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A Corrigendum on
 Species Richness, rRNA Gene Abundance, and Seasonal Dynamics of Airborne Plant-Pathogenic Oomycetes

by Lang-Yona, N., Pickersgill, D. A., Maurus, I., Teschner, D., Wehking, J., Thines, E, et al. (2018). Front. Microbiol. 9:2673. doi: 10.3389/fmicb.2018.02673



There was an error in the Supplementary Material. The order of a few identified taxa did not match their OUT numbers. This does not require further changes in the main text file.

A correction has been made to Supplementary Table 2, Supplementary Table 3.

In addition, the phrase “similarity score” has been replaced with “sequence identity score” in the original article and the supplementary material.


Supplementary Table 2. Operational taxonomic units (OTUs) of identified Oomycetes. The OTU running number, frequency of occurrence (number of air samples in which the OTU was detected), best fitting NCBI accession numbers sorted by similarity score, taxonomic family, genus, and species name according to NCBI data base (if determined) and host plant families (numbers specify the corresponding host plant to the accession number of the pathogen). Species names are listed if available from NCBI sequences with sequence identity scores ≥ 97%.

[image: Supplementary Table 2]


Supplementary Table 3. NCBI accession numbers of most representative sequences of the identified OTUs.

[image: Supplementary Table 3]

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

Copyright © 2019 Lang-Yona, Pickersgill, Maurus, Teschner, Wehking, Thines, Pöschl, Després and Fröhlich-Nowoisky. 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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AY198279 (100%), AY198276 (97%)
AY198300 (100%), AY198301 (99%),
AY198298 (98-99%)

AY919304 (98-99%), AY198246
(99%)

AY198244 (999%), AY198248 (97%)

AY198243 (99%), AY198241 (99%)
AF528557 (99-100%), AF528556
(99%), FM863723 (99%)
JFO75613 (99%), JFO75614 (99%),
AY210085 (99%)

EU049225.1 (100%), EU049249.1
(99%)

EF174902 (99%), EF174889
(98-100%)

AY929824 (97-98%)

AY198240 (99-100%)

KF888604 (99%), KF888591 (99%)
EUR95529 (99%), AY695806 (99%)

KC494997 (96%), KC494998 (96%)

AY531462 (100%), EU049260 (100%)

EU049263 (99%), AY578093 (99%)

DQ447120 (99%), EU049273 (99%)

EUBB0054 (99%), EF126356
(99-100%)

AY531452 (100%), AY210987 (99%)
EF174906 (99%), EF174949 (99%)
KMOS8096 (96%), AY198248 (90%)
AY531425 (100%), EU049276 (99%)

GU583839 (100%), GU583838
(100%)

EU049279 (99%), AY531452 (99%),
AY198254 (99%)
KMOSB101 (95%), KMOS8095 (94%)

AY198280 (99%), KP271924 (98%)
EU049262 (99%)

AY198307.1 (99-100%),
HME36049. 1 (99-100%),
AY608613.1 (97-08%)
KC495031.1 (99%), EU049259.1
(99%)

KMO58095 (97%), KMOS8101 (97%),
KMO58097 (97%)
EU427470 (97%), DQB32718 (97%),
DQ832717 (96%)

EU427470 (96-97%), DQB32718
(96-97%), DQB32717 (96%)
KJB51417 (95%), HMB3E048 (94%),
AY198307 (94%)

AY198293 (99%)

HQB43443 (99%)
AY211009 (99%), AY211010 (99%),
0049264 (99%)

AY210994.1 (98-99%), EU049210.1
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KMO58095 (99%), KM058097 (99%),
FUBB4778 (98%)

AF241771 (100%)
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AY198263 (99%), AY 198264 (97%)
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HMS87262 (99%), FRB25184 (99%)

KP271924 (95%), AY198279 (95%),
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AY198296 (99%), AY198295 (97%),
AY198298 (95%)

DQB43921 (99%)
HQ702191 88%), AY198247 (88%)

AY 198276 (97%), AY198277 (97%)

AY 198208 (94%), AY198296 (94%),
AY 198299 (94%)

AY198246 (96%), EU205529 (94%)
AY198244 (95%), AY198243 (93%)
AY198243 (95%), AY198241 (94%)

EU427470 (97%), DQ832718 (97%),
DQ832717 (96%)
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Peronosporaceae, Peronospora sp.
Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora
conglomerata

Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora sp.
Peronosporaceae, Peronospora sp.

Peronosporaceae,
Hyaloperonospora
Peronosporaceae,
Hyaloperonospora sp.

Peronosporaceae, Peronospora sp.

Abuginaceae, Wisoniana
amaranthi

Peronosporaceae, Peronospora
violae

Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora
arborescens

Peronosporaceae,
Hyaloperonospora sp.
Peronosporaceae,
Hyaloperonospora sp.
Peronosporaceae,
Hyaloperonospora

Peronosporaceae,
Hyaloperonospora sp.
Peronosporaceae,
Pseudoperonospora sp.

Peronosporaceae,
Hyaloperonospora parasitica

Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora sp.

Peronosporaceae,
Hyaloperonospora sp.
Peronosporaceae,
Hyaloperonospora erophilae

Peronosporaceae,
Hyaloperonospora parasitica

Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora sp.

Peronosporaceae,
Hyaloperonospora sp.
Peronosporaceae,
Pseudoperonospora sp.

Peronosporaceas,
Hyaloperonospora sp.

Peronosporaceae, Peronospora sp.

Peronosporaceas, Phytophthora
p.

Peronosporaceae, Phytophthora
sp.

Peronosporaceae

Peronosporaceae, Peronospora
valerianellae

Pythiaceae, Pythium apiculatum
Peronosporaceae,
Hyaloperonospora parasitica
Peronosporaceae,
Hyaloperonospora sp.
Peronosporaceae, Peronospora sp.

Albuginaceae, Albugo tragopogonis
Peronosporaceae, Peronospora sp.
Peronosporaceae,
Hyaloperonospora hesperidis
Peronosporacea, Peronospora
envi

Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora sp.
Albuginaceae, Albugo sp.

Peronosporaceas, Peronospora sp.
Peronosporaceae, Peronospora sp.
Albuginaceae, Albugo portulacae

Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora sp.
Peronosporaceae, Peronospora sp.

Peronosporaceae, Peronospora sp.
Peronosporaceae, Peronospora sp.
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of best match
sequences
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