTGCGAGGGGGAAACTGGGGAAAGGGCCTAATTCCCCAGTCTCCACCT

C..G.A...AT....G..TC..... CA. A.—-m—————————————— .T..CTCAG. ...

———=.TG. .. i AT...A...... A.GCTG..C.-..G.——...T...A...

TGGAGAAGAGAGATGGGAGGGGCCGGCCGGCGGGGGTGAGGGGGTCTAAAGATTGTGGGG

...... G...TC.-...G.CCA.T..--AA.T.A..CTG....AG.AG.GC.GCACT..A
Spl Spl

GTGAGGAACTGAGGGTGGGGGGCGCCCAGAGGCGGGACTCGGGGCGGGGCAGGCGAGGCG

.C..TC. .m—=====————— A..C.AT.A...T. . A-m———————— ...TT.T.A..--C

+1 human exon 1
GAGGGCGAGGGCTGCGGGAGCAAGTACGGAGCCGGGGGTGTGGGGGACGATTGCCGCTGT
A..A.TA.A.————_.A....TGG.-G.A.GAG..AT.T.C.AAA..G..CCCT..A.AT.

%GCCGCCGCCCCACTCACCTCCGGTGTGTCTGCAGCCCGGACACTAAGGGAGATGGATGM
TC..C..T....G.C.-..G.GC..CC...C.GC..T.A........ CT.....ov.. -

%TGGGTGGGGAGGATGCGGCGCACATGGCCCCGGGCGGCTCGGCGGTCAGCTGCCGCCCC
e ACAGA....T....GC.TC...G..TCATCC...A..A.C..C.CA..C.TGT

KACAGCGGA——CCGGTCGGGGCGGGGG———TCGGGCGGTAGAAAAAAGGGCCGCGAGGCQ
G.TG.A..GGT.T..G..... G..A..GGAC.CA.TA..... T...G..ATG.G....TT
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[AGCGGGGCACTGGGCGGACCGCGGCGGCAGCATGAGC - --GGCGCAGACCGTAGCCCCAA
..... A.--ap.....-..T.AA.A.G......GA.CGT...T......CG.AG.A..C

+1 ratexon 1
TGCGGGCGCAGCCCCTGACTCGGCCCCGGGCCAGGCGGCGGTGGCTTCGGCCTACCAGCS

...A..GATG.A.T....... C.A...T........ A.A...C..C.T...T........

CCCGAACGGCGTCGGGCCGTGGAAGCTGCGCTGCTTGGCGCAGACCTTCGCCACCGGTGA

AAATAAAAAGAAGGAAAGGGAGACAGACCAGGCGCCTAACAGATGGGGACCAAGAAACAA
.G.G.G...C.. . A-mmmm———————————— . T.TGC.C..A....... A.C.A...GC.

GAGATAGCTGAGAGGTGCAAACAGAAGAGAAAAAGGAGCAACATCCCTTAGGAGAGGGGC
LAC..T--=..GT...T.GC.G.C.C.A.C.mm————————————mmm

AGAGGAGAGAGAGGTGGAGAGAGGGGGCGGAGAGTGCTCAGAATTGAGAGCTAAGGTGGG
——————————————————————— ..A.....CGA.AG..-———...GCTA...G..AT..

Alu sequence
CTTTTTCTTTATTTTATTTTCATTTATTTACTTATTTTTATTTTTTATTTGTTTTGAGAC

GRE

AAGTGCTGGGATTACAGGTGTGAGCCACTGCGCCCGGCCAGTAGGTATAGTCTTCTAGAT
... A A- A.GC.C..m=——— = m - .C..T...
Alu sequence <_|
GTGAAACCTGAGTCTCAGAGCGGTGAAGTTCCCTTCCGAAGGGCAGCCCATGTTGGAGCT
..C..G———.GA....—mmm—————————— ...CA.TA. . TT.T.A.—————— Al

GGGTTCAGTCTAACTCTGGGGCCAATGCTTTTTCCAGATGGAGACACATTTGCAGAGGAG
A T... T.-———.GTG....AA..CGA.T-————- cee.™...C.CTG.CA...C————~

AAGGAAGAACTAGAGAGAGGCAGGGAGATGCAGGGGAGGGAAGGGTAAGGAGGCAGGGGC

===, ..TG..G.G...——————=— ..C.C.AG..A..... GT..Com—=eee. .. AA.
exon 2

TGCCTGGGCTGGCTGGCACCAGGACCCTCTTCCTCTGCCCTGCCCAGIGTGAAGTGTCCGT

CC....ATA.———————————————— C.Cuvvnnn. T..A..—......G.uu.. T..
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1731

2449
1791

2509
1851

2569
1911

2629
1963

2686
2022

2746
2082

2806
2142

2866
2202

2926
2262

2986
2322

3046
2382

3106
2442

3166
2490
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2548

3286
2604
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2664

3406
2717

IACGCACCCTCATCGACATTGGTTCAGGCCCCACCGTGTACCAGCTGCTCAGTGCCTGCAG

TGGCTGGTTG-GGGCAACAGAGGCCTGAGCGT -~AGAACAGCCTTGAGCCCTGCCTTGTG
C..G..C.G.A....GGAG....A...... C.CTG.GGT..T..=v..... Covennn
exon 3
CCTCCTGCACAGIGGAATGCTGGCAGGATAAGGAGCGCCAGCTGCGAGCCAGGGTGAAACT
Coo  Te o B .G.Cuvvnn. G..AvBuuuennn. Covunn Guevvennn G..

CCCACCTGGATTCCCTGTTCTTTGAAGTGGCACCTAATAAAGAAATAATACCCTGCCIGCT
LICL L A-.CL L TV ALCACCC . e st it i ii e T..C.G.C...A..TAT-

GCGGTCAGTGCTGTGTGTGGCTCTCCTGGGAAGCAGCAAGGGCCCAGAGATCTGAGTGTC
.. .Teo.. T....A....... A.AC.CA..G.TA..AAA..GTC..C...-.CT

CGGGTAGGGGAGACATTCACCCTAGGCTTTTTTTCCAGAAGCTTCCTTGAGGCTAGCATT
TA.AAG.AACCA.TCC.AG.TT.TTCT....GCC.T...... C.T.G...A.GCT..T..

CTGTACCACTCATTCTTCCCAAACTAAGGAAGGCCAAGGTCAGGGGAGCTCACCGGGCAC
G....Cool c...TcCc.C.G.——==——— ....C..CAC.CA.GTG..A...G.

CTGCAGTGCACCAGGCACTTGTGATATGCCATTGTGTC
T..TGTG.TT.TC.A.CTGCAG.C..-..A.GCT..AG



