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Pa Cie ntl » 111 pacientd s LuTx (2942) v databazi Indikace k LuTx | N
» U 94 vysetieny genetické varianty (SNP), u 86 zaroven udaje o infekcich CF 12
CHOPN 26
IPP 38
. jiné 10
Sk. | Infekce: N .
0 | bez infekci 3 80%
1 | intermitentni béZné 19 70%
nekomplikované infekce 60% Infekce: N
2 | Castéjsi béiné infekce 3 o Virove 47
40%
3 | infekce vyzaduijici hospitalizaci | 32 . Bakterialni respiracni 33
4 | tézké infekce vyzaduijici 11 20% Mykotickeé 11
hospitalizaci na JIP 5 . , Yyl ol x
P 10% . Umrti nebo tézky pribéh COVID-19 14
5 | infekce s ndsledkem smrti 18 0% - - (AIRVO, UPV, ECMO)
CF CHOPN IPP jiné
EO ®m1 2 m3 m4 m5
infekce 111111111111111r
Virové 0/0/0|0|0|0O|0|0O|O|O|0O|0O|0O|O|0O 00
Bakter. resp. 0/0/0|0|0|O|0O|0O|O|O|O|0O|O|O|0O|0O|0O]|O
Mykotické 0/0/0|0|0|O|0O|0O|O|O|O|0O|O|O|0O|0O|0O]|0
Recidiv. CMV 0/0/0|0|0|0O|0O|0O|O|O|0O|O|0O|O|0O 00
t/tézky COVID19 0/0/0|0|0|0O|0O|0O|O|O|0O|0O|0O|O|0O 00




Infekce N
virové . 'S - 39
bakterialni . 'S - 53
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0 - bez infekci

1 - intermitentni bézné nekomplikované infpl«é !

4 - tézké infekce vyzadujici hospit’a/lizaci naJIP

5 - infekce s nasledkem smrti~

1%
73% 75%
1 I
=

ml-1l md-2 m2-5

o0%
B0%
70%
60%
50%
40%
30%
20%

10%

Interleukin 1 genovy klastr

mannose binding

Interleukin 6 lectin 2 Interleukin 2
SNP rs16944 rs1800587 rs1800795 rs1800797 rs1800450 rs2069763
IL-1B8 -511 IL-1a -889 IL-6 -174 IL-6 +565 MBL2 IL-2 +166
A>G G>A C>G A>G C>T C>A
Statusl REF allele  REF homoz. REF carriage REF allele  REF homoz. REF carriage |REF allele  REF homoz. REF carriage REF allele  REF homoz. REF carriage |REF allele  REF homoz. REF carriage |REF allele  REF homoz. REF carriage
N Status2 AR allele VAR carriage VAR homoz. VAR allele VAR carriage VAR homoz. VAR allele VAR carriage VAR homoz. VAR allele VAR carriage VAR homoz. VAR allele VAR carriage VAR homoz. VAR allele VAR carriage VAR homoz.
47 p-value[0,0689 0,4977 0,0365|1,0000 0,4364 0,2518 [0,0020 0,0069 0,0302|0,0022 0,0135 0,0184(0,8732 0,7243 0,6705|0,0701 0,0318 0,7178
33 p—value- 0,3840 0,7962 0,4195 0,5312|0,3853 0,4366 0,5563|0,3468 0,5499 0,3760|0,0623 0,0372 0,8550(0,3580 1,0000 0,0497
64 p-value|0,0198 0,4464 0,1600 0,7895 0,0226]0,7561 1,0000 0,175410,0699 0,1075 0,2296
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2 SNP v genu IL6Jsou ve vazbe

. Haplotypy v nasi populaci:
N GG 56%
i CA 43%
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rs1800795 (IL-6 —174) C>G

Nosiéstvi alely *G

Inf. 0-1 vs. 2-5: 41 % vs. 81 %, OR 6.26 (2.18-18.01), p=0.0003
Virové infekce: 56% vs. 83 %. OR 3.77 (1.40-10.13), p=0.0069
Genotyp GG

Inf. 0-1 vs. 2-5: 9 % vs. 33 %, OR 4.88 (1.04-22.88), p=0.0301
Virové infekce: 15% vs. 36 %. OR 3.12 (1.09-8.94), p=0.0302

lit.: *G = association with higher IL-6 levels
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rs1800797 (IL-6 +565) A>G

Vysledky obdobné jako pro rs1800795*G, protoze tyto 80%
dva SNP jsou ve vazbé.
(haplotypy rs1800795-rs1800797 v nasi populaci: 60%
GG 56%, CA 43%, CG <1%, GA <0,1%)
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rs16944 (IL-18 -511) G>A

Genotyp GG

Inf. 0-1 vs. 2-5: 18 % vs. 52 %, OR 4.79 (1.46-15.73), p=0.0064
Inf. 0-2 vs. 3-5: 16 % vs. 54 %, OR 6.19 (1.90-20.18), p=0.0012

Virové infekce: 31% vs. 53 %. OR 2.56 (1.05-6.22), p=0.0365

Bakteridlni resp. inf.: 30% vs. 64 %. OR 4.05 (1.61-10.16), p=0.0023
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Lit.: A = lower IL-18 mRNA expression
A - associated with decreased infection risk




rs1800587 (IL-1a -889) G>A

Genotyp AA
Inf. 0-1 vs. 2-5: 0 % vs. 20 %, p=0.0034
Inf. 0-2 vs. 2-5: 4 % vs. 20 %, OR 5.88 (0.73-47.89), p=0.0654

Lit.: AA = increased transcriptional activity of the IL1A gene, slight
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