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A Corrigendum on
 Comprehensive Molecular Characterization of Escherichia coli Isolates from Urine Samples of Hospitalized Patients in Rio de Janeiro, Brazil

by Campos, A. C. C., Andrade, N. L., Ferdous, M., Chlebowicz, M. A., Santos, C. C., Correal, J. C. D., et al. (2018). Front. Microbiol. 9:243. doi: 10.3389/fmicb.2018.00243



In the original article, there was a mistake in Table 2 and Supplementary Data Sheet 1, S.6 as published. The virotype of the isolate 4233 is not typeable. The corrected Table 2 and Supplementary Data Sheet 1, S.6 appear below.


Table 2. Distribution of fimH types among ST131 Escherichia coli isolates.
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Supplementary data S.6. Virotypes distribution in ST131 isolates.
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In the original article, there was an error in the presented percentage of the virotype D among ST131 isolates.

A correction has been made to Results, Escherichia coli ST131, Paragraph 1

UPEC strains produce different adhesins and fimbriae, including type 1 fimbriae. The FimH protein is the adhesive subunit of type 1 fimbriae that is used for epidemiological typing of UPEC. In this study, three fimH types were identified among the ST131 isolates, two O25:H4/ST131 isolates belonged to fimH22, two O16:H5/ST131 isolates to fimH41 while the majority of O25:H4/ST131 isolates (n = 22) belonged to fimH30 (Table 2). The virulence genes (afa/draBC, iroN, sat, ibeA, papGII, papGIII, cnf-1, hlyA, cdtB, neuC-K1, kpsMIIK2, kpsmII-K5) were used to determine the virotype of ST131 isolates based on the virulence profile. O25:H4/ST131 isolates belonged to different virotypes, i.e., 7 (26.92%) to virotype A, 1 (3.84%) to virotype B, 14 (53.84%) to virotype C, and 3 (11.53%) to virotype D. Isolates belonging to virotype C could be divided into subtypes C2 (n = 6) or C3 (n = 3), whereas five isolates could not be further subtyped. The only two isolates with serotype O16:H5/ST131 were classified as virotype A (see Data Sheet S6). Almost all O25:H4/ST131 isolates were resistant to fluoroquinolones, whereas the O16:H5/ST131 isolates were susceptible to this antibiotic. The blaCTX−M gene was most prevalent in O25:H4/ST131 fimH30 fluoroquinolones resistant (O25:H4/ST131-H30-R) isolates belonging to virotype C. Within ST131, blaCTX−M15 was confined to the H30-R sub-clone known as O25:H4/ST131-H30-Rx, represented by 9 (34.61%) isolates (Table 2).

The authors apologize for these errors and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.

Copyright © 2020 Campos, Andrade, Ferdous, Chlebowicz, Santos, Correal, Lo Ten Foe, Rosa, Damasco, Friedrich and Rossen. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.
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Isolates Phylogenetic group FimH type Serotype Virotype ESBL genes Fluoroquinolone resistant®

5332 B2 fimH22 025:H4 D blacwy-2 Pos
7018 B2 fimH30 025:H4 A blaoxa-1 Pos
7104 B2 fimH30 025:H4. c2 Blaxeo-2 Pos
9260 B2 fimH30 O25H4 c Dlacr-u-15 Pos
3218 B2 fimH30 025:H4 c2 Dlaxec-2 Pos
9681A B2 fimH30 026:H4 (o} blacrx-m-15 Pos
X5770d B2 fimH30 025:H4 € Dlacrx-u-15 Pos
X638 B2 fimH30 025:H4 A Dlacr-u-1s Pos
1294D 82 fimH30 025:H4 8 blago-2 Pos
2102 B2 mH30 025:H4 A Dlaxeo-2 Pos
1710D B2 fimH30 025:H4 c blacr-u-15 Pos
9533D B2 fimH30 O25:H4 (e} blagrx-n-1 Pos
3528 B2 fimH30 025:H4 c2 blacr-u-15 Neg
7078 82 fimH30 025:H4 c3 blarew-15 Pos
9893 B2 fimH30 025:H4 c2 blaxeo-2 Neg
7974 82 fimH30 025:H4 D blacrc-m-z Pos
4233 B2 fimH30 025:H4 NT blaxc-2 Pos
5420 B2 fimH30 025:H4 A blacr-u-15 Neg
2478 82 fimH41 O16:H5 A blarew-1a Neg
4006 B2 fimH41 016:H5 A blargy-16 Pos
5976 B2 fimH30 025:H4 c3 blarew-1s Pos
2206 B2 fimH30 025:H4 A blacrx-u-15 Pos
8565 B2 fimH30 025:H4 c3 blarew-15 Pos
x2724 82 fimH30 025:H4 c2 blarew-1s Pos
6202 B2 fimH30 025:H4 c2 blarew-15 Pos
5848 82 fimH22 025:H4 D blacwy-—2 Neg

2Neg. indicates susceptible to fluoroquinolones and Pos. indicates resistant to fluoroquinolones. NT, not typeable.
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