Verze II 25.5.2022
Pracujte s následující sekvencí peptidu:
IGACVLVAAYIQVSFWCLAAGRQIHKIRKQFFHAIMRQEIGWFDVHDVGELNTRLTDDVS
KINEGIGDKIGMFFQSMATFFTGFIVGFTRGWKLTLVILAISPVLGLSAAVWAKILSSFT
DKELLAYAKAGAVAEEVLAAIRTVIAFGGQKKELERYNKNLEEAKRIGIKKAITANISIG
AAFLLIYASYALAFWYGTTLVLSGEYSIGQVLTVFFSVLIGAFSVGQASPSIEAFANARG
AAYEIFKIIDNKPSIDSYSKSGHKPDNIKGNLEFRNVHFSYPSRKEVKILKGLNLKVQSG

· K jakému lidskému proteinu tento peptid pravděpodobně patří?
· ATP-dependentní translokáza ABCB1
[image: ]
· Obsahuje peptid nějaké transmembránové úseky?
· ANO, peptid ctyri
· [image: ]
· Jaká je molekulová hmotnost tohoto peptidu?
· 32.94kDa
[image: ]
· Jak se liší zadaná sekvence peptidu od identifikované (lidské) sekvence (v rámci shodného úseku)? 
[image: ]
· Zapište identifikovanou mutaci v rámci celého proteinu.
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Stáhněte si sekvenci NM_004964.3

· Co tato sekvence kóduje, z jakého organismu?
· [image: ]Kóduje lidskou histon deacetylásu 1

· Jak dlouhá je 3´UTR oblast tohoto genu?
· Modre v obr: 582 bazí (lze přes filter DNA, range extraktor: 1536..end
· nebo pocitat 2118-1536 +1
[image: ]
· Navrhněte pro real time PCR vhodný F primer k tomuto reverznímu primeru: 
R: GCTTGCTGTACTCCGACATG
· udělam m fold abych si nasal oblast, kam muzu navrhovat-R primer je ok, F primer donavrhnu bud vyberem konkretni oblasti nebo prodlouzenim dolniho limitu pro navrh primeru.

[image: ]
[image: ]
[image: ]
· Zkontrolujte specifitu primerů, jsou vhodné?
moje ANO (pick primers v NCBI a vložíme nalezene primery):
[image: ]
· Jak dlouhý bude protein odpovídající této sekvenci?
CDS: (1536-88+1)/3 – 1(stop kodon)
nebo najit protein…NP_
· [image: ]
· [image: ]
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Primer3web version4.1.0 - Pick primers from a DNA sequence.

Select the Task for primer selection[geneic ]

[Templite masking before primer design (available species)

Select species [Example. Mus musculus

Primer falure sate cutoff <[01 | Nucteotides to mask in 3 iection [0

[Nucleotides to mask in ' direction)|

Paste source sequence below (5'->3, siring of ACGTNacgtn -- other letters treated as N -- mumbers and blaniks ignored). FASTA format ok. Please N-out undesirable sequence (vector, ALUs

CCCTCCCCCCTGGTCaRACG TGAGEGGAGC oL GRGCGRGAGRGCGACGACCGAC TGACGRTAG 5
A CGGGAGaCAGCAAGATGRCGCAGACSCAGGGCACCCGGAGGAAAGTCTGT TACTACTACGACGGGGA

TG TTGGARATTACTATTATGGACAAGGCCACCCARTGAAGCC TCACCGAATCCGCATGACTCATAATTTG
CTGCTCAACTATGGTCTCTACCGAMAATGGARATCTATCGCCCTCACAAAGCCAATGCTGAGRAGATGA
CCAAGTACCACAGCBATGACTACATTAAATTCTTGCGCTCCATCCGTCCAGATAACATGTCGAGTACAG
A GCAGATGAGAGATTCAAC ST TGGTGAGGACTGTCCAGTATTCGATGGCCTGT TTGAGTTCTGTCAG A

Pick 168 primer, of use 1oR primer belo]|

) Pick bybridization probe (internal oligo), or bse oligo below] £ Pick right primer, o use right primer below (5' 1o 3'on opposite sirand)|

Sequence 4
Targets

Overlap Junction List
Excluded Regions
Paic OK Region List

Included Region

Start Codon Position

Internal Of

Excluded Region

1

Force Left Primes Start[-10

Force Left Prime

Sequence Qualify

< End|

A string to identify your output.
E.g. 50,2 requies primers to surround the 2 bases at positions 50 and 51. Or mark the sovsce sequence with [and
E.g. 27 requires one primer to overlap the junction befween positions 27 and 28, Or mark the source sequence wit
E.g. 4017 68,3 forbids selection of primers in the 7 bases starting at 401 nd the 3 bases at 68. Or mark the sourc:
See manal for help.

E.g. 20,400: only pick primers in the 400 base region starting at position 20. Or use { and } in the source sequencs

4

Min Sequence Quality [0

[ Min End Sequence Quality [0

General Primer Picking Conditions
Upload the setings from 2 il [ ol soubor ] Newybrén 3y soubor

Primer Size Min
Primer T Min
Product T Min

| Sequence Quality Range Mia[0 | Sequence Quality Ranee Max[100

5 |optln  |Max[m
(570 Opt[590_|Max (520 ] Max T Diffecence 50 Tble of thermodynamic parameters [Sarfaluca 1955 V]
[1000000] Opt [0 Mx 1000000

300 Jopt[s00 |Max[700





image8.png
Primer3 Output
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Input PCR template NM_004964.3 Homo sapiens histone deacetylase 1 (HDAC1), mRNA
Range 1-2118
Specificity of primers Primer pairs are specific to input template as no other targets were found in selected database: Refseq mRNA (Organism limited to Homo sapiens)

Other reports > Search Summary.
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| NM_004964.3: 1.2.1K (2,118 nt)

== Detailed primer reports

Primer pair 1
Sequence (5->3) Template strand Length  Start Stop Tm GC% _ Self complementarity
Forward primer TGGAAATCTATCGCCCTCACA Plus 21 239 259 5888 47.62  2.00
Reverse primer GCTTGCTGTACTCCGACATG Minus 20 355 33 5900 5500  4.00
Product length 7

Products on intended taraets
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histone deacetylase 1 [Homo sapiens]

NCBI Reference Sequence: NP_004955 2
Identical Proteins  FASTA ~ Graphics

Goto: @

Locus NP_0e4955 482 22 linear PRI 17-APR-2022
DEFINITION histone deacetylase 1 [Homo sapiens].
ACCESSTON  NP_604955
VERSION ~ NP_004955.2
DBSOURCE  REFSEQ: accession N _004964.3
KEYWORDS ~ RefSeq; MANE Select.
SOURCE Homo sapiens (human)

ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi:
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ATP-dependent translocase ABCB isoform 1 [Homo sapiens] 609 785 100% 0.0 99.67% 1350 NP_0013358741

ATP-dependent translocase ABCB1 isoform 2 [Homo sapiens]

608 785 100% 0.0 99.67% 1280 NP_0009182
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Homo sapiens histone deacetylase 1 (HDAC1), mRNA

NCBI Reference Sequence: NM_004964.3
EASTA  Graphics





