Polymor phisms around the SHOX gene of
the Xp/Y p pseudoautosomal region

Six non-contiguous regions were analysed (5'->3": SEQ-6, -2, -4, -1, -35, & -
7). The relevant sequences, and coordinates shown to the left, are taken
from Genbank entry U82668. Exons are delineated by "+", Alu repeats are
shown in yellow, other dispersed repeats in magenta, inverted repeatsin
green and tandem repeats in blue. The locations of PCR primers used for
amplification of genomic DNA and for resequencing for SNP discovery are
indicated. The alternative allele at each SNP is shown above the top strand
of the sequence.

U82668
-------------------- > SEQBA
GGATCCTCAAGCCGTAGACATTTCACGTACAAT CAAAAT CAACT GAAAAGGCAGGCGACG
4261 --------- oo - oo - oo - oo - oo - +

TTTCCTGGAGGAACT TTGCTGAAAGAAAAGT CAT GAGCCATAACAAACCCTGGAACCGGC
4321 --------- oo oo oo oo oo +

TTCTTAACCCCCACCGCAAACT CCCAAGCT TCGGECGTGT GTTGAAAAACCAGAAAGACAG
4381 --------- oo oo oo oo oo +

CCTTCTCTAAATAGGATCCACATCTTCATCTTTCTCTCAGGACCCCAAAGACACCTCCTG

4441 --------- - - - - - +
+6/ 597 T
GCTGITTCTTGCTGGAGAGAAAGCATTTCACGT GCAGTACACCCTGTTTGAAACATCGCT
4501 --------- S SR S SR S SR S S +
G +6/610
TGGGTATTTTGATACATTGI TTTGT TGTAGT CAGAAACAGCGCATCAGAAAACACAGTITG
4561 --------- E R E R E R E R E R +

TACAAATACTCTTTTTAATGGTACT CGGT GEGEECTGTGTGTGTGT TTTAAAATAACAAA



4681

4741

4801

4861

4921

4981

5041

5101

5161

5221

5281

5341

5401

5461

ACTGCTAAACT CCATGGGAATTACTCAAAATGAATATCAGEGAAAGGT TTCCTTCGTTAC

--------- o
A +6/1127

ATTTTATTTTATTATGICATTTCTATGGGAGGAGATTATTTAAAAGGAGGAGCTCACGT T

--------- e S S S S

--------- g
C +6/1323

AGGTTTCCTTCGT TACTTAAACAGATGCCTTTGCAACCTACTATTTTATTTTATTATGIC

--------- e S5 S S &




AGAGCAGCCACGGEGTGCACCGTCTGTGTATCTCTGTCAGTGATGCAATCCAATGCATCTG
5581 --------- Fome o Fome o Fome o Fome o Fome o +

5641 --------- R R R S S +

5701 --------- e e e e e +
T +6/1808

CAGGT CGCTGACCCACCT CCCACCCCTGCCCACCTCCAATCACATGCCTTGCACCCCTTC

5761 --------- oo oo oo oo oo +

5821 --------- oo oo oo oo oo +

5881 --------- Fome oo Fome oo Fome oo Fome oo Fome oo +

5941 --------- oo oo oo oo oo +

6001 --------- S S S S S +

6061 --------- R R R R R +

6121 --------- S S S S S +

6181 --------- e e e e o - e e e e o - e e e e o - e e e e o - e e e e o - +
R I SEQ6B
U82668
————————————————————— >  SEQ@A
AAGGGAGATGCCTCCAAAAGGAGGAACTGACTCTCTTTGACCAACGT CACATGATAGCAA
13161 --------- S R S R S R Fommme o Fommme o +



13281

13341

13401

13461

13521

13581

13641

13701

13761

13821

13881

13941

14001

14061

14121

AGCTCCTCCTGGTTTGT GGEECAACCCTCEGAGT CCTTGTCTTGCAAATGTGT TGTCTAG

--------- LT T Ty R
> SEQ@C

TCCTGCACACATCACCACACACACTCTCTGCATTGCAGTCCCATGTTTATAGAGAAGATT
--------- T



ACTAGGT TAAAAGCCTACGGTGT CAAGAGGTGCTAAGCTTTGCTGCTGICTCTTGCTTGG
14241 --------- oo oo oo oo oo +

14301 --------- oo oo oo oo oo +

14361 --------- oo oo oo oo oo +

14421 --------- oo oo oo oo oo +

14481 --------- oo oo oo oo oo +

14541 --------- Fome oo Fome oo Fome oo Fome oo Fome oo +

14601 --------- oo oo oo oo oo +

14661 --------- S R S R S R Fommme e oo Fommme e oo +

R I I SEQ2B
U82668
——————————————————— > SEQMA
AAAGT GGGECCAGTCTCAGAGT TCCTTCCTCTTCGCAGCCATCCTAAGCGCGITCCTCGAG
36208 --------- S - S - S - S - S - +
G +4/ 165

TTTCCCCCCAGCAGGTGCGT TCTAGAAAGCGCTGGT CAGGACGCATGECTGCCCCATAGA

36268 --------- Fomm e e o Fomm e e o Fomm e e o Fomm e e o Fomm e e o +
G +4/223

TTTCTTGGGCGACGCGAGT GAGAGACGCCT GGACGCCCAAGCGCAAGCCT CCAGCCT CCAA

36328 --------- SRR SRR SRR SRR SRR +



36448

36508

36568

36628

36688

36748

36808

36868

36928

36988

37048

37108

37168

GGAGAGAAAAGAGAAGGGEGAGAAACGT CACCACCAGCAACT GCTCCCAGCCAGCAAGACG

--------- g
T +4/375

CACGGECGEEGAGGECCEEEECTGECCECGT CCTGCAGCTCCTGAGCTGCGTGTCTGAGCT T

--------- o e e e e e e e e e e e e e e+

GGGG  +4/500L
TTCAGGT CGAGGAACT CCGGGACCCT CTGCAGCCT CAGCCCT GCCGCGCT CCCCGCAGCT

--------- T e T IS
------------------- > OX-M

AGAGGCTNCCGGCTTGCTGI GGGCTGCAT GACGGEGGT GCAAAGGCGAGGAGAAGCCCCT G

--------- g

T EXON | (untransl ated)
AGGAGCCAATAGCEEGT TTTTGAGT CACCCTGCGECCECCTGCTTTTGCCCGEGTCCTGAG

--------- S S S
AACAGGGGECTCCCCACACTTTGITTTTTTTTTTTGGITTTGITTTATTTCGTITTCCGCGC
--------- g

--------- g
C +4/1063
GCCCAGGACGCAGCAGCCCGAGT CCGCACAGGGT TTGCGGEGAGGT GGTGACCGCGCTGEEG
--------- o e e e e e e e e e e e e e e+
T
GACGCCAGGACGCGAAT GAACCT CCGGEEECECGECTCGGEEECCTECECTCAGACGCTTGETG
--------- T e e S



AGCTCGGITTTGGAACTTTCCTTTTCTTTTCCAGAAAGCTTTGCCTTCTTTCCTTTCTTC

SEQ-1 (recombination assay interval):

U82668

42331

42391

42451

42511

42571

42631

42691

42751

42811

42871

OX-A ---mmemm e >
ACCCACCGTCACTCATGTCCCCCCACT GCTGTGCCATCTCACACAAGT TCACAGCTCAGC

--------- e
Ch3 ----mmmmmm e >

GTGACGCGTITTGGT TTCCAGGACTTGGAAAACGAAT TTCAGGT CGCGATGGECGAGCACCG

--------- g

--------- S g
3 >

CATGAAAACCAAAAACACAAGTATTTTTTTCACCCGGTAAATACCCCAGACGCCAGEGETG

--------- S

--------- o m e e e e e e e e e e e e o+
+701 T

GCTGCGAGACCCGGGAGGCGGECCCCCGEEGATCCTCGG C CAAG

--------- e S S S S



42991

43051

43111

43171

43231

43291

43351

43411

43471

43531

43591

43651

43711

+876 A
CTTCTCCCAAGATCGTGCGT CCCCGGEECECCCEGEGETCCCCCCCCTCGECCATCTCAACCC

--------- S S g
+1096 A

TAACCTGT GT GGGEGEGEECT CEEECECCTECECCCCCCTCCTELCECECECECTCTCCCTTCC

--------- o e e e e e e e e e -+

--------- g
EXON | | T

GGTCGCCGCGTATAAATAGT GAGAT TTCCAAT GGAAAGGCGTAAATAACAGCGCTGGTGA

--------- S

start of translation
GGCTGCTCGCCAGCCCCGEGECCCCAGCCATGGAAGAGCTCACGCECTTTTGTATCCAAGTCT

--------- S g
TTTGACCAGAAAAGCAAGGACGGTAACGECERAGEC TAAGAAGGAT
--------- S



AAGGACCACGT AGACAAT GACAAGGAGAAACT GAAAGAAT TCGGCACCGCGAGAGT GGCA

43831 --------- T T T T T +
T

GAAGGTAAGT TCCTTTGCGCGCCGECT CCAGGGEEGEECCCTCCTGEEGET TCGECECCTCCT

43891 --------- Fomme e Fomme e Fomme e Fomme e Fomme e +

43951 --------- e e e e e +
S I >

GGGTAAGGECCCGEEECCGET CAGGCT TTGCCTAAGAAAGGAAGGAAGGCAGGAGT GGACCCG

44011 --------- Fome e Fome e Fome e Fome e Fome e +

44071 --------- S - S - S - S S +

44131 --------- SRR SRR SRR SRR SRR +
e sS4
TGCCTGAAGCCGTAGGECCTGAGATGICTTTTTCATTTTCTITTTTCTITTCCTTTCCTTTT
44191 --------- S R S R S R Fommme o Fommme o +
TTTGITTGITTGITTG
44251 --------- S S S S S +
+2190 T
C
44311 --------- S R S R S R Fommme e oo Fommme e oo +
44371 --------- Fomm e o Fomm e o Fomm e o Fomm e o Fomm e o +
44431 --------- S R S R S R Fommme o Fommme o +
+2378 C
T
44491 --------- S S S S S +



44671

44731

44791

44851

44911

44971

45031

45091

45151

45211

45271

45331

45391

45451

GCCGEECCCCCCGAGAT CACGEGAAGACT CGAGECT GCGT GGTAGGAGACGGEGAAGECCC

--------- o
OX-C =mmmmmmmmmmmmmmmee >
TTGAACGTCGAGGCTTGATCTTGGCGAAAGCT GTTGGGT CCATAAAAACCACTCCCGTGA
--------- S5 S &
S OX- CR

--------- e
+2784 A

GGGCGCGT CCTAAGT CAAGGT TGT CAGAGCGCAGCCGGT TGT GCGCGGCCCGGEEGEGAGCT

--------- e
Qe OX- B

--------- e S S S S
+2900 A

AGTAAGAGGCT CAGAGAGAGGGEGECT GGCCCCGGEEAT CTCTGT GCACACACGACAACT GG

--------- g

10



45571

45631

45691

45751

45811

45871

45931

45991

46051

46111

46171

46231

CGTGTAATTTAAGAGEGT TCECAGCECCCEECEECCECTTCTGTGEEGT TECTTTTTGGET

--------- S S g
+3571 C

CCGGGAGAGCAAAGT GTCCTCCAGACCTTTTGAAAGT GAGAGGAAAATAAAGACCAGECC

--------- S

--------- g
+3837 T

TTTGGGAACAGCGT GTCCCCGCCGAGCCT GGGAGCCCGT GGGT TCTGCAAAGCCTGCGGEGE

--------- S

--------- e e e e e e e e e e e e e e+
+3955 A
6 --------
GAGAAAT GAAGGAGGGAGAGCT GGEGT CGTCTCCAGGAAACGAT TCACT TGGEGGCEGAAGG
--------- g
+3983 G A 43990
----------- >
AATGGAGTGT TCTTGCAGGCACATGT CTGT TAGGAGGT GAAACAGAATGTGAAAT CCACG
--------- e

11



46351

46411

46471

46531

46591

46651

46711

46771

46831

46891

46951

47011

47071

GACTGTTTCCAGACTAAACT TCCAAATGT CAGCCCCTTACCCT TGACAGCAAGGGACATC

--------- e
(5] J . >

GCTTCGGGTAGGGGECTCCTAGCT CCGCCAGAT CGCGGAGGGACCCCCAGCCCTCCTGCGL
--------- e e e e e e e e e e e e e e+

--------- A g
R S8

OX-E -----
AAAGGT TAGGT TATGT CAACAGAGGT GAAGT GGATAAT TGAGGAAACGATTCTGAGATGA
--------- S
_______________ >
GGCCAAGAAAACAACGCT CGT GCAAAGCCCAGGT TTTTGGGAAAGCAGCGAGTATCCTCC
--------- 5 S &

12



+5053 C
TCGGECTTTTGCGT TATGGACCCCACGCAGT TTTTGCGT CAAAGCGCATTGGT TTTCGAGG
47191 --------- oo oo oo oo oo +

47251 --------- Fommm e e oo Fommm e e oo Fommm e e oo Fommm e e oo Fommm e e oo +
T EXON Il OX-DR ---------
CCTCAGCCCTGTGCCCTCCGCTCCCCACGCAGGGATTTATGAATGCAAAGAGAAGCECEA
47311 --------- S S TR S S +
L e e = -
---------- >
GGACGTGAAGT CGGAGGACGAGGACGEECAGACCAAGCT GAAACAGAGGECECAGCCECAC
47371 --------- R R R R R +
----------- OX-D
homeobox
CAACTTCACGCTGGAGCAGCTGAACGAGCTCGAGCGACT CTTCGACGAGACCCATTACCC
47431 --------- O O O O O +

47491 --------- Fom e e o - - Fom e e o - - Fom e e o - - Fom e e o - - Fom e e o - - +
1_
GGTAGGAACCCAEEEEECEEEEECEEEEEECCCEGAGCCATCACCTGGT CCTCEEGAGCEC

47551 --------- S S S T T +

47611 --------- R R R R R +

47671 --------- S R S R S R Fommme e oo Fommme e oo +
47731 --------- B S B S B S B S B S +
+5683 C
CAAATAACAAATAAATATATATGT TATACAGATGGGTATATT
47791 --------- [ S — [ S — [ S — [ S — [ S — +
() Ol S B >
ATATTGGECTCCTGACTGCCTTC
47851 --------- S R S R S R Fommme o Fommme o +

13



47971

48031

48091

48151

48211

48271

48331

48391

48451

S10

48511

48571

CTTAGGAGACGAAGCTACAGATGCGT TTGATCCAGAGTIGTTTTACAAGATTTTTCATTTA

OX-S ----mmmmmmmmee e >

--------- L e e e -
GICTTCTCTTTCCTCCGITTTTTCACCTACCGTTTCTATCTCCCTCCTCCCCTCTCCAGC
--------- T T
S LR OoX-T
+6085 T

CCTGTCCTCTGCTACAAACCACCCCCT CCTCCCT CCGECT GT GGEGAGCGCAGGAGCACG
--------- L e I S S -

+6139 A
TTGGCCATCTGGAT GAGCGGAGACT AT TAGCGGGEGECACGEEEEECT CCCCGAGGAGCGLEL
--------- L e e

+6195 T +6211 T +6236 G

GAATTCACGCT GCCCCAT GAGACCAGGCACCHEEEEEECEEAGEEECCT TGEGT GTCCGCA
--------- T T
§23 <-------- S---

+6260 A

S22 ---mem e e >

GAGGGACGEECEEECAGAGCCT TCCTCCGCATTCTAAACATTCACT TAAAGGTATGAGT T
--------- T T

--------- g

___________________ >

TTCAGCTCCCCTGGAAGGT CAACTCCTCTAGTCCTTTCTCCTGGT TCTGGGCAGGACAGA

--------- e S5 S S &
B,

14



+6485 C

48691

48751

48811

48871

48931

48991

49051

49111

49171

49231

49291

49351

GGGAACCCGT CAAAAATAAAT GAAAT TAAGAT TGCCGACCAGAGAGAGAACCGT GACAAA

--------- S
S oX-J
G +6630
AGGTCAACACATTCAAACACAGCTTGCTCTGGATTTTGCTGAGCAGAGGAAGATACAGAT
--------- s

--------- S g S N
TAATCTATATACATATATAA
--------- o U

811 (69% honol ogy to 8I2)
ATATATAAACACATATATAATATATAAATCTATAAACATATATAATATATAAACATAAAT

--------- e

AT

--------- e
8l 2

ACAAACATATTGTATATATATAAATATATATAAAAACATATATATACATATAAAAATATA

--------- T S T TS

15



49531

49591

49651

49711

49771

49831

49891

49951

50011

50071

50131

50191

______________________ >
TGGAGAGGGT TTTACAAGCTCTTTCATTTAAATATATATATATATATATATATATTTTTT
--------- B T T T e L

R S12

OX-K  mmmmmmem e e >
GGCTCCTGATTCTCTTCCGTCTTCCCATGTGGCTGCATTTTAAAAGGCTTCCCTAAGATC
--------- T T E

G +7445
GITACGATTAAATCAACCCTCCCCAGGCATCTTTACCGAGGEECTGTGGTCCCCAAAGCEA
--------- E T T T T s I I T T TSI R

--------- S g
C +7982

AAAACAAACAT GCGGAATGCAATAAAAGACATAATTCTCCAT CGCCCCCEEEEGAAAGGAT
--------- S

16



50311

50371

50431

50491

50551

50611

50671

50731

50791

50851

50911

50971

51031

51091

53 S >
CATCTCTCTGTGAATTCTTGGGT CACATGCGT CTCAGTACAGCCOGT COOGT GCTGTGAC

--------- S
+8965 C

GGTGTGAGGGAGGATGACT TTGCT GGGAAACAGGATCAGGT TCTCCAGGCGCACTGCAGC

--------- 5 S &

17



51211

51271

51331

51391

51451

51511

51571

51631

51691

51751

51811

51871

51931

51991

TGTTGEGTTCAAGAGCAAGT TCACGT TGCGCTGTGTAGACT CCTGGECTGCTCCCAAACTC

--------- 5 S &
S15  ceemmee oo > +9177 T
TGAGGGTTTTCTGAGGT TCCCTTCATAGGGGCACCGGCCCTGGGCCATGCACAGT GCGTA
--------- S S g

--------- o g
+9595 T

CAAATCTTCACATGAGGCCTGTGTGAATTTCTCCAGCCT CCTGAGGGT CCCCTGCGCTAT

--------- e S5 S S 5

--------- o e R LT LT TS Se—
§21 <----mcmmmmceeeeaa

+9697 T
CCCCACCACAAAGCCTGCTATCCTTGGGECGT CCTCAGGACCCT TGGT CATGAATGGGACC
--------- e k. ST aE R

18



AGGGTCTACAGGAGT TGEEEEECEEEECECCCACACAGAACCCTGGAAAGT TCGACAGT C

52231 --------- Fom e e o - - Fom e e o - - Fom e e o - - Fom e e o - - Fom e e o - - +
--- OX-H
SEQ-35
U82668
------------------ >  SEQ@A
GCGTGAACATTCAGCATGGAAACAACATACGT CTCTCCACAGGAGGT GAGAAATTGAATT
61282--------- o e - - o e - - o e - - o e - - o e - - +

61402 --------- E R E R E R E R E R +
A +3/341

ACCACCCAGAGAGCAACGT GGECTGTGT TCCGTTGTAACGCCGT TGCAGAGAGAGGATTT

61462 --------- R Fommme o Fommme o S S +

61522 --------- Fomem o Fomem o Fomem o Fomem o Fomem o +

61582 --------- SR SR SR S S +

61642 --------- Fommm e Fommm e Fommm e Fommm e Fommm e +

61702 --------- SR SR SR S S +
+3/ 663 C

TCTCTCTGACTGCGAAGCACCCACAGGGAGAAGGAATTGGATGTATCGGATGT TGGTATT

61762 --------- I I I I I +



61882

61942

62002

62062

62122

62182

62242

62302

62362

62422

62482

62542

62602

GCAATTGCCAAGAGT TAGAAAAATGCACCTTCTCTGGTIGECCGT TGEGGTGI TGT TTCAC

--------- S S g
T +3/849

ACCCGACAGATTCTGTIGCCTCTGTACGATTTAGAGCGTAACT GACCGCGT CCAACACCCG
--------- S

--------- T e T IS
A +3/1035

CAGCCAGGCCCCCGAAATGGTCCCATTTCCTTGGAAGCCTGAGI TTCTGTITCTGGTCTTG

--------- g

--------- o S
------------------ > SEQ5B
CAGCTGGGECGT TTAACCGAAAT GAAGCCGAGACGGGT TTCAGGT TTTGGTGCCAAGCTCT
--------- S5 A &
+3/ 1239 G A +3/1248
GGTCAGGATGAAAGGGAAATACCAGAGT CCTCTGTCCTCGCCTCTGGGT TTCATGCTGAC
--------- S

--------- S
GAGGCTTTCGGTGGACACGTTTGACATTAA CTGG
--------- 5 S &
------------------ > SEQB5B1

TGCCTAATTTATTAAAGAGAATTAGCTTAGCGAGTATATGCTGATATTCTTCGACACACG
--------- S S g

20



62722

62782

62842

62902

62962

63022

63082

63142

63202

63262

63322

TGGGTAAGI TGATGCCATTTATAAATGT TTTATTGAAATTTGATATTTAATGAGAAGCCG

--------- g
G +35/1652  --------

GCCCCTCCTTCTTACTTTGTGATGTATGTGCATTTGITATTTATTTTTTTTTCCTTGGTIC

--------- e

----------- > SE@5B2

GGACGTTCATAAATATGTACTATTTTAATTATGT CGAGTGTAAATTTGACATCGCGITGC

--------- e

--------- S
------------------ > SEQ5B3

AAAAAAAACCACCCTGAGTI TTCTCTGGTGACGCCCTCATTCTCCTAACGI TCAATAATCT

--------- S5 A &

21



G +35/2287
GTACCCAGTGT TGCCCCCCAGCCTTAGATCGGGAGGTACCATTGACTTTTGCTTGTATCC
63562 --------- oo oo oo oo oo +

63622 --------- oo oo oo oo oo +

63682 --------- SR SR SR S S +

63742 --------- E E E E E +
63802 --------- SR SR SR S S +
A +35/ 2637
TCACCT G
63862 --------- E R E R E R E R E R +
63922 --------- SR SR SR T T +

63982 --------- Fomm e Fomm e Fomm e Fomm e Fomm e +

64042 --------- SR SR SR S S +

64102 --------- +- - - - +- - - - +- - - - +- - - - +- - - - +
e SEQB5A1
CTTTTAAAAATGACAAA GCATAGATTTTTCTCTCTTTATGTA
64162 --------- e e e e e +

64222 ----eee- oo oo oo oo oo +

64282 --------- oo oo oo oo oo +

64342 --------- oo oo oo oo oo +

22



64462

64522

64582

64642

64702

64762

64822

64882

64942

65002

65062

65122

65182

65242

CGTCCGITCTTCCTGCTGACTCCTGGTAGI TCCTGAAAGCT TCTCT TGGCCAGAGAAGSG

--------- e
SEQB5C -------m i >

GITTCAGAGGCCGTGTGTCCAGGCCATTCTGCAAAGTGCAACTTGACCGTTCCTTTCCTT

--------- T

--------- T e e S
C +35/3390

CCGGACAGAAGAAAAATGGTGCTTTTTGCGT GT TAGCAGAGGTGCTTTTCATGGCTGACC

--------- e e e e e e e e e e e o+

--------- g
R SEQ@5A

T

--------- S

--------- e e e e e e e e e e e o+

--------- S

--------- e e e e e e e e e e e e e e+
TGAATAATAAAATAAAATAACAGGA

--------- T

23



CTTCA GCATAGI TCAACCTGAAAAGTAAGTGTCTCAGCCCTGAATTTCTTTC
65362 --------- Fome o Fome o Fome o Fome o Fome o +

65422 --------- R R R S S +

65482 --------- Fomem o Fomem o Fomem o Fomem o Fomem o +

65542 --------- R R R S S +

65602 --------- Fomem o Fomem o Fomem o Fomem o Fomem o +

65662 --------- SR SR SR S S +

65722 -----e--- oo oo oo oo oo +

__________________ > SEQCL

65782 --------- Fomm e Fomm e Fomm e Fomm e Fomm e +

65842 --------- SR SR SR S S +

A +35/4673

TTGAACTCACAGATGCCTGAGAGT TAAAAGT TAAATTTTTGT CATGAACAATAGT GGCCAA
65902 --------- oo oo oo oo oo +

66142 --------- E R E R E R E R E R +
AATT TTCACCAATCAACTGCCTGCTGGTGCCT TCAAGAGACTCACCTAACA
66202 --------- R R R S S +

24



66262

66322

66382

66442

66502

66562

66622

66682

66742

66802

66862

66922

CATAAGGACTTGCATAAACT TATAAAACAATTCAATGGAAGAATCCTTGAAAGTATTCTG

--------- e e e e e e e e e e e o+
TATAACAAT GTCAAATAATTAGGCAGGCATGGTGGTGCTCTCCTACGGTTGA
--------- T
AGCTATTCAGCAGGCAAGAGGATACTTTGITTTTGITTTTTAA
--------- e e e e e e e e e e e o+
--------- e
--------- g
CTTTTGTATTTTTAGTAGAGACGAGGT TTCCCCATGTT
--------- e

--------- S
ACCACATCTCTAAATAAATGAATAAATACAGGCAGAAACTTTTTTTGITTTGITTTGATG
--------- A g
e SEQ85D1

————————————————— > SE@5C2

GAGTCTTGCTCTGTCA

--------- S
--------- S g
--------- S

25



67162 --------- [ S [ S [ S [ S [ S +
67222 --------- S R S R S R Fommme o Fommme o +
67282 --------- [ TS [ TS [ TS [ TS [ TS +

67402 --------- - - - - - +
T +35/6219

TATATATATGAGT TTCAAAAATTGCTGGGTGACCAGCTCATCTACTGGITTTCCCCTTGG

67462 --------- - - - - - +

67522 --------- S S S S S +
------------------- > SEQS5E

CTCAATCTGTTCGTGT TTAAAGAGCTGCAGTGCGTTTGCTGTGT TTCCCATAAAACTGCA

67582 --------- T T T T T +

67642 --------- SN Fomme e o Fomme e o Fommm - Fommm - +
<o oo -
C +35/6445
GTTAGGCTGGACGTGGTAGCTCATGCTTGT TGTAATCTCAGCACT CTGGGAGGCTGAGGC
67702 --------- S S S S S +
—————————————— SEQ@5D

67762 --------- T T T T T +
67822 --------- . . . . . +
AGITGC TCGGCAA
67882 --------- Fomme e Fomme e Fomme e Fomme e Fomme e +
67942 --------- S S S S S +
68002 --------- Fomme e Fomme e Fomme e Fomme e Fomme e +
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AATCGIT
68122 --------- U U U U U +
TA
68182 --------- Fomm e o Fomm e o Fomm e o Fomm e o Fomm e o +
+35/ 6978 A SEQBS5EL ---------- i - >
G AATTGC
68242 --------- S S S S S +
68302 --------- S SR S SR S SR S S +
68362 --------- SRR SRR SRR SRR SRR +
AC
68422 --------- S SR S SR S SR S S +
G
68482 --------- S S S S S +
68542 --------- SN Fomme e o Fomme e o Fommm - Fommm - +
68602 --------- S S S S S +
CTGCTGCCCAACCTGIGITT
68662 --------- TR Fomm e e oo Fomm e e oo O O +
AAAAATGCTGCCCA
68722 --------- S S S S S +
TGCTGCC
68782 --------- S S S S S +

68842 --------- Fomme e Fomme e Fomme e Fomme e Fomme e +
TGCTGCCCA

68902 --------- S S S S S +

68962 --------- Fomme e Fomme e Fomme e Fomme e Fomme e +
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69082

69142

69202

69262

69322

69382

69442

69502

69562

69622

69682

69742

SEQBA <= - s mmem e

->

--------- S S S
A +5/ 507

CACAGGTTTGTITTCCTATGCACTCTCTGAGGAT TTGGCCATATGCAAAGATGTACAAAAA

--------- g

--------- g
T +5/772

ATTTGGGTTGATTTATTTGACGAGT GGAAGCGGCAGATGGAAATGAATACTCCTGITTTC

--------- e

CTTTGGAAGGCCATATAT

--------- T e e S

SEQB5F
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A +5/934
C
69922 --------- S S S S S +
69982 --------- TR TR TR TR TR +
70042 --------- S S S S S +
70102 --------- TR TR TR TR TR +
SE@B5G ----------mmmaeo-- >
CCAGGTGGTCTTTTTAGCGGGTATTAAAGCAGCTTTCTCTCTGAGCCTTAA
70162 --------- SRR SRR SRR SRR SRR +

70311 --------- S - S - S - Fommm e Fommmma +
TTTTT

70371 --------- [ S —— [ S —— [ S —— [ S —— [ S —— +

70431 --------- S - S - S - S S +

70491 --------- [ S — [ S — [ S — [ S — [ S — +

70551 --------- SR SR SR S S +
TTTTTT

70611 --------- [ S —— [ S —— [ S —— [ S —— [ S —— +

------------------- > SE@5GL

T EXON VIb (SHOXb product)
TTTTTTTAGATGGAGT TTTGCTCT TGTCGCCCAGGCTGGAGTATAATGCCATGATCTCGA
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70731

70791

70851

70911

70971

71031

71091

71151

71211

71271

71331

71391

71451

CTCACTGCAACCTCCGCCTCCCGAGT TCAAGCGATTCTCCTGCCTCAGCCT CCCGAGTAG

--------- o g
ATTTTTAATTTTTTTTTTTTTTTAAGAAAGACAGAGT CTTGCTCTGICACCCAGGCTGGA
--------- e S S S S

--------- S5 A &
T

GCCCGTGGTCTCCAAAAAACTGT TACGTGGAGGAATGT TCTAGCTTCCTGITCTCGTCTT
--------- S

+35/ 375 G ---
TTCTTTGITAATTGTACAGT TTGAGGGT GTGT GT GCGT GT GCGCACGT GTGT GTGTGCAG
--------- S
———————————————— > SE@5&
TCTCCTGATTTCATGTATTTAATTGTTATTACCACCACCTCCATCTCTCATTCCTTCTTA
--------- 5 S &
CCCTCACTGTGTAAAGATACATGTTGT TTTTAAATTTTATGTATTTATATTTATTTATTT
--------- A g

Qe SEQB5HL

T G +35/520 CA TG CG TA
GTATTTCTGAGACAGAGT CTCACTCTGI TGCCCAGGCTAGT GCCATGATCTCAGCTCACA
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71631 --------- S R S R S R Fommme o Fommme o
G
71691 --------- Fome - Fome - Fome - Fome - Fome -
T +35/801
C
71751 --------- S S S S S
GG
71811 --------- Fome - Fome - Fome - Fome - Fome -
71871 --------- Fommme e Fommme e Fommme e Fommme e Fommme e
A +35/939
G TTCTTCTTCTTCTTCTTTTTT
71931 --------- S - S - S - S S
71991 --------- o me o me o me o me o me
72051 --------- o o o o o
A +35/151
G
72111 --------- Fome - Fome - Fome - Fome - Fome -
72171 --------- S - S - S - S S

72231 --------- Fome o Fome o Fome o Fome o Fome o
A +35/ 329
G
72291 --------- S R S R S R Fommme o Fommme o
72351 --------- Fome - Fome - Fome - Fome - Fome -
72411 --------- S R S R S R Fommme o Fommme o
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U82668

77041

77101

77161

77221

77281

77341

77401

77461

--------- S
-> SEQ7A

TCATGGACAACAAATTCATTCTCAAAAAGCGT AGCCCCAGT GGAAGACCTTGGEGTICCTTC
--------- 5 S &
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77581

77641

77701

77761

77821

77881

77941

78001

78061

78121

78181

78241

78301

78361

GAACTTCTTATGGTTGAAGT GGATTGAACTATGGTACCCCCCAAAAATATGT TCATATTC

--------- e e e e e e e e e e e o+
------------------- > SEQrC

GGAACT GGATACAACT GAAGT GAAGT GAACCGT GGCCCCCTCAAAAGACCTGTCCATGTA

--------- o e e e e e e e e e e e e e e+

GACCCTCTCCGT CCTTCAGAGGAGGAGT TCTCGGAGACCT CCCTCGTACCGGGACTCTGA

CCTTGACCTCAGACT CCTGGT CTCCAGGCCT GGGAGAGGECAGGAAGGACCCTCCCTTAGA

--------- S S g
T +7/1400

TGACGGGGATGAATTCCTGCGGCATGCATCGTCATTCCTGGTCCTTTGT TACGGCTGACT

--------- S
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CAGGAATCTAAGAAACTGACCTGCGGEEGT TTTGCCCATCAGGATGGTGGCTTCTCCGECT
78481 --------- Fome o Fome o Fome o Fome o Fome o +

78541 --------- S R S R S R Fommme o Fommme o +
T +7/1593

AGAGAATTTCGGT TGCCTCCCAGAGCT GCAGCCGGAAGACGCAAGGACCAACGAAAACAT

78601 --------- S S S S S +

78661 --------- R R R R R +

78721 --------- S R S R S R Fommme e oo Fommme e oo +

78781 --------- oo - oo - oo - oo - oo - +
ATGGAATTCCAAGCCCATTTTTTTTTTCCTCTTTCCCAAGTACTTTTTGITCTTGAGTICT
78841 --------- e e e e e +

78901 --------- oo oo oo oo oo +

78961 --------- oo oo oo oo oo +
A +7/1985

GAAGGTCTCCAGTGCTTCTCACATCCGAAGT CAGAGCCCACATTTCTCCGTCAGTITTGTA

79021 --------- oo oo oo oo oo +

79081 --------- oo oo oo oo oo +



