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Greengenes lr
Unify Annotation

‘

Remove duplicate sequences

Reserve priority :

(1) with lowest taxonomic rank

(2) latest datak publication date.

Remove sequences with
>5 ambiguous base
>8 homopolymers

|

Remove sequences less than 600 bps
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Novel species

Average
unclassified rate

Applications:

v" Amplicon of 16s rRNA
v Full length 16s rRNA

Average
Taxonomy Number
(genus)
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PDA: Prlmer desugn Assstantfor
PCR primer design, NAR 2003,
http://dbb.nhri.org.tw/primer,
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myBLAST : customized databases and
results management on your Desktop
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web vergon: http://mybioweb.nhri.org.tw/myblast ,
Windows/ MAC/ Linux \ersion download
:http://lniis.snic@a.edu.tw
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(NAR, 2005), http://power.nhri.orgtw
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MySort : Estimate Immune Cell
Composition (BMC Bioinfo , 2018)
http://symbiosis.iis.sini ca.edu.tw/ mySORT/
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UPS 2.0: Unique Probe Selector
(BMC Genomic 2010)

http://arrav.iis.sinica.edu.tw/ups -
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