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I'EHETUYECKASA XAPAKTEPUCTHKA (L)-CEI'MEHTA TEHOMA BUPYCA
IIYYMAJIA HITAMM KA3AHb

Annomauusn. B cmamve asmopul oxapakmepuzosanu HyKi1eOmuoHyro nociedosamenviocms (L)-
ceemenma wmamma supyca Ilyymana (PUUV), yupkyaupyrowezo 6 nonyisyuu epuizyHos Pecnyo-
auxu Tamapcman, u cpasHunU ee ¢ AHAL0SUYHLIMU nociedosamenvrocmamu wmammos PUUV u3
OnuznexHcauux pecuonos. QuioeeHemuyecKull aHaIU3 pe3yibmamos 6blasull 3aMemuyr0 OUBepeeH-
yuro (6%) mesncoy nocreoosamenvuocmamu L-ceemenma PUUV uz PT, Pecnyonruxu bawkopmo-
cman u Camapckou obnacmu. ABmMopsl 0OHAPYIHCUIU MAKICE 08A 2EHEMUYECKU PA3TUYHBIX KLd-
cmepa 6 nonynayuu PUUV Tamapcmana.

Knwueswvie cnosa: supyc Ilyymana, Xaumasupycol, bynvsasupycos, ' emoppacuveckas auxo-

PAaoKa ¢ NOYeUHbIM CUHOPOMOM.

KABWE E., DAVIDJUK Y.N., KHAIBOULINA S.F., RIZVANOV A A.

GENETIC CHARACTERIZATION OF LARGE (L)-SEGMENT GENOME RODENT
PUUMALA VIRUS STRAIN KAZAN

Abstract. In this paper, the authors characterized the large (I)-segment of PUUV strain circu-
lating in the republic of Tatarstan and compared it with PUUV strains from nearby regions. Phylo-
genetic analysis results showed variability (6%) between L segment sequences of PUUV in Ta-
tarstan and nearby regions of Samara and Ufa also, the authors found two genetically distinct
clasters of PUUV circulating in Tatartsan.

Keywords: Puumala virus; Hantaviruses; Bunyaviridae; Hemorrhagic fever with renal syn-
drome.

Puumala virus (PUUV) infection has alarmed global health attention since it was isolated in
1978[1]. PUUV has a single stranded negative sense RNA genome. It belongs to the genus Hanta-
virus, family Bunyaviridae. PUUV causes mild form of the hemorrhagic fever with renal syndrome
referred as nephropathia epidemica[2].

The aim of the study was to sequence the L segment of PUUV circulating in republic of Ta-
tartsan, Russia.

Total RNA extracted from the lung tissue of infected rodents and used to generate cDNA.
cDNA was used as a template for PCR amplification of the L segment. Nucleotide sequencing was
done using ABI PRISM Dye terminator sequencing kit. Obtained L segment sequences were ana-
lyzed using lasergene package (software)[3] and compared to L segments of PUUV circulating in
Russia.

The total of 6550 nucleotides of the PUUV L segment was sequenced. Also, analysis of the
coding amino acid sequence was performed.

Phylogenetic tree analysis showed that all PUUV sequences obtained in this study were
PUUV. Phylogenetic analysis on partial L-segment revealed 2% variability within the L- segment
sequences among the PUUV strains circulating in Republic of Tatarstan. More variability (6%) was
found between L segment sequences of PUUV in Tatarstan and nearby regions of Samara and Ufa.

These data suggests that PUUV circulating in republic of Tatarstan are closely related to other
PUUV endemic in nearby regions. However, within the PUUV circulating in Tatartsan, there are
two genetically distinct clasters.
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BAMMYXAMBETOBA A.C.

BJIMSAHUE BAKTEPUI POJIA BACCILUS HA BCXOXKECTh PACTEHUI B
JIABOPATOPHBIX YCJIOBUAX

Annomayusn. Paccmompeno enuanue 6akmeputi pooa Bacillus na ecxoscecmuv kynvmyp xaon-
uamnuka (Gossypium hirsutum) 6 1a60pamopHbIX YCI08UAX
Kniouesnie cnosa: 6uyoobpenus, baxmepuu pooa Bacillus , xronuamnux.

BAIMUKHAMBETOVA ASS.

THE IMPACT OF BACTERIA OF GENUS BACCILUS FOR GERMINATION
GOSSYPIUM HIRSUTUM IN THE LABORATORY EXPERIMENT
Abstract. Examined the impact of bacteria of genus Bacillus for germination Gossypium hirsu-

tum in the laboratory experiment
Keywords: fertilizers, bacteria of genus Bacillus, Gossypium hirsutum,

BzanmopeiicTBiie MHUKpPOOPTaHU3MOB C BBICIIMMU PACTEHHUSIMH, OOECIIEUUBAIOT PETYIISIIHIO
KU3HEHHBIX MPOIIECCOB Ha IJIaHeTe. MUKPOOPraHU3MBbl B )KU3HU PACTEHUI BBIMOJHAIOT (QYHKIUIO
cpenooOpa3oBaHus W OOIIEro mutaHus. PacTeHust B CBOIO OYepelb OCYMIECTBISIOT (PH3HUUECKYIO
3alIUTY MUKPOOPIraHU3MOB, 00€ecreunBarOT MUTATEIbHBIMU BCIICCTBAMH, a TAKIKEC YHAaCTBYIOT B UX
pacmpoctpanenuu [3,4,5].

bakrepun pona Bacillus Bei3biBatoT 00sbINIOI HHTEPEC y UCCIEIOBATENCH O IPUYMHE TTOBCE-
MECTHOTO PaclpOCTpaHEHUs MPEACTaBUTENEH 3TOr0 poja, UKIA Pa3BUTHS, HEOOBIYHOW YCTOWYH-
BOCTH X CIIOP K XUMUYECKUM U (PHU3UIECKUM areHTaM U MaTOT€HHOCTH.
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