LAKURARO K015

Technical information

7" NHEK (NB) 53510 451 B3 (5 7 AT

1. #HE
HAE : NHEK(NB) G2z fisk)  (Cat No. KK-4009, Strain No. 06942)
B2 o OPEFEEEH : Humedia—KG2, Ca? & 0.15mM
@45 bEEHE : Humedia-KG2, CaZ' 2 E 1.5mM (HEFEFIIFIE BPE LHUEKIO S Esh0)
2. BHILHE

FRE A EIEED N T DEERSETOLBEE T 58, MIEOHEIEAIIH SNIERED k&L
AT HZEBRHBNTND, ZOEXDOMIENOBE 1 HBBLDZE{bE DNA ~A a7 LA T 5,
WG T — 2% 08Tl BB ENKELSEH T BB L, ZNOORRE Y M E Ehti 35,

B DA T-25 7523 2 B L # ALz 2,500 fH/cm® THERELESE 6 B B I/l
I, 70D 1 KOV T 6 H B DRI A TEBHIZ 5 HFEE#E %, Ml Bl L=,

PAPAEE T CHIfdORR T2 B2 BEERE LT,

MaOBEINFIEITLL T O@Y, 77 AaNOEMZEFRE ACITHAILT. PBS CTHEd, WaIBRELZ#E.
RNA #fiHHE3ED TRIzol Reagent (fh—F7 4o v —H AT 7 47, Cat. 15596-026) % 2ml %%
MU CHIRRZ VAR LT, IR IA SRR O e B DRk 3RO Bl il i B e > Ch—4JL RNA 24 L7z, 7%
DO 1T-80°C THRAE L 7= (TRIzol SRR IR R BE CHUAE DR E 73 il {E

F—2/1 RNA O E B LS A I T OCEE R EIZZ0ITV, S0V (OB i 1T F vy o) — BRIk E
AT (T OV U NF 7 /a—  Bioanalyzer2100) 248 FH L7~

B REMENTIIDNA~ AT LA (P — 7 4>y —Y AT 47 (7, Clariom S Human Array,
cat. 902927) Zfli FHL . b—4/L RNA100ng Z B4t 7 /L EL TA— I — D7 aha— I HE->CTEEL
72

3. fER
BRI TITMARIZIEFR I CHESEL . 6 H B TidB e iRoan=—%2E MR L 80% a7/ —Lirs
TV, BT A TR 2k 358, BIRMICR T TN R ZITUVIREE~ELL . —H O H
JE VAR RVEL D3R T HE IR M DS HONT D7 3o 748 B IR OB RS B gL ST,

<2 DORMENBEIRLUIZM—4/L RNA 1%, & HfE - SE OV T IOV TE DNA ~7a7 LA BT I
+ T&)Ofuo

RO ESMQDBIE T HIL RS — TR ELIY | M OL L CTHMA4@T 7,000 fFLL B3
BN EFUIEEE 750, 200 0 1R ISR A ENBIR LS8 S 0 AT,

R ENRKELS ER/UZEE T, late cornified envelope =2 small proline—rich protein 72 & /bl
RS2 OB T, — 7 BB EDS KIBIZEEL/Z &5 7120 histone cluster 1 X2 cell division
cycle 20 22 A B I B 3285 03 & FNTWELT,

REHE NG F RSOV THERE D E LI L2 A TLERETIIAL - B LT FRrnR) 7 %
Fe b E NS TAREBE NV ART v 7 Ed, IR CIEA SRR DNA #EEL a0 R NV ARNT v 7' &
iz,
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# 1. BBIEZEEFIAR

FGMQF X REL CTHAFQ@DIBLEZ AR I (Log,) THRILTZ,

RBUEBOMEERN 4 500 LG FEUT, HTHREK 21,448 DHYBTTHEN 1,269 8., Bz 1,595  Tdh-o7-,
JeE B LR D AT 20 IR T2 LU TITRLE,

JLEEET
s 4 s
(Logz)
Homo sapiens late cornified envelope 3D (LCE3D), mRNA 12.9
Homo sapiens heat shock 22kDa protein 8 (HSPBS), mRNA. 12.9
Homo sapiens cysteine—rich C—terminal 1 (CRCT1), mRNA. 12.8
Homo sapiens small proline-rich protein 3 (SPRR3), transcript variant 2, mRNA. 12.1
Homo sapiens late cornified envelope 3E (LCE3E), mRNA. 12.1
Homo sapiens filaggrin (FLG), mRNA. 12.0
Homo sapiens late cornified envelope 6A (LCE6A), mRNA. 11.9
Homo sapiens ribonuclease, RNase A family, 7 (RNASE7), mRNA. 11.9
Homo sapiens suprabasin (SBSN), transcript variant 1, mRNA. 11.9
Homo sapiens small proline-rich protein 2G (SPRR2G), mRNA. 11.8
Homo sapiens late cornified envelope 2C (LCE2C), mRNA. 11.7
Homo sapiens ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C2 (ATP6V1C2), transcript variant 1, 11.6
mRNA.
Homo sapiens family with sequence similarity 180, member A (FAM180A), mRNA. 11.3
Homo sapiens keratinocyte proline-rich protein (KPRP), mRNA. 11.3
Homo sapiens iron/zinc purple acid phosphatase-like protein (PAPL), mRNA. 11.3
Homo sapiens small proline-rich protein 2E (SPRR2E), mRNA. 11.2
Homo sapiens late cornified envelope 2A (LCE2A), mRNA. 10.9
Homo sapiens solute carrier family 6 (amino acid transporter), member 14 (SLC6A14), mRNA. 10.7
Homo sapiens late cornified envelope 1A (LCE1A), mRNA. 10.7
Homo sapiens keratin 23, type I (KRT23), transcript variant 2, mRNA. 10.7
BB T
s 4 s
(Logz)
Homo sapiens histone cluster 1, H2bm (HISTIH2BM), mRNA. -7.6
Homo sapiens lectin, galactoside—binding, soluble, 1 (LGALS1), mRNA. -7.5
Homo sapiens interferon-induced protein with tetratricopeptide repeats 1 (IFIT1), transcript variant 2, mRNA. -6.2
Homo sapiens FK506 binding protein 5 (FKBP5), transcript variant 2, mRNA. -6.1
Homo sapiens tissue factor pathway inhibitor 2 (TFPI2), transcript variant 2, mRNA. -5.6
Homo sapiens SAM domain and HD domain 1 (SAMHD1), mRNA. -5.6
Homo sapiens fatty acid desaturase 2 (FADSZ2), transcript variant 2, mRNA. -5.5
Homo sapiens cell division cycle 20 (CDC20), mRNA. -5.3
Homo sapiens polo-like kinase 1 (PLK1), mRNA. -5.3
Homo sapiens lymphocyte antigen 6 complex, locus E (LY6E), transcript variant 2, mRNA. -5.3
Homo sapiens chromosome 14 open reading frame 1 (C14orfl), mRNA. -5.2
Homo sapiens primase, DNA, polypeptide 1 (49kDa) (PRIM1), mRNA. -5.2
Homo sapiens EGF containing fibulin-like extracellular matrix protein 1 (EFEMP1), transcript variant 2, mRNA. -5.2
Homo sapiens interferon—induced protein 44-like (IFI44L), mRNA. -5.2
Homo sapiens transmembrane protein 97 (TMEM97), mRNA. -5.1
Homo sapiens thioredoxin interacting protein (TXNIP), transcript variant 1, mRNA. -5.0
Homo sapiens alanyl (membrane) aminopeptidase (ANPEP), mRNA. -5.0
Homo sapiens ubiquitin—conjugating enzyme E2T (UBE2T), transcript variant 2, mRNA. -5.0
Homo sapiens centrosomal protein 55kDa (CEP55), transcript variant 2, mRNA. -5.0
Homo sapiens selenoprotein N, 1 (SEPN1), transcript variant 1, mRNA. -4.9
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2. HERE Y AR
FHOIZHRL TRIEQTRIAEN 4 5L EEBUTEB TR DUV T, Gene Ontology (23 3<BIR T /0%
172720 IHTIEARRY —/LTdhD DAVID Bioinformatics Resources (https://david.nciferf.gov/) 24 AL 7=,

RH UL - B R A A 7 o R

Term Count % |List Total |Pop Hits |Pop Total FDR

G0:0030216 ~kerastinocyte differentiation 43 35 1076 76 16792 6.9.E-27
G0:0031424 ~keratinization 34 8 1076 48 16792 20.E-25
GO:0018149 ~peptide cross-linking 31 25 1076 50 16792 18.E-20
G0:0008544 ~epidermis development 35 238 1076 g5 16792 35E-16
G0:0061436 ~establishment of skin barrier 13 ta 1076 18 16792 44E-08
G0:0006915 ~apoptotic process 76 62 1076 567 16792 9.1.E-07
G0:004 3065 ~positive regulation of apoptotic process A4 36 1076 300 16792 3.0.E-04
GO:0045944 ~positive regulation of transcription from RMA polymeraze || promoter 98 820 1076 981 16792 46.E-03
G0:0000122 ~negative regulation of ranscription from RMNA polymerase |l promoter 77| 63 1076 T2 16792 46.E-03
GO:0016579 ~protein deubiquitination 20 18 1076 og 16792 5E.E-03
GO:0006687 ~glycosphingolipid metabolic process 13 11 1076 45 16792 6.2.E-03
GO:0048661 ~positive regulation of 2mooth muscle cell proliferation 15 12 1076 60 16792 6.2.E-03
G0:0046513 ~ceramide biosynthetic process 9 o3 1076 25 16792 3.1.E-02

FE B L T8 n R A2 A 7 a2

Term Count % List Total Pop Hits |Pop Total FDR

GO:0007067~mitotic nuclear division 76 44 1409 248 16792 331E-70
G0:0051301~cell divizion 91 &8 1408 350 16792 164E-19
G0:0006260~DMA replication B 36 1409 158 16792 15BE-17
GO:0007062~gister chromatid cohesion 36, 23 1409 103 16792 1.85E-10
G0:0000722~telomere maintenan ce via recombination 200 13 1409 32 16792 2.87E-10
GO:0006281~DMNA repair 56 38 1409 235 16792 1.02E-09
GO:0006335~DMA replication-dependent nucleosome assembly 18 12 1409 32 16792 415E-08
G0:0051280~protein heterotetramerization 200 13 1409 42 16792 102E-07
GO:0000731~DMA synthesis involved in DMA repair 18| 1z 1409 35 16792 1&TE-O7
GO:0006303~double-ztrand break repair via nonhomologous end joining 24| 16 1409 63 16792 1&TE-O7
G0:0031145~zanaphase-promoting complex-dependent catabolic process 27 18 1409 79 16792 187E-0O7
GO:0000724~double-strand break repair via homologous recombination 26| L7 1409 74 16792 1.96E-07
GO:000627 1~DMA strand elongation involved in DMA replication 12| 08 1409 15 16792 4.04E-07

Page 4 of 4

2021/01/05



