Stáhněte si sekvenci NM_002085.5
· Co tato sekvence kóduje?
· Nalezněte isoformy příslušného enzymu a porovnejte je.
· Navrhněte primery, tak aby bylo kódující sekvenci tohoto genu možné vložit do plazmidu mezi restrikční endonukleázy BamHI a EcoR.I
· Ověřte, zda jsou tyto RE vhodné pro klonování tohoto genu.
· Přeložte tuto sekvenci do proteinu a identifikujte 100.  aminokyselinu, zapište mutaci této AMK na alanin.
******************************************************************************
1) GPx4, glutation peroxidasa 4
2) 4 isoformy v NCBI:
[image: ]
nebo 2 isoformy v uniprotu:
[image: ]

3) F: AAA GGA TCC ATG AGC CTC GGC CG Tm=68,3°C
    R: CGT GAA TTC CTA GAA ATA GTG GGG CAG  Tm=68,2°C
 [image: ][image: ][image: ]
4) nebudou vhodné, BamHI štěpí.
[image: ]
[image: ]
5) P100A
[image: ]
Mohlo ale vyjit take takhle:
(GPX4 ma specifickou pozici kam je vlozen  misto stop kodonu selenocystein, a proto kdyz vyhledate sekvenci primo vami prekladanou posune se to. – body uznavam.
[image: ]
B: Pracujte s následující sekvencí peptidu:
EKHSGGFIFPPSYVPVVMSELTDQMTFMERVKNMIYVLYFDFWFEIFDMKKWDQFYSEVL
GRPTTLSETMGKADVWLIRNSWNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDFVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQIPQKVLWRFDGNKPDTLGLNTRLYKWIPQN
DLLGHPKTRAFITHGGANGIYEAI

1) Identifikujte příslušný protein, zapište přístupový kód referenční sekvence.
2) Jaká je molekulová hmotnost tohoto peptidu?
3) Obsahuje celý identifikovaný protein signální peptid nebo transmembránové úseky? 
4) Kde je tento protein v buňce lokalizován?
5) Ve kterých tkáních je nejvíce exprimován příslušný gen?

**************************************************
1) UGT2B7: NP_001065
[image: ]
2) 23,36kDa
[image: ]
3) ano, ano (1xTM)
[image: ] [image: ]
nebo:
[image: ]

4) v endoplasmatickem retikulu
[image: ]
 

5) database gene: ledviny a játra
[image: ]
nebo takto k nakliknuti z Uniprotu-gene expression atlas
[image: ]
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Range Extractor Protein

Range Extractor Protein accepts a protein sequence along with a set of positions or ranges. The residues corresponding to the
text, or as lowercase text. Use Range Extractor Protein to obtain subsequences using position information.

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

SAKDIDGHMVNLDKYRGFVCIVTNVASQUGKTEVNYTQLVDLHARYAECGLRILAFPC

NQF GKQEPGSNEETKEF AAGYNVKFDMF SKICVNGDDAHPLWKWHKIQPKGKGILGNA

TKWNFTKFLIDKNGCVVKRYGPMEEPLVIEKDLPHYF

g
Enter the residue positions or ranges to be extracted. Use " to represent a range, and use a comma to separate entries. The
middle, and length of the sequence. Arithmetic expressions can be included in the ranges. For example, to obtain the last three
the center residue along with the center residue, the ranges '(center - 30)..(center - 1), center, (center + 1)..(center + 30 can be

[Reset]

« Sequence segments should| (O aboutblank

Sequence Manipulation Suite ~ Pracovni - Microsoft Edge.

“This page requires JavaScript. S¢ Range Extractor Protein results

“You can mirror this page or use it .
>results for 196 residue sequence "Untitled" starting "MSLGRLCRLL"
e
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Range Extractor Protein results

>results for 198 residue sequence "rf 1 NM_002085.5:51-644 Homo sapiens glutathione peroxida:
F

Mutace: FIOON
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Protein Molecular Weight

Protein Molecular Weight accepts one or more protein sequences and calculates molecular weight. Yot
you 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 200,0¢

EKHSGGFIFPPSYVPVVMSEL TDQMTFMERVKNMIYVLYFDFWFETFDMKKKDQFYSEVL
GRPTTLSETHGKADVHL IRNSHNFQFPYPLLPNVDFVGGLHCKPAKPLPKEMEDFVQSSG
ENGVVVFSLGSMVSNMTEERANVIASALAQIPQKVLWRFDGNKPDTLGLNTRLYKWIPQN
DLLGHPKTRAFITHGGANGIYEAT

L)
)/
Submit || Clear || Reset
« Add([1 v] copies of [Nothing ~]to the above sequence

“This page requires Jav: ;
Sequence Manipultion Suite - Pracovni~ Microsot Edge

*You can mirror this pagg e P S
@ aboutblank

Sun 14 Jun 00:36:59 2020 Protein Molecular Weight results
T 0 e ess Results for 204 residue sequence "Untitled" starting "EKHSGGFIFP"
2336 kDa
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MHMM result

HELP with output formats

# WEBSEQUENCE Length: 529
# WEBSEQUENCE Number of predicted TMHs: 1

# WEBSEQUENCE Exp number of AAs in TMHs: 28.77142
# WEBSEQUENCE Exp number, first 60 AAs: 5.00825

# WEBSEQUENCE Total prob of N-in: 0.21540
WEBSEQUENCE THHMM2. @ outside 1 494
WEBSEQUENCE THHMM2.© Thhelix 495 517

WEBSEQUENCE THHMM2. @ inside 518 529

TMHMM posterior probabilities for WEBSEQUENCE
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UGT2B7 UDP glucuronosyltransferase family 2 member B7 [ Homo sapiens (human) ]
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Oligo Calc: Oligonucleotide Properties Calculator

Enter Oligonucleolide Sequence Below.

0D calcuiations are tranded DNA or RNA

Nudleotide base codes
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RInK| '33.404 | cali(*K*mol) deltaH 197.7 | Kealimol
detac Kealimol detas 512.2)alccmon

self dimerization calculations

(Minimum base pairs required for single primer self-dimerization) @
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CGCACAGCGCCAGTCETCCCGEEACGCECACATGETCCCEECCACGCCAGGCECGECCAG
AGCCCCACAGAGCAGCGCCGECTTCAGTAGGCGECARAGGCEECCEAGGCTCAT
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Stáhněte si sekvenci  NM_002085.5      Co tato sekvence kóduje?   •   Nalezněte isoformy příslušného enzymu a porovnejte je.   •   Navrhněte primery, tak aby bylo kódující sekvenci tohoto genu možné vložit do plazmidu  mezi restrikční endonukleázy  BamH I a  EcoR. I   •   Ověřte, zda jsou tyto RE vhodné pro klonování tohoto genu.   •   Přeložte tuto sekvenci do proteinu a identifikujte 100.  aminokyselinu, zapište mutaci této  AMK na alanin.   ******************************************************************************   1) GPx4 , gl utation peroxidasa 4   2) 4 isoformy v NCBI:     nebo 2 isoformy v uniprotu:       3) F:   AAA  GGA TCC   ATG AGC CTC GGC CG   Tm=68,3°C        R:  CGT  GAA TTC   CTA GAA ATA GTG GGG CAG    Tm=68,2°C  

