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Microbacterium sp. SUBGOOS5 is a Gram positive bacterium, isolated from infected leaf of Mangifera indica L. in Raj-
kot (22.30°N, 70.78°E), Gujarat, India. The genome sequencing of Microbacterium sp. SUBG0O05 is having type I se-
cretion system genes of pathogenicity as well as heavy metal resistance unique genes. The genome size is 7.01 Mb
with G + C content of 64.80% and contains rRNA sequences. Genome sequencing analysis provides information
about the microbe role in host-pathogen interaction. The whole genome sequencing has been deposited in DDBJ/
EMBL/GenBank under the accession number JNNTO0000000.

© 2015 The Authors. Published by Elsevier Inc. This is an open access article under the CC BY-NC-ND license

(http://creativecommons.org/licenses/by-nc-nd/4.0/).

Specification

Organism Microbacterium sp.
Strain SUBG005
Sequencer lon Torrent PGM
Data format Processed

Microbial strain

Whole genome sequencing of
Microbacterium sp. SUBGO05
Consent N/A

Sample source location Rajkot, Gujarat, India

Experimental factor
Experimental features

1. Direct link to deposited data

http://www.ncbi.nlm.nih.gov/bioproject/248942.

The genus Microbacterium was proposed by [1] which having
numerous species established within the family Microbacteriaceae
[1-3]. The organisms of these genera are characterized by the presence
of N-glycolyl residues in the cell walls, by having major isoprenoid qui-
nones MK-11, MK-12 and MK-13 or minor isoprenoid menaquinones
MK-10 or MK-14 and by G + C contents of 65-72 mol%. The genus
Microbacterium is known to infect human and animals most frequently,
only one report on plant is found [4-6].
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2. Experimental design, materials and method

Microbacterium sp. strain SUBGO05 was isolated from the infected
leaves of Mangifera indica L. The isolate was confirmed as a phytopath-
ogen by pathogenicity test on healthy leaves of M. indica L. and fulfilled
Koch's postulates. Genomic DNA was extracted from young culture
grown in nutrient medium using protocol given by [7].

Genome sequencing of this strain was done with high throughput
ion torrent personal genome machine with ion torrent server (torrent
suite v3.2), and total data of 17, 22,450 paired-end reads with 103.45X
coverage were obtained. De novo assembly was performed using
MIRA-3 assembler (v3.1.0). The annotation of the genome was per-
formed using the NCBI Prokaryotic Genomes Automatic Annotation
Pipeline (PGAAP) (http://www.ncbi.nim.nih.gov/genome/annotation_
prok/) utilizing GeneMark, Glimmer, and tRNAscan-SE tools [8] and
functional annotation was carried out using the Rapid Annotations
using subsystems Technology (RAST) server with the seed database [9].

The total length of the genome was found to be 70, 21,676 bp, allo-
cated into 485 contigs having >500 bp and 5740 contigs <500 bp. The
genome of the strain SUBGO05 having 6225 contigs showed 4630 pro-
tein coding sequences. Organism also contains 1879 N50 contigs, 92
rRNA (5s, 16s, 23s) and 119 tRNA. According to RAST annotation, it is in-
teresting to note that this organism having ten genes for type [ secretion
systems for aggregation (Fig. 1).

Additionally, SUBG005 have 967 genes for carbohydrate metabo-
lism, sixty seven genes for nitrogen metabolism, four genes for Arsenic
resistance as well as five genes for resistance of other heavy metals
like cobalt, zinc and cadmium. It also has one hundred fifty three
genes related to virulence, disease and defense and 92 genes for ABC
transporter as well as 26 genes for cation transporter.
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http://crossmark.crossref.org/dialog/?doi=10.1016/j.gdata.2015.06.030&domain=pdf
http://creativecommons.org/licenses/by-nc-nd/4.0/
http://www.ncbi.nlm.nih.gov/bioproject/248942
http://www.ncbi.nim.nih.gov/genome/annotation_prok/
http://www.ncbi.nim.nih.gov/genome/annotation_prok/
http://dx.doi.org/10.1016/j.gdata.2015.06.030
mailto:rakhshiyapurvi@gmail.com
mailto:thakervs@gmail.com
http://dx.doi.org/10.1016/j.gdata.2015.06.030
http://creativecommons.org/licenses/by-nc-nd/4.0/
http://www.sciencedirect.com/science/journal/22135960
http://www.journals.elsevier.com/genomicsata/

P.M. Rakhashiya et al. / Genomics Data 5 (2015) 316-317 317

Subsystem Information

Subsystem Statistics Features in Subsystems

Subsystem Coverage

Subsystem Category Distribution

44%

Subsystem Feature Counts
@M Cofactors, Vitamins, Prosthetic Groups, Pigments (319)
@M Cell Wall and Capsule (142)
@ M Virulence, Disease and Defense (153)
@M Potassium metabolism (58)
@ W Photosynthesis (0)
@ m Miscellaneous (63)
@m Phages, Prophages, Transposable elements, Plasmids (9)
@MW Membrane Transport (166)
@M Iron acquisition and metabolism (35)
@  RNA Metabolism (245)
@ M Nucleosides and Nuclectides (177)
@m Protein Metabolism (444)
@M Cell Division and Cell Cycle (52)
@ Motility and Chemotaxis (131)
@ W Regulation and Cell signaling (104)
@  Secondary Metabelism (11)
@ m DNA Metabolism (259)
W Fatty Acids, Lipids, and Isoprenoids (152)
@ M Nitrogen Metabolism (67)
@m Dormancy and Sporulation (2)
@ M Respiration (153)
@ M| Stress Response (189)
Metabolism of Aromatic Compounds (56)
Amino Acids and Derivatives (740)
Sulfur Metabolism (51)
Phosphorus Metabolism (78)
Carbohydrates (967)

IEEE®

Fig. 1. Subsystem information of genome Microbacterium sp. SUBG005 (annotated by RAST server).

3. Nucleotide sequence accession number

The whole genome shotgun project of Microbacterium sp. SUBG0O05
has been deposited at GenBank under the accession no. JNNT00000000.
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