Leishmania major

wide pare channel activity - GO:0022629

waler Wansmembrane ransporter aciivity - GO0005372 [l

water channel acivity - GO:0015250

voltage-gated ion channel acivity - GO:0005244

vollage-gated channel aciivity - GO:0022832

voliage-gated anian channel acivity - GO0008308

witamin binding - GO:0018842

vitamin B6 binding - GO:0070279

‘ransferase actity, ranslerring aldehyde or ketanic groups - GO0016744
syntaxin binding - GO0019905

substrate-specific channel acivity - GO:0022838

sphingomyelin synihase acivily - GO:0033188

SNARE binding - GO0000149
sedoheptuloss-7-phosphate:D-glycerakishyde-3-phasphate glyceroneransterase actiity - GO:0004801
pyridoxal phosphate binding - GO:0030170

porin aciity - GO0015268

polyphosphate kinase aciiity - GO0008976

polyol ransmembrane ransporter acivity - GO:0015166

passive ransmembrane ransporter acivity - GO:0022803

aciivity, acting on di oxygen as acceplor - GO:0016682
oxidareductase acivity, acting on a heme group of donors, oxygen as acceptor - GOD016676
acivity, acting on a ofdonors - GO0016675
omithine decarboxylase acivity - GO0004586
mRNA binding - GO0003729
(P)H) acivity - GO0004489
L-leucine ransaminase aclivity - GO:0052654
Lcysteine:2-oxoglutarate aminclransferase activity - GO:0047801
L-ascorbate paroxidase activity - GO:0016688
L-asoorbate oxidase aciity - GO:0008447
ion gated channel activity - GO:0022839
ion channel acivity - GO:0005216
iodide peroxidase activity - GO:D004447
inorganic anion ransmembrane ransporter acivity - GO0015103
hydroxymethyiglutaryl-CoA reductase (NADPH) acivity - GO:0004420
heme-copper terminal oiidase aciiity - GO:0015002
heme binding - GO:0020037
glyceral kansmembrane transporter aclivity - GO0015168
giycerol channel acivity - GO:0015254
gated channel activity - GO:0022836
DNA lopoisomerase type | activity - GOD003917
cyfochrome-c oxidase acivity - GOD004129
cystationine beta-lyase actiity - GO:0004121
cofactor binding - GO0048037
cobaltion binding - GO0050897
channel aciiity - GO0015267
carboxy-lyase acivty - GO0016831
branched-chain-amino-acid ransaminase acivity - GO0004084
anion ransmembrane ransporter acivity - GO:0008509
anion channel actiity - GO:0005253
adenosyimethionine decarboxylase acivity - GO0004014
vesicle - GO0031982
vacualar ransporter chaperone complex - GO:0033254
pore complex - GOD046930
plasma membrane bounded cell projecson part - GOD120038
plasma membrana bounded cel projection cytoplasm - GO:0032836
plasma membrane bounded ol projection - GO0120025
PCNA complex - GO0043626
arganelle part - GO0044422
organelle - GO0043226
mANA cieavage factor complex - GO0005849
i i - GOD038573
endosome - GO:D005768
DNA polymerase procassivity factor complex - GO:0044796
cytoplasmic reglon - GO0099568
alium - GO0005929
diliary ransition zone - GO:0035869
clliary pockat - GO0020016
ciliary plasm - GO:0097014
Giliary part- GO:0044441
chaperone complex - GO0101031
cell projection part - GO0044463
el projection - GO:0042995
box HAGA snoRNP complex - GO:0031429
box HAGA RNP complex - GO:0072588
AP-3 adaptor complax - GO:0030123
acidocalisome - GO0020022
sulfur amino acid matabolic process - GO:0000096
stabilizaton of membrane potental - GO 0030322
spermine metabolic process - GO:0008215
spermine biosynthetic process - GO:0006597
spermidine metabolic process - GO:0008216
spermidine biosyninetic process - GO:D008295
regulation of programmed call death - GO:0043067
regulation of call deatn - GO:0010841
regulation of apoplotic process - GO V042881
polyphosphate metabolic process - GO0006797
polyphosphate bisynihetic process - GO:0006799
polyol transport - GO0015791
organic hydroxy compound fransport - GO:0015850
negative regulation of programmed cell death - GO:0043069
negative regulation of call death - GO0060548
negative regulation of apoplotic process - GO0D043066
monosaccharide catabolic process - GO:0048365 [l
methionine metabolicprocess - GO:0006555 N
isop i provessvia -Go:1g02767 [
intraciliary transport involved in cilium assembly - GO0035735 |
histone methylation - GO:0016571
histone arginine methylation - GO:0034969
hexose catabolic process - GO0019320
glycerol ransport- GO:0015793
glucose catabolic process - GOD006007
far i i ! pathway - GO0010142
establishment or maintenance of cell polarity - GO:0007163
eswmblishment of cell polarity - GO:0030010
DNA conformation change - GO0071103
detechion of stimulus - GO0051606
detection of osmotic stimulus - GO:0043575
detection of abiotic slimulus - GO:0009582
chromosame organization - GO0051276
callular biagenic amine metabolic process - GO:D00E576
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cellular amine metabolic process - GO 0044106

‘aspartate family amino acid metabolic process - GO:0008066
ammenium ion metabolic process - GO0087164

amine metabolic process - GO:0009308

amine biosynthetic process - GO:0008309

‘de novo' L-methionine biosynthetic process - GO:0071266
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‘wide pore channel aclivity - GO:0022629

UTPgl 1-phosphate uri aciivity - GO:0043763
UTP galactose-1-phosphate uridylylransterase acivity - GO:0017103
uricyiate kinase acivity - GO:0009041

ubiquiting hydralase aclivity - GO.0101005

ubiquitin-like protein-specilic protease acivity - GO:0019783
Iryplophan-IANA ligase aclivily - GO:0004830

‘ransferase acivity, ranslerring pentosyl groups - GO.0016763

ransierase aciivity, ransferring glycosyl groups - GO:0016757

thymidylate synthase aclivity - GO:0004799

thiol-dependent ubiguitinyl hydrolase aclivity - GO.0036459
thiol-dependent ubiquiin-specific protease aclivity - GO:0004843
tetrapymole binding - GO:0046906

FRNA (guanine) methylransierase aciivity - GO 0016435

thioredoxin disulfide as acoeplor - GO:0004748
ribonudieoside-diphasphate reductase aclivity - GO:0061731

protein disulfide isomerase acivity - GO:0003756

primary amine oxidase aclivity - GO.0008131

porin adtivity - GO 0015288

peroxidase activity - GO 0004601

oxidoreductase activity, acting on the CH-NH2 group of donors, axygen as aceeplor - GO0016641
axidoreduciase acthity, acing on CH or CH2 groups, dlsulfide as acceptor - GO0016728
oxidoreductase actiity, acting on CH or CH2 groups - GO0016725

oxidoreductass activity - GO0016481

orotidine-5'-phosphate decarboxylase acivity - GO0004590

orotate phosphoribosyliransierass activity - GO:0004588

omithing dacarboxylase acivity - GO0004586

nucleosome binging - GO:0031491

methotrexate binging - GO:0051870

lipid binging - GO:0005268

L-ascorbate peroxidass aciivity - GO:0016688

L-ascorbate oxidase aciivity - GO:0008447

Kinsin binding - GO:0019694

isopentenyh-diphcsphate delta-isomerase aciivity - GO:0004452

iodide paroxidase activity - GO.0004447

acihity, ing 5-S bonds - GO:0016864

intramalacular axidoreductase acivity - GO:0016860

hypaxanthine phosphoribosyliranserase activily - GO:0004422

hydroxymetnylglutand-CoA reductase [NADPH) aciity - GO:0004420

heme binding - GO:0020037

guanine deaminase activity - GO:0008892

glutathione synthase aclivity - GO:0004363

glucose-6-phosphate dehydrogenase aciivity - GO:0004345

dihydrofolate reductase activity - GO:0004146

cytidyiate kinase acivity - GO:0004127

cofadlor binding - GO:0048037

betaine-homocysteine S-methyliransierase aclivity - GO:0047150

amide binding - GO0033218

aldehyde dehydrogenase (NAD) activily - GO:0004028

5,10 aclivity - GO:0042083

spindle pole - GO:0000922

ANAi effecior complex - GO.0031332

RISC complex - GO0016442

radial spoke - GO0001534

protin kinase CK2 complex - GO 0005956

pore complex - GO 0046930

plasma membrane bounded cell projecion part - GC:0120038

plasma membrane bounded ol projecion cyoplasm - GO:0032838

plasma mambrane bounded oell prajecson - GO:0120025

inracellular - GO:0005622

cyoplasmic region - GO:0099568

Gilium - GO:0005928

ciliary plasm - GO:0097014

ciliary part - GO:D044441

cell projection part - GO:0044463

cell projection - GO:0042995

call part - GO:0044464

cell corlex - GO:0005938

cell- GO:0005623

ATPase complex - GO:1904949

ryptophanyl-tANA aminoacylason - GO:0006438

IRNA wobble posiion uridine thiolation - GO.0002143

thymidine metabolic process - GO:0046104

tnymidine biosyninetic process - GO:0046105

tetrahydrofolate biosynthetc process - GO.0046654

TANA methylaton - GO:0031167

1ANA base meihylaton - GO 0070475

FRNA (guanine-N7}-methylabon - GO:0070476

RNA (guanine-N7)-mefhylason - GO 0036265

ribosome disassembly - GO 0032790

ribonudleoprotein complex disassembly - GO 0032988

response 1o reactive oxygen species - GO 0000302

response 1o oxygen-containing compound - GO1901700

response 1o oxidative stress - GO.0006979

requlation of transaription by RNA polymerase Il - GO:0006359

pyrinidine nucleotide metabolic process - GO.0006220

pyrimidine nucleotide biosynthetic process - GO.0006221

i - GOD009176

pyrimiding i i -GO0009177
puring-containing compound salvage - GO:0043101

puring nucleobass metabolic process - GO:0006144

purin nucleobase caabolic process - GO:0006145

protein modificaion by small protein remaval - GO:0070646

protein deubiquitnason - GO:0016579

pentosa-phosphate shunt, oxidatve branch - GO:0009051

nuclsaside metabolic process - GO:0009116

nuclecbase-containing small molecule metabolic process - GO:0055086
nuclecbase-cantaining small molecule interconversion - GO:0015949

nucecbase metabolic process - GO:0009112
nucleabase catabolic process - GO:0046113
mANA p decay - GO.0070481
nudeariranscribed mANA catabolic process, endonuceolylic deavage-dependent decay - GO:0000294
nucleariranscribed mANA catabolic proess - GO.0000956

negaive regulation of ranscriplion by RNA polymerase Il - GO.0016480

negatve regulation of programmed cell death - GO:0043069
negalive regulation of metabolic process - GO:0009892

i - GO0010605

negalive regulation of gene expression - GO:0010629
negative regulation of cell death - GO:0060548
negalive regulation of biokogical process - GO.0048519
negative regulation of apoptotic process - GO 0043066
heme fransport - GO:0015886

guanine metabolic process - GO 0046098

guanine catabolic process - GO0006147

qlycosyl compound metabolic process - GO:1901657
dTMP metabolic process - GO.0046073

ATMP biosynthetc process - GO:0006231

- GO0009162
i - GOD009157

cellular modified amino acid biosynthetic process - GO:0042398
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Cellular component - Molecular function
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