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Following the publication of the original article [1],

the co-author reported that Funding section was not

included. Below is the Funding section.

Funding for this work was provided by the UC Davis
College of Agricultural and Environmental Sciences and
Department of Plant Pathology as new lab start-up to
JBE (for research expenses and the majority of support
for AMH). Additional support for AMH was provided
by an award from the U.S. Department of Energy (DOE),
Office of Science, Office of Biological and Environmen-
tal Research (BER), Genomic Science Program, Number
DE-SC0021198 (grant to JBE). Support for CSM was pro-
vided by an award from the DOE BER, Genomic Science
Program, Number DE-SC0020163 (grant to JBE). Sup-
port for PJH and CWS was provided by the U.S. Depart-
ment of Energy, Office of Science, Office of Biological and
Environmental Research. ORNL is managed by UT-Bat-
telle, LLC, for the DOE under contract DE-AC05-1008
000R22725. Contributions by RMW, JPC, and JEK were
supported by the Office of Biological and Environmen-
tal Research, Terrestrial Ecosystem Science Program,
under United States DOE contracts DE-SC0007144 and

The original article can be found online at https://doi.org/10.1186/540168-
021-01156-0.
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DE-SC0012088 (grants to JEK). Data collection for the
Alaskan samples was supported by the USGS Mendenhall
Postdoctoral Fellowship program and for the Puerto Rico
samples by DOE BER Early Career Research Program
grant SCW1478 (to JPR). Analyses and data collection
conducted by Lawrence Livermore National Laboratory
(LLNL) were conducted under the auspices of DOE Con-
tract DE-AC52-07NA27344 and supported by the DOE
BER Genomic Science Soil Microbiome SFA SCW1632
and LLNL LDRD 18-ERD-041 (to SJB). Sequencing for
the Puerto Rico samples was supported by JGI Commu-
nity Sequencing Award #2017 (JGI project ID #502924)
and several NERSC allocations (to JPR).

The original article has been updated.
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