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The SAGEXxplore server has three different modules ...
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|.- Genome Explore Module: This module allows the user to browse and explore a
genome, in terms of the context where potential or virtual SAGE tags are found for a
given anchoring-tagging enzyme pair.
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Il.- Genome Mapping Module:
This module allows the user to map experimental tags against the genome.




SAGEXxplore

ABOUT TUFORIAL HAISTORY USEFUL LINKE DOWNLOAD

lll.- Library Mapping Module:
This module allows the user to map experimental tags against known experimental
libraries of SAGE tags.




- Genome sequence
- Genome annotation
- Experimental SAGE tags

'

HGA methodology
(Malig et al., 2006)
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Layout and flowchart of the SAGExplore server.

The core of the server is a MySQL database of virtual genomic SAGE tags with
confidence assignments The module | is linked to NCBI BLAST server and to the
Saccharomyces Genome Database (SGD) and does not require any input from the
user. The modules Il and Ill requires experimental tag sequences and their counts
(optional) as input, and are linked to the module | and, through this, to the external

servers and databases.
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|.- Tutorial Genome Explore Module.
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w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| Anchoring-Tagging Enzyme Pair G Odds ratio for confidence class assignments
= e i— = : s
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | |5 |l
&
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
) Gold 2 Iran Hypothetical Protein TR M ] Low 3'UTR Intron Mo
0 silver (2 zilicon FRMA [ Intergenic & [ undefined 5'UTR
O Aluminurm = all snoR M A [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: EI . Input Data
I d fil The Gene name list
fE:l Sene Mame Upload text file format linput file or
textarea box)
(& Genormne Fragrment _ zhould be like:
ACT1
(& Chromosome OR Fill in Gene Name list alasgc e
) Full Genarme YPT1
Show SIII V Sort by -f.:.-.:-nf.i.den-:e V .I:.Jescend.i.ng V [ submit | l Reset ]

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

|.- Genome Explore Module Form: The user must follow six sequential steps in this
form. Online help with the relevant details is provided for each step.
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Explore SAGE TAGs in the genome by: EI

; Search Potential TAGs in a Genome
E Thiz itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
§ Organism E| Anchoring-Tagging Enzyme Pair
E liZaccharomyces cerex:'is;iaeé?:vi_ MIalll - BsmFl [w| 5 v
w
[
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF
) Gold 2 Iran Hypothetical Protein tRMA ] Low 3'UTR
() Silver 2 silicon FRMA [] intergenic & [] undefined S'UTR
O Aluminurm = all snoR M A [] intergenic B
snR M A [] intergenic ©

Input Data
Upload text file

(&) Gene Mame

) Genome Fragment
© chromosome OR Fill in Gene Name list

) Full Genarme

Show | S0 V Sort by Confidence V . I:.)escend.i.ng V

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Exon
Intron

Tes
Mo

The Gene name list
format linput file or
textarea box)
should be like:
ACT1

YEFROLE&C

' S I

Odds ratio for confidence class assignments

[ submit |

[

Reset ]

Step 1: The user must select the organism of

interest.

Currently,

only

Saccharomyces cerevisiae is available. In the near future, other organisms will be

added.
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Odds ratio for confidence class assignments

w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| Anchoring-Tagging Enzyme Pair S
= e — 5 : v
8 |iSaccharomyces cerevisiagi|w | || MlaIIl - BsmFI || |5 |l
I
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF
) Gold 2 Iran Hypothetical Protein tRMA ] Low 3'UTR
() Silver 2 silicon FRMA [] intergenic & [] undefined S'UTR
O Aluminurm = all snoR M A [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: [7] Input Data
&) Cene Mame Upload text file
) Genome Fragment
) Chromosoms OR Fill in Gene Name list
) Full Genarme
Show SIII V Sort by -f.:.-.:-nf.i.den-:e V .I:.Jescend.i.ng V

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Exon
Intron

Tes
Mo

The Gene name list
format linput file or
textarea box)
should be like:
ACT1

YEFROLE&C

' S I

[ submit |

[

Reset ]

Step 2: The user must select the anchoring-tagging enzyme pair used in SAGE.
Currently, only the pair Nlalll-BsmFl is available. In the near future, other enzyme

pairs such as the one used in Long-SAGE will be added.
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w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| Anchoring-Tagging Enzyme Pair Odds ratio for confidence class assignments
= = — = —
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | |
I
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
() Gold 3 Iron Hypothetical Protein tRMA [ Low 3'UTR Intron Mo
0 silver (2 zilicon FRMA [ Intergenic & [ undefined 5'UTR
3 Aluminum = all snoRMNA [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: [7] . Input Data
I d fil The Gene name list
fE:l Sene Mame Upload text file format linput file or
teuwt b
) Genome Fragment S'T_l};,itfae ﬂ:)e:
ACT1
) Chramosome OR Fill in Gene Name list ey
) Full Genarme TPTL
Show SIII V Sort by -f.:.-.:-nf.i.den-:e V .I:.Jescend.i.ng V [ submit | l Reset ]
FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Step 3: The user must select the odds ratio used to assign the confidence classes to

the different genomic tags. For details see: Malig, R., Varela, C., Agosin, E. and Melo, F. (2006)
Accurate and unambiguous tag-to-gene mapping in SAGE by a hierarchical gene assignment procedure.
BMC Bioinformatics, 7, 487-507.
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ey
w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| | Anchoring-Tagging Enzyme Pair G Odds ratio for confidence class assignments
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | [5 [
&
— f TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
() Gold 3 Iron Hypothetical Protein tRMA [ Low 3'UTR Intron Mo
0 silver (2 zilicon FRMA [ Intergenic & [ undefined 5'UTR
O Aluminurm = all snoR M A [] intergenic B
i k snR MG [] intergenic ©
Explore SAGE TAGs in the genome by: EI . Input Data
I d fil The Gene name list
E:l Sene Mame Upload text file format linput file or
textarea box)
(& Genormne Fragrment _ zhould be like:
ACT1
(& Chromosome OR Fill in Gene Name list alasgc e
) Full Genarme YPT1
Show SIII V Sort by -f.i.-.:-n.f.i.den-:e V .Eflescend.i.ng V [ submit | l Reset ]

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Step 4: The user can choose to display subsets of tags upon a large amount of

different features. For details see the help links or: malig, R., Varela, C., Agosin, E. and Melo,
F. (2006) Accurate and unambiguous tag-to-gene mapping in SAGE by a hierarchical gene assignment
procedure. BMC Bioinformatics, 7, 487-507.
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ey
w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| | Anchoring-Tagging Enzyme Pair G Odds ratio for confidence class assignments
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | [5 [
I
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
() Gold 3 Iron Hypothetical Protein tRMA [ Low 3'UTR Intron Mo
0 silver (2 zilicon FRMA [ Intergenic & [ undefined 5'UTR
O Aluminurm = all snoR M A [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: [7] . Input Data
I d fil The Gene name list
E:l Sene Mame Upload text file format linput file or
textarea box)
) Genome Fragment _ S
ACT1
) Chramosome OR Fill in Gene Name list ey
) Full Genarme TPTL
Show SIII V Sort by -f.i.-.:-n.f.i.den-:e V .Eflescend.i.ng V [ submit | l Reset ]

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Step 5: The user must select the type of input that will be provided in the next step.
Four options are available.
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w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| Anchoring-Tagging Enzyme Pair Odds ratio for confidence class assignments
= = — = - —
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | |5 |l
I
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
() Gold 3 Iron Hypothetical Protein tRMA [ Low 3'UTR Intron Mo
0 silver (2 zilicon FRMA [ Intergenic & [ undefined 5'UTR
3 Aluminum = all snoRMNA [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: [7] ’ Input Data
I d fil The Gene name list
fE:l Sene Mame Upload text file format linput file or
textarea box)
) Genome Fragment _ S
ACT1
) Chramosome OR Fill in Gene Name list ey
) Full Genarme TPTL
Show SIII V Sort by -f.:.-.:-nf.i.den-:e V .I:.Jescend.i.ng V [ submit | l Reset ]

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Step 6: The user must provide the list of genes, genome fragments or chromosomes
to explore. In the case of the full genome option, no input is required here. The
window in the right explains the input format required for each case.
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ey
w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| | Anchoring-Tagging Enzyme Pair G Odds ratio for confidence class assignments
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | [5 [
I
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
() Gold 3 Iron Hypothetical Protein tRMA [ Low 3'UTR Intron Mo
() Silver 2 silicon FRMA [] intergenic & [] undefined S'UTR
O Aluminurm = all snoR M A [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: [7] . Input Data
I d fil The Gene name list
E:l Sene Mame Upload text file format linput file or
textarea box)
) Genome Fragment _ S
ACT1
) Chramosome OR Fill in Gene Name list ey
) Full Genarme TPTL
[Shu:-w SIII V Sort by -f.i.-.:-n.f.i.den-:e V .Eflescend.i.ng V ] [ submit | l Reset ]

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Pre-submit: Before submitting the query, the user can choose the number of rows
to display per page and also how to sort the results.
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ey
w Search Potential TAGs in a Genome
E This itern allows to extract the potential SAGE TAGs from the entire or regions of a genome.
=
ﬁ Organism E| | Anchoring-Tagging Enzyme Pair G Odds ratio for confidence class assignments
8 |iSaccharomyces cerevisiagi|w | | MlaIIl - BsmFI [w | [5 [
I
| o TAG categories and genomic mapping contexts to display: E|
(3 Platinum ) Copper Known Protein smRMNA High ORF Exon Yes
() Gold 3 Iron Hypothetical Protein tRMA [ Low 3'UTR Intron Mo
0 silver (2 zilicon FRMA [ Intergenic & [ undefined 5'UTR
O Aluminurm = all snoR M A [] intergenic B
snR M A [] intergenic ©
Explore SAGE TAGs in the genome by: [7] . Input Data
I d fil The Gene name list
E:l Sene Mame Upload text file format linput file or
textarea box)
) Genome Fragment _ S
ACT1
) Chramosome OR Fill in Gene Name list ey
) Full Genarme TPTL
Show SIII V Sort by -f.i.-.:-n.f.i.den-:e V .Eflescend.i.ng V [ submit | l Reset ]

FPontificia Universidad Catdlica de Chile | MBL | Terms of Use
L2006 SAGExplore, All rights reserved.

Submit: The user is ready to submit the query to the server.
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w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
£ show (50 [v] “Dowmioad ail Resuits | Graphical View |
&
@  There are 28,948 records that matched the query. Mext
—
I 0 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 + B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 i | elmiaak | R ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
£ I CATGTT GEAT ACAD 1 0,021 Pt UTRS R Fdu 4 S | mEEsmEl | ML A, YALOG AW -B = (@] [2]
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B = [i]
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & T Siase | GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 Sl B o ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ m‘ ﬁ_

Query Results: Typical output of the Genome Explore Form.
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w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
§ show [s0 [v] “Dawnload ail Resuits | Graphical View |
&
@ | There are 28,948 records that matched the query. Mext
r—
I3 70 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 + B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 i | elmiaak | R ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
£ I CATGTT GEAT ACAD 1 0,021 Pt UTRS R Fdu 4 S | mEEsmEl | ML A, YALOG AW -B = (@] [2]
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B = [i]
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & T Siase | GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 Sl B o ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ m‘ ﬁ_

Query Results: The total number of records that matched the query are reported.
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w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
a : -
2 | Show |50 [ | [1 i all s | Graphical View
z {2
& D
@  There are 28,948 records that matched the query. Mext I
I S A 2 T T ™ T A A
1 CATGACCTACTCAC 1 0,0 UTRS CORFdu M A YALDGDW % El @
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
3 Hi CATGTTATCTCTTE il 0,021 Pt UTRES ORFdu 4 1 doo91i |+ ML A, ¥ ALOGEW = [i] [E m
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | ML A TALOGEW = [ [E m
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = i [E
el CATGTTGEAT ACAC 1 0,021 Pt UTRS SRFdu 4 0 e e e [ M A YALOGAW-B = [i] [2]
=+ & CATETCETGT ATTC oL 0.04% Pt ORF CRFdu 2 T e UL . 2 YALOGAW-B = [i] pui
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & 0| e |l GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CATGT 5 AT ARCET 1 0,021 Pt ORF R Fu 4 1 3zZ4FF O+ GDH3 TALOGZW = [i] [E
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGET GHEOTFACE 1 0,140 Pt ORF TR Fu z 1 3=2e9s  + GDH3 TALOGZW = [l El
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [i] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF SR Fdu 3 1 =z9sse + ML A, YALOG LW = [i] [
17 Hi CATGT GEEGCCATT AL 0,021 Pt ORF SRFdu 5 1 24324+ B A YALOG1W = [ El
18 Hi CATGAAAGARAGTA 1 0,021 Pt ORF oRFdu 4 1 34373+ M. A YALOG LW = [ [E m
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 3 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ 'm ﬁ_

Query Results: Only a fraction of the results is displayed. This option can be easily
changed by selecting a different number of rows to display or the next button used to
go to the next page.
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w Search Potential Tags in a Genome: Results

S  This page shows a detaill output table of your query with multiple links to impaortant information.

g ror (50 el — TSl Resuits | Graphical View

&

@  There are 28,948 records that matched the query. Mext

—
I 0 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 + B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 i | elmiaak | R ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
£ I CATGTT GEAT ACAD 1 0,021 Pt UTRS R Fdu 4 S | mEEsmEl | ML A, YALOG AW -B = (@] [2]
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B = [i]
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & T Siase | GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
1 | it CATGTGGEECCATE AL 0.021 Pt ORF R Fdu = 10 s B A, YALOG1W = A [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 Sl B o ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY W TR RLF E 'T‘ 'm ﬁ_
Query Results: The full table can be downloaded as tab-delimited text (compressed

file or tar.gzipped).



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
% This page shows a detail output table of vour query with multiple links to important information.
g show [s0 [+ Downicad Sl Results | Graphical View |
(=]
=
W
@  There are 28,948 records that matched the query. Mext
e
sl SAGExXp e R Bl
xplore
1 Hi CATGACCTADT ALOG9W % El EI
el N CAT GAT &T A&7 ALDG G % El EI
e carcrrarer || Download All Results LLOGEW =H [ E m
d45 CATGT GO AL ALOG G % III EI [
5 Hi C AT T &T &T & ALOGG W E III EI
SAGEXPLORE-1273507-2006-May-18.tar.gz —
e+ ' CATGTT ZFAT. LGV -B = El EI
=5 | e CATGTCGTET, o ; : LOG4Y -B = [i] il
a2 e carcacacss | Mote: This file will stay at this site for S hrs, Frse—— =H G &
& e CATGGACGD A ALmG2W % El EI
10 Hi CAT GT & &G0 &, ALDG2W % El EI
11 Hi CATGEETTCT e <L (RPN Y] L LN Ll LN R = L S T or AT r ALDG2W E II' IEI m
12 Hi CATGET GECTGACE 1 0,140 Pt ORF SR Fu = | Eegag | GDH3 TALOGZW = [l El
13 Hi CATGTCHET AATTA il 0.863 Pt UTRS CRFu 1 1 =3io00 4+ GDH3 YALDG2W = LGl E
14 Hi CATGAGT ACACAGA 1 0,018 Pt ORF SRFdu 2 1 || P2 TALOG1W = [i] [&]
15 Hi CATGAGATT AGTCA 1 0,018 Pt ORF ORFdu g s | s | ES ML YALOG1W = ] 2
16 Hi CATGCALTT AGAGT 1 0,018 Pt ORF SRFdu g 1| mmaess | P2 TALOG1W = [i] [
17 Hi CATGTGEEGCOATE 1 0,021 Pt ORF ORFdy s 1| HdaEs | ML, YALOG1W = [ El
18 Hi CATGAARGARAGT A 1 o.021 Pt ORF SR Fdu 4 T s yan ML A TALDG LW = [i] [E m
19 Hi CATGTGOTACACAD 1 0,048 Pt ORF ORFdu = | B e e M. 2, TALOG1W = [i] [E
S0 Hi CATGARGCTGAT 25 1 0,140 Pt ORF SR Fdu = 1 34525+ M2 YALDG 1V = [l El
29 b AT GATTET GATTE 4 N o O+ =0 = OB EAN 1 4 =¥ W=~ AL (Y L AR TR = [F1 &3] Bl |

Query Results: Compressed files for download are kept for 5 hours at the server
and then deleted. By clicking on the filename, the file is downloaded.



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
§ show [s0 [v] “Dawnload ail Resuits | Graphical View |
&
®  There are 28,948 records that matched the query. Mext
r—
I 0 T T 2 Y T 3 T S 3 ) A
CATGACCTACT CAT 1 0,048 UTRS CRFdu 282 + ML A ¥ ALOGOW = [i] [E m
el ey C AT G&T AT AET AAC 1 0,021 Pt UTRS SRFdu 5 1 10044+ M. A YALOGGW = G [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 2| agnst | N A ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | M. A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A Y ALOGEW = A [E m
4 uilinkek| =] [§] [a1]
7 OHi CATGTCETGT ATTD 1 0,048 Pt ORF oRFdu 3 1 dzi4s |+ M £, YALOGAW -B = [i]
I T —— 5] I T ; E E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CATGT GAFCAACET 1 0,021 Pt ORF DR Fu 4 I sEaga || GDH3 YALOGZW = [ [E m
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'Tl 'm ﬁ_

Query Results: Moving the mouse pointer over the table highlights the current row.



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
§ show [s0 [v] “Dawnload ail Resuits | Graphical View |
&
®  There are 28,948 records that matched the query. Mext
r—
Tl s [eeel o Jo] oo | tor [ vwe o] tw [sw] sumeme | sevme  Joc w0 o]
= S — T e = = — TR0 ——
el ey C AT G&T AT AET AAC 1 0,021 Pt UTRS SRFdu 5 1 10044+ M. A YALOGGW = G [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 2| agnst | ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
£ I CATGTT GEAT ACAD 1 0,021 Pt UTRS R Fdu 4 1 11993  + ML A, YALOG AW -B = (@] [2]
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 dzi4s |+ Bl i, YALOGAW -B = [l
g Hi CATGAGAFALCT G4 1 0,018 Pt ORF SR Fu 3 1 31988+ GDH3 YALOG2ZW = [i] [EE
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CATGT GAFCAACET 1 0,021 Pt ORF DR Fu 4 I sEaga || GDH3 YALOGZW = [ [E m
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'Tl 'm ﬁ_

Query Results: Online help explaining the meaning of each column is obtained by
left-clicking with the mouse over the column headers.



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
§ show [s0 [v] “Dawnload ail Resuits | Graphical View |
&
®  There are 28,948 records that matched the query. Mext
r—
I . T 2 T e N z
1 CATGACCTACTCAC AL 0,045 LUTRES R Fdu 282 4 B A, ¥ ALOGDW = Al [E m
el ey CAT GAT AT AT BAT 1 0,021 Pt UTRS SRFdu 5 1 doo44 + M. A YALOGGW = G [E
SN CATGTTATCTCTTE 1 0,021 Pt UTRS ORFdu 4 i | elmiaak | R N A ¥ ALOGEW = i [E
o CATGT G ALAT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A Y ALOGEW = A [E m
£ I CATGTT GEAT AGAT 1 0,021 Pt UTRS R Fdu 4 S | mEEsmEl | M. A YALOG AW -B = (@] [2]
54 [ CATGTCGTGT ATTC L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B = [i]
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & T Siase | GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CATGT GAGCAACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATGTGOTACACAD 1 0,042 Pt ORF ORFdu 2 Sl B o ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ 'm ﬁ_

Query Results: These 6 columns contain linked fields.



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
a _ ]
2 Show |50 [ | o i all s | Gra 9
z {2
&
@  There are 28,948 records that matched the query. Mext
I S A 2 T T T T A A
1 CATGACCTACTCAC 1 0,0 UTRS CORFdu M A YALDGDW % El @
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
3 Hi CATGTTATCTCTTE il 0,021 Pt UTRES ORFdu 4 1 doo91i |+ ML A, ¥ ALOGEW = [i] [E m
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | ML A TALOGEW = [ [E m
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = i [E
el CATGTTGEAT ACAC 1 0,021 Pt UTRS SRFdu 4 0 e e e [ M A YALOGAW-B = [i] [2]
=+ & CATETCETGT ATTC oL 0.04% Pt ORF CRFdu 2 T e UL . 2 YALOGAW-B = [i] pui
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & 0| e |l GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1| Bades: |4 GDH3 YTALOG2W = [ El
10 Hi CATGT 5 AT ARCET 1 0,021 Pt ORF R Fu 4 1 3zZ4FF O+ GDH3 TALOGZW = [i] [E
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 [ aassg e GDHZ YALOG2W = [i] [E m
12 Hi CATGET GHEOTFACE 1 0,140 Pt ORF TR Fu z 1 3=2e9s  + GDH3 TALOGZW = [l El
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [i] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF SR Fdu 3 1 =z9sse + ML A, YALOG LW = [i] [
17 Hi CATGT GEEGCCATT AL 0,021 Pt ORF SRFdu 5 1 24324+ B A YALOG1W = [ El
18 Hi CATGAAAGARAGTA 1 0,021 Pt ORF oRFdu 4 1 34373+ M. A YALOG LW = [ [E m
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 3 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'Tl 'm ﬁ_

Query Results: By clicking over the standard gene name, a query to the
Saccharomyces Genome Database is launched. Thus, the user can obtain a large
amount of data about a given gene.



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results

S  This page shows a detaill output table of your query with multiple links to impaortant information.

a _ ]

g show [s0 [v] ownload all Resuits | Gra ]

&

@  There are 28,948 records that matched the query. Mext

I S A 2 T T T T A A
1 CATGACCTACTCAC 1 0,0 UTRS CORFdu M A YALDGDW % El @
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
3 Hi CATGTTATCTCTTE il 0,021 Pt UTRES ORFdu 4 1 doo91i |+ ML A, ¥ ALOGEW = [i] [E m
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | ML A TALOGEW = [ [E m
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = i [E
el CATGTTGEAT ACAC 1 0,021 Pt UTRS SRFdu 4 0 e e e [ M A YALOGAW-B = [i] [2]
=+ & CATETCETGT ATTC oL 0.04% Pt ORF CRFdu 2 T e UL . 2 YALOGAW-B = [i] pui
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & 0| e |l GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 X ALOG2W = [ El
10 Hi CATGT 5 AT ARCET 1 0,021 Pt ORF R Fu 4 1 3zZ4FF O+ GDH3 TALOGZW = [i] [E
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGET GHEOTFACE 1 0,140 Pt ORF TR Fu z 1 3=2e9s  + GDH3 TALOGZW = [l El
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [i] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF SR Fdu 3 1 =z9sse + ML A, YALOG LW = [i] [
17 Hi CATGT GEEGCCATT AL 0,021 Pt ORF SRFdu 5 1 24324+ B A YALOG1W = [ El
18 Hi CATGAAAGARAGTA 1 0,021 Pt ORF oRFdu 4 1 34373+ M. A YALOG LW = [ [E m
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 3 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY W TR RLF E 'Tl 'm ﬁ_
Query Results: By clicking over the systematic gene name, a query to the

Saccharomyces Genome Database is launched. Thus, the user can obtain a large
amount of data about a given gene.



Quick Search:

Site Map | Full Search | Help | Contact SGD | Home

e

Community Info Subrmit Data

BLAST Primers Pathdatch GenefSeq Resources

SSB1/YDL229W Summary

-

Alternative single page format

SSEB1 BASIC INFORMATION [ View References |

Standard MName S5087 (see Momenclature conflict Nofe)

Advanced Search

Summary | Locus Histn:nry] Literature | Giene Ontalogy | Phenatype I Interactions ] Expressin:un] F'n:uteinw

“irtual Library

SSE1 RESOURCES

Click on map for expanded view

SGD ORF map

GBrowse

4 J000 to

JFTPLSEEL

YOLZ22E0
ARZ404
Iy Hio

GF000

51

Systematic Name YDL229W

Alias Vis{od T

Feature Type ORF, Werified

Description Cytoplasmic ATPase thatis a ribosome-associated molecular
chaperone, functions with J-protein partner Zuo1p; may be involvedin
folding of newh-made polypeptide chains, member of the HSP70
family; interacts with phosphatase subunit Reglp (2, 3,4, 5, 6,7, 8and =
see Summaty Paragraph)

GO Annotations SS5SB1 GO evidence and referances

haolecular Function

» ATPase activity (IDA)
o Unfolded protein binding (DA, 155, TAS)

« Cotranslational protein folding (0A)
mrmtein bincwunthecic (AR (B T A<D

Eiological Process

Literature

Literature Guide

chrIv

YOLZ30W YOLZ2EC

| =<
YOL225W YOLZ27(]
I

ARS40d
>

we || SiEw

Retrieve Sequences

-Genumic DNA

we | e

SGD Query: An example of the results obtained when quering the Saccharomyces

Genome Database by standard or systematic gene name.




SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
£ show (50 [v] “Dowmioad ail Resuits | Graphical View |
&
@  There are 28,948 records that matched the query. Mext
—
I 0 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 + B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 2| agnst | ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
el CATGTT GEAT ACAD 1 0,021 Pt UTRS oRFdu 4 1 11993  + M A YALOGAW-B = [§] [
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B il
g Hi CATGAGAGAACTGA 1 0,018 Pt ORF SR Fu 3 1 21388  + GDHZ YALOG2ZW = [&] [&]
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
1 | it CATGTGGEECCATE AL 0.021 Pt ORF R Fdu = 10 s B A, YALOG1W = A [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ 'm ﬁ_

Query Results: The genomic context where a tag matches can be obtained by
clicking on this field.



SAGExplore

Genomic Context

Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000

—_—

188 Kb Chromosone: 1 Length: 238,288 bp

WAL G EN-A
(=1l

YALOGSTUW-A
o kb" L 6 Kb
N 57
YALOGEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The selected tag is shown with a vertical arrow head.



SAGExplore

Genomic Context

Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000

—_—
188 Kb Chromosone: 1 Length: 238,288 bp
oSl-A
YALOE3W YALOEW-A
i I - [ PR,
N 57
YALOEEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M TaG of Low Confidence
Shape: Color:
— =trand B UTRS -0RF-UTRE3" tRMNA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRHA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence
Genomic Context: Gene names are linked to the Saccharomyces Genome

Database.




SAGExplore

Genomic Context
Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000
_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys: \

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: Keys of the graphical elements displayed above are provided.



SAGExplore

Genomic Context

Organism: Sacharompoes cerellsias
P

Fragment Displayed: 1 - 6,000
_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The fragment of the chromosome being displayed is specified.



SAGExplore

Genomic Context
Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000
—_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: In this case corresponds to the 5’ end of the chromosome. The
user can click on this graphical chromosome to select and display a different region.
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Genomic Context
Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000
Chromosone: 1 Length: 238,288 bp
YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The chromosome scale in base pairs is also shown.



SAGExplore

Genomic Context

Organism: Sacharompoes cerelsias

Fragment Displayed: 1 - 6,000
_

188 Kb [Ehrunusune: 1 Length: 238,288 hp]

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The current chromosome number and size are given.
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Genomic Context

Organism: Sacharompoes cerelsias

Fragment Displayed: 1 - 6,000
_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
= | A it
N 2
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The 5 and 3’ positions of the chromosome fragment displayed
are also shown.
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Genomic Context

Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000

—_—

188 Kb Chromosone: 1 Length: 238,288 bp

WAL G EN-A
=1l

YALOGSTUW-A
o kb" L 6 Kb
N 57
YALOGEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: Clicking on the tag will display a pop-up window with several

details about this tag. This pop-up window can also be launched from the main
results table and thus it will be explained next from there.



SAGEXxplore

ABOUF TFTUTORIAL HISTORY USEFULLINKS DOWNLOAD

w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
§ show [s0 [v] “Dawnload ail Resuits | Graphical View |
&
@  There are 28,948 records that matched the query. Mext
—
I 0 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 + B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 2| agnst | ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
el CATGTT GEAT ACAD 1 0,021 Pt UTRS R Fdu 4 1 11993  + M A YALOGAW-B = [§] [2]
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 dzi4s |+ Bl i, YALOGAW -B = L]
g Hi CATGAGAGAACTGA 1 0,018 Pt ORF SR Fu 3 1 21388  + GDHZ YALOG2ZW = Ta] [E]
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 32477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'Tl 'm ﬁ_

Query Results: A record with several tag details can be obtained by clicking on this
field.
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TAG Detail

TAG: CATGACCTRCTCAC

0,048 0,048

Hi 1 282 295
UTRES

2 3 476 M
Distance Pulr A Length Poly-A Feature Type

ORFdu Cubious
Systematic Name Standard Name
TaLOGSw M.A.

Hypothetical protein

Tag details: Many details about the tag are provided here. See the online help for
an explanation of each field meaning.
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w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
£ show (50 [v] “Dowmioad ail Resuits | Graphical View |
&
@  There are 28,948 records that matched the query. Mext
—
I 0 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 + B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 i | elmiaak | R ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
& e CATGTT FEAT AFAC 1 0,021 Pt UTRS SR Fdu 4 1 11993 + P, A TALOGAW-B = [i] | [21] [
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B = [i]
g Hi CATGAGAGAACTGA 1 0,018 Pt ORF SR Fu 3 1 21388  + GDHZ YALOG2ZW =H G =
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 Sl B o ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ 'm ﬁ_

Query Results: The genomic sequence context where the tag matches can be
downloaded by clicking on this field.
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ATCG: UTR
ATCGE: TAG
ATG ... STOP: ORF

>goer | chrrd| 4| 2289806=230618

TTGALTCTGTAAGCCCC TTC G TGATATT T C ARG TTAL A TTACGAATTGC AGTTTCLGTT
DA TCTTGGACTAAC ARG AT TaA GGl dATGETCTZACTC TATTATTTC
CTTTGC TG TTTC A TCC TAGC TGATGC TG TTTGGALATC ACC TCTGACAACTTATTGAC
TATCACCAAGGCCGCTGETGCTALTGTCGAC LA GTATGTAC AL A A TGCALCCTAL b A
A TTTGT G TGAC TAC A GAGA A TTAGARCARCAATCETCCCGAGAANTGCZCLATT
TTGAATAAT GGG AGALAN s TTCCATGTAAC GTTTCCC TC TAAC ATGATGAGATACT
A A AT A A TGTAGA AT A TTTC T AT TA R G TATTTALC G GALAGC A AGTCR
AT GA AT T A TTC T TC AL A T TC AT T TTAC TAAC A A TCAACGAATALCZACTCT
TCCTATGGAGC TTG T TATATGTATC ATTGAATTAGGTC TGGGC TGATGTTTACGC TALG
CTTT GG A TAAGGAC TTGALGGAL A TCC TATC TG TTTCCATAACGCTGECCCTGTT G
CTGETGCTEETGC TGO TTC TGO G TGO OGO TG TG TGETGAC G TGO TGO TGALGA LG
Aan GG GG TGO TEALGAATC TZACGACGACATGGEGTTTCGGTTTATTC GACT
AR LA TAC s a T A TTTTTTC TG AR G TTTTTTTACCC TTTATGTATATATATT

TAC A TATAAAATA R A CTCTAATCALTCAGTAT

Download Sequence: If the tag matches an ORF (as it is in this example), the
transcript sequence is given. The 5’ and 3’ UTRs, the start and stop codons, and the
tag sequence are all highlighted. If the tag matches an intergenic region, the 500
flanking nucleotides upstream and downstrem the tag are provided. In this case,
neighbor elements such as UTRs from other genes are also highlighted if present.
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ATCG: UTR
ATCGE: TAG
ATG ... STOP: ORF

[}scerlchr:4|+|2295DE—23D618

T I AT T T R T T T T - T L [T T AT TALA TTAC GAATTGC AGTTTCAGTT
AATCTT G A TAAC A B A T A TAAGAAGA AR TETCTGACTCTATTATTTC
CTTT o T T T T AT TAG . TGAT e TG T T T GA A A TCAC C TCTGAC A ACTTATTGAC
TATCACCAR GO oG TG T TAA T TG A GTATGTAC AR A T GCARCCTALDAC
A T T TG TG T A TAC GA R G AGA R A A TTA A A A a TC G TCCC A GARATGCGCaaTT
TTEAATAA T GG A A s A T CATGTAACGTTTCCC T TAACATGATGAGATACT
A A T A A TG TAGA A A TA T T T T C AT T A A G TAT T TARC ARG A AT
A TG A TTAC T T T T A A GA T TCAT T T TAC TAR C A A T A GAATAACGACTCT
TOC TAT G A T TG T TATA T GTATC AT T AL TTAGG T TG TGATGTTTACGC TALG
CTTT A AT A A A T AL A A T TATC TG T T TCCATAAC G T CCTETT
CT T TG TG TG TTC TG G TG G T T TG TGAC G TGO TGO TEAAGA A
A G R G T T A A A TC TGAC A ZACATGEGTTTCGGTT TATTC AT
AR LCATACA A AT AT T T T T TC T AL G TT T T T TTACCC TTTATGTATATATATT

TAC A TATAAAATA R A CTCTAATCALTCAGTAT

Download Sequence: The FASTA header indicates the exact region of the
sequence displayed.
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w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
a _ ]
2 Show |50 [ | o i all s | Gra 9
z {2
&
@  There are 28,948 records that matched the query. Mext
I S A 2 T T T T A A
1 CATGACCTACTCAC 1 0,0 UTRS CORFdu M A YALDGDW % El @
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
3 Hi CATGTTATCTCTTE il 0,021 Pt UTRES ORFdu 4 1 doo91i |+ ML A, ¥ ALOGEW = [i] [E m
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 o dpEsE | ML A TALOGEW = [ [E m
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = i [E
& Hi CATGTT GEAT ARAT 1 0,021 Pt UTRS oRFdu 4 1 11993  + M A YALOGAW-B = [E] [&]
=+ & CATETCETGT ATTC oL 0.04% Pt ORF CRFdu 2 T e UL . 2 YALOGAW-B = [i]
g Hi CATGAGAGAACTGA 1 0,018 Pt ORF SR Fu 3 1 21388  + GDHZ YALOG2ZW = [i] [EE
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CATGT 5 AT ARCET 1 0,021 Pt ORF R Fu 4 1 3zZ4FF O+ GDH3 TALOGZW = [i] [E
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGET GHEOTFACE 1 0,140 Pt ORF TR Fu z 1 3=2e9s  + GDH3 TALOGZW = [l El
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [i] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF SR Fdu 3 1 =z9sse + ML A, YALOG LW = [i] [
17 Hi CATCTGEEECCATE 1 0,021 Pt ORF SRFdu 5 2| e | ML A ¥ALOG LW = [l [E
18 Hi CATGAAAGARAGTA 1 0,021 Pt ORF oRFdu 4 1 34373+ M. A YALOG LW = [ [E m
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 3 il I e e ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'Tl 'm ﬁ_

Query Results: A query to the BLAST server at the NCBI is launched with the
previosuly described sequence by clicking on this field. In the case of tags matching
an intergenic region, this option is very useful to aid the process of gene discovery.



r . FE
(ﬁ NCB[ fransfating BLAb l

Mucleotide ' rotein Translations

Fetrieve results for an RBID

T AT TTAGG T A AGE AR R T A TCAA TACCGARGALGGGEAATGAGGCAGL |f‘:

ACCCGGTTTCATTGGTGTAAC ACCACCAGCCAGCGGGGTGACCAGATGCGAACCAGATT (=

meatch |CTGTTTGCCAGTAGGTGTC TACAATGGGGATTTCATTTTTACC TATTTTTTC AGAGTAC
AT AL A T TG A A TT G T A CGAC CGAACCC ARG AR CGCALAGATTT
TAAGGAATGATTTTCGAT GTAGGAATC ACCAGC TC TT T TCAACARACGCARAGTAGT T !Vl

Ch _
oiBeSE R [ TRANSLATED guery - PROTEIN databasef[blastx]]  [v]
oet subsequence Fyom: Ta: |

Choose database l nr

Tenetic codes | Standard (1)

BLAST Query: A query to the BLAST server at the NCBI is automatically launched
with the flanking sequence that contains the tag. In the case of intergenic tags,
BLASTX is launched (this example). In the case of tags matching an ORF, BLASTP
IS used.
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w Search Potential Tags in a Genome: Results
S  This page shows a detaill output table of your query with multiple links to impaortant information.
& _ ] ( |
2 Show |50 |t | Do i all’ s | Graphical V
z =
&
@  There are 28,948 records that matched the query. Mext
—
I 0 T T 2 Y T 3 T S 3 ) A
1 CATGACCTACT CAC AL 0,045 LUTRES R Fdu 282 4 B A, ¥ ALOGDW = i [E m
2 Hi CAT GAT AT AET AAC 1 0,021 Pt UTRS R Fdu o 1 10044+ M. A TALOGGW = [i] [E
SN CATETTATCTCOTTE 1 0,021 Pt UTRS ORFdu 4 i | elmiaak | R ML A, ¥ ALOGEW = i [E
o CATGTGCAANT CAG 1 0,045 Pt ORF R Fdu 3 1 1inoisE  + ML A TALOGEW = A [E
S5 Hi CATET AT AT AGAAS 2l 0.86% Pt ORF R Fdu 1 1 1inosso 0+ Bl A, Y ALOGEW = A [E m
£ I CATGTT GEAT ACAD 1 0,021 Pt UTRS R Fdu 4 S | mEEsmEl | ML A, YALOG AW -B = (@] [2]
54 [ CATGTCETGT ATTE L 0.04% Pt ORF R Fdu 3 1 1Zi14s 4+ Bl i, YALOGAW -B = [i]
& LH CATGAGAGAACTGA i 0,012 Pt ORF ORFu & T Siase | GDHZ YALOG2ZW = [ [E
o Hi CATGEACECATGTE AL 0,021 Pt ORF SRFu 5 1 42489+ GDH32 YTALOG2W = [ El
10 Hi CAT 6T GAGE AACET 1 0,021 Pt ORF SR Fu 4 1 82477+ GDH3 YALOGZW = [G] [E [
11 Hi CATGEGTTCT ACAD il 0,048 Pt ORF DR Fu 2 1 32590  + GDHZ YALOG2W = [i] [E m
12 Hi CATGETFECTGACE 1 0,140 Pt ORF DR Fu z 1 3zE9®  + GDH3 TALOGZW = [ [E m
13 Hj CATETCEET ARTT A 2l 0.86% Pt UTRE DR Fu 1 | BErnE: | GDH3 YALOGZW = i [E
14 Hi CATGACTACACAGA 1 0,018 Pt ORF oRFdu g 1 83573 + M A YALOG LW = [E] [&]
15 Hi CATGAGATT AGTCA Al 0,018 Pt ORF CRFdu = 1 33eze + B A YALOG1W = ] 2
16 Hi CATGCAATT AGAGT 1 0,018 Pt ORF ORFdu 3 1 93988 + M A YALOG LW = i [E m
17 Hi CATCTGEEGCCATD 1 0,021 Pt ORF CRFdu 5 1 354324  + ML A ¥ALOG LW = i [E m
18 Hi CATGARRFARAGT & 1 0,021 Pt ORF R Fdu 4 1 =4373  + M. A TALOG LW = [i] [E
19 H CATCTGCTACACAL 1 0,042 Pt ORF ORFdu 2 Sl B o ML A, YALOG LW = i [E
20 Hj CATFAAGCT GAT A3 1 0,140 Pt ORF oRFdu z 1 34525+ ML A TALOG1W = [l El
=21 Hi CETGATTET AT T 1 =] D+ B E 'l =0 = I 1 1 eI == =] =+ | O LY Yol inh 130 E 'T‘ 'm ﬁ_

Query Results: A graphical view with all the tags from the results table is also
available.
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Graphical ¥iew

Organism: Sacharompces cerelsiae

{I

188 kKb Chromnoszone: 1 Length: 238,288 bp

|

188 Kb Chronozone: 2 Length: 813,178 bp

|

188 Kb Chronoszone: 3 Length: 316,616 bp

i

188 Kb Chronozone: 4 Length: 1,531,916 bp

‘

188 Kb Chronozone: 5 Length: 576,869 bp

Graphical View: All chromosomes that contain a tag from the results table are
shown. Tags are represented graphically on the chromosomes. By clicking on a
chromosome, a new pop-up window will emerge with the details of that chromosome
region in the context of the current query.



55
14 kb 21 Kb

e e e e e p——

YEL1OdC

5’ S 1
21 Kb 25 Kb

E

RTG3 ECMZ1
Keys:
Chronosone:
B Vatzon +) Strand “ Fragment Dizplaued M TAG of High Confidence
B Crick (=) Strand M Centromer I 7RG of Undefined Confidence
M TEG of Low Confidence
Shape: Color:
— Strand B UTRS"-0RF-UTR3" LRNA B ncRNA
Transcript B ORF Yerified B RHE ! TaG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
L T B ORF Dubious B =nkNA " THG of Low Confidence

Graphical View: An example showing all high confidence tags mapping into ORFs
Is shown here.
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Il.- Tutorial Genome Mapping Module.
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ABQUT TFTUTFORIAL HISTORY USEFULIIAVKS DOWNLOAD

Map your TAGs within a Genome
This section allows to find TAGs within a Genome,
Organism : Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments
| Saccharomyces cerevisiae [s| | Nlalll - BsmFI [se] |5 e
TAG categories and genomic mapping contexts to display: [7]
B
E {3 Platinum ) Copper Known Protein smRMA High ORF Exon fes
w () Gold 0 Iron Hypothetical Protein tRMA Low 3'UTR Intron Mo
E ) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
L (2 Alurminumm @ all snoR M4 Intergenic B
snRMNA Intergenic
Input Data
Upload text file
OR Fill in TAG list
Show |50 |»| Sortby | Confidence o Descending | w | [ submit | | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

|.- Genome Mapping Module Form: The user must follow five sequential steps in
this form. Online help with the relevant details is provided for each step.
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Map your TAGs within a Genome

T | within a Genome,

Organism

Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments
| Saccharomnyces cerevisiae [w)

| NISTIT - BsrFl [w| [5 [oel

TAG categories and genomic mapping contexts to display: [7]

=
E {3 Platinum ) Copper Known Protein s NS High ORF Exon fes
w 2 Gold ) Iron Hypothetical Protein tRMNA Loy 3'UTR Intron Mo
% ) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
L (2 Alurminumm @ all snoR M4 Intergenic B
snRMNA Intergenic
Input Data
Upload text file
OR Fill in TAG list
:
Show |50 :_v_' Sort by | Confidence |*| |Descending :_v_' [_submit | | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

Step 1: The user must select the organism of interest. Currently, only
Saccharomyces cerevisiae is available. In the near future, other organisms will be
added.
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ABQUT TFTUTFORIAL HISTORY USEFULIIAVKS DOWNLOAD

Map your TAGs within a Genome
This section allows to find TAGs withj
Organism Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments
| Saccharomyces cerevisiae [s|| || NlaIll - BsmFI [se] |5 e
TAG categories and genomic mapping contexts to display: [7]
B
E {3 Platinum ) Copper Known Protein smRMA High ORF Exon fes
w () Gold 0 Iron Hypothetical Protein tRMA Low 3'UTR Intron Mo
E ) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
L (2 Alurminumm @ all snoR M4 Intergenic B
snRMNA Intergenic
Input Data
Upload text file
OR Fill in TAG list
Show |50 |»| Sortby | Confidence o Descending | w | [ submit | | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

Step 2: The user must select the anchoring-tagging enzyme pair used in SAGE.
Currently, only the pair Nlalll-BsmFl is available. In the near future, other enzyme
pairs such as the one used in Long-SAGE will be added.
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Map your TAGs within a Genome

This section allows to find TAGs within a Genorme.,

Organism : Anchoring-Tagging Enzyme Pair [ 3 Odds ratio for confidence class assignments
Vs T

| Saccharomyces cerevisiae || [ NIaTII - BsmFT [v|

TAG categories and genomic mapping contexts to display: [7]

E {3 Platinum ) Copper Known Protein smRMA High ORF Exon fes
w (3 Gold {3 Iran Hypothetical Protein tRMA Low 3'UTR Intron Mo
E ) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
L (2 Alurminumm @ all snoR M4 Intergenic B

snRMNA Intergenic

Input Data

Upload text file

OR Fill in TAG list

Show _SD. |»| Sortby | Confidence o Descending | w | [ submit | | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

Step 3: The user must select the odds ratio used to assign the confidence classes to

the different genomic tags. For details see: Malig, R., Varela, C., Agosin, E. and Melo, F. (2006)
Accurate and unambiguous tag-to-gene mapping in SAGE by a hierarchical gene assignment procedure.
BMC Bioinformatics, 7, 487-507.



SAGExpliore

ABQUT TFTUTFORIAL HISTORY USEFULIIAVKS DOWNLOAD

Map your TAGs within a Genome

This section allows to find TAGs within a Genorme.,

Organism : Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments
| Saccharomyces cerevisiae [w| [ Nlalll - BsmFI ] [5 [l
(_ TAG categories and genomic mapping contexts to display: [7] \
E {3 Platinum ) Copper Known Protein smRMA High ORF Exon fes
w (2 Gold ) Iron Hypothetical Protein LRI A L 3'UTR Imtron Mo
% ) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
L (2 Alurminumm @ all snoR M4 Intergenic B
k snRMNA Intergenic )

Input Data

Upload text file

OR Fill in TAG list

Show _SD. :_v_' Sort by | Confidence |*| |Descending :_v_' [_submit | | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

Step 4: The user can choose to map the experimental tags against a subset of
genomic tags upon a large amount of different features. For details see the help links

or. Malig, R., Varela, C., Agosin, E. and Melo, F. (2006) Accurate and unambiguous tag-to-gene mapping in
SAGE by a hierarchical gene assignment procedure. BMC Bioinformatics, 7, 487-507.
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Map your TAGs within a Genome

This section allows to find TAGs within a Genorme.,

Organism : Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments

| Saccharamyces cerevisias [v| [NIalll - BsmFI v [5 [ael
TAG categories and genomic mapping contexts to display: [7]

{3 Platinum ) Copper Known Protein smRMA High ORF Exon fes

) Gold 0 Iron Hypothetical Protein tRMA Low 3'UTR Intron ]
) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
(2 Alurminumm @ all snoR M4 Intergenic B

snRMNA Intergenic

' ] Input Data ‘
Upload text file

OR Fill in TAG list
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Show _SD. |»| Sortby | Confidence o Descending | w | [ submit | | Reset

]
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Dz2006 SAGExplare. All rights reserved.

Step 5: The user must provide a list of experimental tags to map against the
genome-based annotation of virtual or potential tags. A text file can be uploaded or
the data directly pasted into the textarea. The input format is explained in the help
link for this step. Full tag sequences must be provided (ie. including CATG).
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Map your TAGs within a Genome

This section allows to find TAGs within a Genorme.,

Organism : Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments

| Saccharomyces cerevisiae || [ NIaTII - BsmFT [v| [5 [oel

GENOME MAPPING

TAG categories and genomic mapping contexts to display: [7]

{3 Platinum ) Copper Known Protein smRMA High ORF Exon fes
) Gold 0 Iron Hypothetical Protein tRMA Low 3'UTR Intron ]
O silver ) silicon FRR A Intergenic & Undefined 5'UTR
(2 Alurminumm @ all snoR M4 Intergenic B
snRMNA Intergenic
Input Data
Upload text file
OR Fill in TAG list
:
Show |50 :_v_' Sort by | Confidence |*| |Descending :_v_' [_submit | | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

Pre-submit: Before submitting the query, the user can choose the number of rows
to display per page and also how to sort the results.
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Map your TAGs within a Genome
This section allows to find TAGs within a Genome,
Organism : Anchoring-Tagging Enzyme Pair 3 Odds ratio for confidence class assignments
Saccharomyces cerevisiae || | NIaIIT - BsmFI [w| |5 e
TAG categories and genomic mapping contexts to display: [7]
S : :
B
E {3 Platinum ) Copper Known Protein smRMA High ORF Exon fes
w () Gold 0 Iron Hypothetical Protein tRMA Low 3'UTR Intron Mo
% ) Silver 0 Silicon PR A Intergenic & Undefined 5'UTR
L (2 Alurminumm @ all snoR M4 Intergenic B
snRMNA Intergenic
Input Data
Upload text file
OR Fill in TAG list
:
Show |50 :_v_' Sort by | Confidence |*| |Descending :_v_' [ _submit__Jf | Reset |

FPontificia Universidad Catolica de Chile | MBL | Terms of Use
Dz2006 SAGExplare. All rights reserved.

Submit: The user is ready to submit the query to the server.
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Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genome,
Show |50 [e] | G |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N S 7 Y S ) ) TS
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240
g 2 Un  CATGACACCACCAG 2 1,000 Fe Int  int.opORF 0 1 d40213 + ML A, YALOOSC = [i] E 30410
= F Un  CATGGAGGAGATTT 2  1.23% Au ORF SRFdu ) 1 141074+ ML raLooaw =[] [E] 0os
s 4 Un  CATGGCGCAGTTGRE 5 1.000 Al @ ORF R MA, e 1 1eezFz  + P2 tafucoya =] [0 [E] [ 240
5 Un  CATGCTGCATCCOTR 4 41,000 Fe Int  intopORF a1 zivoEE |+ MLA, YAROGOC = [i] [E] m e o o
& Un  CATGCAARAGACTG 4 1,000 Al ORF S RFdu 1 1 229005+ ML A, varorsw = [i] E 12 013
7 Ln  CATGCACTTCAACT 20 1,000 Fe Int int ] Z 34908 + P --- = [i] E S e
S Un  CATGTACACACACA 2 1,239 Au UTRZ2 oRFdu z z  1iszas 4+ M. £ rewosaw = [i] [E] 240
S Bl CATGGT AT AT =T GT 2 1,000 Fe Int imk o = sa3a361 + M, . % II' IEI i e
10 Un  CATGGTACAAGGET 2 0,843 Al ORF DR Fu @ 2 4782E4  + TEF2 veriiew = [i] E 046
11 Un  CATGRGACRRACTG 2 D402 Al ORF IR Fu 2 2 47Fz34z  + TEF2 ver1iew = [i] [E] 61 55 193
12 Un  CATGGRAATCCGET 2 0,807 5§ Int  int.opORF 0 2 S57eele + ML A, YBR170C = [i] E 203
12 Un CATGT AAAAALARA 2 1,000 Fe Int ink o = aZ2ooa9 + A, . % II' IEI ] T
14 Un  CATGGCETTTRAGG 2 1.000 Al UTRS3 SRFdu it z  B35140 + P vrerzoew (= [i] [E] [ £ 00
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] 240
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int o 3 90077 + ML A, --- = [i] [E] m foia=
18 Un  CATGTOTTCTOGTT 2 1,000 Al ORF DR Fu 1 4 4s5g9z + S5B1 voLzzow = [i] [E] @ £ 1z 0
19 Un  CATGTACATACATC 2 41,000 Al UTRZ SRy 1 4 93277 + MRPL11 vorzozw = [i] [EH] £17 0
20 Un  CATGATATCAAAAA 2 0,275 Al ORF DRy 7 4 479499+ MSHS voLisaw = [i] E 6§17 0
Zlish B T . oL i 3 p = e T e S — 1wl a2

Query Results: Typical output of the Genome Mapping Form.
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Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show |50 (] | E |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N I K 2 Y e S 3 N
- i CATGGTCAACALAG 2 o= int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
E 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
E F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya = (0] [E] 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = [i] [zZ] 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] [ 240
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 IUn  CATGCACTTCAACT Z0 1,000 Fe Int int ] F 20077 + M., --- = [i] [E] Trias -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: The total number of records that matched the query are reported.
Also, the total number of unmatched tags (NIDs or Non-ldentified Tags) out of the
total number of submitted tags is given.
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Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show |50 (] | E |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext I
2 N T Y e S 3 N
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 2  1.000 Fe Int int,opORF o i [ e e T M. 2, YALOOSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 Ll CATGCTGCATCCOTA 4 1,000 Fe Int int,opORF 0 A e il M., YARDGOC = [i] [z 0oe -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
S Un  CATGTACACACACA 2 1,239 Au UTRZ2 oRFdu z z  1iszas 4+ M. £ rewosaw = [i] [E] 240 -
2 LUn  CATGGETATATGTGT 2 1,000 Fe Int int ] oo | e [ M., i = [i] [E] (25 e -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] [ 240 -
16 Un  CATGCGTCAGTETG 8 0,807 Si Int int 0 2  sizzos  + B A = [i] [E] 917 0 -
17 IUn  CATGCACTTCAACT Z0 1,000 Fe Int int ] F 20077 + M., --- = [i] [E] Trias -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 roLzzow = [i] E] 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 vyoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] [ 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: Only a fraction of the results is displayed. This option can be easily
changed by selecting a different number of rows to display or the next button used to
go to the next page.
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Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
show |50 [oel l 8 |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N S 7 Y S ) ) TS
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = [i] [zZ] 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [ZE] 203 -
13 Un = CATGTAARAAAALS 2 1,000 Fe Int int ] 2 s&zza39 + B -a- = [i] [E] €40 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] [ 600 -
15 IUn  CATGCTCTGGTTCT A [ i e = SRFdu e S e M., verzazw = [i] [E] 340
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int ] F 90077 + ML --- = [i] [E] M foiaa -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: The full table can be downloaded as tab-delimited text (compressed

file or tar.gzipped).
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Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
show |50 [] n |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
: [ N 1 O T Y
B il I CATEETCAACARR 3 ] II' EI 24 0 1
g 2 Un  CATGACACCACCA | (] [2Z] [ 3010 -
8 = un cateeaceacart | Download All Results | [E] [2] o0& =
g 4 I CATEECECAGTT = ! II' IEI 240 =
5 Un  CATGCTGCATECT | [i] [2] [ 0oe -
& Lm  CATGCARAAGACT SAGEXPLORE-1273507-2006-May-158 tar.qz | @] 12 013 z
7 Un  CATGCACTTCAAC | [i] [E S e -
2 Ln  CATETACACACAC Mote: This file will stay at this site for 5 hrs, | [i] [22] 240 =
S Un  CATGGTATATETE | A [22] [ EE -
10 Un  CATGEGTACAAGGE | [A] [ 046 -
11 Un  CATGAGACABACT | [E] [E] £1 55 193 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] [ 240
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 IUn  CATGCACTTCAACT Z0 1,000 Fe Int int ] F 20077 + M., --- = [i] [E] Trias -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: Compressed files for download are kept for 5 hours at the server
and then deleted. By clicking on the filename, the file is downloaded.
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Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show |50 [] " Downl 1 ts | Ex; Map |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
ACT = [lom [olom | o oo ool swvme | _soome Jec[mos]m]__or o
- . . 12 o an b e P EE—— kT e— W L ™ =
g 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = [i] [zZ] 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [ZE] 203 -
13 Un = CATGTAARAAAALS 2 1,000 Fe Int int ] 2 s&zza39 + B -a- = [i] [E] €40 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] [ 600 -
15 IUn  CATGCTCTGGTTCT A [ i e = SRFdu e S e M., verzazw = [i] [E] 340 -
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int ] F 90077 + ML --- = [i] [E] M foiaa -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: Online help explaining the meaning of each column is obtained by
left-clicking with the mouse over the column headers.
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Map your TAGs within a Genome: Results

This section allows to find TAGs within a Genome.

Show |50 [l

There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found.

Str  StdMame SysHame Em Bl

N S 3 N 0 Y

at CATEGTCALACALLG 2 o207 5i int,opORF at 42929 +

2= ey CATEACACCACCAG =] 1.000 Fe Int int,opRF (] 1 140213 = M, A
3 Un CATEEAGGAGATTT z 1,239 Au  ORF S RFdu 2 aH 141074 = M. A
4 Un CATEECECAGTT FE b 1.000 @Al 2RF tRRA 1 aL 1662732 + ML A
5 LUn CATECTECATCCTA 4 1,000 Fe Int int,op>RF (] aH 2170232 e M. A
& Ln CATCCAAAAGACT - 4 1,000 A ZRF CORFdu 1 1 229005 = M A
7= el CATECACTTCAACT Z0 1,000 Fe Int int o = 34908 + M.A
2 Un CATETACACACACR 2z 1.229 Au UTRZ CORFdu 2 2 b B B s + ML A
2 Un CATGEGTATATETGT 2 1,000 Fe Int int o 2 236361 o M. A
10 Un CATGGET ACAAFGET z 0,343 Al ORF O RFw 3 2 478284 =} TEF2
11 Un CATFAGACRAACTG 2z o402 Al 2 RF QR.Fu Z = 472942 + TEF2
122 by CATEEFAAATCCEET 2z o, 207 5i Int int,opRF (] 2 SFE6leE =5 I, A
s e g W o CATGCT AAAbabidd 2 1,000 Fe Int int o = &22839 o M. A
14 Lin CATEECETTT FAGE z 1.000 Al UTRS ORFdu 1 = 6353140 + ML A
Ak K | CATECTCTEETTCT 2 2,667 Al QRF CORFdu = e Fo4e9z + M2
1e Un CATGCGTCAGTET 9 o, 207 5i Int int o 2 812205 = M A
17 Un CATEFCACTTCAACT Z0 1,000 Fe Int int o 3 0077 = M. A
is Un CATETCTTCTCGTT z 1.000 @Al 2RF QR Fu 1 4 452892 + S5B1
12 Un CATET ACATACATLC 2z 1,000 Al UTRZ: ORFw 1 4 29277 e MRPL11
20 Un CAT AT AT CAARAA 2 0,375 Al ZRF RFw 7 4 179499 = MSHS

50 Bty L] M L.

e

= 1 o= o=

b
e

ABOQUTF TFTUTFORIAL

HISTORY ULSEFUL LINKS

TALOSAC

YTALODSC

¥ ALOD W
tA{UGCIA
YARODGOC
YAROFSW

TELOSAW
TYER118W
YERL1E8W
YBR170C
TERZOG6W
TERZA2W

YDLZZOW
YLZ02W
YTDL1S4W

AFruE 4 chavLEF

Eﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂﬂ]ﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂﬂ]ﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂﬂ]ﬂll
o] e ] e, ] ], ][ )] ] ] ]
] B Bl ] B ] 2] R ) B R ] R R ) R
IHEEEEEEEEEEEEEEEEEEEE

240
3 od0
oos
240
oos
12013
1z2 3
240
& 032
045

el 55 1922

203
& 4 0
& 00
240
917 0
i1z.8
BodE
(= 5

O Pl O (R

& 17

4 4

Query Results: These 6 columns contain linked fields.
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SAGExplore

ABOQUT TFUTFORIAL HISTORY USEFULILINKS DOWNLOALD

Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show |50 (] | E |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N T e S 3 N
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 2  1.000 Fe Int int,opORF o i [ e e T M. 2, YALOOSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 Ll CATGCTGCATCCOTA 4 1,000 Fe Int int,opORF 0 A e il M., YARDGOC = [i] [z 0oe -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
S Un  CATGTACACACACA 2 1,239 Au UTRZ2 oRFdu z z  1iszas 4+ M. £ rewosaw = [i] [E] 240 -
2 LUn  CATGGETATATGTGT 2 1,000 Fe Int int ] oo | e [ M., i = [i] [E] (25 e -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] [ 240
16 Un  CATGCGTCAGTETG 8 0,807 Si Int int 0 2  sizzos  + B A = [i] [E] 917 0 -
17 IUn  CATGCACTTCAACT Z0 1,000 Fe Int int ] F 20077 + M., --- = [i] [E] Trias -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 roLzzow = [i] E] 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 vyoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] [ 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: By clicking over the standard gene name, a query to the
Saccharomyces Genome Database is launched. Thus, the user can obtain a large
amount of data about a given gene.



SAGExplore

ABOQUT TFUTFORIAL HISTORY USEFULILINKS DOWNLOALD

Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show |50 (] | E |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N T e S 3 N
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 2  1.000 Fe Int int,opORF o i [ e e T M. 2, YALOOSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 Ll CATGCTGCATCCOTA 4 1,000 Fe Int int,opORF 0 A e il M., YARDGOC = [i] [z 0oe -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
S Un  CATGTACACACACA 2 1,239 Au UTRZ2 oRFdu z z  1iszas 4+ M. £ rewosaw = [i] [E] 240 -
2 LUn  CATGGETATATGTGT 2 1,000 Fe Int int ] oo | e [ M., e - = [i] =] (25 e -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 I'.'Brulsw = [i] [E 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 veriiew = [i] [&] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] [ 240
16 Un  CATGCGTCAGTETG 8 0,807 Si Int int 0 2  sizzos  + B A = [i] [E] 917 0 -
17 IUn  CATGCACTTCAACT Z0 1,000 Fe Int int ] F 20077 + M., --- = [i] [E] Trias -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 roLzzow = [i] E] 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 vyoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] [ 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: By clicking over the systematic gene name, a query to the
Saccharomyces Genome Database is launched. Thus, the user can obtain a large
amount of data about a given gene.



Quick Search:

Site Map | Full Search | Help | Contact SGD | Home

e

Community Info Subrmit Data

BLAST Primers Pathdatch GenefSeq Resources

SSB1/YDL229W Summary

-

Alternative single page format

SSEB1 BASIC INFORMATION [ View References |

Standard MName S5087 (see Momenclature conflict Nofe)

Advanced Search

Summary | Locus Histn:nry] Literature | Giene Ontalogy | Phenatype I Interactions ] Expressin:un] F'n:uteinw

“irtual Library

SSE1 RESOURCES

Click on map for expanded view

SGD ORF map

GBrowse

4 J000 to

JFTPLSEEL

YOLZ22E0
ARZ404
Iy Hio

GF000

51

Systematic Name YDL229W

Alias Vis{od T

Feature Type ORF, Werified

Description Cytoplasmic ATPase thatis a ribosome-associated molecular
chaperone, functions with J-protein partner Zuo1p; may be involvedin
folding of newh-made polypeptide chains, member of the HSP70
family; interacts with phosphatase subunit Reglp (2, 3,4, 5, 6,7, 8and =
see Summaty Paragraph)

GO Annotations SS5SB1 GO evidence and referances

haolecular Function

» ATPase activity (IDA)
o Unfolded protein binding (DA, 155, TAS)

« Cotranslational protein folding (0A)
mrmtein bincwunthecic (AR (B T A<D

Eiological Process

Literature

Literature Guide

chrIv

YOLZ30W YOLZ2EC

| =<
YOL225W YOLZ27(]
I

ARS40d
>

we || SiEw

Retrieve Sequences

-Genumic DNA

we | e

SGD Query: An example of the results obtained when quering the Saccharomyces

Genome Database by standard or systematic gene name.




SAGExplore

ABOQUT TFUTFORIAL HISTORY USEFULILINKS DOWNLOALD

Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show |50 (] | E |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N S 7 Y S ) ) TS
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = [i] [Z] 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A TARDFSW % [a] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [ZE] 203 -
13 Un = CATGTAARAAAALS 2 1,000 Fe Int int ] 2 s&zza39 + B -a- = [i] [E] €40 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] [ 600 -
15 IUn  CATGCTCTGGTTCT A [ i e = SRFdu e S e M., verzazw = [i] [E] 340
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int ] F 90077 + ML --- = [i] [E] M foiaa -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: The genomic context where a tag matches can be obtained by
clicking on this field.



SAGExplore

Genomic Context

Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000

—_—

188 Kb Chromosone: 1 Length: 238,288 bp

WAL G EN-A
(=1l

YALOGSTUW-A
o kb" L 6 Kb
N 57
YALOGEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The selected tag is shown with a vertical arrow head.



SAGExplore

Genomic Context

Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000

—_—
188 Kb Chromosone: 1 Length: 238,288 bp
oSl-A
YALOE3W YALOEW-A
i I - [ PR,
N 57
YALOEEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M TaG of Low Confidence
Shape: Color:
— =trand B UTRS -0RF-UTRE3" tRMNA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRHA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence
Genomic Context: Gene names are linked to the Saccharomyces Genome

Database.




SAGExplore

Genomic Context
Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000
_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys: \

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: Keys of the graphical elements displayed above are provided.



SAGExplore

Genomic Context

Organism: Sacharompoes cerellsias
P

Fragment Displayed: 1 - 6,000
_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The fragment of the chromosome being displayed is specified.



SAGExplore

Genomic Context
Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000
—_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: In this case corresponds to the 5’ end of the chromosome. The
user can click on this graphical chromosome to select and display a different region.



SAGExplore

Genomic Context
Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000
Chromosone: 1 Length: 238,288 bp
YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The chromosome scale in base pairs is also shown.



SAGExplore

Genomic Context

Organism: Sacharompoes cerelsias

Fragment Displayed: 1 - 6,000
_

188 Kb [Ehrunusune: 1 Length: 238,288 hp]

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
i I - [ PR,
N 57
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The current chromosome number and size are given.
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Genomic Context

Organism: Sacharompoes cerelsias

Fragment Displayed: 1 - 6,000
_

188 Kb Chromosone: 1 Length: 238,288 bp

YALOS3W-A
YALOGSW YALOGSTUW-A
¥
= | A it
N 2
YALOGEC

Keys:

Chronosone?:

B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence

M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: The 5 and 3’ positions of the chromosome fragment displayed
are also shown.
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Genomic Context

Organism: Sacharompoes cerelsias
Fragment Displayed: 1 - 6,000

—_—

188 Kb Chromosone: 1 Length: 238,288 bp

WAL G EN-A
=1l

YALOGSTUW-A
o kb" L 6 Kb
N 57
YALOGEC
Keys:
Chronosone?:
B Vatzon (+) Strand “ Fragment Displaued M T8G of High Confidence
M T8G of Low Confidence
Shape: Color:
— Strand B UTRS -0RF-UTRE3" tENA B ncRHA
Transcript B ORF Yerified B rRHE ! TG of High Confidence
Intran ORF Uncharacterized B =noRNA TAG of Undefined Confidence
" oTac B ORF Dubious B =rRNA ! TG of Low Confidence

Genomic Context: Clicking on the tag will display a pop-up window with several

details about this tag. This pop-up window can also be launched from the main
results table and thus it will be explained next from there.



SAGExplore

ABOQUT TFUTFORIAL HISTORY USEFULILINKS DOWNLOALD

Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
show |50 [oel | E: 8 |
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N S 7 Y S ) ) TS
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = il [zZ] 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A rarReFswW = [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = il [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [ZE] 203 -
13 Un = CATGTAARAAAALS 2 1,000 Fe Int int ] 2 s&zza39 + B -a- = [i] [E] €40 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] [ 600 -
15 IUn  CATGCTCTGGTTCT A [ i e = SRFdu e S e M., verzazw = [i] [E] 340
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int ] F 90077 + ML --- = [i] [E] M foiaa -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: A record with several tag details can be obtained by clicking on this
field.



SAGExplore

TAG Detail

TAG: CATGACCTRCTCAC

0,048 0,048

Hi 1 282 295
UTRES

2 3 476 M
Distance Pulr A Length Poly-A Feature Type

ORFdu Cubious
Systematic Name Standard Name
TaLOGSw M.A.

Hypothetical protein

Tag details: Many details about the tag are provided here. See the online help for
an explanation of each field meaning.



SAGExplore

ABOQUT TFUTFORIAL HISTORY USEFULILINKS DOWNLOALD

GEMOME MAPPING

Map your TAGs within a Genome: Results

This section allows to find TAGs within a Genome.

Show |50 [a]

There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found.

2 2 O e M
1 CATEGTCALCARLG 2  D.207 Si int,opORF 1 a4=zasz9 1 YALOSAC = [i] [2]
2 IUn  CATGACACCACCAG 3 1.000 Fe Int int,opORF 0 1| fgnEaE | S M2, YALOOSC = [i] [E]
% lUn  CATGGAGGAGATTT 2 | Eide T | s SRFdu 2 1 141074  + M., raLooaw =[] [E]
4 Un CATEECECASTTGS 5  1.000 &l @ ORF R P T I e el e P A, eafucoda = [i] [2] [
5 Un CATFCTECATCCT & 4 1,000 Fe Imt int,op>RF a 1 2170232 + M., YAROGOC % i | [2] I
6 Un CATGCAARAGACTG 4 1,000 Al ORF oRFdu 1 1 229005 @+ ML A varo7sw = |I| [E]
7 Un CATGCACTTCAACT 20 1,000 Fe Int int 8] e 34908 + ML, o =HFNE
S Ln  CATETACACACACA 7 Eigan iy UTRE oRFdu = S e | ML rerosaw = [i] E]
5 ln  CATEGTATATETGT 2 1,000 Fe Int int B s s ML, i = [i] [E]
10 Un  CATGGTACAAGEGT z 0,343 Al ORF CRFu 3 2 473284 + TEFZ reriiew = [i] [E]
11 Un = CATGAGACRRACTG z D402 Al ORF CIRFu B 2 | e TEF2 ver1iew = [i] [E]
12 LUn  CATEGAAATCCGET 2 0,207 Si  Int int,apoRF 0 = sz e iy ML 2, YER170C = [i] [ZE]
12 Un | CATETAAARAAAAL 2 1,000 Fe Int int e (e M. = [A] [E] o
14 Un  CATEECGTTTEAGE 2 1.000 Al UTRS3 SRFdu 1z 635140 + ML 2, verzoew = [i] [E] [
15 Un  CATGCTCTGETTCT sl e er PRl NG REE oRFdu 2 S e e ML, verzazw = [i] E]
16 Un  CATECGTCAGTETS o 0,807 5| Int int ol s et R 2, --- = [i] E
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int 0o 3 20077+ M., = [A] [E] o
18 Un  CATGTCTTCTOSTT 2z 1.000 Al ORF CRFu 1 4 4535z I S5B1 vorzzow = [i] [E] M
19 [In  CATGTACATACATC 2z 1,000 & UTRE SR Fu | d | R + MRPL11 yorzozw = [i] ]
20 Un  CATGATATCAAAAA z 0,375 Al ORF CRFu 7 Rl MSHS roLisaw = [i] [E]

— i A ! B e 4 i = = oy Feriafie e o= \EE Wil rxa il o

240 i
3 od0 =
oos =
240 =
oos i
12013 =
1z2 3 i
240 =
& 032 i
045 =
6l 55 1932 i
203 =
& 4 0 i
& 00 =
240

917 0 =
1z.8 3 =
&1z 0 =
(= S TR i
& 17 0 =

4 4

Query Results: The genomic sequence context where the tag matches can be

downloaded by clicking on this field.
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ATCG: UTR
ATCGE: TAG
ATG ... STOP: ORF

>goer | chrrd| 4| 2289806=230618

TTGALTCTGTAAGCCCC TTC G TGATATT T C ARG TTAL A TTACGAATTGC AGTTTCLGTT
DA TCTTGGACTAAC ARG AT TaA GGl dATGETCTZACTC TATTATTTC
CTTTGC TG TTTC A TCC TAGC TGATGC TG TTTGGALATC ACC TCTGACAACTTATTGAC
TATCACCAAGGCCGCTGETGCTALTGTCGAC LA GTATGTAC AL A A TGCALCCTAL b A
A TTTGT G TGAC TAC A GAGA A TTAGARCARCAATCETCCCGAGAANTGCZCLATT
TTGAATAAT GGG AGALAN s TTCCATGTAAC GTTTCCC TC TAAC ATGATGAGATACT
A A AT A A TGTAGA AT A TTTC T AT TA R G TATTTALC G GALAGC A AGTCR
AT GA AT T A TTC T TC AL A T TC AT T TTAC TAAC A A TCAACGAATALCZACTCT
TCCTATGGAGC TTG T TATATGTATC ATTGAATTAGGTC TGGGC TGATGTTTACGC TALG
CTTT GG A TAAGGAC TTGALGGAL A TCC TATC TG TTTCCATAACGCTGECCCTGTT G
CTGETGCTEETGC TGO TTC TGO G TGO OGO TG TG TGETGAC G TGO TGO TGALGA LG
Aan GG GG TGO TEALGAATC TZACGACGACATGGEGTTTCGGTTTATTC GACT
AR LA TAC s a T A TTTTTTC TG AR G TTTTTTTACCC TTTATGTATATATATT

TAC A TATAAAATA R A CTCTAATCALTCAGTAT

Download Sequence: If the tag matches an ORF (as it is in this example), the
transcript sequence is given. The 5’ and 3’ UTRs, the start and stop codons, and the
tag sequence are all highlighted. If the tag matches an intergenic region, the 500
flanking nucleotides upstream and downstrem the tag are provided. In this case,
neighbor elements such as UTRs from other genes are also highlighted if present.
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ATCG: UTR
ATCGE: TAG
ATG ... STOP: ORF

[}scerlchr:4|+|2295DE—23D618

T I AT T T R T T T T - T L [T T AT TALA TTAC GAATTGC AGTTTCAGTT
AATCTT G A TAAC A B A T A TAAGAAGA AR TETCTGACTCTATTATTTC
CTTT o T T T T AT TAG . TGAT e TG T T T GA A A TCAC C TCTGAC A ACTTATTGAC
TATCACCAR GO oG TG T TAA T TG A GTATGTAC AR A T GCARCCTALDAC
A T T TG TG T A TAC GA R G AGA R A A TTA A A A a TC G TCCC A GARATGCGCaaTT
TTEAATAA T GG A A s A T CATGTAACGTTTCCC T TAACATGATGAGATACT
A A T A A TG TAGA A A TA T T T T C AT T A A G TAT T TARC ARG A AT
A TG A TTAC T T T T A A GA T TCAT T T TAC TAR C A A T A GAATAACGACTCT
TOC TAT G A T TG T TATA T GTATC AT T AL TTAGG T TG TGATGTTTACGC TALG
CTTT A AT A A A T AL A A T TATC TG T T TCCATAAC G T CCTETT
CT T TG TG TG TTC TG G TG G T T TG TGAC G TGO TGO TEAAGA A
A G R G T T A A A TC TGAC A ZACATGEGTTTCGGTT TATTC AT
AR LCATACA A AT AT T T T T TC T AL G TT T T T TTACCC TTTATGTATATATATT

TAC A TATAAAATA R A CTCTAATCALTCAGTAT

Download Sequence: The FASTA header indicates the exact region of the
sequence displayed.



SAGExplore

ABOQUTF TFTUTFORIAL

HISTORY ULSEFUL LINKS

DOWNLOA LD

Show |50 [a]

Map your TAGs within a Genome: Results

This section allows to find TAGs within a Genome.

There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N T e S 3 N
- i CATGGTCAACALAG 2 o= int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
i 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT 2  1.23% Au ORF SRFdu ) 1 141074+ ML raLooaw =[] [E] 0os -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya = (0] [E] 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = [i] [z 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] [ 240
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 IUn  CATGCACTTCAACT Z0 1,000 Fe Int int ] F 20077 + M., --- = [i] [E] Trias -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: A query to
previosuly described sequence by clicking on this field. In the case of tags matching
an intergenic region, this option is very useful to aid the process of gene discovery.

the BLAST server

at the NCBI

launched with the




r . FE
(ﬁ NCB[ fransfating BLAb l

Mucleotide ' rotein Translations

Fetrieve results for an RBID

T AT TTAGG T A AGE AR R T A TCAA TACCGARGALGGGEAATGAGGCAGL |f‘:

ACCCGGTTTCATTGGTGTAAC ACCACCAGCCAGCGGGGTGACCAGATGCGAACCAGATT (=

meatch |CTGTTTGCCAGTAGGTGTC TACAATGGGGATTTCATTTTTACC TATTTTTTC AGAGTAC
AT AL A T TG A A TT G T A CGAC CGAACCC ARG AR CGCALAGATTT
TAAGGAATGATTTTCGAT GTAGGAATC ACCAGC TC TT T TCAACARACGCARAGTAGT T !Vl

Ch _
oiBeSE R [ TRANSLATED guery - PROTEIN databasef[blastx]]  [v]
oet subsequence Fyom: Ta: |

Choose database l nr

Tenetic codes | Standard (1)

BLAST Query: A query to the BLAST server at the NCBI is automatically launched
with the flanking sequence that contains the tag. In the case of intergenic tags,
BLASTX is launched (this example). In the case of tags matching an ORF, BLASTP
IS used.
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ABOQUTF TFTUTFORIAL

HISTORY ULSEFUL LINKS
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Show |50 [l

£

E L CATCGTCAACAAAL

E 2 Un CATFACACCACC AL

E o CATEFAFFAFATTT

é 4  Un CATEFCECAGTT &H
S Em CATGCTECATCCT A
& Ln CATFCAARAAGACT
72| ElEkm CATGECACTTCAACT
2 Un CATGTACACACACS
oE B CATGEGT AT ATGETGT
10 Un CATEGET ACAAGGFET
= 2 W | CATGAFACAAACT G
12 Un CATCFAAATCCEET
A K| CATGT AAALALALS
14 Un CATEFCETTTFAGE
15 Un CATGCTCTGGTTCT
1& UUn CATFCETCAGTET =
Ak CATECACTTCAACT
12 Un CATGTCTTCTCGTT
12 UUn CATGCTACATACATC
20 Un CATFATATCAAALA

50 Bty L] M L.

Bewwwnwnwnwnwnw B ooeon e

LI .~ )

e

b

':'!"!"!"F'!\J'.“!"F'F'F'!“!"'.“!“!“!"!“!“D

ooo
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ooo
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402
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ooo
ooo
=1
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Map your TAGs within a Genome: Results

This section allows to find TAGs within a Genome.

Int
O RF
ORF
Int
oRF
Imt
UTRZ2
Int
o RF
ORF
Int
Int
UTR3
ORF
Int
Int
ORF
UTR=
oRF

O

int,opORF
int,op2RF
S RFdu
R MA
int,op2RF
S RFdu
int
CORFdu
int
DR Fuw
ORFu
int,op2RF
int
ORFdu
CORFdu
int
int
DR Fu
D R.Fuw
DR Fuw

it B R ol e e T o R e R T ) T Rl T R ] R

b

ax

PN - T S T S T SR ST T R R R R e

e

432989
140213
141074
166273
2170232
229005

F4308
LEgzes
236361
478284
472942
SFE6leE
622839
635140
FO4693
212205

0077

45892

29277
179499

-+

R I N T T T T T S e S SR S SRR

There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found.

N S 3 N N e

M A
M. A
M, A
M. A
M A
M. A
ML A
M. A
TEF2
TEF2
(L B
M. A
M, A
M. A
M A
M. A
S5B1
MRPL11
MSHS

:
l

YALOSIC
YALODSC
¥ ALOD W
tA{UGCIA
YARODGOC
YAROFSW

TELOSAW
TYER118W
YERL1E8W
YBR170C
TERZOG6W
TERZA2W

YDLZZOW
YLZ02W
YTDL1S4W

AFruE 4 chavLEF

Mext
cc|mios|ei| e 1nfo]
=[] ] m 340 £
= [i] [E] 3010 =
=[] E] m aoe =
=l [i] [E] m 340 :
= (] ] m 006 -
= (A [ m - -
= [i] [E] 1283 -
= [i] [z m 340 >
=l [A] [ m 603 -
= [i] E] m 046 5
S E M 15519z -
=l [a] [z] m 303 -
=[] ] m &40 =
= [i] [E] m 600 :
HEEMmM s40
EHEEMm 2170 :
HGEEmM 1iz=s:3 =
=l [i] [E] m £ 1% O -
HEIEm e170 E
EHEEM 170 :
=Ml rxaill; . D

Query Results: The tag
user provided this information).

counts provided by the user are shown here (in case the

experiments were provided and shown.

In this case, the counts of three independent
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ABOQUT TFUTFORIAL HISTORY USEFULILINKS DOWNLOALD

Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
Show | 50 V vl : | EXx 7|
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N S 7 Y S ) ) TS
- i CATGGTCAACALAG 2 o= int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
i 2 Un  CATGACACCACCAG 2  1.000 Fe Int int,opORF o i [ e e T M. 2, YALOOSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT 2  1.23% Au ORF SRFdu ) 1 141074+ ML raLooaw = [i] [E] i 0os -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya = (0] [E] 340 -
5 Ll CATGCTGCATCCOTA 4 1,000 Fe Int int,opORF 0 A e il M., YARDGOC = [i] [z 0oe -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw E[E|[EI M 1201z D
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [z=] 203 -
13 LIn  CATGCTAAARAAALAA 2 1,000 Fe Int int ] 2| W e e M., i = [i] [E] 640 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] 600 -
15 Un = CATGCTCTEETTCT 2 2887 Al ORF SRFdu 3 Z Fo4s83 + P, verzazw = [i] [E] 240 -
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int ] F 90077 + ML --- = [i] [E] M foiaa -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 roLzzow = [i] E] 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] [ 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: Each tag can have a label (if the user provided it), which is
displayed in this field. This could be useful to highlight some specific tags of interest,
or for example, to see the cluster group number of each tag. The user can provide
any label here. This field is optional and can be empty (as it is this example case).



SAGExplore

ABOUT TUTORIAL HISTORY USEFUM LINKS DOWNEOAD
Map your TAGs within a Genome: Results
This section allows to find TAGs within a Genaome.
show |50 [] e -
There are 1,657 records that matched the query. 349 NIDs out of 1,622 submitted TAGs were found. Mext
2 N S 7 Y S ) ) TS
- i CATGGTCAACALAG 2 0,207 Si int,cpORF 1 43989 + YALOSAC = [i] [2] 240 -
g 2 Un  CATGACACCACCAG 3 1.000 Fe Int int,cpORE 0 1 140213+ B A YALODSC = [i] [E] 3010 -
= F Un  CATGGAGGAGATTT z 1.23% Au ORF SRFdu z 1 141074+ M., raLooaw =[] [E] 0oes -
s 4 Un  CATGEECECAGTTGE 5 1000 &l ORF £RMA, 1 1 deszFz  + M. 2, tafucoya =] [0 [E] [ 340 -
5 ln  CATGCTGCATCCTR 4 1,000 Fe Int int,opORF a 1 ziyozz |+ ML, YARDGOC = [i] [zZ] 0oe& -
6 Un  CATGCAARAGACTG 4 1.000 Al ORF SRFdu 1 1 223005+ B A varorsw = [i] [E] 12 013 -
7 Un  CATECACTTCAACT Z0. 1,000 Fe Int int ] F  =4908 + M. --- = [i] [E] 1z 8 & -
2 Ln  CATGTACACACACA 2  1.239 AL UTRS3 oRFdu 2 o | e o T M., rewosaw = [i] [E] 340 -
9 Un  CATGGTATATETGT 2 1,000 Fe Int int ] 2 2zeasl  + P -am = [i] [zE] 603 -
10 Un  CATGGTACAAGEGT 2 0,343 Al ORF TR Fu o z  4F@zE4  + TEF2 reriiew = [i] [E] 048 -
11 Un  CATGAGACRRACTG 2z 0402 Al ORF CIRFu 2 Z 478942  + TEF2 ver1iew = [i] [E] €1 55 192 -
12 Un  CATGGAAATCOGGT 2 0,807 S Int int,cpORF 0 2 576618+ [ YER170C = [i] [ZE] 203 -
13 Un = CATGTAARAAAALS 2 1,000 Fe Int int ] 2 s&zza39 + B -a- = [i] [E] €40 -
14 LUn  CATEGCGTTTGAGE z d1.000 al UTRS CRFdu 1 z ®35140  + M. 2 rerzoew = [i] [E] [ 600 -
15 IUn  CATGCTCTGGTTCT A [ i e = SRFdu e S e M., verzazw = [i] [E] 340
16 LUn  CATGCGTCAGTGTE 9 0,207 Si Int int o i prps || M. 2, S = [i] [E] 2170 -
17 Un  CATGCACTTCAACT 20 1,000 Fe Int int ] F 90077 + ML --- = [i] [E] M foiaa -
18 Un  CATGTCTTCTOGTT 2 1.000 Al ORF CRFu 1 4 ‘45392 + SSB1 voLzzow = [i] [E] @ 612 0 -
19 Un  CATGTACATACATC 2 1,000 Al UTRZ CRFu 2 4 992377 + MRPL11 yoLzozw = [i] [E] 617 0 -
20 Un  CATGATATCAAALA 2 0,375 Al ORF TR Fu 7 4 179459 4+ MSHS roLisaw = [i] [E] 617 0 -
A, Bt e A e . 2 P 3 ¢ 7, ol I e Sl ~— i -am il v ) EENPPO

Query Results: An expression map with the counts of all the mapped tags onto the
genome is available by following the highlighted button.
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Expression Map

Experimental Condition: [F'-” .v! Expression Level: |0 to 1000 | f{range: 0-1000)  Y-Axis Scale: ELDgarithmicE‘Vj [Shuw]

Organism: Sacharompces cerelsias

Chromosome: 2

41 Strqnd/

Expression Leuel

(=1 Stpand

T T T T T T T T T T T T T T T
100 200 300 4010 o0 B0 Fo0 gon
Sequence (KB /

| TAG of High Confidence TRG of Undefined Confidence | TAG of Low Confidence

Keys:

Color:

Expression Map: An expression map with the counts of all the mapped tags onto
the genome is displayed. This is useful to detect transcriptionally active regions in a
chromosome.
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Expression Map

d

[Experimental Condition: F'._II.V: Expression Level: |0 to 1000 | f{range: 0-1000)  Y-Axis Scale: ;Lugarithmiciv.j Show

Organism: Sacharompces cerelsias
Chromosome: 2

1000
=
100 £
i
-
oy m
¥ 10 -
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-
=
e 0
" | |
L]
L
& z
= 1o =
w i
-
m
100 =
1000 . . ; . : . : . : . : . : :
100 200 F00 400 S0 ] 700 Gn
Caquance CRB?
Keys:
Color:
| TRG of High Confidence TRG of Undefined Confidence | TAG of Low Confidence

Expression Map: The user can select a single experimental condition or to display
all of them simultaneously (as it is the case in this example). The ‘show’ button on
the right must be clicked to make effective any change of parameters.
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Expression Map

Experimental Condition: F'._II.V: Expression Level: |0 to 11000 | {range: D-lIIIEIEI]I] Y-fxis Scale: ;Lugarithmiciv.j Show

d

Organism: Sacharompces cerelsias
Chromosome: 2
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L
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= 1o =
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-
m
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1000 . . ; . : . : . : . : . : :
100 200 F00 400 S0 ] 700 Gn
Caquance CRB?
Keys:
Color:
| TRG of High Confidence TRG of Undefined Confidence | TAG of Low Confidence

Expression Map: The user can select a range of expression level. Only the tags
which counts belong to this expression range will be displayed. The ‘show’ button on
the right must be clicked to make effective any change of parameters.
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Expression Map

Experimental Condition: F'._II.'V! Expression Level: |0 to 11000 | f{range: 0-1000) | v-Axis Scale: ;Lugarithmiciv.i Show

d

Organism: Sacharompces cerelsias
Chromosome: 2
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Caquance CRB?
Keys:
Color:
| TAG of High Confidence TRG of Undefined Confidence | TAG of Low Confidence

Expression Map: The user can select two types of scale for the Y axis of the graph:

linear or logarithmic. The ‘show’ button on the right must be clicked to make effective
any change of parameters.
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Expression Map
Experirmental Condition: f_-':'-”i_‘i', Expression Lewel: |0 to (1000 | {range: 0-1000% Y-Axis Scale: ELD_garithmin:_;_\_r_i
Organism: S3charomyces cerelisias
Fragment Displayed: 430,001 - 497,000
188 Kb Chromosone: 2 Length: 813,178 bp
1000
=
10 Z
i
I ]
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b
. =
& 10 S
w i
&
100 =
1000 ; : T - T . T T T T T
4ainnn 4az000 4az000 434000 435000 436000
Sequence Cbpl
Keys:
Chronozone:
B Watson o+ Strand “ Fragment Dizplaued Il TaG of High Confidence
Bl v o 1 e e P d Al ==

Expression Map: The tags mapped are graphically shown in the chromosome.
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Expression Map
Experirmental Condition: f_-':'-”i_‘i', Expression Lewel: |0 to (1000 | {range: 0-1000% Y-Axis Scale: ELD_garithmin:_;_\_r_i

Organism: S3charomces cerelsias
Fragment Displayed: 430,001 - 497,000

I PR € T TR AR

188 Kb Chromosone: 2 Length: 813,178 bp
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Sequence Cbpl
Keys:
Chronosone:
B Watson o+ Strand “ Fragment Dizplaued Bl TaG of High l:l:nnFldence
Bl - - 1 o e, e

Expression Map: The start and end coordlnates of the chromosome fragment
displayed are given. Also, in the chromosome, the selected region is highlighted.
The graph below shows the counts of each tag for each experimental condition, as
supplied by the user.
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Expression Map
Experimental Condition: | All || Expression Level: |0 to (1000 | {range: 0-1000) ¥-Axis Scale: ;Lngarithmic_;_\f_:
Organism: S3charomyces cerelisias
Fragment Displayed: 430,001 - 497,000
—_
188 Kb Chromosone: 2 Length: 813,178 bp
1000
=
10 £
i
I ]
¢ 10 ¥
o —
-
=
D A
L]
b
. =
10 S
w i
&
100 =
lova T T T T T ) T T T T T
4ai00a 482000 485000 4ad4 000 485000 486000
Sequence Cbpl
Keys:
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Expression Map: By clicking on a given tag count, several tag details are given in a
pop-up window.



SAGExplore

TAG Detail

TAG: CATGACCTRCTCAC

0,048 0,048

Hi 1 282 295
UTRES

2 3 476 M
Distance Pulr A Length Poly-A Feature Type

ORFdu Cubious
Systematic Name Standard Name
TaLOGSw M.A.

Hypothetical protein

Tag details: Many details about the tag are provided here. See the online help for
an explanation of each field meaning.
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lll.- Tutorial Library Mapping Module.
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

Organism [7] Anchoring-Tagging Enzyme Pair [7] . Libraries [7]
Saccharormyoes cerevisias | ¥ | MIaIll - BsmFl[w] &l libraries fadl
— ; Input Data

Upload text file

Browsze...

OR Fill in TAG list

[2]

Show | 50 ¥ Sortby | User order [ IDescending | submit | | Reset |

LIBRARY MAPPING T

Pontificia Universidad Catalica de Chile | MBL | Terms of Use
@Z2007 SAGExplore. all rights reserved.

lll.- Library Mapping Module Form: The user must follow four sequential steps in
this form. Online help with the relevant details is provided for each step.
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

[ Organism [7] ] Anchoring-Tagging Enzyme Pair [7] . Libraries [7]

Saccharormyoes cerevisias | ¥ | MIaIll - BsmFl[w] &l libraries fadl
— ; Input Data
Upload text file
OR Fill in TAG list
—
]
F
g
o
= _ 2] e
E  Show 50 ¥ Sort by User order | IDescending | Submit | [ Reset ]
g
o
o

Pontificia Universidad Catalica de Chile | MBL | Terms of Use
@Z2007 SAGExplore. all rights reserved.

Step 1: The user must select the organism of interest. Currently, only
Saccharomyces cerevisiae is available. In the near future, other organisms will be
added.
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

Organism [7] [ Anchoring-Tagging Enzyme Pair @] . Libraries [7]

Saccharormyoes cerevisias | ¥ | MIaIll - BsmFl[w] &l libraries fadl
— ; Input Data
Upload text file
OR Fill in TAG list
—
]
F
g
o
= _ 2] e
E  Show 50 ¥ Sort by User order | IDescending | Submit | [ Reset ]
g
o
o
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Step 2: The user must select the anchoring-tagging enzyme pair used in SAGE.
Currently, only the pair Nlalll-BsmFl is available. In the near future, other enzyme
pairs such as the one used in Long-SAGE will be added.
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

Organism [7] Anchoring-Tagging Enzyme Pair [7] . Libraries [7]
Saccharormyoes cerevisias | ¥ | MIaIll - BsmFl[w] &l libraries bt
— ; Input Data
Upload text file
OR Fill in TAG list
—
@
=
&
=
= E T 1|
£ Show |50 ¥ Sortby | User order [ IDescending | submit | | Reset |
-
&
|
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Step 3: The user must select an experimental library of SAGE tags. By default, all
libraries will be selected. In the case of Saccharomyces cerevisiae, eight
independent libraries have been reported and are included in the server.
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

Organism [7] Anchoring-Tagging Enzyme Pair [7] . Libraries [7]
Saccharormyoes cerevisias | ¥ | MIaIll - BsmFl[w] &l libraries fadl
— f ; Input Data \
Upload text file

OR Fill in TAG list

. J

[2]

Show | 50 ¥ Sortby | User order [ IDescending | submit | | Reset |
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Step 4. The user must provide a list of experimental tags to map against the known
experimental libraries of tags. A text file can be uploaded or the data directly pasted
into the textarea. The input format is explained in the help link for this step. The full
tag sequence must be provided (ie. including the CATG at the 5’ end).
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

Organism Anchoring-Tagging Enzyme Pair .. Libraries [7]
Saccharormyoes cerevisias | ¥ | MIaIll - BsmFl[w] &l libraries [
— ; Input Data
Upload text file
OR Fill in TAG list
—
@
=
&
=
= E T 1|
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-
&
-
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Pre-submit: Before submitting the query, the user can choose the number of rows
to display per page and also how to sort the results.
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Map your TAGs within a SAGE library
This section allows to find TAGs within a SAGE library,

Organism Anchoring-Tagging Enzyme Pair .. Libraries [7]
Saccharormyces cerevisias |» | MIaIll - BsmFl[w] all libraries [
— ; Input Data

Upload text file

Browsze...

OR Fill in TAG list

[2]

Show | 50 |»| Sortby | User order [ |Descending [ submit |0

Reset ]
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@Z2007 SAGExplore. all rights reserved.

Submit: The user is ready to submit the query to the server.
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This section allows to find T&Ss within a SAGE library,
Show | 50 | it G il
Tou subrmitted 1,622 TAGs, Mext
- I T T T B
1 CATGARRLET GARE 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] o 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 i7 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: Typical output of the Library Mapping Form.
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Map your TAGs within a SAGE library: Results
This section allows to find TAGs within a SAGE library.,
Show | 50 [ | ‘Download all Results
Tou submitted 1,622 TAGs, Mext
1 CATGARRLET GARE 2 0 ] 0 5 0 2 0 200 -
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] ] 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
'_1 5 CATGATATCALALL & L ] & ] i ] ] &17 0 -
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E: | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 17 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: The total number of records that matched the query are reported.
Also, the total number of tags that did not match any record in the known libraries
out of the total number of submitted tags is given.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 [ |
Tou subrmitted 1,622 TAGs,
- S T T T
1 CATGARRLET GARE 0 = 0 2 0 200 -
2 CATGAGACCAATCD ] 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] ] 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
'_1 5 CATGATATCALALL & L ] & ] i ] ] &17 0 -
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT 3 4 ] 0 ] 0 4 5 240 -
E: | CATGCARCTTGTEA 3 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 17 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT ] o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: Only a fraction of the results is displayed. This option can be easily
changed by selecting a different number of rows to display or the next button used to
go to the next page.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 | T ——
Tou subrmitted 1,622 TAGs, Mext
- I T T T B
1 CATGARRLET GARE 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] o 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 i7 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: The full table can be downloaded as tab-delimited text (compressed
file or tar.gzipped).
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 (] T
Tou submitted 1,622 TAGs, Mext
|| E— T T
1 CATGAALE SﬂﬂEprﬂrE 900 z
2 CATGAGRAL 043 =
2 carearat | Download All Results 12076 z
C3 CATGAGAR ooi7 =
5 CATFAT AR 0410 x
SAGEAPLORE-1273507-2005-May-18.tar.gz
| - =S CATGATAT & 17 0 =
; % ERTERERE | hote: This file will stay at this site for 5 hrs, Rl 5
& = CATFATTLC 240 =
E 9 CATGCALD 205 x
= 10 CATGCAGE 0010 -
g 2 CATGCAGC AAALRE o 0 in o o (1] o o 0ooi0 I
= 4 by CATGARALAFATCAT 2 4 3 S 19 -2} o 1] 343 =
13 CATGECCARGTCGT 2 & 17 44 2 2 7 g il €17 44 -
14 CATEC0AT A0 AGET & o ] 0 i4 z ] 0 £ 00 -
15 CATFCCTETTT=AR 3 0 27 42 14 a1 s fk jCRgl iy E-
15 CATGCFAAGT CALL [ 8 & ik 2 (] 3 1] & 86 =
T CATGOETCAGTET G 9 17 ] 0 ] ] ] 0 517 0 -
12 CATFCTCATTATCT 1] u] ] o u] (1] o (1] oo6 =
19 CATGCTCTTZCC AR o 0 20 o o 2 2 o oozo -
20 CATGFAACTCCACR b 4 ] o 1 2} o (1] 240 =

Query Results: Compressed files for download are kept for 5 hours at the server
and then deleted. By clicking on the filename, the file is downloaded.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 [ | . . all’
Tou subrmitted 1,622 TAGS, Mext
W T e T o [ oo [vars [ vt [vwe [vore [ bt [ bz | come o]
—_—— e
1 CATGARELET GARE ] 5 ] 2 ] 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] ] 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 17 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: Online help explaining the meaning of each column is obtained by
left-clicking with the mouse over the column headers.
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Map your TAGs within a SAGE library: Results
This section allows to find TAGs within a SAGE library.,
Show | 50 [ | ‘Download all Results
Tou subrmitted 1,622 TAGs, Mext
|- N A T 7 N
1 u:az‘u;aaaaa’ru;au;s 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] ] 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
'_1 5 CATGATATCALALL & L ] & ] i ] ] &17 0 -
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E: | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 17 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: By clicking on the tag sequence, a query with this tag sequence
against the genome is carried out (ie. the Genome Mapping Module is invoked). The
results displayed correspond to the same described previously for that module.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 | it G il
Tou subrmitted 1,622 TAGs, Mext
- I T T T B
1 CATGARRLET GARE 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT I 1z 0o TE 5 i 1 o 0 I 12 0 76 =
4 CATGARAGGT BATC ] o 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 i7 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: The observed counts of this tag for each known experimental
library.are displayed. In those cases where a tag does not match any library, the row
is highlighted in red color.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 | it G il
Tou subrmitted 1,622 TAGs, Mext
- I T T T B
1 CATGARRLET GARE 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i it ] 0 5
4 CATGARAGGT BATC ] o 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 i7 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: The observed counts of this tag provided by the user are shown in
this field.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 | it G il
Tou subrmitted 1,622 TAGs, Mext
- I T T T B
1 CATGARRLET GARE 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 D
4 CATGARAGGT BATC ] o 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 1 CATGARAAGATCAT 3 4 c] 5 19 3 ] 0 S -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 i7 ] 0 ] 0 a 0 947 0 =
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: A custom label for each tag is displayed here, if it was provided by
the user.
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Map your TAGs within a SAGE library: Results
This section allows to find T&Ss within a SAGE library,
Show | 50 [ | . . all’
Tou subrmitted 1,622 TAGs, Mext
- I T T T B
1 CATGARRLET GARE 0 = 0 2 0 200
2 CATGAGACCAATCD i 4 c] 0 ] 0 ] 0 £ -
] CATGAFAGCTTTT 1z 0 TE 5 i 1 o 0 12 0 76 =
4 CATGARAGGT BATC ] ] 17 0 ] 0 ] 0 0n17 &
5 CAT GAT AAGACAET 0 4 10 1 ] 0 ] 0 0410 -
| - & CATATATCAAALL = 2 u] F g u} u] u} [l £
@ ) CATGATERCGART A ] g 10 0 ] 0 ] 0 0210 =
E ] CATGATTCTCTTTT c: 4 ] 0 ] 0 4 5 240 -
E | CATGCARCTTGTEA e 0 & 3 ] 1 ] 0 2086 -
= 10 CATGCAEAT CTHAR a o 10 0 ] 0 ] 0 0010 &
g 11 CATGCAGCAAAARA ] 0 10 0 ] 0 ] 0 00io =
- 17 CATGARLAGATCAT e 4 ] 5 19 3 1] 0 s -
13 CATFCCAGGT CET & & aby 44 2 Z 2 g i & 17 44 z
14 CATGCOAT A0 AGET & o a] 0 14 2 ] 0 £00 &
15 CATGCOTETTTRAR 3 ] 27 4z 14 a1 5 1 2027 -
16 CATGCEALGTCARR & g £ it 2 ] 3 0 (0= -
£ CATGCETCAGTET G 2 17 ] 0 1] 0 1] 0 9417 0 z
13 CATGCTCATTATCT 0 o & 0 ] 0 ] 0 o0& &
19 CATGCTCTTGCCAR 0 0 20 0 ] . . 0 00 zo -
20 CATGGAACTCCACE 2 4 ] ] 1 3 ] 0 240 -

Query Results: The tags that did not match any known tag in the
highlighted in red. These tags could represent unknown genes.

libraries

are
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This is the end of the SAGExplore web server tutorial
Any comments or inquiries, please contact us




