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Particulates. (coarse, fioe & UF)

_ PMID <10 um
, PN25 <25 um
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(Int. J. Mol. Sci. 2020)

7122w of oleh HE e

Suicidal NETosis

NADPH oxidase

ROS

!

MPO PAD4

Chromatin
decondensation

Nuclear membrane disruption

Chromatin release and decoration

Plasma membrane disruption

Neutrophil death Release of NETs

Vital NETosis

PAD4

Chromatin
decondensation

Muclear membrane blebbing

Chromatin decorated and packaged
in nuclear membrane vesicles

SI51e

No plasma membrane disruption

Neutrophil survives Release of NETs

Traffic air pollutionz}

ZHAEl NET (ERJ. 2020)
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Ciliated Cells

Basal
Celis

=

Club
Cells

Type | Alveolar
Epithelial Cells

——
Fibroblasts

Goblet Cells

@
Neuorendocrine
Celis

Type Il Alveolar
Epithelial Cells
Endothelial
Cells

| ———

¢ a¥a

Trachea to Bronchi

& & 9 ]——Epi(helium

4

*—— Basement Membrane

Microvasculature

.‘ ——— Fibroblast
- e

o——— Interstitial ECM

e .a

‘

Bronchioles To Alveoli

};' .Q‘

Cartilage

Alveoli

:}—Eprthellum

Submucosa Gland

= ——Basement Membrane
Endothelium

Cells of the Lung. The conducting airwvays are lined with a pseudostiratified epithelium, including mucus

producing goblet cells, ciliated cells. neurocendocrine cells. and basal cells. The alveolar epithelium is composed

of type 1 flattened epithelial cells and cuboidal type 2 epithelial celis.

<Ref. 2021, Cells 10(7):1602>
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v NHBE &7|E ALl BB v SAECSHZ|E ALl B &
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< H AN ZQl SAEC or NHBE THS ALl H{2F in 0.4 pore transmembrane 12well + 0.1mg/ml collagen type 1 coating

RNA, protein prap.
IHC

TEER

ELISA

v SAEC seeding (3-4days) v ALl culture (7-21days) v Al culture (28-42days) j 2ﬂerentiated cell
exposure

< T[4 0t NHLFR} H| A | M| Z 2| co-culture ALl Hf2F in 0.4 pore transmembrane 12well + 0.1mg/ml collagen type 1 coating
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- . incubation .
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. . Fibroblasts
+  Lung fibroblasts : Co-culture .
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Nanofiber PCL membrane (85)
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< NHBE or SAEC ALI culture

v" NHBE v" ALl culture (7-14days) v' Al culture (21-28days) v" Differentiated cell
v’ SAEC seeding (3-4days) v’ ALl exposure
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CMIT/MIT
& =1iE B[a]P

v Incubated for 24-120h v All exposure (4min/&l)
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FN/GAPDH mRNA level

> ALl MIZ2 A BPA =0 2|et 2 57| B _ Fibrosis response

FN " COL1A1 a-SMA Snail Slug Twist
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AL exposure (200ul) ALl 3W | CTL B(a)P 10uM
g3 RAH AL submerged o S
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Mass Change[ng] Mass Change[ng]
3000.0 ——Mass Changelng] 3000.0
25000 / 2500.0 / ——Mass Change[ng]
1500.0 / 1500.0 / SAEC
1000.0 / 1000.0 // (-61'7' E)
m =/ BlalP (a8])




> ALl M| Z2Hd0jA B[a]P ==0

(@)

IL-1§/GAPDH mRNA level
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IL-6/GAPDH mRNA level
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Inflammatory response

IL-8
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IL-8/GAPDH mRNA level
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TNF-0/GAPDH mRNA level
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1 1 1
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# :P <0.05,vs SAEC_CTL



FN/GAPDH mRNA level
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ALl exposure (200ul)
2 E /ol XL submerged
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Inflammatory response
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FN/GAPDH mRNA level
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#:P <0.05,vs SAEC_CTL



In vitro HIO{2E &0 2|t 2 57|

ALl exposure (200ul)
2 E /ol XL submerged
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Inflammatory response
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