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Correlation between serum levels of LncRNA-PART1 and LncRNA-SNHG14 with disease
stage, cognitive impairment and motor function in patients with Parkinson’s disease "
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Abstract: Objective To investigate the correlation between serum levels of long non-coding RNA (Ln-
cRNA)-prostate androgen regulated transcript 1 (PART1), LncRNA-nucleolar ribonucleic acid host gene 14
(SNHG14) and disease stage, cognitive impairment and motor function in patients with Parkinson's disease
(PD). Methods A total of 100 PD patients (PD group) who admitted to the Department of Neurology in the
hospital from January 2021 to December 2023 and 100 healthy subjects (control group) who underwent the
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physical examination during the same period of time were selected. According to Hoehn-Yahr staging,PD pa-
tients were divided into early stage group (grade 1. 0—2. 5,20 cases),middle stage group (grade 3. 0,48 ca-
ses) and late stage group (grade 4. 0—5. 0,32 cases). According to the Montreal Cognitive Assessment (Mo-
CA) score,the patients were divided into normal cognitive group (MoCA score=26 points, 33 cases) , PD-mild
cognitive impairment group (MoCA score 21 —<C26 points,46 cases) and PD dementia group (MoCA score<C
21 points,21 cases). According to the Unified Parkinson’s Disease Rating Scale (UPDRS)-1Il score, the pa-
tients were divided into mild dyskinesia group (0—15 points,29 cases) ,moderate dyskinesia group (>=>15—40
points, 46 cases) and severe dyskinesia group (>=>40—56 points,25 cases). Real-time fluorescence quantitative
PCR was used to detect serum LncRNA-PARTI and LncRNA-SNHG14 levels. Spearman method was used to
analyze the correlation between serum LncRNA-PARTI,LncRNA-SNHGI14 levels and Hoehn-Yahr staging,
MoCA score and UPDRS-1Il score in PD patients. Results The level of serum LncRNA-PARTI in PD group
was lower than that in control group (P<C0. 05),and the level of LncRNA-SNHG14 was higher than that in
control group (P <C0. 05). The serum levels of LncRNA-PART1 in the middle stage group and late stage
groups were lower than those in the early stage group (P <C0. 05),and the levels of LncRNA-SNHG14 were
higher than those in the early stage group (P<C0.05). In addition,the serum level of LncRNA-PARTT1 in the
late stage group was lower than that in the middle stage group (P <C0. 05),and the level of LncRNA-SNHG14
was higher than that in the middle stage group (P <C0. 05). The serum LncRNA-PART]I levels in the PD-mild
cognitive impairment group and PD dementia group were lower than those in the normal cognitive group (P <<
0.05) ,while the LncRNA-SNHG14 levels were higher than those in the normal cognitive group (P <C0. 05).
Additionally, the serum LncRNA-PARTI level in the PD dementia group was lower than that in the PD-mild
cognitive impairment (P<C0. 05),while the LncRNA-SNHG14 level was higher than that in the PD-mild cog-
nitive impairment group (P<Z0. 05). The serum levels of LncRNA-PART] in the moderate dyskinesia group
and severe dyskinesia group were lower than those in the mild dyskinesia group (P<Z0. 05) ,and the levels of
LncRNA-SNHG14 were higher than that in the mild dyskinesia group (P<C0. 05). In addition, the serum level
of LncRNA-PARTT1 in the severe dyskinesia group was lower than that in the moderate dyskinesia group
(P<C0.05) ,and the level of LncRNA-SNHG14 was higher than that in the moderate dyskinesia group (P <<
0.05). Spearman method results showed that serum LncRNA-PART1 level was negatively correlated with
Hoehn-Yahr staging and UPDRS-1Il score in PD patients, and positively correlated with MoCA score (P <C
0.05). The level of serum LLncRNA-SNHG14 was positively correlated with Hoehn-Yahr staging and UPDRS-
[l score in PD patients,and negatively correlated with MoCA score (P <C0. 05). Conclusion The level of ser-
um LncRNA-PARTI1 in PD patients is decreased, and the level of LncRNA-SNHG14 is increased, both of
them are related to the disease stage,cognitive impairment and motor function of PD patients, which may be-
come evaluation indicators for PD progression.
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# ZE.Bf Kt aFsd RNA-30a-5p(miR-30a-5p) \Runt #8 % # % B F 2(RUNX2) 5 Ik & 42 FF % &
HRRG(ALD B FRE P ERERRGH XA, HiE ZR2021F1AZE224 F 2 AHBEHKRFE R
W8 B TR 6 69 R A 2 AT 3 ALL B % 193 ) (ALL 40) A= B B 2 54 ) 2 sh ik 92 % 4 (3F ALL 40 IR F 5 T &
ALl B Z R BEA I A5 E ALT A7 #)) P B ALT 28064 #)) £ ALT 8(72 #)) 4% 38 28 d FAB L
SRR T B Fe B EA 122 6)), KA FE R A ZZE PCR &M i miR-30a-5p K -F, BEE %92 R IR 5
#o il do h RUNX2 K-, 8 if £ & 4 3 & Fl miR-30a-5p 5 RUNX2 #4445 %, & A Pearson 48 % % 3 &
# miR-30a-5p 5 RUNX2 £ R F % sk AL] &% 6948 K M, Spearman 48 % 2 3 0 4 MR A2 PT 5 ALL & %
7% miR-30a-5p . RUNX2 K-F L5 AAHKMIMER, AR FEMHK ALl BXAEARLTET. AR SALTEL
H# Logistic B2 # & XL %ok B &, 46 23X F TAES 428 & 3 2 7F miR-30a-5p . RUNX2 7K F %} IR 7 52 PF 5
ALl B F TG RmMmia, R 5H4E ALL A4, ALI 28 fo 7% miR-30a-5p K -F BAK, RUNX2 K-FH# & (¢t =
—11.749.11. 691, P<C0.001), miR-30a-5p 5 RUNX2 & 3'-3E &% X 3 348~3 354 & A f& 45 4 1% % , miR-
30a-5p 5 RUNX2 MR AR P8 ALL B4 ¥ 2 fi48% (r=—0.759,P<C0.001), foik miR-30a-5p K F & &
FEALL 28, P ALL 20 .32 & ALI 48 P AR K B4R (P <T0.001) ,RUNX2 K-F & E ALI 40, & ALl 4. % &
ALT 48 F AR R A& (P <T0.001), MRAFEPT B ALL B F A4 5 o #F miR-30a5p K-F 2 fi Ak (r=
—0.749,P<C0.001),55 RUNX2 K-F 2 EA % (r=0.723,P<C0.001), MRAREIEH AL] & % 56 0 Ik 4R 9
B & A 843 (OR =0. 988,95%CI ;0. 981~0. 996, P<C0. 05) , miR-30a-5p K F 4+ & (OR =0. 814,95 %
CI:0.744~0.892,P<C0.05), fk 5 & M B & 4 5 i % F £ B4 (SOFA) F 4 ¥ (OR =1. 391,95%CI :
1.116~1.734,P<C0.05) , e 5LER K F I ZH(OR=1. 824,95%CI : 1. 211~2. 748, P<C0. 05) ,RUNX2 K F #
(OR=1.366,95%CI:1.170~1.595,P<C0.05), 2 miR-30a-5p . RUNX2 7K B & F 0 Ik & 9% PF 8¢ ALL &
FT WA T EAAA 0.895(95%CI:0.842~0.934) , K F 7% miR-30a-5p . RUNX2 /K F £ 1k 7l 49 0. 788
(95%CI :0. 724~0. 844) ,0. 786 (95 % CI :0. 721~0. 842;Z=4.015.3. 746, P<C0. 001), £ & miR-30a
5p RFBEAK RUNX2 KRFA S E5RFREINK ALL B mtEm T fe st = N3 mA X, f2F miR-30a-5p,
RUNX2 7K - B A TR ik 02 PT 8 ALL B G 6918 5 .
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Relationship between serum miR-30a-5p, RUNXZ and severity and prognosis
of patients with sepsis-induced acute lung injury”
TANG Yuan'.ZHANG Qingqing® LI Yan' ,YANG Jian' ,LUO Bin' ,\WANG Boging'"
1. Intensive Care Unit sthe Fifth Affiliated Hospital of Xinjiang Medical University ,Urumqi ,
Xinjiang 830000,China ;2 Department of Gynecology ,»Bayingolin Mongolian

Autonomous Prefecture People’s Hospital yKorla s Xinjiang 831000,China
Abstract: Objective To investigate the relationship between serum microRNA-30a-5p (miR-30a-5p),
Runt-associated transcription factor 2 (RUNX2) and the severity and prognosis of patients with sepsis-induced
acute lung injury (ALD. Methods A total of 193 patients with sepsis-induced ALI (ALI group) and 54 pa-
tients with simple sepsis (non-ALI group) admitted to the Fifth Affiliated Hospital of Xinjiang Medical Uni-
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