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AHAJIU3 NPOTEOMA BAKTEPUODATA, AKTUBHOIO
B OTHOLWWEHWUWU ENTEROBACTER

deokTucroBa Hatanba AnekcaHapoBHa, KaHOUGam buosnozu4eckux Hayk, ooueHm Kagedps! «Mu-
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KntoueBble cnoBa: Enterobacter, 6akmepuogpaz, npomeom, cocmas, b6enok, U3031eKmpu4ecKas moyka, Mose-
KynAapHaa macca, cucmema.

B cmamee npedcmasseHsl pe3yabmamel IpomMeomMHO20 aHAAU3a 8upyneHmHozo bakmepuogaza Enterobacter
E7 (u3y4eHue Konu4ecmeeHH020 COCMasa, U3o3aeKkmpuyeckoli movku 6esaKos, MoeKynapHO20 8eca), 8bi0eneHHO20 U3
06vekmos sHewHell cpedbl, Komopebili A81AemMcA KAHOUOAMHbIM 0414 ¢hazoeo20 buonpenapama 014 mepanuu sHMe-
pobakmepuanbHbIX UHPeKyuli 8 eemepuHapHol meduyuHe. B akcnepumeHmax 6blau UCMOA6308aHbLI Pecypcsl cucmem
SnapGene Viewer v.4.1.7, ExPasy (https://web.expasy.org), BASys (Bacterial Annotation System; https://www.basys.
ca). B peaynbmame nposedeHHbIx uccnedosaHuli 6biau nosnyyeHsl 0aHHbIE MPOMEOMHO20 AHAAU3A HA OCHOBAHUU NPO-
8e0eHH020 paHee CUKBEHCd. YCmMaHOo81eHo, Ymo 8 rpusnoxeHuu SnapGene Viewer 4.1.9 y 6akmepuogaza E7 6bino
8vlifisneHo 50 benxkoe ¢ MoneKyAapHLIMU maccamu om 5,5 0o 139 kfa. Mpu pabome 6 npunoxceHuu BASys (Bacterial
Annotation System) Hamu 6biau Moay4YeHbl HECKOALKO UHbIE Pe3ysabmamesl - COOM8emcmeeHHO OaHHbIX CEKBEHUPOBa-
Hus HyKneuHoeol Kucsiomesl 6akmepuoghaza E7 6bin ebisisneH 41 6esn0k ¢ MoneKyadapHoimu maccamu om 4,1 0o 143 k/a.
Mpu aHanuze coomsemcmeusa npomeomHo2o cocmasa Enterobacter phage E7, konuyecmea 6enKos u pacnpedeneHus
UX 110 MOSEKYAAPHLIM MACCam 8 BUOUHGOPMAYUOHHbIX NpusaoxceHuax SnapGene Viewer 4.1.9 u BASys version 1.0 ebl-
fA8n1eHa ux udeHmu4yHocme. [aHHele 0 npomeome bakmepuogaza Enterobacter phage E7 donoaHsaom uH@dopmayuro,
Heobxo0umyo 015 CO30aHUA KaaccugpukayuoHHol 6a3bl 6akmepuogazos, Uuzy4yaemsix o nPoeKkmy, Ha 0OCHogse Kpume-
pues buonoauyeckux xapakmepucmuk, ocobeHHocmel e3aumoodelicmeua ¢az2-xo3auH, ocobeHHocmel 2eHemu4ecKol

op2aHu3ayuu u xapakmepucmuk ripomeoma.

Uccnedosarusa npoeodamcsa npu noddepicke Pocculicko2o ¢poHOa hyHOameHMaAnbHbIX uccnedo-
eaHuli, npoeKkm «feHoMuKa u 6uono2ua KAHOUAamMHbix 6akmepuogazoe a3 mepanuu sHmepobakmepu-
anbHbIX UHekyuii 8 eemepuHapHoii meduyuHe» No16-44-732038.

BeepgeHue

B HacTofillee Bpemsa OCHOBHOE BHWMaHWe
yoensetca ¢aram BaKTepuit pacnpoCcTpaHEHHbIX Ma-
TOreHHbIX 3HTepobaKkTepuit (Takux, Kak Escherihia,
Salmonella, Shigella), Torna Kak reHeTuyeckoe pas-
HoOobpasne 6GaKkTepuodaroB «peakuMx» pPoaos -
Enterobacter, Yersinia v Proteus, npnobpeTatowmx 8
nocnegHee Bpems Bce 6onbluee 3HaUYEeHMeE ANA cenb-
CKOXO3AMCTBEHHON BETEPUHAPUM, MPAKTUYECKU He
nccnenoBaHo, YTO CyLLECTBEHHO 3aTpyaHAET Co3Aa-
HMe coBpPeMEHHbIX TeparneBTUYECKMX NPenapaToB Ha
nx ocHose [1 - 4].

Bnarogapa ocobeHHocTsM cBoeit 6uonorum
H6akTepurodary MoryT ABNATLCA MOLLHBIMW areHTaMm
rOPM30HTANIbHOTO NepeHoca reHOB OT baKTepun K 6ak-
Tepwu. baktepnodaru, npegHasHaveHHble N5 Lenei
darotepanun n daronpoPuNakTUKM MHGEKLMOHHDIX
6onesHeln, OOMKHbI ObITb MCCNeAOBaHbI METOAAMM
reHOMMKW A1 OnpeaeneHns UX NoTeHLUMaNbHOM Cro-

cobHOCTU K NepeHocy reHoB bakTepuin. C6op UHPop-
Maumm 06 Mx reHomax ABAAETCA NPUOPUTETHLIM Ha-
npaB/ieHMeM COBPEMEHHON MMPOBOIN BUPYCONOTUN.
Yem 6onblue nosAsaseTca NoAKpPenneHHbIX buonoru-
YECKMMM AaHHbIMW CBEAEHUI O FEHOMMKE U NPOTEO-
MMKE M3BECTHbIX M HOBbIX FPYMN BUPYCOB MNPOKAPUOT,
Tem nydile 6akTepmrodarv MoryT H6biTb MCNONL30BaHbI
KaK MHCTpymeHT [5 - 10].

Llenb paboTbl — Ha aHann3e AaHHbIX CEKBEHU-
poBaHMA BblaeneHHoro Gaktepuodara Enterobacter
NPOBECTU MPOTEOMHbIN aHaNM3 (M3y4UTb aMUHOKMC-
JIOTHbIN COCTaB MPOTEUHOB, UX KAYECTBEHHbIM 1 KO-
YeCTBEHHbIM aHan3, YCTaHOBUTb M303/1EKTPUYECKYIO
TOYKY 6E/IKOB M MX MOJIEKY/IIPHBIN BEC).

O6beKTbl U MEeTOAbI UCCNIEA0BAHUMN

B MccneoBaHUAX UCNONBb30BaM BUPYNEHTHBIN
b6aKkTeprodar E7, XxapaKkTepusyoLmica CBOMCTBaMM:
6nsLWKo0bpa3yoLme eaMHULbI - NPO3PaYHble OKpPY-
rnoit ¢opmbl, 3,5:0,5 MM; SIMTUYECKAA aKTUBHOCTb




Tabnuya 1

JNokanuzaums 6enkoB B reHome Enterobacter phage E7 (no gaHHbIM npunoKeHua SnapGene Viewer 4.1.9)

Fequence: Enterobacter.gb (Linear / 36 030 bp)

Size B &  Type
933bp H <« cDsS
1608bp HM <+ cDS
32tbp W - cDs | hypothetical protein
2s2bp W «— CDS | hypothetical protein
195bp W <+ CDS | hypothetical protein
114bp @ <+ CDS | hypothetical protein
912bp W «— CDS | exonuclease
183bp M <+ CDS | inihibitor of recBCD nuc...
210bp H <+ CDS | HNS binding protein
303bp W +— CDS | HNS binding protein
2115bp M <« CDS | DNApolymerase
285 bp | 5} -— cDs | hypothetical protein
213bp W +«— CDS | hypothetical protein
15s1sbp H <« cos
aseébp M <« cDs
462bp I . e cDs | endonuclease
699bp W +— CDS | ssDNA-binding protein
237bp W - CDS
133bp W <+ CDS | hypothetical protein
4s80bp WM <+ CDS | hypothetical protein
2ssbp E <« CDS | hypothetical protein
1017bp H <« CDS | DNAligase
417 bp [ m] -— cDs | hypothetical protein
276bp WM <+« cCDs
141bp W <+ CDS | hypothetical protein
273bp B +— CDS | hypothetical protein
2655bp «— CDS
1s0bp M <« CDS | hypothetical protein
1764bp W < CDS | DNA packaging protein
453bp W <« CDS | endopeptidase
267bp B <« cCDS
204bp B <+ CDS | holindassII
1944bp W <+ CDS | tail fibers protein
3963 bp = - cDs | intermal (core) protein
2244 bp B - cDSs | protein inside capsid C
594 bp = -— cDs | protein inside capsid B
411bp W -— cDs | protein inside capsid A
2406bp WM < CDS | tail fiber protein
S91bp W < CDS | tail fiber protein
117bp W <« cCDS
384bp B <+ cCDS

Features: B3 total
Feature Location
+ capsid and scaffold protein 795 .. 1727
+ collar / head-to-tail joining pr... 1829 .. 3436
+ hypothetical protein-1 3447 .. 3767
7 hypothetical protein-2 3795 .. 4046
+ hypothetical protein-3 4051 .. 4245
¢ hypothetical protein-4 4389 .. 4502
v exonuclease 4484 .. 5395
¢ inihibitor of recBCD nuclease 5392 .. 5574
7 HNS binding protein-1 5571 .. 5780
/ HNS binding protein-2 5777 .. 6079
v  DNA polymerase 6096 .. 8210
v hypothetical protein-5 8278 .. 8562
v hypothetical protein-6 8575 .. 8787
+  primase/helicase protein 8886 .. 10 400
<  N-acetylmuramoyl-L-alanine... 10 767 .. 11222
v  endonuclease 11 215 .. 11676
+ ssDNA-binding protein 11676 .. 12374
¢ host RNA polymerase inhibitor 12427 .. 12663
¢ hypothetical protein-7 12660 .. 12797
v hypothetical protein-8 12784 .. 13263
¢ hypothetical protein-9 13263 .. 13520
+ DNA ligase 13690 .. 14 706
¢ hypothetical protein-10 14 703 .. 15119
v dGTP triphosphohydrolase inh... 15146 .. 15421
¢ hypothetical protein-11 15421 .. 15561
v hypothetical protein-12 15654 .. 15926
¢  DNA-directed RNA polymerase 16 013 .. 18 667
+ hypothetical protein-13 19940 .. 20 089
v DNA packaging protein 20334 .. 22097
v endopeptidase-2 22072 .. 22524
v DNA packaging protein A 22614 .. 22880
v holin class 11 22884 .. 23087
v tail fibers protein 23099 .. 25042
+ internal (core) protein 25112 .. 29074
# protein inside capsid C 29093 .. 31336
+ protein inside capsid B 31 339 .. 31932
7 protein inside capsid A 31935 .. 32345
/ tail fiber protein-1 32419 .. 34824
¢ tail fiber protein- 2 34 840 .. 35430
v capsid and scaffold protein-1 35509 .. 35625
+ capsid and scaffold protein-2 35643 .. 36 026
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Puc. 1 - Kapta nuHeiiHoii HK 6aKkrepnoda-
ra Enterobacter phage E7 c paclundpoBKoi Kogu-
pylowmx obnacreii reHoma (No AaHHbIM Npunao-
KeHua SnapGene Viewer 4.1.9)

- TMTp no Mpauma- 2,0+0,2x10'° BOE/mn, TMTP no An-
nenbmany — 10°; cneupdunyeH ana KynsTyp, UAEHTU-
dUUMpPOBaHHbBIX KaK Enterobacter spp.; KynsTUBMPO-
BaHWe Npu Temnepatype 65° C B 30 MUHYT NPUBOAUT K
WHaKTMBaumm [11].

BakTepunodar E7 KOHUEHTpUPOBaANWU ynbTpa-
dunbTpaLmen ¢ NpUMMeHEHMEM O4HOPA30BbIX Y/bTPa-
dunbTpOB € npegenom uckatoveHma 10 ka, Merck
(Millipore) [12 - 13]. HykneoTuaHble nocnenoBaTeNb-
HOCTM uccneayemoro dara E7, cneunduyHoro ans
baKkTepuii poga Enterobacter, usy4ann metogom no-
NYNPOBOAHUKOBOIO CEKBEHMPOBAHUA HA nnatdop-
me lonTorrent (Thermo Fisher Scientific, CLUA), wnc-
nonb3ys Habopa peareHToB lon Pl Sequencing 200 Kit
v3 Ha uune lon PI ChipKit v2 cekseHaTopa lonProton
(ThermoFisherScientific, CLLUA) cornacHo npoTokony
npoussoauTens. OueHKa pacnpeaeneHus oJiMH epar-
MEHTOB BUBIMOTEK U UX KOHLEHTPALLMSA OCYLLECTBS-



Nacb Hamu C npumeHeHWem npubopa Bioanalyzer
2100 u Habopa peareHToB Agilent High Sensitivity DNA
Kit (Agilent Technologies, CLLIA) no npoTokony npous-
BoguTtena. KnoHanbHaa amnanduKkaumsa 6mbanorek,

Ta6nuua 2

MpoTeomHbin cocTaB 6akTepuodara E7, ak-

TUBHOrO B OTHOWeEHUU Enterobacter (N0 AaHHbIM
npunoxeHusa SnapGene Viewer 4.1.9)

KOTopble 6biAn NpeaBapuTeIbHO SKBUMOSPHO Ny/n- Honmerosanme Mon. macca,[
pOBaHbl, MPOBOAMINCE HAMM C UCMOJ/Ib30BAHUEM Ha- T — 4?25 555
. . ypothetical protein- A
69pa !qn Pl Template OT2 200 Kit v3 (Thermo Fisher capsid and scaffold protein- 4154 511
Scientific, CLLIA) no npotokony npoussoautens. Ons hypothetical protein-7 5268 5,14
hypothetical protein-13 5453 6,8
cbopkun ¢daroBoro reHoma denovo Mbl MPUMEHAIN hypothetical protein-11 2902 103
puvabl C Ka4eCTBOM NPOYTEHNA HYKNEOTUA0B He HUXKe inihibitor of recBCD nuclease 6826 3,91
Q20 v anvHoi He meHee 50 ocHoBaHM. COOpPKY reHo- Ele bnlndmﬁ protein-1 3233 2,3;
olin class ,
Ma NPOBOANIN C MPUMEHEHMEM NPOrPaMMHOro obe- hypothetical protein-3 7458 6.57
cnevenuna Newbler (Roche/454 GS-FLX) [14]. Ons npo- hypothetical protein-6 7732 10
~ host RNA polymerase inhibitor 8840 4,85
TEOMHOTO aHann3a Hamu 6b11M UCMO/Ib30BaHbI pecyp hypothetical protein-2 2848 913
cbl cuctem SnapGene Viewer v.4.1.7, ExPasy (https:// DNA packaging protein A 9388 47
web.expasy.org), BASys (Bacterial Annotation System; hypothetical protein-9 9894 11,2
pasy. g)' Y ( Y ’ hypothetical protein-12 10312 9,38
https;//WWW-basys-Ca)- dGTP triphosphohydrolase inhibitor 10478 7,96
Pe3synbratbl Mccnep,oaal-mﬁ hypothetical protein-5 10736 9,89
n 6 hypothetical protein-1 10914 9,7
pu aHaiuMseé  nporeoma amepmgd)ara HNS binding protein-2 11282 9,15
Enterobacter E7 B npunoxeHun SnapGene Viewer capsid and scaffold protein-2 13431 9,05
protein inside capsid A 15836 5,33
419 COOTBEICTBEHHO [OaHHbIX CEKBEHMPOBAHMA €ro hypothetical protein-10 o550 360
HYK/JIEMHOBOM KNCNOTbI Bbin10 BbiaBaeHO 50 6enkoB ¢ N-acetylmuramoyl-L-alanine amidase 16900 9,03
MOJIEKY/IAPHBIMKU Maccamu oT 5,5 a0 139 ka. Kaue- endopeptidase-2 16947 941
o o E b h Endonuclease 17640 9,48
CTBEHHbIN MPOTEOMHbIN cOCTaB Enterobacter phage hypothetical protein-8 17870 9,19
npeacrasneH B Tabn. 1-2 v puc. 1-4. protein inside capsid B 21252 9,38
tail fiber protein-2 22234 4,48
Mpn aHanu3e npoteoma 6aKTepM0d>a'ra +sDNA. binding protein 55948 947
Enterobacter E7 B npwunoxkeHum BASys (Bacterial capsid and scaffold protein 33744 4,28
Annotation System) COOTBETCTBEHHO [aHHbIX CEeK- Exonuclease 34759 4,93
o DNA ligase 38425 5,15
BEHMPOBAHUA €ro HyKJIeMHOBOW KWUCAOTbl Obin Bbl- primase/helicase protein 55813 5.07
asneH 41 6en10K ¢ MoNeKynApHbIMU Maccamu oT 4,1 collar / head-to-tail joining protein 58605 4,56
143 K o o DNA packaging protein 66727 5,32
0o K[a. KayecTBeHHbI NPOTEOMHbIM COCTaB tail fibers protein 69955 508
Enterobacter phage E7 npeactasneH B 1abnn. 3-4 u DNA polymerase 79851 6,42
5 protein inside capsid C 85245 5,54
puc. 5-7. tail fiber protein-1 89818 6,2
DNA-directed RNA polymerase 98829 7,09
internal (core) protein 143526 8,41
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Puc. 2 - Tpaduk pacnpepeneHuna 6enkosoro cocraBa Enterobacter phage E7 no monekynapHou mac-

ce (no gaHHbIM NpunoxKeHua SnapGene Viewer 4.1.9)
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Tabnuya 3

Nokanusauua 6enkos B reHome

Enterobacter phage E7 (no AaHHbIM NpUAOXKeHUA
BASys version 1.0.)

Tabnuua 4

MpoTeomHbIn coctaB 6aKkTepuodara E7, ak-

TUBHOroO B OTHOWeHUKU Enterobacter (No gaHHbIM
npunoxenusa BASys version 1.0.)

Protein Function Start End SLZ;' Strand HanmeHoBaHue Mon.ﬂlgacca, pl
Capsid Assembly Protein 1727 795 | 932 - Hypothetical Protein BASYS00006 4145 10,49
Head--Tail Joining Protein 3436 | 1829 | 1607 - Hypothetical Protein BASYS00015 4160 8,34
Hypothetical Protein BASYS00003 3767 | 3447 | 320 - Hypothetical Protein BASYS00040 4372 4,8
Hypothetical Protein BASYS00004 4046 | 3795 | 251 - Hypothetical Protein BASYS00026 5902 11,58
Hypothetical Protein BASYS00005 4296 | 4051 | 245 - Hypothetical Protein BASYSO0008 7113 3,83
Hypothetical Protein BASYS00006 4502 | 4389 | 113 - Hypothetical Protein BASYSO0009 7260 10,25
Phage Exonuclease 5395 | 4484 | 911 - Hypothetical Protein BASYS00032 7407 6,67
Hypothetical Protein BASYS00008 5580 | 5392 | 188 - Hypothetical Protein BASYS00013 7732 10,75
Hypothetical Protein BASYSO0009 5780 | 5571 | 209 - Hypothetical Protein BASYS00019 8840 4,56
Hypothetical Protein BASYS00010 6079 | 5777 | 302 - Hypothetical Protein BASYS00004 8848 9.8
DNA polymerase |, thermostable [H] | 8210 | 6096 | 2114 - Hypothetical Protein BASYS00005 9368 6,24
Hypothetical Protein BASYS00012 8562 | 8278 | 284 - Hypothetical Protein BASYS00031 9888 4,45
Hypothetical Protein BASYS00013 8787 | 8575 | 212 - Hypothetical Protein BASYS00022 9894 11,75
DNA Primase/Helicase 10586 | 8886 | 1700 - Hypothetical Protein BASYS00027 10312 10,72
Hypothetical Protein BASYS00015 10762 | 10655 | 107 - Hypothetical Protein BASYS00012 10737 10,61
Uncharacterized protein HI 1494 [H] | 11222 | 10767 | 455 - Hypothetical Protein BASYS00025 10851 7,77
Phage Endodeoxyribonuclease | 11676 | 11215 | 461 - Hypothetical Protein BASYS00003 10914 10,5
Hypothetical Protein BASYS00018 12374 | 11676 | 698 - Hypothetical Protein BASYS00010 11282 9,6
Hypothetical Protein BASYS00019 12663 | 12427 | 236 - Hypothetical Protein BASYS00037 15836 5,2
Hypothetical Protein BASYS00020 11664 | 12851 | 1187 + Bacteriophage-Related Protein 15889 10,23
Hypothetical Protein BASYS00021 13263 | 12784 | 479 - Uncharacterized protein HI 1494 [H] 16900 9,23
Hypothetical Protein BASYS00022 13520 | 13263 | 257 - Hypothetical Protein BASYSO0030 17423 9,98
Conserved Hypothetical Protein 14706 | 13690 | 1016 - Phage Endodeoxyribonuclease | 17641 10,05
Bacteriophage-Related Protein 15119 [ 14703 | 416 - Hypothetical Protein BASYS00021 17870 9,54
Hypothetical Protein BASYS00025 15430 | 15146 | 284 - Hypothetical Protein BASYS00036 21252 9,86
Hypothetical Protein BASYS00026 15561 | 15421 | 140 - Tail Tubular Protein A 22234 4,21
Hypothetical Protein BASYS00027 15926 | 15654 | 272 - Hypothetical Protein BASYS00018 25948 4,51
DNA-Directed RNA Polymerase 18694 | 16013 | 2681 - Capsid Assembly Protein 33744 4,01
Hypothetical Protein Aasi 22097 | 20334 [ 1763 - Phage Exonuclease 34759 4,69
Hypothetical Protein BASYS00030 22539 | 22072 | 467 - Minor Capsid Protein 36277 7,32
Hypothetical Protein BASYSO0031 22880 | 22614 | 266 - Conserved Hypothetical Protein 38425 4,91
Hypothetical Protein BASYS00032 23087 [ 22884 | 203 - Hypothetical Protein BASYS00020 43828 9,7
Phage Tail Fiber Protein 25066 | 23099 | 1967 - Head--Tail Joining Protein 58606 4,29
Putative murein lytic transglycosylase DNA Primase/Helicase 62800 4,81
yjbJ [H] 29074 25112 13962 | - Hypothetical Protein Aasi 66728 5,17
Hypothetical Protein BASYS00035 31336 | 29093 | 2243 - |Phage Tail Fiber Protein 70855 6,28
Hypothetical Protein BASYS00036 31932 31339 | 593 - DNA polymerase |, thermostable [H] 79852 6,87
Hypothetical Protein BASYS00037 32345 (31935 | 410 - Hypothetical Protein BASYS00035 85246 5,34
Tail Tubular Protein B 34824 [ 32419 | 2405 - Tail Tubular Protein B 89818 6,64
Tail Tubular Protein A 35430 | 34840 | 590 - DNA-Directed RNA Polymerase 99985 7,85
Hypothetical Protein BASYS00040 35631 [ 35509 | 122 - Putative murein lytic transglycosylase yjbJ [H] 143527 8,92
Minor Capsid Protein 36038 [ 35643 | 395 -
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Mpu aHanM3e COOTBETCTBUA MPOTEOMHOIO CO-
cTtaBa Enterobacter phage E7, konnyectsa 6enkos 1
pacnpegeneHuns ux No MOAEKYNSPHbIM Maccam B bu1o-
MHPOPMALIMOHHBIX NPUIoXKeHUAX SnapGene Viewer
4.1.9 n BASys version 1.0 BbifiBNeHa X UAEHTUYHOCTb
(puc. 8).

Bbisoabl

B pesynsrate npoBeeHHOrO Hamu aHaIu-
3a npoteoma baktepuodara E7, cneunduuHoro ana
6akTepuii Enterobacter, OCHOBaHHOIO Ha AaHHbIX
CEKBEHUPOBAHWA €ro HyKJ1eMHOBOW KUCNOTbI, B NpU-
noxkeHnn SnapGene Viewer 4.1.9 6b1510 BbisiBneHo 50
6enKoB C MOJIeKYNsAPHbIMM Maccamu oT 5,5 ao 139
kOa. Mpu pabore B npunoxkeHun BASys (Bacterial
Annotation System) Hamu 6b1M NOTYyYEHBI HECKO/IbKO
WHble pe3ynbTaTbl - COOTBETCTBEHHO AaHHbIX CEKBe-
HUPOBAHMA HYKNENMHOBOM KMCNOTbl bakTepmodara E7
6bin BbIABNAEH 41 610K C MONEKYAAPHBIMX MACCamm
ot4,1 po 143 ka.

Mpu aHanM3e cooTBETCTBMA NPOTEOMHOIO CO-
ctaBa Enterobacter phage E7, konuyectBa 6enKoB U
pacnpeseneHnsa nx Nno MONEKYAAPHbIM Maccam B 61o-
MHPOPMALIMOHHDBIX NpuUaoKeHMAx SnapGene Viewer

Unchar

version 1.0.)

Puc. 8 - Cpas-
HUTENbHbIX  rpaduK
pacnpepaeneHus
6enkoBoro  cocraBa
Enterobacter phage
E7 no monekynsap-
HOW Macce no AaH-
HbIM  NPUNOMKEHUN
SnapGene Viewer
4.1.9 (KpacHblii uBeT)
n BASys version 1.0

Luee (CMHMIA uBeT)

4.1.9 n BASys version 1.0 BbiABNEHA UX NOEHTUYHOCTD.
lMctorpamma  pacnpegeneHns 6GenkoBoro cocrasa
Enterobacter phage E7 nNo n3031eKTPUYECKOM TOUKe
(pl) naeT nHdopmaumio 0 KUCNOTHOCTM cpeapl (pH),
NpW KOTOPOW BeI0K He HECET 31IeKTPUYECKOTO 3apAaa.
JlaHHble o npomeome b6akmepuoghaza Enterobacter
phage E7 dononHAom uHgopmayuto, Komopas He-
06x00umMa 0718 co30aHUA KnaccuduKaumoHHOM 6asbl
6aKkTepuodaros, nM3y4aembix No MPOEKTY, Ha OCHOBE
KpuTepmnes BMONOMMUYECKNX XapPaKTEPUCTUK, 0CObeH-
HOCTel B3ammogeincTaus dar-xo3samH, ocobeHHocTeM
reHeTUYECKOW OPraHU3aLLMKM 1 XapaKTEPUCTUK NpoTe-
oma.
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ANALYSIS OF BACTERIOPHAGE PROTEOME ACTIVE AGAINST ENTEROBACTER

Feoktistova N.A., Vasiliev D. A., Mastilenko A.V., Suldina E.V.
FSBEI HE Ulyanovsk SAU
432017, Ulyanovsk, Novyi Venets Boulevard, 1; 8 (8422) 55-95-47
e-mail: feokna@yandex.ru

Key words: Enterobacter, bacteriophage, proteome, composition, protein, isoelectric point, molecular weight, system.

The article presents results of a proteomic analysis of the virulent bacteriophage Enterobacter E7 (study of the quantitative composition, isoelectric point
of proteins, molecular weight) isolated from environmental objects, which is a candidate for phage biological preparation for treatment of enterobacterial
infections in veterinary medicine. The resources of SnapGene Viewer v.4.1.7, ExPasy (https.//web.expasy.org), BASys (Bacterial Annotation System; https.//
www.basys.ca) were used in the experiments. As a result of the conducted studies, data of proteomic analysis on the basis of the previously conducted
sequence were obtained. It was found that bacteriophage E7 detected 50 proteins with molecular masses from 5.5 to 139 kDa in the SnapGene Viewer 4.1.9
application. When working in the BASys application (Bacterial Annotation System), we obtained slightly different results - according to the sequencing data of
the bacteriophage E7 nucleic acid, 41 proteins with molecular masses from 4.1 to 143 kDa were detected. When analyzing the compliance of the proteomic
composition of Enterobacter phage E7, the number of proteins and their distribution by molecular masses in the bio-information applications SnapGene
Viewer 4.1.9 and BASys version 1.0, their identity was revealed. Data on the proteome of Enterobacter phage E7 bacteriophage supplement the information
necessary to create a classification database of bacteriophages studied according to the project, based on criteria of biological characteristics, features of
phage-host interaction, features of genetic organization and characteristics of the proteome.
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