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FILE OPENING

In order to open the input data file, push the file key at the left bottom side.

This opens a window where it is possible to access the file containing the plain text sequence
up to 10,000 nucleotides.

s [ emancn EEEEE ]

[ HPvza.txt [ wPv16.txt [ HPv32.txt [y wpvaz.axt
[ HPvaaxt [ wpvis.ixt [ HPV33.txt [ Hpvaz.axe
[ HPvea.xt [y wpvz6.ixt [ HPV34.txt [y Hpvaa.xe
[} Hpvt0.txt [y HPv27.txt [Ty HPV35.txt [ HPvas.ixt
) PV txt [y HPv2s.txt [Ty HPv39.txt [ HPvs1.axt
[} Hpv3.xt [y HPV31.txt [Ty HPv40.txt [ HPvs2.txt

« I [

Nombre de Archivo: |

Archivos de Tipo: | Todos los Archivos

Select the file and push the open key.

NOTE. The window language is dependent of the operative system version.




Automatically, In the scale each CpG site appears as a bar and the plain text sequence at the
bottom window..




GENE MAP CONFIGURATION MENU

Definition of the gene map-like graph requires pushing on the Configuration key.

Transcript: 1
| |
==

L et

< Dose |

1| AT ARG CACACA TTTTAT CCACCAMACACAAL TOC AL TG TTTCACGAD CCAC A CASC CAC CCACAME TTACCACAS TTATCCACAZACCTCCA - |

AR AT AT CA T AT AT AT T ACAAT T G T G T A T LA AR AL TT A TGO GAC G T A TATA T CAC TTT GC TTTTCGOCATTTATCCATAGTAT r
ZAAL

CATATOC! TTAMAGTTTTAT TCTTATASTT
ATT ACAACAAAOCGT TaAT

Base Possos: 1




Write the gene/region name, the starting and ending nucleotide numbers in the corresponding
spaces.

Gase Wap  Comfiguration

Calur Litvate Prodese Lood Gene * waxt

-_ | E6
Ry S o

Choose a color for the block representing each gene from the palette.

Gese lap  Conliguraton

-:- E6

o reiss

It is possible to activate the Pre-gene button pushing on it. This allows add a coding region
previous to the gene. This is particularly useful for human Papillomavirus (HPV) sequences.

Gese llap | Comliguration !
Colot " ’ Prss Load Gene *_,,
" —

= | E6

L d ] i

- Begaang find \’s—n
Fill with the starting nucleotide number when the white block rises.

Gese lap  Conliguraton

Coler v hctiate Precess Load Geve - hen

L ] g
] . | | £6
Mo ’ T e
= Begmang I \,‘m

Repeat the same procedure for each desired gene clicking the Next key.

Geoe Wap  Configuraton

Colee : ¥ Actvate PreGase Load Gese *.,,, -

~ o
4 19 @M

7 Dose

[

When finish all the genes input, push the Done key.



] Actrate Precese | toatene |
LCR
7002 )
Begaaeg [ ]

The gene map will be shown:

{Genelizp | Configuration |




DELETING GENES

In order to delete a gene, click on the Configuration tab.

o MW

4] D

Transcript: 1

L= | P |

Ovtete |

o Dose

1 AT ARG A A A TTTTAT G A CAMMACACAAL TG AT G T T CAGGAL CCAC AS CAG O GAL T CAGAMS TTAD CACAG TTATGCACACACC TGCM
100 | ACAA AT AT A TAT AT AT TACAA TG T C TG T AL T G AR AR AL TTAC T LA G TEACC TAT AT CAC TTTCC TTITTCCCCATTTATCCATAG TAT
GAATCCATATCCT T ARG TTTTATTC TAMATTAG T CAG TATACACATTATT G TTATACTTTG TATCOAACAAL
AT A A A A T A A A G T TG T T AT G T AT TACC TG TATTAAC TG T CAAMAGC CAC TG TG TCC TCAACAAMACC AMCACATC TOOAC

o N 00
JLin “©o WM‘A"“{AYM'ITMY(G& AL CLTCCATOTATGTCTTO T TCCACATCAT CAACAMC AL G TACACAMEI CCACC TG TAATCAT
—_— =l 00 TACACCTACAT TACATTT GCAAL CACACAC AL T AT CTCTAC TG TTAT GAZCAATTAM T GACAGC TCAGAGCAS
GAGGA CCAGE A A A A A A T T A AR T AT TG T C TTTT G TTGCAAG TG TOACTE TACCLTTECGTTGT
Rase Posmen 1

Choose the gene to delete, using the following or previous keys.

Gl v Acvvate PreGese | Losdese |
ﬁ .
1T Es
. V78 s
2] Begeane) L)

When the selected gene is on the screen, push the Delete key.

Gooe Map | Coatiguration |

Coe ¥ Actvate PreGese | LostGese |
ﬁ T | | E5

Mame 07

ES i

After the modifications are made, push the Refresh key.

7] Actvate PreGese tosGase |

Color :
ﬁ i L_
Name

IHJ "N




In the next two figures the deletionn of E5 gene is shown:

Before deletion of E5:

NOTE: If the Refresh key is no pushed, the changes will not been fixed.
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GENE EDITION

It is possible make changes in the starting and ending points, in the color and in the gene name
every time it is required. After the modifications are made, push the Refresh key.

Gena Map [[CORRNRGRE|

E6

— o - | G | G

p—

NOTE: If the Refresh key is no pushed, the changes will not been fixed.

In the next two figures a change of the E2 gene color is shown.

Before change:

)

After change:

{Goma Ny | Contpuraton
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GENE MAP TOOLTIP

It is possible display additional information about any selected gene putting the cursor on the
corresponding gene.

The information on a label includes the gene name, the number of CpG sites, the relative CpG
frequency, the starting and ending points, and the gene size, all as nucleotide numbers.
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TRANSCRIPT SCHEME CONFIGURATION MENU

For visualize the transcript scheme it is necessary to push on the Configuration key.

1 mmm-tm!mmmmmmﬂtcmnﬂmrm

100 | ACAMCTATACATGAT TEMACMCACTTICTCCA Tecr ceanat
r 1 W AAAGTTTTATTC!
aw_“- oo mmurmmncmamcnunmtcrmmcrmwmrocmmrctm
| w0 TIGTTGCAGATCA CCCAGCTGTAATCAT
L | 500 TAGATT NATOAS
(1] TCCaTTGY -
e Poston 1

This opens the Blocks-Transcripts window.

1

TATAMMCCACACA TTTTAT COACCAMMACAGAM TECAMT CTTT CACCAC CCACACCACC CACC CAGAME TTACCACAL TTATCCACACACC TCCAA
100 | ACAAC aal q. TECGA TTGCTTTTCGOOATT
=] 20 TATTGT AN
e vt b 00 \ﬂmfmﬁﬂcf&mlﬂﬁﬂuﬂmIGT!"MCTG!'W TETGTCC TCEAL
400 | AAMMACCAMACATTCLS ILLALCCSTT TG TTCLAGATCATCAMCAACAL CCACCTCTAMTCAT
| e e _
w0 CAGCTOOACAAGE: TTACAATATTCT AR CTTTTCTTCCMGTCTEAC TCTACGLTICCSTTICT -l

Sesepusmons
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Write the starting and ending nucleotide numbers for the first exon/block in the corresponding

spaces.

1 Tescrpes bheme  Contpuration

Block: 1 Transcript: 1
= | P e
o= g i

W

Push the Next block key and write the starting and ending nucleotide numbers for the second

exon/block.

:—l---n Liherw gt

Block: 2 Transcript: 1
> | D -t
«

o -1
faee ] [
.H
o [mars
A — \ ' Qnm
o Oese

Repeat the same procedure for each exon/block. When finish all exons/blocks from the
transcript, click either the Done Transcript (left side) or the Next Transcript (right side) keys.

: Tinnnd gy Witese  Conligessiin

Block: 3 Transcript: 1
. I i
" = ~
.-- Beganny .ld'
= =
Tramee rgd
W Dose
Repeat the same procedure for each transcript and when finish all transcripts push the Done
key.
: Topand gy Wbeme  C ol ains
Block: 3 Transcript: 1
> | e
S = = —
'o—- T gy (%] "m
Y st r-::(-v



The transcript scheme will be shown:

0 too0 7000 w00 w00 7000 2000 #0000 |

a roog 2000 007 #oo0 [ o0 bl 0000
[ i

2 000 000 00 000 000 1000

-1 HPETRSEG  SRT. it SR
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DELETING EXONS/TRANSCRIPTS

In order to delete either a block (exon) or a transcript, click on the Configuration tab.

15

AT A T G G T A T T G T T T A T A T T T A TTTTAT T T AR T T AL T A TATACACATTATT G TTATACTTTGTATCCAM S
AT A A T A A A G TG TG T CATT TG T AR T TAC G TG TAT T A TG TCAMAGC CAC TS TG TS TEAMGAMMAGCAMEACATETECAS

Bane Posiion: |

“wa e i COLTCoATOY Ter AAAAT A T AT
LIATLAL ACCTACATTCCATS ATTT G AML CACALAC M TCATCTC TRl TO TTAT CACCAATTAMA T CAZALL TCAGALLAL
CACGAT CAMT ACAT o T CCALL T LA AL ACAAL T COACALAC L LA TTACAATATTC TAACCTTTT G TTCLAMS T TCAC TC TACCLTICLLITC!

33 3

FOR DELETE BLOCKS

—_ : . o 2000 oo o o oo
el =

— -~ |l ni 4

| — E— [ =]

1 TATAAMACCACACATTTTAT CCACCAMAGACAAC TCCA TG TTTCACCACOCACAS CACCCACCCAGAME TTACCACAG TTATGCACACAGC TCCAA |2}

100 A AT ACAT AT AT AATATTACAA TG TG T TAC TG A CAACAG TTAC TOC CAC G TCACC TATATCAC TTTCC TTTTOCCCATTTATGCATAG TAT =

Using the Next block or Anterior block keys, choose the block to delete and make sure this

belongs to the selected trascript. In the Configuration window the number of block appears up
the left side and the number of transcript appears up the right side.

0JO: Done en
Lugar de
Refresh

M Scheme | Configuration
Block: 3 Transcript: 4
Next
| >
| block 3358 4215
| ") Delete Beginning End
block
Dane Delet
@

Block: 3 Transcript: 4

= | e
.“

- e ] g

= 4m — -
—

Y Dwiens
S— Frame gl
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Repeat the same procedure for each block you want to eliminate, and when finish all changes

push the Refresh key.

NOTE: If the Refresh key is no pushed, the changes will not been fixed.

FOR DELETE TRANSCRIPTS

Choose the transcript to delete, using the following transcript or previous transcript keys. In
the Configuration window the number of transcript appears up the right side.

| Transcripts Scheme: | Configuration

Block: 2 Transcript: 4
» :;:k | | -/ ::ﬂn-;uu
£ 03 226 | 4 Previous
] @ 1 Deginning End A Transcript
bhock | '
Done . et
o tranaeripe | O :lr::scnu
¥ oee

When the selected transcript is on the screen, push the Delete transcript key.

Block: 2 Transcript: 4
- -
> | ) et
Trpsasny
e Py Il * T gt
Loy
= = ¢
o o ama gt
7 tume

Repeat the same procedure for each transcript and when finish all transcripts changes push

the Refresh key.

1 trassongts Wkeme  Contguraten

Block: 3 Transcript. 4
> | P et
L feemg -

o::.b im—pareg (L]
g O

~ ¢

NOTE: If the Refresh key is ho pushed, the changes will not been fixed.
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In the next two figures the deletion of the block 3 of the transcript 1 and removing of the
transcript 2 are shown.

Before change:

:: Tramscripts Scheme | Coafiguration

o

After change

Transcripts Scheme | Configuration
3 7000 000 3000 000
; ; | ;

5000 E000 7000 5000 000 0000
L ! L ! L ! L
+ + +

R

0 4000 2000 3000
L L L L

4000 5000 5000 7000
L ' L '

=

2000 5000 10000
L ' L
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TRANSCRIPT EDITION

It is possible to change the starting and ending points, of the transcripts every time it is

required. After the modifications are made, push the Done key.

" Tty ke Conbguraion

Block: 3 Transcript: 3

» -
[ | P oyt
e

P 1w
e

Ty (] wr
bt
B [
L it
N

NOTE: If the Refresh key is no pushed, the changes will not been fixed.

TRANSCRIPT SCHEME TOOLTIP

It is possible display additional information about any selected block of any transcript putting

the cursor on the corresponding block.

: Transcripts Scheme | Configuration
8000 000 10000 |2
t t —7

0 000 2000 2000 4000 8000 000 7000
L L s L ' ; '

T

0 000 2000 3000 4000 000
L + ' L L
+

t
Transcripts: 2

0 1000 2000 3000 40 Exons Number: 2
t t + HBeginning : 3358

End: 4215
| Exons numbers inthe transcription unit 2 U

5000 7000 000 9000 10000
L L L L L
+ +

=

8000 9000 10000
L L L

The information on a label includes the transcript number, the exon number, the starting and

end nucleotides, and the number of exons in the transcript.
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LOOKING FOR DIFFERENT MOTIFS

| tis possible to look for different DNA motifs from CpG. In fact this computational tool allows
look for any chain from 10 nucleotides or less into a fragment up to 10,000 nucleotides. It is
necessary input any desired motif in the special block below the scale, in the left middle
window, and click the Search key

oo o poce ) L) .
oo e ot L o w00 |
o o P L Ll WI
1] AT AN CAGACATTTTAT GEACCAMAGAGAC T GEAT G TTT CAGGACCCACAGGAGC AL CAGAMGTT ACCACAGTTATGEACAGAGE TGCA 1
100 | AT A AT AT AT AT AT TAGAAT G T G TG TAC TG A CAG TTAC TG GAC G TCAGG TATAT GACTTT G TTTTCOOGATTTATGCATAGTAT 3
Me ] 30| ATAGAGAT CATATGCTOT TG T MG TTTTATTC TAMATTAG TCAGTATACACATTATTGTTATAG TTTGTATOOAMCAE
- 300 | ATTAGAAC TTGTGTGATTIGTTALY TGTCTCH CATCTOOAS
Opon ploin toxt e | TTCEAT CLTGEACCEETE TG CCACCTOTAATCAT
00 AT COACA T A AL C T ACAT T CCAT CAATATAT G T AGATTT G CACACAC A TEATC T TAC TG TTATCACCAATTAMA TCACALL T

CAGCAT CAMA T ACAT G4 T CCALL TOCACAMLCALAML CCOAALACC CCATTACAATATTC TAAC CTTTTCTTCCAMG TG TCTACCCTTCCATTOT

ke Postion: 1
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Z00M

A special tool allows amplifying the scale up to 800%. This tool is located at the left upper
corner of the scale window.

This tool displays the 8 amplification options, from 100% to 800%, shown below.
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SKIPPING TOOL

There exists the possibility to locate a specific position on the nucleotide sequence using the
skipping tool. Just input the number of the specific nucleotide, and push the FOCUS key in the
scale window.

W

P M r 1
i oy '
1 CTCCAATCTTT CACCALCCACAGCAGCCAL COACAME TTACCACAL TTATCCACACAGC T OO AL (-
100 TGCAMGE TTACTGCCACGTCACGTATATCACTITGCTTTT TG E
00 T A TT T AT AT TAG TCAG TATAGACATTATTGTTATACT AAC
o 00 . v g CTTAAT
400 | AMAMAGCAMGATTC TIGTTGCAGATC TGTAATCAT
i N TaGATT
e B

TCOOTTGT -
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SAVING FILES

In order to save files just click either the image key or the camera icon in the corresponding
window.




