Graphical Codon Usage Analyser

“each triplet position vs. usage table”

[ ¢ g raphical povered by E

I: c Odon gene.com

sage $0.39/ bp
I a nalyser 0.30 € /bp [
sequencename histatin-3 &

<
fasta identifier overrides this textbox

originating Homo_sapiens : <
organism use textfield below for not listed organisms

select box overrides textfield

sequence ATGAAG C GCTTTAATCTTGGCTCTCATGCTTTCCATGACT
GGAGCTGATTCACATGCAAAGAGACATCATGGGTATAAAAGAAAATTCC

ATGAAAAGCATCATTCACATCGAGGCTATAGATCAAATTATCTGTATGAC <—

AATTGA

paste in raw or fasta format

color options Threshold 1: Few used codons A
highlight codons used less than  20/% in | grey €
Threshold 2: Very few used codons
highlight codons used less than 10/% in | red <

display non highlighted codons in | black

Codon usage Escherichia_coli_K12 2 -

table to apply if organism not listed, select "http_url" and paste
url in textbox below - select box overrides given http_url

http://www.kazusa.orjp ...

new in

2.0 (2relative adap! read more...
read n;grg (Ofrequency (like in gcua version 1.0)
outputformat html

if option email is selected please enter address

Enerco Programming
enerco.s
Diverse Software Development Mobile Devices Included!

reset submit

5. vaja: Analiza nt zaporedij in mol. kloniranje

ime zaporedja (poljubno)
izvorni organizem

zaporedje (SAMO KODIRAJOCA REGIIA)

obarvanost za frekvenco < 20 %

obarvanost za frekvenco < 10 %

organizem, za katerega analiziramo rabo
kodonov

Webcutter

5. vaja: Analiza nt zaporedij in mol. kloniranje

Iskanje restrikcijskih mest — razvrstitev unikatnih mest po mestu rezanja

Phease enter a title for this sequence:

piMPOA <€

Paste the DNA sequence into the box below

TGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTG
CCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAA
ACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCAC
TCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGG _
AAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCC
TTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTT
AGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGTCTAAGAA
ACCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCC

Phease select the type of analysis you would like
(s)Linear sequence analysis A

Circular sequence analysis -

Find sites which may be introduced by silent mutagenesis

Phease indicate how you would like the restriction sites displayed
Map of restriction sites
Table of sites, sorted alphabetically by enzyme name

@ Table of sites, sorted sequentially by base pair number <&

Phease indicate which enzymes to include in the display
All enzymes
Enzymes not cutting
(®Enzymes cutting once <&
Enzymes cutting exactly times
Enzymes cutting at least times, and at most times
@ | Rainbow : | highlights for enzymes from the | Standard : | polylinker

Phease indicate which enzymes to include in the analysis
All enzymes in the database

(®Only enzymes with recognition sites equal to or greater than |6 | bases 10Ng € ————————

Aatl
Aatll
Accl131
. Accl6l
Only the following enzymes: |accesi

Use the command, control, or shift key to select multiple entries

ime zaporedja (poljubno)

zaporedje

tip zaporedja/analize (linearna ali
krozna DNA)

rezultat naj bo tabela restrikcijskih mest,
razvrscenih po lokaciji v zaporedju

upostevamo le tiste restriktaze, ki znotraj

danega zaporedja rezejo zgolj 1x

upostevamo le tiste restriktaze, katerih
prepoznavno mesto je dolgo najmanj 6 bp




OligoCalc
Nacrtovanje zacetnih oligonukleotidov

Oligo Calc: Oligonucleotide Properties Calculator

5. vaja: Analiza nt zaporedij in mol. kloniranje

Enter Oligonucieotide Sequence Below
0D calculations are for single-stranded DNA or RNA

Nucleotide base codes

ATG GCG CCC CCG CAGGTC & -

zaporedje oligonukleotida (5'2>3’)

obratno komplementarno

[@ Strand(5' to 3) is:
GAC CTG CGG GGG CGC CAT <

5' modification (if any) 3' modification (if any) Select molecule

| ) +| | ssDNA + | tipza
50| nM Primer krozn

1| Measured Absorbance at 260 nanometers
50| mM Salt (Na*)

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

ature (Tyy) Calculations

Length: 18| Molecular Weight: 5461.6/4 GC content: 78% 1 59.4| °C (Basic)

1 ml of a so'n"\ith an Absorbance of 1 at 260 nm 2 65.3| °C (Salt Adjusted)
°C (Nearest Neighbor)

deltaH

167.3| Kcal/mol

Kcal/mol deltaS 430.2/ cal/(*K*mol)

4 3 | (Minimum base pays required for a hairpin) [C Self- i i ’

zaporedje oligonukleotida (5’2 3’)
poredja/analize (linearna ali
a DNA)

— delez GC

T,, (upoStevamo “salt adjusted”)

preverimo tvorbo dimerov

dolZina oligonukleotida

in sekundarnih struktur

Primer3
Nacrtovanje zacetnih oligonukleotidov

3 disclaimer | code
Primer3web version 400 - pick primers from a DNA sequence. [ contions ] B

cautions

Select the Task for primer selection | generic

Paste source sequence below (5'->3', string of ACGTNacgtn -- other letters treated as N -- numbers and blanks ignored). FASTA format ok. Please N-out undesirable
sequence (vector, ALUs, LINES, etc.) or use 2 Mispriming Library (repeat library) [ NoNE

GCCCCTGCAGCCGAATTATATTATT TTTGCCAAATAATTTTTAACAAAAGCTCTGAAGTCTTCTTCATTTAAATTCTTAGATGATACTTCATCTGGAARATTGTCCCAAT
TG TAG AT CAC TG TCAG A TTCTAAACCAT TTTTTATTCTTGTATIATCTCTAATCTTACTACTCGATCACTTTICGGTATIATCTCTATTTITAACTIGGAGCA
A AT A AT TG AATAA AT CAAC TG TTTAACACTTGTGCC TGAACACCATATCCATC c

T &
TG ARAACTACAAGCTGCCC G TAAACTGCT TTCTOAATAATAATCGTCAATGCCAGTGTACTTAGTTGUTGCACAAATACTGTCAT T TCARAGCTOGCTGCCA 4
AATGTT CTCAARACTTC CAAAACCTGAAGGGGCCCTCCAGAACAATGATGGGCTTTATGATCCTGACTGCGA
A AT TA G A A A AT CCAC IO TG TCTCTCAACACTCCTCCCCTCAGAMGAACACAACCACACTCAARTAACCTC

oy

CAACCCCTTATCAACTCCATCCAMAATITATCA T g2 TCACTATTGATCTGGTTC AnchchAAcTCAmTcAmc
GACATAGCTGATGTGGCTTATTATT TeTITCATT
T T AT T AT TTAT AT TGATCAAAAAGCACCTGAATTCTCAATCCAGCOTCTARAAGCTGGTGTTATTGCTTTAT AT
TTGCTGGAATTGTTGTGCTGGTTATTTCC ATAGG!
TCGATGTTCTTCTTTTAT T TAAMACTTATATIAAGAAC
AT AT CATCAGCAACCCTTCTAGCTCCCCTCCCTTTICTTCCAATCCACTCTC, AAATATTCAATATGTTCCTCTTGACCAACT|
CATTTTTITTGAAS AT CACACAGCART T TTAT AAAARTT AAATI TTCAAGAAACT TCAGGCTTARTAGCATCCA
AN T CA AT T AN AAAGACOTTC T T TTOAATG ARG T TARACCTCO TG TOARAT TAT AT CCCCTCATARTICCACACAT
TATACGAGCCGGAAGCH sccTeccarce TAACTCACATTANTTGCGTTGCGCTCACTGCCANT TGCTTTCCACTCGCGAMACC.
TTGCGTATTGGGCGCTCTTCCGCT
(cctTG(CC(cAC(CcnttAGU(AU(AAAcc(ccTAATA(ccTrAT((AcAcAATuccccATM(c(AccAMcAA(ATGmAccAMAcn(cAc AAAAC
CTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCG

AR TATAAGATAC AT T OO ARG T TG T T T CCOACT e COOTTACCCGATACCTGTECGCaTTTCTCCOTTCG GG
T

CGTGCTACAGAGTTCTTC AACIA(ccCrACA(TAcAAccA(AcrArrrccTArrrc(CCrcrcrrcAAcC(AcrrA(Cn(ccAMMcAchc
RO O AT AR AACACC T A T T T TG T AN A COAGATTAC GO CACAARRAAACOATCTCAAGAAGATCCTTTCATET
TWCYACCCCCTCTCA(CcTcAcrccAAccAAAACTcAccrrAAcccAYrrrccrcAYcAcAWATcAMAAcCArCW(AcGAcAY(CTTnAAA TAAMAATGA
cTTTT TACCAATGCTTAY
Piaeales TACCATACCCCAGECCTTACCATCTG Grccrccumm‘»(cccmcxcucccracccccr(chmAT(
AGCARTAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCT CCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGT?
(c(cAcTrAAncTrrccc(AA(crn:rrccnnc(TAcAcC(AT(cchYCr(A(cETCcchmccTAchm(AncAccr(ccCrr((cAA(cAr(AAcc[
GTTAGCTCCTTCGGTC \GTAAGTTGGCCGCAGTGTT, TATGG

CACTGCATAATICTCT T \CCAAGTCATT TGCTC,
T A A A A ATA G A AT TANAAGTCCTCATCATTCCAMACCTTCTTCCCCCCCAMAACTCTCAAGCATCTTACESC
A AT AT A AT e A A TCATCTTCAGCATCTTTTACTTTCACCACCCTTTCTGCGTCA

CAAMMGEC TGO OACACCCAARTGTTGARTACTCATACTCT T T T CARTATTAT T GARGCATT AT CAGGETTATTCTCTCATOAGCCOATACATAT

aT TTCCec GTCTAAGAAACCATTATTATCATG)

TACoceTMcAcoAGaCe

Force Left Primer Start 352 | Force Right Primer Start 1296
—
Force Left Primer End -100/ Force Right Primer End |-100

General Primer Picking Conditions
Upload the settings from a file | Choose File | no file selected
—
Primer Size Min 13  Opt 23 | Max 25
Primer Tm Min 57.0 Opt s9.0 Max 62.0 Max Tm Difference s
Product Tm Min -100 Opt 0.0 | Max 1000
Primer GC% Min 30.0 Opt 50.0 Max 70.0

5. vaja: Analiza nt zaporedij in mol. kloniranje

zaporedje (matrica)

parametri, s katerimi izrecno
povemo, katero regijo zelimo
pomnoziti (left primer = smerni
oligo; right primer = protismerni
oligo)

POZOR pri “right primer start/end”!

splosni parametri za izbor
oligonukleotidov (dolzina, T, ...)




