MunHmn-ob630p reHoma u
npoTeoma bakTepun

TpeboBaHUsA K coaeprKaHUo U 0bOpPMAEHUIO



[locneaHWM AeHb 3a4€Ta 3a cemecTp —25 aek.

* 334ET NO NPAKTUYECKOU UHPOPMATUKE
e 3a4éT 6n10Ka 1 = 3a4€T BCcex 0b653aTe/IbHbIX 3a1aHNM
e 3a4éT 610Ka 2 = 3a4ET BCcex 0653aTe/IbHbIX 3a4aHNM
e 3a4éT 6/10Ka 3 = 3a4€T Bcex 06s3aTeIbHbIX 3a4aHUN

e 3a4éT 610Ka 3

* 3a4ET BCEX YyMNpPa*XHEHMU U3 NPaKTUKyMma 12.
BbinO/IHEHWME QHANIOTMYHOTIO 3a4aHUA B
CONpoBOAUTENBHbIX MaTepPManax No o4HOU U3 TEM
YNPaXXHEHNA MOXKeT ObITb 3aCHMTAHO KaK 3a4ET TEMb

* 334€T MMHU-0630pa, BKAKOYAS
* 3a4éeT conpoBoAUTeNbHbIX MaTepuanos B IT



3a4aHMA NPaKTUKymMma 14 n nosxKe

* 14.1 MpunBecTn B cOOTBETCTBME C TPEOOBAHUAMMU CCbINKM HA
NCTOYHUKN B MMHMUMANIbHOM MUHU-00630pe

e 14.all Mpunsectn B cooTBeTcTBME C TPEDOBAHUAMM
odopmMieHNE MUHUMANBHOIO MUHM-00630pa

* Deadline — 11 peKkabps

e 11 nekabps. KoHcynbrauusa no 610Ky 3. Oaa Tex, y Koro He
3a4TeHbl ynparkHeHua no 3T (3agaHne NnpakTuKkyma 12) BO3MOXKHbI
AONONHUTENIbHbIE 3a4aHUA BO BpeMmsa 3aHATUA. [1peanoxkeHuna no
NpoBeAeHUNI0 3aHATUA MPUHUMAIOTCA

* 3apaHue np.15. 3aBepINTb MMHU-0630p C
NOMNONHUTENIbHbIMK TEMaMUK (ecnn nnaHupyeTe)

* Deadline — 18 gekabps

e 18 nekabps. 3a4éT 3a cemecTp. Bo3amoKHOCTb cAaTb AONTH
no Bcem 6/10Kam

* 25 neKkabps — nocneaHu CPpoK BbICTaBNEHUA 3a4ETOB B
BEAOMOCTb



[lpeacTaBsieHWe pe3yabTaToB AN
MPOBEPKMN

e lymaTb Npo yaobcTeo Ana nposepsoLero!

* Ha3zBaHMe aoKymeHTa. [poBepaowmm He A0IKEH
nepemMmeHoOBbIBaTb CKa4yaHHbIN pann!
XXXXXX .......

e daunn B credits
* Ccbinka Ha JT

e dopmynbl B AT — 0CTaBNATb ANA BO3MOKHOCTH
nposepku! B suerkax nam KonuposaTb B NPUMEYaHUE K
3aro/1I0BKY KONIOHKMW.

Kak KonmpoBaTb YTOObI HE OWNOUTLCA.



[Tpmepbl MMHM-00630p0OB

MINI REVIEW ARTICLE

Bo Segerman!?*, The Most Frequently Used Sequencing Technologies and
Assembly Methods in Different Time Segments of the Bacterial Surveillance

and RefSeq Genome Databases,
Front. Cell. Infect. Microbiol., 19 October 2020

Free https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7604302/

OcobeHHOCTN BaWMX MUHN-0H630POB:

OHM BK/IIOYAOT COOCTBEHHbIE pe3y/ibTaTtbl.

[103TOMY HY)KHbI pa3aenb:
- MaTtepuanbl U meToabl
- Pe3ynbTtaThl



1. TpeboBaHme: 40/KHbI ObITb
CCbIIKM Ha MCTOYHUKM

e ®pa3sa, ab3al, MM YaCcTb BaLLEro TEKCTa, B KOTOPbIX
NnepeckasblBAOTCA YTBEPKAEHUA N3 UCTOYHUKA;
npu8ooUMCS CCblAKA HAG UCMOYHUK

e ®pa3a, 3aMMCTBOBAHHAA N3 UCTOYHWNKA, UM ABAAIOLLAACS
NPAMbIM NepeBoaoM; bepemcs 8 KOBbIYKU

* «M3BecTHO YTO, [1HK cocToUT U3 ABYX Leno4veK». bes

CCbl/1IKU. rMoHumaHue mo2o, ymo MoxHoO nucame 6e3 cCbiKU Mpuxodum ¢ orbIMom

e CCbl/IKM BO3MOKHbI BO BCeX pa3aenax, Kpome aHHOTaLUMM
(pe3stome)

* Bce, YTO Npuaymanm Bbl, yTBEpPKAaeTe Bbl, NOAYYNIU Bbl,
aHa/IM3UpPYsA JaHHble (BO3MOMKHO NOJIYYEHHbIE U3 YYKUX
NCTOYHUKOB) naet 6e3 cCbiNoK.



Terahara N, Namba K, Minamino T. Dynamic exchange of two types of stator
units in Bacillus subtilis flagellar motor in response to environmental
changes. Comput Struct Biotechnol J. 2020;18:2897-2907

The flagellar motor of E. coli and Salmonella utilizes the
electrochemical potential of protons across the cytoplasmic

membrane, namely proton motive force (PMF), as the energy
source to rotate the flagellar filament [1], [2], [3], [4], [5], [6].
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Cyanobacteria are a very diverse group of photosynthetic
microorganisms. They colonise all light-exposed habitats on Earth,
including marine water, freshwater, soil, glaciers, deserts and hot
springs (Whitton and Potts 2000).

*Westbrook AM, Lucks JB. Achieving large dynamic range control of gene expression
with a compact RNA transcription-translation regulator. Nucleic Acids

Res. 2017;45(9):5614-5624..

*Whitton BA, Potts M (2000) The ecology of cyanobacteria: their diversity in time and
space. Kluwer Academic Publisher

*Wolk CP, Elhai J, Kuritz T, Holland D. Amplified expression of a transcriptional pattern
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Yang M, Lai CL. SARS-CoV-2 infection: can ferroptosis be a potential treatment target
for multiple organ involvement? Cell Death Discov. 2020;6:130.

Recently, a ferroptosis signature was reported in a case report of
COVID-19 patient (48-year-old, male), showing 4-HNE, a
reactive breakdown product of the lipid peroxides or oxidized
phosphatidylcholine was positive in myocardial tissue staining
and in the proximal tubules of acute kidney injury, with
decreased lymphocytes in the blood®:,

62. Tavakolpour S, Rakhshandehroo T, Wei EX, Rashidian M. Lymphopenia during the COVID-
19 infection: what it shows and what can be learned. Immunol. Lett. 2020;225:31-32.

63. Jacobs, W. et al. Fatal lymphocytic cardiac damage in coronavirus disease 2019 (COVID-19):
autopsy reveals a ferroptosis signature. ESC Heart Fail.

64. Devisscher L, et al. Discovery of novel, drug-like ferroptosis inhibitors with in vivo

efficacy. J. Med. Chem. 2018;61:10126-10140.
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2. TpeboBaHMe: CCbIIKM AOKHbI ObITb
OPOPMIEHBbI B COOTBETCTBMM C MPUHATBIMU

CTaHAapTamu

* OdopmaeHmne CCbISIKM Ha CTaTbO UAN KHUTY
CM Npumepbl Bbllle. PeKomeHayeTca CTUb NepBoro
npumepa. [ipyrme aBa A0MNyCTUMbI.

* OdopmneHume ccblikM Ha Beb-pecypc.

* Cneayet HanucaTb HAa3BaHME CTPAHMULbI MM KOPOTKO YTO Ha HEW,
KOHKPETHO. 3atem Beb-aapec

* YT100ObI YMTATENIb NOHUMAN KaKYo MHPOPMALMIO OH YBUAMUT NO 3TON
CCbI/IKe.

* OdopmneHmne ccbiNKkM Ha HEONYONMKOBAHHbIM UCTOYHUK
(ckasan W.MeTpos, KypcoBaa Uan 3aJaHUE, BbINOJIHEHHOE APYTrnM

cTyaeHTom) A0MNYyCTUMO !
e 3. Touchman, JW.; Unpublished observations.
e 2. dnnnom O.be3cygHoBomn «NccneagoBaHme 3BOAOLMM CUCTEM
pecTpukumnmn-moandukaunmn» 2019 rog.

* Ha KaxAapbln UCTOYHUK B pa3aene Jintepatypa ob6Aa3aHa bbITb
CCbIJIKa B TEKCTE



* HEMPABWJ/IbHO:

e «1. HauMoHanNbHbIN LEHTP BMOTEXHO/IOTUYECKOMN
nupopmaumm (NCBI) https://www.ncbi.nlm.nih.gov/genome»

e «1. GOOGLE IMAGES https://.......
e «3. https://www.ncbi.nIm.nih.gov/genome/41499»

* «5. Escherichia coli https://www.who.int/ru/news-
room/fact-sheets/detail/e-coli»

* MPABU/IbHO:

e [InpeKktopusa c gaHHbiMM o reHome E.coli K12 Ha canTe NCBI
https://www.ncbi.nlm.nih.gov/genome/41499

* OcHoBHble aaHHble o0 Escherichia coli Ha canTe BO3 (pyc.)
https://www.who.int/ru/news-room/fact-sheets/detail/e-coli



https://www.ncbi.nlm.nih.gov/genome/41499

3. TpeboBaHUA K OODOPMIEHUIO
ODUCYHKOB

PUCYHKM HYMepyoTCA B NOpALKe cnefoBaHUA B TEKCTe. EC/iM pUCYHOK
COCTOMT U3 OTAE/IbHbIX YAaCTeW, CBA3AHHbIX MO CMbICNY, TO YacTun
obo3HavatoTca Hanpumep Tak: A, B, C, D.

[onKHa 6bITb NOANNCH, HAYMHAKOLWAACA C HA3BaHUA PUCYHKaA. Bce
AETANN PUCYHKA, KOTOpble MOryT BbITb HE 04EBUAHbI YMTATENIO, HAAO
06BbACHUTL B nognucu (uBeTa, ycnoBHble 0603HAYeHUA, NOANUCU OCEN,
ecnm He 0603HaYeHbl Ha CAMOM PUCYHKE, ... )

NHorga B nognncb K PUCYHKY BKAOYAKOT 60/bLIOK TEKCT, youpas ero uns
TEKCTa CTaTbMW.

Moanuch NMPUNHATO NOMELWATb HNXKe PUCYHKA

/L1719 3KOHOMUU OeHez, HECKO/IbKO pUCyHKO8 06beduHAom 8 00uH. B
rnoonucu — Ha3zsaHue Kaxooeo, A, B, C, ...

PUCYHOK A0/KeH BbiTb pa3bopumBbIiM U KpacuBbIM!

B tekcte ctatbn OBA3AHA 6bITb CCbIJIKA HA PUCYHOK
«KaK rnokasaHo Ha puc.3»

Ecnm pucyHOK co34aH He aBTOpom 0630pa, TO B NOANUCU A0MKHa ObITb
CCbI/IKa Ha UCTOYHUK



Viscosity

Fig. 7

Autonomous stator exchange mechanism of the B. subtilis flagellar motor.
The MotAB and MotPS stator units autonomously modulates their binding
affinities for the motor in response to changes in external Na* concentration and
fluid viscosity. As a result, the number of active MotPS units in the motor
increases with an increase in both extracellular Na* and polysaccharide
concentrations by efficient replacement of the MotAB stator complex by the
MotPS complex to maintain the optimal motor performance under various
environmental conditions.
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Till P, Toepel J, Bljhler B, Mach RL, Mach-Aigner AR. Regulatory systems for gene expression
control in cyanobacteria. Appl Microbiol Biotechnol. 2020;104(5):1977-1991
Free https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7007895/
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Fig. 2 Operation mode of a rrans-acting, translational ON ribore gulator.
Conformational change of a cis-repressed RNA (crBNA) in the presence
(right) compared to the absence (left) ofa frans-activating RNA (taRNA)
results in a translational ON switch of gene expression. In the absence of
the taBRNA, the S'UTR of the mENA forms a repressive cis-repressed
RNA hairpin structure, which sequesters the ribosome binding site
(RBS), thereby preventing ranslation initiation. Structural changes of
cis-repressed RNA upon binding of the taRNA lead to exposure of the
RBS and thus allow the onset of translation
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Fig. 1

SARS-CoV-2, Multiple Organ Failure and the Possible Triggering of Ferroptosis.A Schematic representation of SARS-CoV-2 causing
multiple organ failure (MOF). SARS-CoV-2 recognizes the AEC2 ???7? receptor in the alveoli, especially the type Il alveolar cells (AT2).
This infection triggers the immune response and inflammation, causing damage to the blood-air barrier. In this case, SARS-CoV-2 therefore
passes through the barrier, reaching to the capillaries and continues recognizing the ACE2 located in the different organs within the blood
circulation. As a result, organs expressed with ACE2 may get infected and damaged by the activated immune system, thereby causing the
MOF. B A hypothesis of how SARS-CoV-2 may trigger ferroptosis. After incubation period, the invading SARS-CoV-2 causes cytotoxic
effect to multiple organs. Due to the infection, a plethora of transferrins carrying with Fe3* are recognized by transferrin receptors thereby
entering into the cell. Then, divalent metal transporter 1 (DMT1) transformed Fe3* to Fe2*, accompanied with iron accumulation in the cell.
Hydrogen peroxide (H,0O,), Fe?*, and lipid together cause Fenton reaction, producing massive lipid reactive oxygen species (ROS). This can
be eliminated by glutathione (GSH) with the help of Glutathione peroxidase 4 (GPX4). However, owing to the iron overload, extensive
Fention reaction would generate a large number of lipid ROS, causing cell membrane damage.

15


https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7687212/figure/Fig1/

A g — ComwnGenom  — Cuelg
Chromosoms 5

; — cartiod

Wral = Batieia 10

Fusp == furchana

L
T mm| = Proloma
; W
L m :
R - )
" -
o T i
o - . - . - v

= CErAS

Falsta propomien ey )

— Wumra PacBo & :P‘P
D — W Howimng E on lomenbotos - Owdond Mlasopore F o

L Hesang e — FRncha 454 — Sy LH3
— Mazhax; Wi Sy My — 50U — BEHSED -

Cwrmmn Anshew —  Linspes Tum - e o E

- - — £
E § (14

£ E & / =]
] x S s
& - 2 n

_,;-:l..—-—— ]

'
min o mM e IME = e : .
) EITT LTI TR L T TUT ) f’ﬁfa ﬁfﬁ
Tomar .pﬁ.
# &
G H — i Recie 54 |
B e B
b g - Blusinar-Owdord Monopone
- ~

— |Frt5en genomes

el =+ Srad oD QIR
- — s chnokagy
E T 000
E = T liemalogins £ wm E
E, — Thrmi o enore bechnokoogps = ]
10000
4 T i+ a+ T T i 1
b A2 brid MO8 BHE HdD 218 o 100 Fii] ho] ]
Y

Repamad Covermp

FIGURE 1 | (A) The growth of the RefSeq microbial genomic databases and the database of bacterial genomes excluded from RefSeq for the reason “derived from
surveillance project.” Dotted lines represent number of “complete genomes.” The data for 2020 includes genomes submitted before April 17. (B) Relative proportions
between the different assembly levels in the bacterial RefSeq genome database. (C) The most frequently used sequencing techniques in the bacterial RefSeq
database. (D) Relative proportions between the different lllumina platforms in the bacterial RefSeq genome database. (E) Relative proportions between sequencing

techniques used in bacterial RefSeq divided by years. (F) Frequencies of pseudogenes in bacterial RefSeq genomes reported to be produced by one technique alone.

(G) Relative proportions between genomes produced by a single sequencing technique and combinations of techniques. (H) Relative proportions between the most
frequently used combinations of sequencing techniques in the bacterial RefSeq genome database. (I) Histogram of the reported sequence depth (coverage) used in
the bacterial RefSeq genome database and in the bacterial surveillance project genome database.
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4. TpeboBaHMA K opopMaeHMto Tabaunl

* TabnunLbl HYMepyroTCA B NopAaKe cnefoBaHMA B
TEeKcTe

* Homep Tabaunubl n eé Ha3BaHMEe NPUHATO
NoMmeLLaTh Bbille Tabanubl

e lonONHUTENBbHYIO MHPOPMALMIO MOKHO NPUBECTU
33 Ha3BaHuem Tabaunupbl

* MHorpa ob6bAcHeHUs abbpeBnatyp n Ap. NpUBOAAT
noa Tabavuen



Table 1

Threshold (ng/ml) for ioactivity of bacterial components.

Component Leukocytosis Edema

Gram negative

LPS + PG 5 5
LPS 10 100
PG 100 1

Gram positive

LTA+PG 100 10
LTA 500 —
PG-TA w/stems 20 100
PG 100 —
Stem peptides 10,000 1
TA free 500 10,000

Compiled from: (Tuomanen et al., 1985a,b; Tomasz and Saukkonen, 1989; Burroughs et al., 1992, 1993a,b; Weber et al., 2003a,b).
18



Table 1. The Entrez Databases (as of 4 September 2019)
Database Records Description
Literature www.ncbi.nlm.nih.gov/home/literature/

PubMed 30 090 705  scientific and medical abstracts/citations
Books 758 285 books and reports

Genomes www.nchi.nlm.nih.gov/home/genomes/

SNP 686 600 501 short genetic variations

Nucleotide 409 361 023 DNA and RNA sequences

Taxonomy 2 254 489 taxonomic classification and nomenclature
catalog

Assembly 462 179 genome assembly information

Genome 47 065 genome sequencing projects by organism
Genes www.ncbi.nim.nih.gov/home/genes/

GEO Profiles 128 414 055 gene expression and molecular abundance
profiles

Gene 25 258 008  collected information about gene loci

GEO DataSets 3345 732 functional genomics studies

Proteins www.ncbi.nlm.nih.gov/home/proteins/

Protein 771516 322 protein sequences

Identical Protein Groups 249 297 183 protein sequences grouped by identity
Protein Clusters 1137 329 sequence similarity-based protein clusters
Structure 154 783 experimentally-determined biomolecular

structures



5. TpeboBaHMe paclMPPOBKM COKPALLEHMM
(abbpeBunaTyp)

* Kpome obuepacnpocTtpaHeHHbix (AHK, PHK, ...),
abbpeBunaTypbl AO0NKHbI ObITb pacwmppoBaHa NP NEPBOM
YNnoMnUHaHUUN NN B CNeunasibHOM pasgene COKpaIJ.I,eHVIFl.

* [Mpumep
«OTKpbITasa pamka cumtbiBaHuAa (OPC) onpeaenanacb Nporpammon

i_.l'/ICTOFpaMMa annH OPC npuBeaeHa Ha puc.5»

e [1na yacTto ynotpebasembix B TEKCTE C/IOBOCOYETAHUM
MOXHO BBECTM CBOM COKpaLleHnA. YacTo Bng bakrepum
COKpaLlatoT Tak. Mpumep Bacillus subtilis => B.subtilis

* YBNeKaTbCA CBOUMM COKpaWweHNAMN He CNEeNYET. NHaue tekcr

npespaliaeTca B pebyc gna yntatens.

Abbreviations: RNS: reactive nitrogen species; BBB: brain blood barrier; GXM:
glucuronoxylomannan; GXMGal: glucuronoxylomannogalactan



6. TpeboBaHMA K OPOPMIEHUIO
CONPOBOAUTENbHbBIX MAaTEPMANOB

* ConpoBoauTenbHble MaTepPUanbl K MUHU-0630pY CTyAEHTa COOpaHbl B
oaHy IT ¢c rnctamun. B pasgene ConpoBoguTtenbHbie maTepuanbl A0NXKHA
6bITb CCbI/IKA Ha 3Ty IT

e Kaxkablh nnCcT — oaHa Tabaunua, pUCYHOK NN TEKCT

* B pasgene ConpoBogntenbHbie maTepmanbl HEOOXOAMMO NPUBECTH
Homepa (MaeHTUPUKaTopbl) BCEX IMCTOB U HA3BAHUA Tabaunu, nam
PUCYHKOB Ha 3TMUX AncTax. Yacto naeHTUPMKaTopbl — MMEHA IUCTOB —
aenatoT Takmmm S1, S2, n T.4. MOXXHO BblOpaTb N Apyrue
MaeHTUPUKATOPbI INCTOB

* Ha Kaxkayto Tabanuy nam pucyHoK B conposoauTenbHom 3T A0NKHA
ObITb CCbI/IKA B TeKcTe. Hanpumep, «B Tabanue genes B
CONpPOBOAMTE/IbHbIX MaTepUanax CoaepKUTCA CNUCOK reHoB 6enkoB
OHK n3 reHoma 6aktepun ...»

e dann c conpoBoAUTENBHBIMW MaTEPUATaMM MO CCbIIKE N3 MUHMU-
0630pa — konua gamna XXXXXXX-supple n3 kotopomn ybpaHbl Bce
nnwHue Tabaunubl, dopmynbl 3aMeHeHbl 3HaYEHUAMU. Tabnunubl B
conpoBoauTesibHOM T HE AONXKHbI COBNaAaTh C TabnMLamu B TEKCTE.

Nma panmna XXXXXXX-supple-fin



Supplementary information

Additional file 1 Table S1. Inclusion and exclusion criteria for the study and
individual volunteer metadata .(72K. pdf)

Additional file 2 Table S2. Proportional abundance of each OTU (in %) per
sample (97% OTU cut-off)(-3M. xlsx)

Additional file 3 Table S3. Metastats analysis of the most proportionally
abundant operational taxonomic units OTUs (i.e. those accounting for > 0.5%
of total proportional abundance) between individuals within the Prevotella-
plus group washout period and those in the Prevotella- minus group during the

washout period. (280K, pdf)

Additional file 4 Table S4. LEfSe analysis of samples from the AXOS,
maltodextrin and washout periods, at the genus and family level for

(A) Prevotella-plus and (B) Prevotella-minus groups(47K. pdf)
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Pazaenbl MMHU-0630pa

Ha3BaHue

ABTOp

Pe3tome --- 0653aHO ObITb

CNMCOK COKpalleHnn --- He 0bA3aTenbHO
KntouyeBble C/10Ba

BeBeneHue

MaTepuanbl U metToabl

Pe3ynbTaTbl (MAn Pe3ynbTaTbl M 06cyKaeHme)
* MNMopapasaensl (oAnMH Noapasaen — ogHa TemMa UccneaoBaHunA)
* PUCYHKM
* Tabnunupl
* TeKkcT

ObcyxaeHune

3aKn4veHne nan Boeisoabl
ConpoBoguTtesibHble maTtepuansl
bharogapHocTH

Jlntepatypa



CambIn TPYAHbIN Cnana

e Kak nucaTb TeKCT?
* Yem npoule U NOHATHEN — TeM NyyLle

 HE Hapo cTpemuTbcs K Haykoobpasuto. Co BpemeHem
Bbly4yMTE WITAaMMNbl HAY4YHbIX TEKCTOB. YTOObI CTapaTbCA
MWUHUMU3NPOBATb UX NOABJIEHUE B BalLUX KYPCOBbLIX U Ap.

e lymanTe o yntatene! Bce nm byaet noHATHO emy? 5
Bbl nULIETe HEe OTYET O TOM, KaKOW Bbl YMHbIN U YMeENbIN. Bbl
coobllaeTe YnTaTesnto To, YTO OOHAPYKUAN.

e OWKNBOK He Hapo 6oAaTbeA. Kaxabli umeeT nNpaBo Ha
OWMKOKY. Ha TO 1 peueH3eHTbl B }KypHanax v nposepsatoLLme
BaLLW TEKCTbIIO

* [unotesbl npuemaemMbl B Hay4HbIX TEKCTAX. A
NPUBETCTBYHOTCA, €C/1U 060CHOBaHbI pe3ybTaTaMu



Ha3BaHue

* «[lpoekmHaa paboma o 3-my 610Ky »
HeT, 370 0630p NnpoTeoma 1 reHoma bakTepum

e «Chlamydophila pneumoniae CWL029»
HeT, 310 310 0630p NpoTeoma U reHoma HakTepuu,
a He BCECTOPOHHEee onmcaHne bakTepum
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BeegeHne <=120 cnhos

e > 120: «B HacTosILlEe BpeMA CEKBEHMPOBAHME
reHOMa YKe He ABNAETCA TPYA0EMKUM MPOLLECCOM,
a CTa/10 Wb PYTUHHOM paboToun, brharogaps
KOTOPOM YXe NPOYUTAaHO OFPOMHOE KOJIMYECTBO
reHOMOB Pa3HbIX OPraHM3MOB, B YNCE KOTOPbIX
baKkTepUn.»

Kakoe oTHowWweHue K Teme 0630pa???

Monpouwy npoBepAWmMX He BbITb CTPOTMMK K HEOOABLLUMM
NPEeBbILLEHNAM YMCNa CNOB.

HO 6bITb O4EHb CTPOTMMU K HAIMYUIO BO BBEAEHUN TEM,
HEe OTHOCALLMXCA K Aeny 2



MaTepunanbl U meToabl

* [lepeuncneHmne ncnosbzosaHHbIX metoaos JT. bes
M3NLLECTB.

* [lpyrne ncnoab3oBaHHble meToAbl U NPOrpPaMmbl.
* [Incatb o4eHb KOPOTKO U CyXO.

* Lenb pasgena — ybpaTb u3 pasaena Pesynbrathl
3NULLHWE AeTanu.



Pe3ynbTaThl

» «[eHom Lactobacillus amylolyticus npeactasnen 1
XPOMOCOMOU—IFa-bakFepuammeern 1 nnasmnuaony.»

* «MNPOLEHT rMnoTeTuyeckux benkos 21;37537943»

* «B reHome L. Amylolyticus 3akoampoBaHoO 56 TaKkux
6enKkoB (no4ytn 4% OT BCEro npoTeoma), YTo OTBeYaeT
cpeAHeMy NoKasaTento y NPOKapuoTUYECKUX KNETOK
(cm. Tabn. 2). »

Hy»Ha ccbinkal

e «Tabnuua 2. lMcTorpamma ANNH MEKIeHHbIX
npomeXyTKoB S.simulans Ha (-)-uenu.
Tabnuua — a3to Tabnunua. lMcTorpamma — 370 PUCYHOK.



Pe3ynbTaThl

* PnubocomanbHble 6enKkun (CKoONbKO, Ha3BaHUA)
* PnubocomanbHble PHK (ckonbko, Ha3BaHusA)

* «3.4 CABUr paMKU CYUTbIBAHUA.
MaKcnmanbHoe 3HavyeHune casura — 5954,
MWUHUManbHoe —1.»

YTo Takoe cABUT paMKKM CYUTbIBAHUA?



Pe3ybTaThl

* «UX pacnpeageneHune no uenam AHK npeacrasneHo B
Tabanue 1 ( Jiuct«4mcno reHoB») »
MocneaHee nanmwHe — tabnunua B TeKcTe nmeetT npmnoputeT!

* «HepaBHoOe pacnpeaenieHne Hecny4anHo, Tak Kak QyHKLMA
KOMMN/IEMEeHTapHOW Lienn ABAAETCA Kak KOAMPOBKa, TaK U
bonee ycnewHoe coxpaHeHUe reHeTUYeCKoU MHcI)opN\au,mm
NO3TOMY LLenun He ABNAI0TCA He3aBMCUMbIMU U O4HA U3 HUX
nmeet 60NbLUE FeHOB.»
lpaman uenb 1275 |KomnnemeHTapHasa uenb 1119
[asaunTte nposepmm!!!

[na Takoro yteepxaeHua Heobxoanmo B MaTepuanax u
MEeTOoAax onncaTb cnocob NPoBEPKU KHEC/TYYAUHOCTUY

. «cpe n pnbocomanbHbix 6eNKOB ABaXKAbl BCTPEYaeTCH
tRNA/rRNA methyltransferase»

KaK Ha3blBaeTca STOT reH?
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ObcyaeHume

* Y10 06CYKOaTb?



JlnTepaTypa

* NMPABU/BHO

* (4) NCBI Genomes, cTpaHuLa reHoma Chlamydophila pneumoniae CWL029

* (1) 6a3a paHHbiXx KEGG, ctpanHmua GENOME: Chlamydophila pneumoniae
CWL029

* Bukuneaus, pycckana, crpaHuua Chlamydophila pneumoniae

CcblnKa )Ha ny6anKaumo 6onee NpMopUTETHA, YeM cCbisika Ha B, (6a3y
NAHHbIX).

Ccblnika Ha nybaunkaumio 6onee NpUOpUTETHA, YEM CCbI/IKA Ha BuKkmMneauto

e Ccbl/IKA Ha UCTOYHMUK (CTaTbio) HEODOXOAMMA B TOM C/lyyae, eCu Bbl
npusoaute YTBEPXKAEHWE, KoTopoe npuBegeHo n 060CHOBAHO B
cTaTbe.

CCbIJIKA — HA YTBEPKAOEHUE
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https://ftp.ncbi.nlm.nih.gov/genomes/all/GCA/000/008/745/GCA_000008745.1_ASM874v1/
https://www.genome.jp/dbget-bin/www_bget?gn:cpn
https://ru.wikipedia.org/wiki/Chlamydophila_pneumoniae

BbiBOAbI

* «BbIBO/bI
3atem ObINN N3yYeHbl reHbl Ha NPAMOKN U 0bpaTHOM
venoykax AHK, nx pacnpegeneHne okasanocb
HecnydanHbIM. (K 3Tomy BbIBOAY Mbl NPULLIN,
NpoaHaM3MpPoBaB NOy4eHHbIN C NOMOLLBIO GYHKLUK

«BUHOM.PACT1» pe3ynbTaT, OKa3aBLUMUCA MeHbLUe
0,001).

TeKcT B cCKOOKax gosixkeH bbiTb a) B pa3aene PesynbTtaThl b) B
pasaene Matepuanbl U MeTOAbl AO/IKHO BbITb ONMcaHme cnocoba
YCTaHOB/IEHMA HecayYanHocTn. Ppasa

«bbln npoBeaeH aHanus npoteoma Lactobacillus curieae
CCTCC M 2011381(T) c ncnonb3oBaHuem cpeacTs
3/1EKTPOHHbIX Tabaunu, Microsoft Excel.»

He aBnAeTcA BbiBOAOM
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KROHel npe3eHTauum



