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[ R Console

F7 I RF
tmp <= NULL

Nys—=

tnp <- rbind(tmp, c("NSO", NS0))

>
>
>
>
>
>
>
>
>
>
>
>

[.11 [.2]
"Total length (bp)" "2885619"
"Humber of contigs™ "z28"
"Average length"
"Median length" "S8047"
"Max length" m472701"
"Min length" Tgagn
"HSO0" n222389"
"GC content”

"103057.821428571"

"0.464045193416998"
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=k 071 s BN V)

tmp <- rbind(tmp, c("Total length (kp)", Total_len))

tmp <- rbind(tmp, c("Number of contigs", Number of contigs))
tmp <- rbind(tmp, c("Average length", Average len))

tmp <- rbind(tmp, c("Median length", Median_len))

tmp <- rbind(tmp, c("Max length", Max_len))

tmp <= rbind(tmp, c("Min length", Min len))

tmp <- rbind(tmp, c("GC content", GC_content))
wWrite.table (tmp, out_f, gsep="\t", append=F, gquote=F, row.names=F, col.names=$%

K 2. RTY/ LEHI#ET.R I— RETHEROAIU—rY 3y
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Abstract

Next-generation sequencing (NGS) technology is a fundamental means of studying genome,

transcriptome, and microbiome. We can analyze NGS data of bacteria such as Lactobacillus using

laptop computer nowadays. However, for many non-bioinformaticians, it is difficult to construct an

environment for analyzing NGS data. In this review, we describe educational programs, websites,

application softwares, programming languages, and webtools. An example of genome analysis of

Lactobacillus casei 12A is also provided.



