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Aim of this study is to investigate the quality of life of pa-
tients with diabetes and the factors affecting it.

Material and methods. The questionnaire used consists of
two parts. The first concerns demographic questions for the pa-
tient and the condition of diabetes mellitus and the second
questionnaire on diabetes-related quality of life ADDQoL 19.
The study included 140 patients and was conducted from Octo-
ber to March 2015 the hospital Carl Thiem Klinikum of Cott-
bus, Germany. The statistical analysis will be done with statisti-
cal software «Statistical Package for the Social Science (SPSS)
for Windows» and level of statistical significance was set to
p=0.05.

Results. Statistical significant difference showed in the
present quality of life (Overview I) by gender of patients with
p=0.011. Based on the presence of complications of the disease
there is a statistical significant difference in the average of re-
sponses for the 19 areas of life (AWI: Average Weight Impact)
with p=0.033. The diabetes school also shows statistical signifi-
cant difference in the AWI with p=0.018. Furthermore based on
the type of diabetes and the treatment showed a statistical sig-
nificant difference in quality of life (Overview I) for type 2 by
treating with pills (Overview I: 1.117) than insulin treatment
(Overview I: 0.471) with p=0.008.

Conclusions. Educating patients appears to improve the
quality of life of patients and the adoption of the Diabetes
school should be followed by other countries. An important
factor affecting the quality of life is the treatment followed and
especially positive effect shows the use of treatment with pills
which also support our results.
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KAYECTBO XXU3HU BOAbHbIX CAXAPHbIM
ANABETOM
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lepmanms

Beenenne. KauecTBo XM3HM MAllMEHTOB OYeHb BaXKHO, U
MeIWIIMHA BCeTaa MpuaaeT 6oJIbIIoe 3HaUeHIe TI000MY HOBO-
BBEIICHUIO, CIIOCOOCTBYIOIIEMY YAYIIIEHUIO Ka4eCcTBa KU3HU
maneHToB. CaxapHbIii nuaber — 00JIe3Hb COBPEMEHHOTO
00111eCTBa, SBISIETCSI XPOHUIECKUM MeTaboImyecKumM 3aboe-
BaHMEM, KOTOPOE BIIMSIET Ha YPOBEHb 3MOPOBBSI U KA4eCTBO
KU3HU.

Iems maHHOTO WCCNEMmOBaHUS — W3yYeHUE KavyecTBa
KV3HU MAIMEeHTOB C caXxapHbIM AnabeToM U (hakTopoB, OKa-
3BIBAIOIIMX HA HETO BIUSIHYE.

Marepuaa u meToabl. OTIPOCHUK [UTSI TAIIIEHTOB COCTOUT
u3 aByx yacteil. [lepBast 3 HUX Kacaercst neMorpaduIecKx
BOIIPOCOB M CTa[INU CaXapHOTO n1abeTa.

BTopoii orpocHUK M0 Ka4ecTBY KMU3HU MAIlMEHTOB C THa-
6erom ADDQoL 19. Bximouens! 140 manreHTOB, uccienona-
HUe TIPOBOIWIOCH B TIEPUO] C OKTSIOps o Mapt 2015 1. B To-
crmutanie Carl Thiem Klinikum of Cottbus, 'epmanus. Cratu-
CTUYECKUI aHaJIu3 MPOBENeH C IMOMOIIBI0 CTATUCTUIECKOTO
porpaMMHoOro obecredyeHus «CTaTUCTUYECKUIA MaKeT IUIst
counaibHbIX HayK (SPSS) mis Windows», ypoBeHb CTaTHCTH -
YeCKOI 3HAYMMOCTH ObLT ycTaHOBIEeH Ha p=(),05.

PesynbTaThl. BBISIBIIIOCH CTAaTUCTUYECKU 3HAYMMOE pa3-
JINYKME KavyecTBa XWU3HU B 3aBUCHMOCTH OT mojia (O63op I)
(p=0,011). B 3aBUCUMOCTH OT HAJTN4IUS OCIOKHEHUI 3a601e-
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BaHUS CYIIECTBYET CTATUCTUYECKU 3HAYMMOE BIMSHHME Ha 19
oonacreit xu3Hu (AWI: CpenHuii Bec BO3NEUCTBUSA) TIpU
p=0,033.

IIpoxoxkmeHue MIKOIbI fMabeTa TakKe OKa3bIBaeT CTaTH-
ctryecku 3HauuMoe BiusiHue, AWI ¢ p=0,018. Kpome Toro,
Ka4eCTBO XKM3HU CTAaTUCTUYECKU 3HAYMMO OTIMYAETCS Yy Ia-
LIMEHTOB C CaXapHbIM TMaOETOM B 3aBUCUMOCTHU OT €T0 TUIA U
noayyaemoro jedeHus: (063op 1): pe3ynbTaThl y moJIydyalommx
TabJeTUPOBAHHBIE CAXapOCHIKAIOIIUE CPEACTBA MALIMEHTOB C
caxapHbIM AMabeTOM 2-TO TUITa IOCTOBEpHO oTiinyatotces (O0-
30p I: 1,117) ot moaydawmmx nHcyauHotepanuwo (O630p I:
0,471) npu p=0,008.

BoiBoapl. TakuM obGpa3oM, o0yyeHMe NalMeHTOB MTPUBO-
IUT K YIYYIIEHUIO KayecTBa XM3HM, U OPTaHM3alUs IIKOJI
nuabeTa J0JKHA ObITh OCYILIECTBIIEHA B IPYTUX CTpaHax. Baxk-
HBIM (DaKTOPOM, BJIMSIOIIMM Ha KayeCTBO XU3HU SIBJISETCS
JIeYeHe M OCOOEHHO ITOJOXUTEIbHBIN 3(P(HEKT OoKa3bIBacT
JleyeHre TabJeTUPOBAaHHBIMU IIperapaTaMu, YTO MOATBEPK-
JAIOT HAIU PE3YyJIbTaThl.

KJIIOYEBBIE CJIOBA

KauyectBo xxu3nu, nuadet, ADDQoL19, kauecTBO KU3HU.

*x Kk %
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Introduction. Genetic susceptibility to Type 2 Diabetes
(T2D) with a complex mode of inheritance is explained by the
presence of multiple gene, each conferring a small moderate
contribution the overall risk, as well as by alternative combina-
tions of genes. Due to the success of Genome—Wide Associa-
tion Study there has been rapid increase in the availability of
genetic data for T2D. This allows the collection of large sets of
genetic polymorphic loci, which could be key in the under-
standing of the genetic basis of T2D.

The aim of this study was to determine alleles and allelic
combinations that are associated with T2D phenotype.

Material and methods. We assessed the associations of 96
single nucleotide polymorphisms (SNPs) linked with T2D dif-
ferent pathway components and carbohydrate metabolism ab-
normalities in 96 Russian patients and 96 normoglycemic con-
trols using Illumina Golden Gate Genotyping Assay (low den-
sity DNA chip with 96 SNPs). T2D was defined according to
the World Health Organization criteria, 1999. Data were ana-
lyzed with the free online statistical program named “Calcula-
tor for confidence intervals of odds ratio” (www.gen-exp.ru/
calculator_or.php) and APSampler software (https://code.
google.com/p/apsampler) for multi-locus association analysis.

Results. On the first stage of the study we detected ten
SNPs that can be independently contributing to T2D risk in the
Russian cohort, they are rs8050136 (p=0.05) and rs11642841
(»=0.04) in FTO gene, rs2943641 (p=0,02) and rs2943634
(»=0.03) in IRS1 gene, rs571312 in MC4R gene, rs1470579
(»=0.04) in IGF2BP2 gene, rs163184 (p=0.03) in KCNQI
gene, 1511924032 (p=0.04) in SLC2A2 gene, rs11634397
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(p=0.03) in ZFANDG6 gene, rs7172432 (p=0.04) in C2CD4A
gene. On the second stage we found a biallelic combination of A
allele rs8050136 in FTO gene and A allele rs7172432 in C2CD4R
gene that was associated with T2D risk. Remarkable, the com-
bined effect (association) of r1s8050136 and rs7172432 was stron-
ger (OR=1,97; p=0.006) than that of each SNP alone.

Conclusion. The biallelic combination of A allele rs8050136
in FTO gene and A allele rs7172432 in C2CD4R gene can be
used as a genetic marker of T2D.
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MOAUMOP®HbIE TEHETUYECKHUE MAPKEPbI
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AkrtyaabHOCTh. B HacTostiiee Bpemsi caxapHbIN auabdeT
2-ro tuna (C2) onpenensieTcsl Kak MOJIUreHHOe 3a0osieBa-
HMeE, pa3BUTHE KOTOPOTrO 00YCIOBIEHO COBMECTHBIM AECTBH-
€M MHOTMX F€HOB U UX KOMOMHanuii. B xone MHOrouuncieH-
HBIX McclieoBaHUi reHeTuyeckux ocHoB CJZ12 Bo MHOTMX TO-
MyJSUUSIX MUPA YCTAHOBJIEHBI HECKOJBKO JECSITKOB PUCKO-
BbIX JIOKYCOB T€HOB, UTO SIBJISIETCSI BaXKHBIM 3TarloM K Oosiee
1yOOKOMY MOHUMaHUIO MEXaHU3MOB BO3HUKHOBeHMsT CJ12.

Heap — u3yuynTh accoumanuu NOJIUMOPGHBIX TeHETUYE-
CKHX MapKepoB M UX KOMOMHAIIUI C CaXxapHbIM AUA0ETOM 2-TO
TUMA B pyCCKO nomyasiuuu TIoMeHCKOU obacTu.

Marepuan u metoapl. B uccienoBanue BkitoueHsl 192 He-
POJICTBEHHBIX UCTIBITYEMBIX, U3 KOTOPBIX 96 YUaCTHUKOB MMETN
CJ12, a 96 310pOBBIX UHAMBUIOB COCTABIISIA IPYIITY KOHTPO-
sis1. [ToctaHOBKY KiiMHUYeckoro nuarHo3a CJ12 nmpoBoauiu co-
rmacHo kputepusim BO3 (1999). I'eHotunupoBaHue MoIu-
MOpPGhHBIX MapKepoB BbIMIOJMIHEHO Mo mpotokony Bead Chip
Golden Gate c ucnonb3oBaHueM cuHTe3npoBaHHoro JHK-
ouounna («Illuminalnc», CIIA), conepxaiiiero 96 OmXHOHY-
KJIEOTUIIHBIX MOIUMOP()U3MOB, accoliuupoBaHHbix B CI12, Ha-
PYWIEHUSIMU YTJIEBOJHOTO W JIMIIMAHOTO OOMeHa, apTepualib-
HOW TMMNIEPTOHUEN B €BPOIEUCKUX U a3MaTCKUX MOMYJISIIUSIX.
CTaTUCTUYECKUI aHAIN3 JAHHBIX MPOBOAUJICS C TOMOIUIBIO
online mporpaMmbl «KanbKyasTop sl pacyeTa CTaTUCTUKU B
WCCIIeIOBaHUSX  «ciydali—koHTponb»  (http://gen-exp.ru/
calculator_or.php) U OpUTMHAJILHOTO MPOrPAaMMHOIO odecre-
yeHust APSampler (http://code.google.com/p/apsampler/), uc-
nosns3ytoniee Meton MoHTe-Kapio MapkoBCKMMU LENsIMU U
0aliecOBCKYIO HEMapaMeTPUUECKYIO CTATUCTUKY.

PesyabraTtel. Ha nepBom 3Tane uccienqoBaHUsl yCTAHOB-
JIeHbl accolmanuu ¢ pazputuem C2 nmonumMopdHbIX MapKe-
poB 158050136 (p=0,05) u rs11642841 (p=0,04) rena FTO,
rs571312 (p=0,002) rena MC4R, rs1470579 (p=0,04) rena
IGF2BP2, 152943641 (p=0,03) u rs2943634 (p=0,03) rena
IRS1, 13163184 (p=0,03) rena KCNQI, rs11924032 (p=0,04)
reHa SLC2A2, rs11634397 (p=0,03) rena ZFANDG, 157172432
(p=0,04) rena C2CD4A. Ha BTOpOM 3Tarne B X0/ie¢ KOMILJIEKC-
HOTO aHaJIN3a KyMYJISITUBHOTO 3¢ dheKTa HOCUTEIbCTBA KOM-
OuHaluii 1ByX U Oojiee pPUCKOBBIX T€HETUYECKUX MapKepoB,
BhIsIBJIeHA accoumanus ¢ CII2 koMOuHaluu auenst A MapkKe-
pa rs11642841 rena FTO u amnenst A mapkepa 1s7172432 reHa
C2CD4A. Tlpu 3TOM BBISIBJIEHHas: KOMOMHALIMS ajulesield xa-
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pakTepu3yeTcss  OOJIbIIEeil  3HAYMMOCTBIO  acCOLIMALIMK
(OR=1,97; p=0,006), ueM Bxonsiilre B COUeTAHUE AU 1O
OIMHOYKE (KpUTEPUIT MUHUMAaJIBbHOTO MHOXKECTBA aJUleseit).

BoiBoapl. KomOuHanuio amiens A noiuMop@HoOro map-
kepa rs8050136 rena FT0 u anieins A moauMophHOro MapKe-
pa rs7172432 rena C2CD4A MOXHO OTHECTHU K JOITOJTHUTEIb-
HBIM 3HAaYUMBIM MapKepaM reHetudeckoro pucka CJII2 B pyc-
cKoii nonyasuuu TIoMeHCKOM 001acTu.

KJIIOUYEBBIE CJIOBA

l'eHeTMueckue MapKephl; caxapHblii nuabeT 2-TO TUIIA;
pyccKasl TOIYJISILuSI.

*x Kk %
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Background. Chronic kidney disease is one of the most seri-
ous diabetic complications, which end-stage leads to a dramatic
decline of renal function and needs for renal replacement thera-
py. Due to the progressive nature of CKD and the limited effi-
cacy of treatment for advanced stages the prediction of risks and
diagnostics on preclinical stage are of great importance. All of the
above determines the high relevance of search for genetic markers
predict the chronic kidney disease (CKD) development.

The aim of our study was to investigate association between
polymorphic marker (PM) of gene involved in insulin secretion
with development of CKD in type 2 diabetic (T2D) patients.
Polymorphism of KCNJ11 gene is associated with different
phenotypes of glycemic disorders: neonatal diabetes, hyperin-
sulinemia, reduced insulin secretion and increased risk of type
2 diabetes. This gene coding Kir6.2 subunit of ATP-dependent
potassium channels. The pathogenesis of it’s involvement in
renal damage development referred to the fact that this type of
potassium channels found not only in the beta-cells, but also in
smooth muscle cells of blood vessels, and therefore might have
an effect on risk of vascular complications, including CKD.

Material and methods. We enrolled 444 T2D patients. PM
rs5219 in KCNJ11 gene was analysed among patients divided in 2
groups: with and without CKD (n=123/321) based on glomeru-
lar filtration rate (GFR) < and >60 ml/min/1,73 m? calculated by
MDRD formula. PM studied using PCR. Differences in alleles/
genotypes frequencies were assessed by x? and odds ratio (OR)
were calculated. The study was approved by local ethical com-
mittee; informed concern was obtained from all the patients.

Results. We studied the main clinical parameters: age,
HbAlc, serum levels of cholesterol and triglycerides, BP be-
tween the groups. We observed significant differences in alleles/
genotypes distribution of rs5219 in KCNJI1 gene between
groups with and without CKD: the prevalence of allele C and
genotype CC in patients without CKD: OR=0.53, 95%ClI:
0,40—0,72 and OR=0.46, 95% CI: 0.27—0.79, respectively;
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