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ChiSE

ChiSE is a library with an AP| based on SBGNViz.js, which in turn is basec
pathway models represented by process description (PD) and activity flo
Interaction format (SIF).

SBGN-ML —— X =
éuolhg cOmp.ex] T?}_Ze :Z%ee G 3
(=) (=0
.
E=ng
e )
(- ] — ] = o
\ T % \ T %
BEEEDBLoy s L
11D00451 (RUCT—9H5(ER U EHND)
Uniprot | P35637
Protein | RNA-binding protein FUS
Gene I IF_IUS LLPS databases X
Organism omo sap. ., .. N \ © e
e - RRREYVINURO
DrLLPS c—
: =58/ YRIEE D) S plipE s

‘ @ @ \ Licensed under a Creative Commons &534.0 B> 1tV R

(c) 2024 KBH (BEEKXFE)

Ref: NAR, Fukuchi et al. (2012, 2014)



