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~ Product Highlights:
Standard Bioinformatics Analysis - Bacterial Whole Genome Sequencing aration Seq uenCing for Ampl icon ;
Reference Mapping / de novo Assembly Genoeme and Eukaryote transcriptome

Bacteria Whole Genome Sequencing (HiSeq 150 PE)

Gene Component Analysis:
Gene Annotation/ Gene Structure Prediction
Repeat Sequences
Non-coding RNAs

Gene Function Annotation: Ampllcon Sequencing
25 16S/ 18S/ ITS metagenomics amplicon sequencing with free standard bioinformatics analysis,
COG which are OTU clustering & filtering, species annotation, Alpha & Beta Diversity at 3 choices:
KEGG
\ (i) 30,000 raw tags (~ 60,000 reads)
. Eukaryotic RNA-seq (HiSeq 150 PE) (i) 50,000 raw tags (~ 100,000 reads)

(iii) 100,000 raw tags (~ 200,000 reads)

Standard Bioinformatics Analysis - Eukaryotic RNA Sequencing with Reference Genome
Reference Mapping
Gene Expression Quantification - Various choice of Primers:
Correlation Analysis (For biological replicates only)
Differential Expression Analysis (For two or more groups of samples) Types Region Fragment Length Primer
GO Enrichment Analysis of Differentially Expressed Genes (DEGs) va 292 b 515F
(For two or more groups of samples) P 306R
. KEGG Pathway Enrichment Analysis of Differentially Expressed Genes (DEGs)
(For two or more groups of samples) Bacterial16S “/3-V4 466 bp 341F
- 806R
Standard Bioinformatics Analysis - Eukaryotic RNA Sequencing without Reference Genome VA-V5 393 bp 515F
de novo Assembly 907R
Gene Functional Prediction using 7 Databases — NR, NT, KOG, KO, Swiss-Prot, GO and PFAM U519F
D Archaeal16S *V4 288 bp
GO, COG, KEGG Classification 806R
CDS Prediction 528F
. Gene Expression Analysis va 179 bp 706R
Correlation Analysis (For biological replicates only) Fungall8S 1380F
Differential Expression Analysis (For two or more groups of samples) £ V9 131 bp 1510R
GO Enrichment Analysis of Differentially Expressed Genes (DEGs) (For two or more groups of samples) ‘ ITS5-1737F ;
KEGG Pathway Enrichment Analysis of Differentially Expressed Genes (DEGs) ITS1 307 bp
(For two or more groups of samples) - ITS5-1737F
ﬁ Fungal ITS ITS3
More NGS services are available, please contact our local distributor for your NGS enquiries. P, *ITS2 386 bp =
- - Bl e g f 7 o 2 = ). Ek-a % - ..‘_':'-_
7 For ordering and enquiries, please contact local distributor: 7 *POPU/a/’ choices
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Flowchart of bioinformatics: | LE ' ' - _* - Why Hiseq 250 PE analysis is better than MiSeq in amplicon sequencing?
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1) Higher quality of @30 in HiSeq vs MiSeq
Actual sequencing quality by HiSeq 250 PE run:

sample Name [Raw PE(#) |combined(#) |qualified(#) |[Nochime(#) [Base(nt)  |avglen(nt)JE20 a0 JEC%  |Etfectivess |

7 3 J sample 1 128,850 123,477 113,269 99,400 42,595,983 a8 98.7s] o97a1f 5254 77.13]

................. _ — gy eeecaneeeseen il » P sample 2 122,570 117,054 107,045 88,166 37,670,275 az7]  9s.7a] 9743 sam 7176
' 4 ’ Sample 3 125,55 118,185 106,892 72,944] 31,134,638 4270 sesa|  sraafl sam 58.03|
Sample 4 122,638] 117,109 106,580]  98,734| 42,109,339 a26]  sass]  ormf saas 80.51]

Sample § 122,202 116,784 106,616 92,986] 39,725,135 427] 9863 9716 53.4 76.09]

sample 6 127,001 120,838 109,699 92,529] 39,627,392 azg]  gama|  97.14]  sa0s 72.86)

sample 7 120,608 115,370 107,529 98,473| 40,584,142 a1 9874 97.4 54.4 81.65]

_ —— sample § 125,129 118,791 108,041 96,099] 41,188,543 479 ss7s| sl sam 76.8)

------ : : P Sample 9 126,076 118,714 108,762 55,033] 40,720,930 a28)  sa77]  gra3)  s3ae 75.38]

i s : _ ‘ v Sarmple 10 130,996 124,552 113,130  100.222] 43,351,395 aza| _ s8.76] 9741 sas 77.27|

Species Automation Beta-Diversity Actual sequencing quality by MiSeq 300 PE run:

Table 1. Raw data Stats

Wl | Species Automation Phyt i
] Statistics BEEEIE [ . '
’ Relationships F g ol

Total read bases (bp)  Total reads
256,529,762 858,212  58.233 4177 | 75.286 60.508
236,175,031 786,836 58398 416 |75.259 60.508
231,879,252 T2 E20 G8410 4159 | 75.262 G056
263,438 836 873,626 58554 4105 | o406 60611
250,572,014 837,304 59049 4085 | 75.891 61186

278,201,129 929,298

321024326 1,074,090
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Standard Analysis : Accumulation Curve
| — ‘._. Species Abundance
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Heatmap

Between Group Variation

Taxon Composition ) :
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Environmental Factor

CCA/RDA
Advanced Analysis "

Examples of charts in 16s metagenomics report
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Note: The request of Bl advanced analysis, which are multi-variant statistical and environmental factor is available at separate charges.



