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Product Overview

lllumina Infinium™ Mouse Methylation BeadChip — %%
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Product Overview

Infinium Mouse Methylation BeadChip — 3272
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Product Overview

Infinium Mouse Methylation BeadChip —&f{t#k
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Min. DNA Input Amount 250 ng 250 ng
Conversion Rate** N/A 80%
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*ABT — Attempted Bead Types harbor the exact CpG probes. Depending on the genomic context either one or two bead types are required to query an individual CpG

illumina

**Manufacturing Conversion Rate — Refers to the minimum guaranteed percent of designed probes that are successfully detected on the final semi-custom array

***Manufacturing Lead Time — Refers to the time needed to synthesize the semi-custom array and perform quality control testing.
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Product Overview

llumina Infinium Mouse Methylation BeadChip — 7)o — 3>
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Data Analysis

Mouse Methylation BeadChip(MMB)D T —4— 70—
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Downstream Analysis Picture Taken From: Wilhelm-Bernartzi, C.S., et al., (2013). Review of processing and analysis methods for DNA methylation array data. British
Journal of Cancer 109 1394-1402. https://doi.org/10.1038/bjc.2013.496.
Bisulfite Conversion Picture Taken From: https://en.wikipedia.org/wiki/Bisulfite_sequencing

Author: Jujubix
License Information: https://creativecommons.org/licenses/by-sa/3.0/deed.en
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Technical Data
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» Expectation -DNAEMNEZ HE FEICHEHTESTA—THMEZ DT LN BAFFEND

« Findings -DNA%50 ng/'51,000 ngE THDELSDNASVTYRETT LA/ EITICHELI-FER.
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TABLE 2: Quantity_6 Median beta values

Laird_ID Cell_Type Description SuccessRate All_CpGs CGI_CpGs PMDsolo_CpGs Lane
21021 NIH3T3 I 50ng 0.85 I 0.83 0.64 0.48 1
21021 NIH3T3 100ng 0.89 0.84 0.69 0.43 2
21021 NIH3T3 I 250ng 0.94 I 0.86 0.72 0.33 3
21021 NIH3T3 500ng 0.96 0.86 0.73 0.35 4
21021 NIH3T3 500ng 0.96 0.86 0.73 0.35 5
21021 NIH3T3 1000ng 0.97 0.86 0.72 0.35 6

.
(]
I I |u m I na For Research Use Only. Not for use in diagnostic procedures.



Technical Data
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Technical Data
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Applications

EWAS = Epigenome Wide Association Study
AFILBERTLAZRNWTHARE CRIREICEET HOEEMATFTIVIEZRE

AFIENITURE BREDBEANBENDKEICEEY
BVIARDEDEEZ BT

EWASIX. HANIEBOHLIEELEEST S, TED T RTAY
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Statistically significant epigenetic

L\éb§~ I: l\—c\\o)gﬂé'%ﬁ [j:'?l‘jXJ: U ﬁ%“ BEiﬁ §< S m %é: t variation between cases and controls
RGNS |

Rationale for further
functional studies

Figure From: https://en.wikipedia.org/wiki/Epigenome-wide_association_study
Author: cmRamirez
License Information: https://creativecommons.org/licenses/by-sa/4.0/deed.en
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Applications
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Disease-discordant monozygotic twins

Prospectively sampled, longitudinal

causality to establish

ﬁ Can establish Slow and difficult
Versus >

Nature Reviews | Genetics

Figure from: Sirota, M., et al., (2011). Discovery and Preclinical Validation of Drug Indications Using Compendia of Public Gene Expression Data. Science Translational
Medicine 3(96):96ra77. DOI: 10.1126/scitransimed.3001318.
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Applications
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* All Tissue Clock (Horvath’s Clock)
 Skin and Blood Clock

* PhenoAge

» GrimAge

Dr. Horvath’s Picture Taken From: https://en.wikipedia.org/wiki/Steve_Horvath
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License Information: https://creativecommons.org/licenses/by-sa/4.0/deed.en
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Methylation vs Age Picture Taken From: Horvath, S., and Raj, K., (2018). DNA
methylation-based biomarkers and the epigenetic clock theory of ageing
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Applications
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DNA Methylation Biomarkers of Disease
And Therapeutic Response
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Disease Gene Methylation Signature

Adapted from: Sirota, M., et al., (2011). Discovery and Preclinical Validation of Drug Indications Using Compendia of Public Gene Expression Data. Science _
Translational Medicine 3(96):96ra77. DOI: 10.1126/scitransimed.3001318.

Healthy controls
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Ordering Information
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Infinium Mouse Methylation BeadChip Kit (24 samples)  FvHili#g 803,400
H T )L Bl 33,475
Infinium Mouse Methylation BeadChip Kit (48 samples) v ii#& 1,457,300
- L 30,361
Infinium Mouse Methylation BeadChip Kit (96 samples) w1t 2 914,500
27 )L B 30,360
ERAFILALEEFT . Infinium Methylation EPICH & B TIRETKIESLY
 hsovES | ®eRsx | | ®EWEEEE)

Infinium Methylation EPIC BeadChip Kit (8 samples) I Ml A% 372,400
S 7 )L B 46,550

Infinium MethylationEPIC BeadChip Kit (16 Samples) ¥y MMt 712,400
S 7 )L B 44,525

Infinium MethylationEPIC BeadChip Kit (32 Samples)  Fv Mg 1,295,300
S 7 )L B 40,479

WEEERAIEMM |nfinium MethylationEPIC BeadChip Kit (96 Samples) ¥y Milit& 3,886,000
7 )V E 40,480
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