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Unfiltered Kraken
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Read Filtered Kraken (500 read minimum)
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Contig Coverage Following MetaSPAdes Assembly
n=99 simulated metagenomes
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Spades Contig Coverage Threshold vs Genus Performance
n=99 simulated metagenomes
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Taxon Reads vs Classification Accuracy

2?5 5?0 7?5 10.C
Log Number of Taxon Reads

B Unigue Kmer Counts vs Classification Accuracy C

20~

10-

O-

K-mer Coverage vs Classification Accuracy
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Contig Length (log2)

MetaSPAdes Contig Characteristics vs Kraken Detection Status
008v Dataset — 17693 Contigs — 0.2 Confidence — PPV = 0.826

°
°
°
°
°
°
[ J
°
°
:
(]
[
°
o ©
%80
®e
e
16| .'
" @ ® e®
Yl L5 o.‘:: ¢
s &°
{4
[P} ) [ ] ®
°
e = “ (4 °
® ¢
D' }Q ® © @ N g ¢ ‘ ©
@ o _@ o . .
% %R \, % o0 o st RRD o
> \ @ \io‘\ds‘ R p :
\ \ \\\\\ ° ®
°
°
°
e o
°
°%
°
°
@ °
X °

0.015625 0.125000 1.000000
Contig Coverage (log2)

8.000000

detection_status

© Bacterial_False_Positive
Bacterial_True_Positive

® Viral_True_Positive



Number of Bacterial Reads (million)

N
o

w
o
1

N
o
1

—
o
1

o

Simulated Metagenomes Summary
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