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Embracing the new birth

What is PIMS?

Preimplantation Methylation Screening (PIMS) is a groundbreaking and innova-
tive embryo screening technology exclusively owned by Guangzhou Nvwa Life
Technology Co., Ltd. PIMS can not only test chromosomal aneuploidy, but also
DNA methylomes including whole-genome methylation level, DMRs (Differential
Methylation Regions), imprinted genes and etc. It's the first and only technology
in the world that can test molecular genetic and epigenetic information from
embryo within single PIMS run.

How PIMS was established ?

The founder of Nvwa Life and PIMS --- Dr. LIU Jiang spent more than 10 years in
epigenetics-related scientific and clinical research to establish PIMS technology.

Early stage embryo of zebra fish inherits methylome mapping from sperm?
—— Jiang, L., et al. (2013). Cell

Active methylome reprogramming at paternal and maternal genes of mammals?
—— Wang, L., et al. (2014). Cell

Methylome reprogramming related to assisted reproductive technology (ART)?
——Li, G., et al. (2017). ) Genet Genomics
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How PIMS works?

PIMS

Pre-implantation Methylation Screening

Chromosomal Aneuploidy Methylation Level Imprinted Gene Diseases

What PIMS achieve:

PIMS improve IVF outcomes:

PIMS (Pre-implantation Methylation Screening) is backed up by a prospective study*, which found
that DNA methylation could affect IVF outcome and it could also be the new biomarker in current
assisted reproductive technology (ART). When the methylation level (ML) is within 0.25-0.27
window™*:

- Increasing live birth rate from 50.4% (other ML windows) to 72.1% (PIMS) (Table 1)

- Improving IVF outcomes for all age groups, including young and advanced maternal age
(AMA) females (Table 2)

- Lowering birth defect risk by analyzing key imprinting control regions (ICRs) (Figure 1)

- Further improve IVF outcomes by applying Al system (Figure 2)

*Optimal methylation level range for better IVF clinical outcome




Table 1. Pregnancy rate, live birth rate and pregnancy loss rate in different ML level range

Other ML range’ ML=0.25-0.27"
Pregnancy Rate 59.8% (70/117) 76.7% (33/43)
Live Birth Rate 50.4% (59/117) 72.1% (31/43)
Pregnancy Loss Rate 15.7% (11/70) 6.1% (2/33)

Table 2. Live birth rate (LBR) of different ML range in different age groups

LBR of different age Other ML range’ ML=0.25-0.27"
AMA group 50.0% 66.7%
Young age group 50.6% 74.2%
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Figure 2. Al analysis to predict IVF clinical outcome



How to distinguish PIMS ?
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Biopsy 3-5 TE Cells from D5 blastocysts
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Next Generation Sequencing (NGS)
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Results:
- Copied number variations (CNV)
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