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\V4 / / . < I P .
Z k k k ° A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:
O u S Ova p I S e I I . a ° TACTGITITCGTACAGTTTTGTAATARAA A AR CCTATARATATTCCGGATTATTCATACCGTICCCACCATCGGGEC

GCGGATCTCACCCTIGGT TATATCAACTTCAGCTATGAGGTGCTTACCCCTITITGAAGTGETACCAGAGCATARGEC
CACGTACCCTITCCTATGOTTACGAGCCCATGGETGGAT GGCTGCACCACCARATCATCCCCGTIGCTGTCCCAACR
, v , ° GCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCR
2 u | O hy’ ka Zd a 5 bOd u GCARCCAATGATGCCCGTTCCTGGCCARCACTCCATGACTCCAATCCARACACCACCAGCCARACCTCCCTCCGCC
CGCCCAGCAGCCCTACCAGCCCCAGCCTIGITCAGCCACAGCCTCACCAGCCCATGCA

1. Zjistéte, zda je tato sekvence kontaminovana vektorem, ofitt&nou sekvenci piepitte do

FASTA formatu.
HOd nocen |,: maxX Celkem 10 bOd C] 2. Identifikujte ofisténou sekvenci, co tato sekvence kdduje?
3. Vyberte z nalezenych sekvenci lidskou referenéni sekvenci a zapiste “accession number”.
9‘ 10 b . 1 Jak dlouha je kodujici sekvence (CDS) pfisluiného genu?

4. Bude tato kédujici sekvence &tépena témito enzymy: Hindlll, Msil nebo Xho!?

7'8 b . 2 5. Kolikrat bude odpovidajici protein t&pen trypsinem?
5-6b: 3

B) MNajdéte lidskou proteinovou sekvenci s ndzvem PAX3
1. Jaky je pfistupovy kod a funkce tohoto proteinu?
2. Kde je tento protein v bufice lokalizovan?
3. Porovnejte s prislusnym mysim homologem, jak moc jsou si proteiny podobné?
4, Mavrhnéte primery pro amplifikaci kodujici sekvence pfisluiného lidského genu, tak

aby oba primery nemély Tm vétii nei 65°C.

5.V jakych tkanich je pFisluiny gen nejvice exprimovan?




/kouskoveé otazky 2024




A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:

TACTGTTTTCGTACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCTCACCCTGGTTATATCAACTTCAGC
TATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCATAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAATCATCCCCGTG
CTGTCCCAACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCGTTCC
TGGCCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCAGCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGLCCCA
TGCA

1. Zjistéte, zda je tato sekvence kontaminovana vektorem, ocCisténou sekvenci prepiste do FASTA

formatu.
2. ldentifikujte oCiSténou sekvenci, co tato sekvence koduje?

3. Vyberte z nalezenych sekvenci lidskou referen¢ni sekvenci a zapiSte “accession number”. Jak dlouha

je kodujici sekvence (CDS) prislusného genu?
4. Bude tato kodujici sekvence Stépena témito enzymy: Hindlll, Nsil nebo Xhol?

5. Kolikrat bude odpovidajici protein Stépen trypsinem?



A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:

TACTGTTTTCGTACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCTCACCCTGGTTATATCAACTTCAGC
TATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCATAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAATCATCCCCGTG
CTGTCCCAACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCGTTCC
TGGCCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCAGCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGCCCA

TGCA

Job title: Nucleotide Sequence

RID YNDZN127016 (Expires on 04-01 23:42 pm)

Query ID Icl|Query_2362137 Database Name screenjUriVec
Univec (build 10.2)

1. Zjistéte, zda je tato sekvence kontaminovana vektorem, offstgnrou sekvenci prepiste do FASTA formati ssmzie: s

© Graphic Summary

Identifikace kontaminace: VecScreen
VeV v V4 _| - - . N
Ocisténi: Range Extractor DNA: 85..end

Match to Vector: . Strong . Moderate .Weak

Segment of suspect origin:

Segments matching vector:

Fasta format: S et

@Mgnmenls

Sequence Manipulation Suite:
Range Extractor DNA

. Range Extractor DNA accepts a DNA sequence along with a set of positions or ranges. The bases corresponding to the posi
> ocCcls t ena se kve nce Extractor DNA 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.
TEGATGGCTGCACCACCAAATCATCCCCGTGCTETCCCAACAGCACCCCCCGACTCACACC &

ACCCTGGTTATATCAACTTCAGCTATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCA Sheitese il bl
TAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAAT T GECa oA CARCCCT AL CReCE CCARCCT T ICASCCACACET CACCARCC i
CATCCCCGTGCTGTCCCAACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACAT Enter the base pOSiliDﬂS Drrangesln be exiracied. Use " "10represen/iarange and useacommaioseparate entries. The
CCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCETTCCTGG ATINMENC expressions can be ncluded i the ranges. For example, to obtain the Iast three bases of a sequence, the range '
CCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCA R )@ e Mo Sie el - Mt Edge
GCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGCCCATGCA Subit ][ Claar || Reset | (© sboutblank

= Obtain bases from the | direct Range Extractor DNA results
« Sequence segments should £
>results for 432 residue seguence "Untitled" starting "TACTGTTTT
*This page requires JavaScript. Se¢ ACCCTGETTATATCARCTTCAGCTATGAGGTECTTACCCCTTTGARGTGETACCAGAGTR
*Yau can mirror this page or use it ¢ TARGGCCACGTACCCTTCCTATEETTACGAGCCCATGEGTGEATGECTGCACCACCARAT
CATCCCCGTECTGTICCCARCAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACAT
CCCAGTGEGTECCAGCTCAGCAGCCCGTGATCCCCCAGCARCCRAATCGATGCCCGTICCTGE
Sun 1 Oct 12:00:07 2023 CCRACACTCCATGACTCCARTCCARCACCACCAGCCARRCCTCCCTCCGCCCGCCCAGTR
Valid XHTML 1.0; Valid CSS GCCCTACCAGCCCCAGCCTGITCAGCCACAGCCTCACCAGCCCATGCR




A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:

TACTGTTTTCGTACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCTCACCCTGGTTATATCAACTTCAGC
TATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCATAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAATCATCCCCGTG
CTGTCC@AACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGT GCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCGTTCC
TGGCCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCAGCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGLCCCA
TGCA

2. Identifikujte ocisténou sekvenci, co tato sekvence koduje?

BLAST @ » blastn suite » results for RID-YNEZ26XB016 Home RecentResults Saved Strategies Help
o e .

I d e n t I fl ka C e : B LASTn — a m e I O ge n I n Save Search Search Summary v @ How to read this report? @ BLAST Help Videos 'DBack to Traditional Results Page
Job Title Nucleotide Sequence Filter Results
RID YNEZ26XB016 Search expires on 04-01 23:59 pm Download All v
Program BLASTN@  Citation v Organism only top 20 will appear [T exclude
Database corent  See details v ‘ Type common name, binomial, taxid or group name ‘

+ Add organism

Query ID IcllQuery_3966981
Description None Percent Identity E value Query Coverage
Molecule type  dna |:| to |:| |:| to |:| |:| to |:|
Query Length 348

Other reports Distance tree of results MSA viewer @ m

Download ~ Selectcolumns ~ Show (]




A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:

TACTGTTTTCGTACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCTCACCCTGGTTATATCAACTTCAGC
TATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCATAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAATCATCCCCGTG
CTGTCCCAACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCGTTCC
TGGCCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCAGCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGLCCCA

TGCA

3. Vyberte z nalezenych sekvenci lidskou referencni sekvenci a zapiste “accession

number”. Jak dlouha je kédujici sekvence (CDS) prislusného genu?

69..644

/gene="AMELX"

Jgene_synonym="AI1E; AIH1; ALGN; AMG; AMGL; AMGX"
/note="isoform 1 precursor is encoded by transcript
variant 1; amelogenin (X chromosome, amelogenesis
imperfecta 1); amelogenin (amelogenesis imperfecta 1,
X-linked)"

/codon_start=1

NM_001142

CDS:644-69+1=576nt

/product="amelogenin, X isoform isoform 1 precursor"”
/protein_id=" NP_881133.1 *

/db_xref="CCDS: CCD5143144.1 ™

Jdb_xref="GenelD: 265 "

/db_xref="HGNC: HGNC:461 "

Jdb_xref="MIM: 3068391 "
/translation="MGTWILFACLLGAAFAMPLPPHPGHPGYINFSYEVLTPLKWYQS
IRPPYPSYGYEPMGGWLHHQIIPVLSQQHPPTHTLQPHHHIPVVPAQQPVIPQQPMMP
VPGQHSMTPIQHHQPNLPPPAQQPYQPQPVQPQPHQPMQPQPPVHPMQPLPPQPPLPP
MFPMQPLPPMLPDLTLEAWPSTDKTKREEVD™

Details () I Display. FASTA GenBank Help

Homo sapiens amelogenin X-linked (AMELX), transcript variant 1, mRNA R
NCBI Reference Sequence: NM_001142.2 Pi
GenBank FASTA

Link To This View | Feedback

T

B I = 5 = o a5 e = B g o e
)0/ A NP_001133.1
- . CDS: NP_001133.1
£ NM_001142.2 - | Find: Name: amelogenin, X isoform isoform 1 precursor
b B M 50 Comment: isoform 1 precursor is encoded by transcript
1

riant
Location: 69..644
Genes [Lengtf)
Span on NM_001142.2: 576 nt
NP_g011331 Protein length: 191 a2

[Positional Info)
NM_001142.2 position: 170
‘CDS position: 102

»

A Tools » | ¥ Tracks + ¥, Download » ¥ 7 ~
|eee esa |7ee. [7se , 793

[see [ssa

Jevidence=EC0:00... IR

genin Y Protein position: 34
Protein sequence: LPPHPGHPGYINFSY[EJVLTPLKWYQSIRPP -
phosphorylation |
Download FASTA: NP 001133.1
exon
L] exon NI | |;
exon I Links & Tools
misc_feature
upstream i.]
polya site

1142.2 (69..644

133.1

1142.2 (69..644
NP 001133.1

: NM_001142.3 (69..644)
NP 001133.1




A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:

TACTGTTTTCGTACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCTCACCCTGGTTATATCAACTTCAGC
TATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCATAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAATCATCCCCGTG
CTGTCCCAACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCGTTCC

TGGCCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCAGCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGLCCCA
TGCA

Bude tato kddujici sekvence stépena témito enzymy: Hindlll, Nsil nebo Xhol?

Hindlll ajagcett 531
Nsil atgcalt none
Xhol cltcgag none




A) Pracujte s nasledujici sekvenci ziskanou po sekvenaci:

TACTGTTTTCGTACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCTCACCCTGGTTATATCAACTTCAGC
TATGAGGTGCTTACCCCTTTGAAGTGGTACCAGAGCATAAGGCCACGTACCCTTCCTATGGTTACGAGCCCATGGGTGGATGGCTGCACCACCAAATCATCCCCGTG
CTGTCCCAACAGCACCCCCCGACTCACACCCTGCAGCCTCATCACCACATCCCAGTGGTGCCAGCTCAGCAGCCCGTGATCCCCCAGCAACCAATGATGCCCGTTCC

TGGCCAACACTCCATGACTCCAATCCAACACCACCAGCCAAACCTCCCTCCGCCCGCCCAGCAGCCCTACCAGCCCCAGCCTGTTCAGCCACAGCCTCACCAGLCCCA
TGCA

Kolikrat bude odpovidajici protein stépen trypsinem?

Peptide cutter:

Mame of enzyme No. of cleavages Positions of cleavage sites

Trypsin 4 40 184 186 187



/kouskova pisemka:

2 ulohy, kazda 5 bodu Verze 4.5.2021

A: Stahnéte si sekvenci NM_002085.5
1) Cotato sekvence kdduje?

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

3) Navrhnéte primery, tak aby bylo kédujici sekvenci tohoto genu moiné vloit do plazmit
mezi restrikéni endonukleazy BamHI a EcoR.l

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 AMK na glanin.

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

EFHEGGFIFPPEYVEVVMEELT DOMT FMERVENMIYVLYFDFWFEIFDMEENDQFYSEVL
GRPTILSETHGEADVWLIRNSWHNEQFEYPLLEPNVDEVGGLECEPAKPLFEEMEDEVOS5G
ENGVVVFSLGSMVSHMIEERANVIASALAQTIPOEVLWRFDGNEKPDTLGLNTRLYEWIPON
DLLGHPETRAFITHGGANGIYEAT

1) Identifikujte pfislusny protein, zapiste pristupovy kod referencni sekvence.
2) laka je molekulovd hmotnost tohoto peptidu?

3) Obsahuje cely identifikovany protein signalni peptid nebo transmembranove dseky?
4) Kde je tento protein v bufice lokalizovan?

5) Ve kterych tkanich je nejvice exprimovan pfisluiny gen?




B) Najdéte lidskou proteinovou sekvenci s nazvem PAX3

1. Jaky je pristupovy kéd a funkce tohoto proteinu?

% P23760 - PAX3_HUMAN

Protein’ | Paired box protein Pax-3 Amino acids | 479 (go tosequence)
Gene' | PAX3 Protein existence’ | Evidence at protein level
Status® | % UniProtKB reviewed (Swiss-Prot) Annotation score' | @

Organism® | Homo sapiens (Human)

Entry Variant viewer Feature viewer Genomic coordinates Publications External links History

& Tools * & Download tir Add Add apublication Entryfeedback

Function’

Transcription factor that may regulate cell proliferation, migration and apoptosis. Involved in neural development and myogenesis. Transcriptional activator of MITF, acting synergistically with SOX10

(PubMed:21965087).




B) Najdéte lidskou proteinovou sekvenci s nazvem PAX3

Subcellular Location®

2. Kde je tento protein v burice lokalizovan?




B) Najdéte lidskou proteinovou sekvenci s ndzvem PAX3

1. Porovnejte s prislusSnym mysim homologem, jak moc jsou si proteiny podobné?

U n i P rot KB 2 ,2 1 7 I'eSU ltS or search "pax3" as a Protein Name, Gene Name, or Disease

& Tools * .. Download (2k) View: Cards O Table ® # Customizecolumns £ Share v
W Entry a Entry Name Protein Names Gene Names 4 Organism & Length &
O P24610 4 PAX3_MOUSE Paired box protein Pax-3 Pax3, Pax-3 Mus musculus (Mouse) 479 AA
[ P23760 5 PAX3_HUMAN Paired box protein Pax-3[...] PAX3, HUPZ2 Homo sapiens (Human) 479 AA
0 Qé645N4 5 PAX3A_XENLA Paired box protein Pax-3-A[...] pax3-a, pax3, pax3A Xenopus laevis (African clawed frog) 484 AA
[ QOIH87 B PAX3B_XENLA Paired box protein Pax-3-BJ[..] pax3-b, pax3, pax3B Xenopus laevis (African clawed frog) 483 AA
PO rovna nl (pa rove) # Aligned_sequences: 2

# 1: PAX3_HUMAN
i 2: PAX3_MOUSE
# Matrix: EBLOSUMG2

H # Gap_penalty: 10.0
Needle/LaIIng i+ Extend_penalty: 8.5
i
# Length: 479
# Identity: 473/479 (98.7%
# Similarity: 476479 (99.4%
i Gaps: B0/479 ( 0.8%

i Score: 2517.0
i

i




B) Najdéte lidskou proteinovou sekvenci s nazvem PAX3

4. Navrhnéte primery pro amplifikaci kddujici sekvence prislusného lidského genu, tak aby oba primery

nemély Tm vetsi nez 65°C.

Homo sapiens paired box 3 (PAX3), transcript variant PAX3A, mRNA

NCBI Reference Sequence: NM_000438.6
FASTA  Graphics

RefSeq | NP_000429.2 7 NM_000438.5 [ [P23760-2] Goto: @
NP_001120838.1[5 NM _001127366.217 [P23760-6] DEFINITION Homo sspfans peired box 3 (PR, transceipt vantant PAKOA, ARMA.
NP_039230.1[F NM_013942.4[4 [P23760-3] rerern . roeens.
NP_852122.1[% NM_181457.3[F [P23760-1] e e e (hunan)
NP_852123'1 |'_"|' NM—181458'3 H [P23?6D-?] oo ﬁ:ﬁetazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
More RefSeq links Z:::i::;lfu:::ij;a:a;cc):zntoghres, Primates; Haplorrhini;
REFERENCE 1 (bases 1 to 15@1)

AUTHORS  Macaskill,L., Reali,L. and Maik,S.
TITLE Waardenburg syndrome type 1: a case report of a family with a
intragenic PAX3 deletion with no hearing loss or heterochromia of



FHomo sapiens paired box 3 (PAX3), transcript variant PAX3A, mRNA

~ NCBI Reference Sequence: NM_000438.6
GenBank Graphics

>NM_990438.6:384-10831 Homo sapiens paired box 3 (PAX3), transcript variant PAX3A, mRNA
ATGACCACGCTGGCCGGCGCTGTGCCCAGGATGATGCGGCCGGGCCCGEGGCAGAACTACCCGCGTAGCG
GGTTCCCGCTGGAAGTGTCCACTCCCCTCGGCCAGGGCCGCGTCAACCAGCTCGGCGGTGTTTTTATCAA
CGGCAGGCCGCTGCCCAACCACATCCGCCACAAGATCGTGGAGATGGCCCACCACGGCATCCGGCCCTGE
GTCATCTCGCGCCAGCTGCGCGTGTCCCACGGCTGCGTCTCCAAG Wb rbibivnenill
GCTCCATACGTCCTGGTGCCATCGGCGGCAGCAAGCCCAAGCAGGE | it s cmese Oligonucleotide. Properties Calculator
AATTGAGGAATACAAAAGAGAGAACCCGGGCATGTTCAGCTGGGA | | Ot s oo

o3

0D and Molecular Weight caiculations are for single-stranded DNA or RNA

GCGGTCTETGATCGAAACACCGTGCCGTCAGTGAGTTCCATCAGCH S madcaon ) ¥ odhcon i) 5 WA ROR TER GET AGC £as To€ CCT €

GCC GGC CAG CGT GGT CAT Nucleotide base codes

| ] | ssONA v|

AAGGTGAAGAGGAGGAGGCCGACT TRGAGAGGAAGGAGGCAGAGG) %“”'"'" T

4 v (Minmum base pairs required for a hairpin)

50

CATCGACGGCATCCTGAGCGAGCGAGGTAAGCGGTGGCGCCTTGGH C——e e e rc e e e ]
[ Calculate ” Swap Strands ![ BLAST ][M Ml 5 modification (if any) 3 modification (fany)  select ss/ds and DNA or RNA .
AGGGCATCGGCTAGCTGA

Physical Constants [Metting Temperature (T) Caleulations [ ~|| v|[ssDNA v|
Lengtn: | 18 | bases (Minimum base pairs required for single primer seli-dimerization)
6C content [72 b 1[57 °C (Basic) 4] (M irpi
[ 4 ] (Minimum base pairs required for a hairpin
Molecular Weignt (54856 4 2[63 |°C (sat Adjusted) ! pals red =
1 mi of a sofn with an Absorbance of | 1 |at 260 nm 358 | *C (Nearest Neighbor) nM Primer
is 5.44 ‘microMotar > and contains 29.8 | micrograms. mM Salt (Na*)

Physical Constants Melting Temperature (Ty) Calculations

Length: _ bases
GC content: |63 % 55 °C (Basic)

Explor
-Complementarity e . and 1
L. o Molecular Weight: 5724.8 4 262 °C (Salt Adjusted]
Extensively rewritten from 12/15/2000-12/19/2000 to isolate javascript Ofigo object behaviors for teaching purposes. alecular Weig| 2 (Salt Adjusted)
This pay ducational or o
‘Copyright Northwestern Universdy, 1997-2006 ‘1 ml of & sofn with an of|1 at 260 nm 3(57 C (Nearest Neighbor)

is microMolar 2 and contains [31.2 micrograms.

F:ATG ACC ACG CTG GCC GGC prv—T——

Conditions: 1 M NaCl at 25°C at pH 7.

RK[13404 |calComa) deraH 1574 |Keaiml
R:TCA GCT AGC CGA TGC CCT C SR s oo

To use this calculator, you must be using Netscape 3.0 or later

or Internet Explorer version 3.0 or later, or another Javascript-capable browser




Najdéte lidskou proteinovou sekvenci s nazvem PAX3

1. V jakych tkanich je prislusny gen nejvice exprimovan?

See details

\'ﬁssuerspeclﬁc circular RNA induction during human fetal development V\

Project title: Tissue-specific circular RNA induction during human fetal development

e Description: 35 human fetal samples from 6 tissues (3 - 7 replicates per tissue) collected between 10 and 20 weeks gestational time were sequenced using lllumina TruSeq
St Stranded Total RNA

BioProject: PRINA270632

Publication: PMID 26076956

National Library of Medicine

Gene paxd « Analysis date- Mon Apr 2 22:54:59 2018
Create RSS  Save search  Advanced
0.10
Gene sources Tabular = 20 per page = Sort by Relevance = Send t0: =
Genomic Filters
Categories 0.08
Alternatively spliced Result
Annotated genes Top O
Non-coding § , op
Protein-coding GENE Was this helptur? ol :|m
Pseudogene us
Feudhaens PAX3 — paired box 3 Pt ooe
R P— xon s
ccos Gall &
— Also known as: CDHS, HUP2, PAX-3, WS1, WS3 Alo &
RefSeq Gene D 5077 More. 0.04
RefSeqGene
Status. deat RefSeq products Orthologs Genome Data Viewer Find n
! Current Databa 002
o New - Visualize gene across multiple species
Show additional fillers
Searc| 00 -
RefSe uences + N
ased st P
> Y
@(\T @&b @&b @(@ & &
’bb ’bb ’&6 ’6‘6
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