fetézové reakce (QPCR). Parové vzorky vzdy z HMC
a DMC byly porovnany z hlediska struktury bak-
teridiniho spolecenstva a pfitomnosti vybranych
DNA vird.

Vysledky: Zafazeno bylo devét pacientd (8
muzl a 1 Zena) primérného véku 49,7 let, z nichz
u osmi byla provedena sekvenace bakteridlnich
nukleovych kyselin a u sedmi gPCR na pfitomnost
sedmi béZnych DNA vir(l. Bohatost a diverzita mi-
krobiomu (alfa diverzita) HMC a DMC nebyla stati-
sticky vyznamné odlisnd. Struktura mikrobidlnich
komunit zHMC a DMC (beta diverzita) vykazala vét-
$f podobnost v ramci jednoho pacienta, nez byla
podobnost viech vzorkd HMC, resp. viech vzorkd
DMC. Virova DNA byla detekovana jak v HMC, tak
v DMC.

Zavér: Vysledky nasf pilotni studie poukazuijf
na pfitomnost bakteridlniho a virového osidlent
hornich mocovych cest u pacientd s urolitidazou.

KLICOVA SLOVA
Lidsky mikrobiom, horni mocovy trakt, virom, led-
vina, mocovy mechyr.

ABSTRACT

Hrbacek J, Handcek V, Tlaskal V, Saldkova M,
Cermék P, Tachezy R, Zachoval R. Profiling up-
per urinary tract microbiota: a feasibility study
in patients with urinary stone disease.

Aim: To investigate the putative existence of
upper urinary tract microbiota and if present, to
compare the microbial coommunities from the kid-
ney with those in the urinary bladder.

Patients and Methods: Patients were under-
going endoscopic procedures under anesthesia
for upper urinary tract stones. Bladder urine was
obtained by aseptic catheterisation, renal urine
samples were collected via ureteric catheter in-
serted into the renal pelvis under cystoscopic and
radiographic guidance. Pairwise comparison of
urine samples from the same individual were made
with regard to their bacteriome and virome.

Results: A total of nine patients (8 males, 1
female) provided both samples for analysis. Next-
generation sequencing of the V4 hypervariable
region of the 16S rDNA using primers 515F and
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806R was performed on eight of them and quan-
titative polymerase chain reaction for the presence
of viral nucleic acids of seven common DNA viruses
was performed on seven of them. There were no
significant differences in alpha diversity measures
(number of OTUs, iChaol, ACE, Shannon and Simp-
son indices) of samples from the kidney and blad-
der from the same individual. Likewise, microbial
communities from the upper and lower urinary
tract within the same individual were more similar
to each other than samples within the respective
group (e.g. all kidney samples). Viral nucleic acids
were detected in the upper as well as lower urinary
tract.

Conclusion: Upper urinary tracts seem to be
inhabited by microbial communities whose com-
position resembles that of the lower urinary tract.

KEY WORDS
Human microbiome, upper urinary tract, virome,
kidney, urinary bladder.

UvoD

Vyzkum lidského mikrobiomu — mikrobidlnich po-
pulacf Zijicich v rdznych anatomickych lokalitach
naseho téla, tzv. nikach — dosahl v poslednich dvou
dekadach vyznamného pokroku. Na rozdil od mi-
krobiomu napt. gastrointestinalniho traktu, jehoz
znalost jiz vyznamné pokrocila, jsou ostatn{ niky
probadané daleko méné. Ze mo¢ zdravych asym-
ptomatickych Zen nenf sterilnf, nybrz obsahuje kul-
tivovatelné mikroorganismy a k tomu DNA desitek
¢i stovek dalsich, jejichz kultivace je problematic-
kd az nemozna, vime od roku 2011 (1), respektive
2016 (2). Nasleduijici prace prokézaly odlisnosti ve
slozeni mikrobiomu u rznych klinickych situaci,
napfr. u zen s urgentni inkontinenci ve srovnani se
zdravymi kontrolami (3) nebo u Zen s intersticial-
nf cystitidou ve srovnani se zdravou populaci (4).
Muzsky mocovy mikrobiom zacal byt zkouman
s ur¢itym zpozdénim. Dosud byly popsany mj. od-
lisnosti ve sloZzeni mikrobialnich komunit u muzd
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