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Gene structure changes
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© Worm Synteny Browser (PECAN) & @ Annoying Popup Balloon Demo... & v
<head>
<title>balloon tooltip demonstration</title>
<script type="text/javascript" src="/js/prototype.js"></script> -~

<script type="text/javascript" src="/js/balloon.js"></script>

<script type="text/javascript" src="http://yui.yahooapis.com/2.2.0/build/yahoo-dom-event/yahoo-dom-event.js"><

<script type="text/javascript"> var balloon = new balloon;</script>
</head>
( x|

This is an example of a simple balloon message

<a href="javascript:void(0)" onmouseover;j

GO AWAY

| am an annoying
popup balloon!!!

Roll over this text for an example of HTML-formatted tey

onmouseover="balloon.showTooltip(event, ']

Adding a third argument makes the tooltip sticky.

..')">message</a>

U
onmouseover="balloon.showTooltip(event, 'l
A fourth argument will set the width (Example: 300px sticky balloon)
onmouseover="balloon.showTooltip(event, 'load:lorem2',1,300)"
Here is an example of a tooltip balloon that is populated by an image. :
[ = BJ IR
@ Find: [ Q window 4 Next 1t Previous [z Highlight all [ Match case

javascript:void(0)



Graphical rendering of Anatomy Ontology

"®06
-9 eof

RBC TFCU HD CO

Expression Pattern for tpa-1 d

(&)

Ky

© http://www.wormbase.org/db/gene /expressionZname=Expr5084 v [=> " 0OS X capture window Q
nGASP WS160 Phase ...

© Worm Synteny Browser (PECAN) & @  Expression Pattern for tpa-1 &

L e e e (N Y o

T

Find: |WBGene00006599
| Any Gene -

Expression Pattern Tree Display XML

Schema Acedb Image

Expression Pattern for tpa-1

Type in a gene name (unc-52) or a predicted gene id (KO8ES5.3) IWBGeneooooasgg
2 Expression Overview

Note: This image is a summary. Please consult the detailed information below for specific expression data

@ Find: | Q window
Done

Faln(

4 Next 14 Previous |z Highlight all [C] Match case




~

FO 06 C. elegans (current release): IV:75000..174999 =)
QJ v @ /L‘ © http://www.wormbase.org/db/seq/gbrowse /elegar v | ' v OS X capture wind Q 3
RBC TFCU HD CO nGASP WS160 Phase ...
© Worm Synteny Browser (PECAN) & ' @ C. elegans (current release): IV... & v
| C. elegal:ls (current release) ~ I Flip ’ — -
B Overview
IV 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
o AM  2M  3M  4M  BM  eM M @M OM  40M  44M  42M  43M  4dM  45M  4eM
Landnarks Idpy—g ::ed—2 Iunc-i? ll.mc—5 lsmg—? I{-‘em—S :.lnc—43 flpy—zo 'unc—30 I(‘,r‘a—:m‘ Isup—24
llin-i :ipy-ls Ilin-45 Flt-i :.lnc-22 Iunt:-Zs
dpy-26
& Details
1 1 1 ("
80K 90k 100k | Reporter_gene for tpa-1
Gene Hodels . .
P odi -+ Larval Expression: pharynx, hypodermis, Nervous System, head
"1 neurons, unidentified cells in tail

Expression chip profiles

Expression patterns
tpa-1 (sI1s10289)

—
tpa-1 (sEx10289)
—

Update Image |

B Tracks
o Overview All on [ All off
— Jal»
7 [z Highlight all [ Match case

€
& Find: Qwindow 4} Next 1 Previous
http:/ fwww.wormbase.org/db/gene/expression?name=Expr5084

<>
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GBrowse DNA Spectrogram plugin

120k 121k 122k 123k
EI Gene Models
F29C4.6.2 F29C4.7¢c
F29C4.6.1 F29C4.7b.2
F29C4.7a
F29C4.7b.1
E[@ Briggsae alignments

chrI¥:10191309,.10192217
[
chrl_random:170049, .171177
e

EIJ DNA spectrogram

window size 2563 overlap 163

period

124k 125k 126k 127k 128k
F29C4.2.1
F29C4.2.2
I F—"111
I {1
i {1 =

chrI¥:10187142..10189058
I - (——

percentiles

------------ I O T
chrlIl:1932177..1933844

129k

chrl¥:10185934..10187141
C=ne —u—

chrlII:1931799,.1932176
s i |

period range 2-4; 8-1 Hz filter ON

130k



GBrowse DNA Spectrogram plugin

Predicted PCR primers

Showing 3.166 kbp from |, positions 99104 to 102269

Click on the map to recenter or select a PCR target KK |Show 10 kbp  ~| >”
E:lick here to recenter the image ! . ! .
Tt T o o S S A B R R 5
PCR primer set 1 |
PCR primer set 2
PCR primer set 3
DRS2 LTEL
FUN3S MSI2
SWA3
MAK16
Click here to create or adjust the tar:get boundaries . .
Targetting information
Set Primer Sequence (5'->3') Tm %GC Coord Quality  Product Primer_Pair_Quality [?]
1 left CCACGTGGAAAAATCCTGTT 60 45 100153  0.1700
right TTTTCCGATGAGCTTTTGAA 58 35 101277  1.5195 1124 1.6896
PRIMER3-style report for set 1
Set Primer Sequence (5'->3') Tm %GC Coord Quality Product Primer_Pair_Quality [?]
2 left CCACGTGGAAAAATCCTGTT 60 45 100153 0.1700
right GAGGCAGATATTGCATTGCTT 59 42 101232 1.6625 1079 1.8326

PRIMER3-style report for set 2
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