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* 1. HITEEREEN—REFHE

Table 1. General features from completed Arthrobacter genomes

Strains Size/Mb  (G+C)%  Genes Proteins tRNA rRNA Accession No. References
Arthrobacter sp. THBB 11108 3.60 59.0 3385 3318 46 6 NZ_CP011005 Unpublished
Arthrobacter sp. PAMC25486 4.59 62.8 4125 3976 53 18 NZ_CP007595 Unpublished
Arthrobacter sp. Rue6la 5.08 62.2 4667 4557 53 18 NC 018531 [29]
Arthrobacter sp. FB24 5.07 65.4 4601 4484 51 15 NC_008541 Unpublished
A. phenanthrenivorans Sphe3 4.54 65.4 4231 4098 50 12 NC_015145 [21]

A. arilaitensis Rel17 3.92 59.3 3660 3492 64 19 NC 014550 [27]

A. chlorophenolicus A6 4.98 66.0 4661 4521 86 15 NC_011886 Unpublished
A. aurescens TC1 5.23 62.4 4755 4648 54 18 NC_008711 [3]
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Genomics basis of Arthrobacter spp. environmental adaptability
— A review
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Abstract: Arthrobacter species are found ecologically diverse and can survive in various environments. Many strains
of these species have metabolic versatility and can degrade many environmental pollutants. Arthrobacter species are
thought to play important roles in catabolism of environmental pollutants in nature. In recent years, the genomes of
many Arthrobacter strains have been sequenced, which provides comprehensive information to clarify the molecular
mechanisms related to environmental adaptability of Arthrobacter species. These genomics findings revealed several
features that are commonly observed in Arthrobacter strains allowing for survival under stressful conditions. These
include an array of genes associated with sigma factors and responses to oxidative, osmotic, starvation and
temperature stresses. The genomics basis of their environmental adaptability are reviewed, which is expected to
provide useful information for applying Arthrobacter strains in pollution remediation and shed some light on other

bacterial environmental adaptability researches.
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