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W
hat is A

pollo?

•
O

pen source tool for view
ing and m

aking
annotations on genom

ic sequence

•
A

nnotation editor for G
M

O
D

•
G

brow
se provides sim

pler w
ay to view

 (but
not edit) annotations

•
A

pollo lets hum
an experts (biologists) create

and refine annotations

•
D

eveloped by F
lyB

ase-B
D

G
P

 and E
nsem

bl
–

E
nsem

bl: standalone hum
an annotation brow

ser

–
B

D
G

P
: D

rosophila annotation editor



A
dvantages

•
Integrate large am

ounts of data in visually
efficient m

anner

•
B

row
ser and editor

•
C

ustom
izable

•
O

pen S
ource, extensible

•
M

ulti-platform
 (Java)

•
Install from

 W
eb or C

D



Installer



Loading annotation data

•
W

here do you w
ant to go?

–
D

ata source (D
rosophila, E

nsem
bl hum

an, etc.)
–

C
hrom

osom
e arm

, start, end
–

C
ytological band

–
G

ene
–

S
equence

–
F

ilenam
e or U

R
L

•
T

ransparent access to G
adF

ly annotation
database via C

G
I

•
N

avigation bar



M
ain display



H
ow

 m
uch detail?

•
S

how
/hide data types

•
C

hange score cutoffs
•

E
xpand/collapse tiers

•
T

ext info detail panels
–

ID
s hyperlinked to W

eb pages
•

S
em

antic zoom
ing

–
S

tart/stop codons
–

S
equence



S
equence

•
Z

oom
 in to see bases

–
A

nnotated genes autom
atically

translated

•
C

olor by splice site potential

•
T

ranslate/save

•
F

ind restriction sites

•
G

C
 content



M
any w

ays to custom
ize

•
C

onfig file
–

B
ackground color, 3D

rectangles, user
annotation colors, etc.

•
T

ypes panel
–

S
how

, hide, set cutoffs
–

C
olor chooser

•
D

rag tiers
•

D
efine new

 data
types in config file



C
urating annotations

•
D

rag-and-drop creation and
m

odification of gene m
odels

•
A

nnotation text editor
•

E
xon detail editor



S
ynteny V

iew
er

•
C

ross-species com
parisons (m

ouse/hum
an)



D
ata adapters

•
P

arser ->
 data m

odels ->
 display

•
E

xisting data adapters
–

G
A

M
E

 X
M

L

–
G

F
F

–
E

nsem
bl C

G
I server

–
D

A
S

•
W

rite your ow
n data adapter!

–
E

xtend A
bstractD

ataA
dapter class

–
D

isplay options defined in config file



H
ow

 other groups are using A
pollo

•
B

ristol-M
yers S

quibb
–

Launching A
pollo from

 w
eb brow

ser via m
im

e types

•
G

N
F

–
JD

B
C

 adapter layer over B
ioS

Q
L

•
B

iogen
–

V
iew

 hum
an genom

e alignm
ent betw

een public and
B

iogen internal database
–

C
onnected B

LA
T

 pipeline to A
pollo

•
H

G
M

P
-R

C
 F

ugu G
enom

ics group
–

D
isplaying annotations on fugu scaffolds



C
om

ing (very) soon

•
S

tyle preferences per data adapter

•
Intron editor

•
Load &

 layer m
ultiple datasets

•
D

ynam
ic analysis launch (B

LA
S

T
, etc

.)

•
D

A
S

 adapter (alm
ost w

orks)

•
G

enB
ank adapter

–
C

an w
rite G

enB
ank but not read



C
onclusions

•
It w

orks:  ten biologists used A
pollo to

annotate 120M
b D

rosophila
m

elanogaster genom
e

•
U

ser-custom
izable

•
M

odular and extensible

•
C

ontinuing to evolve and im
prove
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T
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•
C

ode available at S
ourceF

orge:
w

w
w

.sourceforge.net/gm
od

•
Installer available at
w

w
w

.fruitfly.org/annot/apollo/dow
nload.htm

l


