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OLIGO PROPERTY SCAN “MOPS” - TUTORIAL

The one-stop solution for quick and easy oligo analysis and calculation

MOPS

Our MOPS is a multifunctional oligo calculation
tool, which gives you the option of checking
your oligos before you order.

It also facilitates the set up of experiments by
calculating the adequate amounts and dilution
factors for your oligo solutions.

You can enter DNA as well as RNA sequences
and you can attach or insert modifications to
your oligos:

Physical property check

By using "Properties” you ask the system to
specify all physical attributes such as GC con-
tent, melting temperature (Tm), molecular
weight (MW), extinction coefficient and se-
quence complements of your oligo:

Secondary structure prediction

By pressing “Structure” the software predicts
the secondary structure of DNA oligos by using
the mfold program. This program is an adapta-
tion of the mfold package (version 2.3) by Zuker
and Jaeger that has been modified to work with
the Wisconsin Package.

The RNAfold program (Vienna RNA Package) is
used to predict RNA secondary structures.
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Order oligo
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SEQUENCE

= cgt acg tac gca gtc atg cat gac tag tcg cat cgt <y
COMPLEMENT

5 acg atg cga cta gtc atg cat gac tgc gta cgt acg £
REVERSE

ot tgc tac geot gat cag tac gta ctg acg cat goa tgeo L

REVERSE COMPLEMENT
5* gca tge atg cgt cag tac gta ctg atc age gta gea 3!

Base composition 84 &T 0.U 8.6 10.C 0.cthers 25al
GC content S28%

Meiting temperature 728'C

Mdecular weight 11436.1 g/mol

Extinction coefficient 341900 1/imarem

(Webbles converted to W)
Maximum annealing score

(best< 15

34

Physical property result

Enter your cligo sequence

DINA 'I oligo type

My Oligo

Sequence 1D / name

5'[act gactya cty act gactga ctg actgacty 3l

Order oligo

minimurn free energy: 1.8 keal/mol
maximum stack length: 1

ACTGACTGACTGACTGACTGACTGACTGACTG

Visualisation of secondary structure
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BLASTn analysis

This functionality aligns your sequence against
the human, mouse and rat Refseq mRNA
database. A comprehensive BLASTn report is
provided online:

Dimer formation

The dimer formation check tests your oligo
against itself or another oligo for dimer forma-
tion.

PCR viability check
The PCR check performs a PCR viability check
for a primer pair.

www.eurofinsdna.com

Blast Results

Relerance: lar
“Tre design,
In PFroceedings

The HPC Revolu

nux Clusters:

Quezy= chistcolisgzest

1 lecters|

Database: /database/mpidb/zefieq_=mo
36,068 seguences; 3,557,

Sequences preducing significant alignments: bi

ST
T

300 Mus musculus teashizt zinc finger family =sexber 1 (Ishzl), =RNA.

Length = 5314

., EXpetT = 0.532

gactgacgtacgTg 14
[ IR RN

Sbjct: 413% gactgacgtacgtg 41i€

>H 001025581 Mus musculus potassium vpltage gated channel, Shaw-related

BLASTn report

5 GACTGACGTACGTG
1111
3' TAGCTCAGGACT

Result of a dimer formation check

Results PCR check

B* ACGACGACGACG: svsss 2
forward pnmer
5 ACGACGACGACG 3 -12tbases
maximum 3 annealing store {(best < 9). 6
maximum annealing score (best < 15): 6
reverse primer
5 ACGACGACGACG ¥ -12bases
maximum 3 annealing score (best < 9): 6
maximum annealing score (best <15). 6
forward/reverse pimer
maximum 3 annealing score {(best < 9): 6
maximum annaaling score (best < 15): &
difference tm (best < 3): 0.0 °C
Recommendation

LR

LAA A4

This primer pais can be recommended for use in PCR

Result of a PCR viability check
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0D Calculation

With "OD-Calc" you can calculate the
optical density (OD), mass, amount and
molecular weight (MW) of your oligo for speci-
fic experimental conditions.

Additionally you can decipher the appropriate
oligo synthesis scale you need for your experi-
ments.

Dilution Calculation

With "Dilu-Calc" you are able to determine how
much volume you need to dilute an oligo stock
solution of higher concentration down to a
specific lower concentration.

This application also supports different units for
concentration and volume.

Feel Free to Contact Us

Sequence

& |[CAG TCATGCAGTCAG TCAGAC TCGTACGACTGC GTACG 3

Caprziimenlal s=ltngs

number of expariments| 10 00 02
ancuntsxpacment 50 I meIlG b final amaent 50000 ; pmoli il
concentration® 0 Ingjui v molecular weight|11663.5 gimot

* required if amount per experiment is given in gram

Result of yield calculation

This tool is deaigned to determine how much volume is needed to diue an oligo sibck solution of higher contentration down
to alower concentration. Stock volume and the final volame (defaull 100 yi) can be defined as well

Sequence
s Itag Icalgcagtcagica gac teg tac gacige gta cg ' 3
Dilution settings

Stock Concentraton? 100 -uh"l (pmolefpl) v

Stock Volums! 100 Wi

Final Concentration” 10 ‘Emole:‘ul} i
FinalVoume 100 [T

Molecular weight™]11663.5 g/mel

* mandalory ** ssquired if ane of the concanirations & piven in (n.0.5)g/l
Resul

Toget a 100 i 10 pid (pmole/pl} solstion, mix 10.0 pl of 100 pM (pmele/pl) olige stock with 90.0 pl of

vsater or buffer

Result of dilution calculation

We invite you to send us your request using our online request form at www.eurofinsdna.com, by email or contact
us directly by phone.

Email: Free Phone Numbers:

support-eu@eurofins.com Austria 0800 296 562
Denmark 8088 1262

Phone: France 0800 903 807

+49 8092 8289-77 Finland 0800 112 744
Ireland 1800 555 056
Italy 800 785 950

Our official business hours are: Norway 800 138 44

8 a.m.- 6 p.m. CET Sweden 020 798 148
Switzerland 0800 562 013
UK 0800 0323 135
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