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Kntoueevle cnosa: Proteus, 6akmepuogae, mpomeomMHbili aHAU3, CUKBEHC, 6e/10K, MOAEKYAAPHAA Macca.

B cmamee npedcmassneHsl pe3yabmamsl U3y4eHus npomeomMHo20 aHanusa bakmepuogaza npomeliHo2o Pr
— 6 YICXA (usyyeHue amuHoKuciaomHoli nocaedosamenbHOCMU NPOMEUHO8, UX KA4eCcmeeHHOo20 U Koau4yecmeeHHo-
20 cocmasos, u303neKmpuveckoli moyku 6enKos, MOMEKYAAPHO20 8eca), 8bI0eNeHHO20 U CeneKyUoOHUPOBAHHO20 8
2017 200y u3 06vekmos sHewHeli cpedbl Mo MoOKa3amesnam creyuguyHoCmu u aumu4veckoli akmusHocmu. B akcrnepu-
mMeHmax 6blau UCMonb308aHbI pecypcebl cucmem SnapGene Viewer v.4.1.7 u ExPasy (https://web.expasy.org) u memod
8epMuKasnbHo20 3nekmpogopesa 8 MNAAl. AHanusz npogunozpamm bbia MposedeH ¢ UCMOAb308AHUEM MPO2PAMMHO20
obecneyeHus GelAnalyzer 2010.B pe3ynemame nposedeHHbix uccnedosaHull bbinu conocmassnaeHsl 0aHHbIe MPomeom-
HO20 aHaU3a HO OCHOBAHUU MPOoB8eO0eHHO20 CUK8eHca U anekmpodgopesa 6 [MAAI. YecmaHoeneHo, ymo KayecmeeHHobll
cocmas npomeuHos bakmepuogaza Pr— 6 YICXA coomeemcmayem makKkosbiM y AHHOMUPOBAHHbLIX AHA/10208, uMeem
yemkue 20M0s102UU HYKAeomMuoOH020 U GMUHOKUC/I0MHO020 Habopos. lpu aHanuze npomeoma bakmepuogpaza Pr — 6
YICXA u, coomsemcmeeHHO, OQHHbIX CeK8EHUPOBAHUSA €20 HyKaeuHosol Kucsomel bbino 8bifsneHo 50 6enkos ¢ mose-
KyAsapHeIMu maccamu om 5,5 0o 140 k/la. Mpu pazdeneHuu 8bi0esneHHbIX U CKOHUEeHmMpPUposaHHbIx besnkos paza e MAAl
MemoOoM 8epMmUKasbHO20 3nekmpogopesa 045 Proteusphage Pr— 6 YICXA 6bino ebiseneHo 3 6enka (67 kKAa, 77 k/la
u 94 k/la). lMony4eHHble OaHHbIE 0 2eHOMe bakmepuogaza Pr — 6 YICXA, cneyugpuyHozo 0158 bakmepuli poda Proteus,
8bI3bI8AHOUUX 300HO3HbIE UHEKYUU, Npubauxcaem HAc K CO300HUIO (ha208bIX mepanesmuyeckux npenapamos Hoeo-
20 MOKOseHUs, npucrnocobneHHbix 014 napeHmepanbHo20 esedeHus, 061a0arUWUX 3a0aHHbIMU napamempamu gap-
MOKOKUHemuKuU U coomeemcmeayrouwjux cospeMeHHbIM cmaHdapmam buobesonacHocmu.

UccnedosaHus nposodamcs npu nododeprcke Pocculicko2o ¢poHOa hyHOameHmManbHbIx uccnedosaHuli, npoekm «le-
HOMUKa u 6uonoaua KaHOuOamHbix 6akmepuoghazoe 014 mepanuu 3HMepobakmepuasnbHbIX UHpeKyuli 8 semepu-
HapHoii meduyuHe» Ne 16-44-732038.

BeeneHue

Onupascb Ha MTepaTypHble AaHHbIE, MOXKHO
YTBEPKAATb, YTO B TOHKOM KMULLUEYHUKE MONOAHAKA
Ce/IbCKOX03ANCTBEHHbIX }KUBOTHbIX M MTULLbI B XO3AIA-
CTBaX, HEGNAroNoOYYHbIX MO KeNYA0YHO-KULLEYHbIM
3aboneBaHuAM, bakTepuii poda Proteus peructpupy-
eTcs npumepHo 20-50 % cnyyaes [1-2].

Pa3paboTka 3K00rMYeCcKn YUCTbIX U 3P PeKTUB-
HbIX TEpPaneBTUYECKMX CPEACTB A/ ANArHOCTMKM, e-
YyeHua N NPodPUNaKTUKM BaKTepUanbHbIX UHEKLNN,
BbI3blBaeMbIX HaKTepuamu poga Proteus, BKtOYaeT
MOUCK U ceneKkumio cneumdmyecknx baktepmodaros,
Ha OCHOBE KOTOPbIX M MOMET ObITb CKOHCTPYMPOBAH
HOBbIV Buonpenapart [3-6].

MHTepec K n3yueHunio baktepnodaros nogaep-
XMBaeTCcA, MOMUMO (YHAAMEHTA/IbHbIX aCMNEKTOB,
BO3MOMHOCTbIO WX MPUMEHEHUS B KayecTBe Meam-
UMHCKMX npenapatoB. B nocnegHwe 20 net crtpe-
MWTENbHBIN POCT YMcna M pasHoobpasma LWTaMMOB

NaToreHHbIX MUKPOOPraHW3MOB, YCTOMYMBBIX K HU3-
KOMOIEKYNAPHBIM aHTUBUOTUKAM, CTUMYAMPOBA Mo-
WCK aNbTEPHATUBHbIX METOAOB JIEYEHUA U KOHTPOASA
H6aKTepuanbHbIX UHPEKUM. [ns makcMmanbHO 3¢-
$EKTUBHOIMO M Hay4HO 0BOCHOBAHHOMO MPUMEHEHMSA
bakTepnodaros B meauuUMHe, BETepUHapUK, Cefb-
CKOM XO3SIMCTBE U aKBaKy/bTypax Tpebyertca rnybokoe
WX U3yYEHWE U CUCTEMATM3ALLMA Ha TEHHOM YPOBHE,
a TaKXKe BbICOKAA CTEMeHb OYMUCTKM MPUMEHAEMbIX
¢daroBbIx npenapatoB. AHa/NOMMYHbIE UCCNeA0BaHMA
B 06/11acTM M3ydeHMs npoTeoma baKTepui U cheu-
NPUYHBIX UM BakTeprodaroB NpeacTas/ieHbl B paae
ny6avKaumii 3apyberkHbIX U OTEYECTBEHHbIX YUYEHbIX
[7-14].

Uenb pabotbl — npoBeaeHWe MPOTEOMHOMO
aHanms3a baktepuodara npoteiiHoro Pr — 6 YICXA
(M3yyeHMe amMMHOKMCNOTHOM nocnenoBaTeIbHOCTU
NMPOTEMHOB, UX KAYeCTBEHHOTO M KOAMYECTBEHHOro
COCTaBOB, M303/1EKTPUYECKOI TOUKN BE/IKOB, MONEKY-




Aypothetical protein) |

ISrge terminase sobonit |
EmEnEEmEs———— | | | |

(AESFAEl viran protein |
[risior capsid protein | |

||
(hypothetical protein| |
(Brotein phosphatase Do like protein) |
Eronuclease
|
[
[
111

|1 | |
RRER |
(hypothetical protsin) RERA [
(A¥bothetical brotein |
Rho-independent [ 11 |1
HERE
| \ 11 11 |
SRR |
Rho-independent | VR YL

(Aypothetical Br A
hvpothetical protein \

| | Vi

Ihypothetical protsin) |

|

\

regulatory region | | | | A

IR L | LILL LI L

TTT 11 |||1upucﬁ IR CE ] ECRTLN g con

IH'H’?NI’N’-MH"" P B D P =D il =

I | |
DMa-directed RMNA polymerase DMA polymerase DMa ligase  tail protein lysozyme domain-containing protein

R I < » ¥ I »

tail protein |
scaffolding protein hypothetical protein

hypothetical protein hypothetical protein

tail protein

hypothetical protein

Proteus
<44 550 bp

Puc. 1 - Kapra nuHeiiHoi AIHK 6aktepuodara Proteusphage Pr — 6 YICXA c pacwumndpoBKoit Koaupy-
lowmx obnacreit reHoma

=3 n)= g]WMADE@ &)
[BE B B
B . 1250 e Srow i
' N o zoom [rprone |~ |Ad]
_,.l".' m a a
(-F._” -\——-—1 “'H?j n 2z ;;WMWM
(5 s
o ¥ . PR 1 ) = Lz ®
- e ,‘ 100 200 300 400 500 aPniielmu 800 900 1000 1100 1200
gl — 5 15l 5 cat cure o &
5 Anaiysis e o o J|| MWCal [ Quantiy Cal |
;MWLM B — T T — “gn'ﬂ =
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Proteusphage Pr—6 YICXA v ee
CpaBHeHMe C MapKepom

NAPHOTO Beca).

O6beKTbl U MEeToAbl UCCIeA0BaHUMN
O6beKkT mnccnegoBaHua — baktepuodar Pr —

HOBOAYECKMX U NTULEBOAYECKMX MOMELLEHUIM U3 XO-
3AICTB, HeBNAroNoNYYHbIX MO KeNyA0UHO-KULLEYHbIM
3aboneBaHuam B 2016-2017 rr. [15-17].

6 YICXA, BblaeneHHblin B 2017 rogy KONNEKTUBOM
aBTOPOB M3 OOBEKTOB BHELLUHEWN cpedpl, UMEoLW MM
cnepyowme XapaKTePUCTUKM — AuameTp basLKo-
obpasyrowmx eanHny, - 0,520,1 mm, TMTP no lpauma
- 1,310,2x10° BOE/mn, TMTp no AnnenbmaHy — 1078,
YCTOMYMB K BO3AENCTBUIO TPUX/IOPMETAHA B TEYEHME
15 MUHYT 1 cneupnduyeH ana Kynbtyp Proteus mirabilis
n Proteus vulgaris, BblAeNeHHbIX U3 NATONOMMYECKOro
maTepurana U 06 beKTOB CaHUTAPHOrO HaA30Pa *KMBOT-

[na npoTeomMHOro aHanusa Hamu 6blIM Uc-
nonb3oBaHbl pecypcbl cuctem SnapGene Viewer
v.4.1.7 v ExPasy (https://web.expasy.org), 6611 npose-
AeH aHanu3 baktepuodara Pr — 6 YICXA, akTUBHOIO
B OTHOLUEHWM bakTepwuii Proteus, 1 naHbl GU3NKO-XU-
MWYECKME XaPAKTEPUCTUKM KaXKAOro 13 6esKoB B UX
cocTase.

[Ona aHanuza 6enkoBbix NPoduaorpamm Bbi-
OeneHHoro 6aktepuodara Pr — 6 YICXA Hamu 6bin
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Puc. 4 - TpaduK pacnpepeneHua 6enkosoro coctaBa Proteusphage Pr — 6 YICXA no moneKynsapHoii

Puc. 5 - IpadukK pacnpeaeneHunna 6enkosoro cocraBa Proteusphage Pr — 6 YICXA no nsoanektpuue-
Puc. 6 - Tpaduk pacnpegeneHna 6enkosoro coctaBa Proteusphage Pr — 6 YICXA no moneKynapHoW
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Tabnuuya 1
JNokanusauua 6enkos B reHome Proteusphage

Sequence: Proteus.gb (Linear / 44 580 bp)
“eatures: 54 total

Feature Location Size B £ Type

source 1 .. 44580 44580bp [J = source
v/ regulatory region 403 .. 422 20bp O H4 regulatory
v/ hypothetical protein 607 .. 882 276 bp W — CDS | hypothetical protein
v/ hypothetical protein 845 .. 1096 252bp M - CcDS | hypothetical protein
v hypothetical protein 1096 .. 1305 210bp W — CcDs | hypothetical protein
7/ hypothetical protein 1463 .. 1963 501tbp W = CDsS | hypothetical protein
v/ hypothetical protein 2028 .. 2357 330bp W — CDS | hypothetical protein
v hypothetical protein 2536 .. 2754 219bp W — CcDs | hypothetical protein
v/ hypothetical protein 2825 .. 3670 s4a6bp W - CDS | hypothetical protein
v/ DNA-directed RNA polymerase 3744 .. 6371 2628bp W — CDS
v/ Rho-independent 6383 .. 6424 42bp O regulatory
v HNH endonuclease 6674 .. 7087 414bp W — CcDS | HNH endonuclease
v/ hypothetical protein 7219 .. 7437 219bp W — CDS | hypothetical protein
/v DNA primase/helicase 7647 .. 9635 1989bp H — CcDS
v/ Rho-independent 9815 .. 9858 44bp O | regulatory
v/ hypothetical protein 9883 .. 10494 612bp M — CDS | hypothetical protein
v hypothetical protein 10636 .. 10 887 252bp W — CcDSs | hypothetical protein
v/ hypothetical protein 10951 .. 11 115 i65bp W — CcDS | hypothetical protein
v DNA polymerase 11099 .. 13651 2553bp M — CDS | DNA polymerase
v/ hypothetical protein 13690 .. 14 235 s46bp W — CDS | hypothetical protein
v/ hypothetical protein 14 238 .. 14 468 231bp W — CDS | hypothetical protein
v/ hypothetical protein 14 487 .. 14 642 1s6bp W — CDS | hypothetical protein
7/ hypothetical protein 14 655 .. 15461 so7bp W — CDsS | hypothetical protein
v/ hypothetical protein 15465 .. 15689 225bp W — CDS | hypothetical protein
v/ hypothetical protein 15792 .. 16 115 324bp H — CDsS | hypothetical protein
v/ hypothetical protein 16 187 .. 16 339 153bp W — CDS | hypothetical protein
v hypothetical protein 16 406 .. 16 651 246bp MW = CDS | hypothetical protein
v exonuclease 16597 .. 17631 1035bp H — CcDs | exonuclease
7/ endonuclease 17616 .. 18 026 411bp W - CDS | endonuclease
v/ protein phosphatase 2a-like p... 18019 .. 19026 1i008bp M - CDS
v hypothetical protein 19097 .. 19402 306bp H — CcDSs | hypothetical protein
v DNA ligase 19497 .. 20438 942bp B — cCDS | DNA ligase
v/ hypothetical protein 20 314 .. 20625 312bp W - CDS | hypothetical protein
v/ hypothetical protein 20498 .. 20761 264bp W — CcDs | hypothetical protein
v/ N-acetyltransferase putative... 20761 .. 21255 495bp W — CcDS
v/ head-tail connector 21436 .. 22986 1551bp W — CDS | head-tail connector
7/ scaffolding protein 22986 .. 23867 882bp H — CDS | scaffolding protein
v/ major capsid protein 23941 .. 25053 1113bp W — CcDS
v/ tail protein 25182 .. 25910 729bp W — CDS | tail protein
v/ tail protein 25852 .. 28 317 2466bp W — CcDS | tail protein
7/ internal virion protein 28 317 .. 28994 678bp M — CDS
7/ lysozyme domain-containing p... 29003 .. 31954 2052bp M — CDS
7/ internal virion protein 32022 .. 35843 3822bp M — CcDS
v/ tail protein 35843 .. 36 802 960bp M — CcDS | tail protein
v small terminase subunit 36 870 .. 37 292 423bp W — CDS
7/ large terminase subunit 37292 .. 39190 1899bp M — CDS
v/ hypothetical protein 39 357 .. 39632 276bp M — CcDS | hypothetical protein
v/ hypothetical protein 39644 .. 39913 270bp W — CDS | hypothetical protein
7/ putative M15 family peptidase 39923 .. 40276 354bp W — CDS
7/ putative membrane protein 40 303 .. 40527 225bp W — CDS
v membrane protein 40 520 .. 40 717 198bp H — CcDS | membrane protein
v/ hypothetical protein 40 831 .. 42675 1845bp W — CcDS | hypothetical protein
v hypothetical protein 42 734 .. 43 606 873bp W — CDS | hypothetical protein
v hypothetical protein 43 606 .. 44 250 645bp H — CcDs | hypothetical protein




MCNO/Nb30BaH METOA, BEpPTMKaNbHOro 3nekTpodope-
3a B MNAAIl. AHanm3 npodunorpamm 6bin npoBedeH
C MCMONb30BAHWMEM MPOrpaMMHOr0 obecneyeHus
GelAnalyzer 2010.

[na Hauana HeobxoaMMO 6bII0 NOAYYUTL MaK-
CMMa/IbHO BO3MOXKHYIO BaKTepmnodaroByto maccy ans
[0CTaTOYHOW BM3Ya/IbHON AETeKUMU MoC/e 3/1eKTPO-
¢dopesa. bakTepranbHyt0 Maccy KynbTMBMPOBaAWU B
TeyeHue 24 4acoB Ha XKUOKUX NUTATENbHbIX Cpeaax.
3atem bblIM BHECeHb! BblaeneHHble baktepuodarm B
Tutpe 10° BOE/Mmn B Konnyectse 1,0 Ma Ha 10 mn 6ak-
TepUanbHOM Ky/bTypbl COOTBETCTBEHHO M3y4aeMomy
Buay. RynstMeuposann B TedeHune 48 yacos npu 37
°C B @3pO6HbIX YCNIOBMAX U AOCTAaTOMHOMN BAAXKHOCTH.
3aTemM 4acTb a/IMKBOTbI KynbTypbl Pr. vulgaris 28 [17]
¢ 6akTepunodarom Pr — 6 YICXA 6binn nccneaoBaHbl
MeTOoAO0M arapoBbIX C10eB Mo lpauma AnAa NoATBEPHK-
AeHunA TuTpa garos, a YacTb — MCMO/b30BaHa A1 No-
nyyeHusa 6enkos baktepunodaros.

[nA BblaeneHna N KOHUEHTPUPOBaHMA 6esKkos
b6akTepmodara Pr — 6 YICXA KynbTypasibHYHO XKua-
KocTb ueHTpudyrmposanm 20 muHyT npu 3000 o6/
MuH (Centrifuge type MPW-310, Monbla). Hagoca-
OOYHYIO XKUAKOCTb, coAepKallyto baktepudaru, ne-
PEeHOCUMAN B YACTYIO NPOBUPKY B Koamdectse 5,0 mn
M NOABEpPranun ynbTpasByKOBOW AE€3WHTErpaumm npu
pexxmme 10 MUKPOH € TpexKkpaTHbIM noaxoaom no 60
CeKyHZA. 3aTem B cmecb BHOCMAM 5,0 MA HACbILWEHHO-
ro pactsopa cysnbdata ammoHuA. Bce maHunynauum
nposoanaun Ha xonoge. Cmecb MHKY6MpOBaau B Teve-
Hue 1 yaca npu 4-8 °C, a 3aTem 6e1KM ocaxKaanu npu
10000 06/muH B TeueHme 30 muHyT (Centrifuge type
MPW-310, Monblwa). HagocagouHyo KnakocTb yaa-
JIANN NOA BU3YyaNbHbIM KOHTPOIEM HAaNNMYMA OCaKa.
Ocapok pacteopsnun B 100 mkn 6ydepa ans anektpo-
¢dopesa. KpynHble KOHrMomepaTbl HEPACTBOPUMbIX
dpakumii 6enkos 1 getpuTa ocaxganu npu 3000 06/
MWH B TeyeHne 1 muHyThl (Centrifuge type MPW-310,
Monbua).

BblaeneHHble U CKOHLEHTPUPOBAHHbIE TaKUM
0b6pasom 6enkun bblanM UCcnonb3oBaHbl 419 NpoBeae-
HWA BEPTUKabHOrO 3nekTpodopesa B MAAT.

Perxum anekTpodopesa W  KOHLUEHTpauusa
MAAT: 200 B, 60 mA, 30 muHyT, 4-20 % MAAT, Tpuc-
rnumMHoBbIN Bydep ¢ pH-8,6.

Pe3synbrartbl UccneaoBaHuii

B pesynbtate NpoBeAEHHbIX WCCAef0BaHUMN
Hamu OblIM COMOCTaBNAEHbI AAHHblE MPOTEOMHOIO
aHa/M3a Ha OCHOBAHUW NPOBEAEHHOTO CUKBEHCA
n anekTpodopesa B MAAI Ha puc. 1 npeacrasneHa
npoduaorpamma NPOTEOMOB BbIAENEHHOTO NPOTen-
Horo H6aKktepuodara npu pasgeneHnn ux s MAAT. Ona
Proteusphage 6b110 BbinBneHo 3 6enka (67 kOa, 77
kOa v 94 k[a) (puc. 2-3).

Mpun aHanuse npoteoma HbakTepuodara Proteus

Tabnuya 2

MpoTteomHblii coctaB 6aktepuodara Pr — 6

YICXA
Mon.
HaumeHoBaHue Macca, pl
Aa
DNA ligase 35410 6,57
DNA polymerase 97367 6,09
DNA primase/helicase 74770 5,92
DNA-directed RNA polymerase 99625 6,38
Endonuclease 15439 9,82
Exonuclease 39003 6,27
head-tail connector 57724 5,48
HNH endonuclease 15818 9,74
hypothetical protein — 1 97367 6,09
hypothetical protein — 10 9551 10,06
hypothetical protein — 11 6135 4,04
hypothetical protein — 12 20960 5,49
hypothetical protein — 13 8786 8,54
hypothetical protein — 14 5587 5,11
hypothetical protein — 15 29386 4,79
hypothetical protein — 16 8410 6,16
hypothetical protein — 17 11408 4,57
hypothetical protein — 18 5538 4,12
hypothetical protein — 19 9808 6,27
hypothetical protein — 2 9677 5,81
hypothetical protein — 20 11778 7,74
hypothetical protein — 21 11748 4,94
hypothetical protein — 22 10275 9,15
hypothetical protein — 23 9892 9,74
hypothetical protein — 24 9419 4,61
hypothetical protein — 25 66538 7,51
hypothetical protein — 26 32842 5,60
hypothetical protein — 27 23953 6,28
hypothetical protein — 3 8340 4,28
hypothetical protein — 4 19922 4,32
hypothetical protein — 5 12585 3,59
hypothetical protein — 6 8298 5,09
hypothetical protein — 7 32074 5,12
hypothetical protein — 8 8060 9,27
hypothetical protein —9 23289 9,65
internal virion protein 23624 7,97
internal virion protein — 2 139867 6,49
large terminase subunit 72173 6,50
lysozyme domain-containing protein 108926 5,52
major capsid protein 40443 5,18
membrane protein 7245 5,11
protein phosphatase 2a-like protein 37886 7,04
putative M15 family peptidase 13215 9,39
putative membrane protein 7982 9,86
scaffolding protein 32160 4,17
small terminase subunit 15141 6,72
tail protein 27466 5,94
tail protein — 2 92577 5,48
tail protein — 3 35803 4,87




COOTBETCTBEHHO [AHHbIM CEKBEHMPOBAHWUA €ro Hy-
KNENHOBOM KMCIOTbl 6bl10 BbiBNeHO 50 6esKoB ¢
MONEKYNAPHbIMKM Maccamm ot 5,5 go 140 k[a. Kaue-
CTBEHHbIN MPOTEOMHbIN cocTaB Proteusphage npeg-
cTaBneH B Tabnmuax 1-2 n pucyHKax 4-6.

BbiBOAbI

B pesynbTate npoBeAeHHbIX UCCAe0BaHUMN
6blM MONyYeHbl CUKBEHCOBbIE AaHHble reHoma
6akTtepuodara Pr— 6 YICXA, BblaeNIeHHOro 13 06b-
€KTOB BHELWHeN cpefbl U CeNEeKLMOHMPOBAHHOTO
(no onpepeneHHbIM BUMONOTMYECKMM CBOMCTBAM:
JINTUYECKOM aKTUBHOCTU, CNeUndUYHOCTM U Chek-
TPy NUTUYECKOro Aenctsua), n Bblna coctaBneHa
KapTa AnHelHon AHK ¢ pacwupoBKoii Koaupyto-
Wwmx obnacreit reHoma.

[aHHble HYKNeoTUAHbIX NocnesoBaTeNbHO-
cTel npoTeliHoro 6baktepuodara, NoNy4eHHble nNpu
ero CeKBeHMpPOBaHWUK, MO3BONAN HaM MPOBECTU
CpaBHUTENbHbINA aHaNM3 Ux reHomos (Tabauua 1).
YCTaHOBNEHO, YTO KAYeCTBEHHbIM COCTAB NPOTEU-
HoB bakTepuodara Pr— 6 YICXA cooTBeTCTBYeET Ta-
KOBbIM Y aHHOTMPOBAHHbIX aHa/I0rOB, UMEET YeT-
KMe roOMOJIOTUWN HYK/NIeOTUAHOIO U aMUHOKUCIOT-
HOro HabopoB. B CTPyKType NPOTENHOB BblABIEHA
3aKOHOMEpPHOCTb, NpucyLLan baktepmodaram — Ha-
IM4ne CTPYKTYPHbIX U HECTPYKTYPHbIX KOMMNOHEH-
ToB. ONpegeneHbl NPOAYKTbI FTEHOB, HE MMetloLMe
YyeTKo onpeaeneHHbIX GYHKLMOHANbHbBIX XapaKTe-
PUCTUK - TMNOTETUYECKME DENKM, KOTOPblE MMEIOT
AHaANOrMM B aHHOTMPOBAHHbIX reHOMax GakTepwu-
0¢aroB, aKTUBHbIX B OTHOLWeEHUW BakTepuit posa
Proteus. OaHako wuccnegoBaHWe BGUMONOTUYECKUX
cBoMCTB bakTepuodaroB BKAOYaeT B cebs Takxke
MX NPOTEOMHbIN aHanus. Mpu aHanuse npoTeoma
6akTepuodara Pr — 6 YICXA - AaHHbIX CEKBEHUPO-
BAHWA €ro HyKNeMHOBOWN KMCNOTbI Hbl10 BbIABAEHO
50 6enKoB C MOJIEKYNSAPHbIMUM Maccamu oT 5,5 ao
140 kOa (pucyHoK 4-6). Mpu pasgeneHun Bbige-
NEHHbIX U CKOHLEHTPUPOBaHHbIX 6enkos dara B
MAAl meTogom BepTMKaA/NbHOrO 3nekTpodopesa
ans Proteusphage 6bin10 BbiABneHo 3 6enka (67
kOa, 77 kQa v 94 k[a) (pncyHok 2-3).

MonyyeHHble AaHHble O reHoMe bakTepwo-
dara Pr — 6 YICXA, cneunduyHoro ana 6axktepui
poaa Proteus, Bbi3biBalOWMX 300HO3Hble WHOEK-
UMK, NPMBAMKAIOT HAC K co3aaHuto Garosbix Tepa-
NeBTMYECKNX NpenapaToB HOBOTO NMOKONEHWUA, NPU-
CNOCOBMEHHbIX ANA NAPeHTEPasIbHOrO BBEAEHUSA,
obnapatowmx 3a4aHHbIMK NapametTpamun papma-
KOKMHETUKM W COOTBETCTBYHOLLMX COBPEMEHHbLIM
CTaHAapTam 6Mo6e30nNacHOCTH.
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ANALYSIS OF THE PROTEOME OF PROTEUS BACTERIOPHAGE
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The article presents results of proteomic analysis of Proteus bacteriophage Pr - 6 UGSKHA (the study of amino acid sequence of proteins, their
qualitative and quantitative compositions, the isoelectric point of proteins, molecular weight) isolated and selected in 2017 from environmental objects by
specificity parametres and lytic activity. SnapGene Viewer v.4.1.7 and ExPasy systems (https://web.expasy.org) and the method of vertical polyacrylamid gel
electrophoresis were used in the experiments. The analysis of profilograms was carried out with application of the software GelAnalyzer 2010. The data of
proteomic analysis were compared on the basis of the performed sequencing and polyacrylamid gel electrophoresis. It was established that the qualitative
composition of proteins of the bacteriophage Pr - 6 UGSKHA corresponds to those of the announced analogues, it has clear homology of nucleotide and amino
acid sets. When analyzing the proteome of Pr - 6 UGSKHA bacteriophage and the sequencing of its nucleic acid, 50 proteins with molecular weight from
5.5 to 140 kDa were detected. When isolated and concentrated phage proteins were separated by polyacrylamid gel electrophoresis, by means of vertical
electrophoresis for Proteusphage Pr-6 UGSKHA, three protein (67 kDa, 77 kDa and 94 kDa) were detected. The obtained data on the genome of Pr - 6 UGSKHA
bacteriophage specific for bacteria of Proteus genus, which cause zoonotic infections, brings us closer to development of new generation phage therapeutic

medications, adapted for parenteral infusion, which possess pharmacokinetics parameters and correspond to current standards of biosafety.
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