[ 17 IR ER A RS ER R 2 H B = R R A R AR B L S o T A S AR

103.05.28 102 B2 RS 9 RAK G #imis
105.05.17 104 EREEESS 5 KA G S R
106.05.09 105 EHF[EE 3 KA GRS i

— ~ BILPIERSE YR SRS R (DL M A £ RA Ve 2 B gl = 2 AR N et A e B R o7
TE&R > Fra e EHEARAL -

T Rdsa A OB B
2= H it s A NS B A B B R 7317 2+ Tllumina Miseq system -
RS EHRS © ABERIER A 5% 560 = -
EEA C FILER
FREKEREE 1 05-2720411 8 53204 2% 66513 -
=~ THEYRERARAL |
AR E A —EREFEFIARERE - B a0 B E A RE > ZOFEREE -

VY~ SCEARAEATT
(—) De novo and re-sequencing microbial whole genome sequencing

12,000 5T /1 million 150 cycle reads per B4 (SHRESIFS, ~20x coverage for SMb genome)
30,000 5T /5 million 150 cycle reads per B4 (SEEESLHS, ~100x coverage for SMb genome)

BAEK  double-stranded DNA, >50 ng/ul, total > 250 ng
#A QC QC iy » W TAEH 250/4

pAX il CLC Genomic Workbench
De Novo assembly report: free
1. Raw read trimming and filter report
2. Assembly report
3. Contig sequences
4. Unmapped sequences
Re-sequencing report: free
1. Raw Read trimming and filter report
2. mapping report
3. Coverage analysis report
4. Variant calling report
5. Amino acid change report

(=) 16S rDNA metagenomic analysis

8,000 7T /50,000 350+250 cycle reads per {4 (SR ERIH)
30,000 7T /250,000 3504250 cycle reads per &4~ (R 2 EERIF)

BAZR  double-stranded genomic DNA
HERE  1,000k4

T CLC Genomic Workbench
Standard report: free



1. Raw read trimming and filter report
2. BLAST report (database: NCBI microbial database)
Advance report: CLC Microbial Genomic Module, 2,000 /%4

1. Raw Read trimming and filter report
2. OTU clustering

3. Stacked charts

4. Alpha diversity

5. Beta diversity

(=) RNA sequencing

standard polyA RNA library
30,000 7T /10 million 150 cycle reads per A& (S EERIH)
45,000 7T /20 million 150 cycle reads per B4 (2 EEERFE)

low input RNA library
35,000 7T /10 million 150 cycle reads per B4 (2 EEERIFE)
50,000 7T /20 million 150 cycle reads per 4 (2HEERIHE)

ribo-free RNA library
60,000 7T /25 million 150 cycle reads per 4 (2HEERIE)

BEAREK total RNA, >50 ng/pl, total > 250 ng, RIN >7
BA QC QC i » WL T AER 250/ 4
AR 1,000/4 (TRIZOL &L - &4 QC)

Sy CLC Genomic Workbench
RNA sequencing report: free
1. Raw read trimming and filter report
2. mapping report
3. RNA expression report (gene)
4. RNA expression report (transcript)
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