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Characterization of Bradyrhizobium bacteria isolated from sugar beet
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Our research objective is to reveal taxonomic and ecological features of
Bradyrhizobium bacteria isolated from sugar beet (Beta vulgaris L.). Metagenomic analysis of the
bacterial community associated with the taproot of sugar beet suggested that Bradyrhizobium bacteria
had high affinity to the sugar beet, and that possessed multiple plant growth promoting factors.
Taxonomic classification at species level of, genome analysis of, and inoculation experiment with
Bradyrhizobium bacteria isolated from sugar beet were conducted to understand how Bradyrhizobium
bacteria support growth of sugar beet.
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EHEIEES EHIR (bp) plig=vid Accession No. Pairwise Similarity(%) Completeness(%)
1 1,406 B. centrosematis KC247115 99.9 100
2 1,412 B. centrosematis KC247115 99.9 100
3 1,409 B. centrosematis KC247115 99.9 100
4 1,423 B. ottawaense NPNY01000075 99.9 100
5 1,424 B. ganzhouense JQ796661 100 96.6
6 1,397 B. ottawaense NPNY01000075 99.9 100
7 1,426 B. cytisi EUS561065 99.8 100
8 1,422 B. ottawaense NPNY01000075 99.9 100
9 1,422 B. ottawaense NPNY01000075 99.9 100
10 1,418 B. ottawaense NPNY01000075 99.9 100
11 1,420 B. shewense jgi. 1052898 99.9 100
12 1,417 B. betae AY372184 99.2 100
13 1,418 B. shewense jgi. 1052898 99.9 100
14 1,417 B. canariense AJ558025 99.8 100
15 1,418 B. erythrophlei KF114645 99.7 94.6
22 1,388 B. guangdongense  KC508867 97.9 90
36 1,422 B. guangdongense  KC508867 97.1 90
37 1,417 B. guangdongense  KC508867 97.1 90
38 1,410 B. guangdongense  KC508867 97.1 90
39 1,416 B. guangdongense  KC508867 97.1 90
40 1,416 B. guangdongense  KC508867 97.1 90
41 1,419 B. guangdongense  KC508867 97.1 90
43 1,215 B. guangdongense  KC508867 97.2 90
44 1,412 B. guangdongense  KC508867 97.1 90
45 1,417 B. guangdongense  KC508867 97.1 90
46 1,385 B. guangdongense  KC508867 97.1 90
66 1,421 B. guangdongense  KC508867 97.1 90
75 1,417 B. guangdongense = KC508867 97.1 90
83 1,238 B. japonicum AP012206 98.3 100
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