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Following the publication of the original article [1], the authors identified that legends
of Figs. 8 and 9 were swapped. Below the legends are correctly related to the figures.The
original article [1] has been corrected.

©The Author(s) 2023. Open Access This article is licensed under a Creative Commons Attribution 4.0 International License, which permits
use, sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original
author(s) and the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third
party material in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the mate-
rial. If material is not included in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or
exceeds the permitted use, you will need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdo-
main/zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.


http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s12859-023-05313-0&domain=pdf
http://orcid.org/0000-0001-9767-8392
http://orcid.org/0000-0001-6156-9186
http://orcid.org/0000-0003-1308-8008
https://doi.org/10.1186/s12859-022-05121-y
https://doi.org/10.1186/s12859-022-05121-y
https://doi.org/10.1186/s12859-022-05121-y
https://doi.org/10.1186/s12859-022-05121-y

Krinos et al. BMC Bioinformatics (2023) 24:185

Sampling point
1

4p>ooo

2
3
4
5

Family

W Bacillariaceae

I Chaetocerotales
Corethraceae

M Coscinodiscaceae
Cyclophoraceae

I cymatosiraceae
Odontellaceae

1 Fragilariaceae

M Hemiaulaceae

M Leptocylindraceae

Skeletonema grethea

A B
Classification v =
064 O Other °
O Ciliophora 1e+07- L 4
O Haptophyta
S O Chlorophyta
S © Ochrophyta _
3 @ Dinoflagellata IN
® O Thalassiosira S ®
% © Skeletonema =
2044 ® Bacillariophyta s
c o
K '3
M 3
< £ 14061
‘8 ¥
© £
° 3
2 Q
° a
o 024 e
° w
s 3
£ (3
= -
g 2 1e+05-
o &
o
0.0
00 01 02 03 04 1e+06 1e+07 1e+08
Proportion of raw reads in Alexander et al. (2015) Raw reads mapped in Alexander et al. (2015)
Cc D
ﬁ o Alexander (2015) Krinos (2022)
o
[ N 1.00
g v
£
M
s 0.4 3
T la o 8075
- A =~
2 o
g |e g
[°N
©
E o £
o |m « 050
5 VS - °
2 024 pecies c
9 B o
] Skeletonema costatum B
n Skeletonema dohrnii o
5 Skeletonema marinoi | &
o Q025
£ o
Q
o
3
o

°

o

o

@ Skeletonema menzelii

o

O Skeletonema japonicum
.

0.04 Unknown
s & I 2 9w w 9 ®» 9 w 0.00
s g & & g § 82 5 g 9 — s
s °© o ° @ g 8 & & 3 ST Ss2 S3 sS4 S5

Proportion Skeletonema raw reads, Alexander (2015)

M Lithod
Stephanopyxidaceae
[ Amphipleuraceae
[l Stauroneidaceae
B Rhizosoleniaceae
B Stephanodiscaceae
Striatellaceae
M Thalassionemataceae
Catenulaceae
B Skeletonemataceae
B Thalassiosiraceae
[ Triceratiaceae
M Staurosiraceae
Licmophoraceae
Il Unknown
Other

Fig. 8 Narragansett Bay dataset from Alexander et al. (2015) [23] assembled using eukrhythmic. A

The correspondence between the proportion of total raw reads in (y) this study vs. (x) [23]. Each point
represents a sampling time, and Bacillariophyta aggregates all non-Skeletonema and non-Thalassiosira
diatoms. B Family-level taxonomic breakdown of [23]'s raw read mapping (left) as compared to this study.

C Log-normalized raw reads mapped to each taxonomic family compared between the two studies. D
Skeletonema species represented in the eukrhythmi c reassembly representing some of the diversity within

this genus known to show seasonal dominance in Narragansett Bay
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Fig. 9 Tara Oceans reassemblies using eukrhythmi c (Carradec et al. (2018) [22]). A Map showing the
locations of reassembled Tara Oceans samples. Boxes over regions are expanded in Panels Band C. B
Mediterranean Sea samples. Numbers indicate Tara Oceans stations. C Southern Ocean samples. As in Panel
B, numbers indicate Tara Oceans stations. D between-assembler overlap of the reads assigned to coding
sequences. The x-axis indicates the annotations assigned to each of the coding sequences, and the y-axis
shows the between-sample sum of reads assigned to coding sequences for that category. E Fraction of
coding sequences that did or did not have a match to the MATOU database. Shades of blue indicate coding
sequences recovered only by this study. The top segment indicates coding sequences without functional

or taxonomic annotations, following by the proportion of sequences with functional and taxonomic
annotations (“ft"), the proportion with only functional annotations (“f"), and the proportion with only
taxonomic annotations (“t"). The same is shown in shades of orange for the assembld coding sequences from
this study that did have a significant match to the MATOU database. The y-axis shows the color-coded Tara
Oceans sample. F: The fraction of TPM assigned to coding sequences with recovered taxonomic annotations.
These are from the “Not in MATOU"“ft"and “t" bars in Panel E. Dinoflagellated dominate many of the Southern
Ocean samples, particularly for those coding sequences which could not be taxonomically annotated
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