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miRNA expression array
(whole blood, 863 miRNAs)

18 PD patients, 70 healthy controls

1 {" hsa-miR-374b-5p showed >2 fold

upregulation in gingival tissues and

29 miRNAs showed increased expression, | cells that were exposed to the PD risk '

P <5x10°(Table 1) factors inflammation or tobacco
l i smoke (reported by 2 additional

{  miRNA expression array studies) /

Gene expression array
(gingival fibroblasts)

Transfection of hsa-miR-374b-5p mimic

UHMK] topl significantly down-
regulated gene, P < 2.5x10-* (Table 2) 374b-5p at the 3*UTR of UHMK1

i 2 conserved binding sites for hsa-miR- !

l (predicted by TargetScanHuman)

( Luciferase reporter gene )
(HeLa cells)

[Cloning of UHMK1 3'UTR to reporter gene, [ and protein activity
transfection of modified reporter gene significantly reduced by
\ together with hsa-miR-374b-5p mimic
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Luciferase transcript levels

hsa-miR-374b-5p (Figure 2)
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Mueller, Ricarda, et al. J. Periodont. Res. 56, 6(2021), 1028-36.
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<Clariom™ D Array, human>

- A DS EYOMBENTRRAETZTLZL
enes :
* Long non-coding RNAD FHEIROZBIRMR T4 T D Transcripts >542,500
i Exons >948,300
\ ~,\ J
BB RTAHTL Exon-exon splice junctions >484,900
CI . TM D A Total probes >6,765,500
Probes targeting exons >4,781,200
- a rl o m rray Probes targeting exon-exon >1,984,300
splice junctions

+ JRMEIIATREMGEREEERFOAHFEIRAERTL L <Clariom™ S Array, human>
. : i Contentsummary  Human |
» Long non-coding RNAZE TIZ i 3t & Tl ""t e allully T
. Transcripts >337,100
» Cla"omTM S Array Total probes >211,300
Probes targeting genes >205,800
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| Comparison: Liver vs Muscle |v| % What is the differential expression between Liver and Muscle? [] Show Filtered Only =
Apply View|*| |Filters| * | | Show/Hide Columns | |Expaort| | | Add Column | | Customize Annotations Liver Avg (log2) vs Muscle Avg (log2)
pply p 1
|Gene Li5t|v| | miRMA Interaction |
2 & -] @ %
Liver Muscle - ° A
10 Avg Avg Pval + FORES lhene Description 12 Tl = o o
flog2) (log2) wval Symbol - - [ e . o
count: 6458 ¥ § DD o, 5 o . - o e o
TC1200011920h.. 3.83 17.62 -14193.. 6.02E-23 9.39E-15 MYL2 myosin light chain 2 17 L, a0, . o L S Y ¢
o o (=]
TC1100011182.h.., 3.59 1693 -10367.. 8.75E-23| 9.39E-1% PYGM phosphorylase, glycogen.., ® ‘:'deE!qp Q;DD DDE uc' o ooy ® ‘ﬁggnmal} o ., 8‘390 e
TC1200012832.h... 1534 3.09 487616 141E-22| 1.01E-18 PAH phenylalanine hydroxylase P o = ® o g ?E‘;g:cﬂ S ‘3:- R o
B =]
TC0200010847 k... 6.58 1892 -5210.52 3.44E-22 1.85E-18 DES desmin 15 o o ‘to;;jo & 9?% o G?E'E:‘ o %:‘0 o 080 o F %;D =
TC0200016560.h elch like family membe... ;“?@ Y TR %ﬁﬂ%ﬂ " .
TC1700009744.h Gene Table yosin, heavy chain 1, sk... 7 5 abd
TC0300007500.h ter-alpha-trypsin inhibi.. 15
0)' .F' P ﬁ
TC1900011449.0 5— oponin T type 1 (skeleta.., ’é.
TCI700009745. k0 n A v |- o e 7t ] ol R 1 B S m_-,rusin, hEE".l}f chain?., sk... _E 1
TCO300013107.h...  15.47 3.66 3590.23 Z2.30E-21| 4.43E-18 SLC2A2 solute carrier family 2 (fa... <
TCOS00005344.h.., 776 1835 -1537.74 2.34E-21| 443E-18 TPM2 tropomyosin 2 (beta) %
TC1100007463.h... 1478 371 214959 2.71E-21| 443E-18 | F2 coagulation factor Il (thr... g
TC1000011400.h... 271 1483 -445792 2.79E-21 A43E-18 | AMKRD1 | ankyrin repeat domain 1...
TCO300010855.h... | 15.23 3.33 3806.85 2.96E-21| 4.43E-18 CYPEB1 cytochrome P450, family...
TCO100017663.h..., 899 19.68 -1643.87 3.10E-21| 4.43E-18 ACTA1 actin, alpha 1, skeletal m... 7
TCO500008766.h... 3.79 1489 -219235 4.22E-21 5.07E-18 MYOT myotilin
TC1200008615.h... 346 1737 -15403... 4.43E-21 507E-12 MYBPC1 myoesin binding protein..,
TC1700006523.h... | 1852 385 182312 4.60E-21 5.07E-18 SERPIMF2 | serpin peptidase inhibitor... 5
TCO400012478.h... 3.59 1591 -5129.7 4.79E-21 | 5.07E-18 ASB5 ankyrin repeat and 50C5..,
TC1400008752. ., 16,64 g2 138601 4.93E-21 5.07E-18 CIDEB cell death-inducing DFFA...
TC1500010407 b, 17.04 6.87 114849 5.06E-21| 5.07E-18 AMPEP alanyl (membrane) amin... 3
TC1000006701.h.,, 1637 455 274569 542E-21 S5.0TE-18 ITIHZ inter-alpha-trypsin inhibi...
4
1 3 5 T 9 11 13 15 17 15 21
Find in Tahle : . Show Filtered Onl
D Find in Tebie Count: 6458 Selectec:0 4 & i Filtersd Only Muscle Avg (log2)
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