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TABLE 1Genome features of the strains

Feature2

Value for:

Klebsiellasp. MPUS7

Serratiasp. NGAS9

Citrobacter sp. LUTT5

Genome size (bp) 5,823,634 5,155,099 5,034,577
GC content (%) 55.16 58.74 52.15
No. of genes 5,447 4,866 4,783
No. of CDS 5,331 4,736 4,661
No. of RNAs 116 130 122
No. of rRNAs 25 22 25
No. of tRNAs 84 88 84
No. of ncRNAs 7 20 13
No. of chromosomes 1 1 1

No. of coding genes 5,277 4,702 4,608
No. of pseudogenes 54 34 53

2CDS, coding DNA sequences; ncRNAs, noncoding RNAs.

from Klebsiellasp. MPUS7Serratiasp. NGAS9, ancitrobactersp. LUTTS5, respectively.
BLAST analysis of the complete 16S rRNA genes of these strains showed over 99.6%
similarity to Klebsiella grimontiiSB73 (GenBank accession humb&R_159317.1),
Serratia marcescensNBRC 102204 (NR_114043.1), a®@itrobacter freundii ATCC
8090 MTCC 1658 (NR_028894.1), respectively. Gene annotation was done with the
ProkaryoticGenome Annotation Pipeline v.4.816).

The genome features of the strains are summarized ifiable 1. Theirprotein-
encoding genes included potassium, nitrogen, phosphorus, and iron metabolism genes,
which are associated with plant growth promotion 17 19). These genomes are the rst to
be sequenced for potato rhizobacteria in Tanzania and can help to unravel their molecular
PGP mechanisms for possible biotechnological application as biofertilizers.

Data availability. The whole-genome shotgun projects ofKlebsiellasp. MPUS?7,
Serratiasp. NGAS9, an€itrobactersp. LUTT5 have been deposited at GenBank under
the accession number<CP047604CP047605, andCP047606, respectively. The versions
describedhere are the rst versions. The raw sequencing data sets of these strains have
been registered in the NCBI Sequence Read Archive databa@) Under the accession
numbers SRP2552625RP255259, an8RP255263, respectively.
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