
Human LMP7-TAP2 sequence:

     LMP7 exon 5 -->
1      CATGGGACTCGGCTCTCAGGAAATATGTTCTCCACGGGTAGTGGGAACACTTATGCCTAC    112800

61     GGGGTCATGGACAGTGGCTATCGGCCTAATCTTAGCCCTGAAGAGGCCTATGACCTTGGC    112860

121    CGCAGGGCTATTGCTTATGCCACTCACAGAGACAGCTATTCTGGAGGCGTTGTCAATAGT    112920
                                         ------T0.1F-------->

                                         start of region screened for polymorphism
                                         ------------------------->
181    AAGAGACCAATGCTCCCACCACCATGCCTGGGAGGAGTCGGCGGGTGGTGGGGGGGGTGA    112980
       ------T0.2F-------->
                        --------T0.2F2----->

                     5' truncated Alu element -->
                           T1G/T
241    TTTAAGATTGAGAAACCAGCCTGGCCAACATGGCGAAACCCCGTCTCTACTAAAACTACA    113040
                             T

301    AAAATTAGCCGGACGTGGTGACGGGTGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCA    113100

                                                      T2C/T
361    GGAGAATCACTTGAACCTGGGAGGTGGAGCTTGCAGTGAGCCAAGATGGCGCCACTGCAT    113160
                                                        T

421    TCCAGTCTGGGCCACAGAGTGAGACTCCTTCTCAAAAGAAAAAAAAGAAAATGATTGAGA    113220

481    GACTCAAAGGAGGGAGAGTAGTAGGGAGGAAATTTTCAGAGTCAGAAGAAGGGCATTAAA    113280

541    GGCCCAGTCATATGGTTTTAAGCTTGCGCATGTGTCTTGTTGCTGCCTTCAACATAACAT    113340

601    CAGTGACAGGAACTTGCTGAGGTGAAAGGTGACTCCATGTTCTTTTCTCATTTGTCCACA    113400

        LMP7 exon 6 -->
661    GTGTACCACATGAAGGAAGATGGTTGGGTGAAAGTAGAAAGTACAGATGTCAGTGACCTG    113460

                                  ter
721    CTGCACCAGTACCGGGAAGCCAATCAATAATGGTGGTGGTGGCAGCTGGGCAGGTCTCCT    113520

781    CTGGGAGGTCTTGGCCGACTCAGGGACCTAAGCCACGTTAAGTCCAAGGAGAAGAAGAGG    113580

841    CCTAGCCTGAGCCAAAGAGAGAGTACGGGCTCAGCAGCCAGAGGAGGCCGGTGAAGTGCA    113640

901    TCTTCTGCGTGTTCTCTATTTGAACAAGCATTTCCCCCAGGGAAGTTTCTGGGTGCCCCA    113700

               polyA signal
961    CTAAGTAGAATAAAGAAAAACGGTTATAAATACCTCTGTCTTGTGGCTGAATGGGGTTGG    113760
                                         <------T1.0R--------

1021   GCCTGTGGTTGTTGGGTGGGGCAGAAAGTAAAGAGACGCTTTTTCTGGAGAAGGGGCTCA    113820

1081   GACCCCTATCTAAGAAATGTGGCCTCACCACATAGTTCTTCCTGGGGTTTCCTTCCACAC    113880

1141   TCATCTCTCCAAGACCTCAGGAAGGCTGCTCATTGCTGTCCATGGACACTTGTTTGCAAT    113940

                                                          T3T/C
1201   TTCACATAGGTTAGGGTCCTTTCCATAGAGAGGCACCTGGGGACTCCTGTGTGTTCCATT    114000
                                                            C

1261   GTTAATGGTTTGAGGAACAGGGAGTAGGGCACCTAGGATAACTGTTTTTGACTTTATAGA    114060

1321   GTAGGATGAAAAAGCTTCCACTTCACTTTAATATGGTAATCATATAAACACCATACCATT    114120

1381   TATCCCAAATAACACTTTGGAGATATTGGATATTGAATATAAAGACAGACATTAAGGGTC    114180

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



1501   AGAGATCAGGAGGACTCCCCTAAGTGAGGAGTGTGGGGAAAATGTAAAAGATCCAGGTTA    114300
        <------T1.5R--------

1561   GAAGAAAGAGACACACATCATGAGATTTTCGGAATCATGCTGGAACTATGGACCATGTCA    114360

1621   CTTTCCAGAAAATAAAGGAAACAAATGCTTGAAAGTAGGAGCATGAGCTTGAGCATGGAG    114420

1681   CTTTTTTCATTAGAGAGAGATTCTTAAAATGCCAGAATGAATAGAGTTGTAAAACTTTAG    114480

1741   CGAGCCCCTACTTAAAATCCCTCCTCCCCACCACCACTATTTTAAACTTTAAGTGACTCC    114540
                                                           --------

1801   TTGGTAGTCACACAGGTAACATTTCAAAATGGTGATCTGGAATCCAAGCGACCCTTCCTT    114600
       --T1.8F---->

1861   TGGGGAATTTGTTTGTTTGTTTGTTTTTAGTTTGGGAGGTGGTTTCAATCTGAAGAGTCC    114660

                                                  T4T/A
1921   TTTCTGGAATAAACGAATCTTTCTGTTGCATAGGAAGGCTCTGGGTCAGGAAGGATATTT    114720
                                                    A
                                 ------- T4FT/A ---->

                    T5G/A                                T6T/C   T7G/C
1981   AAAAACCTAATTACTGTTCTAAACAGTGTTAAAATAGAACAAGAACCAAAGCTCAGTACG    114780
                      A                                    C      C
                                             ---T7FG/C-----Y------>
                                     ----------T6FT/C------>

2041   GGGCATTTCCCTCATAGGCTGAAGGTGCGCCCAACATAATTTGGAGTACAGACTCAGAGG    114840
                ------- T2.0F ----->

2101   CACCTGAACACGCGCCAGCTCAAGGTGCTCCGGCTGAGAAGGACGGATGAAGATGAACGC    114900

2161   TCAGGGCCTACTAAATTCAAAGTCTGTACGTGAAAATCCCCTTTGGCCTGGTGAGATTGG    114960

2221   TTGGAACCTTCTATTTAGGAGAGCCCGGCTCGCTCGCCTAAAACTGGAGCTTGCATGGAA    115020

2281   GAGGGCACTTTTTTTTTTTTAGACGAAGTCTCACTCTTGTCGCCCAGGCTGGAGTGCAAT    115080

2341   GACCCGATCTCGGCTCACTGAAACCTCTGCCTCCTGAGTTCAAGCGATTCCCCTGCCTCA    115140

2401   GCCTCCCGAGTAGCTGGGATTACAGGCGTCCGCCACCACGCCCTGGCTAATTTTTGTATT    115200

2461   TTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCTCGAACCCCTGACCTCAGG    115260
                                                                 --

                    T8G/A                 <--- full length Alu element
2521   CGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGTGATTACAGGCGTGAGCCACCGCGCCGG    115320
                      A
       ---T8FG/A------>

2581   ACCAGAAAGAAGGCACTTCTTAATAGTAGGCTCAGAGCTTGAAGTAGTAACTTTGAGAAA    115380

                                                               T9A/C
2641   ATTCAGTGATTCTCCAATTACAAAGCATTCTCCAATTACAAAGCAAGGACAACAGATAAA    115440
                                                                 C

2701   GTTGCCCTTGAGACAACTGTATTTTACTTAATGATAAAGAAACATTTTTGCAGTTTTATA    115500
       ------T2.7F-------->

2761   TCCCAGAGTAACCGCCACTAAAGGCGAGTGAGACTCATTGCAGGCCTGTACAGTGCGAAC    115560
                                      <-------T2.8R-------

2821   CAGAGTTCGGGCTCCAGTTCCGCTGTCTGCGGGTCTCGCGCGCCCCCTCCCGGCGGCCCA    115620

                         T10C/T  T11G/A
2881   GCCCAGAATGAAGGCCTTGGCTGGGGAAGCGAAAGCGAAAGCTGCCCGAGCCCTGACGCC    115680
                           T       A
                 ---T10/11FCG/TA--->

2941   CGCCCTGGCCGAGCGTAGCTGGCGGACCAGAGCCGGTAGCGAGGTTGGGAGAGACGGAGC    115740
                  ------ T2.9F ------>



                            T12T/C
3001   GGACCTCAGCGCTGAAGCAGAAGTCCCCGGAGCTGCGGTCTCCCCGCCGCGGCTGGTGAG    115800
                              C
           ----- T12FC/T------>

                                      T13G/A
3061   TTGGTGCGGAGGGGAACCTGGAGCGCCAACAGGGACGCAGCCCAAGTGACTACCCACTCC    115860
                                        A
                      ------- T13FG/A -->

3121   ACGCTCCTGCTTCCCAGTCCCTCTGCACCCGGCGATAGGAGGGAGCGGAGCCCGGACCAC    115920

3181   TTAGCTCGCCGCGGCAGGCGGGGGTGGGGGTGGGGGTCCGGGGATTTTTTTTTTTTTTTT    115980

3241   TTTTAAGCACGAGGCTCCTGATGGTCATGCTTCCAGCTCCCCAGAAGGCCGAAAGCTGTC    116040

3301   TGTCGTAGGAGGGGTGTACGGATGAGCACCGGTTACTCAGGAGAGCTCTCAGGGTTGAAT    116100
                           ------- T3.3F ----->
          T14A/G
3361   AGGATAAAATGAGAAGCCGATGGACGGGTTAGGCGGAGCCGGGCGGGTAGGAGGGCAGGG    116160
            G
                                                               TAP2 exon 1 -->
                                                               ini
3421   ACAAGGATTGGGACTCCACCCCCATGATTTCTCATCTCGTATCCGTTGACAGAGCCATGC    116220

3481   GGCTCCCTGACCTGAGACCCTGGACCTCCCTGCTGCTGGTGGACGCGGCTTTACTGTGGC    116280

3541   TGCTTCAGGGCCCTCTGGGGACTTTGCTTCCTCAAGGGCTGCCAGGACTATGGCTGGAGG    116340

3601   GGACCCTGCGGCTGGGAGGGCTGTGGGGGCTGCTAAAGCTAAGAGGGCTGCTGGGATTTG    116400

3661   TGGGGACACTGCTGCTCCCGCTCTGTCTGGCCACCCCCCTGACTGTCTCCCTGAGAGCCC    116460

3721   TGGTCGCGGGGGCCTCACGTGCTCCCCCAGCCAGAGTCGCTTCAGCCCCTTGGAGCTGGC    116520
                                      <-------T3.7R-------

3781   TGCTGGTGGGGTACGGGGCTGCGGGGCTCAGCTGGTCACTGTGGGCTGTTCTGAGCCCTC    116580

3841   CTGGAGCCCAGGAGAAGGAGCAGGACCAGGTGAACAACAAAGTCTTGATGTGGAGGCTGC    116640

3901   TGAAGCTCTCCAGGCCGGACCTGCCTCTCCTCGTTGCCGCCTTCTTCTTCCTTGTCCTTG    116700

                                                            T15G/C
3961   CTGTTTTGGGTGAGTCAGGAGAGGACGTTGTGAGTTGGAGGTGGTAAAAGGGCCTGGGCA    116760
                                                               C
                                             TAP2 exon 2 -->
4021   CCAGCACATTCTTGTGTTATTTTTCATGCCTCTTTCAGGTGAGACATTAATCCCTCACTA    116820

4081   TTCTGGTCGTGTGATTGACATCCTGGGAGGTGATTTTGACCCCCATGCCTTTGCCAGTGC    116880

                        Approximate 5' limit of male recombination hotspot
                                            T16G/A
4141   CATCTTCTTCATGTGCCTCTTCTCCTTTGGCAGGTAGGTGGTGGGCAGCTGGGTCCATTT    116940
                                              A
                         -------T4.1F2------>

4201   GCTAGCCCCAAATCTTTATAGGGGTCTTCACTTCCCTAACTCCATTTCTAGGCCCTTTCA    117000
                                         <------T4.2R--------

4261   GGCGCAAAACACAAAAATACTTAAACTAAAATATGGTGAATGTAGTCACCATTCTGTTTC    117060

4321   ATCTATCCATTCATTTCTTCCTTCGTTCATATTCATCCAATATCTTCAAAGTTTATCTGA    117120



                                                              T17G/A
4381   TCTTATTATAGGAACAAGTTATGAGTGAAGGTAGTACAAAAGGAATTTAAGTCTCAGATG    117180
                                                                G
                                          ---------T17FA/G------>
                                                                <--

4441   GAATGTCTCTCAGTTGTCTCTCAACATTCCTAGGTCCATGAAATTCCATTTCTTTCTGCC    117240
       ----T17RA/G---------
                                                         T18T/C
4501   TCCTACCTCCTACCCCTAAGTCTGTCTCCAAAGTATCTCTCCAGGGTCACTCTCTCAGGA    117300
                                                           C

                      T19C/T                     T20TAA/CAG
4561   TGGGTATGCTTCTCCCTCTCACTCTTCTTTCCCAGCTCATCTTGCTAATCCCTGAAGATC    117360
                        T                           C G

4621   TTACTCTGAGGCTTATCACCTTTCTTTCCAGAATCATTACTCTTTTCCCTTCACTTGCTT    117420
                                                     ------T21FC/T-

             T21C/T
4681   TCCTTTCTCTTTCTAGACATACTCAAACAAACAAACTGTTTGATAAGGCTGGGACTGGGA    117480
               T
       -------->
               <--------T21RC/T--------
                                                                T22A/G
4741   TGAGGTGAGCGAGGCACCTGGGGTGCAAAGTTTAAGGAGGTGTGCACTCACCTTACCCAA    117540
                                                                  G

            Approximate centre of male recombination hotspot
4801   ATCCCAGCCGGCCTGATTGTCTCTATTTTTATGGTCATACTTAATTTAGAGTACCCTCGA    117600

                                                             T23C/T
4861   AAACCATTTCATTGTGCCTTCATTCCATCCTGGCTGCTTTCTGCTGAAACTACAGTCGTG    117660
                                                               T
                                                           ----C---
                                          -----T23FC/T--------->
                                                               <---
                  T24T/A
4921   CACTGCATAACGATGTTTAGGTCAATGATGGGCCACATATAAGATGGTGGACCCACAAGA    117720
       --T5.0F2---> A                -------T5.0F------->

       ----T23RC/T--W---

4981   TTATAATACCATATTTTTACTGTACCTTTTCTATGTTTAGATACACAAATACTTACTTCT    117780

                                     T25C/T
5041   GTGTTACAGTCGCCCACAGTGTTAGGTGCAGTCATATGTTGTACAGATTTGTAGCCTAGG    117840
                                       T
                     <------T5.1R--------
                    -------T25FC/T----->
                                       <-------T25RC/T---------
          T26T/A
5101   AGCAATAGGCTAAACTACATGGCCTAGGTGTGCAGTAGGCTATGACATCTAGGTTTGTGT    117900
            A

                                T27G/A         T28C/T
5161   AAGTACACTCTATGATGTTCATACAACGATGAAACCATCTAACGACACATTTCTCAGAAC    117960
                                  A              T

                                                   T29ATT/CTC
5221   ACATCCCTGTCATTAAAGTACAAACCCTCATTATATCATGTCTGACTATTCCAAACGCCT    118020
                                                      C C
                                                      |ancestral state ambiguous

5281   CTTCAATATGGTAACTAAATTTGTATTAGAAACATATATTTTGTAAAATACATGCTTTTA    118080

5341   TGCTTTATATTTTTTCCTCTAAGTGTTACTGTAGCATGTAGTTGGTCTAAGAGGGATTTT    118140

Approximate 3' limit of male recombination hotspot
                     T30C/A
5401   CCAACTCGAAGGATGACAGATGGGAATCACATGACTCTGGGGCTCCAGAGAATTGTGGGG    118200
                       A



5461   GCAGGGAATTTATTATTGCAGTTCCCATGATGAAGTATCTATGATGACAGAGAAGGGCTT    118260
                     ---------T5.5F------>

5521   TGGGTATGGGGCAGGAAGGAGACCAAGGCGGAGGAGACGCACAGAGGGACAAGCCTGAGG    118320
          <-------T5.6R-------

5581   GACGCTGGGACAGAAGCAAGCACTGGGATACTTGTTTTCACAATATCTTTTCCCTTCTAT    118380
                                                  ------T31FT/C----
           T31T/C
5641   TGTAGTTTTCTATTGTGTCTAGTACAGAGTGCACTCCATAAATACTTGTAAATTTGTACA    118440
             C         <-------T5.7R--------
       ------>
             <----------T31RT/C------

5701   TGTTATGATTTTGTTCTCACATCTAGCTCACCATGTCTCCTCTTTCTTCTTCCTCTGTGT    118500

5761   ATTCCTTACCTCTTCTCTCTCTGTGTGTCTGTCTCTCATTTCTTTCTCTTTTGCCCCTCC    118560

5821   TGGCATGCTTTCCCCTGACTTTGCGCTTCTCTGCACTCCTGGCTTGCTCCTCTGTTTCAC    118620

                                                               TAP2 exon 3 -->
5881   CCGCTGGCTTGCTCCTTCTCTGCATCTCCCTCCCCTCTTATTCTCCTACCCCACAGCTCA    118680

5941   CTGTCTGCAGGCTGCCGAGGAGGCTGCTTCACCTACACCATGTCTCGAATCAACTTGCGG    118740
                                                    ------T6.0F----

6001   ATCCGGGAGCAGCTTTTCTCCTCCCTGCTGCGCCAGGACCTCGGTTTCTTCCAGGAGACT    118800
       ---->
                       T32A/T
6061   AAGACAGGTGGGGCCTGGAGTCCAGGTCTGAGATTCCCATGGACATCCCTTGCCCCTCAG    118860
                         T

6121   TGACCTTCCACCCACAGCCTCTCCTCCTGCCTTCACCCGTATGCCAGGACCTGGGGATGC    118920

6181   TTTTCTCTTGTTTGGGACAGGGTGGAGAAGCAGCCTCCACTGTCCCTCTGCAAGTGAAGG    118980

6241   AGGATGTTCAGAGGAGGGGGCTGTGTCAGAGGGAACGGTCAGGAGGGAGTTTCTGGGGGC    119040

                                                         TAP2 exon 4 -->
6301   CCTGCAGTACACATGGTTTCCTTTTTCCTCACCTGCTCTGTCCTTCTTAGGGGAGCTGAA    119100

6361   CTCACGGCTGAGCTCGGATACCACCCTGATGAGTAACTGGCTTCCTTTAAATGCCAATGT    119160

6421   GCTCTTGCGAAGCCTGGTGAAAGTGGTGGGGCTGTATGGCTTCATGCTCAGCATATCGCC    119220

6481   TCGACTCACCCTCCTTTCTCTGCTGCACATGCCCTTCACAATAGCAGCGGAGAAGGTGTA    119280
                   --------T6.5F------>

6541   CAACACCCGCCATCAGGTGAGCGTGCATGTAAGGGAACCCCAAAGGGAGAATAAAACTGA    119340
                             <-------T6.6R-------

6601   CAGGTGAGGAGGCTTCCACATTTGTGGCTAGAGGATCCCCTAGAGAGAGATGTTCTCTTC    119400

           T33A/G       T34G/A
6661   TCAGCCATTAGGGGAGAAGGTATATTGTAGTATATACTACATTTTGTTTGTCCAGCCATC    119460
             G            A
                                                        T35+/-
6721   CAACAATGGATATTTGACTTCAGAAGATTCATGATTCTCCAGAACTGTAAACAAAAATGT    119520
                                                         ---

6781   AAAGTGTATGTGAAGGTATGGGGGAGGGAATAGGAAGGGGAGATGATAGGCGATGATAAC    119580

6841   TTTTCATTAGCTTCTCAAAGGAGTCTGTACATCCCCCGCCCCCACTGCGAAGATTAAAAA    119640

6901   TGGTTTCTTAGAGGCTTTTAGGCAGGGAGATTTTCCCTTTAAAATCAGCAGAAGAAGTCT    119700

6961   GGATGCAGCATAGGGAAAGGAGGCGTCATCAGGAAGTCCTAAGTCTGAATGTCAGCTCCA    119760
                          <------ T6.9R ------

7021   CCTTCTCTTTTTCTCTTATATTGTGGTAAAACATACATAACATAAAATTTACCATTTCAA    119820



                                                     T36aG/T   T36bG/A
7081   CCATTTGAAGTGTACAGTTCAGTGACATTTAGGAAACCCACATTGTTATTGGGTAGCCAT    119880
                                                           T  A
                                                              <---

7141   CATCACCATCCATCTCCAGAACTTTTTTCATCTTCCTAAAATGAAACTCTGTACCCACTA    119940
       ---T36bRG/A------

7201   AATAGTAACTGCCTACTACCCCCAACCCCTGGCCGCTGGCAACCTCCATTGTACCTTCTG    120000
                                          <------ T7.2R ------
                                         <------- T7.2R2 ----------
                            T37C/A
7261   TCTCCATGAATTGTGATGACTCCCGGTGCGGTACGTAAGTGGAACCATACAGTATTTGTC    120060
                              A     <------- T7.3R --------
                              <------T37RC/A ------

7321   TTTTTGTGACTGGCATATTTTACTTAGCGTAATGTCTTCAGGCCTCATCCATATTGTAGC    120120
                                               -------T7.4F------->

7381   ATGTGTTAGAATTTCCTCCCTTTTAAGGCTGAATAATATTCTGTTGTGTGCATATATCAC    120180

                                          T38G/A
7441   ATTTTGATTATCCATTCATCTGTCAATGGACATTTGCGTTGTTTCCACCTTTTGGCTGTT    120240
                 <------T7.5R---------      A

7501   GTGAATTATGCTGCTGTGGACATGAGTGTACACCTGTTTGAAACCCTGCTTTTGGTTCTT    120300
                <-----T7.5R2--------

7561   TTGGGTATATACTTAGAAGTGGAGCTGCTGGATCATATGGCAATTCTATTTAACAATTTT    120360

7621   TGAGGAACCATGTATTAGTCCATTTTTACGCTGCTGATAAAGACATACCCAAGATTGGGC    120420

                                                               T39-/+
7681   AATTTACAAAAGAAAGAGGTTTATTGGACTTACAGTTCCATGTGGCTGGGAAGACCTCAA    120480
                                                                  |+C
                                                                  <-

7741   ATCATGGCGGAAGGTGAAAGACACATTTCACATGGCAGCAGACAAGAGAAAAGACAGCTT    120540
       --- T39R-/+ --------

7801   GTGCAGGGGAATTCCCCTTTTTAAAACCATTATATCTCGTGAGACTTATTCAATATCACA    120600

7861   AGAACAGCATGGGAAAGACTTGCCCTCATGATTCAATTACCTCCTACCCAGTCCCTCCCA    120660
          --------T7.9F------>

7921   CAACACATGGGAATTCAAGATCAGATATGGGTAGGGACACAGCCAGATCGTATCAAACCA    120720

7981   CCATACAGTTTTCCATAGCGGCAGCACCATTTTAAATTCCCACCAGCAGTGCATAAGGTT    120780

8041   TCCAATTTCTCCACATCCTCATCAACACCACTTTCTGTTGTCTTTTTTTTTAATAGCCAT    120840
                       <-----T8.1R----------

8101   TCTAATGGTGATTAGGTGATTAGGATTATCTCATTGTGGTTTTGATTTGCATTTCCCTAA    120900

8161   TGATTAGTAAATATTGAGCATCTTTTCGTGTGATTTTGGCCACTTATGTTTCTTTCTTGA    120960

8221   AAGAATGTCTGCAAGTTCTTTGCCCATTTTCTGATTTTTTTTTAAGTTGTGGGAGTTCAC    121020

8281   TATATGTTTTGCCTATTAATTTCCTATCAGATATATGATTCACAAATATTTTCTTGTATT    121080

8341   TCATGGTTGCTTTTTCACTCTGTTGCTAGAGTTCTTTGATGCACAAACGTTTTAAATTCT    121140

8401   GATGAAGTCTGATTTATCTATTTTTTGTTGCCTGTGCGTTTGGTGTTATATCCAAGAAAT    121200

8461   CACTGCCAAATCTAGTGGCATGAGGCTTTTCTTCTACATTTTCCTAGGAGTTTTATAGTG    121260

8521   TTAGCTCTTATGTTTAGGCCTCTGATCCATTTGGAATTACATCTCCACCTTTCTTAACTA    121320
                                                              -----
                                        T40G/A
8581   TCTGTGGCTCCTTGGGAAAACTACCCTTCTTTCCTGATTCAGACACTGGGGATGGGAAAA    121380
       ---T8.6F------>                    A



8641   TTACCTCAAATGAAGGTTAAAAAAATTGCATGTATCTCCTATACTACCTAACACTGAGAG    121440
                                            <------T8.7R---------

8701   CTCAATAATATTTTGTTCCCTTGCTCCTTCACTCTTATTCCTTCTGGAAAGAAGAGTAAG    121500

8761   GAAGAGGGAGAGAAACAGTTTGGTATTTTTAGGTAGACTAGGGAGCATCTCACTGGCTGG    121560

8821   AGTAAGATGTGGGGGCCTGCTGTCTTTGCACATCAGCCCTGGTGTTTGCTGGCCCTCTTT    121620

            TAP2 exon 5 -->
8881   TCCAGGAAGTGCTTCGGGAGATCCAGGATGCAGTGGCCAGGGCGGGGCAGGTGGTGCGGG    121680

8941   AAGCCGTTGGAGGGCTGCAGACCGTTCGCAGTTTTGGGGCCGAGGAGCATGAAGTCTGTC    121740

9001   GCTATAAAGAGGCCCTTGAACAATGTCGGCAGCTGTATTGGCGGAGAGACCTGGAACGCG    121800

          T41G/A, replacement val/ile
9061   CCTTGTACCTGCTCGTAAGGAGGGTAAGATACCAGAGTGGTTGTGAAAGGAGCCCAGGAA    121860
                     A               ---------T9.1F----->

9121   AGGGGGAGGGCAAGGGAAGAGGAAACTACAGCTGGTTCTAGAGGCCTTTGCAGCTCAGTC    121920

9181   TCATAGAGGCAGAGAGGGGGAAAGAATGGGAAGATTCCCAGCCTCATCTCTTTCTTCTCC    121980

               TAP2 exon 6-->T42G/T, silent 
9241   TCTTCCAGGTGCTGCACTTGGGGGTGCAGATGCTGATGCTGAGCTGTGGGCTGCAGCAGA    122040
                             T

9301   TGCAGGATGGGGAGCTCACCCAGGGCAGCCTGCTTTCCTTTATGATCTACCAGGAGAGCG    122100

9361   TGGGGAGCTATGTGCAGGTGAGCGAGAAGCCAAGCCTGCTCTCCTTTTTTCCCTCTCTTT    122160

9421   TTCTTTGTGGACTCCTGGGCCTTGGGCTTTATTTGTTCTTTTTAACAATACAATACAAAA    122220

9481   CCAAAACCCGCAAGTAATTTTGCTATGGAGAATTTTAAACATATGCCAAAAATGAGACAA    122280

                            T43A/G
9541   AATAATATTACAAACTCACATGTATACATCCTGTGCTTTAACAATGATCAACTCATGCCC    122340
                              G
                                              T44A/C
9601   AATCTTGTTGGATCTGTATCCCCAGCCACTTCCCCCCACCCATATTATTCTGAAGCAAAT    122400
                                                C

9661   CCAAGATATTGTATACTTTCATCTGTAAATATTTCAGTATGTTTCTTAAAAATACAAACA    122460

9721   TCTTTAAAAGTGTATAACAACAAAGCCATTATCACACCAAAAAATTAACAGTAGTTCTTA    122520

                                      T45C/T
9781   AAATTTATCAAATAGTCAATTGTCAAATTTCCACTTGTGGTATCCATGTAGTATATGTGT    122580
                                        T  <---------T9.8R---------

end of region screened for polymorphism
       ----------------------------->
9841   ATGAGTGTGTTTATTATACTTTGCTTAAATCAGGATCCAGAAATGGTCCACATATTGTGA    122640
       ---
                                     <------T9.9R--------
9901   CTGGTTGATACATCTTTTAAGTCTGTCTGTCTATCTATCTATCCATCCATCTATCCATCC    122700

9961   ATCCACCCATCAATCCATGTATCTGTCTAAAAGTTTCCCTTGCACAGTTTATTTGTTGAA    122760



TAP2  allele-specific oligonucleotides.
TA1G    5' CCAGCCTGGCCAACATGG 3'  located in an Alu element, also shows a
                                  perfect match to positions 2482-2499 in
                                  a second Alu element

TA1T    5' CCAGCCTTGCCAACATGG 3'

TA2C    5' AAGATGGCGCCACTGCAT 3'

TA2T    5' AAGATGGTGCCACTGCAT 3'

TA3T    5' CTGTGTGTTCCATTGTTA 3'

TA3C    5' CTGTGTGCTCCATTGTTA 3'

TA4T    5' CTCTGGGTCAGGAAGGAT 3'

TA4A    5' CTCTGGGACAGGAAGGAT 3'

TA5G    5' AATTACTGTTCTAAACAG 3'

TA5A    5' AATTACTATTCTAAACAG 3'

TA6T    5' AGAACCAAAGCTCAGTAC 3'

TA6C    5' AGAACCAAAGCCCAGTAC 3'

TA7G    5' CAGTACGGGGCATTTCCC 3'

TA7C    5' CAGTACCGGGCATTTCCC 3'

TA8G    5' CCGCCTCGGCCTCCCAAA 3'

TA8A    5' CCGCCTCAGCCTCCCAAA 3'

TA9A    5' ACAGATAAAGTTGCCCTT 3'

TA9C    5' ACAGATACAGTTGCCCTT 3'

TA10C   5' AAGGCCTTGGCTGGGGAA 3'

TA10T   5' AAGGCCTTGGTTGGGGAA 3'

TA11G   5' TGGGGAAGCGAAAGCGAA 3'

TA11A   5' TGGGGAAACGAAAGCGAA 3'

TA12T   5' GCAGAAGTCCCCGGAGCT 3'

TA12C   5' GCAGAAGCCCCCGGAGCT 3'

TA13G   5' CAACAGGGACGCAGCCCA 3'

TA13A   5' CAACAGGAACGCAGCCCA 3'

TA14A   5' ATAGGATAAAATGAGAAG 3'

TA14G   5' ATAGGATGAAATGAGAAG 3'

TA15G   5' GGGCCTGGGCACCAGCAC 3'

TA15C   5' GGGCCTGCGCACCAGCAC 3'

TA16G   5' GGTAGGTGGTGGGCAGCT 3'

TA16A   5' GGTAGGTAGTGGGCAGCT 3'

TA17A   5' GTCTCAGATGGAATGTCT 3'

TA17G   5' GTCTCAGGTGGAATGTCT 3'



TA18T   5' GTCACTCTCTCAGGATGG 3'

TA18C   5' GTCACTCCCTCAGGATGG 3'

TA19C   5' TCTCCCTCTCACTCTTCT 3'

TA19T   5' TCTCCCTTTCACTCTTCT 3'

TA20TAA 5' ATCTTGCTAATCCCTGAA 3'

TA20TAG 5' ATCTTGCTAGTCCCTGAA 3'

TA20CAA 5' ATCTTGCCAATCCCTGAA 3'

TA20CAG 5' ATCTTGCCAGTCCCTGAA 3'

TA21C   5' CCTTTCTCTTTCTAGACA 3'

TA21T   5' CCTTTCTTTTTCTAGACA 3'

TA22A   5' TTACCCAAATCCCAGCCG 3'

TA22G   5' TTACCCAGATCCCAGCCG 3'

TA23C   5' CTACAGTCGTGCACTGCA 3'

TA23T   5' CTACAGTTGTGCACTGCA 3'

TA24T   5' ATAACGATGTTTAGGTCA 3'

TA24A   5' ATAACGAAGTTTAGGTCA 3'

TA25C   5' GTGCAGTCATATGTTGTA 3'

TA25T   5' GTGCAGTTATATGTTGTA 3'

TA26T   5' GGAGCAATAGGCTAAACT 3'

TA26A   5' GGAGCAAAAGGCTAAACT 3'

TA27G   5' ATACAACGATGAAACCAT 3'

TA27A   5' ATACAACAATGAAACCAT 3'

TA28C   5' CATCTAACGACACATTTC 3'

TA28T   5' CATCTAATGACACATTTC 3'

TA29ATT 5' TCTGACTATTCCAAACGC 3'

TA29ATC 5' TCTGACTATCCCAAACGC 3'

TA29CTT 5' TCTGACTCTTCCAAACGC 3'

TA29CTC 5' TCTGACTCTCCCAAACGC 3'

TA30C   5' AGGATGACAGATGGGAAT 3'

TA30A   5' AGGATGAAAGATGGGAAT 3'

TA31T   5' TTGTAGTTTTCTATTGTG 3'

TA31C   5' TTGTAGTCTTCTATTGTG 3'

TA32A   5' GGCCTGGAGTCCAGGTCT 3'

TA32T   5' GGCCTGGTGTCCAGGTCT 3'

TA33A   5' CTCAGCCATTAGGGGAGA 3'

TA33G   5' CTCAGCCGTTAGGGGAGA 3'



TA34G   5' GGAGAAGGTATATTGTAG 3'

TA34A   5' GGAGAAGATATATTGTAG 3'

TA35+   5' CTGTAAACAAAAATGTAA 3'

TA35-   5' AACTGTAAAAAATGTAAA 3'

TA36GG  5' TTGGGTAGCCATCATCAC 3'

TA36GA  5' TTGGGTAACCATCATCAC 3'

TA36TG  5' TTGGTTAGCCATCATCAC 3'

TA36TA  5' TTGGTTAACCATCATCAC 3'

TA37C   5' TGACTCCCGGTGCGGTAC 3'

TA37A   5' TGACTCCAGGTGCGGTAC 3'

TA38G   5' CATTTGCGTTGTTTCCAC 3'

TA38A   5' CATTTGCATTGTTTCCAC 3'

TA39-   5' AGACCTCAAATCATGGCG 3'

TA39+   5' GACCTCACAATCATGGCG 3'

TA40G   5' CTTTCCTGATTCAGACAC 3'

TA40A   5' CTTTCCTAATTCAGACAC 3'

TA41G   5' CCTGCTCGTAAGGAGGGT 3'

TA41A   5' CCTGCTCATAAGGAGGGT 3'

TA42G   5' ACTTGGGGGTGCAGATGC 3'

TA42T   5' ACTTGGGTGTGCAGATGC 3'

TA43A   5' CACATGTATACATCCTGT 3'

TA43G   5' CACATGTGTACATCCTGT 3'

TA44A   5' CCCACCCATATTATTCTG 3'

TA44C   5' CCCACCCCTATTATTCTG 3'

TA45C   5' ATTTCCACTTGTGGTATC 3'

TA45T   5' ATTTCCATTTGTGGTATC 3'


