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Hacyumelsatouwjas 6onee 100 nem ucmopusa udyyeHus bakmepuli poda Aeromonas akmueHo npodoaxcaemcs
U 8 Hawu OHU. B cmamee npedcmasneHa MoseKyAapHO-2eHemu4YecKas xapakmepucmuka 6akmepuogaza Aeromonas
hydrophila F-43 YICXA. B xo0e pabomesi nposedeHo nosHo2eHOMHOe cekeeHuposaHue bakmepuogaza 05 onpedesne-
HUA HAAUYUA NOMeHYUasbHbIX 2eHEMUYECKUX /IOKYCO8 NamMo2eHHOCMU U YCMAHOB/AEHO, YMo pasmep uccaedyemoz0
b6akmepuogazosozo 2eHomMa cocmasnsem - 36801 M.H. U MOMEHYUAsbHbIX /IOKYCO8 MAMO2EHHOCMU He 8bisigseHo. 1o
pe3ynbmamam 6UOUHEGOPMAYUOHHO20 (MPOMEeoMHO20) aHAAU3a M0 OAHHbLIM CEK8EHUPOBAHUA bakmepuogaza F43-
YICXA ebisienieHo 46 nomeHyuansHeix 6enkoe ¢ monekynsapHol maccoli 4,6-137,6 Ka, umerowjux ceoe Mecmo s10KaU-
3ayuu 8 pazosom 2eHome. OrnpedesneHo Gusno2eHemuyecKoe ronoxeHue bakmepuogaza F43-YICXA e epynne aHHomu-
poB8aHHbIX 8 cucmeme NCBI - Haubosiee 6U3KUM 0 ¢husnoceHemMu4ecKoOMY MOMNOHEHUIO MOAHO20 2eHOMA U 601bWUH-
Ccmea nomeHyuanbHeix hazosbix besKos Ae3emcs aHOMuUpPOoB8AHHbIU bakmepuogae Aehl, akmugHbIl 8 omHoWeHUU
6akmepuli Aeromonas hydrophila. B peaynemame nposedeHHbix ucciedosaHuli beiaa cocmasneHa Kapma auHelHoU
JHK 6akmepuogaza. B coomsemcmsuu ¢ u3gecmHbsiMu aHan02amu bbiau onpedesneHs! MPoOyKMbl SKCIPeCccuu 2eHO8.
Takxe 8bifeseHbl MPOOYKMbI 2eHO8, He UMetoujue YemKo onpedeneHHbIX (hyHKUUOHAMbHbIX XapaKmepucmuK, mak Ha-
3bl8aeMble 2uiomemuyeckue besKu, He uMeroujue aHano2uu 8 AHHOMUPOBAHHbLIX 2eHOMax bakmepuogazos, akmus-
HbIX 8 OMHOWeHUU u3y4aemozo 6akmepuasnbHo2o suda. [lpedcmasneH 6UOUHHOPMAYUOHHbIU AHAU3 coomeemcmaus
OMKpbIMbIX PAMOK cyumeoleaHuUa (ORF) ¢ 0aHHbIMU CeK8eHUPOBAHUA u3y4aemozo bakmepuogaza. 1o pe3ynemamam
uccnedosaHuli 8 2zeHome bakmepuogaza F-43 YICXA Aeromonas hydrophila 1okycos namozeHHocmu He 8blsigs1eHo.

BeepeHue

OfHMM 13 BeAyLMX 3Tanos paboTbl C U30u-
POBaHHbIMM WITaMMamK BakTepnodaros asnseTca
X MOJIEKYNSPHO-TEHETUYECKAs XapaKTePUCTUKA,
BK/ItOYatoLwan B ceba onpeaeneHne pasmepa daro-
BOrO reHoMa, MPOLEHTA ero UAEHTUYHOCTU C TaK-
COHOMWYECKN Haubonee 6aM3KMMK BakTepuoda-
ramu, NpoBepKy oTcyTcTBuA B coctase JHK reHos,
KOAMPYIOLWMX TOKCUHbI, MHTErpasbl, penpeccopsl
TPAHCKPUNLUMU N APYTUX HEXKeNaTeNbHbIX TOKYCOB
[1-8]. U3yueHMne gaHHbIX XapaKTepPUCTUK NO3BOAA-
€T NoATBepPANTb OPUTMHANIBHOCTD U BUPYNEHTHYIO
npupoay nccneayembix 6aktepuodaros [9 - 18].

Lenb wuccnepoBaHuAa: npoBefeHWe MoJie-
KY/NIAPHO-TEHETUYECKMX UCCNef0BaHUN BakTepmo-
dara F-43 YICXA Aeromonas hydrophila ans nopg-
TBEPXKAEHMA OPUTUHANBHOCTU, BUPYIEHTHOM Npu-
POZbl M OTCYTCTBUA IOKYCa NAaTOFre€HHOCTH.

O6beKTbl U MeToAbl uccneaoBaHuii

B xoae paboTbl M3 150 Npob 13 oKpyrKatoLuel
cpesbl 66110 BblaeneHo 11 6aktepunodaros cnew-
NbUYHbIX K BakTepuam Aeromonas hydrophila. B

XO[le UccnegoBaHuii bbiNo YCTaHOBIEHO, YTO AaH-
Hble bakTepuodarm obiagatoT cneunPUUHoOCTbIO K
YKa3aHHbIM BaKTepPUAM, X TUTUYECKasA aKTUBHOCTb
ot 3,5+0,3*10° go 4,2+0,2*10% BOE/mn ( no meToay
A.Gratia) 1 ot 10° go 10° (no meToay Annenbmaxa).
Ha ocHoBe u3yyeHHbIXx OMONOrMYECKUX CBOMCTB
b6akTepnodaroB 419 MONEKYAAPHO-TEHETUYECKOTO
nccnegoBaHMa HaMmm 6bl1 oTobpaH bakTepuodar
F-43 YICXA Aeromonas hydrophila. laHHbli1 6aKTe-
puodar obnagaet cneayrowMmm 6MON0rMYECKUMM
CBOMCTBAMU: XapaKTepuCTMKa 6aawkoobpasyto-
WMX egUMHUL, — NPO3paYHble HEeraTUBHbIE KOJIOHUU
okpyrnoi ¢popmbl, 3,0+5,0 MM C MOAHBIM JIN3UCOM
B LLeHTpe; nokasaTesb JIMTUYECKOM aKTUBHOCTU:
TMTp no Mpauua -4,2+0,2*108 BOE/mn, TUTP no An-
nenbmany- 10°. YcTonume K 06paboTKe Tpmxaopme-
TaHOM B TeyeHne 20 MUHYT B cooTHOoweHmn 10:1,
KY/bTUBMPOBaHMe npu Temnepatype 50 B TeyeHue
30 MMHYT NPUBOAUT K MHaKTUBaUMK BakTepuoda-
ra. CneunounyeH gna Kynbtyp MAeHTUPUUMPOBAH-
HbIX Kak Aeromonas hydrophila v He nnsunpyeT 6ak-
TEpUU APYTUX BUAOB U poaoB. s noayyeHns non-
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Puc. 1 — dunoreHetuueckoe aepeso baktepuodara Aeromonas hydrophila F43-YICXA

Bacteriophage Aeromonas hydrophila Aeh1l

BASys: Wednesday Movember 21 08:07:59 2018 Length: 35,801 bp; Genes: 45

BASys

Genes encoding proteins
W Forward strand
W Reverse strand
Genes encoding functional RNA
Forward strand
Reverse strand
COG functional categories
Information storage and processing
B Translation, ribosomal structure and bicgenesis
Transcription
DNA replication, recombination and repair
Cellular processes
Cell division and chromosame partitioning

Pasttranslational modification, protein turnaver, chaperones

Cell i e outer al
I Cell motility and secretion
Inorganic ion transport and metabolism
W signal transduction mechanisms
Metabalism
B Erergy production and conversion
W Carbohydrate transport and metabolism
B Amino acid transport and metabolism
Nucleotide transpart and metabolism
Coenzyme metabelism
Lipid metabolism
W Secondary ¥
Poorly characterized
General function prediction anly
Function unknown

, transport and catabolism

Puc. 2 - Kaprta auHeiHoii [ HK 6aktepuodara Aeromonas hydrophila F43-YTCXA c¢ pacwmndpoBKoi

Koaupylowmx obnacreit reHoma

HOPa3MepPHOM HYKNEOTMAHOM nocneaoBaTe/ibHO-
CTM reHoma b6aktepunodara Aeromonas hydrophila
F43-YITCXA 6bI10 MCMONb30BAaHO MOJIHOFEHOMHOE
cekBeHupoBaHue [AHK BToporo nokoneHus (lon
Torrent, Thermo Fisher Scientific, CLLA).

Pe3ynbrathl UccnesoBaHUi

Uccnepyembln wtamm 6akTepuodara 6bia
CEKBEHMPOBAH TpMKAbl. [laHHbIe KaXKAoro payHaa
CEKBEHMPOBAHMA OblAM NPOaHANM3NPOBAHbI Me-
ToAaMun 6MonHPopmaTUKK. OUabTPaLms KadecTBa
npoyTeHuMin (pvMaos) nossonuna cobpatb reHom
b6akTepmnodara Cc BbICOKOW AOCTOBEPHOCTbIO. Ha
pucyHKe 1 npeactaBfeHO CpaBHEHME MOYYEHHO-
ro CEKBEHMPOBAHHOIO reHomMa ¢ nssectHoimn JHK
6akTepuodaros, AenOHMPOBaHHbLIX B GenBank

NCBI ans onpegeneHua Koaupylowmx obnacrei
reHOMOB.

Hanbonee 6anskum no ¢punoreHeTnyeckomy
NMOMIOXKEHUIO ABNAETCA AHHOTUPOBAHHbLIM OakTe-
puodar Aehl, akTUBHbIA B OTHOLIEHUM BaKTepuUi
Aeromonas hydrophila.

B pesynbTate npoBeAeHHbIX UccaenoBaHU
6blna coctaBneHa KapTa AnHenHol AHK 6aktepu-
odara. B cooTBeTCTBUM C M3BECTHLIMW aHa/IOramm
66111 onpeneneHbl NPOAYKTbl 3KCMPECCUMU TEHOB.
KauecTBeHHbIi cocTaB NpoTenHoB baKkTepuodara
COOTBETCTBYET TAKOBbIM Y aHHOTMPOBAHHbIX aHa-
JIOTOB, MMEEeT YeTKUE FOMOJIOTMU HYKNEOTUAHOTO
N aMMHOKMCNOTHOro HabopoBs. B cTpyKType npo-
TEMHOB HabnogaeTcA 3aKOHOMEPHOCTb, NpUcyLLan




Tabnuuya 1
BMonHPOpPMaLMOHHDI aHANIU3 COOTBETCTBUA U3BECTHbIX FeHOB C AaHHbIMU CEKBEHMpPOBaHUA 6aKTe-
puodara Aeromonas hydrophila F43-YICXA

Start End Strand Accession Gene COG rotein Function
1436 153 - BASYS00001 - COG0305 Conserved Hypothetical Protein
1807 1535 - BASYS00002 - - Hypothetical Protein BASYS00002
2565 1816 - BASYS00003 - - Hypothetical Protein BASYSO0003
3856 2621 - BASYS00004 recA [H] COG0468 Protein RecA [H]
6058 3965 - BASYS00005 polB [C] COG0417 DNA Polymerase B Region
8273 5955 - BASYS00006 shcC [C] C0G0419 Hypothetical Protein sbcC
9349 8273 - BASYS00007 - - Hypothetical Protein BASYSO0007
10070 9507 - BASYS00008 - - Hypothetical Protein BASYSO0008
13046 10152 - BASYS00009 - - Hypothetical Protein BASYSO0009
13901 13110 - BASYS00010 - - Hypothetical Protein BASYS00010
15072 13942 - BASYS00011 nrdB [H] C0G0208 Ribonucleoside-diphosphate reductase subunit beta [H]
18827 15192 - BASYS00012 - - Hypothetical Protein BASYS00012
19883 19002 - BASYS00013 - - ADP-Ribosylglycohydrolase
20570 19953 - BASYS00014 - - Hypothetical Protein BASYS00014
20777 20580 - BASYS00015 - - Hypothetical Protein BASYS00015
21695 21147 - BASYS00016 - - Hypothetical Protein BASYS00016
22085 21699 - BASYS00017 - - Hypothetical Protein BASYS00017
22618 22082 - BASYS00018 - - Hypothetical Protein BASYS00018
23046 22867 - BASYS00019 - - Hypothetical Protein BASYS00019
23263 23054 - BASYS00020 - - Hypothetical Protein BASYS00020
23660 23238 - BASYS00021 - - Hypothetical Protein BASYS00021
25649 25425 - BASYS00022 - - Hypothetical Protein BASYS00022
25962 25675 - BASYS00023 - - Hypothetical Protein BASYS00023
26285 25959 - BASYS00024 - - Hypothetical Protein BASYS00024
27464 26361 - BASYS00025 - - Hypothetical Protein BASYS00025
27906 27517 - BASYS00026 - - Hypothetical Protein BASYS00026
27514 28002 + BASYS00027 - - Hypothetical Protein BASYS00027
28152 27916 - BASYS00028 - - Hypothetical Protein BASYS00028
29067 28573 - BASYS00029 - - Hypothetical Protein BASYS00029
29300 29067 - BASYS00030 - - Hypothetical Protein BASYS00030
29552 29355 - BASYS00031 - - Hypothetical Protein BASYSO0031
29916 29650 - BASYS00032 - - Hypothetical Protein BASYS00032
30185 29910 - BASYS00033 - - Hypothetical Protein BASYS00033
30577 30212 - BASYS00034 - - Hypothetical Protein BASYS00034
30876 30643 - BASYS00035 - - Hypothetical Protein BASYSO0035
32045 30876 - BASYS00036 - - RNA Ligase
32445 32008 - BASYS00037 - - Hypothetical Protein BASYS00037
32726 32442 - BASYS00038 - - Hypothetical Protein ESA
33204 32701 - BASYS00039 - - Hypothetical Protein BASYSO0039
34001 33168 - BASYS00040 thyA [H] C0G0207 Thymidylate synthase [H]
34297 33998 - BASYS00041 - - Hypothetical Protein BASYS00041
34737 34288 - BASYS00042 - - Hypothetical Protein BASYS00042
35210 34737 - BASYS00043 - - Hypothetical Protein BASYS00043
35734 35207 - BASYS00044 - C0G0262 Hypothetical Protein BASYS00044
36684 35776 - BASYS00045 - - Hypothetical Protein BASYS00045
119 36791 - BASYS00046 - - Hypothetical Protein BASYS00046

OaHHbIM BMPYCHbIM YacTMLAM — Hajn4yme CTPyK-
TYPHbIX WU HECTPYKTYPHbIX KOMMOHEHTOB. TaKKe
BbIAIB/IEHbI MPOAYKTbl FTEHOB, HE MMELLNEe YETKO
onpeaeneHHbIX GYHKLUNOHANbHbBIX XapaKTEPUCTUK,
TaK HasblBaeMble rMnoTeTuyeckme 6enku, He ume-
toLLMe aHAaNOrMKN B aHHOTUPOBAHHbIX reHOMax H6akK-
Tepnodaros, aKTUBHbIX B OTHOLUEHWN N3y4aeMOoro
b6akTepuanbHoro Buga. Ha puc. 2-7 n B 1abn. 1-2
npeacraBneH 6MOMHOOPMALMOHHDBIA aHaNU3 Cco-
OTBETCTBUA OTKPbITbIX PamMoK cuntbiBaHua (ORF) c

AaHHbIMU CEKBEHWPOBaAHMUA M3yvyaemoro baktepu-
odara.

B pesynbTate NpoBeAeHHOro UcCien0BaHNUA
dparmeHTOB reHoMa ABASAOLWMXCA TOKYCamMM naTo-
FEHHOCTMU He BbIABAEHO.

Ncxopa 13 paHHbIX BMOMHPOPMALMOHHOIO
aHanM3a A1a KaXAoro U3 noTeHuManbHoro 6enka
6bIN0 cOoCTaBNeHO GUNOreHeTUYEeCKoe AEepeBO ro-
MOJIOTUM Cpeam aHHOTUPOBaHHbIX BaKkTepuodaros
(npumepsbl - pnc.8-12 ).
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Tabnnuya 2

BuUoMHPOPMaLMOHHbI aHaAN3 OCHOB-
HbIX CBOMCTB MOTEHLUMa/NbHbIX NPOTEMHOB 6aK-
Tepuodara Aeromonas hydrophila F43-YTCXA

parvesy
0150 e
ziiz Molecular | Theo-
0.075 foeeeeeeees Accession Protein Function Weight retical
0.050 oo Dalt |
pyved HH H [Daltons] | p
0000 E@ e E e Q@ |;| e 0 e E@ SR BASYS00046 | Hypothetical Protein BASYS00046 | 4644 9,08
8 o
S o e FESEIIFTISEIE s > BASYS00019 | Hypothetical Protein BASYS00019 | 6710 4,58
Puc. 3 - Pacn peaeneHue 6em(os 6aK'repuo¢a ra BASYS00031 | Hypothetical Protein BASYSO0031 7238 11,07
. BASYS00015 | Hypothetical Protein BASYS00015 | 7580 10,05
Aeromonas hydrophila F43-YICXA no pavHe aMMHOKUC- VP
BASYS00020 | Hypothetical Protein BASYS00020 | 7931 4,23
JIOTHOrO OCTOBa - -
BASYS00022 | Hypothetical Protein BASYS00022 | 8452 6,51
BASYS00030 | Hypothetical Protein BASYS00030 | 8600 4,14
ar BASYS00028 | Hypothetical Protein BASYS00028 8628 4,63
0.0 BASYS00035 | Hypothetical Protein BASYS00035 | 8777 5,02
s BASYS00032 | Hypothetical Protein BASYS00032 | 10179 8,91
IS T B I 1 U D 1 U O o 1 ) O
SO SO ) I § I JUUN B e U e B OO BASYS00033 | Hypothetical Protein BASYS00033 10349 4,64
0.0z BASYS00002 | Hypothetical Protein BASYS00002 | 10391 5,51
- [] H |_| BASYS00023 | Hypothetical Protein BASYS00023 | 10683 | 897
Ao B R e m et v BASYS00038 Hypothetical Protein ESA 10747 8,35
Puc. 4 - PacnpepeneHue 59"'(03 6aKTeP”°¢a Fa | BASYS00041 | Hypothetical Protein BASYS00041 | 11257 4,21
Aeromonas hydrophila F43-YTCXA no KOANYECTBEHHOMY | BASYS00024 | Hypothetical Protein BASYS00024 | 12520 | 4,13
CcoCTaBy aMMHOKUCNOT BASYS00034 | Hypothetical Protein BASYS00034 | 13493 8,75
BASYS00026 | Hypothetical Protein BASYS00026 | 14324 7,6
S— _ T BASYS00017 | Hypothetical Protein BASYS00017 | 15121 5,77
[Membrane - 5.522] i Cytoplasm [Hl = 0.043 BASYS00021 | Hypothetical Protein BASYS00021 | 16011 4,74
BASYS00042 | Hypothetical Protein BASYS00042 16942 7,8
BASYS00037 | Hypothetical Protein BASYS00037 | 16957 | 10,19
BASYS00043 | Hypothetical Protein BASYS00043 | 18087 6,26
BASYS00027 | Hypothetical Protein BASYS00027 18706 4,85
BASYS00029 | Hypothetical Protein BASYS00029 | 19069 8,2
BASYS00039 | Hypothetical Protein BASYS00039 | 19400 6,36
i BASYS00044 | Hypothetical Protein BASYS00044 | 19638 6,26
BASYS00018 | Hypothetical Protein BASYS00018 | 20327 5,99
Puc. 5 - PacnpepeneHune 6enkoB 6akrtepuodara | BASYS00016 | Hypothetical Protein BASYS00016 | 20344 6,29
Aeromonas hydrophila F43-YICXA no JNIoKanusauum BASYS00008 | Hypothetical Protein BASYS00008 21772 8,17
BASYS00014 | Hypothetical Protein BASYS00014 | 23326 7,65
BASYS00010 | Hypothetical Protein BASYS00010 27156 6,51
BASYS00003 | Hypothetical Protein BASYS00003 | 29721 9,45
BASYS00040 Thymidylate synthase [H] 31538 6,51
BASYS00013 ADP-Ribosylglycohydrolase 33302 6,78
BASYS00045 | Hypothetical Protein BASYS00045 | 34056 4,66
BASYS00007 | Hypothetical Protein BASYS00007 41316 4,72
BASYS00025 | Hypothetical Protein BASYS00025 | 42405 4,94
Ribonucleoside-diphosphate
BASYS00011 ) 43168 4,78
reductase subunit beta [H]
BASYS00036 RNA Ligase 45731 4,88
BASYS00004 Protein RecA [H] 45764 4,62
. . . BASYS00001 | Conserved Hypothetical Protein 47330 5,23
Letters refer to COG functional categories. F - Nucleotide transport -
. . . . BASYS00005 DNA Polymerase B Region 80408 7,58
and metabolism; H - Coenzyme metabolism; L - DNA replication, - -
. . . BASYS00006 Hypothetical Protein sbcC 88223 4,97
recombination and repair.
BASYS00009 | Hypothetical Protein BASYS00009 | 105198 | 5,14
Puc. 6 - PacnpepeneHue 6enkoB 6akrtepuodara - :
BASYS00012 | Hypothetical Protein BASYS00012 | 137637 | 6,08

Aeromonas hydrophila F43-YTCXA no ¢pyHKLUOHANBHOMY
3HaAYeHUIo
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Puc. 7 - PacnpegeneHue reHoma 6aktepuodara
Aeromonas hydrophila F43-YITCXA no HyKneoTuaHo-
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Puc. 8 — dunoreHeTnuyecKoe gepeso aHano-
rum 6enka BASYS00001 6aKktepuodara Aeromonas
hydrophila F43-YICXA cpeau aHHOTUPOBAHHbIX
6aktepuodaros

3 Shewanella baltica 05155, complete genome

¥ Shewanella baltica BA175, complete genome

Shewanella baltica OS223, complete genome

Shewanella baltica OS195, complete genome

Shewanella baltica OS678, complete genome
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~ e Shewanella putrefaciens strain NCTC10737 genome assembly, chromosome: 1
Shewanella baltica OS185, complete genome
Shewanella baltica strain CW?2 chromosome, complete genome
N 1 © Shewanella baltica OS117, complete genome

— @Proteus vulgaris stram FDAARGOS 556 chromosome, complete genome
O Aeromonas phage PX29, complete genome

Aeromonas phage Ahl, complete genome
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Bacteriophage Aehl, complete genome

Puc. 9 — ®dunoreHetTuyeckoe pepeBo aHanorum 6enka BASYS00011 6aktepuodara Aeromonas
hydrophila FA43-YICXA cpeau aHHOTUPOBaHHbIX 6akTepuodaros

Aeromonas phage phiAS5, complete genome

Aeromonas phage PX29, complete gen...
Aeromonas phage Ahl, complete genome
Icl|Query 22745

Bacteriophage Aehl, complete genome
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aHanorum 6Genka BASYS00031 6aktepuodara
Aeromonas hydrophila F43-YTCXA cpeau aHHOTU-
poBaHHbIX 6aKTepuodaros
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Puc. 12 dunoreHeTuyecKkoe p[epeso
aHanorum 6Genka BASYS00046 6aktepuodara
Aeromonas hydrophila F43-YTCXA cpegu aHHOTU-
poBaHHbIX 6aKTepuodaros

Aeromonas phage phiASS5, complete genome

© Aeromonas phage PX29, complete gen...

Aeromonas phage Ahl, complete genome

|041 I §1c1|Query760291
Bacteriophage Aehl, complete genome
Puc. 11 dunoreHeTuyeckoe pgepeso
aHanorum 6enka BASYS00036 6aktepuodara

Aeromonas hydrophila F43-YTCXA cpegu aHHOTU-
poBaHHbIX 6aKkTepuodaros

Hanbonee 6anskum no punoreHeTnyeckomy
NOJIOXEHUID 6ONbLIMHCTBA MOTEHLMANbHbIX ¢a-
roBbix DE/KOB TaKKe ABAAETCA aHHOTUPOBAHHbIN
b6akTepnodar Aehl, akTUBHbIN B OTHOLWEHUM Bak-
Tepuit Aeromonas hydrophila.

Bbisoapbl

B xoae paboTbl NpoBeAeHO NONHOreHOMHOEe
CeKkBeHMpoBaHUe bakTepunodara Ana onpeaeneHus
Ha/INYMA NOTEHUMA/bHbBIX TEHETUYECKUX JIOKYCOB
NaTOreHHOCTU U YCTaHOBJ/IEHO, YTO pasMep ucce-
ayemoro 6aKteprodaroBoro reHoma CoCTaBAseT



— 36801 N.H. M NOTEHUMANbHbIX JIOKYCOB NaTOreH-
HOCTU He BblsfiBIeHO. Mo pe3ynbTatam GUonHPop-
MaLMOHHOro (NPOTEOMHOr0) aHasn3a no AaHHbIM
cekBeHMpoBaHUA OGaktepnocdara F43-YICXA BblI-
ABneHo 46 noTteHUManbHbIX BEKOB C MONeKyAAp-
Hol maccol 4,6-137,6 kK[a, umetoLmMx CBOE MeCTO
NoKanusaummn B ¢daroBom reHome. OnpegeneHo
dunoreHeTMyeckoe nosiokeHue 6HakTepuodara
F43-YICXA B rpynne aHHOTMPOBAHHbIX B CUCTEME
NCBI - Hanbonee 6AM3KMM MO PUIOrEHETUYECKOMY
MOJIOXKEHWUIO NOAHOIO reHoMa W H60/IbLLIMHCTBA MO-
TeHUManbHbIX paroBbix 6e/KOB ABNAETCA aHOTUPO-
BaHHbIN bakTepuodar Aehl, aKTUBHbIN B OTHOLIE-
HUK 6akTepuit Aeromonas hydrophila.
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MOLECULAR GENETIC CHARACTERISTICS OF F-43 UGSKHA AEROMONAS HYDROPHILA BACTERIOPHAGE
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The history of study of Aeromonas genus bacteria, which is more than 100 years, continues active development nowadays. The article presents molecular
genetic characteristics of Aeromonas hydrophila F-43 UGSKhA bacteriophage. Genome-wide sequencing of the bacteriophage was carried out to determine
potential genetic pathogenicity loci and it was found that the size of the bacteriophage genome was 36801 bp. while potential loci of pathogenicity were
not revealed. According to results of bioinformational (proteomic) analysis on sequencing data of F43-UGSKhA bacteriophage, 46 potential proteins with a
molecular weight of 4.6-137.6 kDa that have their localization in the phage genome were identified. Phylogenetic position of F43-UGSKhA bacteriophage was
determined in the group annotated in the NCBI system. Annotated bacteriophage Aeh1, which is active against bacteria Aeromonas hydrophila, is the closest
bacteriophage in phylogenetic position of complete genome and most potential phage proteins. As a result of the studies, a linear bacteriophage DNA map
was compiled. In accordance with major analogues, gene expression products were determined. Also, gene products were identified that do not have clearly
defined functional characteristics, the so-called hypothetical proteins that do not have an analogy in the annotated genomes of bacteriophages that are active
against the studied bacterial type. Bioinformation analysis of correspondence of open reading frames (ORF) with sequencing data of the studied bacteriophage
is presented. According to the results of studies, no pathogenicity loci were detected in the genome of F-43 of UGSKhA Aeromonas hydrophila bacteriophage.
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