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Non-coding RNAs in keratinization
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Long non-coding RNAs (IncRNAsz play key roles in a variety of processes
necessary for homeostasis. However, their effects on keratinization have not been fully elucidated.
In this study, we aimed to identify specific IncRNAs that regulate keratinization. First, we
performed transcriptome sequencing of keratinocytes sampled from palmar and forearm skin and
compared transcriptome profiles between them, since palmar skin is much more keratinized compared to
forearm skin. These analyses finally led us to identify 13 candidate IncRNAs that may be involved
in keratinization. Next, we knocked down the candidate IncRNAs in keratinocytes. Histological and
transcriptional analysis using reconstructed 3D skin culture demonstrated that knockdown of several
IncRNAs leads to disruption of keratinization. These data suggest that these IncRNAs could be
required for keratinization.
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Screening conditions

- Difference of FPKM between palm and forearm
is statistically significant in triplicate (p<0.05)
-FPKM £0

-Exclude Y chromosomal transcripts

-FPKM Z 2 (at least the other one)
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Screening conditions

-Palm > forearm
-FPKM = 2

-Length of the transcripts = 200 nt
-Code on intergenic region
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Samples used for the validation

~Normal human epidermis
(derived from paim or forearm)

+Normal human Keratinocyte (NHEK)
(derived from foreskin; commercially
available)

*In vitro 3D skin model
(Japan Tissue Engineering Co., Ltd.)
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