Human LMP7-TAP2 sequence:

LMP7 exon 5 -->
1 CATGEGACTCGECTCTCAGGAAATATGT TCTCCACGEGTAGTIGEGAACACTTATGCCTAC 112800

61 GGGEGTCATGGACAGT GECTATCGECCTAATCT TAGCCCT GAAGAGECCTATGACCT TGEC 112860
121 CGCAGEECTATTGCT TATGCCACT CACAGAGACAGCTAT TCTGGAGGCGT TGTCAATAGT 112920

start of region screened for pol ynorphism
_________________________ >

181 AAGAGACCAAT GCTCOCACCACCAT GCCT GERAGGAGT CEECEEGET GGT GEEEEEEGTGA 112980

------ T0. 2F-------->
-------- T0. 2F2----->
5" truncated Alu el enent -->
TIG T
241 TTTAAGATTGAGAAACCAGCCT GECCAACAT GBCGAAACCCCGT CTCTACTAAAACTACA 113040
T

301 AAAATTAGCCCGACGT GGTGACGEGT GCCTGTAGT CCCAGCTACT TGEGAGECT GAGECA 113100
T2C'T

361 GGAGAATCACT TGAACCT GEGAGGT GGAGCT TGCAGT! GA(XLAAGAT(IX_F(XZGACT GCAT 113160

421 TCCAGT CT GEECCACAGAGT GAGACT CCTTCTCAAAAGAAAAAAAAGAAAATGATTGAGA 113220

481 GACTCAAAGGAGEGAGAGT AGT AGCGAGGAAAT TT TCAGAGT CAGAAGAAGGGCATTAAA 113280

541 GECCCAGTCATATGGT TTTAAGCT TGCGCATGI GTCTTGT TGCTGCCTTCAACATAACAT 113340

601 CAGTGACAGGAACT TCCTGAGGT GAAAGGTGACTCCATGT TCTTTTCTCATTTGT CCACA 113400

LMP7 exon 6 -->
661 GT GTACCACATGAAGGAAGAT GGT TEEGTGAAAGTAGAAAGTACAGATGT CAGTGACCTG 113460

ter
721 CTGCACCAGTACCGEGAAGCCAATCAATAATGGTGGTGGTGECAGCTGEECAGGTCTCCT 113520

781 CTGEGAGGTCTTGECCGACT CAGCGACCTAAGCCACGT TAAGT CCAAGGAGAAGAAGAGG 113580
841 CCTAGCCT GAGCCAAAGAGAGAGT ACGEGECT CAGCAGCCAGAGGAGCCCGGTGAAGT GCA 113640
901 TCTTCTGCGTGITCTCTATTTGAACAAGCAT TTCCCCCAGGEGAAGT TTCTGGEGTGCCCCA 113700
pol yA si gnal
961 CTAAGTAGAATAAAGAAAAACGGTTATAAATAOCICTGTCTFT(l?aT(()ESCTGAATGBGGITGG 113760
1021  GCCTGIGGITGT TGEGT GGEGECAGAAAGT AAAGAGACCCT TTTTCTGGAGAAGEEECTCA 113820
1081  GACCCCTATCTAAGAAATGTGECCTCACCACATAGI TCTTCCTGEEGT TTCCTTCCACAC 113880
1141  TCATCTCTCCAAGACCT CAGGAAGCCTGCTCATTCCTGTCCATGGACACT TGT TTGCAAT 113940
T3T/C
1201  TTCACATAGGTTAGSGT CCTTTCCATAGAGAGECACCT GEEGACTCCTGIGT G1C‘I' CCATT 114000
1261  GITAATGGI TTGAGGAACAGGGAGT AGGGCACCTAGGATAACTGT TTTTGACTTTATAGA 114060
1321 GTAGCATGAAAAAGCT TCCACTTCACT TTAATATGGTAATCATATAAACACCATACCATT 114120
1381 TATCCCAAATAACACT TTGGAGATATTCCATAT TGAATATAAAGACAGACATTAAGEGTC 114180

1441  TAATTTCATGATGTGTCATGCTGAATTGCAAGATGGCAGGACTATAATTTTAGAGGAAGA 114240
-------- T1.4F --- >



1501

1561
1621
1681
1741

1801

1861

1921

1981

2041

2101
2161
2221
2281
2341
2401
2461

2521

2581

2641

2701

2761

2821

2881

2941

AGAGAT CAGGAGEACT CCCCT AAGT GAGGAGT GT GEGEGAAAAT GTAAAAGATCCAGGT TA

GAAGAAAGAGACACACATCATGAGATTTTCGGAATCATGCTGGAACTATGGACCATGI CA
CTTTCCAGAAAATAAAGGAAACAAAT GCT TGAAAGT AGGAGCATGAGCT TGAGCATGEAG
CTTTTTTCATTAGAGAGAGATTCTTAAAATGCCCAGAATGAATAGAGT TGTAAAACTTTAG
CGAGCCCCTACT TAAAATCCCTCCTCOCCACCACCACTATTTTAAACTTTAAGTGACTCC

TTGGTAGTCACACAGGT AACATTTCAAAAT GGT GATCT GGAAT CCAAGCGACCCTTOCTT
~-T1.8F---->

TCEGAATTTGITTGITTGITTGITTTTAGI TTGEGAGGTGGT TTCAATCTGAAGAGTCC

T4T/ A
TTTCTGGAATAAACGAATCT TTCTGI TGCATAGGAAGCCTCTGEGT CAGGAAGGATATTT
A

------- T4FT/A ---->

T5G A T6T/C T7dC

AAAAACCTAATTACTGT TCTAAACAGT GT TAAAAT AGAACAAGAACCAAAGCTCAGT ACG
A C C
---TIFG G ---- Yoooo-- >

---------- T6FT/C----->

GGGECATTTCCCT CATAGCCT GAAGGT GOGCCCAACATAAT TTGGAGTACAGACT CAGAGG
------- T2.0F ----->

CACCTGAACACGCGCCAGCT CAAGGT GCTCOCECTGAGAAGGACGGATGAAGATGAACEC
TCAGGECCTACTAAAT TCAAAGT CTGTACGT GAAAATCOCCT TTGECCTGGTGAGATTGG
TTGGAACCTTCTAT T TAGGAGAGCCCGECTCGCTCECCTAAAACT GGAGCT TGCATGGAA

GAGCCCACTTTTTTTTTTTTAGACGAAGT CTCACTCTTGI CGCCCAGGCTGGAGT GCAAT
GACCCGATCTCGECTCACT GAAACCT CTGCCTCCTGAGT TCAAGCGAT TCCCCTGCCTCA
GCCTCCCGAGT AGCT GEGAT TACAGECGT CCBCCACCACCCCCTCGECTAATTTTTGTATT
TTTAGTAGAGACAGSGT TTCACCATGT TGECCAGGCTGGT CTCGAACCCCTGACCTCAGG

T8G A <--- full length Alu el enent

CGATCCGCCCECCT CEECCT CCCAAAGT GCTGT GAT TACAGECGT GAGCCACCECECCEG

---T8FG A------ é

ACCAGAAAGAAGCCACT TCT TAATAGTAGGECTCAGAGCT TGAAGTAGTAACT TTGAGAAA
TOA/ C

ATTCAGTGATTCTCCAATTACAAAGCATTCTCCAATTACAAAGCAAGGACAACAGATAAA
Cc

GITGCCCTTGAGACAACTGTATTTTACT TAATGATAAAGAAACATTTTTGCAGI TTTATA

TCOCCAGAGT AACCGOCACT AAAGGCGAGT GAGACT CATTGCAGGOCT GTACAGT GCGAAC
DI T2.8R-------

CAGAGI TCGEECTCCAGT TCCGCT GT CTGOEEGT CTCECECECCCCCT COCGEECGEECCCA

T10C T T11G A
GCCCAGAAT GAAGGECCT TGECT GEEGAAGCGAAAGCGAAAGCT GOCCGAGCCCTGACECC
T A
---T10/ 11FCH TA- - - >

CGCCCT GECCGAGCGT ACGCT GCECCGACCAGAGCCGGT AGCGAGGT TEGEGAGAGACGEGAGC
------ T2.9F ------>

114300

114360
114420
114480
114540

114600

114660

114720

114780

114840

114900
114960
115020
115080
115140
115200
115260

115320

115380

115440

115500

115560

115620

115680

115740



3001

3061

3121
3181
3241
3301

3361

3421
3481
3541
3601
3661
3721

3781
3841
3901

3961

4021
4081

4141

4201

4261
4321

T12T/ C
GGACCT CAGCGCTGAAGCAGAAGT CCOCEEAGCT GCGGET CTCCCCECOECEECTGGET GAG 115800

C
————— T1I2FC/ T------>
T13G A
TTGGT GCCGAGEEEAACCT GGAGCGCCAACAGGEGACGCAGCCCAAGT GACTACCCACTCC 115860
A
——————— T13FG A -->

ACGCTCCTGCT TCCCAGT CCCTCT GCACCOEECGAT AGGAGEGAGCGEAGCCCGEEACCAC 115920

TTAGCT CECCGECEECAGECEEEEGT GEEEGTGEEEGT COGEEEATTTTTTTTTTTTTTT 115980
TTTTAAGCACGAGECT CCTGATGGT CATGCT TCCAGCT CCCCAGAAGGECCGAAAGCTGIC 116040
TGTOGTAGGAGEGEGET GTACGGAT GAGCACCGGT TACT CAGGAGAGCTCTCAGGGT TGAAT 116100

------- T3.3F ----->
T14A/ G
AGGATAAAAT GAGAAGCOGAT GGACGEGT TAGGCGGAGOCGEGCGEGTAGGAGGECAGSG 116160
G

TAP2 exon 1 -->
ACAAGGATTGGGACTCCACCCCCATGATTTCTCATCTCGTATCCGT TGAO’-\GACI:ClA‘rIlIGC 116220
GBCTCCCTGACCT GAGACCCTGGACCT CCCTGCTGCTGGTGGACGCGECTTTACTGTGEC 116280
TGCTTCAGGGCCCTCTGECGACT TTGCT TCCTCAAGGGCT GCCAGGACTATGECTGGAGG 116340
GGACCCT GCGEECT GBGAGEECT GTGEEEECTGCTAAAGCTAAGAGCCGCTGCTCGCGATTTG 116400
TGGEGEGACACTGCTGCTCCCGCTCTGT CTGECCACCCCCCT GACTGTCTCCCTGAGAGCCC 116460

TGGT CE0GEEEE0CT CACGT GCT COCOCAGOCAGAGTOGCTTCAGCOOCTTGGAGCTGRC. 116520
PR, T3. 7R ------

TGCTGGT GEEGTACCEEECT GCEEEECTCAGCTGGT CACTGTGEECTGT TCTGAGCCCTC 116580
CTGGAGCCCAGGAGAAGGAGCAGGACCAGGT GAACAACAAAGT CTTGATGT GGAGECTEC 116640
TGAAGCTCTCCAGECCGEGACCTGCCTCTCCTCGTI TEGCCECCTTCTTCTTCCTTGICCTTG 116700
T15G C
CTGITTTGEGTGAGT CAGGAGAGGACGT TGT GAGT TGGAGGT GGTAAAAGGGECCTGEECA 116760
C
TAP2 exon 2 -->
CCAGCACATTCTTGTGITATTTTTCATGCCTCTTTCAGGTGAGACATTAATCCCTCACTA 116820

TTCTGGICGTGTGATTGACAT CCTGEGAGGT GATTTTGACCCCCATGCCT TTGCCAGIGC 116880

Approximate 5 |limt of male reconbinati on hot spot
T16G A
CATCTTCTTCATGTGCCTCTTCTCCT TTGECAGGTAGGT GGTGEECAGCTGEGTCCATTT 116940
A
------- T4, 1F2------>

GCTAGOOCCAAATCTTTATAGGGGT CTTCACTTOCCTAACTCCATTTCTAGGOCCTTTCA 117000
< T4 2R -------

GGECCCAAAACACAAAAATACT TAAACTAAAATATGGT GAATGTAGT CACCATTCTGTI TTC 117060
ATCTATCCATTCATTTCTTCCTTCGI TCATATTCATCCAATATCTTCAAAGT TTATCTGA 117120



T17G A

117180

117240

117300

117360

117420

117480

117540

117600

117660

117720

117780

117840

117900

117960

118020

118080
118140

4381  TCTTATTATAGGAACAAGT TATGAGT GAAGGTAGTACAAAAGCGAATTTAAGTCTCAGATG
G
————————— TI7TFA G ----->
<- -
4441  GAATGICTCTCAGITGTCTCTCAACATTCCTAGGTCCATGAAATTCCATTTCTTTCTGACC
----TITRN G --------
T18T/ C
4501  TCCTACCTCCTACCCCTAAGICTGTCTCCAAAGTATCTCTCCAGGGTCACTCTCTCAGGA
C
T19C T T20TAA CAG
4561  TGGGTATGCTTCTCCCTCTCACTCTTCTTTCOCAGCTCATCTTGCTAATCCCTGAAGATC
T CG
4621  TTACTCTGAGGCTTATCACCTTTCTTTCCAGAATCATTACTCTTTTCCCTTCACTTCCTT
------ T21FC T-
T21C T
4681  TCCTTTCTCTTTCTAGACATACTCAAACAAACAAACTGTTTGATAAGGECTGCEGACTCCGA
T
-------- >
S L T21IRC/ T--------
T22A G
4741  TGAGGT GAGCGAGGECACCTGEEGTGCAAAGT TTAAGGAGGT GTGCACTCACCTTACCCAA
G
Appr oxi mate centre of mal e reconbi nati on hot spot
4801  ATCOCAGCCGECCTGATTGICTCTATTTTTATGGTCATACTTAATTTAGAGTACCCTCGA
T23C T
4861  AAACCATTTCATTGTGCCTTCATTCCATCCTGECTCCTTTCTGCTGAAACTACAGTCGTG
T
Y g S
----- T23FC/ T--------->
< - -
T24T/ A
4921  CACTGCATAACGATGITTAGGT CAATGATGEGCCACATATAAGATGGTGGACCCACAAGA
--T5.0F2--->A  aee---- T5.0F------- >
----T23RC/ T--W- -
4981  TTATAATACCATATTTTTACTGTACCTTTTCTATGITTAGATACACAAATACTTACTTCT
T25C T
5041  GIGITACAGICGCCCACAGTGI TAGGTGCAGTCATATGT TGTACAGATTTGTAGCCTAGG
T
<--mm-- T5.1R--------
——————— T25FC/ T----->
<mmmm- - - T25RC/ T---------
T26T/ A
5101  AGCAATAGCCTAAACTACATGGECCTAGGTGTGCAGTAGCTATGACATCTAGGTI TTGIGT
A
T273 A T28C T
5161  AAGTACACTCTATGATGI TCATACAACGATGAAACCATCTAACGACACATTTCTCAGAAC
A T
T29ATT/ CTC
5221  ACATCCCTGTCATTAAAGTACAAACCCTCATTATATCATGTCTGACTAT TCCAAACGCCT
ccC
| ancestral state anbi guous
5281  CTTCAATATGGTAACTAAATTTGTATTAGAAACATATATTTTGTAAAATACATGCTTTTA
5341  TCCTTTATATTTTTTCCTCTAAGTGITACTGTAGCATGTAGT TGGTCTAAGAGCGATTTT
Approximate 3' |limt of male reconbinati on hot spot
T30C A
5401  CCAACTCGAAGGATGACAGATGCGAATCACATGACT CTGEEGECTCCAGAGAATTGTGEEG

A

118200



5461

5521

5581

5641

5701
5761
5821

5881
5941

6001

6061

6121
6181
6241

6301
6361
6421
6481

6541

6601

6661

6721

6781
6841
6901
6961

7021

GCAGGEAATTTATTATTGCAGI TCCCATGATGAAGTATCTATGAT GACAGAGAAGEECTT

TGGGT AT GGGECAGGAAGGAGACCAAGGECGGAGGAGACGCACAGAGGGACAAGCCT GAGG
P T5. 6R- - -- - - -

GACGCTGEGACAGAAGCAAGCACTGECGATACT TGT TTTCACAATATCTTTTCCCTTCTAT

------ T31FT/ G - - -
T31T/C
TGTAGTTTTCTATTGTGTCTAGTACAGAGT GCACTCCATAAATACT TGTAAATTTGTACA
C DS T5. 7R -=-----
------ >
S T31RT/ G -----

TGITATGATTTTGITCTCACATCTAGCTCACCATGICTCCTCTTTCTTCTTCCTCTGIGT

ATTCCTTACCTCTTCTCTCTCTGTGIGICTGTCTCTCATTTCTTTCTCTTTTGCCCCTCC
TGGECATGCTTTCCCCTGACT TTGCGCT TCTCTGCACTCCTGECTTGCTCCTCTGT TTCAC

TAP2
CCECTGECTTACTCCTTCTCTGCATCTCCCTCCCCTCTTATTCTCCTACCCCACAGCTCA

CTGTCTGCAGRCT GCOGAGGAGGECT GCTTCACCTACACCATGTCTCGAATCAACTTGOGG
------ T6. OF- - - -

ATCOGGEGAGCAGCTTTTCTCCTCCCTGCTGORCCAGGACCTCGGT TTCTTCCAGGAGACT
>
T32A/ T
AAGACAGGT GBEECCTGGAGT CCAGGT CTGAGAT TCCCATGGACATCCCTTGCCCCTCAG
T
TGACCTTCCACCCACAGCCTCTCCTCCTGCCT TCACCOGTATGCCAGGACCTGEEGATGC
TTTTCTCTTGITTGEGACAGEGT GGAGAAGCAGCCTCCACT GTCCCTCTGCAAGT GAAGG

AGGATGT TCAGAGGAGEEEECT GT GT CAGAGEGAACGGT CAGGAGEGAGT TTCTGEEEEC

118260

118320

118380

118440

118500
118560
118620

exon 3 -->
118680

118740

118800

118860

118920
118980
119040

TAP2 exon 4 -->

CCTGCAGTACACATGGI TTCCTTTTTCCTCACCTGCTCTGTCCTTCT TAGGEGAGCTGAA
CTCACGECT GAGCTCGGATACCACCCTGATGAGTAACT GECTTCCT TTAAATGCCAATGT
GCTCTTGCGAAGCCT GGT GAAAGT GGTGEEECTGTATGECT TCATGCTCAGCATATCGECC
TCGACTCACCCTCCTTTCTCTGCTGCACAT GCCCT TCACAATAGCAGCGEAGAAGGT GTA

CAGGTGAGGAGCCT TCCACAT TTGT GECTAGAGGATCCCCTAGAGAGAGATGI TCTCTTC

T33A/ G T34G A
TCAGCCATTAGEEGAGAAGGTATATTGTAGTATATACTACATTTTGT TTGTCCAGCCATC
G A

T35+/ -
CAACAATGGATATTTGACT TCAGAAGATTCATGAT TCTCCAGAACT GTAAACAAAAATGT
AAAGTGTATGTGAAGGT AT GEEEGAGEGAATAGGAAGEEGAGATGATAGGCGATGATAAC
TTTTCATTAGCT TCTCAAAGGAGT CTGT ACAT CCCCCGOCCCCACTGOGAAGATTAAAAA
TGGTTTCTTAGAGECT TTTAGGCAGCGAGAT TTTCCCTTTAAAAT CAGCAGAAGAAGTCT

GGATGCAGCAT AGGGAAAGGAGGOGT CAT CAGGAAGT CCTAAGT CTGAATGT CAGCTCCA
<o -- T6.9R ------

CCTTCTCTTTTTCTCTTATATTGI GGTAAAACATACATAACATAAAATTTACCATTTCAA

119100
119160
119220
119280

119340

119400

119460

119520

119580
119640
119700
119760

119820



T36a@ T  T36bdE A
7081 CCATTTGAAGTI GTACAGT TCAGTGACATTTAGGAAACCCACATTGI TATTGGGT AGCCAT 119880
T A
<---

7141  CATCACCATCCATCTCCAGAACTTTTTTCATCT TCCTAAAATGAAACTCTGTACCCACTA 119940

---T36bRG A--- - - -
7201  AATAGTAACTGOCTACTACOCOCAACCCCTGGOCGCTGRCAACCTCCATTGTACCTTCTG 120000
<o -- T7.2R ------
Comen- T7.2R2 «--c-mmn--
T37C/ A
7261  TCTCCATGAATTGTGATGACT COCGGTGOGGTACGTAAGT GGAACCATACAGTATTTGTC 120060
A PE T7.3R -=------
< T37RC/A ------

7321  TTTTTGITGACTGGECATATTTTACTTAGOCGTAATGI CTTCAGGECCTCATCCATATTGTAGC 120120

7381  ATGIGITAGAATTTCCTCCCTTTTAAGECTGAATAATATTCTGI TGTGTGCATATATCAC 120180

T38G A
7441  ATTTTGATTATCCATTCATCTGTCAATGGACATTTGOGTTGTTTCCACCTTTTGGCTGTT 120240
< T7.5R -----=-- A

7501  GIGAATTATGCTGCTGIGGACATGAGTGTACACCTGI TTGAAACCCTGCTTTTGGI TCTT 120300

7561  TTGGGTATATACT TAGAAGTGGAGCT GCTGEATCATATGECAATTCTATTTAACAATTTT 120360

7621  TGAGGAACCATGTATTAGICCATTTTTACGCTGCTGATAAAGACATACCCAAGATTGEC 120420
T39-/ +
7681  AATTTACAAAAGAAAGAGGT TTATTGGACT TACAGT TCCAT GTGGCTGEGAAGACCTCAA 120480
| +C
<-

7741  ATCATGGECGGAAGGTGAAAGACACATTTCACATGGCAGCAGACAAGAGAAAAGACAGCTT 120540
o T39R A - -

7801  GIGCAGGEGEGAATTCCCCTTTTTAAAACCATTATATCTCGTGAGACTTATTCAATATCACA 120600
7861  AGAACAGCATGEGAAAGACT TGCCCTCATGATTCAATTACCTCCTACCCAGI CCCTCCCA 120660

7921  CAACACATGGGAATTCAAGATCAGATATGGEGT AGGGACACAGCCAGATCGTATCAAACCA 120720
7981  CCATACAGITTTCCATAGCGGECAGCACCATTTTAAATTCCCACCAGCAGT GCATAAGGI T 120780

8041  TCCAATTTCTCCACATCCTCATCAACACCACTTTCTGITGTICTTTTTTTTTAATAGOCAT 120840
< T8. IR ----=----

8101 TCTAATGGTGATTAGGTGATTAGGATTATCTCATTGIGGTTTTGATTTGCATTTCCCTAA 120900
8161 TGATTAGTAAATATTGAGCATCTTTTCGIGTGATTTTGGEOCACTTATGITTCTTTCTTGA 120960

8221  AAGAATGICTGCAAGITCTTTGCCCATTTTCTGATTTTTTTTTAAGI TGTGEGAGT TCAC 121020
8281  TATATGITTTGCCTATTAATTTCCTATCAGATATATGATTCACAAATATTTTCTTGTATT 121080
8341  TCATGGTTGCTTTTTCACTCTGITGCTAGAGI TCTTTGATGCACAAACGT TTTAAATTCT 121140
8401 GATGAAGICTGATTTATCTATTTTTTGI TGCCTGTGCGT TTGGTGI TATATCCAAGAAAT 121200
8461  CACTGCCAAATCTAGIGECATGAGCCTTTTCTTCTACATTTTCCTAGGAGITTTATAGIG 121260
8521  TTAGCTCTTATGI TTAGGCCTCTGATCCATTTGGAATTACATCTCCACCTTTCTTAACTA 121320

T40G A
8581  TCTGTGGECTCCTTGGGAAAACTACCCTTCTTTCCTGATTCAGACACTGGGGATGGGAAAA 121380
- -T8.6F------ > A



8641

8701
8761
8821

8881
8941
9001

9061

9121
9181

9241

9301
9361
9421
9481

9541

9601

9661
9721

9781

end of

9841

9901
9961

TTACCTCAAATGAAGGT TAAAAAAAT TGCATGTATCTCCTATACTACCTAACACTGAGAG
< T8. TR --------

CTCAATAATATTTTGITCCCTTGCTCCTTCACTCTTATTCCTTCTGGAAAGAAGAGTAAG

GAAGAGEGAGAGAAACAGT TTGGTATTTTTAGGTAGACT AGGGAGCATCTCACTGECT GG
AGTAAGATGT GEEEECCTGCTGTCTTTGCACAT CAGCCCTGGTGT TTGCTGECCCTCTTT

TAP2 exon 5 -->
TCCAGGAAGT GCTTCCEGAGATCCAGGAT GCAGT GECCAGGGECEEEECAGGT GGTGCGEEG

AAGCCGT TGGAGGGECTGCAGACCGT TCECAGT TTTGEEECCGAGGAGCATGAAGT CTGTC
GCTATAAAGAGGCCCT TGAACAAT GT CGECAGCTGT AT TGECGGAGAGACCTGGAACGCG
T41d A, replacenent val/ile
CITTGWACITCiTCEﬁAAEEAEEEWAAEATAFF%F%F?F?ngg?fﬁfFEACCCCAEEAA
AGGGEGEGAGGECAAGEGAAGAGGAAACTACACGCT GGTTCTAGAGGCCTTTGCAGCTCAGTC
TCATAGAGGCAGAGAGGCCGAAAGAAT GCGAAGAT TCCCAGCCTCATCTCTTTCTTCTCC
TAP2 exon 6-->T42G T, silent
TCTTCCAEEWGiTCiﬁ(WTGE£$EWGCAEATGiTGATGCTGAECTGWGEEETGEAEKAEA
TGCAGGAT GGEGAGCT CACCCAGBRCAGCCTGCTTTCCTTTATGATCTACCAGGAGAGCG
TGGGGAGCTATGT GCAGGT GAGCGAGAAGCCAAGCCTGCTCTCCTTTTTTCCCTCTCTTT
TTCTTTGTGGACTCCTGEGCCTTGARCTTTATTTGT TCTTTTTAACAATACAATACAAAA
CCAAAACCCGCAAGT AATTTTGCTATGGAGAAT TTTAAACATATGCCAAAAATGAGACAA
T43A G
AATAATATTACAAACTCACATGTATACATCCTGTGCTTTAACAATGATCAACTCATGCCC
© T44A/ C
AATCTTGWTGEATCTGTATCCCCACCCACTTCCEIIIM(II%JATTATTCTGAAECAAAT
CCAAGATATTGTATACTTTCATCTGTAAATATTTCAGTATGTTTCTTAAAAATACAAACA

TCTTTAAAAGT GTATAACAACAAAGCCATTATCACACCAAAAAATTAACAGTAGT TCTTA

TA5C/ T
AAATTTATCAAATAGT CAATTGT CAAATTTCCACT TGTGGTATCCATGTAGTATATGTGT
T Comemon-- T9. R -=--=---

regi on screened for pol ynorphi sm

ATGAGIGTGT TTATTATACTTTGCT TAAATCAGGATCCAGAAATGGT CCACATATTGT GA

SR T9. OR - ------
CTGGTTGATACATCTTTTAAGTCTGTCTGTCTATCTATCTATCCATCCATCTATCCATCC

ATCCACCCATCAATCCATGTATCTGICTAAAAGI TTCCCTTGCACAGI TTATTTGI TGAA

121440

121500
121560
121620

121680
121740
121800

121860

121920
121980

122040

122100
122160
122220
122280

122340

122400

122460
122520

122580

122640

122700
122760



TAP2 allele-specific oligonucleotides.

TALG

TALT
TA2C
TA2T
TA3T
TA3C
TAAT
TA4A
TASG
TASA
TAGT
TAGC
TA7G
TA7C
TA8G
TASA
TASA
TA9C
TA10C
TAL10T
TAL1G
TAL1A
TAL2T
TA12C
TA13G
TAL3A
TAL4A
TA14G
TA15G
TA15C
TA16G
TALGA
TAL7A
TAL7G

5|

CCAGCCTGECCAACAT GG

CCAGCCTTGCCAACAT GG
AAGATGGCGCCACTGCAT
AAGATGGT GCCACTGCAT
CTGIGTGITCCATTGITA
CTGITGTGCTCCATTGITA
CTCTGGGTCAGGAAGGAT
CTCTGGGACAGGAAGGAT
AATTACTGITCTAAACAG
AATTACTATTCTAAACAG
AGAACCAAAGCTCAGTAC
AGAACCAAAGCCCAGTAC
CAGTACGEEECATTTCCC
CAGTACCGEECATTTCCC
CCGCCTCEECCTCCCAAA
CCGCCTCAGCCTCCCAAA
ACAGATAAAGT TGCCCTT
ACAGATACAGT TGCCCTT
AAGGCCTTGGECTGEEEAA
AAGGCCTTGGT TGEEGAA
TGGGEEAAGCCGAAAGCGAA
TGGGEEAAACGAAAGCGAA
GCAGAAGT CCCCGEAGCT
GCAGAAGCCCCCGEAGCT
CAACAGGGACGCAGCCCA
CAACAGGAACGCAGCCCA
ATAGGATAAAATGAGAAG
ATAGGATGAAATGAGAAG
GEECCTGEECACCAGCAC
GEECCTGCGCACCAGCAC
GGTAGGTGGT GEECAGCT
GGTAGGTAGI GGGECAGCT
GICTCAGATGGAATGICT
GICTCAGGTGGAATGICT

3|

5
5
5
5
5
5
5
5
5
5
5
5
5

3|
3|
3|

located in an Alu el enent, also shows a
perfect match to positions 2482-2499 in
a second Alu el enent



TA18T
TA18C
TA19C
TAL19T
TA20TAA

5|
5|

TA20TAG 5'

TA20CAA

5|

TA20CAG 5'

TA21C
TA21T
TA22A
TA22G
TA23C
TA23T
TA24T
TA24A
TA25C
TA25T
TA26T
TA26A
TA27G
TA27A
TA28C
TA28T
TA29ATT
TA29ATC
TA29CTT
TA29CTC
TA30C
TA30A
TA31T
TA31C
TA32A
TA32T
TA33A
TA33G

.
.
.
5

GICACTCTCTCAGGATGG 3'

GICACTCCCTCAGGATGG 3!

TCTCCCTCTCACTCTTCT
TCTCCCTTTCACTCTTCT
ATCTTGCTAATCCCTGAA
ATCTTGCTAGTCCCTGAA
ATCTTGCCAATCCCTGAA
ATCTTGCCAGTCCCTGAA
CCTTTCTCTTTCTAGACA
CCTTTCTTTTTCTAGACA

3|
3|

TTACCCAAATCCCAGCCG 3'

TTACCCAGATCCCAGCCG 3'

CTACAGTCGTGCACTGCA
CTACAGITGTGCACTGCA
ATAACGATGI TTAGGTCA
ATAACGAAGI TTAGGTCA
GIGCAGTCATATGITGTA
GIGCAGITATATGITGTA
GGAGCAATAGECTAAACT
GGAGCAAAAGCECTAAACT
ATACAACCGATGAAACCAT
ATACAACAATGAAACCAT
CATCTAACGACACATTTC
CATCTAATGACACATTTC
TCTGACTATTCCAAACGC
TCTGACTATCCCAAACGC
TCTGACTCTTCCAAACGC
TCTGACTCTCCCAAACGC
AGGATGACAGATGEGAAT
AGGATGAAAGATGEGAAT
TTGTAGITTTCTATTGIG
TTGTAGICTTCTATTGIG
GECCTGGAGI CCAGGTCT
GECCTGGTGICCAGGTCT
CTCAGCCATTAGGEEEAGA
CTCAGCCGT TAGGEEAGA

5
5
5
5

5
5
5
5
5
5
5



TA34G
TA34A
TA35+
TA35-
TA36GG
TA36GA
TA36TG
TA36TA
TA37C
TA37A
TA38G
TA38A
TA39-
TA39+
TA40G
TA4A0A
TAA1G
TAA1A
TA42G
TAA2T
TA4A3A
TA43G
TAA4A
TA44C
TAA5C
TAAST

GGAGAAGGTATATTGTAG 3'
GGAGAAGATATATTGTAG 3'
CTGTAAACAAAAATGTAA 3'
AACTGTAAAAAATGTAAA 3'
TTGGGTAGCCATCATCAC 3'
TTGGGTAACCATCATCAC 3'
TTGGTTAGCCATCATCAC 3'
TTGGTTAACCATCATCAC 3'
TGACTCCCGGTGCGETAC 3!
TGACTCCAGGTGCGGETAC 3!
CATTTGCGITGITTCCAC 3'
CATTTGCATTGITTCCAC 3'
AGACCTCAAATCATGEECG 3'
GACCTCACAATCATGEECG 3'
CTTTCCTGATTCAGACAC 3'
CTTTCCTAATTCAGACAC 3'
CCTGCTCGTAAGGAGEGET 3!
CCTGCTCATAAGGAGEGT 3!
ACTTGEGEGTGCAGATGC 3!
ACTTGEGTGTGCAGATGC 3!
CACATGTATACATCCTGT 3'
CACATGTIGTACATCCTGT 3'
CCCACCCATATTATTCTG 3'
CCCACCCCTATTATTCTG 3'
ATTTCCACTTGTGGTATC 3'
ATTTCCATTTGIGGTATC 3'



