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Figure S1. GO Cellular component and Molecular function enrichment bubble chart for different

groups.

1

o ob 05 o
Rich Ratio

GO Molecular function (M_quick / M_slow)

structural constiuent of ibosome
MHC class Il receplor actvily
MHC class Il rotein complex binding
peptide antigen binding
MRNA 5-UTR binding

ANA binding )
amyloid.beta binging-| - @
aminomethyltransfecase activly
protein hisicine inase activity
chemokine receptor activity
C-C chemokine receptor acthly.-

C.C chemokine binding

chemoatiactant actty | @)

small Aibosomal subunit FRNA binding
CX3C chemokine receptor binding
5.88 rRNA binding

19G binding

ubiquitin ligase inhibitor actvity

tumor necrosis factor receptor binding | @

fesic iron binding -

o Q2

Qualue
0

‘Gene Number

L .2
o2
° @ 40
° @

LX

. @7

A g8 o8 A
Rich Ratio

GO Molecular function (Im_slow / M_slow)

structural canstituent of ribosome 7
microtubule moter aciivity =

ATP.dependent microtubule metor actvity... |
ATP-ependent microtubule motor actiity -
ubiquitin ligase inhibitor aciivity -

caleium fon binding -

wbuin-giutamic ackd igase aciiity -
transiation regulater acihity -

microtubule binding -

Gynein intermediate chain binding -

glycine transmembrane transporter acti... |
caleium activated cation channel a
intraceluiar caicium activated chioride...
ysozyme acility -

Liactate dehycrogenase acthity -

Noten binding -

prolon symparter activity |

glycolipid mannosyitransterase activity -
HECT domain bindi

o

Qualue
® 0
L]
L 0.2
L]
L]
. 04
L]
L]
08
]
L
L] og
L
) Gene Number
. *3
® 40
@9

[ REU]
[ Rt

2 oh b ob A
Rich Ratio

GO Molecular function (Im_quick / M_quick)

Qualue
protin binding ] o °
microtubule binding - (] 02
‘metal ion binding - L ]
structural constituent of ribosome -{ L]

microtubule motor activity L 04

ubiquitin-protein transferase ac [ ]
rotein kinase binding - (] 08

actin binding -| L ]
bacterial-type RNA polymerase transcript. [ ] 0.8

transferase activity -{ L]
protein kinase A regulatory subunit bind... - L] 1
Iysozyme a °
ATP-gependent microtubule motor acii . Gene Number
molecular adaptor activity L .1
dynein complex binding - ]

ATP-dependent microtubuie motor activity -| L ® 1028
alpha-1,6-mannosyltransferase activity - ® @3858

single-stranded DNA endodeoxyribonucieas... L]
Iactase acth o @57
alpha-1.; activity - [ ] .7714

0 o2 of of o A

Rich Ratio

GO Molecular function (Im_guick / Im_slow)

protein heterodimerization activity -

molecular_function -|

DNAbinding{ @

protein bind

Qualue

0.2

03

‘Gene Number

L

®:

Q00 ot et o

Rich Ratio

GO Molecular function (Im_total / M_total)

protein binding |
microtubule motor activity
microtubule binding
nucleotide binding -
ATP-dependent microtubule motor activity -
cyciin-dependent protein serine/threcnin. .
ATP binding -
transferase activity
metal ion binding
four-way junction DNA binding -
i tunction -
structural constituent of ribosome -
DNA binding, bending -
Kinase activity
ATPase activity
ubiquitin protein ligase activity -
ubiquitin ligase Inhibitor activity
rotein kinase binding -
anarostan-3-aipha, 17-beta.aiol denyaroge. .
translation elongation factor activity -
o

02 of

Qualue

° 01
02
03
04
05
L 0.6

Y ‘Gene Number
L]
@ 1791
e @72
o @55
L] @3
08 ob A
Rich Ratio



