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Supplementary figure 1. Plots depicting the classification accuracy of Eu-Detect with various combinations of
'cumulative sequence count' (40K, 50K, 60K, 70K, 80K) and 'coverage threshold' (20%, 30%, 40%, 50%, 60%, 70%,
80%). While blue bars represent Eu-Detect's average classification accuracy with eukaryotic data sets, red bars represent
Eu-Detect's classification accuracy with prokaryotic data sets.
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Note:

& Classification accuracy: For a data set containing prokaryotic or eukaryotic sequences, classification accuracy is defined as the
percentage of sequences correctly classified by Eu-Detect as prokaryotic or eukaryotic respectively.

& Cumulative sequence count: The total number of sequences in a set of clusters identified as having the least distance to the vector
corresponding to a query sequence.

& Coverage threshold: The percentage of eukaryotic sequences in the set of clusters identified as having the least distance to the
vector corresponding to a query sequence.



Eukaryotic genomes used for clustering, as well as, for
generating training data set sequences

Eukaryotic genomes used for generating test data sets

Micro-eukaryotes Micro-eukaryotes
1) Plasmodium falciparum 3D7 1) Theileria parva strain Muguga

2) Cryptosporidium parvum Iowa II 2) Leishmania infantum JPCM5

3) Dictyostelium discoideum AX4 3) Trypanosoma brucei TREU927

Fungi Fungi
1) Scheffersomyces stipitis CBS 6054 1) Saccharomyces cerevisiae S288c

2) Magnaporthe oryzae 70-15 2) Podospora anserina

3) Debaryomyces hansenii 3) Encephalitozoon cuniculi

4) Candida dubliniensis CD36 4) Schizosaccharomyces pombe

5) Pichia pastoris GS115 5) Candida glabrata

6) Zygosaccharomyces rouxii CBS732 6) Ashbya gossypii ATCC 10895

7) Kluyveromyces thermotolerans strain CBS 6340 7) Candida glabrata CBS 138

8) Encephalitozoon intestinalis ATCC 50506 8) Kluyveromyces lactis NRRL Y-1140

9) Penicillium chrysogenum Wisconsin 54-1255 9) Debaryomyces hansenii CBS767

10) Gibberella zeae PH-1 10) Yarrowia lipolytica CLIB122

11) Aspergillus nidulans FGSC A4 11) Cryptococcus neoformans var. neoformans JEC21

12) Neurospora crassa OR74A 12) Aspergillus fumigatus Af293

13) Ustilago maydis 521 13) Candida albicans

Plants Plants
1) Arabidopsis thaliana 1) Gossypium hirsutum

2) Arachis duranensis 2) Hordeum vulgare

3) Asparagus officinalis 3) Medicago truncatula

4) Beta vulgaris 4) Musa acuminata

5) Brassica rapa 5) Oryza sativa

6) Carica papaya 6) Phaseolus vulgaris

7) Chlamydomonas reinhardtii 7) Solanum lycopersicum

8) Citrus clementina 8) Sorghum bicolor

9) Coffea arabica 9) Vitis vinifera

10) Glycine max 10) Zea mays

Higher Eukaryote Higher Eukaryote
1) Homo sapiens 1) Mus musculus

Supplementary table 1. List of eukaryotic genomes used for creating training and testing data sets
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Supplementary table 2. Classification accuracy of Eu-Detect using various combinations of 'cumulative sequence count'
(40K, 50K, 60K, 70K, 80K) and 'coverage threshold' (20%, 30%, 40%, 50%, 60%, 70%, 80%). The four tables A-D show
results obtained with Sanger, 454-400, 454-250 and 454-100 training data sets, respectively
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Results shown in these tables were generated using a cluster database built using genomic fragments of length
1000 bp

Classification accuracy: For a data set containing prokaryotic or eukaryotic sequences, classification accuracy is defined
as the percentage of sequences correctly classified by Eu-Detect as prokaryotic or eukaryotic respectively.

Cumulative sequence count: The total number of sequences in a set of clusters identified as having the least distance to
the vector corresponding to a query sequence.

Coverage threshold: The percentage of eukaryotic sequences in the set of clusters identified as having the least
distance to the vector corresponding to a query sequence.

In these tables, numbers highlighted in red font indicate the threshold values of 'cumulative sequence count' and
'coverage threshold' using which Eu-Detect achieves the highest classification accuracy for both prokaryotic and
eukaryotic data sets.



Supplementary table 3. Classification accuracy of Eu-Detect using various combinations of 'cumulative sequence count'
(40K, 50K, 60K, 70K, 80K) and 'coverage threshold' (20%, 30%, 40%, 50%, 60%, 70%, 80%). The four tables A-D show
results obtained with Sanger, 454–400, 454–250 and 454–100 training data sets, respectively
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Results shown in these tables were generated using a cluster database built using genomic fragments of length
500 bp

Classification accuracy: For a data set containing prokaryotic or eukaryotic sequences, classification accuracy is defined
as the percentage of sequences correctly classified by Eu-Detect as prokaryotic or eukaryotic respectively.

Cumulative sequence count: The total number of sequences in a set of clusters identified as having the least distance to
the vector corresponding to a query sequence.

Coverage threshold: The percentage of eukaryotic sequences in the set of clusters identified as having the least
distance to the vector corresponding to a query sequence.

In these tables, numbers highlighted in red font indicate the threshold values of 'cumulative sequence count' and
'coverage threshold' using which Eu-Detect achieves the highest classification accuracy for both prokaryotic and
eukaryotic data sets.



Supplementary table 4. Classification accuracy of Eu-Detect using various combinations of 'cumulative sequence count'
(40K, 50K, 60K, 70K, 80K) and 'coverage threshold' (20%, 30%, 40%, 50%, 60%, 70%, 80%). The four tables A-D show
results obtained with Sanger, 454–400, 454–250 and 454–100 training data sets, respectively
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Results shown in these tables were generated using a cluster database built using genomic fragments of length
250 bp

Classification accuracy: For a data set containing prokaryotic or eukaryotic sequences, classification accuracy is defined
as the percentage of sequences correctly classified by Eu-Detect as prokaryotic or eukaryotic respectively.

Cumulative sequence count: The total number of sequences in a set of clusters identified as having the least distance to
the vector corresponding to a query sequence.

Coverage threshold: The percentage of eukaryotic sequences in the set of clusters identified as having the least
distance to the vector corresponding to a query sequence.

In these tables, numbers highlighted in red font indicate the threshold values of 'cumulative sequence count' and
'coverage threshold' using which Eu-Detect achieves the highest classification accuracy for both prokaryotic and
eukaryotic data sets.



Supplementary table 5. Classification accuracy of Eu-Detect algorithm observed with cluster databases built using
genomic fragments of length 1000 bp, 500 bp and 250 bp. Accuracy values given in this table were obtained at optimal
threshold values identified for 'cumulative sequence count' and 'coverage threshold

Training data set Classification accuracy with
Prokaryotic data sets with
clustered database built using
genomic fragments of length

Classification accuracy with
Eukaryotic data sets with

clustered database built using
genomic fragments of length

Average classification accuracy
with all data sets with clustered
database built using genomic

fragments of length

1000 bp 500 bp 250 bp 1000 bp 500 bp 250 bp 1000 bp 500 bp 250 bp

Sanger 90.97 68.66 58.52 90.77 67.49 57.89 90.87 68.08 58.21

454-400 87.72 67.7 56.5 86.09 67.84 56.05 86.91 67.77 56.28

454-250 82.58 63.94 62.1 83.93 68.17 62.23 83.26 66.05 62.17

454-100 79.58 63.4 55.56 80.53 62.48 55.71 80.05 62.94 55.64

Average 85.21 65.93 58.17 85.33 66.5 57.97 85.27 66.21 58.08


	Eu-Detect: An algorithm for detecting eukaryotic sequences in metagenomic data sets

