Methods S1. Material and Methods.
Long range PCR amplifications did not always yield single products, but instead showed one bright band and multiple fainter bands of varying size on 0.8% TBE gels run for ~3hrs at 130V. Since the target size of products was expected to vary widely (for example the alleles that we identified varied from 7 to 17 terminal repeats; thus differing by 840bp in size), we chose the brightest band as our target.
In addition to the data reported here, we tested eight additional Pan samples, which either did not yield enough PCR product for downstream steps, failed completely in cloning, or produced non-alignable or non-reproducible sequences. The non-reproducible sequences appeared to be recombinant sequences; either produced by in vitro recombination during PCR or due to mismatch-repair of heteroduplex molecules during cloning [1-6]. For the individuals which produced reliable data, the total number of successfully sequenced clones per individual ranged from five to 24 (average = 13), whereas the final number of clones per allele, after exclusion of the cloning artefacts, ranged from four to 20. All DNA sequences in our final data set were observed in at least four clones from two independent initial PCRs or in five clones from one initial PCR (Table S3). In order to avoid the possibility of misidentifying potential artefacts (recombinant sequences) of an allele from this highly repetitive locus as a real allele, putative second alleles from individuals judged as apparently heterozygous according to the results of the direct sequencing were only accepted as real, if the DNA sequence was identified in at least five clones stemming from two independent PCRs.
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