


further analysis. Because 454 pyrosequencing reads inherently have frequent miscalls of
the number of mononucleotide tracts (5), length disagreements were overridden by
Illumina reads upon�8� coverage (1,602 sites) using an available Perl script (http://
cse.fra.affrc.go.jp/ksaitoh/script/OverrideSeqs.pl). These length disagreements were de-
tected by mapping Illumina paired-end reads (2� 71 to 73 bp, with insert lengths of
�800 bp) onto the 454 scaffolds by Bowtie 2 (version 2.1.0) (6). The improved 454
scaffoldsand contigs were then bridged by Illumina paired-end reads with SSPACE-
basic (version 2.0) (7) with the options -k 5 -a 0.7 -x 1 -m 50 -o 10 -t 12 -r 0.8. Gaps were
“lled with the Illumina reads by GapFiller (version 1.10) (8) with the options -m 30 -o
2 -r 0.7 -n 10 -d 50 -t 10 -g 0 -T 4 -i 1.

As a result, 13,538 contigs (N50, 15,437 bp) with 62,124,971 bp in total were ob-
tained. Bridging these contigs yielded 2,930 scaffolds (�500 bp) totaling 62,842,229 bp
in length (N50, 89,610 bp), but some of those were derived from the plastid and
mitochondrion of T. laevis(3) or bacteria in the culture. To clean these, the scaffolds
were further classi“ed based on 4-bp nucleotide frequency using principal-component
analysis and t-SNE (9, 10). Finally, a total of 902 scaffolds were collected as those of the
T. laevisnuclear genome, totaling 42,573,571 bp with anN50 value of 83,218 bp and a
G�C content of 51.3%. The genome sequence quality was assessed by Benchmarking
Universal Single-Copy Orthologs (BUSCO) (version 4.0.5) (11) with a stramenopile set of
100 single-copy orthologs (stramenopiles_odb10), and 83% of those orthologs were
completely captured.

Data availability. The genome sequence ofT. laevishas been deposited at the
DDBJ under the accession numbersBLQM01000001to BLQM01000902. Raw data are
available in the DDBJ Read Archive with the accession numbersDRR213786to
DRR213791,DRR213793to DRR213797, andDRR214684to DRR214685.
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