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Humanizing Genomics The synthesized oligos (Primer) are used in various biology
l I chrogen and medical fields such as DNA sequencing, PCR, SNP study, gene
synthesis, NGS service, qPCR service, biochip and siRNA expression.
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Price/Base (THB)*™ "

Synthesis Scale (base) Concentration (LLmole)

o ‘ I dunsrlusiAn luda: 8 un*

WIFI
1-50 base 10 18 45 90 . 4
51-300 base 9 16 40 85 TuvumIvaunNIsauinsIHikpa:AS

>300 base 8 14 35 80

Purification Method Price/Oligo (THB)* TASusA WAL Aot

*8Uu1n/ base : 1 0.025 umole 35uIn/base: A 0.2 pumole
Desalt free - - -

14Un/ base : i 0.50 umole 80 uN/base: A umole
MOPC free free free

PAGE 1,700 | 1,700 | 1,100 idoulvmstdiiinine
HPLC 1,100 | 1,100 | 1,600 - IWnINTdrSuUSNIS Oligo synthesis IMtuU

dunsnrniAoWEOlUINU 130 W& - awnsnlEnninatilafus:ez10a1 1 U GuaaissunGe
AinowITuliu 0.025 umole AuiAsT:HIFAOWENITIIAU 35 1Ua \ ~%

(MNIAU 35 1UE FEITUAUNILTU)
SOUMSAVAIIAS1:H NNSUSIANSIIA:WFE S:8=10anlFSUAUATUIRU 7-10 Surins CLICK > Primer Order form

Modified Oligos 3' Modification Dual-Labeled DNA Probes
Fluorescent Dyes & Non-Florescent Modifications Modification z_:c:ni t::mer (I :ﬁ:nole Modification P(;_Izc (:l/m:'lemer (It:i)m ole
Dark Quenchers 3'C3 Spacer 2,700 4,000 5'FAM-3'TAMRA 6,300
Internal Modification 3’Phosphorylation 1,600 2,700 5'TET-3'TAMRA 7,400

3'Biotin 2,100 4,800 5'HEX-3'TAMRA 7,400

3'Biotin-TEG 3,700 5,600 5'CY3-3'BHQ1 11,600

5' Modification 3'BHQ1 3,400 7,400 5'CY3-3'BHQ2 11,600

Price/ Primer (THB)** 3'BHQ2 3,400 7,400 | 5'cy3-3'BHQ3 11,600

.2 umole 1.0 pmole 3'BHQ3 5,800 9,200 | |5'cy3.5-3'BHQ2 18,400

5'Phosphorylation 1,600 3,200 3'Dabeyl 5,000 7,900 | I5'cys-3'BHQ2 11,300

5'NH2 C6 1,400 3,200 3'BBQ650 5,300 8200 I5'cy5-3'BHQ3 11,600

5'NH2 C12 3,200 7,400~ 3'Eclipse 9,000 11,100 | Is'cys.5-3'BHQ2 16,800

5'Biotin 3,700 10,500 3'FAM 3,500 6,900 | |5cys5 5-3'BHQ3 16,800

5'Biotin-TEG 4,200 5,800 3'CY3 5,800 8,400 5'CY5.5-3'BBQ650 17,600

5'Thiol C6 S-S 5,300 8,700 3'CYs 5,800 8,400 5'FAM-3'BHQ1 6,300

5'C3 Spacer Sl 0% Dual-Labeled DNA Probes SHEX-3'BHQL 7,400

5’dSpacer 4,500 7,400 5'HEX-3'BHQ2 8,400

. e Price / Primer (THB)**
5'FAM 2,000 4,500 Modification / (THB) 5'TAMRA-3'BHQ1 10,500

> HEX 2,900 6,600 — 1RSI LRI Sravra-3BHQ2 10,500
S:TET 2,900 6,600 5'ATTO565-3'BHQL 18,900 27300 o STAMRA 12,600
SITAMRA 2,900 6,600  5'ATTO565-3'BHQ2 18,900 27,300 506 3BHQl 12.600
ZJC?; 2’232 ;,igg S:ATTOS'SS—S'BBQGSO 21,600 30,500 51)0E-3'BHQ2 12,600
' ) , 5'ROX-3'TAMRA 14,500 21,800 5TET-3'BHAL 12,100
S'CY3.5 9,200 14,200 5'ROX-3'BHQ2 15,300 22,600 5'TET-3'BHQ2 12,100
5'CYS 6,300 7900 iR ox-3'BBQGS0 17,400 25,000 5'FAM-3'Dabeyl 9,500
5'CY5.5 9,200 14,200 : : :
5'CAL Fluor560 10,800 15,500 5'TexasRed-3'BHQ1 18,200 26,000 5'HEX-3'Dabcyl 11,100
5'CAL Fluor610 10,800 15,500 5'TexasRed-3'BHQ2 18,200 26,000 5'TET-3'Dabcyl 12,100
5'ATTO565 NHS-ester 10,800 15,500  |5'TexasRed-3'BBQ650 17,900 26,000 5'TAMRA-3'Dabcyl 12,100
5'ROX NHS-ester 9,200 13,200 |5'YakimaYellow-3'BHQ1 14,700 23,700  5'JOE-3'Dabcyl 12,600
5'TexasRed NHS-ester 11,600 16,800 | 5'YakimaYellow-3'BHQ2 14,700 23,700 |5'CAL Fluor560-3'BHQL 14,000
5'YakimaYellow 7,700 10,300, 5'vakimaYellow-3'Dabcyl 14,700 23,700 O'CAL Fluor610-3'BHQ2 14,000
|ntel’na| MOdIfICatIOI'l ) ) 5'CAL Fluor610-3'DabcyI 14,000
Price / Base (THB)** Duplex Oligo (double stranded oligos) MGB Probe
0.05 pmole 0.2 pmole 1.0 pmolel  rodification Price / Primer (THB)** 5'FAM-3'MGBEClipse 21,000 31,500
Deoxylnosine (dl1) 500 600 600 0.05 pmole 0.2 pmole 1.0 pmole IEISTIET VI T TS 26,300 39,200
DeoxylInosine (dU) 400 600 800 Double stranded oligos 5'TET-3'MGBECclipse 26,300 39,200
Phosphorothioate 200 250 300 wgrpngallisou VAT 79
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https://www.dropbox.com/s/smmhyy61qd4e8zf/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%E0%B8%AA%E0%B8%B1%E0%B8%87%E0%B9%80%E0%B8%84%E0%B8%A3%E0%B8%B2%E0%B8%B0%E0%B8%AB%E0%B9%8C%E0%B9%84%E0%B8%9E%E0%B8%A3%E0%B9%80%E0%B8%A1%E0%B8%AD%E0%B8%A3%E0%B9%8C_Oligo%20Oder%20Form_Smart%20Science.xlsx?dl=0

DNASEQUENCING

DNA Sequencing

¢ Sample : Plasmid, PCR Products
® Read length : 650-1050bp

*  soUNSANDIASIH NNduwNKE
*  TASuwanisdinsiH N1elu 7-10 Suninms
*  gWNsnVadIns1:HElE WS 1 ASY

Standard DNA Sequencing Click > Seq Order form
USNS3IASN:HMEdUIUE DNA fAislassadonoll Tneld

INAUA Sanger Sequencing (ABI 3730xl)

MISWATUSNISHIEAU DNA 998791V Individual Tube

Reaction(s) Price/ Reaction (THB)**

<20 220
21-100 210
>100 200

MISWATUSNISHIEAU DNA £1098141IuU 96 well plate
1 Primer / Plate Sequencing 14,500
Multi primer / Plate Sequencing

16,500
(From 2 to 6 primers)

Difficult DNA Sequencing  Click > Seq Order form
USMSIIAS1:HAAUILE DNA AllAsIASEdeN THin siRNA

with hairpin structure/ Unusual secondary structure/ GC or

AT rich/ Homopolymeric tracts (PolyA/G)/ Repetitive region

Purified PCR products/ Plasmid 450 /Reaction

96-well plate 29,000 /Plate

USN1sdIAST:H Primer Walking

IUUSNS3IASN:HENAUIUE DNA RVUR 2-10 kb
2NA298 PCR products la: Plasmid

Price/ Reaction (THB)** Click > Seq Order form

5,000

SNP/Mutation Analysis

USN1S3IAS1:HK SNP (Single Nucleotide Polymorphism)
soufiuiSsuifisumsilasunlasmeludTuududluuiaute

GENOMIC PRIMER
DNA DESIGN &
SYNTHESIS

PCR SEQUENCING

'CR
EXTRACTION OPTIMIZATION AMPLIFICATION  ANALYSIS

Price/ Reaction (THB)**

\k 110

.. @ a ence.co »24) orde

WORKFLOW

Click > Seq Order form

Sample Preparation

B | ! .

. /
¢ Free Analysis: BlastN or BlastX &=y
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Humanizing Genomics

macrogen

Click > Sample preparation guide

' io%olnosin 20,000 uN VUIU @

WIFiY ! BIAs1:KIusIAT 200 U./AD08T*
TUGVusvaIN1sadInsIHilsazASy

ol > @
eulvnstdiwnine
- IWNIN9U&MSUUSNS Standard DNA Sequencing Inadu

- awnsnlEnininatlfius:ezi0a1 1 U GuduissuRge J
\

Additional Service

PCR product Purification (from unpurified PCR products) o
4,790/ plate
PCR Amplification (gel report excluded) 490
Customized PCR amplification (gel report included) 750
Gradient PCR amplification 1,350
PCR Optimization 4,700
gDNA Preparation - Microorganism 250
gDNA Preparation - other (plant) 2,390
gDNA Preparation - other (insect, animal, blood, etc.) 1,450
Gel Extraction 490

Identification Services Ty

UsSNIsIUNaNewWUsInedInst:H 16S rRNA uIluARiSy, 18S rRNA/ 26S rRNA /ITS
region Tus1 (Fungi) Iﬂummsna'aﬁoashaiugdnuuInIaUlvT/'aiﬁiums:')msw:n’[ﬁlau nw
Macrogen 9:0USNSANAAIBUID 1 PCR MN@AUIVE 11a:31AS1:KS:UBTIAVOIF00EN

Individual Sample (Agar plate/ glycerol stock) 1,400

Fragment Analysis

1ﬁu§msnseunau genotyping, DNA profiling, mutation detection techniques Fumsovdou

Click > Seq Order form

INNISANANS fluorescent (mww:ﬁoad'\uﬁlﬁu fluorescent labeled PCR product lrhl,:lu)

Vagaﬁvﬂﬁs‘u : FSA file, against allele values analyzed lla: peaks of allele (.pdf)

Price/Sample or Plate (THB)**
Individual Tube 96-well plate
250

14,000

Details
Fragment Analysis (Genescan - 1200L1Z)

WiFlL
- dMSuanAFIINIHIA HINEIITU 5 Fo08d WEANTREY 60 UIN (douanrinela)

- gnAnfuWuRNSIINW< BUSN1SSURDDENIWS cegamEaliisou VAT 7


https://image.makewebeasy.net/makeweb/0/EtyBgz2ZO/Document/NormalAutoSeq.pdf?v=202012190947
https://www.dropbox.com/s/iekyrj55zbpiv4a/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20Sequencing%20Service_Form_Smart%20Science.xlsx?dl=0
https://www.dropbox.com/s/ohp3gkn226euj0i/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20Difficult%20Sequencing%20Service_Form_Smart%20Science.xlsx?dl=0
https://www.dropbox.com/s/a3xg52bvhj5svmg/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20Primer%20walking%20Service_Form_Smart%20Science.xlsx?dl=0
https://www.dropbox.com/s/kvuucmswtor409p/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20SNP-Mutation%20Analysis%20Service_Form_Smart%20Science.xlsx?dl=0
https://www.dropbox.com/s/e1fyrs0toei02lh/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20Identification_Form_Smart%20Science.xlsx?dl=0
https://www.dropbox.com/s/b5sg57jh3dyedj9/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20Fragement%20Analysis%20_Form_Smart%20Science.xlsx?dl=0

GENE SERVICES

Gene Synthesis

Free cloning service (Macrogen standard vector)
100% sequence guaranteed using ABI 3730xI
Mutagenesis service available
Provided as plasmid DNA 3~5 ug
Free sequencing provided
TAsuvesnelu 30 Surinis

19*

plasmid DNA state with a free cloning service, as well as DNA sequencing.

Price/ Mer (THB)*™

Click > Seq Order form

* $1AENISOUANINEY

* BURDAOWEINIANNSFIASN:K 9:TAUSNSIWUIFAL 1,500 - 6,000 UAN / Bu

Sub-Cloning Services

usn1slnauliy PCR product Wng
Plasmid Cloning vector Raula

Workflow

2024

Humanizing Genormics

macrogen

Macrogen’s gene synthesis service provides synthesis services for genes in a

Hurnanizing Genomics

macrogen

Macrogen standard vector

—_— —

% %

% )

3 (S
e 3

Cloning Region d Cloning Region

a

£

= pMG-Amp pMG-Kan
(2710 bp) (2579 bp)

Map

Nw N

Sequence

Price/ Reaction (THB)**

7,900

“¥n cloning UNIKioIN standard vector fioudi vector GUIKALUSENEY

Oligo Synthesis - Gene Assembly > Cloning - DNA Sequencing & Quality Check > Lyophilization > Shipping

%

USMsduins1:HEumMuALenIuUIA:LIVAgIoAIReS

Gene Length

0-435bp

Gene in Vector

Price (THB)**
5,900
436 bp -9 kb 14-18 /bp
+10 kb AnGiauevIy

Gene Optimization ‘/

( J :loning in standard vector \/

Custom subcloning 6,000 /gene

Click > Service Information

Click > Seq Order form

Mutagenesis

Site-directed mutagenesis of a sequence to make

specific, targeted changes to double stranded DNA.

* $1AGullUSoUAIREY

* ANYAEY 2,000 UN/0DINDS

SIM

L]
) BIO BASIC

Quality-Affordable Research

NN
‘&)A p

Standard vector (Free)

puC18 pUC57-Kan pBluescript Il KS+ pBR322

pUC19 pUC57-Amp pBluescript Il SK+

pUCm-T pUC57m (No Ndel) pBluescript Il SK-

Specialty Vectors

pIRES2-EGFP pCold Il pMIrGLO PET-48b(+) PGEX-6P-1

pET-3a pET-9a pET-11a pEGFP-C1 pQE-30

pET-15b pETDuet-1 pET-19b PGEX-4T-1 pCDFDuet-1

pET-20b(+) pET-21a(+) PET-21b(+) pGL3-promoter pGL3-Basic

pET-22b(+) pET-24a(+) PET-24b(+) PACYCDuet-1 PcDNA3.1 (+)

pET-28a(+) PET-28b(+) PET-29b(+) pGL4.17[luc2/ Neo] pGL4.19[luc2CP Neo]

pET-30a(+) pET-32a(+) pPET-32b(+) PET-45b(+) pQE-60

PET-47b(+) PET-49b(+)  PET-50b(+) pEGFP-C3 $7A1 4,900 UN

Each gene is confirmed base-by-base in sequence and is

guaranteed to match 100% with your requested sequences
GAT AAATCTGGTCTTATTTCC

Price (THB)**
1 point mutation Additional mutations

6,000 2,900/mutation

Gene Length

1-2kb

**$1ANgallusou VAT 7
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https://dna.macrogen.com/ces/order/geneVectorAmpSeqPopup.do
https://dna.macrogen.com/ces/order/geneVectorAmpMapPopup.do
https://dna.macrogen.com/ces/order/geneVectorKanSeqPopup.do
https://dna.macrogen.com/ces/order/geneVectorKanMapPopup.do
https://www.dropbox.com/s/4edhas0n1k204xr/Gene%20Synthesis%20Overview_V7_L.pdf?dl=0
https://www.dropbox.com/s/mhjow0hux9xskvc/Bio%20Basic%20Gene%20Work%20Order_V2.xls?dl=0
https://www.dropbox.com/s/k3pgvsv6bjokzdc/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20Gene%20synthesis_From%20Smart%20Science%20%28LAPTOP-F3LAQ5SG%27s%20conflicted%20copy%202022-10-05%29.xlsx?dl=0

Peptide Synthesis Process

Confirm
Sequences (MS)

Cleave

anthesize
Peptides

eptides Lyophilization

Purification

For Peptides with a length of 6 -24 Amino acids

Price / Amino acid (THB)*

340 360 420 480 560

Omg 400 450 510 540 640
-1

480 510 570 610 740
16-20mg 510 570 640 700 830

=*s1Agullisou VAT 7%
Click > Seq Order form

Click > Service Information

*  snenldsunladlinunoiuen-ielumsdunsi:k
*  Funs:HIAluIRu 89 nsno:ilu
*  TAsSuveunelu 30-45 Junnis

Peptide Modifications

Modification Type

n n
/""-\ R /“-\ R
[ W, N TR N-Terminal Modifications [ H,N N R N-Terminal FATylation
N R H o N— R H 4]

: i

Al ' !
HOOC11C+11INH, D-Amino Acids

A

R

OH  Phe/Tyr Analog Amino Acids
NH»

l [ Lot MAPS and Carrier Complexes
Cc o

N-Methyl Amino Acids

HOOC— I[IT.—NHz Unnatural / Unusual amino acids

2024

Humanizing Genormics

macrogen

Confirm
Purity (HPLC) Qac

For Peptides with a length more 24 Amino acids

25-29 Amino acid 1.11M

30-39 Amino acid 1.21M
40-49 Amino acid 1.51M
50-59 Amino acid 1.81M"
60-69 Amino acid 2.11m
70-79 Amino acid 2.51n
80-89 Amino acid 3.01M
90-100 Amino acid 3.51M

=*s1ANgullisou VAT 7%

C-Terminal Modifications

Fluorescence / Dye Labeling

@ Quenched Fluorescent Peptides

o]

H
"\1)\}
R
Me”

®

“gounusIAITUIALTEAWGNUIEY

Homo-Amino Acids

Atom Linkers

Methyl Amino Acids

Cyclic Peptides Phosphorylation

MART
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https://www.dropbox.com/s/4tc4wfymwq0ln51/Peptide%20Service%20Overview%20v4.pdf?dl=0
https://www.dropbox.com/s/lxnh7gnl4jovtwx/peptide%20synthesis%20order%20form.xlsx?dl=0

USNSAUIASN=HiloUFUORNY Monoclonal Ab Iia: Polyclonal Ab d1HSUdnU Western blot 1§ Immunohistochemistry ELISA ||a:Tua’mu:‘ﬁar‘iﬁaamsnmué’mwwzqa

Features:
ELISA titer guarantee > 1:100,000 (Monoclonal) and > 1:50,000 (Polyclonal) and dot blot guarantee
Ab purification and lyophilization
Antibodies guaranteed to work in your application of choice )L \ / \ /
Full service from antigen design to antibody purification \) (/ 7\ \( \(
Highly competitive pricing /)L\ i g

Monoclonal and Polyclonal packages to suit your needs

Antigen Design Additional Antibody Delivery and

Antibody Immunization Purification Antibody Project Completion

and Synthesis
Screening Final bleed and antibody

QC client’s antigen,

Immunization
(if necessary) Validation You receive pre-immune
purification via Protein A/G

or peptide synthesis, 2rabbits, ELISA analysis of Additional boost and . it serum, antigen,
500[1g/rabbit or antigen affinity (ELISA and dot blot) antiserum, purified

serum ELISA screening as e

X purification (for guaranteed ;

of antigen needed . antibody and QC data
projects)

Monoclonal Antibody Production Polyclonal Antibody Production

/
P P ©® @9 4 =
y g B of
Stk TCSTR T 6% °

1. Antigen design, synthesis, 2. Immunization of 2-4 3. Additional boosts and
and conjugation New Zealand rabbits screenings (ELISA, dot blot)

or protein expression

1.5 Balb/c mice 2. B cells isolated 3. B cells fused with myeloma
immunised from spleen cells to form hybridomas

. ;

Serum separated

Di . A R

5. Antibody-producing 4. Hybridomas screened for
ybridomas cloned desired antibody production
(2-4 rounds) (ELISA) 6. Antibody Validation 5. Affinity Purification 4. Serum collection
(ELISA, dot blot) (Protein A/G or Antigen) (antibodies in rabbit blood)

Click > Seq Order form

§% Description Price/ Reaction

@ Click > Service Information Standard

Peptide Package
7. Antibody purification s.ambotyaicaion  Click > Seq Order form Guaranteed

(Protein A/G affinity (ELISA, dot blot)

purification) ‘ Standard o
Protein Packages ARRaLWeVIY

Guaranteed
Standard

Guaranteed ELISA Package Phospho-Specific Packages

Guaranteed

Guaranteed Western Blot Package . ) ) )
Deliverables : Pre-immune serum, 1mg antigen, rabbit

Guaranteed Immunohistochemistry (IHC) Package Anmathavig antiserum, and purified antibody
Guaranteed Immunoprecipitation (IP) Package Antibody Purification : Antigen-affinity Purification Protein

Guaranteed Phospho-Specific Package (Guaranteed Type), A/G Purification (Standard Type)

Simple 3-step Order Process:

Request a Quote via email with the information: [

1. Your desired target protein (Uniprot/NCBI number) VI
2. Required antigen (Protein, peptide).
3. Desired Package (Polyclonal, monoclonal) Department confirms details Confirm Quote via email and

4. Optional: Antigen Design Report (FREE, we will and emails you back. we will initiate the Project

suggest antigenic regions of your target protein).

MART
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https://www.dropbox.com/s/4xcrl05itnegdaz/Service%20Flyer%20-%20Antibodies_AM%20Edit_V1_low.pdf?dl=0
https://www.dropbox.com/s/gaihookc6mzx71x/Monoclonal%20Antibody%20Order%20Form_V1.docx?dl=0
https://www.dropbox.com/s/eoio0jlchdbkw50/Polyclonal%20Antibody%20Order%20Form_V1.docx?dl=0
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Exome Sequencing (WES)

Whole Genome Seq

USMseUTTULNIKUAIADIAS :HoYaNIWUSNSSURIRYaVoY
Click > Seq Order form

Whole Genome De novo Sequencing
3IAs:RMANAUITULRSIILTTEYadBl WoFnuANTEINaUS T fosinATA
NGS 9:808/Hamsns:UdAUSIUUAIHUAVEIRAUNSE dndna:wis ot usomniSo
nazijug

Data Analysis*
¢ Standard Data Analysis
- Consensus sequence assembled into contigs
® Advanced Data Analysis
- Gene prediction & annotation
Whole Genome Resequencing
3IAs:HaaUTTuLIUSsUIRsUToyanuITuudwaIRtlugiuveya IMaAnuINS

iWAsunagsneg 18U single nucleotide polymorphism (SNP) v insertion 1a:
deletion (InDel), copy Number Variation (CNV) lia: structural variation (SV)

Data Analysis*
®  Standard Data Analysis
- Mapping to the current reference genome

- Analysis of mapping statistics

SNPs and InDels calling
- Variant list in vcf or Excel formats
® Advanced Data Analysis
- A variety of options for mapping algorithms, variant detection

algorithms, annotations, mapping to public databases

Sequencing Platforms

v HiSeq 2500/4000, HiSeq X, NovaSeq 6000
v" NextSeq 500, MiSeq

v’ PacBio RS 11, PacBio Sequel

USMS3IAs1:HMEAUIUalawazdouluBuRv:gnIaskaidu

Ws#iu (Exon) Click > Seq Order form

Whole Exome Sequencing

USN1s3IAs=Hangiutionalelnsnidudou coding regions NIHUA
awnsnldfumnisnanewugvesduRiuaninarilfinalsa
Data Analysis*
®  Standard Data Analysis

- Variant Calling (SNPs / InDels) & Annotation Advanced
®  Advanced Data Analysis

- CNV (Copy Number Variation)

- Various Variant Calling Pipeline

- Cancer Analysis / Family Analysis/ Population Analysis

Targeted Sequencing

nsKaAuIuaiawI:aouvavgunSousionuvaudluunindvsaula

Data Analysis*
®  Standard Data Analysis

- Variant Calling (SNPs / InDels) & Annotation
®  Advanced Data Analysis

- Various Variant Calling Pipeline

- Population Analysis

Sequencing Platforms

v' HiSeq 2500/4000, NovaSeq 6000
v NextSeq 500, MiSeq

Epigenome Sequencing

10umsAnuINsiUaguIlasved epigenetic BaidunisnouAUNTSIIAAJoENVOIEU
Afenenn1awusnssu soudurliiiansiUasunladvad DNA methylation ia:

histone AINANS acetylation
Click > Seq Order form

Methyl-Capture Sequencing
IunisAnuns:AUVed DNA methylation AinsiukSelisneuausiaiknii CpG Aliiuau

Data Analysis*

®  Standard Data Analysis

- Global Methylation Profiles

- Specific Methylation Profiles [CG Islands/ Differentially
Methylation Regions (DMRs)]
®  Advanced Data Analysis

- DMR-Associated Genes

- Gene Set Analysis

Chromosome

- Comparative Analysis

M

Whole Genome Bisulfite Sequencing (WGBS)

USN1SJIAST:Hs:AUVaY DNA methylation vaunn cytosine Tudluu Ineld

sodium bisulfate rinlfi DNA AUSIotu non-methylated cytosine IUasuidu
uracil IWelEluns3iAsn:Hranausialu

Sequencing Platforms
v’ HiseqX
v HiSeq 2500/4000, NovaSea 6000
v MiSeq System

Histone Modification

ooo@@@@CE

DNA Methylation

*Data Analysis may vary depending on the availability of reference and the type of platform.
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https://www.dropbox.com/s/1nckawytzlnzzwy/2022_NGS%20Service_Form_Smart%20Science_WGS.xlsx?dl=0
https://www.dropbox.com/s/5xfvt57fxxkr6v6/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20NGS%20Service_Form_Smart%20Science.xlsx?dl=0
https://www.dropbox.com/s/5xfvt57fxxkr6v6/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20NGS%20Service_Form_Smart%20Science.xlsx?dl=0

1DumsAnuAUMaNHanevasgaunseluzaondouRauls

Amplicon Metagenome Sequencing

Data Analysis* Click > Seq Order form

®  Standard Data Analysis
- Community Diversity Analysis (OTU)

- Probiotics Analysis

2024

Humanizing Genomics

macrogen

Shotgun Metagenome Sequencing

USMS3IASN:KKNa 1RUIUaRASaUAgUNNBUTUNN organism Roglu mixed sample

SoufiveAUNSERTUA SN FB s )
’ Click > Seq Order form

Data Analysis*
®  Standard Data Analysis
- Assembly
- Gene Prediction & Annotation

- Taxonomy Analysis

Sequencing Types & Platforms

- .
Advanced Data Analysis v' 165 rDNA sequencing using MiSeq system

- V3-V4 Regions

- Customized Regions
v Full-length 16s rRNA sequencing on PacBio RS Il
v’ 18SrDNA/ITS seguencing

- Phylogenetic Tree

- Hierarchical Taxonomy Graph
- Heatmap

- PCA biplot

Transcriptome Sequencing Click > Seq Order form

USMS3IAS1:HKNa 1GUILE RNA Rudounidu coding lla: non-coding Resequencin
nesequencing

De novo Sequencin - ~ L. Lo
9 9 1Junsidseuineusuiuunisiianoanvadiiu HSaveyavavdulna:suiuu

J1AS1:KKNa 71U MRNA nanunnualuuvogao’moa IWoAUKEUTHU NNSIAA splicing variant, fusion genes lla: SNP

N1SAUNT chromosomal rearrangement N1ss:y fusion genes -
Data Analysis

Data Analysis* ®  Standard Data Analysis

®  Standard Data Analysis - Mapping Statistics

- De novaAssembly Statistics - Gene Expression Profile

- Gene Expression Profile - SNPs and InDels calling by mapping to reference genome

®  Advanced Data Analysis (Human, Mouse, Rat)

- Blastnt or Blastnr - Novel Transcripts

- Differentially Expressed Genes (DEGs) - Alternative Spliced Transcripts

- Gene Annotations & Ontology Analysis - Fusion Gene (Human, Mouse, Rat)
®  Advanced Data Analysis

Small RNA Sequencing

- Customized Analysis
Iu RNA Atiunisnonsiandluun aMtiAlunsmouauoIso - Differentially Expressed Genes (DEGs)
N1SAUANNTSIIARYEDNVaIEU [nBUSNISIIAS:Ha TAuIVAIa: - Gene Ontology Analysis
UduanUsunnulgnuludou miRNA, siRNA, piRNA n1a: non-

coding RNA 5uq

Sequencing Platforms
v" HiSeq 2500
Data Analysis*
®  Standard Data Analysis
- Expression Profiles of small RNA (piRNA, snoRNA, snRNA, Y RNA, vault RNA)
- Novel miRNA
®  Advanced Data Analysis
- Target Prediction of Known and Novel miRNA
- Gene Set Analysis

*Data Analysis may vary depending on the availability of reference and the type of platform.
- Differentially expressed miRNA

PacBio Sequel

10 Genomics 4 = -
\‘ lon Proton lon PGM

HiSeq 2500/4000 HiSeq X 10 PacBio RS Il

NovaSeq 6000
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https://www.dropbox.com/s/7qubi5jtpmp10q0/2022_NGS%20Service_Form_Smart%20Science_Amplicon%20Sequencing.xlsx?dl=0
https://www.dropbox.com/s/i2c0k5157vcvqmt/2022_NGS%20Service_Form_Smart%20Science_Transcriptome.xlsx?dl=0
https://www.dropbox.com/s/5xfvt57fxxkr6v6/2022_%E0%B9%81%E0%B8%9A%E0%B8%9A%E0%B8%9F%E0%B8%AD%E0%B8%A3%E0%B9%8C%E0%B8%A1%20NGS%20Service_Form_Smart%20Science.xlsx?dl=0

INEeXt‘generation sequencing

Sample preparation Data result

4 L 4 L 4

usgnaunsnisious  Sample QC report Library QC report

DNA/RNA QC > Library construction > Sequencing

anNANIRNSEUA0DE1Y
na:dgunRusEn

duwalrinu Link

avludu Macrogen " - . L
Broanlunsdinsn:H 4-7 dUnrrnadslasumooeng

MISWSINUSNIS NGS

Exome capture using SureSelect and 6G throughput on NovaSeq 150PE sample 11,890

Exome

Amplicon Meta
Package Price

Sequencing only

bacterial WGS (w/ long reads)

DNA extraction
RNA extraction
Library QC
Sample QC DNAQC
RNA QC
TruSeq Nano DNA Library
Nextera DNA XT
TruSeq stranded mRNA Library
TruSeq stranded Total RNA
TruSeq stranded Total RNA
TruSeq stranded Total RNA
lllumina Library TruSeq stranded Total RNA
(Transcriptome)
TruSeq stranded mRNA Library
Small RNA Library
SMARTer smRNA
NEBNext Small RNA
De novo - Standard Bl
Analysis De novo - Advanced Bl

Re-Seq - Standard BI

Ribo-Zero kit application for other species

Exome capture using SureSelect
Metagenome ampilcon library
amplicon library and 50K RC on MiSeq 300PE
amplicon library and 100K RC on MiSeq 300PE
adapter ligation and 100K
NexteraXT and 100K
OTUAnalysis
OTUAnalysis
TruSeq strand mRNA library and 6G on Novaseq 150PE
TruSeq Stranded Total RNA Library Construction
with Ribo Zero Gold Human/Mouse/Rat and 5G on NovaSeq 150PE
Nextera XT shotgun library prep and 1G on HiSegX-ten 150PE
1G on x-ten150PE
3G on NovaSeq150PE
5G on NovaSeq150PE
6G on NovaSeq150PE
50G on NovaSeq 150PE
QC + PacBio Microbial Library + 100M
QC + PacBio Microbial Library + 200M
QC + PacBio Microbial Library + 500M
Extraction from cells / tissues
Extraction from cells / tissues
for Running Only at NovaSeg6000 and HiSegX
General gDNA QC (incl. shipping fee in price)
General RNA QC (incl. shipping fee in price)
350 or 550 bp insert sized
(fragment)
for human / animal / plant
with Ribo-Zero Human/Mouse/Rat
with Ribo-Zero Gold Human/Mouse/Rat
with Ribo-Zero Globin Human/Mouse/Rat
with Ribo-Zero Plant
Library prep not included (not recommended)
for microbe with Ribo-Zero kit

for miRNA / lincRNA sequencing

De novo Assembly
Gene Prediction & Annotation

Mapping, Variant Call & Annotation

sample
sample
sample
sample
sample
sample
sample
group

sample
sample

sample
Giga
Giga
Giga
Giga
Giga
sample
sample
sample
sample
sample
Library
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample
sample

sample

8,150
1,360
2,990
4,350
5,980
4,350
3,530
16,290
18,520

13,580

4,890
820
660
630
630
550

24,430
28,780
43,430

1,630

1,630
550

1,090

1,630

6,520

3,800

7,330

10,860
10,860
10,860
10,860
5,430
7,330
13,580
13,580
13,580
13,580
8,150
5,430

ATTENTION
PLEASE!

= Qushaidossiuna:shmeonelinisiuasunadvuagnusoognavesansn

" nsiifoegwluuu QC Aoagsegluaniu: hold/fail la:anfduioogaiiiosnidunisanasio:AEeIwUIRL
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Data Delivery (required for all sequencing services)

Genomics Microbial Genomics Transcriptomics

AWS delivery*

Hard drive (1Tb)
Hard drive (2Tb)
Hard drive (3Tb)
Library QC

INEXt'generationsequencing [ BV

Single-Cell Omics

TSy

K

Epigenomics

>100 Gb
100 Gb<D<500 Gb
>200 Gb
>1Tb
>2Tb
Per library

BMKCloud

1,550
NA
7,650
10,150
17,750
790

1-99 Gb 590
100-199 Gb 590
200-499 Gb 490

500 Gb 490

Per Gb 290
Per library 790
253,350
Per library 790
912,050
5,050
6,050
6,550
7,050
8,090
9,590
6,050
7,050
7,550
8,090
9,090
11,650
10,590
13,150
10,590
13,150

. X lllumina NovaSeg S4 Flow cell PE150
Partial Lane Sequencing (Raw Data)
(Minimal order is 1 Gb per index. Up to 50 indexes)

BGI T7 PE150
Library QC

Lane Sequencing (Raw Data)

lllumina NovaSeq S4 Flowcell PE150 (Dual index compatible) Per lane*™

Library QC

Flow cell Sequencing (Raw Data)
Per flow cell™

lllumina NovaSeq S4 Flowcell PE150 (Dual index compatible)
6G (20M)
8G (25M)
9G (30M)
10G (35M)
12G (40M)
15G (50M)
6G (20M)
8G (25M)

Eukaryotic mRNA Sequencing - WOBI NovaSeq 6000
Or Stranded mRNA Sequencing - WOBI NovaSeq 6000

Eukaryotic mRNA Sequencing - WBI NovaSeq 6000 9G (30M)

Or Stranded mRNA Sequencing — WBI NovaSeq 6000 10G (35M)
12G (40M)
15G (50M)
6G (20M)
10G (35M)
6G (20M)

10G (35M)

Eukaryotic mRNA Sequencing - WBI mapped to two reference genomes

Eukaryotic mRNA Sequencing - WOBI NovaSeq X Or Stranded mRNA
Sequencing - WOBI NovaSeq X

Transcriptomics and
) ) NGS-based Transcriptomics
Epigenetics
Eukaryotic mRNA Sequencing - WOBI NovaSeq X Or Stranded mRNA
Sequencing - WOBI NovaSeq X
Eukaryotic mRNA Sequencing - WBI NovaSeq X Or Stranded mRNA
Sequencing - WBI NovaSeq X

IncRNA Sequencing - WOBI 10G

6G (20M) 4,750

6G (20M) 5,250

9,090
12,150
8,090
10,590
14,650
18,190
LncRNA price
+ small RNA price
9,090
Sequencing per Gb 550
Bl (per 2Gb) 3,050

IncRNA Sequencing - WBI 10G
Small RNA Sequencing - WOBI 10M reads
Small RNA Sequencing - WBI 10M reads
circRNA Sequencing - WOBI 16 G
circRNA Sequencing - WBI 16 G

Includes mRNA, IncRNA,

Whole transcriptome Includes mRNA, Sequencing -WOBI or WBI
circRNA, small RNA

Library prep
Prokaryotic mRNA Sequencing

NA = Not available, please inquire the price from Sales representative.
* = AWS delivery is for one-time download only

www.smartscience.co.th @ orders@smartscience.co.th @ (+66)2-0777593, (+66)98-8250970 @ @smartsci

** = Data output per lane or per flow cell is NOT guaranteed.
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Full-length mRNA Sequencing on Nanopore - WOBI 12,150
Full-length mRNA Sequencing on Nanopore - WBI 4G 14,150
Full-length mRNA Sequencing on PacBio - WOBI 20G 42,050
Full-length mRNA Sequencing on PacBio - WBI 20G 63,350
ATAC Library Preparation Per library 10,150

TGS-based Transcriptomics

ATAC Library Sequencing (Recommend data output is 50M reads to 150M
Per10M 1,790
reads per sample)
Hi-C Library Preparation Per library 60,850
Transcriptomics and i . X i
. ) Hi-C Library Sequencing (Recommend data output for genome assembly is
Epigenetics Per Gb 550
100X genome size (Gb).
Epigenetics > 1ug DNA 45,550
Human/mouse/rat sample type -WOBI (30X, 90G)
100-200 ng DNA 55,690
>1ug DNA NA
100-200 ng DNA NA
<45 Gb 10,090
WGBS Data Analysis (only Bl) 45-100 Gb 15,690
101-300 Gb 23,290
5G (50X) 8,090
10G (100X) 13,150
5G (50X) 9,090
10G (100X) 14,150
Human Whole Genome Sequencing (lllumina) - WOBI Novaseq X 90G 22,250

Plant/Animal sample type -WOBI

Human Whole Exome Sequencing (IDT V2) - WOBI

Human Whole Exome Sequencing (IDT V2) - WBI

Human Whole Genome Sequencing (lllumina) - WBI Novaseq X 90G 24,790

Human Whole Genome Sequencing On BGI/Nanopore/PacBio - NA
100K Tags 2,750
200K Tags 3,250
300K Tags 4,290
400K Tags 4,790

SLAF-sequencing SLAF-sequencing + Analysis (pre-experiment, library prep, sequencing, SNP calling)

Plant/Animal

Libral
Genomics forary prep Per sample 2,290

NGS Sequencing (lllumina NovaSeq) Per Gb/sample 450
Plant/Animal WGS Analysis Re-sequencing Per Gb/sample 150

Analysis GWAS (also available for SLAF) Per analysis 20,290

Analysis Evolution (also available for SLAF) Per analysis 20,290

Spatial transcriptomics 60Gb (human/animals/plant) - WBI 10X Genomics = 321,250
Single nucleus mRNA sequencing (100Gb) - 136,750

NA = Not available, please inquire the price from Sales representative.

* = All ST and snRNA projects need to consult TS for feasibility with following information: species, tissue type, experience in cryo-sectioning.

—
n
4=

_PacBio Revio

Nanopore

- wﬁmmiumx \@i R e k@u;m»; \\:imou
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Standard Amplicon Sequencing (NGS, V3+V4/ITS1) -WOBI
Standard Amplicon Sequencing (NGS, V3+V4/ITS1) -WOBI
Standard Amplicon Sequencing (NGS, V3+V4/ITS1) -WBI
Standard Amplicon Sequencing (NGS, V3+V4/ITS1) -WBI
16S/18S/ITS Amplicon Sequencing (PacBio) -WOBI
16S/18S/ITS Amplicon Sequencing (PacBio) -WBI
Metagenomics Sequencing (NGS) - WOBI

Metagenomics Sequencing (NGS) - WBI

ff’\ BMKGENE

50K Tags
100K Tags*

50K Tags
100K Tags*

30K Tags*
30K Tags*
6 Gb*
6 Gb*

1,490
1,250
1,750
1,490
1,850
5,050
8,590

Metagenomics Sequencing (Nanopore) - WOBI 6 Gb* 15,690
Metagenomics Sequencing (Nanopore) - WBI 6 Gb* 23,750
Note: - 1 Tags = 2 paired reads

- Standard target regions for NGS based amplicon seq include 16SV3V4, 16SV4V5, 16SV4, Endophyte 16SV3V4, ITS1, ITS2,
18V4, nirS, narG, nosZ.

Microbial Genomics Bacterial whole genome re-sequencing (lllumina) - WOBI GS<8M; 100X NGS 3,350
Bacterial whole genome re-sequencing (lllumina) - WBI GS<8M; 100X NGS 4,050
Fungal whole genome re-sequencing (lllumina) - WOBI GS<60M; 100X NGS 4,550
Fungal whole genome re-sequencing (lllumina) - WBI GS<60M; 100X NGS 5,550
Complete bacterial whole genome (PacBio) WOBI GS<8M; 30X HIFI 28,350
Complete bacterial whole genome (PacBio) WBI** GS<8M; 30X HIFI 33,390
Complete bacterial whole genome (Nanopore) WOBI GS<8M; 100X ONT+100X NGS 15,150
Complete bacterial whole genome (Nanopore) WBI*** GS<8M; 100X ONT+100X NGS 19,250
Draft bacterial genome sequencing (lllumina) WBI GS<8M; 100X NGS 5,350
Fungal Genome Survey (lllumina) WBI GS<60M; 50X NGS 5,550
Draft fungal genome (lllumina) WBI GS<60M; 100X NGS 5,550
Hi-C based Fungal Genome -WBI GS<60M; 100X NGS 70,890
Fungal Fine Genome (Nanapore) -WB| ***** GS<60M; 100X Nanopore 25,290
Fungal Fine Genome (PacBio) -WBI***** GS<60M; 30X HIFI 40,490
DNA/RNA extraction (tissue/cell pellet/saliva/FFPE/blood, non-PAXgene tube for 2,550
RNA extraction

Extraction for high molecular weight DNA 10,150

* = More depth options and customized amplicon available, please consult our team for price

** = Nanopore-based metagenomic sequencing needs equal amount of NGS data for sequence correction, therefore, the quote for Nanopore-based metagenomic
sequencing (WBI) project should include : Metagenomics Sequencing (Nanopore) WBI + Metagenomics Sequencing (NGS) WOBI

¥* = Complete Bacterial Genome (PacBio), we strongly recommend performing Draft Bacterial Genome (lllumina)-WOBI for contamination estimation. Otherwise,
we need to receive client's confirmation on “Process without NGS-based contamination estimation”. In this case, 0-gap CANNOT be guaranteed in contract.

e = For Complete Bacterial Genome (Nanopore), 100X NGS is required for sequence correction (included in the price). NGS data-based contamination estimation
can be processed with same set of NGS data. Extra 7 wd is required for NGS-based contamination estimation.

»aok = Fungal Fine Genome WBI project needs to include Fungal Genome Survey (lllumina) WBI. Contig N50>2Mb is guaranteed. Chromosome level fungal genome

WBI project needs to include Fungal Genome Survey (lllumina) WBI and Hi- C based fungal Genome -WBI.

Sample delivery Library construction Sequencing Data analysis After-sale services
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