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ARTICLE INFO ABSTRACT

Article history: I1S1548, a 1316-bp element of the ISAs1 family affects the expres-
Received 28 November 2019 sion of several genes of the opportunistic pathogen Streptococcus
Received in revised form 12 December 2019 agalactiae. Furthermore, certain lineages of S. agalactiae are more

Accepted 18 December 2019

Available online 31 December 2019 frequently associated to particular diseases than other [1, 2]. We

took advantage of the release of the genome sequences of a huge
number of epidemiologically unrelated S. agalactiae strains of

ﬁggferise'neﬁc element various origin to analyze the prevalence of IS1548 among S. aga-
1SAsT family lactiae strains. To this end, S. agalactiae genome available at the
Multi locus sequence typing National Center for Biotechnology Information (NCBI) database
Sequence type were blasted with IS1548 DNA sequences. A sequence type (ST),
Clonal complex based on the allelic profile of seven housekeeping genes, was
Population structure assigned to each strain possessing 1S1548. These strains were then

grouped into clonal complexes (CCs). The data obtained will give
the opportunity to compare the sequenced genomes of S. aga-
lactiae based on their lineage and/or possession of 1S1548, and to
select the corresponding strains for comparative experimental
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studies. The data is related to the research article « Dual and
divergent transcriptional impact of IS1548 insertion upstream of
the peptidoglycan biosynthesis murB gene of Streptococcus aga-
lactiae” [2].
© 2019 The Author(s). Published by Elsevier Inc. This is an open
access article under the CC BY-NC-ND license (http://
creativecommons.org/licenses/by-nc-nd/4.0/).

Specifications Table

Subject
Specific subject area
Type of data

How data were acquired

Data format
Parameters for data
collection

Description of data
collection
Data source location

Data accessibility
Related research article

Microbiology

Bacterial population structure and dynamics

Raw: Figs. 1-9

Raw: Table 1

BlastN program (https://blast.ncbi.nlm.nih.gov/)

MLST program (http://pubmlst.org/sagalactiae/)

g0eBURST software (http://www.phyloviz.net/goeburst/)

Raw

All the Streptococcus agalactiae genome sequences available as whole genome contigs or as
complete genome sequences at the National Center for Biotechnology Information database
on January 19, 2018 were analyzed

Bioinformatic analyses of the above cited genomes by the BlastN program, the MLST
program and the goeBURST software

Institution: University of Tours

City/Town/Region: Tours

Country: France

With the article

Sarah Khazaal, Rim Al Safadi, Dani Osman, Aurelia Hiron, Philippe Gilot,

Dual and divergent transcriptional impact of IS1548 insertion upstream of the peptidoglycan
biosynthesis murB gene of Streptococcus agalactiae, Gene, 720, https://doi.org/10.1016/j.
gene.2019.144094

Value of the Data

e AsIS1548 plays a critical role in the evolution, the virulence and the host adaption ability of Streptococus agalactiae [1, 2], it
is important to know which sequenced strains in the huge collection of the NCBI harbor (or not) this IS. It is also useful to
know to which sequence type and clonal complex belong these strains as certain lineages of S. agalactiae are more
frequently associated to particular diseases than other.

e Researchers involved in the study of: virulence and host adaptation mechanisms of S. agalactiae, of mobile genetic ele-
ments, of bacterial population structure and dynamics, and of S. agalactiae typing, can benefit from these data.

o The data gives the possibility to compare the sequenced genomes of Streptococcus agalactiae strains, available at the NCBI
database, based on their lineage and/or possession of 1S1548.

e The data allows the selection of sequenced strains based on their lineage and/or possession of IS1548 for comparative

experimental studies.

1. Data description

One hundred and twenty-one S. agalactiae strains with IS1548 positive blastN similarity finding
were identified among the 911 strains whose genomes where sequenced and available at the NCBI
database on January 19, 2018 [2]. The dataset comprises the analysis of the Multi Locus Sequence type
of these strains with the MLST program (Table 1) and their classification in clonal complex with the
goeburst software (Figs. 1-9), respectively.
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Table 1
Raw data of the Multi Locus Sequence Typing profiles of Streptococcus agalactiae strains possessing 1S1548, obtained by sub-
mitting their sequenced genomes to the MLST database®.

Strain adhP pheS atr glnA sdhA glcK tkt ST
351521 1 1 3 1 1 2 2 2
418136 1 1 3 2 2 2 2 19
446329 1 1 3 2 2 2 2 19
0506A_35_952 13 3 1 3 1 1 1 22
112469214 _isolate1 13 3 1 3 1 1 1 22
2603V/R 1 1 3 2 2 2 9 110
357_SAGA 13 3 1 3 1 1 1 22
986_SAGA 156 1 3 2 2 2 2 853
B37VS 1 1 43 2 2 2 2 335
B41Vs 116 1 4 1 3 3 2 652
B81VD 1 1 3 4 2 5 2 106
B848 1 1 3 2 2 2 2 19
BI6V 2 1 1 2 1 1 1 17
BE-PW-051 1 1 3 2 2 2 2 19
BE-PW-095 1 1 3 2 2 2 2 19
BG-NI-012 1 1 3 2 2 2 2 19
BSU167 1 1 3 2 2 2 2 19
BSU174 10 1 12 1 3 2 2 41
BSU188 5 4 6 3 2 1 3 23
BSU442 13 3 1 3 1 1 1 22
BSU447 1 1 3 2 2 2 2 19
BV3L5 1 1 3 2 2 2 9 110
CCUG 19094 1 1 3 2 2 2 2 19
CCUG 24810 1 1 3 2 2 2 2 19
CCUG 37737 1 1 3 2 2 2 2 19
CCUG 37738 1 1 3 2 2 2 2 19
CCUG 37741 1 1 3 2 2 2 2 19
CCUG 37742 1 1 3 2 2 2 2 19
CCUG 44077 1 1 2 1 1 2 2 1
CCUG 44104 1 1 3 2 2 2 2 19
CCUG 45061 1 1 3 2 2 2 2 19
CZ-NI-002 1 1 3 2 2 2 2 19
CZ-NI-003 1 1 3 2 2 2 2 19
DE-NI-007 1 1 3 2 2 2 2 19
DE-NI-041 1 1 3 4 2 5 2 106
DE-NI-042 1 1 3 2 2 2 2 19
DK-NI-011 1 1 3 2 2 2 2 19
DK-PW-060 1 1 3 2 2 2 2 19
DK-PW-066 1 1 3 2 2 2 2 19
DK-PW-162 1 1 3 2 2 2 2 19
DML120817 1 1 3 2 2 2 2 19
ES-PW-008 1 1 3 2 2 2 2 19
ES-PW-033 1 1 3 2 2 2 2 19
ES-PW-063 1 1 3 2 2 2 2 19
ES-PW-085 1 1 3 2 2 2 2 19
ES-PW-118 1 1 3 2 2 2 2 19
ES-PW-156 1 1 3 2 2 2 2 19
FSL F2-338 13 3 1 3 1 1 1 22
FSL S3-003 1 1 3 2 2 2 2 19
FSL S3-005 13 3 1 3 1 1 1 22
FSL S3-268 13 3 1 3 1 1 1 22
FSL S3-337 1 1 3 2 2 2 2 19
GB00092 1 1 3 2 2 2 2 19
GB00174 13 3 1 3 1 1 1 22

(continued on next page)



Table 1 (continued )
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Strain adhP pheS atr glnA sdhA glcK tkt ST
GB00264 9 1 4 1 3 3 2 10
GB00543 1 1 3 2 2 2 7 36
GB00561 1 1 3 2 2 2 2 19
GB00653 10 1 4 1 3 3 2 12
GB00663 1 1 3 2 2 2 2 19
GB00864 9 1 4 1 3 3 2 10
GB00865 1 1 3 2 2 2 2 19
GB00884 1 1 3 2 2 2 2 19
GB00904 1 1 3 2 2 2 2 19
GB00923 1 1 3 3 2 2 2 175
GB00929 1 1 3 2 2 2 2 19
GB00975 13 3 1 3 1 1 1 22
GB00984 1 1 3 2 2 2 2 19
GB01004 13 3 1 3 1 1 1 22
GB-NI-007 1 1 3 2 2 2 2 19
GB-NI-011 1 1 3 2 2 2 2 19
GB-NI-014 13 3 1 3 1 1 1 22
GB-NI-015 1 1 3 2 2 2 2 19
GB-PW-035 1 1 3 2 2 2 2 19
GB-PW-041 1 1 3 2 2 2 2 19
GB-PW-049 1 1 3 2 2 2 2 19
GB-PW-051 1 1 3 2 2 2 2 19
GB-PW-067 10 1 4 1 3 3 2 12
GB-PW-087 1 1 3 2 2 2 2 19
GB-PW-088 1 1 3 2 2 2 2 19
GBS1-NY 13 3 1 3 1 1 1 22
GBS2-NM 13 3 1 3 1 1 1 22
GBS6 13 3 1 3 1 1 1 22
GBS11 1 1 3 2 2 2 2 19
Gottschalk 1003A 1 1 3 2 2 2 2 19
H002 1 1 110 2 2 2 2 928
IMMI_409 1 1 3 2 2 2 2 19
IT-NI-036 1 1 5 4 1 4 6 26
IT-NI-037 1 1 5 4 1 4 6 26
LMG 15089 1 1 3 2 2 2 2 19
LMG 15093 1 1 3 2 2 2 9 110
Madagascar-IP-47 9 1 4 1 3 3 2 10
MC627 13 3 1 3 1 1 1 22
MC628 1 1 3 2 2 2 2 19
MC632 13 3 1 3 1 1 1 22
MC633 13 3 1 3 1 1 1 22
MC634 13 3 1 3 1 1 1 22
ML41151 1 1 4 2 2 3 2 328
Mother12 1 1 3 4 2 2 2 27
MRI Z1-022 32 1 3 2 2 2 2 121
PSS_7568 1 1 3 2 2 2 2 19
PSS_7632a 1 1 3 2 2 2 2 19
RBHO1 1 1 3 2 2 2 2 19
RBHO3 1 1 3 2 2 2 2 19
RBH04 1 1 3 2 2 2 2 19
RBHO6 13 3 1 3 1 1 1 22
RBH11 1 1 3 2 2 2 2 19
RBH12 1 1 3 2 2 2 2 19
S$10-201 1 1 3 2 2 2 2 19
Sag158 1 1 3 2 2 2 2 19
SG-M25 1 1 3 2 2 2 2 19
SHO0334 1 1 3 2 2 2 2 19
SHO0655 10 1 4 2 3 3 2 286
SH1370 1 1 2 1 1 2 2 1
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Table 1 (continued )

Strain adhP pheS atr glnA sdhA glck tkt ST

SH3601 1 1 3 2 2 2 2 19

ST 610 13 40 6 65 3 52 50 610
ST 612 111 40 6 65 3 52 51 612
ST 613 111 40 67 65 3 52 51 613
ST 615 13 40 6 65 3 52 51 615
ST 617 13 40 68 65 3 52 51 617
ST 618 111 40 69 65 3 52 51 618
Uss-107 1 1 3 2 18 2 2 182

2 Sequence type (ST), alcohol dehydrogenase gene (adhP), phenylalanine tRNA synthetase gene (pheS), amino acid transporter
gene (atr), glutamine synthetase gene (gInA), serine dehydratase gene (sdhA), glucose kinase gene (glcK) and transketolase gene
(tkt). Multi Locus Sequence Typing (MLST) database at https://pubmlst.org/sagalactiae/.

2. Experimental design, materials, and methods

The list of the S. agalactiae strains analyzed is available in Table S1 of reference [2]. Sequences of
the genomes of these strains were available as whole genome contigs or as complete genome se-
quences at the NCBI database on January 19, 2018 (https://www.ncbi.nlm.nih.gov/genome/genomes/
1867?). Strains with an IS1548 genomic insertion were identified by blasting these genomes with the
IS1548 DNA sequences described in Ref. [2]. To this end, the nucleotide collection (nr/nt) and the
whole-genome shotgun contigs (wgs) databases of S. agalactiae (taxid:1311) were screened with the
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Fig. 1. Raw data of the goeBURST analysis of the sequence types of strains possessing 1S1548: Clonal Complex 1.
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Fig. 3. Raw data of the goeBURST analysis of the sequence types of strains possessing IS1548: Clonal Complex 10 and 12.



S. Khazaal et al. / Data in brief 28 (2020) 105066

795 792 1166

@ @9 o 576
%0 | / 148 /
1039 32 4o, 150 870 /

N\ a0 Y88 252

|_ 1384
868 5781114\ \‘864 712) // / 120 /
828 N4 670) || // 515'459//147 450

905
oD w74 \ 1}\\\108127//631, a0 /170 405
il /,,;79'

511
466 — =" N
2821074 790 =743 512 1377201 500 352

440 —119'10597467 2142
/{{/ 3

~887
57 | 37/ \ \ Y
I \\\\‘2\87 493 755 763 \433 420\
70

////786
898 /// | 83 912, N
/ 075 867///18 sa3/ I ‘\ W \\9\17\ 865 U

540 /"7 [643}\315
/150/481282465 ! \31"'\‘8\99 L .- \
95 s74/ 1 /494 1131 4554 194

522
860 290 31\
437 \ 177
1063
229 38

83 1125

Fig. 4. Raw data of the goeBURST analysis of the sequence types of strains possessing 1S1548: Clonal Complex 17.



8 S. Khazaal et al. / Data in brief 28 (2020) 105066
\675

1147 T
1094 09 @ 59
456 948 1098
683
386\ 27/;

1167

382 //
392
s 594 g7 638

587 e 947/ /7
NS5 99 g9 )\ Ll1/859285 0 6 e
287 504 1108, D \ YN 5 254
8475701 \\\“, -025219 233
1122 193
121411820 379\\\\178 Y2 <
—— 7823396949

348\\
164 408—241" 138——691—

1111 = |
__”9821150'705 -
—_— 2

Hi— 82 =47

2872131921 5/ Ak m\ 861
~
36 %/ 42[;1033:'”1580\\\\\994\\\ 447~ 110

Tl see | BN hwg, W5 N2
(1’706 i1 1085\ 81\ ‘1046

// 1014 || 124 \\ 35
521 /38 | [aby ) Ao 289
736 | 753 | ) 190122\

/ I 335
955 767 \ 769
1168
1156 389 \
’ 734
/192 \ 575
555

1112
673

\

Fig. 5. Raw data of the goeBURST analysis of the sequence types of strains possessing IS1548: Clonal Complex 19.

blastN program optimized for highly similar sequences (megablast). The algorithm parameters were
defined as followed: maximum number of aligned sequences to display: 1000; parameters for short
input sequences automatically adjusted; expect threshold: 10; word size: 28; maximum matches in
a query range: 0; match/mismatch scores: 1,-2; gap costs: linear; filter for low complexity region
activated; mask for lookup table only activated. S. agalactiae strains with an I1S1548 positive blastN
similarity finding were typed by Multi Locus Sequence Typing (MLST). Seven housekeeping genes
were analyzed: alcohol dehydrogenase gene (adhP), phenylalanine tRNA synthetase gene (pheS),
amino acid transporter gene (atr), glutamine synthetase gene (ginA), serine dehydratase gene (sdhA),
glucose kinase gene (gIcK) and transketolase gene (tkt). A sequence type, based on the allelic profile
of these housekeeping genes, was assigned to each strain by submitting the complete genome
sequence or all of the contigs sequences of each strain to the Streptococcus agalactiae MLST database
(http://pubmlst.org/sagalactiae/, [3], Table 1). Identified MLST types were then assigned to clonal
complexes defined by the goeBURST algorithm (http://www.phyloviz.net/goeburst/, [4], Figs. 1-9)
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Fig. 6. Raw data of the goeBURST analysis of the sequence types of strains possessing IS1548: Clonal Complex 22.
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Fig. 7. Raw data of the goeBURST analysis of the sequence types of strains possessing IS1548: Clonal Complex 23.

——1010

with the ST1 to ST1193 MLST profiles available at the MLST database (https://pubmlst.org/bigsdb?

db=pubmlst_sagalactiae_seqdef&page=downloadProfiles&scheme_id=1).

A goeBURST

clonal

complex was defined as all allelic profiles sharing six identical alleles with at least one other

member of the group.
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Fig. 9. Raw data of the goeBURST analysis of the sequence types of strains possessing 1S1548: Clonal Complex 615.
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Appendix A. Supplementary data
Supplementary data to this article can be found online at https://doi.org/10.1016/j.dib.2019.105066.
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