Supplementary Table 1. Mapping quality controls . Columns are: ‘participant’, the anonymized participant identifier; timepoint’, the
time point at the blood draw; ‘input_nb’, the total number of deep-sequencing fragments; ‘input_len’, the total length in nucleotides
of the paired-ended fragment; ‘map_unique’, the number of uniquely mapped fragments (mapped to a unique genetic locus);
‘map_unique_pct’, the percentage of; ‘map_len’, the average length of maps in nucleotides; ‘map_multiple’, the number of
fragments that did not uniquely map but mapped to at most ten loci; ‘map_multiple_pct’, the percentage of; ‘pct_good’, the
percentage of fragments that mapped to at most ten loci (= map_unique_pct + map_multiple_pct); ‘map_multiple_too_manypct’,
the percentage of fragments that mapped to more than ten loci (unspecific mapping); ‘too_short_pct’, the percentage of fragments
whose mapping length was too short (<30 nucleotides; fortuitous but short sub-sequence match); ‘other_pct’, the percentage of
unmapped fragments for other reasons than specificity or length.
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