nature .
eCOIOgy & eVOlutlon https://doi.org/10.1038/s41559-017-0463-5

In the format provided by the authors and unedited.

SUPPLEMENTARY INFORMATION

Community proteogenomics reveals the systemic
impact of phosphorus availability on microbial
functions in tropical soil

Qiuming Yao', Zhou Li', Yang Song ®1, S. Joseph Wright®2, Xuan Guo®3, Susannah G. Tringe ®4,
Malak M. Tfaily ©5, Ljiljana Pasa-Toli¢5, Terry C. Hazen®'3, Benjamin L. Turner ®2, Melanie A. Mayes'
and Chongle Pan®'3*

'Oak Ridge National Laboratory, Oak Ridge, TN, USA. 2Smithsonian Tropical Research Institute, Balboa, Ancon, Republic of Panama. 3University of
Tennessee, Knoxville, TN, USA. “Department of Energy, Joint Genome Institute, Walnut Creek, CA, USA. >Pacific Northwest National Laboratory,
Richland, WA, USA. *e-mail: panc@ornl.gov

NATURE ECOLOGY & EVOLUTION | www.nature.com/natecolevol
© 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved.


https://doi.org/10.1038/s41559-017-0463-5
http://orcid.org/0000-0002-3493-3699
http://orcid.org/0000-0003-4260-5676
http://orcid.org/0000-0002-2777-4482
http://orcid.org/0000-0001-6479-8427
http://orcid.org/0000-0002-3036-2833
http://orcid.org/0000-0002-2536-9993
http://orcid.org/0000-0002-6585-0722
http://orcid.org/0000-0003-2860-0334
mailto:panc@ornl.gov
http://www.nature.com/natecolevol

nature .
eCOIOgy & eVOlutlon https://doi.org/10.1038/s41559-017-0463-5

In the format provided by the authors and unedited.

SUPPLEMENTARY INFORMATION

Community proteogenomics reveals the systemic
impact of phosphorus availability on microbial
functions in tropical soil

Qiuming Yao', Zhou Li', Yang Song ®1, S. Joseph Wright®2, Xuan Guo®3, Susannah G. Tringe ®4,
Malak M. Tfaily ©5, Ljiljana Pasa-Toli¢5, Terry C. Hazen®'3, Benjamin L. Turner ®2, Melanie A. Mayes'
and Chongle Pan®'3*

'Oak Ridge National Laboratory, Oak Ridge, TN, USA. 2Smithsonian Tropical Research Institute, Balboa, Ancon, Republic of Panama. 3University of
Tennessee, Knoxville, TN, USA. “Department of Energy, Joint Genome Institute, Walnut Creek, CA, USA. *Pacific Northwest National Laboratory, Richland,
WA, USA. *e-mail: panc@ornl.gov

NATURE ECOLOGY & EVOLUTION | www.nature.com/natecolevol
© 2018 Macmillan Publishers Limited, part of Springer Nature. All rights reserved.


https://doi.org/10.1038/s41559-017-0463-5
http://orcid.org/0000-0002-3493-3699
http://orcid.org/0000-0003-4260-5676
http://orcid.org/0000-0002-2777-4482
http://orcid.org/0000-0001-6479-8427
http://orcid.org/0000-0002-3036-2833
http://orcid.org/0000-0002-2536-9993
http://orcid.org/0000-0002-6585-0722
http://orcid.org/0000-0003-2860-0334
mailto:panc@ornl.gov
http://www.nature.com/natecolevol

Genome

Single-copy Missing c

2 3 4 5+ 2 3 a4 5+

Taxonomy

Genome Size (bp)

Treatment

G1

A

(domain) Bacteria

4286199

P-rich

G2

Ty

(Order) Myxococcales

6134938

P-rich

G3

e

(Order) Myxococcales

6587811

P-rich

G4

L —————— ODh————]

(Class) Deltaproteobacteria

5010214

P-rich

G5

o

(Order) Myxococcales

5632677

P-rich

00O

(Order) Myxococcales

8320867

P-rich

G7

A

(Class) Actinobacteria

3101073

P-rich

0

(Order) Acidobacteriales

4824204

P-rich

|11 N

(Phylum) Acidobacteria

3776171

P-deficient

0

(Phylum) Cyanobacteria

5674551

P-deficient

N hhmmhhmhhmmmmmmmmmmmmmmmpnm

(Class) Planctomycetacia

7480239

P-rich

L] Q.L ....I..

(AT AT AN

(Class) Planctomycetacia

8551614

P-rich

Supplementary Figure 1: Taxonomy assignments (a) and quality metrics (b) of the near-complete genomes.
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Supplementary Figure 2. Phylogenetic analysis of the near-complete genomes. (a) Full phylogeny tree. (b) Selected branches.
The new genomes are shown in red numbers and the reference genomes are shown in blue number.
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