
Web	  Apollo/JBrowse	  

•  JBrowse	  is	  a	  web	  based	  genome	  browser	  
– Visualize	  features	  that	  are	  mapped	  to	  a	  genome	  
– These	  features	  are	  displayed	  as	  tracks	  
– Many	  different	  types	  of	  data	  may	  be	  	  

•  Web	  Apollo	  adds	  edi4ng	  func4ons	  to	  JBrowse	  
– Manual	  gene	  cura4on	  
– Changes	  automa4cally	  saved	  back	  to	  server	  
– Edits	  are	  visible	  to	  other	  annotators	  in	  real-‐4me	  



Web	  Apollo	  	  
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Viewing	  evidence	  
1.  The	  “Available	  Tracks”	  panel	  lists	  all	  tracks	  

–  Tracks	  are	  grouped	  hierarchically	  
•  Study	  or	  analysis	  
•  Categories	  based	  on	  evidence	  type	  

2.  The	  Naviga4on	  panel	  describes	  the	  viewed	  region	  
–  Coordinate	  ranges	  for	  the	  en4re	  sequence	  on	  top	  
–  Naviga4on	  controls	  including	  pan,	  zoom	  and	  search	  in	  the	  middle	  
–  Coordinate	  ranges	  for	  the	  current	  view	  along	  the	  boaom	  

3.  The	  Evidence	  panel	  shows	  the	  features	  in	  genomic	  context	  
–  Each	  type	  of	  data	  is	  a	  separate	  track	  
–  Tracks	  may	  be	  displayed	  in	  different	  ways	  



Viewing	  evidence	  

•  Turning	  tracks	  on	  or	  off	  
– Click	  a	  tracks	  checkbox	  to	  turn	  it	  on	  or	  off	  
– Click	  ‘X’	  by	  the	  track	  label	  also	  turns	  the	  track	  off	  



Login	  

•  For	  scaffold	  selec4on	  view:	  



Login	  

•  Directly	  from	  JBrowse	  genome	  browser	  



Login	  

•  Directly	  from	  JBrowse	  genome	  browser	  



Login	  

•  Directly	  from	  JBrowse	  genome	  browser	  



Here is your annotation

jonas
Oval



Func%onal	  annota%on	  

Some	  possibili%es	  and	  some	  pi3alls	  



Right,	  now	  we	  have	  our	  genes,	  but	  what	  do	  they	  do?	  

?	   ?	  
?	  

Alcohol	  dehydrogenase?	   Aquaporin?	  

Transcrip%on	  factor	  

Insulin	  receptor?	   Vesicle-‐trafficking	  protein?	  

MAP	  kinase	  kinase	  kinase?	  



But	  we	  have	  used	  proteins	  in	  our	  annota%on!	  

It	  is	  actually	  kind	  of	  complex…	  

…	  and	  Maker	  does	  not	  do	  this	  for	  you.	  



Extract	  sequences	  -‐>	  func%onal	  annota%on	  

• Extract	  sequences	  from	  Webapollo

• Annotate	  the	  sequences	  func%onally	  using	  
Blast	  and	  InterProScan	  



Blast-‐based	  annota%on	  -‐	  proteins	  



• Fairly	  fast	  and	  easy	  
• Orthology	  not	  certain	  -‐	  best	  blast-‐hit	  does	  not	  
equal	  orthologous!	  

Blast-‐based	  approach	  



Interproscan	  



Sequence	  domains	  



Interproscan	  results	  



Interproscan	  results	  -‐	  GO	  terms	  



Gene	  Ontology	  



Gene	  Ontology	  

• C:	  Cellular	  Component,	  e.g.,	  endoplasma%c	  
re%culum,	  integral	  to	  plasma	  membrane	  

• P:	  Biological	  Process,	  e.g.,	  pyrimidine	  
metabolic	  process	  

• F:	  Molecular	  Func%on,	  e.g.,	  cataly%c	  
ac%civity,	  transporter	  ac%vity	  



Use the eBioKit	  
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