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Draft genome sequences of 12 Agrobacterium strains isolated 
from coastal plants in Taiwan
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ABSTRACT We report draft genome sequences of 12 Agrobacterium strains isolated 
from coastal plants in Taiwan. Assemblies range from 4.95 to 5.42 Mb with >97.5% 
completeness. Genomic analyses reveal species identities and secretion system genes, 
providing resources for future research.
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T he genus Agrobacterium comprises diverse species associated with soil and plants. 
Some strains harbor oncogenic plasmids and can be used for Agrobacterium-medi­

ated transformation (AMT) (1). A major limitation of AMT is that many plants are 
recalcitrant to common laboratory strains. Early work demonstrated that wild-type 
Agrobacterium strains differ substantially in host range, suggesting that strain diversity 
could broaden AMT application to different crops (2). Guided by this rationale, we 
screened draft genome assemblies from our collection of endophytic bacteria isolated 
from coastal plants in Taiwan, identified 12 strains as members of the genus Agrobacte­
rium, and report their genome sequences in this work (Table 1).

Unless otherwise noted, methods followed the cited references, kits were used 
according to the manufacturers’ instructions, and bioinformatics tools were used with 
default settings. For strain isolation, root samples were surface-sterilized, homogenized 
in distilled water, serially diluted, spread onto Luria Broth (LB) agar, and incubated at 30°C 
for 48 h to obtain single colonies, as described (3). Colonies were re-streaked at least 
three times to ensure purity. For DNA extraction, a single colony was cultured in 1 mL 
LB broth at 30°C for 24 h, then processed sequentially using the Wizard Genomic DNA 
Purification Kit (Promega) and DNeasy Blood and Tissue Kit (Qiagen).

For shotgun sequencing, libraries were prepared using the SATLite DNA Prep Kit 
with the SATLite 2.0 Library Prep Automation Device (GeneReach Biotechnology) and 
sequenced on a NovaSeq X Plus using the 10B Reagent Kit (Illumina) to obtain paired-
end 150 bp reads. Raw reads were trimmed using fastp v1.0.1 (4) and assembled using 
SPAdes v3.15.0 (5) with the “--isolate” option (k  =  21, 33, 55, and 77). Contigs >500 bp 
were retained. Trimmed reads were mapped to contigs using BWA v0.7.17-r1188 (6), 
and coverage was assessed using SAMtools v1.9 (7). For species identification, assem­
blies were compared against NCBI RefSeq genomes (8) with FastANI v1.33 (9). Assem­
blies were submitted to GenBank and annotated using the NCBI Prokaryotic Genome 
Annotation Pipeline v6.10 (10). Completeness and contamination were estimated using 
CheckM v1.2.4 (11). MacSyFinder v2.1.4 (12) was used to identify genes encoding type 
IV and type VI secretion systems, which are relevant to Agrobacterium virulence and 
ecology, respectively (13). To identify contigs corresponding to oncogenic plasmids, 
coding sequences from reference plasmids (14, 15) were queried using BLASTP v2.11.0 
(16) against annotated coding sequences.
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Results are summarized in Table 1. All strains showed >84% alignment fraction 
and >96% average nucleotide identity to their respective type strains, allowing confident 
species assignment (17). Contig counts ranged from 15 to 44, N50 from 351 to 1,004 kb, 
assembly sizes from 4.95 to 5.42 Mb, GC content from 58.2 to 59.9%, and annotated 
genes from 4,579 to 5,172. All assemblies showed >97.5% completeness and <2% 
contamination. No oncogenic plasmid contigs nor type IV secretion system genes were 
detected. The feasibility of introducing oncogenic plasmids into these strains by 
conjugation remains to be tested. These genome assemblies provide useful references 
for future studies of these strains and comparative genomics of Agrobacterium.
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