CHOPN - genetika

Asociace BMI a SNP v imunitnich genech
u pacientt s CHOPN



BMI u pacientii s CHOPN Kontrolni skupina (bez CHOPN)
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Asociace mezi BMI a SNP v genech TNFA, MBL2 a IL10 u pacienti s CHOPN
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> TNF-a -308, rs1800629, G>A - elevated TNFa blood level in carriers
of the minor A-allele

» MBL2 -550, rs11003125 G>C — C=higher serum MBL levels

» IL-10 -592 (rs1800872 T>G) - 3 SNP /L10-1082,-819,-592 se dédi
spolecné v haplotypech CGG, TGG, TAT; haplotyp TAT = nizsi hladiny
IL-10
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Asociace mezi BMI a SNP u pacientti s CHOPN
Kombinace , rizikovych” genotypu v genech TNFA, MIBL2 a IL10
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Asociace mezi BMI a SNP u pacientia s CHOPN

Kombinace , rizikovych” genotypu v genech TNFA a IL10
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BMI a SNP v genech TNFA, MBL2 a IL10 u kontrolni skupiny

rs11003125 rs1800629 rs1800871-rs1800872 Kombinace ,rizikovych” genotypli v genech TNFA, MBL2 a IL10

C-allele carriage A-allele carriage AT-haplotype carriage oo
s m g

80%

p>0 05 70%
cos 0>0.05
50%
40%
30%
I 20%
10% .
HE = B =

0%

70,0%
60,0%

50,0%

40,0%
30,0%
20,0%
10,0%

0,0%
21-25 25-27,5 27,5-30 >30

m<21 m21-25 m25-27,5 27,5-30 m>30
M 3x risk SNP 2x risk SNP 1x risk SNP M no risk SNP

Kombinace ,rizikovych” genotypti v genech TNFA a IL10
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Asociace kachexie a rs361525 (TNFa -238)

Nosicstvi alely rs361525*A je castéjsi u pacientd s kachexii
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