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Digitalization of Lab notebook from text, gif, raw data,
even animations with functions of full text search, backup,

sharing and security into server, notebook and even USB

memory stick, Viewing/Editing them by web browser
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Three kinds of version will be

provided in the future:
1. For group use: Linux-based
version

2. For small group/personal use:
USB-ELN, windows/ Mac-based
version

3. Cloud version, Supported by
World Research on Cloud, MS
Azure (2013)
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Primer design Assistant (PDA), for PCR primer design, NAR
2003, http://dbb.nhri.org.tw/primer,
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formatics, 2005, http://dpi.nhri.org.tw/hp
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Fly-DPI, Database of Protein Interactome of Drosophila mela-
nogaster, BMC bioinformatics, 2006,
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POWER, phylogenetics web repeater, NAR, 2005,
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myBLAST (web version), a BLAST platform with customized
databases and results management, submitted,
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Web version: http://mybioweb.nhri.org.tw/myblast ,
Windows/ MAC version:http://eln.iis.sinica.edu.tw,
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An updated, value-added data gateway of gene infor-
mation derived from GenBank database, submitted,
http://aftergenbank.nhri.org.tw,
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A hub-attachment based method to detect functional modules
from confidence-scored protein interactions and expression
profiles, BMC Bioinformatics, 2010,

http://hub.iis.sinica.edu.tw/Hunter, W ERFIRER
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Assembly of Protein Complexes by Integrating Graph Cluster-

ings , Gene, 2012, http://hub.iis.sinica.edu.tw/spotlight
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Penaeus Genome Database, Marine Biotechnology, 2011
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Unique Probe Selector (UPS),

BMC Bioinformatics(2008),
BMC Genomic (2010)

http://array.iis.sinica.edu.tw/ups
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Hub Object Analyzer, (HUBBA),
Nucleic Acids Res(2008)
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Phylogenetic Reconstruction by
Automatic Likelihood Model
Selector (PALM) , (PLoS One, 2009)
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UPS is a probe design tool for hybridization in low and high throughput

experiments. UPS selects unique probe for submitted sequences and evaluates

probe-to-target hybridization under a user-defined condition in silico to ensure
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the high performance of hybridization as well as low possibility of non-specific
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Hubba is a powerful prediction tool for hub/essential proteins with a user-friendly
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interface. Hubba can decipher the critical keys inside biochemical pathways and complex
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network, there will be significant clues to provide candidates for gene knockout and
potential drug-targets for developing novel treatment in cancer cells and emerging
pathogens. Here we also converted Hubba into cytoHubba, a Cytoscape Plug-in for Hub

ivin gour [

Probe Uniqueness

Homo_sapiens -

Sequence (s) Paste or

File upload*

Probe Length
Probe # for each

AR Demo.

0 -

Object Analysis in Network Biology
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http://hub.iis.sinica.edu.tw/cytohubba

>TYRz_1 or Find it in Cytoscape

>TEK_1

Automatic phylogenetic analysis with model chosen -free approach
according to the ranked score maximum likelihood in various criterion
(AIC, AICc, BIC and LnL) and Interactive Tree visualization, 56
substitution models for DNA (JC69, GTR, etc.) and 112 substitution
models (TT, Blosum62, HIVb, etc.) for protein with paralleled
mechanism
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Annotation for Selected proteins from

= others plug-ins in Cytoscape

EE : FIFHE M cytoscapeF & EAth plug-in EDNABCERR112IEE R EEEEE - a# AR KRG -
E’g Compute the Hubba Score HORREN - SREEERFF B M KBRS W B e RE BB N E AT T EEE S

= REBBIEREHE



