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1. Project Information
Program Microbial
JGI Sequencing Project ID 1022163

Sequencing Project Name

Rhizobium sp. 9140

2. Read Statistics

Raw Reads Filtered SubReads Error Corrected

Reads

Reads 563,910 159,503 12,936

Bases 1,416,861,778 527,173,998 80,919,847

Avg Read Length 2,512 +/ 2,780 3,305 +/ 2,637 6,255 +/ 3,362

Reads >5 kbp 80,702 31,545 8,602

Bases, reads >5 kbp 662,543,848 244,174,473 71,199,074

Avg Read Length, reads >5 kbp 8,209 +/ 2,862 7,740 +/ 2,346 8,277 +/ 1,945

3. Assembly Statistics

Scaffold total 7

Contig total 7

Scaffold sequence length 7

Contig sequence length 5.4 MB (0.0% gap)

Scaffold N/L50 1/3.7

Largest Contig 3,669.1

Number of scaffolds >50 kb 5

Pct of genome in scaffolds >50 kb 99.2

4. Assembly QC Results

GC histogram of the predicted genes on each contig, overlaid with GC of hits based on BLASTP, shown for different
taxonomic levels.



Percent Gene Hits

Percent Gene Hits

Percent Gene Hits

14

12 H

14

12 H

18

14

12

18

Kingdom

Kingdon level GC of Allpaths Contigs (polished_assenbly,fasta}

Total ——1
Bacteria mmmm
Dnassigned mmmm
ohit ==
Eukaryota ——1

18 28 38 48 58 = 78 88 98 108
Percent GC

Class

Class level GC of Allpaths Contigs (polished_assenbly,fasta)

Total T
Plphaprotecbacteria Emmm
assigned N
Nohit ===
annapr ia C—

a 18 28 38 EL:] 50 68 70 80 :L: ] 108

Percent GC
Family
Fanily level GC of Allpaths Contigs {polished_assembly.fasta}

tal /3
Rhizobiaceae D
Unassigned mmmm
Phyllobacteriaceae —
ohit ==
Aurantinonadaceae mm=m
Brucellaceae T
Rhodobacteraceae B
H sphingononadaceae ===
Hethylobacteriaceae ==
Hethylocystaceae —=
Bradyrhizobiacese =2

] 18 20 38 48 58 68 78 i) :: ) 108

Percent GC

Percent Gene Hits

Percent Gene Hits

Percent Gene Hits

Phylum

Phylun level GC of Allpaths Contigs (polished_assenbly,fasta}

Unassigned
Nohit ===

a 18 28 38 48 58 68 78 88
Percent GC

Order

Order level GC of Allpaths Contigs {polished_assenbly,fasta}

Total T ! ! ! ! ! !
Rhizobiales =
Unassigned mmmm

Nohit ===
Rhodobacterales T——
Bphingononadales ===

Rhodospirillales C——

Percent GC

Genus

Genus level GG of Allpaths Contigs {polished_assenbly.fasta}

48 58 68 78 88 a8 18

Total ——
Rhizobiun mmmm
RAgrobacteriun —
Ensifer mmmm
Sinorhizobiun ==
Unassigned mmmm
Hesorhizobiun DN
Shinella D=
Hohit ==
Hartelella ==
Ochrobactrun —=
Hethylobacteriun ==

48 58 68 78 88

Percent GC



Species

Species level GC of Allpaths Contigs (polished_assenbly,fasta}

14 ——1— T
Total —— Ensifer_sp.TH18 ===
Rhizobiun_giardinii e izobign_sullae ===
Unassigned Hartelell p_AD-3 EE—
Ensifer_adhaerens C——1 uncul tured| Arganisn ==
12 1 i eguninosarun E===1 iunm_ i === 1
Agrobacteriun_tunefaciens C—3 Sinorhizobidg) edicae D
inorhizobiun_fredii E=== Agrobacteri inagni E==
Sinorhizobiun_neliloti =1 Sinorhi icanun ==
18 - Rhizobiun_sp — i CF142 3 4
Nohit == 1 =
" Agrobacteriun_vitis C— i i 1 —
- Agrobacteriun_rubi m=—=1 Rhizobiyih [tropici ——
T gl Rhizobiun_sp_2HFCol31 —= Ensifer, A_6678 C—— J
g Rhizobiun_sp_CFB88 — i i =]
) Rhizohiun_sp_PDD1-876 —— Rhizohdy) _AP16
e Sinorhizobiun_arboris == etli ——
] RAgrobacteriun_fabrun === ochrobactrun_r ae ==
g 61 Ensifer_sp_Arol6 m==m 1
5
&
al ]
2l ]
a i i i L
a 18 208 38 40 50 68 78 80 :L: ] 108
Percent GC

GC vs coverage based on GC of NCBI nt and Greengenes 16S rRNA gene hits to the assembly using megablast, shown
for different taxonomic levels.
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Coverage vs GC. Contigs were shredded into non-overlapping Skbp and the GC of each shred was plotted as a point,
colored by scaffold id. Coverage was calculated by mapping the fragment library to the final asssembly and plotted as
connected points.
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GC histogram of the contigs, including contig length weighted distribution.
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List of contigs and average percent GC bin:

Coverage

ct in ontig Name

Pct GC Bi Contig N

[355 unitig_2|quiver, unitig_3|quiver, unitig_4|quiver, unitig_5|quiver
| 60 unitig_O[quiver, unitig_1[quiver, unitig_6]quiver

List of the top contig megablast hits against 16S ribosomal RNA genes.



[ Organism Align Length (bp) Pct1d Contig Name |
[ 254147 _Rhizobium_sp._str._PSB16_EU184089.1_1..1474 1,503.0 95.0 unitig_0|quiver ‘

5. Data Access

The following sequence fasta files can be downloaded from our JGI portal website.
http://www.jgi.doe.gov/genome-projects

The annotation of the assembled contigs can be found within IMG.
http://img.jgi.doe.gov

6. Methods

Isolate Minimal Draft

Genome sequencing and assembly

The draft genome of Rhizobium sp. 9140 was generated at the DOE Joint genome Institute (JGI) using the Pacific
Biosciences (PacBio) sequencing technology [1]. A Pacbio SMRTbell™ library was constructed and sequenced
on the PacBio RS platform, which generated 159,503 filtered subreads totaling 527.2 Mbp. All general aspects of
library construction and sequencing performed at the JGI can be found at http://www.jgi.doe.gov. The raw reads were
assembled using HGAP (version: 2.3.0) [2]. The final draft assembly contained 7 contigs in 7 scaffolds, totalling 5.4
Mbp in size. The input read coverage was 74.2X.

Genome annotation

Genes were identified using Prodigal [3], followed by a round of manual curation using GenePRIMP [4] for finished
genomes and Draft genomes in fewer than 10 scaffolds. The predicted CDSs were translated and used to search the
National Center for Biotechnology Information (NCBI) nonredundant database, UniProt, TIGRFam, Pfam, KEGG,
COQG, and InterPro databases. The tRNAScanSE tool [S] was used to find tRNA genes, whereas ribosomal RNA
genes were found by searches against models of the ribosomal RNA genes built from SILVA [6]. Other non—coding
RNAs such as the RNA components of the protein secretion complex and the RNase P were identified by searching the
genome for the corresponding Rfam profiles using INFERNAL [7]. Additional gene prediction analysis and manual
functional annotation was performed within the Integrated Microbial Genomes (IMG) platform [8] developed by the
Joint Genome Institute, Walnut Creek, CA, USA [9].
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