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Supplementary Methods 

 

Amplification of TAP1 and TAP2 

All primers for PCR and sequencing of TAP1 and TAP2 were selected according to 

published sequence data from the Gene Bank (accession number X66401). 

Oligonucleotide sequences for PCR and sequence analyses are given in 

Supplementary Table S1. TAP1 exons 4-6 (oligonucleotides TAP1 start-1 and 

TAP1 end-1), TAP1 exons 7-10 (TAP1 start-2 and TAP1 end-2), TAP2 exons 5-6 

(oligonucleotides TAP2 start-1 and TAP2 end-1), and TAP2 exons 7-11 

(oligonucleotides TAP2 start-2 and TAP2 end-2), respectively, were amplified in 

independent PCR reactions as follows: 0.2 μg of DNA were used in a 50 μl PCR 

reaction mixture, 200 μM of each dNTP (Pharmacia, Germany), 400 nM of each 

primer, and 2.5 μl ELONGASE DNA polymerase (Invitrogen, Germany). For the 

different primer pairs ELONGASE Buffer A or B, and additional MgCl2 were added 

according to Supplementary Table S2. The PCR reaction was performed according 

to the general protocol with an initial denaturation at 94°C for 5 min, followed by 35 

cycles of 94°C for 40 sec, appropriate annealing temperature for 30 sec, and 68°C 

for appropriate extension time, and a final extension at 68°C for 10 min. Missing 

values are given in Supplementary Table S2. To distinguish between TAP1-

A1/TAP1-B1 and TAP1-C1/TAP1-D1 heterozygotes (indistinguishable by sequence 

analysis), TAP1 oligonucleotides were used specific for nucleotide polymorphisms 

at AS position 333 and 637 (Supplementary Table S1A). TAP2 oligonucleotides, 

specific for the nucleotide polymorphisms at AS position 386 and 687, were used 

to distinguish between TAP2-A/TAP2-Bs and TAP2-As/TAP2-B heterozygotes. 
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PCR products were analyzed by separating 5μl on a 1% agarosegel, stained with 

ethidiumbromid and visualized on a UV-transilluminator.  

Sequencing of TAP1 and TAP2  

After strand separation, sequence analysis was performed with an automated 

sequencer A.L.F. Express II according to manufacturers instruction (Pharmacia, 

Germany) and described more detailed elsewhere 38. All used CY5-labled 

oligonucleotides were given in Supplementary Table S1B. 

Pathogen detection 

HPV in DNA-samples was identified using the methods described by Gravitt et al. 

15. The region L1 of the viral genome was amplified using the 

PGMY11/PGMY09/HMB01 primer system as outer primers, GP05/06 in the nested 

PCR as inner primers. Amplification of the ß-globin gene using oligonucleotides 

GH20 and PC04 served as internal control. DNA of the cell lines HeLa and Caski 

served as positive controls. For evaluation of H. pylori infections we used the 

detection method described by Chisholm et al. 13,14, DNA isolated from stool 

samples of infected individuals served as positive controls. 

 

 


