
SVARAP and aSVARAP: simple tools for quantitative analysis of

nucleotide.

SVARAP user manual

SVARAP and aSVARAP are free and downloadable at URL:  http://ifr48.timone.univ-

mrs.fr/portail2/index.php?option=com_content&task=view&id=50#telechargements

-To get an alignment in GDE format using clustal X v1.83

Clustal X v1.83 is free and downloadable at URL: ftp-igbmc.u-strasbg.fr/pub/ClustalX/

− Open ClustalX (1.8) and append sequences in FASTA format.

− Select tab « Alignment », then output Format Options

− Select GDE format.

− Start alignment (“Do complete alignment”)



-Formatting the GDE alignment using Microsoft Word®

Like for most of sequences analysis, it is necessary to format sequences:

Open the GDE file using a software that is able to read text format (for instance: note pad)

Copy then paste the GDE alignment in a Microsoft Word® file

then :

1/ Delete all paragraph jumps:

For instance,

replace:

#57337355

----------tctgcggcagtgaaagagttcttcggttccagccagctgt

ctcagttcatggaccagaacaacccgctgtctgagatcacgcacaaacgt

cgtatctccgcactcggcccaggcggtctgacccgtgaacgcgcaggctt

#57337357

--------------------------------------------------

--------------------------------------------aaacgt

cgtatctccgcactcggcccaggcggtctgacccgtgaacgcgcaggctt

by:

#57337355----------

tctgcggcagtgaaagagttcttcggttccagccagctgtctcagttcatggaccagaacaacccgctg

tctgagatcacgcacaaacgtcgtatctccgcactcggcccaggcggtctgacccgtgaacgcgcaggc

tt#57337357----------------------------------------------------------



------------------------------------

aaacgtcgtatctccgcactcggcccaggcggtctgacccgtgaacgcgcaggctt

2/ Replace the « - » by another kind that does not lead to paragraph jump:

For instance,

replace:

#57337355----------

tctgcggcagtgaaagagttcttcggttccagccagctgtctcagttcatggaccagaacaacccgctg

tctgagatcacgcacaaacgtcgtatctccgcactcggcccaggcggtctgacccgtgaacgcgcaggc

tt#57337357----------------------------------------------------------

------------------------------------

aaacgtcgtatctccgcactcggcccaggcggtctgacccgtgaacgcgcaggctt

by:

#57337355..........tctgcggcagtgaaagagttcttcggttccagccagctgtctcagttcat

ggaccagaacaacccgctgtctgagatcacgcacaaacgtcgtatctccgcactcggcccaggcggtct

gacccgtgaacgcgcaggctt#57337357.......................................

.......................................................aaacgtcgtatctc

cgcactcggcccaggcggtctgacccgtgaacgcgcaggctt

3/ Add a paragraph jump before and after each sequence name:

For instance,

replace:

#57337355..........tctgcggcagtgaaagagttcttcggttccagccagctgtctcagttcat

ggaccagaacaacccgctgtctgagatcacgcacaaacgtcgtatctccgcactcggcccaggcggtct

gacccgtgaacgcgcaggctt#57337357.......................................

.......................................................aaacgtcgtatctc

cgcactcggcccaggcggtctgacccgtgaacgcgcaggctt

by:

#57337355

..........tctgcggcagtgaaagagttcttcggttccagccagctgtctcagttcatggaccagaa

caacccgctgtctgagatcacgcacaaacgtcgtatctccgcactcggcccaggcggtctgacccgtga

acgcgcaggctt

#57337357

.....................................................................

.........................aaacgtcgtatctccgcactcggcccaggcggtctgacccgtga

acgcgcaggctt

The Microsoft word® file is now formatted, and can be copied then pasted into SVARAP



-Pasting the GDE alignment in SVARAP in the Microsoft Excel® File Sheet

« Paste the alignment »:

Step 1: When using this program: click on column B then key <Suppr> to delete prior work.

Step 2: Paste in a same cell (white space, cell B2) the GDE alignment formatted using

Microsoft Word®.

-You can check that the GDE alignment has been well formatted in the Microsoft

Excel® Sheet « Sep1000 »:

Check that:

− In column « Identification »: only sequence names are present; check that the number of

studied sequences is right.

− In columns « Nucleotides… »: only sequences are present.

If not OK: check the GDE alignment, then paste again.



-Analysis of variability:

Go back to the main page (in the Microsoft Excel® File Sheet « Paste the alignment »)

by using any of the boxes called “Link to main page” (hypertext link).

Then select one of the four hypertext links to analysis of variability:

1-Link to analysis of variability by nonsliding windows of 50 nucleotides:



2-Link to site by site analysis of variability:

− The green line represents the absolute number of sequences analysed in the studied set of

sequences;

− The blue rods represent variability at each site in the alignment of sequences;

− Nucleotide positions are noted in abcissa:

3-Link to analysis of variability by sliding window of 25 nucleotides:



4-Link to detailed analysis of variability (per 200 nucleotides; click on the Microsoft

Excel® sheet name index):

These tables contain the main part of analysis of variability: the level of variability correspond

to the proportion of sequences for which, at a given nucleotidic site, the nucleotide differ

compared with the nucleotide the most frequently found in the studied set of sequences.

− Positions that are defined correspond to those defined in the ClustalX alignment for the

studied set of sequences.

−  The number of distinct variations corresponds to the number of different nucleotides

observed at a given site.

− Both absolute numbers and proportions of nucleotides harbored at a given site are given.



All figures or tables are printable.

An example of the use of SVARAP: Investigation of the usefulness of rpoB sequencing for

differentiation and identification of bacteria belonging to the genera Afipia and Bosea which

are amoeba-resisting bacteria recently reported to colonize hospital water supplies (Appl

Environ Microbiol 2003, 69(11):6740-9):











aSVARAP user manual

The study of variability can also concern amino acid sequences (amino acids 1 to 1000). The

principle and use are the same as for SVARAP.
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Downloads

SVARAP and aSVARAP:
http://ifr48.timone.univ-mrs.fr/portail2/index.php?option=com_content&task=view&id=50 -

telechargements

An example of use for SVARAP:

http://ifr48.timone.univ-mrs.fr/files/SVARAP/ExampleUseSVARAP.pdf


