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Our name has changed but the philosophy behind databases remains the same!
v Curated annotation, integrated with automated analyses. Predicted genes, proteins, 

motifs, structures, functions, pathways, etc … for both microbes and their host cells
v Incorporation & integration of diverse data types, including: genome sequences, 

variation data, field & clinical isolates (w/ extensive metadata on phenotypes & hosts/pathogen interactions), 
chromatin marks, transcriptomic & proteomic profiling (multiple platforms), interactomes, structural genomics, 
metabolomics, comparative genomics & orthology-based inference, etc.

v Encyclopedic gene & other record pages, Genome Browser, data visualization 
tools, etc.: data mining, result analysis (e.g. GO term enrichment), and private workspaces in Galaxy & 
FungiDB.

v Sustainable resources, universal global access. 7M hits/mo,  from 63K unique users/mo
(100+ countries), returning > twice monthly; >2Tb/yr downloads, >14K citations; extensive scientific outreach 
& education activities

vEnable researchers to ask their own questions!



FungiDB key features & tools



Supporting 148 organisms, 164 genomes & integrating omics 
scale datasets & more



Easy-to-use search strategy system can be used to create 
advanced searches across species

A . f u m i g a t u s
R N A - S e q  d a t a

V i r u l e n c e
p h e n o t y p e

N o n - s y n o n y m o u s
m u t a t i o n s

C a n d i d a  a u r i s
o r t h o l o g s



JBrowse: Access gene model, transcriptomics, population 
diversity data, orthology & more

S y n t e n i c  S e q u e n c e s  &  G e n e s  ( s h a d e d  b y  O r t h o l o g y )

R N A - S e q  c o v e r a g e  p l o t s  ( A s p e r g i l l u s  f u m i g a t u s  g r o w n  i n  b l o o d )

G e n e  M o d e l

I n t r o n  E v i d e n c e

N o n - c o d i n g

N o n - s y n o n y m o u s

S y n o n y m o u s

N o n s e n s e



VEuPathDB Galaxy offers private workspaces

G e no me s  a re  p re - l o a d e d

Impo r t  d a ta  f ro m B io P ro je c t  o r  up l o a d  yo ur  ow n  da ta

U se  p re -ex i s t ing  wo rk f l ow s  o r  c re a te  yo ur  ow n



Import Galaxy results into private My Data Sets in FungiDB

Br ing  yo ur  d a ta  b a c k  to  Fung iD B

M ine  yo ur  d a ta  us ing  Fung iD B  in te r fa c e  &  to o l s

V iew  yo ur  d a ta  in  J B rowse  &  c o mpa re  to  o the r  da ta



Phenotype data: using ontologies to create searchable datasets

Co ming  so o n…



Create or improve gene models with 

Cre a te  
new  g e ne  mo d e l s

Impo r t  yo ur  own
ev id e nc e



Engaging the community via forums, dataset & tools nomination 
forms

Would you l ike to jo in a  community  forum? 

Emai l  help@fungidb.org

Nominate datasets for  integrat ion (e.g .  genomes,  RNA -Seq etc . )

https://t inyur l .com/nominatedataset

F l y e r  a t  t h e  b o o t h



Thank You!

VEuPathDB team


