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Stahnéte z databaze sekvenci NM 008255.2

* Co a z jakého organismu tato sekvence koduje?

* Jak dlouhy protein je touto sekvenci kodovan?

* Bude CDS stépena enzymy Xhol, Ndel, EcoRI ?

* Manualné navrhnéte primery pro amplifikaci sekvence 3. exonu genu

« Ovérte pritomnost obou vasich navrzenych primeru v celé
,CDS" sekvenci pomoci programu ,Multalin®



1) Sekvence z databaze

Nucleotide [Nucleotide v ||
Help

Advanced

Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmgcr),

transcript variant 1, mRNA
MCBI Reference Sequence: NM_008255.2

My&i HMGCR



Délka proteinu

e Zobrazeni CDS:

ORIGIN
1 gacgatcctt ccttatigge ggoccgetgg cggectggag cgtgogtaag cgeoagttcct
61 tcogoceggg gotocgttgg ciggagacgg cagotggger ggetiggoct coattgagat
ccggaggate casggactgt gaggctacatIhg
ctceccaccec

3-hydroxy-3-methylglutaryl-coenzyme A reductase isoform 1 [Mus musculus]
NCBI Reference Sequence: NP_032281.2

tgtcttcag

tttecccttt Identical Proteins FASTA  Graphics
Go to
LOCUS MNP_@232281 887 aa linear ROD @2-JAN-2822
DEFINITION 3-hydroxy-3-methylglutaryl-coenzyme A reductase isoform 1 [Mus

musculus].
ACCESSTON NP @32281 XP 127496

158..2813

/gene="Hmgcr"

/gene_synonym="HMG-CoAR; Re

/EC_number=" 1.1.1.34 *

/note="isoform 1 is enco by transcript variant 1;
HMG-CoA reductase; 3-hydroxy-3-methylglutaryl-CoA
reductase”™

/codon_start=1
/product="3-hydroxy-3-methylglutaryl-coenzyme A reductase

stttgtectt
g aattgaactc

isoform 1"

/protein_id=" NP 832281.2 "
'CCDS: CCDS267@6.1 "
'GeneID: 15357 "
MGT. MGT-GA159 "

ftranslation="MLSRLFRMHGLFVASHPWEVIVGTYTLTICMMSMNMFTGNNKIC Seq uence Manipulation Suite:

GWNYECPKFEEDVLSSDIIILTITRCIATLYIYFQFONLRQLGSKYILGIAGLFTIFS i

SFVFSTVWIHFLDKELTGLNEALPFFLLLIDLSRASAL AKFALSSNSQDEVRENIARG Protein Stats

MAILGPTFTLDALVECLVIGVGTMSGYROLEIMCCFGCMSVLANYFVFMT FFPACVSL Protein Stats returns the number of occurrences of each residue in the sequence you enter. Percentage totals are also given for each resi
VLELSRESREGRPIWQLSHFARVLE EEENKPNPYTQRVKMIMS LGLVLVHAHSRIWIAD sequences.

PSPQNSTAEQAKVSLGLDEDVSKRIEPSVSLWQFYLSKMISMDIEQVITLSLAFLLAY

KYIFFEQAETESTLSLKNPITSPVWTSKKAQDNCCRREPL LVRRNQKLSSVEEDPGAN Paste the raw sequence or one or more FASTA sequences info the text area below Input limit is 500,000,000 characters.
QERKVEVIKPLVVEAETTSRATFVLGASVASPPSALGTQEPGIEL PIEPRPNEECLQT RGCRAISLGGGASSRVLADGMTRGPVWRLPRACDSAEVKTHLETPEGFAVIKEAFDST =

LENAEKGAKFLSDAETTQLVNAKHIPAYKLETLMETHERGVSIRRQLLSTKLAEPSSL SRFARLQKLHVTMAGRNLYIRFQSRTGDAMG e o

QYLPYRDYNYSLUMGACCENVIGYMPTPVGVAGPLCLDGKEYQVPMAT TEGCLVASTN SGNYCTDKKPAATHWIEGRGKTVCEAVTPA & Sequence Manipulation Sute - racouni - Microsoft Edge -

MAGSTGGYNARAMITVTATYIACGODAROIN — ™
TEIGTVGGGTHLLPQOACLQMLGVQGACKDN apeurblan
AAGHLVRSHIVHHRSKINLODLQGTCTKKAR [ oo oo e

RGCRAISLGGGASSRVLADGMTRGPVWRLPRACDSAEVKTHLETPEGFAVIKEAFDST
SRFARLQKLHVTMAGRNLYTRFQSRTGDAMGMNMI SKGTEKAL LKLQEFFPDMQT LAV
SGWNYCTDKKPAATNWIEGRGK TVWC EAVIPAKVWREVLKTTTEAMVDVNINKNLVGSA

sgtgasctet] MAGSTGGYNAHAANTVTATYTACGQDAAQNVGSSNCITLMEASGPTNEDLYTSCTHPS Submit Reset . Results for 887 residue sequence "Untitied" starting "MLSRLFRMHG'
Cacaacagat “This page requires JavaScript. See [Pattern: [Times found: [Percent:

TEIGTVGGGTNL LPOQACLOMLGVOGACKDNPGENARQLARTVCGTVMAGELSLMAAL
AAGHLVRSHMVHNRSKINLQDLOGTCTKKAA™
2821 gacactgaac tgasagcgcgg goattgggtt cteaaggact sacatgeaat ctgtgastta [ I

NM_008255 : 1 segment | Details [v] I Display: FASTA GenBank Help ¥

*You can mirror this page or use it o [ |75 |8.57




Sequence Manipulation Suite:

Restriction Summary

Restriction Summary accepts a DNA sequence and returns the number and
DNA.

Faste the raw sequence or one or more FASTA sequences into the text are:
GTATGTGGCACTGTGATGGCTGGTGAGCTGTCCTTGATGGCAGCCTTGGCAGCAGGACATC
TTGTCAGAA

GTCACATGGTTCACAACAGATCAAAGATAAATTTACAAGATCTTCAAGGAACGTGCACCAL
GAAGGCAGC

TTGA

| Subnﬂt||(ﬂear|| Reset|

« Treat sequences as molecules.

EcoRlI gl|aatic

none
Ndel ca|tatg nane
Xhol cltcgag 1764




Manualni primery

* 3.exon-sekvence

/gene="Hmgcr"
/gene_synonym

MG-CoAR; Red”
ORIGIN

"

gacgatcctt ccttattgge ggcccgctgg cggcctggag cgtgcgtaag cgeagttect
61 tccgcccggg getccgttgy ctggagacgg cagetgggcc gectiggect ccattgagat
121 ccggaggate caaggactgt gaggctacas tgttgtcaag acttttcogg atgeatggec
181 tcttcgtgge cteecaccee tgggasgtta ttgtgggaac agtgacactt acaatctgta
241 tgatgtccat gaacstgttc accggeasca acasgatctg tggciggeat tatgagtgec
301 ctaastttgs a : g acatcatcat

. 5 agaacctacy tccaagtacal
tgctggectc ttcacaattt tetcasgott tgtettcagt acagtcgtea
481 ttcatttcct cgacsssgaa ctgacaggct tasstgasgc tttgoccttt tttctgotet
541 tgattgacct ttctogegcg agtgcattag cassgtttge cctcagttca asttcacagg
601 atgasgtasg ggaasatata gctcgiggaa tggcaatcct gggecccaca ttcactcttg
661 acgctcttgt ggaatgectt gtgattggag ttggcaccat gteaggegtc cgecagetag
721 agatcatgtg ctgcttcgge tgeatgtcag tgttggecaa ctacttigtg ttcatgacat
781 tcttcccgge ctgtgtgteg ctggtoctag agctttctcg tgasagecst gagsstegte
841 castttggea gotcagccat tttgecagag ttttagasgs agasgssast asaccaasce
901 ccgtaaccea aagggtcaag atgattatgt ctttaggett ggtccttgtt cacgetcata
961 gtcgctggat agetgatcct tctcotcaga acageacagc ggagcaggct asggtttect
1021 tgggtctggs cgasgstgtg tccaagagas ttgsaccaag tgttictctc tggragtttt
1081 atctctccas gatgatcage stggacattg agcsagtgat taccctgagt ttagocttee
1141 ttttggctgt caagtstatt ttctttgsac aagcagagac agastcgaca cigtcattaa
1201 asastcctat cacgtctece gtcgtgacct cassgaaage tcasgacaac tgttgtagac
1261 gtgagectet gettgtgaga aggaaccaga agetttcgtc agtagaggag gatccaggag
1321 cgasccasgs gagasssgtt gaggttstaa saccattagt gEtggacsca gagactacaa
1381 geagagctac gtttgtgett ggEgcttety tagCCagCCcC TCCATCCECC CTggggacac
1441 aggagcctgg aattgsactc cccatcgage cacgacctas tgasgastgt ctgcagatac
1501 tggsgastgc agagessggt geasagttcc ttagtgatge sgagatcatc cagttggtea
1561 atgccasges tatcccaget tacaasttgg sasctctaat ggasactcat gaacgtggts
1621 tgtctattcg ccggeagete ctctccacaa agcttgeaga gecgtectct ctacagtace
1881 tgccttacag agattstaat tattccttgg tgetgggage ttgcigtgag astgtgatcg
1741 gatstatgec catccctgtt ggagtgscag gecctctgty cotggatzgg asggagtace
1801 aggtgccgat ggcascgacg gasggctgtc ttgtggecag cactascaga ggctgeagag

FASTA ~

Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmgcr),

1861 ccataagcet tggtggeggt gccagcagoc gggtcctigc agatgggatg actogaggee transcript variant 1, mRNA
1921 cagtggtgeg tottocacgt gottgtgact ctgcagaagt aaagacctgg cttgaaacac
1981 ctgasgggtt tgeagtgata saggaggect ttgatageac cageagattt getcgtctac NCBI Reference Sequence: NM_008255.2

2041 agasactcca cgtgacgatg goaggacgea acctctatat cogtttccag tccaggacgg
2101 gagscgccat gggcatgaac stgatctcta agggtacggs gassgcactg ctgaagetic

s

GenBank G

2161 aggagttctt tcctgacatg cagattctgg cagtcagtgg gaactattge accgacaaga >NM_@@5255.2:315-426 Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmger),
2221 agcctgetge catassttgg atcgasggac gaggasagac tgtggtitgt gaagccgtca transcript variant 1, mRNA

2281 ttccageess ggtggtgaga gaggtgttas agscaactac ggasgctatg gttgacgtas GACGTGCTGAGCAGCGACATCATCATCCTGACGATAACGCGGTGCATCGCCATCCTGTACATTTACTTCC

2341 acattaacas gaatcttgtg ggctcggeca tggotgggag cataggcgge tacaacgeee AGTTCCAGAACCTACGECAGCT TGEGTCCAAGTACATTCTGE

2401 acgcagcasa cattgteact gotatctaca tcgeatgtgg ccaggatgca geacagastg
2461 tZgggagttc aaactgtatt sctttastgg aagccagtgf TCCCacasat gaagacttat
2521 atatcagetg caceatgeca tcgatagaga taggaaccgt gEEtEgtssg accaaccttc
2581 tacctcages agcctgoctg cagatgctag gtgttcasgg sgcatgcass gacaatcotg
2641 gagssaacgc acggeagett goccgasttg tatgtggcac tgtgatgsct gstgagetst
2761 ccttgatgge agccttggea geaggacatc ttgtcagaag tcacatggtt cacaacagat HMG-CoAR; Red”

2761 caasgataaa tttacasgat cttcasggaa cgtgcaccas gaaggcagct tgaggatoct /inference="alignment:Splign:2.1.0"
2821 gacactgaac tgaagcgegg goattgggtt ctesaggact sacatgcaat ctgtgaatta

[exon  ~|Feature &) « 30f20 , |»| NM_008255: 1 segment lDelai\s l Display: FASTA GenBank Help X




Manualni primery

* F_primer: GACGTGCTGAGCAGCGAC

FASTA ~ !

Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmgcr),
transcript variant 1, mRNA

NCBI Reference Sequence: NM_008255.2

GenBank  Graphics

>NM_P@8255.2:315-426 Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmger),
transcript variant 1, mRNA
GACGTGCTGAGCAGCGACATCATCATCCTEACGATAACGCGGTGCATCGCCATCCTTACATTTACTTCC
AGTTCCAGAACCTACGGCAGCTTGEETCCAAGTACATTCTGE

Oligo Calc: Oligonucleotide Properties Calculator

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

Mucleotide base codes

GAC GTG CTG AGC AGC GAC

Reverse Complement Strand(5' to 3 is
GTC GET GCT CAG CAC GTC

5' modification (if any’ 3" modification (if any) Select molecule
\ | ] [ssDNA v|

[ calculate |[ swap strands | BLasT [ mfold |

Physical Constants Melting Temperature (Ty) Calculations
Molecular Weight: 55496/ GC content'l 67‘%

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

is 5.078 | microMolar £ and contains 28.2 | micrograms.

Thermodynamic Constants Conditions: 1 M NaCl at 25°C at pH 7.

Measured Absorbance at 260 nanometers

54.9|°C (Basic)
60.8|*C (Salt Adjusted)
56.13|°C (Nearest Neighbor)

I N =




Manualni primery

* R_primer: CCAGAATGTACTTGGACCCAA

Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmgcr),
transcript variant 1, mRNA
NCBI Reference Sequence: NM_008255.2

>NM_P@8255.2:315-426 Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A reductase (Hmger),
transcript variant 1, mRNA
GACGTGCTGAGCAGCGACATCATCATCCTEACGATAACGCGGTGCATCGCCATCCTTACATTTACTTCC
AGTTCCAGAACCTACGGCAGCTTGEETCCAAGTACATTCTGE

Oligo Calc: Oligonucleotide Properties Calculator

Enter Oligonucleotide Sequence Below
OD cafculations are for single-stranded DNA or RNA
Nucleotide base codes

CCA GAA TGT ACT TGG ACC CAA

Reverse Complement Strand(5' to 3°) is:
TTG GGT CCA AGT ACA TTC TGG

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

M Saft (Na") Measured Absorbance at 260 nanometers
mM Salt (Na

[ calculate |[ swap strands |[ BLasT [ mfold |

Physical Constants Melting Temp € (Ty) Cale
Length: Molecular Weight: 6399.2 2 GC content:| 48‘% 52.4|°C (Basic)

1 mil of a sol'n with an Absorbance of 1|at 260 nm 59.5/pelisaiidused]
is 4.341 | microMolar 2 and contains| 27.3|micr0gram8. 5116 Rz Bear=Aetihio

W N =

Sequence Manipulation Suite:

Reverse Complement

Reverse Complement converts a DNA sequence into its reverse, complement, or reverse-complement counterpart. Tk
work with the reverse-complement of a sequence if it contains an ORF on the reverse strand.

Paste the raw sequence or one or more FASTA sequences into the text area below. Input limit is 100,000,000 characte

GACGTGCTGAGCAGCGACATCATCATCCTGACGATAACGCGGTGCATCGCCATCCTGTACATT
TACTTCC
AGTTCCAGAACCTACGGCAGCTTGGGTCCAAGTACATTCTGG

| Submit || Clear || Reset |

. | reverse-complement v | e Sequence Manipulation Suite — Pracovni — Microsoft Edge

. . . () sboutblank
*This page requires JavaScript. | — 277020

*You can mirror this page or USe Reverse Complement results

>Untitled reverse complement
Sun 14 Jun 00:37-00 2020 N e s e ¥ o C T GO C e TAGCT TCT CEAACTGEARGTARRTGTACAGER
Walid XHTML 1.0 Valid CS5 TEGECGATGCACCECGTTATCGTCAGGATCGATGATGTCGCTEGCTCAGCACGTC



5) porovnani

@ Sequence data

Cut and paste vour sequences here below. @

>F

GACGTACTEAGCAGCGAC
*Rorc
T‘GGGTECAAGTACATTCTEd

ATGTTATCAAGACTTTTCCGGAT
CAGTGACACTTACAATCTGTATG
{S&Hlj& sequencesl_T ATGAGTGCCCTARATTTOAAG F

R_rc
HH_008255,2:150-2813
Consensus

F
R_rc
HH_008255,2:150-2813

Consensus

F

R_rc

HH_008255, 2:150-2813
Consensus

A reductsse (Hmger), franscript variant 1, mBNA

1 10 20 30 40 50 B0 10 g0 90 100 110 120 130
I L ' L ' L ' L L L L L L I

ATGTTGTCARGACTTTTCCGGATGCATGGCCTCTTCGTGGCCTCCCACCCCTGGGAAGTTATTGTGGGAACAGTGACACTTACARTCTGTATGATGTCCATGARCATGTTCACCGGCARCARCAAGATCT

B AR R R R R R R R R A R R R R R R R R R R R R R AR R R R R R R R R R R R R R R A A R R R R R R R R R R R R R A R R R AR R R R R R R R AR AR R AR AR R R R AR AR AR R

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 |

GACGTGCTGAGCAGCGAC
TTGG
GTGGCTGGAATTATGAGTGCCCTAAAT TTGAAGAGGACGTGCTGAGCAGCGACATCATCATCCTGACGATAACGCGGTGCATCGCCATCCTGTACATTTACTTCCAGT TCCAGARCCTACGGCAGCTTGG

Y - Tos- o - ] -1 =T it - i - | Y 1 f -7 -

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| |

GTCCARGTACATTCTGG
GTCCARGTACATTCTGGGTATTGCTGGCCTCTTCACAARTTTTCTCARGCTTTGTCTTCAGTACAGTCGTCATTCATTTCCTCGACAARAGAACTGACAGGC TTARATGARGCTTTGCCCTTTTTTCTGETC
LA A A A . s s e v e e st s snsssssesasetetesasetesetetenssseststsestetesetetenstesstetenttetentssetstssstetesstetenstenssstensssss

3 400
1 t




Najdete proteinovou sekvenci s nazvem
“SUPERMAN?” z Arabidopsis thaliana

e Jaky je pristupovy kod a funkce tohoto proteinu?

e Kolikrat by tato sekvence byla stepena pepsinem (pH1.3)?

e Ma sekvence néjaké pravdépodobné transmembranové helixy?

e Navrhneéte primery pro detekci tohoto genu (tak aby

amplifikacni produkt nebyl delsi nez 500bp).
e Existuje nejaky lidsky homolog SUPERMANa(u)?



Superman Arabidopsis thaliana

lsuperman

BLAST  Align e/’ ide search  SPARQL Help Contact

We will be switching to the new UniProt website in a few weeks. Please explore and share your feedbac

UniProtkKB 2022 01 results

UniProtkB consists of two sections:

The UniProt Knowledgebase (UniProtKB) is the central hub for the collection of functional information on

™ Reviewed (Swiss-Prot) - Manually annotated
( ) Y proteins, with accurate, consistent and rich annotation. In addition to capturing the core data mandatory

Records with information extracted from literature and curator-evaluated computational analysis for sach UniProtKB-entry|(malnly, the aminn/acid sequence) protain name or dascription; Eaxonomic data

and citation information), as much annotation information as possible is added.

Unreviewed (TrEMBL) - Computationally analyzed . Natlonal lerary Of MEdICI ne & joslovap
Records that await full manual annotation. @Help D UNIProtkd help video B Other tutorials and videos . Downloads National Center for Biotechnology Information
: & Dosmioad 2 col = a1t0250f354 p Show [25 v . .
Filter by Jownlos olumns Protein | Protein V\|superman| |
T e S S s Bl
SUP_ARATH Transcriptional regulator SUP FLO10, At3g23130, K14B15.1 Arabidopsis thaliana (Mouse-ear
Unreviewed (346) - i cress) Species Summary » 20 per page~ Sort by Default order « Sendto' v Filter your results:
e O Q8GZA8 ULT1_ARATH .  Protein ULTRAPETALA 1 ULT1 Atdg28190, F26K10.70 Arabidopsis thaliana (Mouse-ear 237 Animals (1
fortiy ] ) Al (5911
- cress) Plants (426) : )
Paniilar araanisms - nervas Cinimia ADATL B Uicranahucina M- CINILA KV GNEIT CETIT AA170AR Arahirancie thalians (Maen.nar s Bacteria (5,483) See SUP (SUPERMAN) C2H2 and C2HC zinc fingers superfamily protein in the Gene database Bacteria (5483)
Customize .. superman reference sequences Transcript (1) Protein (1) Related Structures (65)
Source databases RefSeq (193)
FDB (2) X ) . . ) ;
See the results of this search (296 items) in our new Identical Protein Groups database. Manage Filters

RefSeq (193)
UniProtkB / Swiss-Prot (7)
Customize

. ltems: 1 to 20 of 5911 Results by taxon =
e O b S:vl::)‘a";menls Page 0i296  MNext= | Last== 0P Organisms [Tree]

Klebsiella pneumoniae (5483)

Mitochendrion (1) [ SUPERMAN [Arabidopsis thaliana) Malus domestica (19)

Plasmid (278) 1. 204 aa protein Arabidopsis thaliana (715)

Sequence length Accession' AACA9116 1 GI 1079569 g‘gd”_e,;“ax'gg
Nuclgotide PubMed Taxonom 1= vinitera

Custom range. Hucleofide  Publed  Taxonomy All other taxa (360)
GenPept Identical Proteins FASTA Graphics Mare..

Molecular weight
Custom range...

superman [Populus tomentosa]
Release date 214 aa protein Find related data

Custom range... Accession AGLO9267.1 Gl 490257786 Database:

Nuclectide PubMed Taxonomy

~O

Revision date
Custom range. GenPept |dentical Proteins FASTA Graphics




Stépeni pepsinem

PeptideCutter

The sequence to investigate:
* 35x% i “
18 28 33 4e Sa 6

MERSNSIELR NSFYGRARTS PWSYGDYDNC QQDHDYLLGF SWPPRSYTCS FCKREFRSAQ

78 &9 99 leg 11@ 128
ALGGHMNVHR RDRARLRLOQ SPS555TPSP PYPHNPNYSYS TMANMSPPPHH SPLTLFPTLS

138 148 152 168 178 188
PPSSPRYRAG LIRSLSPKSK HTPENACKTY KSSLLVEAGE ATRFTSKDAC KILRNDEIIS

1@ 208
LELEIGLINE SEQDLDLELR LGFA

The sequence is 204 amino acids long.

Available enzymes

The enzyme({s] that you have chosen:
» Pepsin (pH1.3)

You have chosen to display all possible cleaving enzymes.

These enzymes cleave the sequence:

Name of enzyme MNo. of cleavages Positions of cleavage sites
Pepsin (pH1.3) 35 891337 3839405051616276786 114116 131 134 154 155 164 172 180 181 182 183 186 187 194 195 196 197 198 199 201 203

These are the cleavage sites of the chosen enzymes and chemicals mapped onto the entered protein sequencs:

« You have chosen a block size of 60 for the map.
» Please note that the cleavage occurs at the right side (C-terminal direction) of the marked amino acid.

* You have the possibility to display the results of a single enzyme by mouseclicking on the respective enzyme name in the map.



probability

0.8

0.6

0.4

0.2

TM helixy?

*ne

TMHMM posterior probabilities for WEB!

50

transmembrane

100

inside

Phobius prediction

Prediction of UNNAMED
D UNNAMED
FT TOPO_DOM 1 2a4 NOM CYTOPLASMIC.
I
Phobius posterior probabilities for UNMAMED
1 T T T T
0.8 b

0.6 9

0.4 2 =

Posterior label probability

) 100 150 200
cytoplasmic == pnon cytoplasmic === sighal peptide =—

transmenbrane

% Submit B Manual ¥ 2 About & Standalone = Mylobs | JobID a

Results for job af3a5213b773d883a54ae65f50d2a077

Proteins:

# sequences: 1/1

> sue

Download results

[ ]
Summary
Code: suP
Evidence: notTm
Reliability: EE]
#Tm: 0
Cross
references:

Al #visitors: 2364671 #jobs: 545034, #seqs: 1763306 . Last week: 247 jobs 1. Current loack 0 jobs

Predicted topolegies and predicted AG values:

= Ingide == Quiside TM-helix {IN-=CUT) | Th-helix (QUT-=IN) [l Signal peptice

TOPCONS

OCTOPUS

Philius

PolyPhobius

SCAMPI

SPOCTOPUS

PDB-homology

us TM proteins - fal

50 100 150 200

High-reseclution image




Primery pro detekci genu (mam protein

* Nutna (pouze) speci

KEGG* :ath:Al3G23130

Feature viewer

Similar proteins:

Feature table

100% Identity 90% Identity

50% Identity

Mone

r proteins

unction
(thale cress) hypothetical protein

v

Cross-references:

Uncharacterized protein At3g23130 (Fragment)

Sequence databases

Select the link
destinations:

g @EMBL® CP002686 Genomic DNA Translatio
OGenBank® DQ056605 mRNA Translation: A,
RefSeq® NP_188954.1, NM_113214.2

Cross-references

3D structure databases

” . .
] destinations:
Top @®pPDBe:* Q- NMR
ORCSB PDB* 2110 NMR
OpDBj*

U38946 Genomic DNA Translation: AAC:
AB025608 Genomic DNA Translation:

Resolution (

icital — pouzit ,pick primers”

Nucleotide [Nucleotide v ” | w
Advanced Help
GenBank « Send to: = -
Change region shown &=
Arabidopsis thaliana C2H2 and C2HC zinc fingers superfamily protein (SUP), —
Customize view =
mRNA
NCBI Reference Sequence: NM_113214.2
FASTA  Graphics Analyze this sequence
Run BLAST
Golo. ™ Pick Primers
Locus NM_113214 1117 bp mRHA linear  PLN 14-FEB-2219 Highlight Sequence Features
DEFINITION Arabidopsis thaliana C2H2 and C2HC zinc fingers superfamily protein
(SUP), mRNA. Find in thic Q@amianra
ACCESSION NI 113214 Primers for target on one template Primers commean for a group of sequences
VERSION NKM_113214.2 Retrieve recent results  Publication  Tips for finding specific primers
DBLINK BioProject: PRINA11G PCR Template
BioSample: SANNG3981427 Enter accession, gi, or FASTA sequence (A refseq record is preferred) @ Range @
KEYWORDS RefSeq. NM_T13214.2 From To
SOURCE Arabidopsis theliana (thale cress) Forward p,imerl:l l:l
ORGANISM Arabidopsis thaliana

Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta;
spermatophyta; Magnoliopsida; eudicotyledons; Gunneridae;
Pentapetalae; rosids; malvids; Brassicales; Brassicaceae;
Camelineas; Arabidopsis.

REFERENCE 1 (bases 1 to 1117)

AUTHORS Salanoubat,M., Lemcke,K., Rieger,M., Ansorge,W., Unseld,M.,
Fartmann,B., Valle,G., Blocker,H., Perez-Alonso,M., Obermaier,B.,
Delseny,M., Boutry,M., Grivell,L.A., Mache,R., Puigdemenech,P., De
Simone,V., Choisne,N., Artiguenave,F., Robert,C., Brottier,P.,

Or, upload FASTA file

Primer Parameters
Use my own forward primer
(5->3" on plus strand)
Use my own reverse primer (5'-
>3' on minus strand)
PCR product size
# of primers to retumn

Primer melting temperatures

(Tm)
Exon/intron selection
Exen junction span

Exen junction match

Intron inclusion

Intron length range

Zvolit soubor | Nevybran zadny souber

\ e =
e @D

opt Max Max Ty, difference
[600 ] [630 | [3 1@

Arefseq MRNA sequence as PCR template input is required for options in the section @

[ No preference ~ @
MinS'match  Min3'match  Max 3 match
[7 = 1 [ 1

Minimal and maximal number of bases that must anneal to exons at the 5 or 3 side of the junction @
[ZJ Primer pair must be separated by at least one intron on the corresponding genomic DNA @
Min Max

Note: Parameter values that differ from the default are highlighted in yellow



Primery pro detekci genu

Primer-BLAST Results @

Input PCR NM_113214.2
Range 1-1117

is thaliana C2H2 and C2HC zinc fingers superfamily protein (SUP), mRNA

Other reports b Search Summary

== Graphical view of primer pairs

S nM_113214.2~ | Find:

Genes

WP 3555541

Specificity of primers Primer pairs are specific to input template as no other targets were found in selected database: Refseq mRNA (Organism limited to Arabidopsis thaliana)

A Tools - | £ Tacks - & P -

(0) Primer pairs for job ubNmUMcoyoDtulg V99-]S3ED7EA135iAQ 00 =%
Priner 4 f
Priner 2 =2 — Priner 9 = —_—
Friner 7 Friner
= —
Priner 5
Prinsr
Primer —_ —
= =
1 52 122 ) 200 ez 22 £ 4an 450 B2 = 50 7ag 22 B 1k 1050 L117]

NM_113214.2: 111K (1,117 nt)

* Napr:

Primer pair 1

" ¥ Tracks shown: 3/4

= Detailed primer reports

Sequence (5->3') Template strand

Forward primer TTGATCCGTTCCTTGAGCCC Plus
Reverse primer GCGAAACCCAAACGGAGTTC Minus
Product length 221

Products on intended targets
=NM_113214.2 Arabidopsis thaliana C2H2 and C2HC zinc fingers superfamily protein (SUP), mRNA

product length = 221
Forward primer 1 TTGATCCGTTCCTTGAGCCC 2@
Template B30 e 658

Reverse primer 1 GCGAAACCCAAACGGAGTTC 2@
Template BhO i 848

Length
20
20

Start
639
859

Stop
658
240

Tm
60.04
60.04

GC%
55.00
55.00

Self complementarity
4.00
3.00

Self 3' complementarity
2.00
2.00
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I—I S y O I I I O O g [] BLAST @ » blastp suite » results for RID-7TLN4H60Z013 Home RecentResults Saved Strategies Help

<E

Search Save Search Search Summary v © How fo read this report? @ BLAST Help Videos  ®)Back to Traditional Results Page

I 0 Your search is limited fo records that include: Homo sapiens (taxid:9608)

Job Title Protein Sequence Filter Results
RID 71N4HB0Z013 Search expires on 05-04 15:06 pm Download All v o
i ly top 20 will
[ ) Program BLASTP@ Citation ¥ Organism only top 20 will appear [ ] exclude
Type common name, binomial, taxid or group name
p Database swissprot  See defails v | w group ‘
+ Add organism

Query ID Icl|Query_28058

BLAST® blastp suite Description unnamed protein product Percent Identity E value Query Coverage

Stan Molecule type amino acid | ‘ to | | ‘ | to ‘ | ‘ | to ‘ ‘

vastn [ blestx tblastn tolastx Query Length 204
Other reports  Distance tree of results Multiple alignment MSA viewer @ m

BLASTP programs search |

Enter Query Sequence i _
Descriptions Graphic Summary Alignments Taxonomy

Enter accession number(s), gi(s), or FASTA sequence(s) @ clear Query subrange @

RORARLRLOQSPSSSSTPSPRYPNPNYSYSTHANSPRRHHSPLILEPTLSP = p Sequences producing significant alignments Download ~  Selectcolumns ¥ Show )
PSSPRYRAGLIRSLSPKSK

HTPENACKTKKSSLLVEAGEATRFTSKDACKILRNDEIISLELEIGLINESEQDL ~ .

DLELRLGFA g To ’—‘ select all 2 sequences selected GenPept Graphics Distance tree of results ~ Multiple alignment MSA Viewer
S5 R . Scienfific  Max Total Query E  Per  Acc

T, uplead file Zvolit soubor | Nevybran Zadny soubor @ pesciiuton Name  Score Score Cover value Ident Len Accessiol

- v v | w = v -

e | | RecName: Ful=Zinc finger protein 521: AltName- Full=Early hematopoietic zinc finger protein’ AltName- Full=LYST-interac _ Homo sapiens 358 358 14% 0013 4483% 1311 Q96KE31 PP
- Enter a descriptive litle for your BLAST search @ RecName: Full=Transcriptional-requlating factor 1; AtName: Full=Breast cancer anti-sstrogen resistance 2 AliName: Full.. Homo saplens 358 358 16%  0.013 48.48% 1200 QIEPNT
[ Align twe or more sequences @ : y

Choose Search Set

Databases @ standard databases (nr etc.): Eo Experimental databases e e atepes Q v s
For more info see What is clustered nr? N a I eZe ny dve pod O b n e Se kve n Ce
Compare [ select to compare standard and experimental database @
Standard
2 + [ UniProtKB/Swiss-Prot(swissprot) v |@
Organism

|| exclude ((Add organism
shown. 9

[tured/environmantal sample sequences

Optional | Homo sapiens (taxid 9605)

Enter organism commen name, binomial, or tax id. Only 20 top taxa

Exclude [ models pavnxP) () Non-redundant RefSeq proteins (W) [
Optional

Program Selection
Algorithm @ biastp (protein-protein BLAST)
(O PSI-BLAST (Position-Specific lterated BLAST)
PHI-BLAST (Pattern Hit Initiated BLAST)
\_) DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algerithm e

Search database swissprot using Blastp (protein-protein BLAST)

|| Show results in a new window




