/aklady prakticke

Bioinformatiky

PETRA MATOUSKOVA
10/10
2022/2023




Zaklady prakticke bioinformatiky

Téma 10/10

Opakovani

Cile:

Student bude dobfre pripraven na zkousku ©




/kouskove otazky 2021




/kouskova pisemka:

2 ulohy, kazda 5 bodu Verze 4.5.2021

A: Stahnéte si sekvenci NM_002085.5
1) Co tato sekvence koduje?

H Od nocen |,: max ce I ke m 10 bo d G 2) MNaleznéte isoformy prisluiného enzymu a porovnejte je.

3) MNavrhnéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné vlofit do plazmit
mezi restrikéni endonukledzy BamHI a EcoR.I

9-10b: 1

4) Owéfte, zda jsou tyto RE vhodné pro klonovani tohoto genu.

5) PreloZte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu, zapiste mutaci

7'8b: 2 této AMEK na alanin.

5'6 b . 3 B: Pracujte s nasledujici sekvenci peptidu:

EFHSGGFIFPPSYVEVVMSELT DQMT FMERVENMIYVLYFDFWFEIFDMEKWDQFYSEVL
GRPFITLEETHGEADVWLIRNSWNEFQFEYPLLENVDEVGGLECKPAKPLFKEMEDEVQSSG
ENGVVVESLGSMVSHMIEERANYVIASALAOI POKVLWRFDGHNEPDTLGLNTRLYEWIFON
DLLGHPKTEAFITHGGANGIYEAT

1) Identifikujte pfislusiny protein, zapiste pristupovy kod referencni sekvence.
2) Jaka je molekulova hmotnost tohoto peptidu?
3) Obsahuje cely identifikovany protein signalni peptid nebo transmembranové tseky?

4) Kde je tento protein v bufice lokalizovan?

5) Ve ktenych tkanich je nejvice exprimowvan pfislusny gen?




Stahnéte si sekvenci NM 002085.5

1) Co tato sekvence kéduje?

2) Naleznéte isoformy prislusSného enzymu a porovnejte je.

3) Navrhnéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné
vlozit do plazmidu mezi restrikcni endonukleazy BamHI| a EcoR.|

4) Ovérte, zda jsou tyto RE vhodné pro klonovani tohoto genu.

5) Prelozte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu,
zapiste mutaci této AMK na alanin.



Stahnéte si sekvenci NM 002085.5

1) Co tato sekvence kéduje? —— NcBI

2) Naleznéte isoformy prislusSného enzymu a porovnejte je.

3) Navrhnéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné
vlozit do plazmidu mezi restrikcni endonukleazy BamHI| a EcoR.|

4) Ovérte, zda jsou tyto RE vhodné pro klonovani tohoto genu.

5) Prelozte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu,
zapiste mutaci této AMK na alanin.



Stahnéte si sekvenci NM 002085.5

1)

NUCLEOTIDE SEQUENCE

Homo sapiens glutathione peroxidase 4 (GPX4), transcript variant 1, mRNA

Homo sapiens
851 bp mRMNA sequence
NM_002085.5

FASTA Gene



Stahnéte si sekvenci NM 002085.5

1) Co tato sekvence kéduje? —— NcBI

2) Naleznéte isoformy prislusného enzymu a porovnejte je. —— UNIPROT

3) Navrhnéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné
vlozit do plazmidu mezi restrikcni endonukleazy BamHI| a EcoR.|

4) Ovérte, zda jsou tyto RE vhodné pro klonovani tohoto genu.

5) Prelozte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu,
zapiste mutaci této AMK na alanin.



Stahnéte si sekvenci NM 002085.5




Stahnéte si sekvenci NM 002085.5

2) nefunguje-li UNIPROT

alternativa: NCBI (Uvodni karta)

GENE Was this helpfui?  ols @

”
¢
i

°

GPX4 — glutathione peroxidase 4

Homo sapiens (human)
Items: 4
Also known as: GPx-4, GSHPx-4, MCSP, PHGPx, SMDS, snGPx,sn
Gene |D: 2879 phospholipid hydroperoxide glutathione peroxidase isoform A precursor [Homo sapiens]

1 197 aa protein
Accession: NP_002076.2 GI: 75709200
BioProject MNucleotide PubMed Taxonomy

Identical Proteins FASTA Graphics

RefSeq franscripis (4) | RefSeq proteins (4) | RefSeqGene (1)

P This service is currently unavailable! GenPept

Please try again later

Ortnologs | | Genome Dataviewer | | BLasT | | Dow

phospholipid hydroperoxide glutathicne peroxidase isoform B precursor [Homo sapiens]
227 aa protein

Accession: NP_001034936.1 Gl: 90903238
BioProject  Nucleotid PubMed  Taxonomy,

~ e

GenPept |dentical Proteins EASTA Graphics

Multalin: RefSeq Sequences

3 234aa protein
Accession: NP_001034937.1 GI: 90903240
BioProject PubMed  Taxonomy
1 10 20 30 a0 50 60 70 80 90 100 110 120 130
1 I GenPept Identical Proteins FASTA Graphics
NP_ 002075 2 HSLGRLCRLLKPALLCGALARPGLAGTHCASRDDMRCI DKYRGFYCIVTHYASQGKTEVNYTOLYDLHARYAECG
7.1 IJIFEIHEI:PKSuI]PI:HSRI][IHRCHSNHEFEHKDIDEHHVHLUKYREFVEIVINVHWEKIEVNYIK\'DLHHR\’HEEE
NP_001354761 .1 CASRDDHRCARSHHEF SAKDIDGHHYNLDKYRGFYCIY THYASOGKTEYNYTOLYDLHARYAECG phospholipid hydroperoxide glutathione peroxidase isoform D [Homo sapiens]

IP 001034535 1 HSLEFLCRLLKPﬂLLCGﬂ.ﬁRPﬁLmTNEIl5RIll]IIIIEII!SIIHEFSHKIIIIJEHHVHLIIKYREFVEIVINVHSQEKIEVNY"].VIILHHRYHEEE

nslgrlerllkpallcgalaapglagtnCASRDOMRCARSHHEFSAKDIDGHHYNLDKYRGFYCTVTNYASQGKTEVNYTOLYDLHARYAECG

4 170aa protein

131 140 150 160 170 180 190 200 210 220 230 240 250 260 Accession: NP_001354761.1 GI: 1540583210
NP_002076.2  LRILAFPCHOFGKOI T IC ukll!I(InPKEK[iILﬁNRIKIII!FTI(FL‘[IIKHEEWKR\'IEPNEEPLVIEK[lPHVF BioProject  Nucleotide PubMed  Taxonomy
- 7.1 LRILAFPCHOFGKO I IC HKHHKIQPKG TKFLIDKNGCYVKRYGPHEEPLVIEKOLPHYF ! i
NP_001354761.1 LRILAFPCHOFGKOEP! IKEFARGYNYKFDHFSKIC LukmuuPkﬁxﬁ1LuunIruuFTKFLmmucwrwﬁmzfnncm.wuvr GenPept Identical Proteins FASTA Graphics
1 LRILAFPCHNQ I IC
I

il

NP_002076,2
NP_001034937.1
NP_001354761.1
NP_001034936.1

Consensus

LRILAFPCNQI

263
=1

IAGYNYKFDHFSKIC!

KGILGNATKHNF TKF GHRLSTYPHROERL RGEAL RTHGGAP GDREGPAPLFLAPQVCGPARAPAHAL GAFH
LHKII!I(IﬂPKEKGILENHIKHHFTKFL d1Phyf

ygpneEpLuick




Stahnéte si sekvenci NM 002085.5

1) Co tato sekvence kéduje? —— NcBI

2) Naleznéte isoformy prislusného enzymu a porovnejte je. —— UNIPROT

3) Navrhneéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné
vlozit do plazmidu meazi restrikéni endonukleazy BamHI| a EcoR.I —— NcBI/cDs

4) Ovérte, zda jsou tyto RE vhodné pro klonovani tohoto genu.

5) Prelozte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu,
zapiste mutaci této AMK na alanin.



Stahnéte si sekvenci NM 002085.5

Kodujici sekvence:

Homo sapiens glutathione peroxidase 4 (GPX4), transcript variant 1, mRNA

NCBI Reference Sequence: NM_002085.5
GenBank  Graphics

>MM_BB2885.5:51-644 Homo sapiens glutathione peroxidase 4 (GPX4), transcript variant 1,
mRMA
ATGAGCCTCGECCECCTTTECCGCCTACTGAAGCCAECACTELTCTATEEEGCTCTGRCCGLGCCTGGREC
TEGCCGEEACCATGTGCACATCCCGaEACGACTELCGCTATGCGCGCTCCATGCACGAGTTTTCCGCCAL
GEACATCGACGLGCACATGET TAACCTGRACAAGTACCGOAGGCTTCATGTGCATCGTCACCAACGTGGLEC
T AGTGAGGCAAGACCGAAGT AAACTACACTCAGCTCATCRACCTGCACGCCCGATACGLTGAGTGTG
GTTTGCGEATCCTGGCCTTCCCGTGTAACCAGTTCGGRAAGCAGGAGCCAGGGAGTAACGAAGAGATCAL
AGAGT TCGCCECGEECTACAACGTCAAATTCGATATGTTCAGCAAGATCTGCGTGAACGGGGEACGACGLCC
CACCCGCTGETEEAAGT GEATGAAGATCCAACCCAAGGGCAAGLEGCATCCTOOGALRATGLCATCAAGTGEA
ACTTCACCAAGTTCCTCATCGACAAGAACGGCTGCGTGATGAAGCGCTACGRACCCATGGAGGAGCCCCT
GETGATAGAGAAGGACCTGCCCCACTATTTCTAG




Stahnéte si sekvenci NM 002085.5

F: TTT GGA TCC ATG AGCCTCGGCC

R: TTT GAATTC CTA GAA ATA GTG GGG CAG

Oligo Calc: Oligonucleotide Properties Calculator

Enter Oligonucleotide Sequence Below
0D calculations are for single-stranded DNA or RNA

Nuclestide base codes

TTT GGA TCC ATG AGC CTC GGC C

Reverse C Strand(5' to 3 is:
‘GGC CGA GGC TCA TGG ATC CAA A

Select molecule
~| [ssDNA v

5' modification (if any) 3' modification (if any)
| >l
st v’

Measured Absorbance at 260 nanometers

Phys ical Constants Melting Temperature (Ty) Calculations.
Length: Molecular Weight B702.4[* GC t:unlem:| 59 |%

1 ml of a sol'n with an Absorbance of 1|at 260 nm

58 6|°C (Basic)
65.8 | °C (Salt Adjusted)
58.72|°C (Nearest Neighbor)

[

is microMolar 3 and contains 30.8 | micrograms.

Thermodynamic Constants Conditions: 1 M NaCl at

RinK 33.404| cali{"K*mol)
deftaG Kcalimol

D irpin/sel

deltaH 187.5 | Kcalimol
deltaS 487 .8 | cal/*K*mol)

calculati

Minimum base pairs required for single primer self-dimerization)
Minimum base pairs required for a hairpin)

[ Check Self-Complementarity |

QOligo Calc: Oligonucleotide Properties Calculator

Enter Oligonucleotide Sequence Below

0D calculations are for single-stranded DNA or RNA

Nucleotide base codes
TTT GAA TTC CTA GAA ATA GTG GGG CAG

Reverse Cc it Strand(5' to 3 is-
‘CTG CCC CAC TAT TTC TAG GAA TTC ARA

5' modification (if any) 3' modification (if any) Select molecule
| ~] v| [ssDNA v

Measured Absorbance at 260 nanometers
sty ——

Physical Constants Melting (T C
Molecular Weight: 837852 GC Dnnlent:| 41 |%

1 ml of a sofn with an Absorbance of 1|at 260 nm

56.7|°C (Basic)
65.3|°C (Salt Adjusted)
57 33|°C (Mearest Neighbor)

I N =

i5 3.268 | microMolar 3 and contains 27.4 | micrograms.

nstants Conditions: 1 M NaCl at

RINK 33.404 | call*K*mol)
deltaG Kcalimol

Minimum base pairs required for single primer self-dimerization)
(Minimum base pairs required for a hairpin)

deltaH 213.3 | Kcalimol
deltaS 563.2 | call*K*mol)




Stahnéte si sekvenci NM 002085.5

1) Co tato sekvence kéduje? —— NcBI

2) Naleznéte isoformy prislusného enzymu a porovnejte je. —— UNIPROT

3) Navrhneéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné
vlozit do plazmidu meazi restrikéni endonukleazy BamHI| a EcoR.I —— NcBI/cDs

4) Ovérte, zda jsou tyto RE vhodné pro klonovani tohoto genu.—— Restriction summary

5) Prelozte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu,
zapiste mutaci této AMK na alanin.



Stahnéte si sekvenci NM 002085.5

Jeden ne, Jeden ano

EcoRI g|aattc ’none




Stahnéte si sekvenci NM 002085.5

1) Co tato sekvence kéduje? —— NcBI

2) Naleznéte isoformy prislusného enzymu a porovnejte je. —— UNIPROT

3) Navrhneéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné
vlozit do plazmidu meazi restrikéni endonukleazy BamHI| a EcoR.I —— NcBI/cDs

4) Ovérte, zda jsou tyto RE vhodné pro klonovani tohoto genu.—— Restriction summary

5) Prelozte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu,
zapiste mutaci této AMK na alanin.



Stahnéte si sekvenci NM 002085.5

»rf 1 Untitled
MELGRLCRLLEPALTLCEATAAPCLAGTMCASRDDWRCARSMHEEFSARDIDCEMVNLDEYR
CEVCIVINVASO*GETEVNYTOLVDLHARYAECELEILAFPCNOQFGEQEPGSNEEIEEFE @ —>
ACGYNVEFDMF SEICVNGDDAHELWEWME IQPECECTILGNATEWNEFTEFLIDENGCVVERY

GEMEEPLVIERDLPHYFE*

Translate:

—

Sekvence z databaze: P

. Range Extractor Protein

MS L GRL C RL L K PAL L C GALAAP G LAG TMCAS RD DWRCARS MI‘ Range Extractor Protein accepts a protein sequence along with a set of positions or ranges. The residues ¢

text, or as lowercase text. Use Range Extractor Protein to obtain subsequences using position information.

Paste a raw seguence or one or more FASTA sequences into the text area below. Input limit is 500,000,000
MSLGRLCRLLKPALLCGALAAPGLAGTMCASRDDWRCARSMHEF

SAKDIDGHMVNLDKYRGFVCTVTNVASQUGK TEVNYTQLVDLHARYAECGLRTLAFPC

NQFGKQEPGSHNEEIKEFAAGYNVKF DMFSKICVHGDDAHPLWKIWMMK IQPKGKGILGNA

IKWNFTKFL IDKNGCVVKRYGPMEE PLVIEKDLPHYF

SAKDIDGHMVNLDKYRGEVCIVTNVASQUGKTEVNYTQLVDL

&

D Sequence Manipulation Suite - Pracovni — Microsoft Edge

NOFGKQEPGSNEEIKEFAAGYNVKEDMESKICVNGDDAHPLR

Enter the res
middle, and |

(D aboutblank

IKWNFTKEFLIDKNGCVVKRYGPMEEPLVIEKDLPHYF

GPXd4
rf

Consensus

Porovnani:

GPX4
rf
Consensus

center residu
100

Submit

Cl

1 10 20 30 40 50 60 70 80 90 100 110 120 130

1 I
HSLGRLCRLLKPALLCGALARPGLAGTHCASRODHRCARSHHEF SAKDIDGHAYNLOKYRGF YCIYTNYASOGKTEYNYTOLYDLHARYAECGLRILAFPCHOF GKAEPGSNEEIKEF ARGYNYKFDHFS
HSLGRLCRLLKPALL CGALAAPGLAGTHCASRDDHRCARSHHEF SAKDIDGHHYNLDKYRGFYCTVTHYASAGKTEYNYTOLYDLHARYAECGL RTLAFPCHOF GKQEPGSNEETKEFARGYNYKFDHF S
HSLGRLCRLLKPALLCGALAAPGLAGTHCASRODHRCARSHHEF SAKDIDGHHYNLDKYRGFYCIVTNYASOGKTEYNYTOLYDLHARYAECGLRILAFPCHOF GKOEPGSNEETKEFARGYNYKFDHFS

180 190 196

131 140 150 160 170
1 |
KICYNGDDAHPL MKHNKTOPKGKGILGNATKHNF TKFLIDKNGCYYKRYGPHEEPLYIEKDLPHYF
KICYNGDDAHPLHKHHKTOPKGKGILGNATKHNF TKFLIDKNGCYYKRYGPHEEPLYTEKDLPHYF

KICYNGDDAHPLHKHHKIOPKGKGILGHATKHNF TKFLIDKNGCYYKRYGPHEEPLYIEKDLPHYF

Range Extractor Protein results

»>results for 196 residue sequence "Untitled" starting "MSLERLCRLL"
b=

Mutace: F100A

(Nebo P100A-spravné)




/kouskova pisemka:

2 ulohy, kazda 5 bodu Verze 4.5.2021

A: Stahnéte si sekvenci NM_002085.5
1) Co tato sekvence koduje?

H Od nocen |,: max ce I ke m 10 bo d G 2) MNaleznéte isoformy prisluiného enzymu a porovnejte je.

3) MNavrhnéte primery, tak aby bylo kédujici sekvenci tohoto genu mozné vlofit do plazmit
mezi restrikéni endonukledzy BamHI a EcoR.I

9-10b: 1

4) Owéfte, zda jsou tyto RE vhodné pro klonovani tohoto genu.

5) PreloZte tuto sekvenci do proteinu a identifikujte 100. aminokyselinu, zapiste mutaci

7_8b: 2 této AMEK na glanin.

5'6 b . 3 B: Pracujte s nasledujici sekvenci peptidu:

EFHSGGFIFPPSYVEVVMSELT DQMT FMERVENMIYVLYFDFWFEIFDMEKWDQFYSEVL
GRPFITLEETHGEADVWLIRNSWNEFQFEYPLLENVDEVGGLECKPAKPLFKEMEDEVQSSG
ENGVVVESLGSMVSHMIEERANYVIASALAOI POKVLWRFDGHNEPDTLGLNTRLYEWIFON
DLLGHPKTEAFITHGGANGIYEAT

1) Identifikujte pfislusiny protein, zapiste pristupovy kod referencni sekvence.
2) Jaka je molekulova hmotnost tohoto peptidu?
3) Obsahuje cely identifikovany protein signalni peptid nebo transmembranové tseky?

4) Kde je tento protein v bufice lokalizovan?

5) Ve ktenych tkanich je nejvice exprimowvan pfislusny gen?




EKHSGGFIFPPSYVPVVMSELTDOMTFMERVKNMIYVLYFDEWFEIFDMKKWDQEFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDEVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQI POKVLWRFDGNKPDTLGLNTRLYKWIPQN

DLLGHPKTRAFITHGGANGIYEAT

Pracujte s nasledujici sekvenci peptidu:

1) Identifikujte prislusny protein, zapiste pristupovy kod referencni
sekvence.

2)Jaka je molekulova hmotnost tohoto peptidu?

3) Obsahuje cely identifikovany protein signalni peptid nebo
transmembranové useky?

4) Kde je tento protein v bunce lokalizovan?

5) Ve kterych tkanich je nejvice exprimovan prislusny gen?



EKHSGGFIFPPSYVPVVMSELTDOMTFMERVKNMIYVLYFDEWFEIFDMKKWDQEFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDEVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQI POKVLWRFDGNKPDTLGLNTRLYKWIPQN

DLLGHPKTRAFITHGGANGIYEAT

Pracujte s nasledujici sekvenci peptidu:

1) Identifikujte prislusny protein, zapiste pristupovy kod referencni
sekvence. ——— NCBI/BLASTp

2)Jaka je molekulova hmotnost tohoto peptidu?

3) Obsahuje cely identifikovany protein signalni peptid nebo
transmembranové useky?

4) Kde je tento protein v bunce lokalizovan?

5) Ve kterych tkanich je nejvice exprimovan prislusny gen?



Pracujte s nasledujici sekvenci peptidu:

BLASTp

BLAST © » blastp suite » results for RID-4DD7SN7Z0IN

Home RecentResults Saved Strategies Help

< Edit Search Save Search

Search Summary v

Job Title Protein Sequence

RID 4DDT7SNTZ01N  Search expires on 04-26 00-57 am Download All v
Program BLASTP @ Citation v

Database nr See details v

Query ID Icl|Query_573122

Description unnamed protein product

Melecule type amino acid
Query Length 204

Other reports  Distance tree of results Multiple alignment MSA viewer @

© How to read this report? & BLAST Help Videos  *DBack to Traditional Results Page

Filter Results

Organism only top 20 will appear

D exclude

Type common name, binomial, taxid or group name ‘

=+ Add organism

Percent Identity

| e

E value Query Coverage

L el JL e[ |

| Compare these results against the new Clustered nr database @

Taxonomy

Graphic Summary Alignments

Sequences producing significant alignments Download Select col ¥ Show [ 100V | @
[J selectall 0 sequences selected
S SN | e Coer v | o [Lon | Pt
- - - - -
UGT2B7 [synthetic construct] synthetic construct 431 431 100% 7e-148 100.00% 529 AIC62044.1
UDP-glucur ase 2B7 isoform X1 [Pan paniscus] Pan paniscus 431 431 100% 9e-148 100.00% 529 XP 003805577.2
UDP-glucur 2B7 [Pan troglodytes] Pan troglodytes 431 431 100% 1e-147 100.00% 520 XP 5266002
UDP-glucuronosyltransierase 2B7 isoform 1 precursor [Homo sapiens] Homo sapiens 431 431 100% 1e-147 100.00% 529 WP 0010652
UDP-glucur ase 2B7 isoform X2 [Pan paniscus] Pan paniscus 430 430 100% 3e-147 9951% 529 XP 0549674411
\:\ UDP-glucur ase (EC 2.4.1.17) [Homo sapiens] Homo sapiens 429 429 100% 5e-147 9951% 529 AAA36793 1

MNCBI Reference Sequence: NP_001065.2
Identical Proteins FASTA  Graphics

UDP-glucuronosyltransferase 2B7 isoform 1 precursor [Homo sapiens]

Job Title

RID

Program
Database
Query ID
Description
Molecule type
Query Length
Other reports

Graphic Summary Alignments

Protein Sequence
ADCPIK3201N Search expires on 04-26 00:48 am Download All v
BLASTP @ Citation v

refseq_protein  See details v
Icl|Query_436865

unnamed protein product
amino acid

204

Distance tree of results Multiple alignment MSA viewer @

Taxcnomy

Filter Results

(o] i only top 20 will appear

[ exclude

‘ Type common name, binomial, taxid or group name

=+ Add organism

Percent Identity

Query Coverage

to

to

Sequences producing significant alignments

BLAST @ » blastp suite » results for RID-aDD2E536016

Home Recent Results Saved Strategies Help

Download ™

Select columns ¥ Show (7]

Its  Multiple alignment MSA Viewer

E Per.

<El

Search Save Search Search Summary v

@ How to read this report? @ BLAST Help Videos  *)Back to Traditional Results Page

value  Ident
v -

4e-148 100 00%
7e-144 96.57T%

2e-143 9657%

3e-143  96.08%

Ge-139 93 14%

6e-139 92.65%

7e-139 92 16%

1e-138  92.16%

2B15 precursor [Homo sapiens]

2B17 precursor [Homo sapiens]

Homo sapiens 380

Homo sapiens 380

100% 2e-128 8431% NP 001067 2

100% 2e-128 8431% NP 001068 1

Job Title Protein Sequence Filter Results
RID 4DD2E536016 Search expires on 04-26 00:54 am Download All v
Program BLASTP @ Citation v z j ORI
Database et roM Sce details v ‘ Type common name, binomial, taxid or group name
+ Add organism
Query ID Icl|Query_13208
Description unnamed protein product Percent Identity E value Query Coverage
Molecule type  amino acid ‘ | to | | ‘ | to | | ‘ | to | ‘
Query Length 204
Other reports. Distance tree of results Multiple alignment MSA viewer @ m
Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download ™ Selectcolumns ~  Show 2]
select all 100 sequences selecied GenPept Graphics Distance tree of results ~ Multiple alignment MSA Viewer
T SORCNGTS | o oo Covr v | o [ Lon|  Acessn
v | v v v - -
@ woe 2B7 isoform 1 precursor [Homo sapiens] Homo sapiens 431 431 100% 1e-143 100.00% 529 NP 0010652
UDP-glucuronosyliransferase 2810 isoform 1 precursor [Homo sapiens] Homo sapiens 408 408 100% 2e-139 92.16% 528 NP 001086.1
@ woe 2B4 isoform 1 precursor [Homo sapiens] Homo sapiens 405 405 100% 1e-138 92.16% 528 NP 0669622
UDP 2811 precursor [Homo sapiens] Homo sapiens 397 397 100% 4de-135 88.73% 520 NP 0010641
uoP 2828 isoform 1 precursor [Homo sapiens] Homo sapiens 394 394 100% de-134 8873% 529 NP 4442671

Ratius norvegicus 380

100%  Be-121 79.90%

XP_003751392.1

Len  Accession

529 XP 0038055772
529 XP 055153402.1

529 NP 0011246751

528 NP M‘\UEGW

528 XP 030866423 1




EKHSGGFIFPPSYVPVVMSELTDOMTFMERVKNMIYVLYFDEWFEIFDMKKWDQEFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDEVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQI POKVLWRFDGNKPDTLGLNTRLYKWIPQN

DLLGHPKTRAFITHGGANGIYEAT

Pracujte s nasledujici sekvenci peptidu:

1) Identifikujte prislusny protein, zapiste pristupovy kod referencni
sekvence. ——  NCBI/BLASp

2)Jaka je molekulova hmotnost tohoto peptidu? ——  sms: Protein molecular Weight

3) Obsahuje cely identifikovany protein signalni peptid nebo
transmembranové useky?

4) Kde je tento protein v bunce lokalizovan?

5) Ve kterych tkanich je nejvice exprimovan prislusny gen?



Pracujte s nasledujici sekvenci peptidu:

Protein Molecular Weight

Protein Molecular Weight accepts one or more protein sequences and calculates molecular weight. Y
wish to predict the location of a protein of interest on a gel in relation to a set of protein standards.

Paste the raw sequence or one or more FASTA sequences into the text area below. Input limit is 200,
EKHSGGFIFPPSYVPVVMSEL TDQMTFMERVKNMIYVLYFDFWFEIFDMKKWDQFYSEVL
GRPTTLSETMGKADVWL IRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDFVQSSG

ENGVVVESLGSMVSHMTEERANVIASALAQIPOKVLWRFDGNKPDTLGLNTRLYKWIPQN
DLLGHPKTRAFITHGGANGIYEATL

D Sequence Manipulation Suite — Pracowni — Microsoft Edge
| Submit || Clear || R

« Add |1~ |CO
3 Protein Molecular Weight results

*This page requires  Results for 204 residue sequence "Untitled” starting "EKHSGGFIFP"
*You can mirror this| 23-36 kDa

(i) aboutblank




EKHSGGFIFPPSYVPVVMSELTDOMTFMERVKNMIYVLYFDEWFEIFDMKKWDQEFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDEVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQI POKVLWRFDGNKPDTLGLNTRLYKWIPQN

DLLGHPKTRAFITHGGANGIYEAT

Pracujte s nasledujici sekvenci peptidu:

1) Identifikujte prislusny protein, zapiste pristupovy kod referencni
sekvence. ——— NCBI/BLASTp

2)Jaka je molekulova hmotnost tohoto peptidu? ——  sms: Protein molecular Weight

3) Obsahuje cely identifikovany protein signalni peptid nebo
transmembranové useky? ———+  Rdzné (signalP, SMART; TMHMM, ...)

4) Kde je tento protein v bunce lokalizovan?

5) Ve kterych tkanich je nejvice exprimovan prislusny gen?



Pracujte s nasledujici sekvenci peptidu:

Signalni peptid obsahuje. UDP-glucuronosyltransferase 2B7 isoform 1 precursor [Homo sapiens]

MCBI Reference Sequence: NP_001065 .2
TM Usek ObsahUje Identical Proteins FASTA  Graphics

Predicted topologies and predicted AG values:

SETUP FAQ ABOUT GLOSSARY — Inside == Quiside 1 Thi-helix {IN-=CUT) || Thi-helix (OUT-=In) I Signal pepfice
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EKHSGGFIFPPSYVPVVMSELTDOMTFMERVKNMIYVLYFDEWFEIFDMKKWDQEFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDEVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQI POKVLWRFDGNKPDTLGLNTRLYKWIPQN

DLLGHPKTRAFITHGGANGIYEAT

Pracujte s nasledujici sekvenci peptidu:

1) Identifikujte prislusny protein, zapiste pristupovy kod referencni
sekvence. ——— NCBI/BLASTp

2)Jaka je molekulova hmotnost tohoto peptidu? ——  sms: Protein molecular Weight

3) Obsahuje cely identifikovany protein signalni peptid nebo
transmembranové useky? ———+  Rdzné (signalP, SMART; TMHMM, ...)

4) Kde je tento protein v bunce lokalizovan? —— uniproT

5) Ve kterych tkanich je nejvice exprimovan prislusny gen?



Pracujte s nasledujici sekvenci peptidu:

Subcellular Location:

UniProt Annotation GO Annotation

Q Endoplasmic reticulum membrane 1 Publication |;
protein Sequence Analysis




EKHSGGFIFPPSYVPVVMSELTDOMTFMERVKNMIYVLYFDEWFEIFDMKKWDQEFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDEVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQI POKVLWRFDGNKPDTLGLNTRLYKWIPQN

DLLGHPKTRAFITHGGANGIYEAT

Pracujte s nasledujici sekvenci peptidu:

1) Identifikujte prislusny protein, zapiste pristupovy kod referencni
sekvence. ——— NCBI/BLASTp

2)Jaka je molekulova hmotnost tohoto peptidu? ——  sms: Protein molecular Weight

3) Obsahuje cely identifikovany protein signalni peptid nebo
transmembranové useky? ———+  Rdzné (signalP, SMART; TMHMM, ...)

4) Kde je tento protein v bunce lokalizovan? —— uniproT

—

7 /7 /7 . [ /7 [ 14 N4 \"4 V4 ?
5) Ve kterych tkanich je nejvice exprimovan pfrislusny gen- Gene/ Gene Exprassion



Pracujte s nasledujici sekvenci peptidu:

V ledvinach a jatrech

* Expression a)?

See details

[ HPA RNA-seq normal tissues v

Project title: HPA RNA-seq normal tissues

Description: RNA-seq was performed of tissue samples from 95 human individuals representing 27 different tissues in order to determine tissue-specificity of all protein-coding genes
BioProject: PRIEBA337

Publication: PMID 24309898

Analysis date: Wed Apr 4 07:08:55 2018
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