cnonb3oBaHMe 6a3 AaHHbIX, OHJAWH-
NPOrpamMmm 1 BUPTYA/IbHbIX
nabopaTtopuin ANa NPakTUYECKUX
0aboT B Kypce obLien brnonormm, a
TAKXKe 3NEKTUBHbIX Kypcax no
MOJIEKYNAPHON BUOOTUN.

BopoHuHa E.H.
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MMuTauma nabopaTopHbIX paboT

710 results

¢ httpS://WWW.labXChan Simulations Sortby Relevance v
ge.org/library

Gel Electrophoresis
LabXchange

This simulation introduces gel electrophoresis, a technique used to
separate biological molecules. In this simulation, gel electrophoresis
is used to separate dyes and visualize them in an agarose gel.

Transforming Bacteria
LabXchange

4 i In this simulation, users will practice transforming bacterial cells with
é; a recombinant plasmid using the heat shock method.

& SIMULATION

Restriction Enzyme Digest

l’ LabXchange
. . . . o = This simulation provides an opportunity to practice a restriction

digest in a virtual lab setting. Restriction enzymes are used to cut the
DNA strands of two plasmids, producing DNA fragments with...

. & SIMULATION



< Running a Protein Gel

P20 P200 P1000

o

Protein Gel Electrophoresis Box Microcentrifuge

Biohazardous Waste

Wild Type Cells Tube
Pancreas Tube

Edit 4 Tube

Edit 7 Tube

Protein Ladder

4x SDS Sample Buffer
Pancreas Cell Culture
Edit 4 Cell Culture
Edit 7 Cell Culture

== =
= .
- -

1

=] . Wild Type Cell Culture

- -

& Need help?

Lab_ change

LAB NOTEBOOK

protein gel

O PROTOCOL B Notes

1. Collect cells.

P2
— - [=] l‘
J ‘ ‘ - N Running a
Heat Block
P2 Tips P20 Tips P200Tips  P1000 Tips Polyacrylamide Gel
, 1x Running Buffer

a Set the temperature of the heat VA

block to 95°C.

o Set the P200 micropipette to 30pl. ¢

o Attach a P

Move the
the wild ty

Draw up t
nrassinn t

SPREADING THE BACTERIA

&) Need help?

Close X




Munp MoneKkyn He NNOCKUMN.
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To zoom in or out, SHIFT-click or pinch while you drag on the DNA



https://en.vectorbuilder.com/

&< (@ x @ envectorbuildercom DNA Secondary Structure Prediction Tool | VectorBuilc

5 - O,
@ vectorBullder ::y‘} MepeiTy k VectorB Wckats Mo Beem v | BeeauTe kon 1

1. ] BekTop [luzaiiHa MpoaykTel 1 ycnyrm lNpouzsoacTeo no craHgapty GMP

-

maeHan WMHCTpYMeHTHI Bropu4Han cTpyktypa OHK

O630p UHCTPYMEHTOB BTO p“ YyHa
Pa3paboTka nocnefoBaTenbHOCTH MporHo3upoBaHne BTOPHYHLIX CTPYKTYP, 0DpasyIoLLMXCA U3 TPaHCKpy
AeACTBUNA BKIKOYAA NPOEKTUPOBaHWE MarbiX MHTepdepupyowx PHK u ontum

rpachnyeckoe NpeAcTaBNEeHUE NPOrHO3MPYEMBIX BTOPUYHLIX CTPYKTYE
B3aUMOAENCTBUIA MEKOY Napamu OCHOBaHWIA, BLIABNAA NOTEHUUANLH

* Lleneeon an3aiH shRNA
* [u13aitH FpyHTOBKM

AHanu3 nocnegoBaTenbHOCTH =
A MpeanKTop BTOPUYHOM CTPYKTYpbI
- BblpaBHHBaHHe nocneaoBateneHOCTH

* TouyeuHbli rpadhuk NocneqoBaTENLHOCTH

* Kanskynatop Cogepxanua GC
NocnegosatenbHoC Tk (BCcTaBbTe HeoOpaboTaHHy Nocnena
* Bropuunas cTpykTypa [HK
B MonHas anuHa: 25  Octatok: 1
* ObpaTHbii KomnnemeHt JHK
1 GGGAGTAAAG TTTAATCCTT TGTCT

AHanu3 nocnegoBaTenbHOCTH
KOOAWpOBaHWA

* Tabnuuya KonoHoB



KoHpopmaumsa benKkos

* [NlochepoBaTesibHan cbopKa
OAHOro cTabmnbHOrO
KOMMeKca Bae4yeT 3a coboun
cObopKy Apyroro.

* B3anmoaencrame monekyn
OCyLecTBAAETCA 3a cyeT
NPOCTPAHCTBEHHOWU
COCTbIKOBKW N 0bpa3oBaHmA
cBA3eun




IIpakTHKYM Ha KOMIbIOTEPAX "ba3bl JAHHBIX CTPYKTYPhI
O€JKOB ¥ T'€HOB"

1.3anante B 6a3y AaHHbIX 6€NKOBbIX CTPYKTYP Www.rcsb.org

< C @ rcshorg B & » _3 :

0 Cepeucel ™M Gmail

RCSB PDB Deposit + Search ~ Visualize + Analyze + Download ~ Leam ~ More ~ -

oo 1686589 Biological
& Macromolecular Structures ‘ SARS-CoV-2 RNA-dependent RNA Polymerase .
o Enabling Breakthroughs in

PROTEIN DATA BANK Research and Education in Structure Title
Structure of the RNA-dependent RNA polymerase from SARS-CoV-2
Wrl

- ORLDWIDE [ idwid ;
i PDB-101 o PDEB & 2MDaaResoure .C'] | |eute e Procen Dua Bk SARS-Cov-2 RNA-dependant RNA polymerase in complex with cofactors m
FROTEIN DATA BANK Ualliod Ua Fewmarce for U Foundation
SARS-CoV-2 RNA-dependent RNA polymerase in complex with cofactors
in Primary Citation Title

_ inhibition of the RNA-dependent RNA polymerase from SARS-Co\-2 . ‘
A M~ [ LI o rme

Ha rnaBHOM CTpaHULE Bbl MOXKETe U3YYuTb
obuwee onncaHne aaHHoro 6enka. na
PACCMOTPEHMUA NPOCTPAHCTBEHHOM CTPYKTYpPbI
nepengute Ha BKnagky “3D”

RCSB PDB  Deposit + Search ~ \Visualize + Analyze ~ Download v Leam v Mon

Structure Summary 3D \ﬁew’Annotations

Experiment Sequence

7BW4

Structure of the RNA-depende
DOI: 10.2210/pdb7B\W4/pdb EMData

Classification: REPLICATION
Organism(s): Severe acute respirator
Expression Svstem: Spodopiera aff.


http://www.rcsb.org/

St T S ¢ g 0 o B OTKpbIBLLEMCS OKHE Bbl YBUAUTE NOCAEA0BaTENbHOCTb
RVCGY ST DVV Y RAF DI YNDRVAGEARFLXINCCREQER DEDDNLIDSY FVVKRHD S YQHEET L {NLLRDCPAVA RLTK a M M H O KM Cn OT M I-I pOCTpa H CTBe H Hyl-o Cpr KTy py 6en Ka . Ecn M
HaBECTU KYpPCOp Ha aMUHOKMUCNIOTY, TO OHA NOAKPACUTCA B

LETVQFCD.

DY FNEEDNYDFVENPDILRV'
270 230

0 290 300 310 320 340
RWDLLEYDFTEERLRLFDRYFRYWDQTYHPNCVNCLDDRCILECANFNVLFSTVFPPTSFGPL DGR PFVVSTGYHF

; CTPYKTYpE M HaobopoT. TaKkkKe ABUMKEHMEM Kypcopa Bbl

3 MOXeTe BpallaTb 3Ty MONEKYY, YTObbl Syylle pacCMOTPETb
ero CTPYKTYpY €O Bcex cTopoH. Kctatu, ecam 6enok coctomt
; N3 HECKOJIbKMX NOAMNENTUAOB, TO Haj CTPOKOM AK-

noc/e40BaTENbHOCTM Bbl MOXKeETe BbIOpaTb aKTUBHbIN
nonnnentua (06biyHO 0603HavatoTcs 6ykBamum A-B-C).

1:Replicasep.. ¢ A % @ €3 Structure

Ha naHenu cnpaBa Bbl MOXKeTe YBUAETb KOMMOHEHTbI
OTPaXKEeHHbIe HAa AaHHOW CTPYKType. HarKaBg, Ha
«rNnas3», Bbl OTK/IOYMUTE NOKA3 AAHHOIO KOMMOHEHTA.
Tak B npuBeAeHHOM HesiKe, ecan OTKAHUYUTb NOKa3
camoro 6enkKa, Bbl yBUAUTE ABa MOHA LIMHKA BHYTPMU
NOAMNENTUAHON CTPYKTYpPbI (YKa3aH KpacHoM
CTpenikown).

7BW4 | Structure of the RNA-depen... [l

Type | Model

©
@ %, Measurements
RN

@ Components 7BW4
[ Preset + Add &i—:

Polymer Catoon ®© [J o
u]

Ny lon Ball&Stick © [

# Density
# Assembly Symmetry




m National Library of Medicine [Touck mmo
HYKJICOTUIHBIM
IHOCJICIOBATCIIbHOCTAM
NCBI Home Welcome to NCBI Popular Resources “ngaﬁ qT0O OT0O 34

9

National Center for Biotechnology Information

All Databases ~ | | @

Resource List (A-Z) The National Center for Biotechnology Information advances science and health by providing access to PubMed _
_ AllResources biomedical and genomic information. Bookshelf 6aKTepI/IH HO ﬂ HK’ 9
_ Chemicals & Bioassays  Aboutthe NGBI | Mission | Organization | NGBI News & Blog PubMed Gentral \
_ DatagSofware SLAST
DNAaRNA Submit Download Learn husteotide
Domains & Structures Deposit data or manuscripts Transfer NCBI data to vour Find help documents, attend a Genome
3aganue.

1. Beenure B cTpoke Opaysepa aapec https://blast.ncbi.nim.nih.gov/Blast.cqi

2. BI)I6epI/ITe “NUCIGOtide BLAST” Graphic Summary Alignments Taxonomy

= . duci ignifi li Downloi

3.Beemure B okHO «Enter accession number(s), gi(s), or FASTA  cevenesproduhesienficnaisments

select all 100 sequences selected GenBz
sequence(s)» nocnenoBarenbHOCTb [ T TAI TAAAI TTAATALILTTTI I]TI].

Escherichia fergusonii strain NBRC 102419 16S ribosomal RNA, partial sequence Escherichia fergusonii

4 . Ha)KMI/ITe KHOHKy B LAST BHHBy CTpaHHHBI . Escherichia coli strain NBRC 102203 165 ribosomal RNA, partial sequence Escherichia coli
Escherichia fergusonii ATCC 35469 16S ribosomal RNA, complete sequence Escherichia fergusonii ATCC 35469
Shigella boydii strain P288 16S ribosomal RNA, partial sequence Shigella boydii

5 . HO pe?)YHBTaTaM CpaBHeHI/IH C I/I3Be CTHBIMI/I FCHOMaMI/I OHpeHeHI/ITe’ Escherichia albertii strain Albert 18982 168 ribosomal RNA, partial sequence Escherichia albertii

IPEICTABUTEIIb KaKOIo BHUIA OakTepuit COIEpPXKaT  TaKYyHo

IOCJICIOBATEIILHOCTh B CBOEM I'€HOME.



Icnonb30BaHME MHPOPMALMOHHbBIX TEXHONOTUIN B
NPaKTUYEeCKMX paboTax NO3BONAET

Pa3BuTME HABbLIKOB PabOTbI C peasnbHbIMW HAaYYHbIMU AaHHbIMW.
YnyylieHne BU3yasibHOro NOHMMaHUA BMONOrMYecKkmnx NpPoLLeCccos.
BO3MOXHOCTb NpoBeAeHUA SKCNepMMeHTOB 6€e3 prucKa n HeobxoanMmMocTum

AoporocroAuwero obopyagosaHus.
[locTyn K aKTyanbHOM MHGOPMALIUM U COBPEMEHHBIM METOAAM UCC/IEAOBAHUA.



