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My name is Gloria, and | am a Visual Thinker and communicator

with over 20 years of experience in computational and biomedical

research. My strength lies in organising and conveying complex
information visually.

In this new venture, | am merging my scientific analytical skills

with professional art design to develop visual campaigns that

present intricate projects with the perfect blend of accuracy and
visual appeal.

My lifelong goal is continually enhancing my skills while learning
new ones in lllustration and Animation. | aspire to be an eternal
student, keeping my mind engaged well into old age.

Let's unleash creativity to bridge the gap between Science and
Society: “If | can illustrate it, you can understand it.”
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small GTPases in signaling. Journal Cell Biology, 196:2, 189-201.
2012.
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M.A. Smith, P,J. Houghton, R.B. Lock et al. Pharmacology & Therapeutics 264 (2024) 108742

i -

Molecularly targeted cancer therapy
agents developed for adult oncology

S C | E N T | F | C |/ Patient samples for in vivo Genomic characterization
b AN model generation of patient derived models

FIGURES

SRS

Advance promising targeted
o agents with evidence of preclinical

efficacy to clinical trials . -
Pediatric Cancer Drug Development . Screening for in vivo efficacy of targeted agents

Pipeline using pediatric models with relevant biomarkers

Client: The Jackson Laboratory

Year: 2023 Fig. 1. Patient-derived models established from patient tissue samples for diverse pediatric cancers are genomically characterized and selected for testing in collaboration with industry
Software: Adobe Photoshop - Adobe partners who have developed targeted cancer therapy agents for adult oncology. The in vivo study results identify the targeted therapies with promise for clinical application in pediatric
Illustrator

oncology.
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Multitissue RNA-seq analysis
identifies association
between gene expression

Client: The Jackson Laboratory
Year: 2023

Software: Adobe Photoshop -
Adobe lllustrator
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exons than genes containing only type 0 exons. The genes containing
them had on average slightly fewer transcripts (13 and 12 for UHP and
DHP, respectively, and 14 for type 0). Furthermore, type UHP/DHP
exons are included in a larger proportion of transcripts than type
0 exons.

We define the “upstream” intron as the last contiguous non-coding
region that is transcribed 5' to the exon, and the “downstream” intron as the
first such region that is transcribed 3’ to the exon. The median upstream
intron lengths were 572 bp for types 0, 857 bp for type UHP, and 732 bp for
DHP; the differences between UHP or DHP and type 0 were statistically

npj Genomic Medicine | (2024)9:54

Camposetal. o Circuit Mechanisms of Recovery after Stroke

A

Neuron#

|
Thalamus

53

J. Neurosci., November 8, 2023 - 43(45):7489-7500 - 7493

CCRS|CREB]|

Pyramidal Dampened activity Allocated

Neuron Neuron Neuron

& Dendritc spine 3

N Axonalbouton  Inhibitory
Neuron

Figure 2. Functional allocation in neural circuits after stroke. A, Stroke causes loss of connectivity and reduction in spiking activity and synchronization. Shaded region represents stroke. Red
represents pyramidal neurons in layers 2/3 and 5 in peri-infarct cortex. Green represents inputs from the thalamus. Blue represents output to the striatum. Gray pyramidal neurons indicate
those with dampened activity after stroke from loss of structural connectivity and reduction in spine densities and axonal boutons. Time series plot above represents reduction in movement-
related spiking activity (shaded region) with the trace of the population average shown below. B, Enhancing excitability within neuronal circuits either through neurostimulation (blue device
on left) time-locked to task onset or with genetic modulations of CCRS or CREB allows selective integration of excitable neurons into a functional motor circuit. Yellow represents allocated neu-
rons. Functional allocation leads to restoring connectivity through increased spine densities, spiking activity, and synchronization.

2010). However, there is little direct evidence that IHI explains
these findings, and there is also evidence that increased right-
hemisphere activation may be compensatory and that its inhibi-
tion by experimental means or a second stroke is detrimental
(Kinsbourne, 1971; Turkeltaub et al., 2012; Turkeltaub, 2015).
Thus, as for motor recovery (Xu et al,, 2019; Mirdamadi et al.,,
2023), the role of IHI in aphasia is still in question (Gainotti,
2015).

Another instance in which THI has been proposed to play a
role in stroke-induced disability is spatial neglect. Spatial neglect
is characterized by asymmetric spatial performance (e.g., failure
to detect or move toward stimuli on the contralesional side) that
is not explained by a basic sensory or motor deficit, and it is
more common, severe, and persistent after right-hemispheric
injury (Stone et al., 1993; Ten Brink et al., 2017). It has been pro-
posed that each hemisphere has a contralateral attention bias,

and that the hemispheres inhibit one another through transcal-
losal THI (Kinsbourne, 1970). Unilateral lesions may produce
neglect of contralateral space because the damaged hemisphere is
impaired both in its ability to direct attention to the contrale-
sional side and in its ability to inhibit the opposing hemisphere’s
attentional bias toward the ipsilesional side. Neglect may be less
severe and persistent after left-hemisphere lesions either because
of the right hemisphere’s dominant role for attention (Robertson
et al,, 1998; Husain and Rorden, 2003) and/or because the right
hemisphere can allocate attention to both sides of space, which
allows it to compensate for left-hemisphere lesions (Heilman
and Van Den Abell, 1980; Mesulam, 1999). Support for the THI
hypothesis of spatial neglect includes a case study in which
neglect caused by a right parietal lesion resolved after a second
infarct to the left frontal cortex (Vuilleumier et al., 1996), func-
tional neuroimaging evidence for a link between normalization

Neuronal circuit recovery
after stroke

Client: The Jackson Laboratory
Year: 2023
Software: Adobe lllustrator
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Figure 1. A dominant-negative or poison peptide model accounts for how some TTNtvs may contribute to DCM pathogenesis. Heterozygous TTNtvs

are the most prevalent genetic lesion identified in DCM, but the disease mechanism remains elusive. Accumulating evidence shows that some TTNtvs T e s
01 14

amediom ssle @l e

integrate within the sarcomere and are load bearing. At the same time, TTNtvs are also shown to reduce the amount of full-length TTN protein (haploin- T sl e
sufficiency). At present, either mechanism remains a plausible driver of DCM, with the possibility that both contribute in tandem. b

Featrs 1831 atcoton map

TTNtv proteins as well as full-length
TTN protein haploinsufficiency. One
such approach may be to combine human
iPSC models and genome-editing tech-

poison. Because the rescue was partial,
this study also supported a combinatorial
genetic mechanism including haploinsuf-
ficiency (19). Continued efforts toward a

Address correspondence to: J. Travis Hinson,
The Jackson Laboratory for Genomic Medi-
cine, 10 Discovery Lane, Farmington, Con-
necticut 06032, USA. Phone: 860.837.2048;

High Avenion

Attion Atction Stdelevel
e s vetors

i(;._' - e ¢

Vel s - SAMPLER: unsupervised

o} nologies such as CRISPR. Despite matu-  precise understanding of how TTNtvs  Email: travis.hinson@jax.org.
ration limitations, human iPSC-derived  lead to DCM and other cardiomyopathies

T

Mechanisms of TTN Variants
in Dilated Cardiomyopathy

Client: The Jackson Laboratory
Year: 2023
Software: Adobe Photoshop -

CRISPR genetic ablation of truncated
TTN protein to explore the specific func-
tional impact of these poison peptides.
Through the use of a 3D cardiac microtis-
sue model to study sarcomere contractile
function in a biomimetic context, trun-
cated TTN ablation was shown to partial-
ly rescue sarcomere function, thus impli-

nistically precise therapies targeting one
of the most important heart failure caus-
es in the field.
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nanostructures self-assemble
via histone-DNA interactions
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Fig. 1 Schematic llustrations of DNA-protein hybrid structures assembled
using histone-DNA hybrid nancstructures (HDs). (2) The hybrid nanostructure:
is formed by assembling HDs, which consist of 300-mer DNA strands with

leotide (nt)sticky ends and creating a nucleosome-
ke nanostructure. (b) The HD:s link inear DNA to form triangular shapes (2TD)
using a 1:1 ratio between dsDNA arms (100 base pairs, bp) and HD complexes
through 35-nt sticky ends. Hierarchical assembly is achieved with muti-layer
cuboid-shaped DNA origami (CDO) structures, where 25-nt handles are
strategically placed at various locations. The restilting shapes, formed through
HDs, depend on the DNA origami's hande placement

(AFM) analysis of these dsDNA arms in liquid showed homo-
geneous dsDNA arms without aggregation (Fig. S1b, ESI). The
dsDNA had a mean height and length of 2 nm and 34 nm (Fig.
S1b and c, ESIY), consistent with the expected dimensions (i.e.,
2 nm thickness and 34 nm length for the 100-bp dsDNA)."® In
addition, the frequency histogram of approximately 70 dsDNA
arm lengths showed a narrow distribution around the expected
size of 34 nm (Fig. Sic, ESIf). These results confirm the
integrity and homogeneity of the annealed dsDNA arms.

The AFM micrographs also show some curvature in the
dsDNA arms. Since the persistence length of dsDNA is approxi-
mately 50 nm,"” the 34 nm-long dsDNA arms are expected to
exhibit reduced flexibility. The observed curvature could thus
be attributed to the high salt concentration (200 mM
Mg(CH,CO00), and 100 mM NiCl,) used, which is known to
reduce the persistence length to approximately 35 nm.'® Addi-
tionally, the mechanical force applied during AFM imaging may
have contributed to this observed curvature."”

This journal is © The Royal Society of Chemistry 2025

ChemComm

“
-
=

o

Fig. 2 Agarose gel electrophoresis (AGE) showing dsDNA arms and the two-
dimensional triangular DNA structure (2TD). The gel was loaded with four
samples: (1) sDNA arms at a higher concentration, (2) dsDNA arms at a lower
concentration, (3) 2TD, which appears as a band at approximately 300 base
pairs (bpl, and (4) a mixture of both GsDNA arms and the 2TD structure. The
molecular weight ladder is indicated as (M). Adjacent to the gel are three
schematic illustrations that explain each band: (1) dsDNA without sticky ends,
(2) dsDNA arms with sticky ends, and (3) the 2TD structure.

The pre-assembled dsDNA arms with 35-nt handles and HDs
formed under the optimum conditions (see Materials and
methods section (ESI) for the details) were mixed at a 1:1
ratio to obtain 2TD. Agarose gel electrophoresis of the annealed
dsDNA arms showed a band at 170 bp, corresponding to the
100-bp dsDNA with 70 nt sSDNA overhangs (Fig. 52, ESIf).
A subsequent gel analysis of dsDNA arms and HDs revealed two
bands near 300 bp and around 170 bp (Fig. 2, lane 3). The
former corresponds to the expected 2TD structure, while
the latter likely represents excess unannealed dsDNA arms.
The bands observed for a mixture of 2TD and the dsDNA arms
without the handles also support this assignment (i.c., a band
at 100 bp for the dsDNA arm without the handles and
two bands at 300 bp and around 170 bp corresponding
to 2TD and excess dsDNA arms with the 35-nt handles)
(Fig. 2, lane 1, 2 and 4). Excess unannealed dsDNA arms could
be excluded through gel extraction.

We further characterized the assembled 2TD using trans-
mission electron microscopy (TEM). Negative-stained TEM
images showed a triangular-shape nanostructure (Fig. 3a and
b) with a perimeter of around 100 nm (Fig. 3c). Given the length
of the arms, 2TD is expected to have its perimeter of about
100 nm (ie., 34 nm + 34 nm + 34 nm). Thus, the TEM data
demonstrate the HD-mediated successful assembly of 2TD.

To further demonstrate the role of HDs in guiding 2TD
assembly, we compared the 2TD with a control sample contain-
ing 100-bp dsDNA arms and 185-nucleotide sSDNA that was
used to assemble HDs (ie., 150-nt long poly-T with 35-nt
handle) by agarose gel electrophoresis. The control sample
showed a laddering effect with sharp bands between 100-400
bp, indicating various DNA fragments (Fig. 3d, lane 1). In
contrast, 2TD displayed two sharp bands: one slightly above
100 bp that corresponds to the excess dsDNA arms with the
35-nt handles and another at around 300 bp, representing the
2TD structure (Fig. 3d, lane 2). These results suggest that HDs
are critical for assembling the triangular-shaped 2TD nanos-
tructures, further supported by imaging data. The assembly

Chem. Commun., 2025, 61, 532-535 | 533
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Wivek Kumar, PhD Anita Bandrowski, PhD Talmo Pereira, PhD

Principal nvesfigatorsProgram Dirsclons .ﬂ-m Program Manager Camille Lindtka, MS

Co-Irvestigatar Co-investigatar Co-Irvestigatar
Bing Wen Brunten, PhD [1][#]  Ann Kennedy, PhO[30[3]  Eyal Kimehi, MD, Pho [1] (2]

GramBervin POTA] P Ficsk PROMEIE Eineahesier PO UNIVERSITY of

Graphical Abstract for Grant

A L "y
| ] DGAC Lasdarhis Toam WASHINGTON - DCAIC
Pathways Education and Cammunity Education and Tachnical Managar and Frartard Safwans
rt Liaisen Cuirzach WanagerTBN W]  community LiaisernTBN[Z][E]  EngireerTeN [3][E]
Kyobi Skutt-+Hakaria, PhO[][E]
Conference Organizer  Crkalogisd Cala Curator Backend Saftware Pasidociorsl Assaciate
Stetanie Roth (4] Fahim Imam, PhOE]  Anna Pilko, PhD @] ErginescTeM [ZI[E]  TEN 5] Client: The Jackson Laboratory
. DoAls Year: 2023
o Software: Adobe lIllustrator
g h%
Future development
of nowel antiblotics
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Antisense oligonucleotides functions & comparison

Double-stranded RNAs
(dsRNAs) are

tailor-made to degrade
a specific mRNA

associated to a ‘h’

particular protein.

GAPmers act in the nucleus where
they bind to their RNA target. This
association mimics the DNA/RNA
complex recognised by RNase H
resulting in mRNA degradation.

INFOGRAPHICS
DESIGN

dsRNA is detected and cleaved by the
ribonuclease DICER to produce fragments 21 bp
long aka short interfering RNA (siRNA).

siRNA are recognised

by the RNA-induced
$S0s bind to specific nucleotide silencing complex &
sequences within and surrounding (RISC), _and.or!e of the %5
‘exon/intron boundaries, blocking the strands is eliminated

ecruitment of splicing factors and the while the other serves
sliceosome machinery that facilitate the as a guide probe.
removal of intronic sequences, thus
altering pre-mRNA splicing.
' The RISC-RNA complex binds to the
corresponding mRNA and cuts it specifically.
This leads to the degradation and silencing of
the mRNA thus supressing the synthesis of the
target protein.

Spliceosome
Antisense oligonucleotides

Client: TechNOA, Singapore

Year: 2019

Software: AutoDesk Maya - Adobe
Photoshop - Adobe Illustrator
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SARS-2: Spike protein
accesing the human cell and
Viron structure

Client: Academia Sinica, TW
Year: 2022

Software: AutoDesk Maya -
Adobe Photoshop
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The molecular choreography of S glycoprotein of SARS-CoV-z'

JARS-CoV-2 is a membrane-enveloped RMNA virus that gains access to the molecular machinery in the host cell to replicate itself.
This requires the fusion between virus and cell membranes, a process mediated by interactions between viral envelope proteins and host cell

he glycosylated spike (S) protein encoded by the virus and embedded in the viral envelope is this crucial recognition factor for viral at-
tachment, fusion and entry to the host cell

.nformation about the structural changes that this protein goes through is of vital importance since it is the main target for the develop-
ment of antibodies, entry inhibitors and vaccines.
. Receptor binding to these transiently exposed RBDs func-
1 - tions as a melecular ratchet that drives the trimer to the
pFEfusm)n State- three-RBD-out, open conformation.

The m

onformation is ur bl\IU|’ be

miains. red
straints on

Transition between disti
damain [RBD) of 51,

Is further

d intermediate co

out to inse
and cellular r

The two membranes are then ready to fuse
allowing the virus to gain entry in the host

Membrane fusion by coronavirus refereces. 4 ~ Conformational dynamisms In CoV splkes
Structural insights into coronavirus entry, doi 10016/bs aivir 201908002 Cryo-EM structure of the 2070-nCoVs | fforma- Stabilized coronavirus spikes are res tant 1o conformational changes induced by re-

tlon dok10T126/sclence aaxDI02 . S ceptor recognition or proteclysls: doi: 101038/541596-018-24171-7

Fusion of Enveloped Viruses in Endosomes. dol: 101111Ara. 12289 "

Structure, Function, and Anti H o2 Spike Glyco- Conformational reorganization of the SARS coronawirus spike following rere o
Cnll-zc‘o:nzaou‘ilg‘sgaemblam Tusion mechanism offers a potential target for antiviral development. doi: 100016/ antivi- protain., doi 10 i‘.TIE.F .cell 2020/ - binding Implications for membrane fusicn. dok 10.137Vjournal pone 000101
ral 2020,

D
Structures and mechanisms of viral memibrane fusion proteins: Multiple variations on a common theme. doi: human ACE2. dok 101126/kclence.abb2762 anisrm for viral e doi: 3T jeurnal ppat 008392
10108000409220B02058320

UCSF Chimera) Meeting | mmum challenges in visualization and analysis. Goddard T0, Huang CC, Meng EC, Pettersan EF, Couch GS, Morrls I, Ferrin TE. Fro-

Peptldt: based membrane fusion inhibitors targeting HOOV-229E spike protein HRI and HR2 domains. dolk: 10,3390 tein Sci. 2018 Janc27(1p14-25
Jm§

L £ 5 g TRE S o m‘?- DRI Y DNt v Pl g

Structural basis for the recognition of the SARS-CaV-2 by full-length Structure of leJ:E coronavirus splke protein COmDEl“\'} ‘with receptor reveals mech-
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Different molecular therapies

Client: Personal project

Year: 2019

Software: AutoDesk Maya - Adobe
Photoshop - Adobe Illustrator

Small percentage of protein targets are ptible to small malecule drug:
CONS

Genetic variation in patients affects drug metabelism and how people respond to drugs.
Genetically engineered therapeutic antibodies @

Different therapies at various molecular levels to treat diseases: too many heads for one hat.

CRISPR-Cas9 @ @ Anti ligonucleotid
CRISPRCas? s a technology enabling the editing of parts of the genome by removing, adding or altering soctions of DNA sequences.
-Crick ba
A call is transfected with a DNA plasmid that both a Cas® protein, and a seq of guide RNA (gRNA), which matches the gene of interest, S
and optionally a replacement segmant of D

Antisense aligonucleatides are synthetic single stranded strings of nucleic acids, between 8 and 50 nudlectides in length, that bind to RNA through standard Wat-

The gRMNA pairs with Cas®,
a natural protein taken from
bacteria, where it functions

‘When it finds the targat, the

within and

can alver RNA function through several distinct mechanisms, making them a diverse toal.

They can be used 1o restore protein expression, reduce expression of a toxic protein, or modify mutant proteins to

i Cas? cuts both strands of the : . _ "educxhakimiichy:
as a genetic scalpal. ‘ < problem DNA and this defec-
. - tive strand is replaced with a \ - Nk 9 Modulation of splicing
‘ healthy copy. o ererie blocki
‘ -3, Other ASOs bind to specific nucleotide e g of protein

CasY requires a simple and
commen sequence of base pair
called a PAM sequence o actually
bind to target DNA, This prevents Cas
from chopping up important *memarised”
seqQUENces.

It *knocks-out' a gene, thus leading to parmanent
PROS I changes in the genomae,

Target seloction might be imited by requirements for
CONS PAM sequence.

High possibility of off-target cleavage.

Small meolecule drugs @

They bind to a specific target pratein that has a key role in the pathogenesis. This binding blocks the ability of the
protein to interact with ather pratein ar molecules, and so the drug can effectively block the function of the

—¥e

MNormally, MDM2 binds
to p53, inactivating it

053 and MDM2 proteins *‘ﬁ'""ﬁ’““ﬂ it for Nutlin eecupies
intaract to modulate criti.  destnuction by pro P53 binding pocket
cal functions involved in IoasaT: ] of MOM2 and effec-

regulation of narmal cell
grawth, and the devel-
opmant and progression
of cancer.

tively disrupt the
P53-MDM2 interaction,
P53 ks free to induce a
growth-inhibiting state called
senescence in cancer cells,

PROS I'hpurpmd' already-available drugs cnt down the high cost te bring a drug

the market, sbout US $1 billion, and
time consuming, typically 12-15 years.

IBodies ane the

Chimeric Mwlh wvariable domains, but human constant demain, and human-
ized antibody with only the antibody binding the target antigen from mouse or rat
PROS present good immunogenicity.

Intrabody, with a single chain, has an enhanced stability in the reducing envircnment
within the cell, aka intracellular antibodies.

Hi nti { P and high i genicity. Murina antibod-
=" ies have a short therapeutic half-life becuase they are recognised by the patient
g immune system as foreign proteins and thus destrayed.

Poor stability in the imerior of the cell {mainty exracellular therapeutics).

They act as adaptors; the variable A Binding of an antibody g

[' bn-undanes. blocking the reclullmenl of splic-
ing factors that facilitate the remaval of the
intronic sequences, thus altering

" RNase H-mediated degradation of
mRNA.

bing to their target RMA, which mimics the
DNARNA complex recognised by RNase H
resulting in mRNA degradation.

These ASOs restrict protein translation
by binding their target RNA and pre-
venting ribosomal attachment.
pre-mRMA splicing.

gof ol
PROS Can be controlled, measured and redirected as necessary without
harming healthy colls.

ing the blood-brain barrier.

Although engineered 1o be very specific, it can still cause unintend-
damage because it can regulate both mutant and normal alleles.

‘Complicated delivery to cenain ti due to difficulties i -
This type of ASOs act in the nucleus; here they e i e i
CONS

RNA Interference
The process by which the introduction of doubl RMA into a cell interf, with the of genes.
m Wy
These fragments are recog- t
nized by special protein
complexes called RNA-in-
duced silencing mplms [ s Wumﬂdtld RNAs
(RISC), and one of the two RNA (dsRNAs) are tail oirr;cmade
strands is eliminated, whila the to degrade a sped
other serves as a guide probe. w, mMRNA associated to a par-
" tigular protein,
The RISC-RNA mmph‘u
binds to the correspond
mRNA molecule, and cuts
it specifically. This leads 1o
the degradation and silene-
ing of the mRNA, suppress-
a;?b';r’"u'”’ RL Bige: dsRNA is detected and cleaved by a

special class of ribonuclease called
DICER 10 give fragments 21 bp lo
knawn ks short interfering RNA (siRNA),

it *knocks-down’ a gene, thus cells might still have some gene expression and contain the
PROS transcripts of the gene of interest.

Useful for gene functional studies in cases where null alleles might be lethal.

CONS I :gexrales multipIeJI'mes each silenced at a different level, requiring the  (by Q-RT-PCR,
arthern of westenm),

v
" ey,

Sources:
ends bind to the foreign antigens, and be sufficient 1o neutra
the constant end binds to effectar some toxing and vir, Geoffrey 5. Ginsburg, Huntington F Willard. 2017, ic and Precision Medici Fartor
molecules. but in general, anti
Tom Strachan, Judith Goodship, Patrick Chinnery, 2015. Genetics and in Medic k: Garland Science.

nism available in the
immune system.

Weinberg, R A, (2014}, The biology of cancar, New York: Garland Science,

Singapore, 2019.
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The risk of ovarian cancer The average agea

million women world- 3 most cause of female e e 2z
: i woman is first
i o
2 o wide are affected infertility upto 30 66% diagnosed is

40 women had visited a z 5% of women were initially It takes on average
doctor I ar more misdiagnosed with an- z’ I years to be
times before being referred to a other condition diagnosed
specialist . .
It has an estimated annual cost in Only
Ve had tharrelat 82 of women are at times the United States over
z3 BNE Hle s S edtoNS unable to carry out ’
ships affected s zs of the general public

day-to-day activities " have heard of it
billion each year

Endometriosis: a neglected disease affecting
too many women

Endometriosis is a comman gynecological disorder that results wien tisse bling the tissue ly lines inside of o woman's uterus — the end i g idle the uterus.
This ectopic tisswe forms lesions that most typically implant within the peri ! cavity, in th ries (endt | or fallopian tubes, but can also be found in more distant organs (bladder,
colon, lung).
The ch g the cycle induce this tissue fo break down cousing

What are the symptoms of short-term pain and infut ithin th cavity.

endometriosis?

They are wide-ranging and with large
variability from woman to woman.

Th, dition alsa shares

with several other health problems,
and thes the commen difficulties for its
diagnosis.

B “Killer” menstruol cramps What is the origin of the endometriosis?
RN PR W The whole gencsis of the process is unknown but there
- h are several theories of the potentiol couses and risk

W Heavy bleeding,

Uolfunctioning
: : hormone system
® Pain during or ofter

senval activity:
SRR Scars i the obdomen
due to surgeries & the
pro-inffammatery
e
of endametrictis

Treatments

There is na permanent cure, mainly due ta the harmaonal nature of the disease,
Theaniy el by ehioeter Tl Becee o
their side-effects.

X \‘Qw_&;. il

ot o
Drugs treatmients that focus =~
oirlieviia (i anty Endometriosis: a neglegted disease
= \ Client: The Jackson Laboratory, USA
_ — E Year: 2021
B Software: Adobe Photoshop - Adobe

Tagions foparcscopy. provides an efficiant

strotegy ogainst endometriosis Illustrator
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Did you know that the autenomic nenous system controls some really impartant functions
in our bedy without us even thinking about it? For example, it's responsible for regulating
aur ion, and . This systemn is made up of two pans - the
sympathetic nerwus systemn, which heﬁps us be alert, and the parasympathetic nervous
systern, which helps us stay calm,

Sympathetic Nervous System
ks the bty g or St ewte, breperiny s

Dresturn, and ingsration, mhilo Gvesting Eoodwsntial
o S e s o s Bt

s

== &

ot

o b dpetn o ot
s o e ey o e 8 e

Finding Harmony: The Power nfuaint;uining a Healthy Balance for Well-Being

Beibeyorag  Poahy BALINGE 1§ ensnisal for cur el vl b

mantsl, and amtionst health but ako brings greater ener

heaitiry

20 Prometes 3 sense of ROy and TLANIMEnt in our dadly Ives With 2 heailhy Balince. we can
EFeTively 1At ERMIIL MRER 10 CRAT, AN oy & fhighet uiey of e

oot oy suports optenal pysicat
ality, and peslence inta our
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Nervous Systems and Pilates

Client: Private Pilates Studio

Year: 2023

Software: Adobe Photoshop - Adobe
Illustrator

Pre-Diabetes

Client: Personal project for the Series:

Science in Everywhere
Year: 2023
Software: Adobe Photoshop

Life is sweet without prediabetes:
your guide to a healthier you

Prediabetes—a crucial checkpoint where blcod sugar is rising but hasn't

reached a critical level yet. It's your body's way of issuing a caution sign,

afowing you to hat the brakes before type 2 diabetes takes control.

1 The fosd i comveried o
oot wgar

Major Complications in Diabetes

Uncontroliad high blood sugar kevels can camage a wide range of angans,
inchuing the hearl, kidneys, eyes, and nerves, because excess glcoss i the
bloocstream can harm blood vessels and tissues, disruptng normal crgan

e e

o Fen

Medical Solution

Metformin, a disbetic drug, acts ke a friendly raffic cop for
sugar, siowing down rapid ncreases in biood sugar. 1 gently
INStructs the Inver B lower Sugar producton

This trustwcathy ally is often the go-o K
choece tor thoge with prediabeles. =
heigng creven f-lown dabetes. K (/7
While not a magical cure, it is a reliable e i1
umibigiia agans gh blood sugar
effects |t doesnt change the oot Chuse
but olfers valusbile rebef and protection.

Guess what? There's ancther exciting way bo reduce i risk
of type 2 disbetes: by embracing healiy Westybe changes!

Some of thase changes Meghl seem pretly otvicus, but

Share are alsa many equaly npestant ones that we ?

shauldnit averiack

An indegrnabic crasted i 13k swaeness 00m Dubeted <"' '5.“)
Tor Wartd Diaketes Dy n =

374 million adults

worldwide have predisbates.

'(*“3‘5'.-'

Details on how insulin allows the entry of glucose

1t usalty starty i chidnood

| e earty sufthood

| Thaee & v curn o mary 10
provent &

Diagnosis and Symptons

Therk of your boCy's sugar levels &5 8 rafc light. Green means normal lvels,
red indicates diabetes, bul yellow?

That's prediabetes
stessng ettty Dl
et pins |« 100 1Sy
e . |
Pemegiatia Al -
. bl el -_

Aot of people with diabetes may not even be aware of i It's bke a guset and

SUIpnsing infruder! Alhough pradiabetes can often skip under the Rdar wihout
showing clear symploms. theve are a lew early warming signs that can help you
sty informed

unangn
0
et e e
and brunes. vy Bl
Reguiar physcal el ¥
Whight managieant
Lifestye changes
_J for Prediabetes
Management
Emproning sheep gualdy
& duration
Sress
andgeeet

Glaucoma

Client: Personal project for the Series:
Science in Everywhere

Year: 2023

Software: Adobe Photoshop

The Silent Sight Thief: Glaucoma

thuat can lead 1o damage 10 the GRtic nerv. which in tum can
igeesclsiiontia ijbdedbipiisbhisietleil ol B
of perrnanant bimdness wordwide

s esmueanatyona 76 MlION ceopteare

s Loomehitionn
bt trvee v, witPeSut [P iravichual reabzin 1 Thes damage

sties, of o
smru itk 000 CaN nCRTase your chances of deveioping

@“ v &

4 ﬂ Lo g TorTecoeat T o

for
g’ o e @ausoma 2 an eirly stage. This Can Pt in preventing o

“esghs o
CATCHING THE CLUES:
RECOGNIZING THE SYMPTOMS

D S i
be

wgne of gliucoma san
eechandes. B

g reguta
iy o]
Tt s smvar ceseing

th felicering sympzioms.

SRS LS TR,

UNDERSTANDING THE MECHANISMS
BeHinD

st s S 4 s
L R

™
"
NAVIGATING THE LANDSCAPE OF
TreATMENT OPTIONS
T cument reamnt
options for glacoma sy
oy
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CHEMISTRY

A European Journal

www.chemeurj.org

2019-25/00

EDITORIAL
WORK

TIRCACTICTTCTGEATS
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3D MODELS &
ILLUSTRATION
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Bacteria morphology studies

Client: Agency for Science, Technology
and Research, Singapore

Year: 2021

Software: AutoDesk Maya - Zbrush -
Adobe Photoshop

y
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A*STAR@30: 30 Innovations and
inventions over three decades

Client: Agency for Science, Technology
and Research, Singapore

Year: 2021

Software: AutoDesk Maya - Adobe
Photoshop
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SARS-2: Spike protein accesing the
human cell and Viron structure

Client: Personal project

Year: 2021

Software: AutoDesk Maya - Adobe
Photoshop
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