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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?




/kouskove otazky 2023




A) Pracujte s touto neznamou sekvenci:

181 elafgtigel rhlkemyrln lsgdeikgev edylpsfckw agdfmhknts tdfpagmglsl
241 psdnskdnst cnievvkpmd ieesiwsprf glkgkidvtv gvkihrgykt kykimplelk
301 tgkesnsieh rsquvlytll sgerradpea glllylktgg mypvpanhld krellklrng
361 mafslfhris ksatrgktgl aslpgiieee ktckycsqgig ncalysrave ggmdcssvpil
421 vmlpkieseet ghlkgthley fslwclmltl esgskdnkkn hgniwlmpas emeksgscig

1. Sekvenci prepiste do fasta formatu.
2. Zjistéte, co koduje a z jakého organismu pochazi.

3. Zjistéte, jaky bude nejdelsi fragment po stépeni celého identifikovaného proteinu

proteinazou kaspaza 1.
4. Jaka je 20 aminokyselina celého proteinu?

5. Existuje néjaky lidsky homolog tohoto proteinu?



A) Pracujte s touto neznamou sekvenci:

181 elafgtigel rhlkemyrln lsgdeikgev edylpsfckw agdfmhknts tdfpagmglsl
241 psdnskdnst cnievvkpmd ieesiwsprf glkgkidvtv gvkihrgykt kykimplelk
301 tgkesnsieh rsquvlytll sgerradpea glllylktgg mypvpanhld krellklrng
361 mafslfhris ksatrgktgl aslpgiieee ktckycsqgig ncalysrave ggmdcssvpil
421 vmlpkieseet ghlkgthley fslwclmltl esgskdnkkn hgniwlmpas emeksgscig

1. Sekvenci prepiste do fasta formatu. —— Filter Protein (SMS)
2. Zjistéte, co koduje a z jakého organismu pochazi.

3. Zjistéte, jaky bude nejdelsi fragment po stépeni celého identifikovaného proteinu

proteinazou kaspaza 1.
4. Jaka je 20 aminokyselina celého proteinu?

5. Existuje néjaky lidsky homolog tohoto proteinu?



S M S Sequence Manipulation Suite:
Filter Protein

Format Conversion
-Combine FASTA
-EMEL to FASTA

-EMBL Feature Extractor Paste the text into the text area below. Input limit 1s 500,000,000 characters.
-EMEL Trans Extractor e e e

Filter Protein removes non-protein characters from text. Use this program when you wish to remove digits and blank spaces fron

-Filier DMNA re
-Filter Protein - C :

-GenBank to FASTA 361 mafslfhris ksatraktgl asleaiisee ktckycsqlg pgalysrave
-GenBank Feature Extractor ggqm dcss Yp1

-GenBank Trans Extractor .
-Cne to Three - . -
-Range Exfractor DNA 421 vmlpkieeet ghlkgthley fsluclmltl esgskdnkkn honiwlmpas
-Range Extractor Protein emeksgscig y
-Reverse Complement -

-Split Codons | Submit || Clear || Reset |

-Zplit FASTA
-Three o Cne

-Window Extractor DNA + |remove non 'ACDEFGHIKLMNPQRSTVWY' characters v

-Window Extractor Protein - .
N L
Sequence Analysis s |replace removed characters with nothing v |

-Coden Plet « |don't change the case of remaining characters v |
-Codon Usage
-CpG Islands . . . . . . i )
-DMA Malecular Weight *This page requires JﬁHﬁSCFIpJ[_ Se D Sequence Manipulation Suite — Pracovni — Microsoft Edge
i oiatern Find *You can mirror this page or use it

- ats (i) aboutblank
-Fuzzy Search DMNA

-Fuzzy Searn;h Protein ) )
ot ana sm Sun 14 Jun 00:36:59 2020 Filter Protein results
Igﬂtﬁtﬁiﬁ'e?im (R L e eEs »>filtered protein sequence consisting of 300 residues.
:E:m::: i::gﬂ Erﬂnns elafgtige i]:h]l_ kemyrln]l_sqdiei kqevedylpgfc kwagd#mhkntstdqumqlsl
-Pairwise Align Protein psdnskdnstonisvvkpmdisesiwspriglkokidvtvgvkihrgvktkykimplelk
:EEE E:mircgtats tgkesnsighrﬂqwlytllsqerrsjlr:ipeaglllylktgqmypvpanhldkrellklrng
_Protein GRAVY mafslfhrisksatrgktglaslpgiieeskickycsgignecalyesravegomdossvpl

-Protein Isoeleciric Point 1 1 i
“Protein Moleouiar Weight vmmlpkiesetghllkgthlevfslweclmltlesgeskdnkknhgniwlmpasemeksogscig

-Prute!n Pattern Find




A) Pracujte s touto neznamou sekvenci:

181 elafgtigel rhlkemyrln lsgdeikgev edylpsfckw agdfmhknts tdfpagmglsl
241 psdnskdnst cnievvkpmd ieesiwsprf glkgkidvtv gvkihrgykt kykimplelk
301 tgkesnsieh rsquvlytll sgerradpea glllylktgg mypvpanhld krellklrng
361 mafslfhris ksatrgktgl aslpgiieee ktckycsqgig ncalysrave ggmdcssvpil
421 vmlpkieseet ghlkgthley fslwclmltl esgskdnkkn hgniwlmpas emeksgscig

1. Sekvenci prepiste do fasta formatu.
2. Zjistéte, co koduje a z jakého organismu pochdazi. — BLASTp

3. Zjistéte, jaky bude nejdelsi fragment po stépeni celého identifikovaného proteinu

proteinazou kaspaza 1.
4. Jaka je 20 aminokyselina celého proteinu?

5. Existuje néjaky lidsky homolog tohoto proteinu?



BLAST @ » blastp suite » results for RID-2D24X59C013

Home Recent Results Saved Strategies Help
< Edit Search Save Search Search Summary v © How to read this report? € BLAST Help Videos Back to Traditional Results Page
Job Title filtered protein sequence consisting of 300... Filter Results
RID 2D24X59C013 Search expires on 04-23 23:56 pm Download All v
Program BLASTP@  Citation v Organism only top 20 will appear [ ] exclude
Database At See details v Type common hame, binomial, taxid or group name
Query ID Icl|Query_6258989 *+ Add organism
Description filtered protein sequence consisting of 300 residues. Percent Identity E value Query Coverage
Molecule type  amino acid to to to
Query Length 300

Other reports Distance tree of results Multiple alignment MSA viewer @

Reset

‘ Compare these results against the new Clustered nr database @ m

Alignments Taxonomy

Graphic Summary

Sequences producing significant alignments

select all 100 sequences selected

Download v

GenPept  Graphics

Distance tree of results

Select columns ¥ Show (2]

Multiple alignment MSA Viewer

Description
-

DMA replication helicase/nuclease 2 [Homo sapiens]

DMA replication helicase/nuclease 2 [Homo sapiens]

DMNA replication ATP-dependent helicase/nuclease DNA2 isoform X1 [Homo sapiens

DNAZ protein [Homo sapiens]

DMNAZ protein [Homo sapiens]

cQaQg

Scientific Name
-

Homo sapiens
Homo sapiens
Homo sapiens

Homao sapiens

Homao sapiens

Max = Total Query E Per. Acc. )
Score Score Cover wvalue Ident Len Accession

w w - - - -
629 629 100% 0.0 10000% 867 KAIZ5559731
628 629 100% 0.0 10000% 867 KAI40761591
629 629 100% 0.0 100.00% 1090 XP_006717743.1
628 628 100% 0.0 100.00% 829 AAHG3664.1
628 628 100% 0.0 10000% 687 AAI11741.1




A) Pracujte s touto neznamou sekvenci:

181 elafgtigel rhlkemyrln lsgdeikgev edylpsfckw agdfmhknts tdfpagmglsl
241 psdnskdnst cnievvkpmd ieesiwsprf glkgkidvtv gvkihrgykt kykimplelk
301 tgkesnsieh rsquvlytll sgerradpea glllylktgg mypvpanhld krellklrng
361 mafslfhris ksatrgktgl aslpgiieee ktckycsqgig ncalysrave ggmdcssvpil
421 vmlpkieseet ghlkgthley fslwclmltl esgskdnkkn hgniwlmpas emeksgscig

1. Sekvenci prepiste do fasta formatu.
2. Zjistéte, co koduje a z jakého organismu pochazi.

3. Zjistéte, jaky bude nejdelsi fragment po stépeni celého identifikovaného proteinu

proteinazou kaspaza 1. —— PeptideCutter (+zadkrtnout navic tabulku)
4. Jaka je 20 aminokyselina celého proteinu?

5. Existuje néjaky lidsky homolog tohoto proteinu?



§1i+§gigglrnikemxrlnlsgae1kgevedxlgsfckﬂagﬂ+mhkntstdfgﬁ
mgls

Eas dnskdnstenievvkpmdieesiwsprfeligkidvtvgvkihrgyktkykim
plelk

tgkesnsiehrsquvlytllsgerradpeagllly lktggmypvpanhldkrell
klrng
mafslfhrisksatroktglaslpgiieeektckycsgigncalysraveqgmdc

SSVPL

?mlBﬁieeetghlkgthlegfslwclmltlesgskdnkknhqniwlmgaseme&&
gscig

g

the cleavage of the protein the fields.

PeptideCutter

Please, select

O all available enzymes and chemicals
® only the following selection of enzymes and chemicals

O Arg-C proteinase
[ BNPS-Skatole
[ Caspaze3

[ Caspases

O Caspased

) Chymotrypsin-high specificity (C-term to [FYW], not before P)

O Clostripain (Clostridiopeptidase B)
[J Factor Xa

O GranzymeB

O LysC

[ Neutrophil elastase

[ Pepsin (pH1.3)

O Proteinase K

[J Thermolysin

O for the following enzymes an additional, more sophisticated model can be applied that attributes a probability of cleavage to each site :

Chymotnrpsin

O Asp-N endopeptidase
Caspasel

[ Caspased

[ Caspase7

O Caspasel10

O Chymotrypsin-low specificity (C-term to [FYWML]. n

[ CNBr

[ Formic acid

O Hydroxylamine
O LysN

[0 Pepsin (pH>2)
[ Staphylococcal peptidase |
[J Thrombin

Please enter the lowest cleavage probability that you would like to be displayed: [ %

Expasy=

PeptideCutter

The sequence to invastigate:

12 22 32 42 58 62
ELAFQTIQEI RHLKEMYRLN LSQDEIKQEY EDYLPSFCKW AGDFMHKNTS TDFPQMOLSL

78 52 9@ 1lee 118 122
PSDNSKDNST CHMIEVWVKPMD TEESIWSPRF GLKGKIDVTY GVKTIHRGYKT KYKIMPLELK

"] 2 158 168 178 188
TGKESNSIEH RSQWWLYTLL SOERRADPEA GLLLYLKTGO MYPVPANHLD KRELLKLRNQ

192 282 212 228 23g 242
MAFSLFHRIS KSATRQKTQL ASLPQIIEEE KTCKYCSQIG MCALYSRAVE QOMDCSSVPI

2 2 278 28@ 298 302
VMLPKIEEET QHLKQTHLEY FSLWCLMLTL ESQSKDNKKN HONTWLMPAS EMEKSGSCIG

The sequence is 300 amino acids long.

PeptideCutter

Available enzymes

The enzyme(s) that you have chosen:
« Caspasel

You have chosen to display all pessible cleaving enzymes.

None of the enzymes cut.

Please indicate the way you would like the cleavage sites to be displayed

Map of cleavage sites. Please select the number of amino acid within one block:
Table of sites, sorted alphabetically by enzyme and chemical name
Table of sites. sorted sequentially by amino acid number

Spatné — vloZen jen nezndmy peptid
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mglsl L]
Easdns kdnstcnievvkpmdieesiwsprfglkekidvtvevkihrgyktkykim

plelk

tgkesnsiehrsquvlytllsgerradpeagllly lktggmypvpanhldkrell

klrng

mafslfhrisksatraktglaslpqiiesekickycsgigncalysraveqgmde

SSVPL

?mlBﬁieeetghlkgthlegfslwclmltlesgskdnkknhqniwlmgasemek&
gscig

Nt ¥ ] B EET] L]

PAPEQVEKGG WSHNVTEAKLI VWFLTSIFWVEA GCSPSDIGIT APYRQQLKII NDLLARSIGHM

g

_ 978 938 992 1000 1018 1028
[[Perform | the cleavage of the protein the fields. VEVNTVDKYQ GRDKSIVLVS FURSNKDGTY GELLKDWRRL NVAITRAKHK LILLGCVPSL
1830 1048 1058 1060

Please select NCYPPLEKLL NHLNSEKLII DLPSREHESL CHILGDFQRE
,

O all available enzymes and chemicals

® only the following selection of enzymes and chemicals The sequence is 1060 amino acids long.

O Arg-C proteinase O Asp-N endopeptidase Available enzymes

D BNP3-Skatole Caspase1 The enzyme(s) that you have chosen:

[ Caspaze3 [ Caspased

[ Caspaseb [ Caspase7 » Caspasel

O Caspase?d ) Caspase10 You have chosen to display all possible cleaving enzymes.

[J chymotrypsin-high specificity (C-term to [FYW], not before P) [J Chymotrypsin-low specificity (C-term to [FYWML], not

[ Clostripain (Clostridiopeptidase B) [ CNBr These enzymes cleave the sequence:

[J Factor Xa [J Formic acid Name of enzyme No. of cleavages Positions of cleavage sites

O GranzymeB O Hydroxylamine Caspase1 2 614 875

O LysC O LysN

O Neutrophil elastase At these positions the following enzymes cleave:

Pepsin (pH1.3 Pepsin (pH=2 ) . B

O Pep ) ® ) O Pepsin (pH>2) . » Please note that the size of the peptides are calculated as if all chosen enzymes wi

O Proteinase K U staphylococcal peptidase | - Please be aware of the fact that the present version of the PeptideCutter program do

[J Thermolysin [J Thrombin occurring amino acid residues, and giving peptide masses as [M]. If you want to sele

O for the following enzymes an additional, more sophisticated model can be applied that attributes a probability of cleavage to ¢ Position Mame of F::rl::;ﬂf Pepﬁde
Chymotrypsin cleavage cleaving [aa] m [Da]
site enzyme(s)

Please enter the lowest cleavage probability that you would like to be displayed: [ % 614 Caspasel MEQLNELELLMEKSFHEEAELPAELFOKKVVASFPRTVLSTGMDNRYLVLAVNTVONKEGNCEKRLVI EPQFISYLSSVLPHD 614 70406.081

AKDTVACTLKGLNKPOROAMKKVLLSEDYTLIVGMPGTGKTTTICTLVRILYACGFSVL

Please indicate the way you would like the cleavage sites to be displayed LTSYTHSAVDNILLKLAKFKIGFLRLGOIOKVHPAIQOFTEQEICRSKSINSLALLEELY

875 Caspasel NSQLIVATTCMGINHPIFSRKIFDFCIVDEASQISQPICLGPLFFSRRFVLVGDHQQLPR 261 29334 5497
Map of cleavage sites. Please select the number of amino acid within one block: LVLNREARALGMSESLFKRLEQNKSAVWOLTVOYRMMSKIMSLSNKLTYEGKLECGSDKV
Table of sites, sorted alphabetically by enzyme and chemical name ANAVINLRAFKDVKLELEFYAD
Table of sites, sorted sequentially by amino acid number YSONPHLMGYFEPNNPVCFLNTDKVPAPEQVEKGGYSNVTEAKL TVFLTSTFVKAGCSP

1060 end of SDIGIIAPYRQQLKIINDLLARS IGMVEVNTVOKYQGROKS TVLYSFURSNKDGTVGELL

SeqUence KDWRRLMVAITRAKHKLILLGCYPSLNCYPPLEKLLNHLNSEKLTIOLPSREHESLCHIL 20710.061
GDFQRE




A) Pracujte s touto neznamou sekvenci:

181 elafgtigel rhlkemyrln lsgdeikgev edylpsfckw agdfmhknts tdfpagmglsl
241 psdnskdnst cnievvkpmd ieesiwsprf glkgkidvtv gvkihrgykt kykimplelk
301 tgkesnsieh rsquvlytll sgerradpea glllylktgg mypvpanhld krellklrng
361 mafslfhris ksatrgktgl aslpgiieee ktckycsqgig ncalysrave ggmdcssvpil
421 vmlpkieseet ghlkgthley fslwclmltl esgskdnkkn hgniwlmpas emeksgscig

1. Sekvenci prepiste do fasta formatu.
2. Zjistéte, co koduje a z jakého organismu pochazi.

3. Zjistéte, jaky bude nejdelsi fragment po stépeni celého identifikovaného proteinu

proteinazou kaspaza 1.
4. Jaka je 20 aminokyselina celého proteinu? ——— Protein Range Extractor (SMS)

5. Existuje néjaky lidsky homolog tohoto proteinu?



SMS

Format Conversion
-Combine FASTA

-EMEL fo FASTA

-EMEL Feature Extractor
-EMEL Trans Extractor
-Filter DRA

-Filter Protein

-GenBank to FASTA
-ZenBank Fealure Exfractor
-GenBank Trans Extracior
-Cne fo Three

-Range Extractor DMA
-Range Extractor Protein
-Reverse Complement
-Zplit Codons

-Split FASTA

-Three o Cne

-Window Extractor DMA
-Window Extractor Protein

SEQ'UEDCE Ana!ysr‘s
-Codon Plot

-Coden Usage

-CpG Iglands

-DMA Maolecular Weight
-DhA Pattern Find
-DHA Stats

-Fuzzy Search DMNA
-Fuzzy Zearch Protein
-ldent and Sim

-Multi Rev Trans
-Mutate for Digest
-CRF Finder

-Pairwize Align Codong
-Pairwize Align DMA
-Pairwize Align Protein
-PCR Primer Stats
-PCR Products

-Protein GRAWVY
-Protein Izoelectric Point

Sequence Manipulation Suite:

Range Extractor Protein

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

Faste a raw sequence or one or more FASTA sequences into the text area below. Input limit 1s 500,000 000 characters.

APEQVEKGG -
VSNVTEAKLIVELTSIFVKAGCSPSDIGITAPYRQQLKIINDLLARS IGMVEVNTVDIY QG
RDESIVLVS

FVRSNKDGTVGEL LKDWRRLNVAITRAKHKL ILLGCVPSLNCYPPLEKLLNHLNSEKLTTD
LPSREHESL S~
CHILGDFQRE P

Enter the residue positions or ranges to be extracted. Use " "to represeﬁt arange, and use a comma to separate entries. The words 'st
and length of the sequence. Arithmetic expressions can be included in the ranges. For example, to obtain the last three residues of a se
residue along with the center residue, the ranges '(center - 30)..(center - 1), center, (center + 1). (center + 30)' can be used.

| 20

| Submit || Clear || Reset |

D Sequence Manipulation Suite — Pracovni — Micresoft Edge =

* Sequence segments should

(i) about:blank

*This page requires JavaScript. Se
*You can mirror this page or use it

Sun 14 Jun 003700 2020
Walid XHTML 1.0; Valid T35

Range Extractor Protein results

»results for 1060 residue sequence "Untitled" starting "MEQLNELELL"™
E




A) Pracujte s touto neznamou sekvenci:

181 elafgtigel rhlkemyrln lsgdeikgev edylpsfckw agdfmhknts tdfpagmglsl
241 psdnskdnst cnievvkpmd ieesiwsprf glkgkidvtv gvkihrgykt kykimplelk
301 tgkesnsieh rsquvlytll sgerradpea glllylktgg mypvpanhld krellklrng
361 mafslfhris ksatrgktgl aslpgiieee ktckycsqgig ncalysrave ggmdcssvpil
421 vmlpkieseet ghlkgthley fslwclmltl esgskdnkkn hgniwlmpas emeksgscig

1. Sekvenci prepiste do fasta formatu.
2. Zjistéte, co koduje a z jakého organismu pochazi.

3. Zjistéte, jaky bude nejdelsi fragment po stépeni celého identifikovaného proteinu

proteinazou kaspaza 1.
4. Jaka je 20 aminokyselina celého proteinu?

5. Existuje néjaky lidsky homolog tohoto proteinu? ——— BLASTp (Refseq, organismus=Homo sapiens)



BLAST @ » blastp suite » results for RID-2D2SCC4B013 Home RecentResults Saved Strategies

Help

< Edit Search Save Search Search Summary v © How to read this report? @8 BLAST Help Videos Back to Traditional Results Page
I €) Your search is limited to records that include: Homo sapeins (taxid:9606)
Job Title filtered protein sequence consisting of 300... Filter Results
RID 2D2SCC4B013 Search expires on 04-24 00:06 am Download All v

o Organism only top 20 will appear exclude
Program BLASTP@ Citation v = U
" . Type common name, binomial, taxid or group name
Database refseq_protein  See details v P greup
=+ Add organism

Query ID Icl|Query_2928689
Description filtered protein sequence consisting of 300 residues. Percent |dentity E value Query Coverage
Molecule type  amino acid to to to
Query Length 300
Other reports Distance tree of results Multiple alignment MSA viewer @
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~  Select columns ~  Show e

select all 4 sequences selected GenPept Graphics Distance tree of results ~ Multiple alignment MSA Viewer

L _ Max Total Query E Per. Acc.
D t Scientific N ;
escip on et E ame Score Score Cover wvalue Ident  Len Accession
h v v h w b 4

DNA replication ATP-dependent helicase/nuclease DNAZ isoform X1 [Homo sapiens] Homo sapiens 629 629 100% 0.0 100.00% 1090 XP_006717743.1

DNA replication ATP-dependent helicase/nuclease DNAZ [Homo sapiens] Homo sapiens 628 628 100% 0.0 100.00% 1060 NP_001073818.2

DNA replication ATP-dependent helicase/nuclease DNA2 isoform X2 [Homo sapiens] Homo sapiens 535 536 85% 0.0 100.00% 836 XP_016571288.1

DNA replication ATP-dependent helicase/nuclease DNAZ isofarm X3 [Homo sapiens Homo sapiens 254 254  40%  2e-78 100.00% 700 XP_011537719.1




/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?




B) Stahnéte si sekvenci NM 000946.3

1. Co tato sekvence koduje?

2. Jak dlouha je koduijici oblast pro prislusny protein a jak dlouhy bude prelozeny

protein?

3. Navrhnéte manualné primery, které by bylo mozné pouzit pro amplifikaci patého

exonu.
4. Porovnejte vytvorené primery se sekvenci mRNA a prislusného exonu.

5. Existuje néjaky restrikéni enzym, ktery by sekvenci tretiho exonu stépil prave jednou?



B) Stahnéte si sekvenci NM 000946.3

1. Co tato sekvence koduje? ——— NCBI

2. Jak dlouha je koduijici oblast pro prislusny protein a jak dlouhy bude prelozeny

protein?

3. Navrhnéte manualné primery, které by bylo mozné pouzit pro amplifikaci patého

exonu.
4. Porovnejte vytvorené primery se sekvenci mRNA a prislusného exonu.

5. Existuje néjaky restrikéni enzym, ktery by sekvenci tretiho exonu stépil prave jednou?



National Library of Medicine
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