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Abstract: Bioinformatics course aim to introduce computational technology to the scientific community
focusing on animal, plant and microbiology, involving analytic program development and its application.
With the rapid expansion of life science, the scope of bioinformatics teaching is continuously suffering a
variety of improvements. The teaching mode and development facilitated by customized microbial
informatics programs were presented in this report. Graduate students’ innovation and abilities were
promoted by interactive platform-driven strategy. The content arrangement, teaching style, presentation
methods and scoring criterion have been optimized to satisfy graduate academic prerequisites. These
beneficial experiences could assist in improving the quality of talent cultivation.
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WIRAFR Ak i ARiR
Resources Websites Function Note
VRprofile  bioinfo-mml.sjtu.edu.cn/ 2R B2 R 25 L PR 2 T B sl A A EHEZ51%
VRprofile Bacterial virulence and antibiotic resistance prediction™ Developed by authors
SecReT6 db-mml.sjtu.edu.cn/SecReT6 A VI B3R IR R GE A4 EEZS 5T R
Bacterial type VI secretion system!™! Developed by authors
ICEberg2 bioinfo-mml.sjtu.edu.cn/ AR DR R G 1EES 5k
ICEberg2 Bacterial toxin-antitoxin system(® Developed by authors
NCBI COG  ncbi.nlm.nih.gov/COG A 2R LR A )
Cluster of Orthologous Groups of proteins”
KEGG kegg.jp AR EE AR

The molecular interaction/reaction network diagram represented in
terms of the KEGG Orthology (KO) groups'®

MEGA megasoftware.net JF 943 M A AR 22 )
Molecular evolutionary genetics analysis!
EMBOSS  emboss.open-bio.org 5% A A R R 4 )
The european molecular biology open software suite™”!
MG-RAST  metagenomics.anl.gov IR A
Automatic phylogenetic and functional analysis of metagenomes™*%
R r-project.org geitortr . BB
Bioconductor bioconductor.org Statistics and visualization
gcMeta gcmeta.wdcm.org (DGRt gy

An integrated microbiome research platform?
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Figure 2  Self-customized interactive practice based on on-line and standalone comparative genomic approaches
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