Supplementary Figure S7

The top 20 enriched GO terms among advanced third-stage larvae of Gnathostoma spinigerum (aL3Gs) transcripts.

a =

Annotation

[l ATP binding [GO:0005524]:

I nucleic acid binding [GO:0003676]: 1545
[l metal ion binding [GO:0046872]: 1283
[ zinc ion binding [GO:0008270]: 1064

[l DNA binding [GO:0003577]: 929

I RNA binding [GO:0003723]: 857

I caicium ion binding [GO:0005509): 708
B GTP binding [G0:0005525): 588

. transcription factor activity, sequence-specific DNA binding [GO:0003700]: 427
y [GO:0004222]: 362

I protein kinase activity [G0:0004672]: 467
Bl GTPase activity [GO:0003924]: 404
] O
. sequence-specific DNA binding [G0:0043565]: 355
[ oxidoreductase activity [G0:0016491]:
I RNA DNA y [GO:0003964): 334
. protein serine/threonine kinase activity [GO:0004674]: 302
I hydrolase activity [G0:0016787]: 297
. . G-protein coupled receptor activity [GO:0004930]: 239
0-

. structural constituent of ribosome [GO:0003735]: 442
B catalytic activity [G0:0003824): 402
" Annotation

Annotation
I transcription, DNA-templated [GO:0006351]: 575
. regulation of transcription, DNA-templated [GO:0006355]: 475
. metabolic process [GO:0006152]: 471
[ transiation [GO:0006412): 448
I transmembrane transport [GO:0055085): 390
I DNA integration [GO:0015074]): 357
signal [GO:0035556]: 307

B signal transduction [GO:0007165): 299
. intracellular protein transport [GO:0006886]: 221
B transport [GO:0006810): 208
B p [GO:0005975]: 206
. protein folding [GO:0006457]: 186
| B small GTPase mediated signal transduction [GO:0007264]): 171
B ubiquitin-dep protein p [GO:0006511]): 160
|| DNA repair [GO:0006281): 159
. cell redox homeostasis [GO:0045454]: 151
I vesicle-mediated transport [GO:0016192]: 150
I lipid catabolic process [GO:0016042): 139
protein glycosylation [GO:0006486]: 122
[l DNA replication [GO:0006260]: 121
0-
Annotation

C | Annotation

I integral component of membrane [GO:0016021]: 8388
I nucleus [GO:0005634]: 1645

I intracellular [GO:0005622]: 841

I cytoplasm [GO:0005737): 835

I ribosome [GO:0005840]: 372

bl . extracellular space [GO:0005615): 286
B membrane [GO:001620): 279
B plasma membrane [GO:0005886]: 270
- B mitochondrion [GO:0005739): 183
s B cell [GO:0005623): 150
8 som

. golgi membrane (GO:0000139]: 135

[GO:0005789]: 132
B inner [GO:0005743]: 132
. extracellular region [GO:0005576]: 123

I cytoskeleton [GO0005856]: 122

I cell junction [GO:0030054]: 116

1 endoplasmic reticulum [GO:0005783]: 107

I nucleolus [GO:0005730]: 99

2000-
Il. I microtubule [GO:0005874): 96
0- ------—————————— . synapse [G0:0045202]: 81

Annotation

The transcript counts for the GO categories of molecular functions (a), cellular components (b), and biological processes (c).
GO functions are shown on the right Y-axis. The number of transcripts with each GO function is shown on the left Y-axis.



