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GO: Molecular Function
1−deoxy−D−xylulose−5−phosphate synthase activity

4−aminobutyrate transaminase activity

5S rRNA binding

7S RNA binding

ADP−dependent NAD(P)H−hydrate dehydratase activity

allantoinase activity

benzoate transporter activity

cAMP−dependent protein kinase regulator activity

catalase activity

chitin binding

deoxyribonucleoside 5'−monophosphate N−glycosidase

diaminopimelate decarboxylase activity

fatty−acyl−CoA binding

ferrochelatase activity

galactosylceramide sulfotransferase activity

glutamate synthase activity

glutathione gamma−glutamylcysteinyltransferase activity

glycosylphosphatidylinositol phospholipase D activity

heme−copper terminal oxidase activity

holo−[acyl−carrier−protein] synthase activity

inorganic phosphate transmembrane transporter activity

isomerase activity

lipid kinase activity

motor activity

NAD(P)+−protein−arginine ADP−ribosyltransferase activity

nucleoside transmembrane transporter activity

oxidoreductase activity

oxidoreductase activity, acting on the CH−NH2 group of donors

pantothenate kinase activity

phosphoacetylglucosamine mutase activity

polynucleotide adenylyltransferase activity

procollagen−proline 4−dioxygenase activity

SUMO binding

thiolester hydrolase activity

thioredoxin−disulfide reductase activity

transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer

transferase activity, transferring glycosyl groups

transporter activity

GO: Cell Component
cell outer membrane

chromosome

exocyst

extrinsic component of membrane

Golgi cisterna membrane

integral component of plasma membrane

integrin complex

intracellular

lipid particle

membrane raft

Nem1−Spo7 phosphatase complex

nucleolar ribonuclease P complex

oligosaccharyltransferase complex

signal recognition particle, endoplasmic reticulum targeting

small nucleolar ribonucleoprotein complex

transcription elongation factor complex

transcription factor complex

transcriptional repressor complex

viral envelope

GO: Biological Process
acyl−CoA metabolic process

asparagine biosynthetic process

ATP−dependent chromatin remodeling

caveola assembly

chemotaxis

chromatin remodeling

chromosome organization

copper ion homeostasis

cysteinyl−tRNA aminoacylation

DNA−templated transcription, termination

endosome localization

fructose 6−phosphate metabolic process

gamma−aminobutyric acid metabolic process

glycerol−3−phosphate metabolic process

glycoprotein catabolic process

growth

histidine biosynthetic process

kidney development

lipid transport

magnesium ion transport

metabolic process

methionyl−tRNA aminoacylation

mitotic cytokinesis

mRNA transport

negative regulation of circadian rhythm

neurotransmitter transport

one−carbon metabolic process

peptide cross−linking

protein deacetylation

protein retention in ER lumen

protein transport

pyruvate metabolic process

RNA processing

transcription elongation from RNA polymerase II promoter

tRNA 5'−leader removal

ubiquinone biosynthetic process

UDP−glucose metabolic process

vesicle docking involved in exocytosis

OF-PTP_62tx AG_62tx
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Supplementary Figure S5
GO analyses of N. vectensis complements from phylogenomic datasets 

analyzed, including the molecular function and biological processes categories. 

For each GO category, functional classes are annotated by color and their 

relative enrichment (green) or depletion (red) is given in heatmaps left of the 

GO term description. Inset describes dataset order for heatmaps. 


