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Supplemental Table S1: The 16 population BWT partitions, based on sequence suffix. Total
number of sequences, length, BWT size, index size, and memory usage are given.

Supplemental Table S2: 1000GP population BWT server performance comparison for different
values of k returning either matching read counts, matching read sequences, or read meta-data
running on the internal network at the Wellcome Trust Sanger Institute.

Supplemental Table S3: Results for 1000GP population BWT SNP and indel genotyping for
[bookmark: _GoBack]different size k-mers for all chromosome 20 sites compared to the 1000GP Illumina Omni chip
and Genome in a Bottle (indels, NA12878), respectively.

Supplemental Table S4: Genes overlapped by not supported 31-mers in GRCh37 and/or
GRCh38. Only genes were selected for which a region annotated as CDS in GENCODE 19 (for
GRCh37) and/or GENCODE 23 (for GRCh38) was hit by a 31-mer.

Supplemental Table S5: CPU wall-clock comparison of SNP genotyping for NA12878 using the
two alignment based approaches vs. the 100GP population BWT. For the 1000GP BWT, all of
the 2,705 samples in the BWT were genotyped.

Supplemental Table S6: 31-mers sampled from error corrected Illumina platinum genomes
reads from NA12877 (sample not of the 1000BP BWT) and NA12878. Ten random sets of 1.6M
31-mers were queried and matching read counts returned and binned at different matching read
count levels (log10 scale).

‘Supplemental materials for:

Usingreference-fre compressed datastructures 0 anlyse

Sequencng reads from thousands of human genomes
[T AP p———
ket Dt e A Wy, T K

Wlkome T S, i ol CHIO TS UK
e s e Mo b OO 50,06
"o o R i O MSG 00,

[ —

Lra—



