
transcription factor activity,

sequence-specific DNA binding

GO:0003700

Nodescore: 179.00

Interacting selectively and non-covalently

with a specific DNA sequence in

order to modulate transcription.

The transcription factor may or

may not also interact selectively

with a protein or macromolecular

complex.

[Cla020879, Cla016930, Cla017900,

Cla018834, Cla021207, Cla022659,

Cla002923, Cla013424, Cla010793,

Cla018312, Cla011761, Cla003103,

Cla007307, Cla001964, Cla009969...]

Sequence count: 179

Sequence percentage: 12.47%

nucleic acid binding

transcription factor activity

GO:0001071

Nodescore: 313.40

Interacting selectively and non-covalently

with a DNA or RNA sequence in order

to modulate transcription. The

transcription factor may or may not

also interact selectively with a

protein or macromolecular complex.

[Cla020879, Cla016930, Cla017900,

Cla018834, Cla021207, Cla022659,

Cla002923, Cla013424, Cla010793,

Cla018312, Cla011761, Cla003103,

Cla007307, Cla001964, Cla009969...]

Sequence count: 182

Sequence percentage: 12.68%

 is a

RNA binding

GO:0003723

Nodescore: 198.60

Interacting selectively and

non-covalently with an RNA

molecule or a portion thereof.

[Cla013782, Cla017744, Cla022817,

Cla020513, Cla006052, Cla022899,

Cla022659, Cla004706, Cla013304,

Cla017740, Cla015443, Cla006976,

Cla007827, Cla010549, Cla015838...]

Sequence count: 189

Sequence percentage: 13.17%

translation factor

activity, RNA

binding

GO:0008135

Nodescore: 16.00

Functions during translation by

interacting selectively and

non-covalently with RNA during

polypeptide synthesis at the

ribosome.

[Cla018469, Cla019514, Cla018636,

Cla017459, Cla007680, Cla004738,

Cla011552, Cla016024, Cla013477,

Cla019235, Cla006349, Cla004730,

Cla002613, Cla023215, Cla015629...]

Sequence count: 16

Sequence percentage: 1.11%

 is a

nucleic acid

binding

GO:0003676

Nodescore: 697.36

Interacting selectively and

non-covalently with any nucleic

acid.

[Cla013782, Cla016930, Cla017900,

Cla004706, Cla013304, Cla013424,

Cla021170, Cla015838, Cla009289,

Cla012581, Cla016700, Cla014644,

Cla023219, Cla003748, Cla010169...]

Sequence count: 427

Sequence percentage: 29.76%

 is a

DNA binding

GO:0003677

Nodescore: 252.00

Any molecular function by

which a gene product interacts

selectively and non-covalently

with DNA (deoxyribonucleic

acid).

[Cla016137, Cla020879, Cla016930,

Cla017900, Cla013424, Cla016495,

Cla018430, Cla018312, Cla018797,

Cla007307, Cla009729, Cla009969,

Cla021170, Cla015838, Cla014070...]

Sequence count: 252

Sequence percentage: 17.56%

 is a

molecular function

regulator

GO:0098772

Nodescore: 20.40

A molecular function that

modulates the activity of a gene

product or complex. Examples

include enzyme regulators and

channel regulators.

[Cla015103, Cla020798, Cla023427,

Cla019321, Cla019421, Cla017680,

Cla013326, Cla012555, Cla011786,

Cla018598, Cla010033, Cla008638,

Cla019380, Cla017180, Cla005340...]

Sequence count: 34

Sequence percentage: 2.37%

enzyme regulator

activity

GO:0030234

Nodescore: 34.00

Binds to and modulates

the activity of an enzyme.

[Cla015103, Cla020798, Cla023427,

Cla019321, Cla019421, Cla017680,

Cla013326, Cla012555, Cla011786,

Cla018598, Cla010033, Cla008638,

Cla019380, Cla017180, Cla005340...]

Sequence count: 34

Sequence percentage: 2.37%

 is a

molecular_function

 is a  is a

catalytic activity

GO:0003824

Nodescore: 1814.28

Catalysis of a biochemical reaction at physiological

temperatures. In biologically catalyzed reactions,

the reactants are known as substrates, and the

catalysts are naturally occurring macromolecular

substances known as enzymes. Enzymes possess specific

binding sites for substrates, and are usually

composed wholly or largely of protein, but RNA

that has catalytic activity (ribozyme) is often

also regarded as enzymatic.

[Cla010030, Cla012691, Cla015965,

Cla009280, Cla014637, Cla014879,

Cla017903, Cla013306, Cla002648,

Cla010039, Cla013304, Cla013546,

Cla011367, Cla013300, Cla005919...]

Sequence count: 1214

Sequence percentage: 84.60%

 is a

binding

GO:0005488

Nodescore: 2376.41

The selective, non-covalent,

often stoichiometric, interaction

of a molecule with one or

more specific sites on another

molecule.

[Cla013782, Cla010030, Cla011362,

Cla014873, Cla017900, Cla012690,

Cla009280, Cla014637, Cla013306,

Cla002648, Cla013304, Cla011367,

Cla013300, Cla005919, Cla010033...]

Sequence count: 1435

Sequence percentage: 100.00%

 is a

molecular transducer

activity

GO:0060089

Nodescore: 34.20

The molecular function that

accepts an input of one form

and creates an output of a

different form.

[Cla017424, Cla011362, Cla016535,

Cla016536, Cla016899, Cla021889,

Cla018839, Cla014637, Cla019242,

Cla010873, Cla013025, Cla012650,

Cla004599, Cla005764, Cla004677...]

Sequence count: 57

Sequence percentage: 3.97%

 is a

signal transducer

activity

GO:0004871

Nodescore: 72.00

Conveys a signal across a cell to

trigger a change in cell function

or state. A signal is a physical

entity or change in state that is

used to transfer information in

order to trigger a response.

[Cla017424, Cla019888, Cla016899,

Cla021889, Cla018839, Cla014637,

Cla019242, Cla010873, Cla000707,

Cla012650, Cla004599, Cla005764,

Cla005446, Cla014070, Cla009366...]

Sequence count: 72

Sequence percentage: 5.02%

 is a

structural molecule

activity

GO:0005198

Nodescore: 75.00

The action of a molecule that

contributes to the structural

integrity of a complex or its

assembly within or outside a

cell.

[Cla013782, Cla017744, Cla018755,

Cla016854, Cla022817, Cla019608,

Cla017307, Cla004706, Cla015040,

Cla013304, Cla015680, Cla018114,

Cla015443, Cla006976, Cla021492...]

Sequence count: 75

Sequence percentage: 5.23%

 is a

transporter activity

GO:0005215

Nodescore: 213.00

Enables the directed movement

of substances (such as

macromolecules, small molecules,

ions) into, out of or within

a cell, or between cells.

[Cla012693, Cla012690, Cla018551,

Cla012575, Cla011000, Cla016377,

Cla003863, Cla005801, Cla005121,

Cla020521, Cla003063, Cla009168,

Cla007784, Cla011491, Cla017592...]

Sequence count: 213

Sequence percentage: 14.84%

 is a

transferase activity

GO:0016740

Nodescore: 562.12

Catalysis of the transfer of a group, e.g.

a methyl group, glycosyl group, acyl

group, phosphorus-containing, or other

groups, from one compound (generally

regarded as the donor) to another compound

(generally regarded as the acceptor).

Transferase is the systematic name for any

enzyme of EC class 2.

[Cla010030, Cla012691, Cla015965,

Cla014637, Cla010159, Cla002648,

Cla010039, Cla013304, Cla013546,

Cla011367, Cla013423, Cla012575,

Cla014510, Cla001320, Cla021173...]

Sequence count: 493

Sequence percentage: 34.36%

 is a

hydrolase activity

GO:0016787

Nodescore: 438.34

Catalysis of the hydrolysis of

various bonds, e.g. C-O, C-N,

C-C, phosphoric anhydride bonds,

etc. Hydrolase is the systematic

name for any enzyme of EC class

3.

[Cla010030, Cla011483, Cla012691,

Cla009280, Cla014879, Cla017903,

Cla013306, Cla012575, Cla012695,

Cla002890, Cla022385, Cla000472,

Cla015731, Cla010160, Cla013438...]

Sequence count: 429

Sequence percentage: 29.90%

 is a

nuclease activity

GO:0004518

Nodescore: 24.00

Catalysis of the hydrolysis

of ester linkages within

nucleic acids.

[Cla019802, Cla019803, Cla010020,

Cla017614, Cla018636, Cla016109,

Cla022899, Cla016957, Cla002979,

Cla012404, Cla000933, Cla002915,

Cla010026, Cla011046, Cla017840...]

Sequence count: 24

Sequence percentage: 1.67%

hydrolase activity,

acting on ester

bonds

GO:0016788

Nodescore: 14.40

Catalysis of the hydrolysis

of any ester bond.

[Cla019802, Cla019803, Cla010020,

Cla017614, Cla018636, Cla022899,

Cla016109, Cla016957, Cla002979,

Cla012404, Cla000933, Cla002915,

Cla010026, Cla011046, Cla017840...]

Sequence count: 24

Sequence percentage: 1.67%

 is a

nucleoside-t-

riphosphatase  activity

GO:0017111

Nodescore: 5.40

Catalysis of the reaction: a

nucleoside triphosphate + H2O

= nucleoside diphosphate

+ phosphate.

[Cla017935, Cla023427, Cla020645,

Cla023429, Cla019146, Cla020048,

Cla014106, Cla004496, Cla008324]

Sequence count: 9

Sequence percentage: 0.63%

motor activity

GO:0003774

Nodescore: 9.00

Catalysis of the generation of force

resulting either in movement along

a microfilament or microtubule,

or in torque resulting in membrane

scission, coupled to the hydrolysis

of a nucleoside triphosphate.

[Cla017935, Cla023427, Cla020645,

Cla023429, Cla019146, Cla020048,

Cla014106, Cla004496, Cla008324]

Sequence count: 9

Sequence percentage: 0.63%

 is a

pyrophosphatase

activity

GO:0016462

Nodescore: 3.24

Catalysis of the hydrolysis of

a pyrophosphate bond between

two phosphate groups, leaving

one phosphate on each of the

two fragments.

[Cla017935, Cla023427, Cla020645,

Cla023429, Cla019146, Cla020048,

Cla014106, Cla004496, Cla008324]

Sequence count: 9

Sequence percentage: 0.63%

 is a

hydrolase activity, acting

on acid anhydrides, in

phosphorus-containing anhydrides

GO:0016818

Nodescore: 1.94

Catalysis of the hydrolysis

of any acid anhydride

which contains phosphorus.

[Cla017935, Cla023427, Cla020645,

Cla023429, Cla019146, Cla020048,

Cla014106, Cla004496, Cla008324]

Sequence count: 9

Sequence percentage: 0.63%

 is a

transferase activity,

transferring phosphorus-containing

groups

GO:0016772

Nodescore: 115.20

Catalysis of the transfer of

a phosphorus-containing

group from one compound

(donor) to another (acceptor).

[Cla020913, Cla019888, Cla016899,

Cla017747, Cla018839, Cla014637,

Cla010159, Cla011367, Cla019242,

Cla017740, Cla016650, Cla012575,

Cla001320, Cla022263, Cla005764...]

Sequence count: 192

Sequence percentage: 13.38%

 is a

kinase activity

GO:0016301

Nodescore: 192.00

Catalysis of the transfer of

a phosphate group, usually

from ATP, to a substrate

molecule.

[Cla020913, Cla019888, Cla016899,

Cla017747, Cla018839, Cla014637,

Cla010159, Cla011367, Cla019242,

Cla017740, Cla016650, Cla012575,

Cla001320, Cla022263, Cla005764...]

Sequence count: 192

Sequence percentage: 13.38%

 is a

carbohydrate binding

GO:0030246

Nodescore: 33.00

Interacting selectively and non-covalently with any

carbohydrate, which includes monosaccharides,

oligosaccharides and polysaccharides as well as substances

derived from monosaccharides by reduction of the

carbonyl group (alditols), by oxidation of one or

more hydroxy groups to afford the corresponding

aldehydes, ketones, or carboxylic acids, or by

replacement of one or more hydroxy group(s) by a

hydrogen atom. Cyclitols are generally not regarded

as carbohydrates.

[Cla014254, Cla012790, Cla021943,

Cla002648, Cla019960, Cla010930,

Cla014414, Cla016257, Cla016279,

Cla018191, Cla002335, Cla013516,

Cla006319, Cla023335, Cla021431...]

Sequence count: 33

Sequence percentage: 2.30%

 is a

chromatin binding

GO:0003682

Nodescore: 26.00

Interacting selectively and non-covalently

with chromatin, the network of

fibers of DNA, protein, and sometimes

RNA, that make up the chromosomes

of the eukaryotic nucleus during

interphase.

[Cla020538, Cla020879, Cla013285,

Cla016417, Cla010336, Cla016650,

Cla004458, Cla003985, Cla005622,

Cla010922, Cla013737, Cla021773,

Cla009267, Cla018108, Cla022207...]

Sequence count: 26

Sequence percentage: 1.81%

 is a

protein binding

GO:0005515

Nodescore: 814.40

Interacting selectively and

non-covalently with any protein or

protein complex (a complex of

two or more proteins that may

include other nonprotein molecules).

[Cla010030, Cla013782, Cla014873,

Cla011362, Cla017900, Cla009280,

Cla014637, Cla002648, Cla013304,

Cla010033, Cla010275, Cla021171,

Cla003985, Cla021170, Cla019085...]

Sequence count: 806

Sequence percentage: 56.17%

 is a

small molecule

binding

GO:0036094

Nodescore: 217.20

Interacting selectively and

non-covalently with a small molecule,

any low molecular weight,

monomeric, non-encoded molecule.

[Cla017469, Cla016137, Cla011362,

Cla017226, Cla012690, Cla014637,

Cla010159, Cla002648, Cla002769,

Cla013304, Cla011367, Cla018551,

Cla017341, Cla013423, Cla012575...]

Sequence count: 362

Sequence percentage: 25.23%

 is a

organic cyclic

compound binding

GO:0097159

Nodescore: 548.74

Interacting selectively and

non-covalently with an organic cyclic

compound, any molecular entity

that contains carbon arranged

in a cyclic molecular structure.

[Cla013782, Cla011362, Cla016930,

Cla017900, Cla012690, Cla014637,

Cla010159, Cla004706, Cla002648,

Cla002769, Cla013304, Cla011367,

Cla013424, Cla013423, Cla012575...]

Sequence count: 700

Sequence percentage: 48.78%

 is a

oxygen binding

GO:0019825

Nodescore: 30.00

Interacting selectively and

non-covalently with oxygen

(O2).

[Cla011284, Cla011545, Cla013986,

Cla013985, Cla017000, Cla012774,

Cla023293, Cla000655, Cla023292,

Cla020521, Cla006992, Cla010020,

Cla022526, Cla014549, Cla010026...]

Sequence count: 30

Sequence percentage: 2.09%

 is a

heterocyclic compound

binding

GO:1901363

Nodescore: 548.74

Interacting selectively and

non-covalently with heterocyclic

compound.

[Cla013782, Cla011362, Cla016930,

Cla017900, Cla012690, Cla014637,

Cla010159, Cla004706, Cla002648,

Cla002769, Cla013304, Cla011367,

Cla013424, Cla013423, Cla012575...]

Sequence count: 700

Sequence percentage: 48.78%

 is a

lipid binding

GO:0008289

Nodescore: 30.00

Interacting selectively and

non-covalently with a lipid.

[Cla008230, Cla008053, Cla005381,

Cla018957, Cla013306, Cla010775,

Cla006039, Cla003863, Cla003005,

Cla012408, Cla001149, Cla002557,

Cla009947, Cla021375, Cla012121...]

Sequence count: 30

Sequence percentage: 2.09%

 is a

 is a

hydrolase activity, acting

on acid anhydrides

GO:0016817

Nodescore: 1.17

Catalysis of the hydrolysis

of any acid anhydride.

[Cla017935, Cla023427, Cla020645,

Cla023429, Cla019146, Cla020048,

Cla014106, Cla004496, Cla008324]

Sequence count: 9

Sequence percentage: 0.63%

 is a

receptor activity

GO:0004872

Nodescore: 57.00

Combining with an extracellular

or intracellular messenger

to initiate a change in

cell activity.

[Cla017424, Cla011362, Cla016535,

Cla016536, Cla016899, Cla021889,

Cla018839, Cla014637, Cla019242,

Cla010873, Cla013025, Cla012650,

Cla004599, Cla005764, Cla004677...]

Sequence count: 57

Sequence percentage: 3.97%

 is a

receptor binding

GO:0005102

Nodescore: 14.00

Interacting selectively and non-covalently

with one or more specific sites on

a receptor molecule, a macromolecule

that undergoes combination with a

hormone, neurotransmitter, drug or

intracellular messenger to initiate a

change in cell function.

[Cla019242, Cla016650, Cla002696,

Cla005698, Cla021470, Cla007635,

Cla008448, Cla001951, Cla008309,

Cla014070, Cla001491, Cla007699,

Cla004462, Cla009332]

Sequence count: 14

Sequence percentage: 0.98%

 is a

nucleotide binding

GO:0000166

Nodescore: 362.00

Interacting selectively and non-covalently

with a nucleotide, any compound

consisting of a nucleoside that is

esterified with (ortho)phosphate or

an oligophosphate at any hydroxyl

group on the ribose or deoxyribose.

[Cla017469, Cla016137, Cla011362,

Cla017226, Cla012690, Cla014637,

Cla010159, Cla002648, Cla002769,

Cla013304, Cla011367, Cla018551,

Cla017341, Cla013423, Cla012575...]

Sequence count: 362

Sequence percentage: 25.23%

nucleoside phosphate

binding

GO:1901265

Nodescore: 217.20

Interacting selectively and

non-covalently with nucleoside

phosphate.

[Cla017469, Cla016137, Cla011362,

Cla017226, Cla012690, Cla014637,

Cla010159, Cla002648, Cla002769,

Cla013304, Cla011367, Cla018551,

Cla017341, Cla013423, Cla012575...]

Sequence count: 362

Sequence percentage: 25.23%
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