[bookmark: _GoBack]Table 1. Annotaion report of orthologous Sequences 
	Sequence Name
	Description
	Length
	e-Value
	#GO
	GO IDs list
	GO Names list
	Enzyme Codes list
	Enzyme Names list
	InterPro IDs
	InterPro GO IDs
	InterPro GO Names

	gi|399121338|gb|JK785139.1|JK785139
	water dikinase
	802
	0.00E+00
	3
	F:GO:0003824; F:GO:0005524; P:GO:0008152
	F:catalytic activity; F:ATP binding; P:metabolic process
	-
	-
	IPR010918 (PFAM); IPR016188 (G3DSA:3.30.1330.GENE3D); IPR004536 (TIGRFAM); IPR004536 (PIRSF); IPR010918 (G3DSA:3.90.650.GENE3D); IPR016188 (PFAM); PTHR10256 (PANTHER); SSF55326 (SUPERFAMILY); IPR010918 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	gi|399120082|gb|JK787504.1|JK787504
	acyl- delta-9 desaturase
	880
	5.30E-167
	2
	F:GO:0016717; P:GO:0055114
	F:oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water; P:oxidation-reduction process
	-
	-
	IPR015876 (PRINTS); PTHR11351:SF31 (PANTHER); PTHR11351 (PANTHER); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	F:GO:0016717; P:GO:0055114
	F:oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water; P:oxidation-reduction process

	gi|399119117|gb|JK786962.1|JK786962
	atp-dependent rna helicase wm6
	852
	9.00E-143
	4
	F:GO:0003676; F:GO:0004386; F:GO:0005524; P:GO:0008152
	F:nucleic acid binding; F:helicase activity; F:ATP binding; P:metabolic process
	EC:3.6.1; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR014001 (SMART); IPR027417 (G3DSA:3.40.50.GENE3D); IPR011545 (PFAM); PTHR24031 (PANTHER); PTHR24031:SF212 (PANTHER); IPR014001 (PROSITE_PROFILES); IPR014014 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	F:GO:0005524; F:GO:0003676
	F:ATP binding; F:nucleic acid binding

	gi|399121758|gb|JK785559.1|JK785559
	60 kda heat shock mitochondrial-like
	766
	6.10E-125
	1
	F:GO:0005524
	F:ATP binding
	-
	-
	IPR017998 (PRINTS); IPR002423 (PFAM); IPR027413 (G3DSA:1.10.560.GENE3D); PTHR11353 (PANTHER); PTHR11353:SF64 (PANTHER); SSF48592 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	gi|399124677|gb|JK789791.1|JK789791
	dnaj homolog subfamily b member 11
	734
	4.70E-127
	2
	F:GO:0051082; P:GO:0006457
	F:unfolded protein binding; P:protein folding
	-
	-
	IPR001623 (PRINTS); IPR001623 (SMART); IPR001623 (PFAM); IPR001623 (G3DSA:1.10.287.GENE3D); G3DSA:2.60.260.20 (GENE3D); PTHR24078:SF172 (PANTHER); PTHR24078 (PANTHER); IPR018253 (PROSITE_PATTERNS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); IPR001623 (PROSITE_PROFILES); SignalP-noTM (SIGNALP_EUK); IPR001623 (SUPERFAMILY); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027762_contig749
	peptidyl-prolyl cis-trans isomerase
	797
	5.80E-112
	3
	F:GO:0003755; P:GO:0000413; P:GO:0006457
	F:peptidyl-prolyl cis-trans isomerase activity; P:protein peptidyl-prolyl isomerization; P:protein folding
	EC:5.2.1.8
	(5.2) Cis-trans-isomerases
	IPR002130 (PRINTS); IPR029000 (G3DSA:2.40.100.GENE3D); IPR024936 (PIRSF); IPR002130 (PFAM); IPR024936 (PANTHER); IPR020892 (PROSITE_PATTERNS); IPR002130 (PROSITE_PROFILES); IPR029000 (SUPERFAMILY)
	P:GO:0000413; F:GO:0003755; P:GO:0006457
	P:protein peptidyl-prolyl isomerization; F:peptidyl-prolyl cis-trans isomerase activity; P:protein folding

	LIBEST_027762_contig573
	translocon-associated protein subunit gamma
	865
	5.10E-97
	3
	C:GO:0005784; C:GO:0030176; P:GO:0006613
	C:Sec61 translocon complex; C:integral component of endoplasmic reticulum membrane; P:cotranslational protein targeting to membrane
	-
	-
	IPR009779 (PFAM); IPR009779 (PANTHER); PTHR13399:SF2 (PANTHER); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0005784; C:GO:0030176; P:GO:0006613
	C:Sec61 translocon complex; C:integral component of endoplasmic reticulum membrane; P:cotranslational protein targeting to membrane

	LIBEST_027762_contig91
	prohibitin 2
	1298
	0.00E+00
	1
	C:GO:0016020
	C:membrane
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027762_contig515
	nedd8-conjugating enzyme ubc12
	725
	3.90E-132
	2
	F:GO:0016874; P:GO:0008152
	F:ligase activity; P:metabolic process
	-
	-
	SM00212 (SMART); IPR016135 (G3DSA:3.10.110.GENE3D); IPR000608 (PFAM); PTHR24067 (PANTHER); PTHR24067:SF39 (PANTHER); IPR023313 (PROSITE_PATTERNS); IPR000608 (PROSITE_PROFILES); IPR016135 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399119542|gb|JK787387.1|JK787387
	actin-related protein 2 3 complex subunit 1a
	638
	2.80E-83
	3
	C:GO:0005885; F:GO:0005515; P:GO:0034314
	C:Arp2/3 protein complex; F:protein binding; P:Arp2/3 complex-mediated actin nucleation
	-
	-
	IPR015943 (G3DSA:2.130.10.GENE3D); IPR017383 (PANTHER); IPR017986 (SUPERFAMILY)
	F:GO:0005515; C:GO:0015629; P:GO:0034314; P:GO:0030833; C:GO:0005885
	F:protein binding; C:actin cytoskeleton; P:Arp2/3 complex-mediated actin nucleation; P:regulation of actin filament polymerization; C:Arp2/3 protein complex

	gi|399124711|gb|JK789825.1|JK789825
	bifunctional arginine demethylase and lysyl-hydroxylase psr
	541
	1.70E-92
	0
	-
	-
	-
	-
	G3DSA:2.60.120.650 (GENE3D); PF13621 (PFAM); PTHR12480 (PANTHER); PTHR12480:SF5 (PANTHER); SSF51197 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027762_contig63
	cofilin actin-depolymerizing factor homolog
	756
	2.90E-102
	3
	C:GO:0015629; F:GO:0003779; P:GO:0030042
	C:actin cytoskeleton; F:actin binding; P:actin filament depolymerization
	-
	-
	IPR002108 (SMART); IPR002108 (PFAM); IPR029006 (G3DSA:3.40.20.GENE3D); IPR017904 (PANTHER); IPR002108 (PROSITE_PROFILES); SSF55753 (SUPERFAMILY)
	C:GO:0005622; F:GO:0003779; C:GO:0015629; P:GO:0030042
	C:intracellular; F:actin binding; C:actin cytoskeleton; P:actin filament depolymerization

	LIBEST_027762_contig579
	proteasome subunit beta type-7
	807
	4.00E-123
	5
	C:GO:0005634; C:GO:0005737; C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:nucleus; C:cytoplasm; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR001353 (PFAM); IPR029055 (G3DSA:3.60.20.GENE3D); PTHR11599 (PANTHER); PTHR11599:SF44 (PANTHER); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0051603; C:GO:0005839; F:GO:0004298
	P:proteolysis involved in cellular protein catabolic process; C:proteasome core complex; F:threonine-type endopeptidase activity

	LIBEST_027762_contig564
	deoxyhypusine hydroxylase
	758
	1.30E-129
	4
	F:GO:0019135; F:GO:0046872; P:GO:0008612; P:GO:0055114
	F:deoxyhypusine monooxygenase activity; F:metal ion binding; P:peptidyl-lysine modification to peptidyl-hypusine; P:oxidation-reduction process
	EC:1.14.99.29
	(1.1) Acting on the CH-OH group of donors
	CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027762_contig136
	ribosomal protein s30
	499
	8.20E-71
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	Coil (COILS); IPR006846 (PFAM); PTHR12650:SF15 (PANTHER); PTHR12650 (PANTHER); IPR029071 (SUPERFAMILY)
	C:GO:0005840; P:GO:0006412; F:GO:0003735; C:GO:0005622
	C:ribosome; P:translation; F:structural constituent of ribosome; C:intracellular

	gi|399119242|gb|JK787087.1|JK787087
	splicing factor 3a subunit 2
	682
	1.10E-93
	3
	C:GO:0005634; F:GO:0003676; F:GO:0008270
	C:nucleus; F:nucleic acid binding; F:zinc ion binding
	-
	-
	IPR003604 (SMART); PF12874 (PFAM); PTHR23205:SF0 (PANTHER); PTHR23205 (PANTHER); IPR000690 (PROSITE_PROFILES); SSF57667 (SUPERFAMILY)
	F:GO:0008270; F:GO:0003676; C:GO:0005634
	F:zinc ion binding; F:nucleic acid binding; C:nucleus

	LIBEST_027762_contig867
	ribosomal protein p0
	1304
	0.00E+00
	2
	C:GO:0005840; P:GO:0042254
	C:ribosome; P:ribosome biogenesis
	-
	-
	Coil (COILS)
	no GO terms
	no GO terms

	gi|399120925|gb|JK788261.1|JK788261
	ras-related gtp-binding protein c
	895
	2.10E-119
	1
	F:GO:0005525
	F:GTP binding
	-
	-
	IPR027417 (G3DSA:3.40.50.GENE3D); IPR006762 (PFAM); IPR006762 (PANTHER); PTHR11259:SF6 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0005525
	F:GTP binding

	gi|399120844|gb|JK788180.1|JK788180
	---NA---
	779
	-
	
	-
	-
	-
	-
	SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027762_contig910
	ribosomal protein s20
	624
	4.00E-82
	4
	C:GO:0015935; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:small ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001848 (PRINTS); IPR005729 (TIGRFAM); IPR027486 (G3DSA:3.30.70.GENE3D); IPR027486 (PFAM); PTHR11700:SF11 (PANTHER); IPR001848 (PANTHER); IPR027486 (SUPERFAMILY)
	C:GO:0005840; P:GO:0006412; F:GO:0003735; C:GO:0015935
	C:ribosome; P:translation; F:structural constituent of ribosome; C:small ribosomal subunit

	LIBEST_027762_contig891
	peroxiredoxin-4 precursor
	971
	1.00E-128
	8
	F:GO:0004601; F:GO:0004791; F:GO:0051920; P:GO:0006118; P:GO:0006206; P:GO:0006804; P:GO:0006979; P:GO:0055114
	F:peroxidase activity; F:thioredoxin-disulfide reductase activity; F:peroxiredoxin activity; P:obsolete electron transport; P:pyrimidine nucleobase metabolic process; P:obsolete peroxidase reaction; P:response to oxidative stress; P:oxidation-reduction process
	EC:1.11.1.15; EC:1.8.1.9; EC:1.11.1.7
	(1.1) Acting on the CH-OH group of donors; (1.8) Acting on a sulfur group of donors; (1.1) Acting on the CH-OH group of donors
	IPR000866 (PFAM); IPR012336 (G3DSA:3.40.30.GENE3D); PTHR10681 (PANTHER); PTHR10681:SF120 (PANTHER); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_EUK); IPR012336 (SUPERFAMILY)
	P:GO:0055114; F:GO:0016491; F:GO:0016209
	P:oxidation-reduction process; F:oxidoreductase activity; F:antioxidant activity

	gi|399122213|gb|JK788666.1|JK788666
	casein kinase ii subunit alpha isoform x1
	774
	1.10E-116
	5
	F:GO:0004674; F:GO:0005524; P:GO:0006468; P:GO:0009069; P:GO:0016055
	F:protein serine/threonine kinase activity; F:ATP binding; P:protein phosphorylation; P:serine family amino acid metabolic process; P:Wnt signaling pathway
	EC:2.7.11
	(2.7) Transferring phosphorus-containing groups
	IPR002290 (SMART); IPR000719 (PFAM); G3DSA:3.30.200.20 (GENE3D); G3DSA:1.10.510.10 (GENE3D); PTHR24054:SF28 (PANTHER); PTHR24054 (PANTHER); IPR008271 (PROSITE_PATTERNS); IPR000719 (PROSITE_PROFILES); IPR011009 (SUPERFAMILY)
	F:GO:0005524; P:GO:0006468; F:GO:0004672
	F:ATP binding; P:protein phosphorylation; F:protein kinase activity

	gi|399119119|gb|JK786964.1|JK786964
	mitochondrial inner membrane protease atp23 homolog
	807
	6.20E-93
	2
	F:GO:0004222; P:GO:0006508
	F:metalloendopeptidase activity; P:proteolysis
	EC:3.4.24
	(3.4) Acting on peptide bonds (peptidases)
	IPR019165 (PFAM); PTHR21711:SF0 (PANTHER); PTHR21711 (PANTHER)
	F:GO:0004222
	F:metalloendopeptidase activity

	gi|399118943|gb|JK786788.1|JK786788
	gb
	561
	2.50E-61
	8
	C:GO:0005665; C:GO:0005730; F:GO:0003677; F:GO:0003899; F:GO:0046983; P:GO:0006144; P:GO:0006206; P:GO:0006366
	C:DNA-directed RNA polymerase II, core complex; C:nucleolus; F:DNA binding; F:DNA-directed RNA polymerase activity; F:protein dimerization activity; P:purine nucleobase metabolic process; P:pyrimidine nucleobase metabolic process; P:transcription from RNA polymerase II promoter
	EC:2.7.7.6
	(2.7) Transferring phosphorus-containing groups
	G3DSA:3.30.1360.10 (GENE3D); PF13656 (PFAM); PTHR13946 (PANTHER); PTHR13946:SF16 (PANTHER); IPR008193 (PROSITE_PATTERNS); IPR009025 (SUPERFAMILY)
	P:GO:0006351; F:GO:0003677; F:GO:0003899; F:GO:0046983
	P:transcription, DNA-templated; F:DNA binding; F:DNA-directed RNA polymerase activity; F:protein dimerization activity

	gi|399121381|gb|JK785182.1|JK785182
	anaphase-promoting complex subunit 10
	828
	1.40E-131
	2
	C:GO:0005680; P:GO:0030071
	C:anaphase-promoting complex; P:regulation of mitotic metaphase/anaphase transition
	-
	-
	IPR004939 (PFAM); IPR008979 (G3DSA:2.60.120.GENE3D); IPR016901 (PIRSF); PTHR12936 (PANTHER); IPR004939 (PROSITE_PROFILES); PS51257 (PROSITE_PROFILES); IPR008979 (SUPERFAMILY)
	C:GO:0005680; P:GO:0031145; P:GO:0030071
	C:anaphase-promoting complex; P:anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process; P:regulation of mitotic metaphase/anaphase transition

	LIBEST_027762_contig319
	ref
	1155
	1.30E-129
	2
	F:GO:0008080; P:GO:0042967
	F:N-acetyltransferase activity; P:acyl-carrier-protein biosynthetic process
	EC:2.3.1
	(2.3) Acyltransferases
	IPR000182 (PFAM); IPR016181 (G3DSA:3.40.630.GENE3D); PTHR23091 (PANTHER); PTHR23091:SF268 (PANTHER); IPR000182 (PROSITE_PROFILES); IPR016181 (SUPERFAMILY)
	F:GO:0008080
	F:N-acetyltransferase activity

	LIBEST_027762_contig639
	proteasome subunit alpha type-2
	815
	5.40E-172
	5
	C:GO:0005634; C:GO:0005737; C:GO:0019773; F:GO:0004298; P:GO:0006511
	C:nucleus; C:cytoplasm; C:proteasome core complex, alpha-subunit complex; F:threonine-type endopeptidase activity; P:ubiquitin-dependent protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000426 (SMART); IPR000426 (PFAM); IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); PTHR11599:SF16 (PANTHER); PTHR11599 (PANTHER); IPR000426 (PROSITE_PATTERNS); IPR023332 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0006511; C:GO:0019773; F:GO:0004175; C:GO:0005839; F:GO:0004298; P:GO:0051603
	P:ubiquitin-dependent protein catabolic process; C:proteasome core complex, alpha-subunit complex; F:endopeptidase activity; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process

	LIBEST_027762_contig605
	26s protease regulatory subunit 7
	916
	0.00E+00
	5
	C:GO:0005737; F:GO:0005524; F:GO:0008233; P:GO:0006508; P:GO:0030163
	C:cytoplasm; F:ATP binding; F:peptidase activity; P:proteolysis; P:protein catabolic process
	-
	-
	IPR027417 (G3DSA:3.40.50.GENE3D); IPR003959 (PFAM); PTHR23073 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	LIBEST_027762_contig862
	myosin regulatory light chain 2
	767
	5.50E-101
	2
	C:GO:0016459; F:GO:0005509
	C:myosin complex; F:calcium ion binding
	-
	-
	IPR002048 (SMART); IPR002048 (PFAM); IPR011992 (G3DSA:1.10.238.GENE3D); IPR011992 (G3DSA:1.10.238.GENE3D); PTHR23049 (PANTHER); PTHR23049:SF4 (PANTHER); IPR018247 (PROSITE_PATTERNS); IPR002048 (PROSITE_PROFILES); IPR002048 (PROSITE_PROFILES); IPR002048 (PROSITE_PROFILES); SSF47473 (SUPERFAMILY)
	F:GO:0005509
	F:calcium ion binding

	gi|399119899|gb|JK784670.1|JK784670
	proteasome subunit alpha type-7-1
	881
	1.60E-169
	5
	C:GO:0005634; C:GO:0005737; C:GO:0019773; F:GO:0004298; P:GO:0006511
	C:nucleus; C:cytoplasm; C:proteasome core complex, alpha-subunit complex; F:threonine-type endopeptidase activity; P:ubiquitin-dependent protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027762_contig720
	ap-3 complex subunit sigma-2
	963
	1.60E-144
	4
	C:GO:0030123; F:GO:0008565; P:GO:0006886; P:GO:0016192
	C:AP-3 adaptor complex; F:protein transporter activity; P:intracellular protein transport; P:vesicle-mediated transport
	-
	-
	IPR022775 (PFAM); G3DSA:3.30.450.60 (GENE3D); IPR016635 (PANTHER); PTHR11753:SF12 (PANTHER); IPR000804 (PROSITE_PATTERNS); IPR011012 (SUPERFAMILY)
	P:GO:0015031; F:GO:0008565; C:GO:0030117; P:GO:0006886; P:GO:0016192; P:GO:0006810
	P:protein transport; F:protein transporter activity; C:membrane coat; P:intracellular protein transport; P:vesicle-mediated transport; P:transport

	gi|399124100|gb|JK789214.1|JK789214
	er membrane protein complex subunit 3
	662
	2.30E-129
	1
	C:GO:0016020
	C:membrane
	-
	-
	IPR002809 (PFAM); IPR008568 (PANTHER); PTHR13116:SF6 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0016020
	C:membrane

	LIBEST_027762_contig303
	u6 snrna-associated sm-like protein lsm5
	473
	6.60E-49
	2
	C:GO:0019013; C:GO:0030529
	C:viral nucleocapsid; C:ribonucleoprotein complex
	-
	-
	IPR001163 (SMART); IPR001163 (PFAM); G3DSA:2.30.30.100 (GENE3D); PTHR20971 (PANTHER); IPR010920 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399123680|gb|JK786142.1|JK786142
	translocation protein sec63 homolog
	857
	1.20E-115
	3
	C:GO:0005622; F:GO:0008565; P:GO:0031204
	C:intracellular; F:protein transporter activity; P:posttranslational protein targeting to membrane, translocation
	-
	-
	IPR001623 (PRINTS); IPR001623 (SMART); IPR001623 (G3DSA:1.10.287.GENE3D); IPR001623 (PFAM); PTHR24075:SF0 (PANTHER); PTHR24075 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); IPR001623 (PROSITE_PROFILES); IPR001623 (SUPERFAMILY); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027762_contig356
	peptidyl-prolyl cis-trans isomerase dodo isoform x2
	868
	2.00E-101
	3
	F:GO:0003755; F:GO:0005515; P:GO:0000413
	F:peptidyl-prolyl cis-trans isomerase activity; F:protein binding; P:protein peptidyl-prolyl isomerization
	EC:5.2.1.8
	(5.2) Cis-trans-isomerases
	IPR001202 (SMART); G3DSA:2.20.70.10 (GENE3D); IPR000297 (PFAM); G3DSA:3.10.50.40 (GENE3D); IPR001202 (PFAM); PTHR10657 (PANTHER); PTHR10657:SF4 (PANTHER); IPR023058 (PROSITE_PATTERNS); IPR001202 (PROSITE_PATTERNS); IPR001202 (PROSITE_PROFILES); IPR000297 (PROSITE_PROFILES); IPR001202 (SUPERFAMILY); SSF54534 (SUPERFAMILY)
	F:GO:0005515; F:GO:0016853
	F:protein binding; F:isomerase activity

	LIBEST_027762_contig334
	gtp-binding nuclear protein ran
	848
	1.80E-155
	7
	C:GO:0005634; F:GO:0003924; F:GO:0005525; P:GO:0006886; P:GO:0006913; P:GO:0007264; P:GO:0008152
	C:nucleus; F:GTPase activity; F:GTP binding; P:intracellular protein transport; P:nucleocytoplasmic transport; P:small GTPase mediated signal transduction; P:metabolic process
	EC:3.6.1; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	SignalP-noTM (SIGNALP_EUK)
	no GO terms
	no GO terms

	LIBEST_027762_contig206
	ref
	700
	9.60E-89
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR000630 (PFAM); G3DSA:3.30.1490.10 (GENE3D); G3DSA:3.30.1370.30 (GENE3D); PTHR11758:SF16 (PANTHER); IPR000630 (PANTHER); IPR000630 (PROSITE_PATTERNS); IPR000630 (SUPERFAMILY)
	C:GO:0005840; F:GO:0003735; P:GO:0006412
	C:ribosome; F:structural constituent of ribosome; P:translation

	LIBEST_027762_contig849
	ref
	905
	4.50E-132
	16
	C:GO:0005795; F:GO:0003924; F:GO:0005525; P:GO:0006471; P:GO:0006886; P:GO:0006892; P:GO:0007155; P:GO:0007269; P:GO:0008360; P:GO:0010883; P:GO:0016197; P:GO:0032011; P:GO:0045807; P:GO:0048488; P:GO:0048749; P:GO:1902036
	C:Golgi stack; F:GTPase activity; F:GTP binding; P:protein ADP-ribosylation; P:intracellular protein transport; P:post-Golgi vesicle-mediated transport; P:cell adhesion; P:neurotransmitter secretion; P:regulation of cell shape; P:regulation of lipid storage; P:endosomal transport; P:ARF protein signal transduction; P:positive regulation of endocytosis; P:synaptic vesicle endocytosis; P:compound eye development; P:regulation of hematopoietic stem cell differentiation
	EC:3.6.1; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR006689 (PRINTS); IPR003579 (SMART); IPR024156 (SMART); SM00178 (SMART); IPR005225 (TIGRFAM); IPR006689 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR11711 (PANTHER); PTHR11711:SF205 (PANTHER); IPR024156 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	F:GO:0005525; P:GO:0015031; P:GO:0007264; C:GO:0005622
	F:GTP binding; P:protein transport; P:small GTPase mediated signal transduction; C:intracellular

	LIBEST_027762_contig305
	dna-directed rna polymerases and iii subunit rpabc1
	710
	7.40E-137
	6
	C:GO:0005730; F:GO:0003677; F:GO:0003899; P:GO:0006144; P:GO:0006206; P:GO:0006351
	C:nucleolus; F:DNA binding; F:DNA-directed RNA polymerase activity; P:purine nucleobase metabolic process; P:pyrimidine nucleobase metabolic process; P:transcription, DNA-templated
	EC:2.7.7.6
	(2.7) Transferring phosphorus-containing groups
	IPR005571 (G3DSA:3.40.1340.GENE3D); IPR005571 (PFAM); IPR000783 (G3DSA:3.90.940.GENE3D); IPR014381 (PIRSF); IPR000783 (PFAM); PTHR10535 (PANTHER); IPR020608 (PROSITE_PATTERNS); IPR000783 (PRODOM); IPR005571 (SUPERFAMILY); IPR000783 (SUPERFAMILY)
	C:GO:0005634; P:GO:0006351; F:GO:0003677; F:GO:0003899
	C:nucleus; P:transcription, DNA-templated; F:DNA binding; F:DNA-directed RNA polymerase activity

	LIBEST_027762_contig16
	PREDICTED: uncharacterized protein C16orf52 homolog A
	856
	1.20E-94
	0
	-
	-
	-
	-
	PTHR31186 (PANTHER); CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027762_contig701
	probable n-acetyltransferase san
	780
	2.60E-122
	2
	F:GO:0008080; P:GO:0042967
	F:N-acetyltransferase activity; P:acyl-carrier-protein biosynthetic process
	EC:2.3.1
	(2.3) Acyltransferases
	IPR016181 (G3DSA:3.40.630.GENE3D); IPR000182 (PFAM); PTHR23091 (PANTHER); PTHR23091:SF46 (PANTHER); IPR000182 (PROSITE_PROFILES); IPR016181 (SUPERFAMILY)
	F:GO:0008080
	F:N-acetyltransferase activity

	gi|399120123|gb|JK787545.1|JK787545
	small nuclear ribonucleoprotein sm d2
	581
	2.20E-65
	3
	C:GO:0019013; C:GO:0030532; P:GO:0008380
	C:viral nucleocapsid; C:small nuclear ribonucleoprotein complex; P:RNA splicing
	-
	-
	IPR001163 (SMART); G3DSA:2.30.30.100 (GENE3D); IPR001163 (PFAM); IPR027248 (PANTHER); IPR010920 (SUPERFAMILY)
	P:GO:0008380; C:GO:0030532
	P:RNA splicing; C:small nuclear ribonucleoprotein complex

	gi|399122401|gb|JK788854.1|JK788854
	stomatin-like protein mitochondrial
	836
	2.80E-165
	1
	C:GO:0016020
	C:membrane
	-
	-
	IPR001972 (PRINTS); IPR001107 (SMART); IPR001107 (PFAM); IPR001972 (PANTHER); PTHR10264:SF27 (PANTHER); SSF117892 (SUPERFAMILY)
	C:GO:0016020
	C:membrane

	LIBEST_027762_contig913
	ribosomal protein l27a
	545
	6.80E-75
	4
	C:GO:0015934; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:large ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	G3DSA:3.100.10.10 (GENE3D); IPR021131 (PFAM); PTHR11721 (PANTHER); IPR001196 (PROSITE_PATTERNS); IPR030878 (HAMAP); IPR021131 (SUPERFAMILY)
	C:GO:0005840; C:GO:0005622; F:GO:0003735; P:GO:0006412; C:GO:0015934
	C:ribosome; C:intracellular; F:structural constituent of ribosome; P:translation; C:large ribosomal subunit

	gi|399122140|gb|JK788593.1|JK788593
	pre-mrna-splicing factor spf27
	574
	1.60E-114
	1
	P:GO:0006397
	P:mRNA processing
	-
	-
	IPR008409 (PFAM); PTHR13296 (PANTHER); IPR008409 (PTHR13296:PANTHER)
	P:GO:0006397
	P:mRNA processing

	LIBEST_027762_contig349
	ribosomal protein l32
	528
	6.10E-93
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001515 (PFAM); PTHR23413 (PANTHER); IPR018263 (PROSITE_PATTERNS); IPR001515 (PRODOM); IPR001515 (SUPERFAMILY)
	C:GO:0005622; C:GO:0005840; P:GO:0006412; F:GO:0003735
	C:intracellular; C:ribosome; P:translation; F:structural constituent of ribosome

	gi|399122322|gb|JK788775.1|JK788775
	26s protease regulatory subunit 6a-b
	884
	2.90E-172
	4
	C:GO:0005737; F:GO:0005524; F:GO:0016787; P:GO:0030163
	C:cytoplasm; F:ATP binding; F:hydrolase activity; P:protein catabolic process
	-
	-
	IPR003593 (SMART); IPR003959 (PFAM); IPR005937 (TIGRFAM); IPR027417 (G3DSA:3.40.50.GENE3D); G3DSA:1.10.8.60 (GENE3D); PTHR23073 (PANTHER); PTHR23073:SF7 (PANTHER); IPR003960 (PROSITE_PATTERNS); IPR027417 (SUPERFAMILY)
	F:GO:0005524; F:GO:0016787; P:GO:0030163; C:GO:0005737
	F:ATP binding; F:hydrolase activity; P:protein catabolic process; C:cytoplasm

	LIBEST_027762_contig718
	ribosomal protein s19
	616
	2.80E-103
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001266 (PFAM); IPR001266 (PANTHER); IPR018277 (PROSITE_PATTERNS); IPR001266 (PRODOM); SSF46785 (SUPERFAMILY)
	P:GO:0006412; F:GO:0003735; C:GO:0005840; C:GO:0005622
	P:translation; F:structural constituent of ribosome; C:ribosome; C:intracellular

	gi|399119123|gb|JK786968.1|JK786968
	trafficking protein particle complex subunit 4
	821
	4.60E-146
	3
	C:GO:0005801; F:GO:0005515; P:GO:0006888
	C:cis-Golgi network; F:protein binding; P:ER to Golgi vesicle-mediated transport
	-
	-
	IPR007233 (PFAM); IPR001478 (G3DSA:2.30.42.GENE3D); G3DSA:3.30.450.70 (GENE3D); IPR007233 (PANTHER); PTHR23249:SF15 (PANTHER); IPR011012 (SUPERFAMILY)
	C:GO:0005801; P:GO:0006888; F:GO:0005515; P:GO:0006810
	C:cis-Golgi network; P:ER to Golgi vesicle-mediated transport; F:protein binding; P:transport

	gi|399121299|gb|JK785100.1|JK785100
	26s proteasome non-atpase regulatory subunit 4
	676
	4.40E-131
	2
	C:GO:0008540; P:GO:0006511
	C:proteasome regulatory particle, base subcomplex; P:ubiquitin-dependent protein catabolic process
	-
	-
	Coil (COILS); IPR002035 (SMART); PF13519 (PFAM); IPR002035 (G3DSA:3.40.50.GENE3D); IPR027040 (PANTHER); IPR002035 (PROSITE_PROFILES); IPR002035 (SUPERFAMILY)
	C:GO:0008540; P:GO:0006511
	C:proteasome regulatory particle, base subcomplex; P:ubiquitin-dependent protein catabolic process

	gi|399119320|gb|JK787165.1|JK787165
	arginine kinase
	770
	4.50E-177
	5
	F:GO:0004054; F:GO:0005524; P:GO:0006525; P:GO:0006560; P:GO:0016310
	F:arginine kinase activity; F:ATP binding; P:arginine metabolic process; P:proline metabolic process; P:phosphorylation
	EC:2.7.3.3
	(2.7) Transferring phosphorus-containing groups
	IPR014746 (G3DSA:3.30.590.GENE3D); IPR022413 (G3DSA:1.10.135.GENE3D); IPR022413 (PFAM); IPR022414 (PFAM); IPR000749 (PANTHER); IPR022414 (PROSITE_PROFILES); IPR022413 (PROSITE_PROFILES); SSF55931 (SUPERFAMILY); IPR022413 (SUPERFAMILY)
	F:GO:0003824; F:GO:0016301; F:GO:0016772
	F:catalytic activity; F:kinase activity; F:transferase activity, transferring phosphorus-containing groups

	LIBEST_027762_contig215
	ref
	819
	1.90E-164
	2
	C:GO:0005737; F:GO:0019904
	C:cytoplasm; F:protein domain specific binding
	-
	-
	Coil (COILS); IPR000308 (PRINTS); IPR023410 (SMART); G3DSA:1.20.190.20 (GENE3D); IPR000308 (PIRSF); IPR023410 (PFAM); IPR000308 (PANTHER); IPR023409 (PROSITE_PATTERNS); IPR023410 (SUPERFAMILY)
	F:GO:0019904
	F:protein domain specific binding

	LIBEST_027762_contig731
	proteasome subunit beta type-1
	889
	1.10E-167
	3
	C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); PTHR11599:SF59 (PANTHER); PTHR11599 (PANTHER); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0051603; F:GO:0004298; C:GO:0005839
	P:proteolysis involved in cellular protein catabolic process; F:threonine-type endopeptidase activity; C:proteasome core complex

	LIBEST_027762_contig1
	ref
	537
	9.40E-84
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR005824 (SMART); IPR001141 (PFAM); IPR005824 (PFAM); IPR014722 (G3DSA:2.30.30.GENE3D); IPR001141 (PANTHER); IPR018262 (PROSITE_PATTERNS); IPR001141 (PRODOM); IPR008991 (SUPERFAMILY)
	C:GO:0005840; C:GO:0005622; P:GO:0006412; F:GO:0003735
	C:ribosome; C:intracellular; P:translation; F:structural constituent of ribosome

	gi|399124017|gb|JK786479.1|JK786479
	nucleosome assembly protein 1-like 1
	852
	4.10E-146
	2
	C:GO:0005634; P:GO:0006334
	C:nucleus; P:nucleosome assembly
	-
	-
	IPR002164 (PFAM); IPR002164 (PANTHER); PTHR11875:SF50 (PANTHER); PTHR11875:SF50 (PANTHER); SSF143113 (SUPERFAMILY)
	P:GO:0006334; C:GO:0005634
	P:nucleosome assembly; C:nucleus

	LIBEST_027762_contig443
	proteasome subunit alpha type-5 isoform x2
	1017
	1.10E-178
	5
	C:GO:0005634; C:GO:0005737; C:GO:0019773; F:GO:0004298; P:GO:0006511
	C:nucleus; C:cytoplasm; C:proteasome core complex, alpha-subunit complex; F:threonine-type endopeptidase activity; P:ubiquitin-dependent protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000426 (SMART); IPR029055 (G3DSA:3.60.20.GENE3D); IPR000426 (PFAM); IPR001353 (PFAM); PTHR11599:SF14 (PANTHER); PTHR11599 (PANTHER); IPR000426 (PROSITE_PATTERNS); IPR023332 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0006511; F:GO:0004175; C:GO:0019773; P:GO:0051603; F:GO:0004298; C:GO:0005839
	P:ubiquitin-dependent protein catabolic process; F:endopeptidase activity; C:proteasome core complex, alpha-subunit complex; P:proteolysis involved in cellular protein catabolic process; F:threonine-type endopeptidase activity; C:proteasome core complex

	LIBEST_027762_contig8
	signal recognition particle 54 kda protein
	795
	6.80E-127
	9
	C:GO:0048500; F:GO:0003924; F:GO:0005525; F:GO:0008124; F:GO:0008312; F:GO:0016779; P:GO:0006396; P:GO:0006614; P:GO:0006729
	C:signal recognition particle; F:GTPase activity; F:GTP binding; F:4-alpha-hydroxytetrahydrobiopterin dehydratase activity; F:7S RNA binding; F:nucleotidyltransferase activity; P:RNA processing; P:SRP-dependent cotranslational protein targeting to membrane; P:tetrahydrobiopterin biosynthetic process
	EC:3.6.1; EC:4.2.1.96; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (4.2) Carbon-oxygen lyases; (3.6) Acting on acid anhydrides
	IPR000897 (SMART); IPR013822 (SMART); G3DSA:1.20.120.140 (GENE3D); IPR000897 (PFAM); IPR013822 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR11564 (PANTHER); PTHR11564:SF5 (PANTHER); IPR013822 (SUPERFAMILY); IPR027417 (SUPERFAMILY)
	F:GO:0005525; P:GO:0006614
	F:GTP binding; P:SRP-dependent cotranslational protein targeting to membrane

	LIBEST_027762_contig513
	isocitrate dehydrogenase
	879
	1.30E-177
	6
	F:GO:0000287; F:GO:0004450; F:GO:0051287; P:GO:0006102; P:GO:0006749; P:GO:0019643
	F:magnesium ion binding; F:isocitrate dehydrogenase (NADP+) activity; F:NAD binding; P:isocitrate metabolic process; P:glutathione metabolic process; P:reductive tricarboxylic acid cycle
	EC:1.1.1.42; EC:1.1.1
	(1.1) Acting on the CH-OH group of donors; (1.1) Acting on the CH-OH group of donors
	IPR024084 (G3DSA:3.40.718.GENE3D); IPR004790 (TIGRFAM); IPR024084 (PFAM); IPR004790 (PANTHER); SSF53659 (SUPERFAMILY)
	F:GO:0016616; P:GO:0055114; F:GO:0004450; P:GO:0006102
	F:oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor; P:oxidation-reduction process; F:isocitrate dehydrogenase (NADP+) activity; P:isocitrate metabolic process

	gi|399122340|gb|JK788793.1|JK788793
	vigilin
	800
	3.00E-126
	1
	F:GO:0003723
	F:RNA binding
	-
	-
	IPR004087 (SMART); IPR004088 (PFAM); IPR004088 (G3DSA:3.30.1370.GENE3D); IPR004088 (G3DSA:3.30.1370.GENE3D); PTHR10627 (PANTHER); PTHR10627:SF31 (PANTHER); IPR004088 (PROSITE_PROFILES); IPR004088 (SUPERFAMILY)
	F:GO:0003676; F:GO:0003723
	F:nucleic acid binding; F:RNA binding

	LIBEST_027762_contig361
	ribosomal protein s3a
	856
	1.20E-155
	4
	C:GO:0022627; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:cytosolic small ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001593 (PFAM); PTHR11830 (PANTHER); IPR018281 (PROSITE_PATTERNS); IPR027500 (HAMAP)
	C:GO:0005622; P:GO:0006412; C:GO:0005840; F:GO:0003735
	C:intracellular; P:translation; C:ribosome; F:structural constituent of ribosome

	LIBEST_027762_contig871
	proteasome subunit beta type-3
	799
	5.90E-150
	5
	C:GO:0005634; C:GO:0005737; C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:nucleus; C:cytoplasm; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); PTHR11599 (PANTHER); PTHR11599:SF62 (PANTHER); IPR016050 (PROSITE_PATTERNS); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0051603; C:GO:0005839; F:GO:0004298; F:GO:0004175
	P:proteolysis involved in cellular protein catabolic process; C:proteasome core complex; F:threonine-type endopeptidase activity; F:endopeptidase activity

	gi|399120549|gb|JK787885.1|JK787885
	proteasome subunit beta type-6
	590
	1.90E-104
	5
	C:GO:0005634; C:GO:0005737; C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:nucleus; C:cytoplasm; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR001353 (PFAM); IPR029055 (G3DSA:3.60.20.GENE3D); PTHR11599:SF46 (PANTHER); PTHR11599 (PANTHER); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0051603; F:GO:0004298; C:GO:0005839
	P:proteolysis involved in cellular protein catabolic process; F:threonine-type endopeptidase activity; C:proteasome core complex

	gi|399121953|gb|JK788406.1|JK788406
	calreticulin precursor
	801
	2.90E-148
	5
	C:GO:0005788; F:GO:0005509; F:GO:0030246; F:GO:0051082; P:GO:0006457
	C:endoplasmic reticulum lumen; F:calcium ion binding; F:carbohydrate binding; F:unfolded protein binding; P:protein folding
	-
	-
	IPR001580 (PRINTS); IPR013320 (G3DSA:2.60.120.GENE3D); IPR001580 (PFAM); IPR001580 (PANTHER); IPR018124 (PROSITE_PATTERNS); IPR018124 (PROSITE_PATTERNS); IPR018124 (PROSITE_PATTERNS); IPR018124 (PROSITE_PATTERNS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SignalP-TM (SIGNALP_GRAM_POSITIVE); IPR009033 (SUPERFAMILY); IPR013320 (SUPERFAMILY)
	P:GO:0006457; F:GO:0051082; C:GO:0005783; F:GO:0005509; F:GO:0005515
	P:protein folding; F:unfolded protein binding; C:endoplasmic reticulum; F:calcium ion binding; F:protein binding

	LIBEST_027762_contig482
	heat shock protein
	858
	1.60E-124
	0
	-
	-
	-
	-
	NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS)
	no GO terms
	no GO terms

	LIBEST_027762_contig327
	40s ribosomal protein s26
	489
	2.70E-77
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR000892 (PFAM); IPR000892 (PANTHER); IPR000892 (PROSITE_PATTERNS)
	P:GO:0006412; C:GO:0005840; F:GO:0003735; C:GO:0005622
	P:translation; C:ribosome; F:structural constituent of ribosome; C:intracellular

	gi|399118892|gb|JK786737.1|JK786737
	btb poz domain-containing protein kctd5
	908
	3.40E-150
	2
	F:GO:0005515; P:GO:0051260
	F:protein binding; P:protein homooligomerization
	-
	-
	IPR000210 (SMART); IPR003131 (PFAM); G3DSA:3.30.710.10 (GENE3D); PTHR14958 (PANTHER); PTHR14958:SF29 (PANTHER); IPR011333 (SUPERFAMILY)
	F:GO:0005515; P:GO:0051260
	F:protein binding; P:protein homooligomerization

	LIBEST_027762_contig872
	ribosomal protein l3
	964
	0.00E+00
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	G3DSA:4.10.960.10 (GENE3D); G3DSA:3.30.1430.10 (GENE3D); G3DSA:2.40.30.10 (GENE3D); IPR000597 (PFAM); PTHR11363 (PANTHER); IPR019926 (PROSITE_PATTERNS); IPR009000 (SUPERFAMILY)
	F:GO:0003735; C:GO:0005622; C:GO:0005840; P:GO:0006412
	F:structural constituent of ribosome; C:intracellular; C:ribosome; P:translation

	LIBEST_027762_contig671
	obg-like atpase 1
	1084
	0.00E+00
	7
	C:GO:0005737; F:GO:0005524; F:GO:0005525; F:GO:0016887; F:GO:0043022; F:GO:0043023; P:GO:0008152
	C:cytoplasm; F:ATP binding; F:GTP binding; F:ATPase activity; F:ribosome binding; F:ribosomal large subunit binding; P:metabolic process
	EC:3.6.1; EC:3.6.1.3; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR006073 (PRINTS); IPR006073 (PFAM); IPR004396 (TIGRFAM); IPR023192 (G3DSA:1.10.150.GENE3D); IPR027417 (G3DSA:3.40.50.GENE3D); IPR012675 (G3DSA:3.10.20.GENE3D); PTHR23305:SF11 (PANTHER); PTHR23305 (PANTHER); IPR031167 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	F:GO:0005525
	F:GTP binding

	LIBEST_027762_contig261
	ubiquitin-fold modifier-conjugating enzyme 1
	715
	3.90E-116
	0
	-
	-
	-
	-
	IPR014806 (PFAM); IPR014806 (PIRSF); IPR014806 (PANTHER); IPR016135 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399118864|gb|JK786709.1|JK786709
	replication factor c subunit 5
	865
	5.90E-177
	3
	F:GO:0003677; F:GO:0005524; P:GO:0006260
	F:DNA binding; F:ATP binding; P:DNA replication
	-
	-
	IPR003593 (SMART); IPR027417 (G3DSA:3.40.50.GENE3D); IPR003959 (PFAM); G3DSA:1.10.8.60 (GENE3D); PTHR11669:SF9 (PANTHER); PTHR11669 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	LIBEST_027762_contig333
	nuclease-sensitive element-binding protein 1 isoform x2
	804
	4.70E-05
	
	-
	-
	-
	-
	SIGNAL_PEPTIDE_C_REGION (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	gi|399121666|gb|JK785467.1|JK785467
	phosphate carrier mitochondrial-like
	686
	3.40E-104
	2
	C:GO:0016021; P:GO:0006810
	C:integral component of membrane; P:transport
	-
	-
	IPR023395 (G3DSA:1.50.40.GENE3D); IPR018108 (PFAM); PTHR24089:SF352 (PANTHER); PTHR24089 (PANTHER); IPR018108 (PROSITE_PROFILES); IPR018108 (PROSITE_PROFILES); IPR023395 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399122722|gb|JK789175.1|JK789175
	fructose- -bisphosphatase 1
	615
	3.90E-118
	8
	F:GO:0042132; P:GO:0006000; P:GO:0006013; P:GO:0006094; P:GO:0006096; P:GO:0006098; P:GO:0006470; P:GO:0015976
	F:fructose 1,6-bisphosphate 1-phosphatase activity; P:fructose metabolic process; P:mannose metabolic process; P:gluconeogenesis; P:glycolytic process; P:pentose-phosphate shunt; P:protein dephosphorylation; P:carbon utilization
	EC:3.1; EC:3.1.3.23; EC:3.1.3.11; EC:3.1.3.41
	(3.1) Acting on ester bonds; (3.1) Acting on ester bonds; (3.1) Acting on ester bonds; (3.1) Acting on ester bonds
	IPR028343 (PRINTS); IPR000146 (PFAM); G3DSA:3.30.540.10 (GENE3D); IPR000146 (PANTHER); SignalP-noTM (SIGNALP_EUK); SSF56655 (SUPERFAMILY); TMhelix (TMHMM)
	F:GO:0042578; P:GO:0005975; F:GO:0042132
	F:phosphoric ester hydrolase activity; P:carbohydrate metabolic process; F:fructose 1,6-bisphosphate 1-phosphatase activity

	gi|399120353|gb|JK787689.1|JK787689
	probable phospholipid hydroperoxide glutathione peroxidase
	997
	8.60E-140
	5
	F:GO:0004602; P:GO:0006979; P:GO:0055114; P:GO:0006749; P:GO:0006804
	F:glutathione peroxidase activity; P:response to oxidative stress; P:oxidation-reduction process; P:glutathione metabolic process; P:obsolete peroxidase reaction
	EC:1.11.1.9; EC:1.11.1.7
	(1.1) Acting on the CH-OH group of donors; (1.1) Acting on the CH-OH group of donors
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027762_contig799
	60s ribosomal protein l6
	1028
	2.30E-123
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR014722 (G3DSA:2.30.30.GENE3D); IPR000915 (PFAM); IPR005568 (PFAM); PTHR10715:SF0 (PANTHER); IPR000915 (PANTHER); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); IPR008991 (SUPERFAMILY)
	C:GO:0005840; P:GO:0006412; C:GO:0005622; F:GO:0003735
	C:ribosome; P:translation; C:intracellular; F:structural constituent of ribosome

	LIBEST_027762_contig596
	activated c kinase 1 receptor
	721
	1.20E-152
	3
	F:GO:0005515; F:GO:0016301; P:GO:0016310
	F:protein binding; F:kinase activity; P:phosphorylation
	-
	-
	IPR020472 (PRINTS); IPR001680 (SMART); IPR001680 (PFAM); IPR015943 (G3DSA:2.130.10.GENE3D); PTHR19868 (PANTHER); PTHR19868:SF0 (PANTHER); IPR019775 (PROSITE_PATTERNS); IPR019775 (PROSITE_PATTERNS); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR017986 (PROSITE_PROFILES); IPR017986 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	gi|399118847|gb|JK786692.1|JK786692
	transcription factor 2b
	985
	3.60E-128
	
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|399122515|gb|JK788968.1|JK788968
	ump-cmp kinase
	806
	3.10E-122
	8
	C:GO:0005634; C:GO:0005737; F:GO:0004127; F:GO:0005524; F:GO:0009041; P:GO:0006207; P:GO:0006221; P:GO:0046939
	C:nucleus; C:cytoplasm; F:cytidylate kinase activity; F:ATP binding; F:uridylate kinase activity; P:'de novo' pyrimidine nucleobase biosynthetic process; P:pyrimidine nucleotide biosynthetic process; P:nucleotide phosphorylation
	EC:2.7.4; EC:2.7.4.14
	(2.7) Transferring phosphorus-containing groups; (2.7) Transferring phosphorus-containing groups
	IPR000850 (PRINTS); PF00406 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR23359:SF107 (PANTHER); IPR000850 (PANTHER); IPR000850 (PROSITE_PATTERNS); IPR000850 (HAMAP); IPR027417 (SUPERFAMILY)
	F:GO:0019205; F:GO:0005524; P:GO:0006139
	F:nucleobase-containing compound kinase activity; F:ATP binding; P:nucleobase-containing compound metabolic process

	LIBEST_027762_contig70
	nadh dehydrogenase
	897
	3.80E-167
	4
	F:GO:0016491; F:GO:0046872; F:GO:0051537; P:GO:0055114
	F:oxidoreductase activity; F:metal ion binding; F:2 iron, 2 sulfur cluster binding; P:oxidation-reduction process
	-
	-
	IPR002023 (TIGRFAM); PF01257 (PFAM); IPR012336 (G3DSA:3.40.30.GENE3D); PTHR10371:SF3 (PANTHER); PTHR10371 (PANTHER); IPR012336 (SUPERFAMILY)
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process

	LIBEST_027762_contig931
	protein catecholamines up
	1478
	5.40E-88
	4
	C:GO:0016020; F:GO:0046873; P:GO:0030001; P:GO:0055085
	C:membrane; F:metal ion transmembrane transporter activity; P:metal ion transport; P:transmembrane transport
	-
	-
	IPR003689 (PFAM); PTHR16950:SF19 (PANTHER); PTHR16950 (PANTHER); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	P:GO:0030001; C:GO:0016020; P:GO:0055085; F:GO:0046873
	P:metal ion transport; C:membrane; P:transmembrane transport; F:metal ion transmembrane transporter activity

	LIBEST_027762_contig521
	ribosomal protein l18a
	675
	3.70E-127
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027762_contig153
	thymosin isoform 1
	908
	2.30E-101
	2
	F:GO:0003785; P:GO:0007015
	F:actin monomer binding; P:actin filament organization
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|399123797|gb|JK786259.1|JK786259
	golgi reassembly-stacking protein 2
	832
	5.40E-144
	1
	F:GO:0005515
	F:protein binding
	-
	-
	IPR024958 (PFAM); IPR001478 (G3DSA:2.30.42.GENE3D); IPR007583 (PANTHER); IPR001478 (SUPERFAMILY); IPR001478 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	gi|399121742|gb|JK785543.1|JK785543
	atpase asna1 homolog
	740
	3.30E-146
	2
	F:GO:0005524; F:GO:0016887
	F:ATP binding; F:ATPase activity
	-
	-
	IPR025723 (PFAM); IPR016300 (TIGRFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR10803:SF3 (PANTHER); IPR016300 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0016887; F:GO:0005524
	F:ATPase activity; F:ATP binding

	LIBEST_027762_contig557
	gb
	560
	6.00E-82
	5
	C:GO:0005840; F:GO:0000166; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:nucleotide binding; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	gi|399123524|gb|JK785986.1|JK785986
	#NAME?
	585
	1.10E-121
	3
	F:GO:0003824; F:GO:0043169; P:GO:0005975
	F:catalytic activity; F:cation binding; P:carbohydrate metabolic process
	-
	-
	IPR013781 (G3DSA:3.20.20.GENE3D); IPR006048 (PFAM); IPR015902 (PANTHER); PTHR10357:SF146 (PANTHER); IPR017853 (SUPERFAMILY)
	P:GO:0005975; F:GO:0003824; F:GO:0043169
	P:carbohydrate metabolic process; F:catalytic activity; F:cation binding

	LIBEST_027762_contig651
	nadh-ubiquinone oxidoreductase subunit 8-like
	819
	1.60E-157
	4
	C:GO:0016020; F:GO:0016651; F:GO:0051539; P:GO:0055114
	C:membrane; F:oxidoreductase activity, acting on NAD(P)H; F:4 iron, 4 sulfur cluster binding; P:oxidation-reduction process
	-
	-
	IPR010226 (TIGRFAM); G3DSA:1.10.1060.10 (GENE3D); IPR017896 (PFAM); PTHR10849 (PANTHER); PTHR10849:SF18 (PANTHER); IPR017900 (PROSITE_PATTERNS); IPR017900 (PROSITE_PATTERNS); IPR017896 (PROSITE_PROFILES); IPR010226 (HAMAP); IPR017896 (PROSITE_PROFILES); SignalP-TM (SIGNALP_GRAM_POSITIVE); SSF54862 (SUPERFAMILY)
	P:GO:0055114; F:GO:0051539; C:GO:0016020; F:GO:0016651
	P:oxidation-reduction process; F:4 iron, 4 sulfur cluster binding; C:membrane; F:oxidoreductase activity, acting on NAD(P)H

	LIBEST_027762_contig518
	26s proteasome non-atpase regulatory subunit 14
	935
	2.40E-150
	2
	C:GO:0000502; F:GO:0005515
	C:proteasome complex; F:protein binding
	-
	-
	IPR000555 (SMART); IPR000555 (PFAM); G3DSA:3.40.140.10 (GENE3D); PTHR10410:SF5 (PANTHER); PTHR10410 (PANTHER); SSF102712 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	gi|399122320|gb|JK788773.1|JK788773
	rabenosyn-5
	843
	3.20E-130
	1
	F:GO:0046872
	F:metal ion binding
	-
	-
	SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK)
	no GO terms
	no GO terms

	LIBEST_027762_contig839
	protein yipf6
	955
	3.40E-137
	1
	C:GO:0016021
	C:integral component of membrane
	-
	-
	IPR006977 (PFAM); PTHR21236 (PANTHER); PTHR21236:SF1 (PANTHER); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0016020
	C:membrane

	gi|399120275|gb|JK787611.1|JK787611
	trna-splicing ligase homolog
	742
	3.00E-140
	2
	F:GO:0008452; P:GO:0006396
	F:RNA ligase activity; P:RNA processing
	-
	-
	IPR001233 (PFAM); IPR001233 (PANTHER); IPR001233 (PROSITE_PATTERNS); IPR001233 (SUPERFAMILY)
	F:GO:0008452; P:GO:0006396
	F:RNA ligase activity; P:RNA processing

	gi|399121199|gb|JK785000.1|JK785000
	replication protein a 70 kda dna-binding subunit
	587
	1.80E-56
	
	-
	-
	-
	-
	IPR013955 (PFAM); IPR012340 (G3DSA:2.40.50.GENE3D); PTHR23273:SF6 (PANTHER); PTHR23273 (PANTHER); IPR012340 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399120392|gb|JK787728.1|JK787728
	chitinase-like protein en03
	557
	1.10E-92
	4
	F:GO:0004568; P:GO:0005975; P:GO:0006032; P:GO:0016998
	F:chitinase activity; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	EC:3.2.1.14
	(3.2) Glycosylases
	IPR013781 (G3DSA:3.20.20.GENE3D); IPR001223 (PFAM); PTHR11177:SF211 (PANTHER); PTHR11177 (PANTHER); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_GRAM_NEGATIVE); SignalP-noTM (SIGNALP_EUK); IPR017853 (SUPERFAMILY); TMhelix (TMHMM)
	P:GO:0005975; F:GO:0004553
	P:carbohydrate metabolic process; F:hydrolase activity, hydrolyzing O-glycosyl compounds

	LIBEST_027762_contig693
	t-complex protein 1 subunit zeta
	593
	9.80E-68
	4
	C:GO:0005737; F:GO:0005524; F:GO:0051082; P:GO:0006457
	C:cytoplasm; F:ATP binding; F:unfolded protein binding; P:protein folding
	-
	-
	IPR017998 (PRINTS); IPR027413 (G3DSA:1.10.560.GENE3D); IPR002423 (PFAM); PTHR11353 (PANTHER); PTHR11353:SF58 (PANTHER); IPR002194 (PROSITE_PATTERNS); IPR002194 (PROSITE_PATTERNS); IPR002194 (PROSITE_PATTERNS); SSF48592 (SUPERFAMILY)
	F:GO:0005524; P:GO:0006457; F:GO:0051082
	F:ATP binding; P:protein folding; F:unfolded protein binding

	LIBEST_027762_contig520
	28s ribosomal protein mitochondrial
	650
	1.50E-68
	2
	C:GO:0005739; C:GO:0005840
	C:mitochondrion; C:ribosome
	-
	-
	IPR013219 (PFAM); PTHR13362 (PANTHER); PTHR13362:SF2 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027762_contig783
	60s ribosomal protein l28
	553
	3.30E-73
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR029004 (PFAM); IPR002672 (PANTHER)
	F:GO:0003735; C:GO:0005622; P:GO:0006412; C:GO:0005840
	F:structural constituent of ribosome; C:intracellular; P:translation; C:ribosome

	LIBEST_027762_contig836
	protein mak16 homolog a
	601
	3.20E-103
	
	-
	-
	-
	-
	IPR029004 (PFAM); PTHR23405:SF4 (PANTHER); PTHR23405 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027762_contig87
	adenylosuccinate lyase
	838
	1.40E-168
	7
	F:GO:0004018; F:GO:0070626; P:GO:0006144; P:GO:0006189; P:GO:0006522; P:GO:0006531; P:GO:0044208
	F:N6-(1,2-dicarboxyethyl)AMP AMP-lyase (fumarate-forming) activity; F:(S)-2-(5-amino-1-(5-phospho-D-ribosyl)imidazole-4-carboxamido)succinate AMP-lyase (fumarate-forming) activity; P:purine nucleobase metabolic process; P:'de novo' IMP biosynthetic process; P:alanine metabolic process; P:aspartate metabolic process; P:'de novo' AMP biosynthetic process
	EC:4.3.2.2
	(4.3) Carbon-nitrogen lyases
	G3DSA:1.20.200.10 (GENE3D); IPR022761 (PFAM); IPR024083 (G3DSA:1.10.275.GENE3D); IPR000362 (PANTHER); PTHR11444:SF2 (PANTHER); IPR008948 (SUPERFAMILY)
	F:GO:0003824
	F:catalytic activity

	LIBEST_027762_contig98
	atp synthase subunit mitochondrial
	547
	1.10E-69
	
	-
	-
	-
	-
	IPR019344 (PFAM); PTHR13080:SF0 (PANTHER); IPR019344 (PANTHER); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM)
	no GO terms
	no GO terms

	gi|399118805|gb|JK786650.1|JK786650
	mediator of rna polymerase ii transcription subunit 10
	828
	3.40E-89
	3
	C:GO:0016592; F:GO:0001104; P:GO:0006357
	C:mediator complex; F:RNA polymerase II transcription cofactor activity; P:regulation of transcription from RNA polymerase II promoter
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|399121006|gb|JK784807.1|JK784807
	h aca ribonucleoprotein complex subunit 4
	613
	1.30E-95
	2
	F:GO:0003723; P:GO:0006396
	F:RNA binding; P:RNA processing
	-
	-
	IPR002478 (SMART); IPR002478 (PFAM); IPR015947 (G3DSA:2.30.130.GENE3D); IPR004521 (TIGRFAM); IPR004802 (PANTHER); IPR002478 (PROSITE_PROFILES); IPR015947 (SUPERFAMILY)
	F:GO:0003723; P:GO:0006396
	F:RNA binding; P:RNA processing

	gi|399122599|gb|JK789052.1|JK789052
	deoxyuridine 5 -triphosphate nucleotidohydrolase
	673
	1.00E-84
	3
	F:GO:0004170; P:GO:0006206; P:GO:0046080
	F:dUTP diphosphatase activity; P:pyrimidine nucleobase metabolic process; P:dUTP metabolic process
	EC:3.6.1.23; EC:3.6.1; EC:3.6.1.19
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR008181 (TIGRFAM); IPR008180 (PFAM); IPR029054 (G3DSA:2.70.40.GENE3D); PTHR11241 (PANTHER); PTHR11241:SF6 (PANTHER); IPR029054 (SUPERFAMILY)
	F:GO:0004170; P:GO:0046080; F:GO:0016787
	F:dUTP diphosphatase activity; P:dUTP metabolic process; F:hydrolase activity

	LIBEST_027762_contig936
	40s ribosomal protein s5
	783
	4.50E-157
	5
	C:GO:0015935; F:GO:0003723; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:small ribosomal subunit; F:RNA binding; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR023798 (G3DSA:1.10.455.GENE3D); IPR000235 (PIRSF); IPR005716 (TIGRFAM); IPR023798 (PFAM); IPR000235 (PANTHER); IPR020606 (PROSITE_PATTERNS); IPR023798 (SUPERFAMILY)
	P:GO:0006412; C:GO:0015935; F:GO:0003735; F:GO:0003723
	P:translation; C:small ribosomal subunit; F:structural constituent of ribosome; F:RNA binding

	LIBEST_027762_contig882
	triosephosphate isomerase
	940
	2.80E-152
	9
	F:GO:0004807; P:GO:0006000; P:GO:0006013; P:GO:0006020; P:GO:0006094; P:GO:0006096; P:GO:0006098; P:GO:0015976; P:GO:0046486
	F:triose-phosphate isomerase activity; P:fructose metabolic process; P:mannose metabolic process; P:inositol metabolic process; P:gluconeogenesis; P:glycolytic process; P:pentose-phosphate shunt; P:carbon utilization; P:glycerolipid metabolic process
	EC:5.3.1.1
	(5.3) Intramolecular oxidoreductases
	IPR013785 (G3DSA:3.20.20.GENE3D); IPR000652 (TIGRFAM); IPR000652 (PFAM); IPR000652 (PANTHER); IPR020861 (PROSITE_PATTERNS); IPR022896 (HAMAP); IPR000652 (PROSITE_PROFILES); IPR000652 (SUPERFAMILY)
	F:GO:0003824; F:GO:0004807; P:GO:0008152; P:GO:0006096
	F:catalytic activity; F:triose-phosphate isomerase activity; P:metabolic process; P:glycolytic process

	gi|399120859|gb|JK788195.1|JK788195
	pyruvate kinase
	864
	2.80E-164
	8
	F:GO:0000287; F:GO:0004743; F:GO:0016301; F:GO:0030955; P:GO:0006094; P:GO:0006096; P:GO:0006144; P:GO:0015976
	F:magnesium ion binding; F:pyruvate kinase activity; F:kinase activity; F:potassium ion binding; P:gluconeogenesis; P:glycolytic process; P:purine nucleobase metabolic process; P:carbon utilization
	EC:2.7.1.40
	(2.7) Transferring phosphorus-containing groups
	IPR001697 (PRINTS); IPR015813 (G3DSA:3.20.20.GENE3D); IPR015806 (G3DSA:2.40.33.GENE3D); IPR015793 (PFAM); PTHR11817:SF37 (PANTHER); IPR001697 (PANTHER); IPR011037 (SUPERFAMILY); IPR015813 (SUPERFAMILY)
	F:GO:0004743; P:GO:0006096; F:GO:0000287; F:GO:0030955; F:GO:0003824
	F:pyruvate kinase activity; P:glycolytic process; F:magnesium ion binding; F:potassium ion binding; F:catalytic activity

	LIBEST_027762_contig65
	60s ribosomal protein l44
	402
	2.30E-52
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR000552 (PFAM); IPR000552 (G3DSA:3.10.450.GENE3D); PTHR10369:SF3 (PANTHER); IPR000552 (PANTHER); IPR000552 (PROSITE_PATTERNS); IPR000552 (PRODOM); IPR011332 (SUPERFAMILY)
	C:GO:0005622; C:GO:0005840; F:GO:0003735; P:GO:0006412
	C:intracellular; C:ribosome; F:structural constituent of ribosome; P:translation

	LIBEST_027762_contig355
	electron transfer flavoprotein subunit mitochondrial
	1215
	0.00E+00
	3
	F:GO:0009055; F:GO:0050660; P:GO:0006118
	F:electron carrier activity; F:flavin adenine dinucleotide binding; P:obsolete electron transport
	-
	-
	IPR014730 (SMART); IPR014730 (PFAM); IPR014729 (G3DSA:3.40.50.GENE3D); IPR014731 (PFAM); IPR029035 (G3DSA:3.40.50.GENE3D); IPR001308 (PIRSF); PTHR10909 (PANTHER); PTHR10909:SF299 (PANTHER); SSF52402 (SUPERFAMILY); IPR029035 (SUPERFAMILY)
	F:GO:0050660; F:GO:0009055
	F:flavin adenine dinucleotide binding; F:electron carrier activity

	gi|399118846|gb|JK786691.1|JK786691
	vacuolar-sorting protein snf8
	718
	3.50E-138
	
	-
	-
	-
	-
	Coil (COILS); IPR016689 (PIRSF); IPR007286 (PFAM); IPR011991 (G3DSA:1.10.10.GENE3D); IPR007286 (PANTHER); PTHR12806:SF0 (PANTHER); SSF46785 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027762_contig696
	thiolase 4
	697
	3.40E-127
	2
	F:GO:0016747; P:GO:0008152
	F:transferase activity, transferring acyl groups other than amino-acyl groups; P:metabolic process
	-
	-
	IPR016039 (G3DSA:3.40.47.GENE3D); IPR020616 (PFAM); IPR016039 (G3DSA:3.40.47.GENE3D); PTHR18919:SF107 (PANTHER); PTHR18919 (PANTHER); IPR020615 (PROSITE_PATTERNS); IPR016039 (SUPERFAMILY)
	P:GO:0008152; F:GO:0003824; F:GO:0016747
	P:metabolic process; F:catalytic activity; F:transferase activity, transferring acyl groups other than amino-acyl groups

	LIBEST_027762_contig904
	non-histone chromosome protein 2
	775
	8.30E-85
	5
	C:GO:0005730; C:GO:0005840; F:GO:0003723; F:GO:0008270; P:GO:0042254
	C:nucleolus; C:ribosome; F:RNA binding; F:zinc ion binding; P:ribosome biogenesis
	-
	-
	IPR002415 (PRINTS); IPR018492 (PRINTS); IPR004038 (PFAM); IPR029064 (G3DSA:3.30.1330.GENE3D); PTHR23105:SF49 (PANTHER); PTHR23105 (PANTHER); IPR004037 (PROSITE_PATTERNS); IPR029064 (SUPERFAMILY)
	C:GO:0005730; F:GO:0003723; P:GO:0042254; C:GO:0030529
	C:nucleolus; F:RNA binding; P:ribosome biogenesis; C:ribonucleoprotein complex

	gi|399119549|gb|JK787394.1|JK787394
	probable phosphoserine aminotransferase
	852
	2.90E-156
	5
	F:GO:0004648; P:GO:0006544; P:GO:0006564; P:GO:0006566; P:GO:0042816
	F:O-phospho-L-serine:2-oxoglutarate aminotransferase activity; P:glycine metabolic process; P:L-serine biosynthetic process; P:threonine metabolic process; P:vitamin B6 metabolic process
	EC:2.6.1.52
	(2.6) Transferring nitrogenous groups
	IPR015421 (G3DSA:3.40.640.GENE3D); IPR000192 (PFAM); PTHR21152:SF1 (PANTHER); PTHR21152 (PANTHER); IPR015424 (SUPERFAMILY)
	F:GO:0003824
	F:catalytic activity

	LIBEST_027762_contig257
	aminoacylase-1-like isoform x1
	880
	4.10E-179
	7
	C:GO:0005737; F:GO:0004046; F:GO:0008237; F:GO:0046872; P:GO:0000051; P:GO:0006508; P:GO:0006520
	C:cytoplasm; F:aminoacylase activity; F:metallopeptidase activity; F:metal ion binding; P:obsolete urea cycle intermediate metabolic process; P:proteolysis; P:cellular amino acid metabolic process
	EC:3.5.1.14
	(3.5) Acting on carbon-nitrogen bonds, other than peptide bonds
	IPR010159 (PIRSF); IPR010159 (TIGRFAM); G3DSA:3.40.630.10 (GENE3D); IPR011650 (G3DSA:3.30.70.GENE3D); IPR011650 (PFAM); IPR002933 (PFAM); PTHR11014 (PANTHER); PTHR11014:SF106 (PANTHER); IPR001261 (PROSITE_PATTERNS); IPR001261 (PROSITE_PATTERNS); IPR011650 (SUPERFAMILY); SSF53187 (SUPERFAMILY)
	F:GO:0004046; P:GO:0006520; C:GO:0005737; F:GO:0016787; P:GO:0008152; P:GO:0006508; F:GO:0008237
	F:aminoacylase activity; P:cellular amino acid metabolic process; C:cytoplasm; F:hydrolase activity; P:metabolic process; P:proteolysis; F:metallopeptidase activity

	gi|399122271|gb|JK788724.1|JK788724
	minor histocompatibility antigen h13
	668
	4.70E-122
	3
	C:GO:0016021; F:GO:0004190; P:GO:0006508
	C:integral component of membrane; F:aspartic-type endopeptidase activity; P:proteolysis
	EC:3.4.23
	(3.4) Acting on peptide bonds (peptidases)
	Coil (COILS); IPR007369 (PFAM); IPR007369 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0016021; F:GO:0004190
	C:integral component of membrane; F:aspartic-type endopeptidase activity

	gi|399121544|gb|JK785345.1|JK785345
	coiled-coil domain-containing protein 94
	815
	2.60E-106
	
	-
	-
	-
	-
	Coil (COILS); Coil (COILS); IPR007590 (PFAM); IPR007590 (PANTHER); PTHR12111:SF1 (PANTHER)
	no GO terms
	no GO terms

	gi|399123304|gb|JK785766.1|JK785766
	60s ribosomal protein l10a
	738
	8.20E-140
	5
	C:GO:0015934; F:GO:0003723; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:large ribosomal subunit; F:RNA binding; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR016094 (G3DSA:3.30.190.GENE3D); IPR002143 (PIRSF); IPR016095 (G3DSA:3.40.50.GENE3D); IPR028364 (PFAM); PTHR23105:SF54 (PANTHER); PTHR23105 (PANTHER); IPR023674 (SUPERFAMILY)
	F:GO:0003723; P:GO:0006412; C:GO:0015934; F:GO:0003735
	F:RNA binding; P:translation; C:large ribosomal subunit; F:structural constituent of ribosome

	gi|399121969|gb|JK788422.1|JK788422
	gelsolin precursor
	519
	3.00E-70
	1
	F:GO:0003779
	F:actin binding
	-
	-
	IPR007122 (PRINTS); IPR007122 (SMART); IPR007123 (PFAM); IPR029006 (G3DSA:3.40.20.GENE3D); IPR007122 (PANTHER); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK); SignalP-TM (SIGNALP_GRAM_POSITIVE); SSF55753 (SUPERFAMILY)
	F:GO:0003779
	F:actin binding

	gi|399124464|gb|JK789578.1|JK789578
	heat shock 70 kda protein cognate 4
	779
	1.70E-155
	2
	C:GO:0005634; F:GO:0005524
	C:nucleus; F:ATP binding
	-
	-
	IPR013126 (PRINTS); G3DSA:3.30.420.40 (GENE3D); IPR013126 (PFAM); G3DSA:3.30.30.30 (GENE3D); G3DSA:3.30.420.40 (GENE3D); PTHR19375 (PANTHER); PTHR19375:SF216 (PANTHER); IPR018181 (PROSITE_PATTERNS); IPR018181 (PROSITE_PATTERNS); SSF53067 (SUPERFAMILY); SSF53067 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027762_contig622
	protein kti12 homolog
	947
	1.60E-169
	
	-
	-
	-
	-
	IPR013641 (PFAM); PTHR12435 (PANTHER); PTHR12435:SF2 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027762_contig288
	mannose-p-dolichol utilization defect 1 protein homolog
	968
	2.00E-118
	
	-
	-
	-
	-
	IPR006603 (SMART); IPR016817 (PIRSF); IPR006603 (PFAM); PTHR12226:SF2 (PANTHER); IPR016817 (PANTHER); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027762_contig763
	actin-related protein 2 3 complex subunit 5
	814
	4.50E-104
	2
	C:GO:0005885; P:GO:0034314
	C:Arp2/3 protein complex; P:Arp2/3 complex-mediated actin nucleation
	-
	-
	IPR006789 (PFAM); IPR006789 (PIRSF); IPR006789 (G3DSA:1.25.40.GENE3D); IPR006789 (PANTHER); IPR006789 (SUPERFAMILY)
	P:GO:0034314; C:GO:0015629; C:GO:0005885; P:GO:0030833
	P:Arp2/3 complex-mediated actin nucleation; C:actin cytoskeleton; C:Arp2/3 protein complex; P:regulation of actin filament polymerization

	LIBEST_027762_contig536
	atp synthase subunit mitochondrial
	841
	7.70E-128
	3
	F:GO:0046933; P:GO:0015986; C:GO:0045259
	F:proton-transporting ATP synthase activity, rotational mechanism; P:ATP synthesis coupled proton transport; C:proton-transporting ATP synthase complex
	EC:3.6.1; EC:3.6.1.3; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	Coil (COILS); Coil (COILS); IPR000711 (PRINTS); IPR000711 (PFAM); IPR026015 (G3DSA:1.10.520.GENE3D); IPR000711 (TIGRFAM); IPR000711 (PANTHER); PTHR11910:SF1 (PANTHER); IPR026015 (SUPERFAMILY)
	F:GO:0046933; P:GO:0015986
	F:proton-transporting ATP synthase activity, rotational mechanism; P:ATP synthesis coupled proton transport

	LIBEST_027762_contig661
	uroporphyrinogen decarboxylase
	968
	7.60E-160
	2
	F:GO:0004853; P:GO:0006779
	F:uroporphyrinogen decarboxylase activity; P:porphyrin-containing compound biosynthetic process
	-
	-
	IPR000257 (PFAM); IPR006361 (TIGRFAM); G3DSA:3.20.20.210 (GENE3D); PTHR21091 (PANTHER); PTHR21091:SF2 (PANTHER); IPR000257 (PROSITE_PATTERNS); IPR000257 (PROSITE_PATTERNS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); SSF51726 (SUPERFAMILY); TMhelix (TMHMM)
	F:GO:0004853; P:GO:0006779
	F:uroporphyrinogen decarboxylase activity; P:porphyrin-containing compound biosynthetic process

	gi|399122055|gb|JK788508.1|JK788508
	protein canopy 4
	640
	1.20E-111
	
	-
	-
	-
	-
	IPR021852 (PFAM); PTHR15382 (PANTHER); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK)
	no GO terms
	no GO terms

	gi|399121225|gb|JK785026.1|JK785026
	protein frg1 homolog
	708
	2.00E-80
	
	-
	-
	-
	-
	G3DSA:2.80.10.50 (GENE3D); IPR010414 (PFAM); IPR010414 (PANTHER); IPR008999 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027762_contig271
	exosome complex component mtr3
	785
	1.70E-126
	
	-
	-
	-
	-
	IPR027408 (G3DSA:3.30.230.GENE3D); IPR001247 (PFAM); PTHR11953 (PANTHER); PTHR11953:SF2 (PANTHER); IPR020568 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399123945|gb|JK786407.1|JK786407
	probable rrna-processing protein ebp2 homolog
	806
	1.20E-131
	
	-
	-
	-
	-
	IPR008610 (PFAM); PTHR13028:SF0 (PANTHER); IPR008610 (PANTHER); IPR008610 (PANTHER); PTHR13028:SF0 (PANTHER)
	no GO terms
	no GO terms

	gi|399124010|gb|JK786472.1|JK786472
	aspartate--trna cytoplasmic
	854
	1.90E-179
	4
	C:GO:0005737; F:GO:0004815; F:GO:0005524; P:GO:0006422
	C:cytoplasm; F:aspartate-tRNA ligase activity; F:ATP binding; P:aspartyl-tRNA aminoacylation
	-
	-
	IPR002312 (PRINTS); IPR004364 (PFAM); G3DSA:3.30.930.10 (GENE3D); IPR018150 (PANTHER); IPR004523 (PTHR22594:PANTHER); IPR006195 (PROSITE_PROFILES); SSF55681 (SUPERFAMILY)
	P:GO:0006418; F:GO:0000166; F:GO:0005524; F:GO:0004812; P:GO:0006422; F:GO:0004815; C:GO:0005737
	P:tRNA aminoacylation for protein translation; F:nucleotide binding; F:ATP binding; F:aminoacyl-tRNA ligase activity; P:aspartyl-tRNA aminoacylation; F:aspartate-tRNA ligase activity; C:cytoplasm

	LIBEST_027762_contig779
	bifunctional methylenetetrahydrofolate dehydrogenase mitochondrial isoform x1
	845
	8.10E-141
	4
	F:GO:0004488; P:GO:0009396; P:GO:0046487; P:GO:0055114
	F:methylenetetrahydrofolate dehydrogenase (NADP+) activity; P:folic acid-containing compound biosynthetic process; P:glyoxylate metabolic process; P:oxidation-reduction process
	EC:1.5.1.5
	(1.5) Acting on the CH-NH group of donors
	IPR000672 (PRINTS); IPR020630 (PFAM); G3DSA:3.40.50.720 (GENE3D); IPR020631 (PFAM); G3DSA:3.40.192.10 (GENE3D); PTHR10025:SF41 (PANTHER); PTHR10025 (PANTHER); IPR020867 (PROSITE_PATTERNS); IPR016040 (SUPERFAMILY); SSF53223 (SUPERFAMILY)
	P:GO:0055114; F:GO:0004488; F:GO:0003824; P:GO:0009396
	P:oxidation-reduction process; F:methylenetetrahydrofolate dehydrogenase (NADP+) activity; F:catalytic activity; P:folic acid-containing compound biosynthetic process

	gi|399123275|gb|JK785737.1|JK785737
	---NA---
	560
	-
	
	-
	-
	-
	-
	SignalP-TM (SIGNALP_GRAM_POSITIVE)
	no GO terms
	no GO terms

	gi|399120667|gb|JK788003.1|JK788003
	methyltransferase-like protein 2
	851
	2.60E-122
	
	-
	-
	-
	-
	IPR029063 (G3DSA:3.40.50.GENE3D); IPR026113 (PIRSF); IPR013217 (PFAM); IPR026113 (PANTHER); IPR029063 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|399124532|gb|JK789646.1|JK789646
	translocon-associated protein subunit alpha
	917
	3.30E-64
	1
	C:GO:0005789
	C:endoplasmic reticulum membrane
	-
	-
	IPR005595 (PFAM); PTHR12924:SF0 (PANTHER); PTHR12924 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_EUK); SignalP-noTM (SIGNALP_GRAM_NEGATIVE)
	C:GO:0005789
	C:endoplasmic reticulum membrane

	LIBEST_027762_contig607
	28s ribosomal protein mitochondrial
	888
	9.20E-169
	
	-
	-
	-
	-
	IPR019349 (PFAM); PTHR13490 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027762_contig938
	mitochondrial import receptor subunit tom22 homolog isoform x1
	1135
	7.30E-80
	2
	C:GO:0005741; P:GO:0006886
	C:mitochondrial outer membrane; P:intracellular protein transport
	-
	-
	IPR005683 (PFAM); PTHR12504 (PANTHER); PTHR12504:SF0 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); PD033325 (PRODOM)
	P:GO:0006886; C:GO:0005741
	P:intracellular protein transport; C:mitochondrial outer membrane

	LIBEST_027762_contig802
	39s ribosomal protein mitochondrial
	930
	3.60E-134
	4
	C:GO:0005840; F:GO:0003735; F:GO:0019843; P:GO:0006412
	C:ribosome; F:structural constituent of ribosome; F:rRNA binding; P:translation
	-
	-
	IPR000114 (PRINTS); IPR016180 (PFAM); IPR016180 (G3DSA:3.90.1170.GENE3D); PTHR12220:SF13 (PANTHER); IPR000114 (PANTHER); IPR016180 (SUPERFAMILY)
	F:GO:0003735; F:GO:0019843; P:GO:0006412; C:GO:0005840
	F:structural constituent of ribosome; F:rRNA binding; P:translation; C:ribosome

	gi|399123866|gb|JK786328.1|JK786328
	ap-1 complex subunit mu-1
	902
	0.00E+00
	3
	C:GO:0030131; P:GO:0006886; P:GO:0016192
	C:clathrin adaptor complex; P:intracellular protein transport; P:vesicle-mediated transport
	-
	-
	IPR001392 (PRINTS); G3DSA:3.30.450.60 (GENE3D); IPR022775 (PFAM); IPR028565 (PFAM); G3DSA:2.60.40.1170 (GENE3D); PTHR10529:SF257 (PANTHER); PTHR10529 (PANTHER); IPR018240 (PROSITE_PATTERNS); IPR018240 (PROSITE_PATTERNS); IPR028565 (PROSITE_PROFILES); IPR028565 (SUPERFAMILY); IPR011012 (SUPERFAMILY)
	P:GO:0016192; P:GO:0006886; C:GO:0030131; P:GO:0006810
	P:vesicle-mediated transport; P:intracellular protein transport; C:clathrin adaptor complex; P:transport

	LIBEST_027762_contig646
	phosphoglycerate mutase 1
	946
	4.20E-159
	3
	F:GO:0004619; P:GO:0006094; P:GO:0006096
	F:phosphoglycerate mutase activity; P:gluconeogenesis; P:glycolytic process
	EC:5.4.2.1
	(5.4) Intramolecular transferases
	IPR013078 (SMART); IPR013078 (PFAM); IPR029033 (G3DSA:3.40.50.GENE3D); IPR005952 (TIGRFAM); IPR005952 (PANTHER); PTHR11931:SF15 (PANTHER); IPR001345 (PROSITE_PATTERNS); IPR005952 (HAMAP); IPR029033 (SUPERFAMILY)
	F:GO:0016868; P:GO:0006096; F:GO:0004619; F:GO:0003824; P:GO:0008152
	F:intramolecular transferase activity, phosphotransferases; P:glycolytic process; F:phosphoglycerate mutase activity; F:catalytic activity; P:metabolic process

	gi|399121043|gb|JK784844.1|JK784844
	ribosomal protein l37
	440
	4.20E-51
	6
	C:GO:0005840; F:GO:0003735; F:GO:0019843; F:GO:0046872; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; F:rRNA binding; F:metal ion binding; P:translation; P:ribosome biogenesis
	-
	-
	IPR011331 (G3DSA:2.20.25.GENE3D); IPR001569 (PFAM); PTHR10768 (PANTHER); IPR018267 (PROSITE_PATTERNS); IPR001569 (PRODOM); IPR001569 (HAMAP); IPR011332 (SUPERFAMILY)
	C:GO:0005840; P:GO:0006412; F:GO:0003735; C:GO:0005622
	C:ribosome; P:translation; F:structural constituent of ribosome; C:intracellular

	gi|399120906|gb|JK788242.1|JK788242
	u3 small nucleolar rna-associated protein 18 homolog
	828
	8.00E-104
	1
	F:GO:0005515
	F:protein binding
	-
	-
	Coil (COILS); IPR015943 (G3DSA:2.130.10.GENE3D); PTHR18359 (PANTHER); IPR017986 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	LIBEST_027762_contig624
	s-formylglutathione hydrolase
	1302
	1.90E-171
	3
	F:GO:0018738; P:GO:0046294; P:GO:0015947
	F:S-formylglutathione hydrolase activity; P:formaldehyde catabolic process; P:methane metabolic process
	EC:3.1.2.12
	(3.1) Acting on ester bonds
	IPR029058 (G3DSA:3.40.50.GENE3D); IPR000801 (PFAM); IPR014186 (TIGRFAM); IPR014186 (PANTHER); PTHR10061:SF0 (PANTHER); IPR029058 (SUPERFAMILY)
	F:GO:0018738; P:GO:0046294
	F:S-formylglutathione hydrolase activity; P:formaldehyde catabolic process

	LIBEST_027762_contig666
	ribosomal protein l22
	576
	6.60E-48
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR002671 (PFAM); IPR002671 (PANTHER)
	C:GO:0005840; C:GO:0005622; P:GO:0006412; F:GO:0003735
	C:ribosome; C:intracellular; P:translation; F:structural constituent of ribosome

	LIBEST_027762_contig359
	pyridoxine-5 -phosphate oxidase-like
	1215
	5.00E-156
	5
	F:GO:0004733; F:GO:0010181; P:GO:0008615; P:GO:0042823; P:GO:0055114
	F:pyridoxamine-phosphate oxidase activity; F:FMN binding; P:pyridoxine biosynthetic process; P:pyridoxal phosphate biosynthetic process; P:oxidation-reduction process
	EC:1.4.3.5
	(1.4) Acting on the CH-NH(2) group of donors
	IPR000659 (TIGRFAM); IPR011576 (PFAM); IPR012349 (G3DSA:2.30.110.GENE3D); IPR000659 (PIRSF); IPR019576 (PFAM); IPR000659 (PTHR10851:PANTHER); PTHR10851 (PANTHER); IPR019740 (PROSITE_PATTERNS); IPR012349 (SUPERFAMILY)
	P:GO:0008615; P:GO:0055114; F:GO:0004733; F:GO:0010181; F:GO:0016491; F:GO:0016638
	P:pyridoxine biosynthetic process; P:oxidation-reduction process; F:pyridoxamine-phosphate oxidase activity; F:FMN binding; F:oxidoreductase activity; F:oxidoreductase activity, acting on the CH-NH2 group of donors

	gi|399121584|gb|JK785385.1|JK785385
	lysosomal pro-x carboxypeptidase-like
	800
	5.00E-130
	2
	F:GO:0008236; P:GO:0006508
	F:serine-type peptidase activity; P:proteolysis
	-
	-
	IPR029058 (G3DSA:3.40.50.GENE3D); IPR008758 (PFAM); PTHR11010:SF38 (PANTHER); PTHR11010 (PANTHER); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SignalP-noTM (SIGNALP_EUK); IPR029058 (SUPERFAMILY)
	F:GO:0008236; P:GO:0006508
	F:serine-type peptidase activity; P:proteolysis

	gi|399124398|gb|JK789512.1|JK789512
	gpi transamidase component pig-t
	822
	6.70E-134
	2
	C:GO:0042765; P:GO:0016255
	C:GPI-anchor transamidase complex; P:attachment of GPI anchor to protein
	-
	-
	IPR007245 (PFAM); IPR007245 (PANTHER); PTHR12959:SF11 (PANTHER); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK)
	P:GO:0016255; C:GO:0042765
	P:attachment of GPI anchor to protein; C:GPI-anchor transamidase complex

	LIBEST_027762_contig610
	nadh dehydrogenase
	645
	5.70E-93
	3
	C:GO:0005743; C:GO:0070469; P:GO:0055114
	C:mitochondrial inner membrane; C:respiratory chain; P:oxidation-reduction process
	-
	-
	IPR019377 (PFAM); PTHR13094 (PANTHER); PTHR13094:SF1 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027762_contig922
	probable 39s ribosomal protein mitochondrial
	741
	7.50E-141
	3
	C:GO:0005840; F:GO:0003735; P:GO:0006412
	C:ribosome; F:structural constituent of ribosome; P:translation
	-
	-
	IPR014722 (G3DSA:2.30.30.GENE3D); IPR003256 (TIGRFAM); IPR003256 (PANTHER); IPR008991 (SUPERFAMILY)
	C:GO:0005840; P:GO:0006412; F:GO:0003735; C:GO:0005622
	C:ribosome; P:translation; F:structural constituent of ribosome; C:intracellular

	gi|399118848|gb|JK786693.1|JK786693
	gb
	678
	1.50E-60
	6
	C:GO:0000220; C:GO:0016021; C:GO:0033181; F:GO:0046961; P:GO:0006119; P:GO:0015991
	C:vacuolar proton-transporting V-type ATPase, V0 domain; C:integral component of membrane; C:plasma membrane proton-transporting V-type ATPase complex; F:proton-transporting ATPase activity, rotational mechanism; P:oxidative phosphorylation; P:ATP hydrolysis coupled proton transport
	EC:3.6.1; EC:3.6.1.3; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR002490 (PFAM); PTHR11629:SF61 (PANTHER); IPR002490 (PANTHER); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM)
	C:GO:0033179; P:GO:0015991; F:GO:0015078
	C:proton-transporting V-type ATPase, V0 domain; P:ATP hydrolysis coupled proton transport; F:hydrogen ion transmembrane transporter activity

	LIBEST_027762_contig398
	ribosomal protein l26
	541
	4.00E-75
	4
	C:GO:0015934; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:large ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR005824 (SMART); IPR005824 (PFAM); IPR005756 (TIGRFAM); IPR005756 (PFAM); IPR014722 (G3DSA:2.30.30.GENE3D); IPR005756 (PANTHER); IPR005825 (PROSITE_PATTERNS); IPR008991 (SUPERFAMILY)
	C:GO:0015934; P:GO:0006412; F:GO:0003735; C:GO:0005840; C:GO:0005622
	C:large ribosomal subunit; P:translation; F:structural constituent of ribosome; C:ribosome; C:intracellular

	gi|399121684|gb|JK785485.1|JK785485
	acylphosphatase-2 isoform x2
	642
	3.90E-54
	1
	F:GO:0003998
	F:acylphosphatase activity
	-
	-
	IPR020456 (PRINTS); IPR001792 (PFAM); G3DSA:3.30.70.100 (GENE3D); PTHR10029 (PANTHER); IPR017968 (PROSITE_PATTERNS); IPR017968 (PROSITE_PATTERNS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); IPR001792 (PROSITE_PROFILES); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_GRAM_NEGATIVE); IPR001792 (SUPERFAMILY)
	F:GO:0003998
	F:acylphosphatase activity

	gi|399124449|gb|JK789563.1|JK789563
	mutant cadherin
	422
	2.90E-52
	
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|399123230|gb|JK785692.1|JK785692
	cystathionine gamma-lyase
	791
	2.60E-134
	3
	F:GO:0016829; F:GO:0030170; P:GO:0008152
	F:lyase activity; F:pyridoxal phosphate binding; P:metabolic process
	-
	-
	IPR015421 (G3DSA:3.40.640.GENE3D); IPR000277 (PFAM); IPR000277 (PANTHER); PTHR11808:SF15 (PANTHER); IPR000277 (PROSITE_PATTERNS); IPR015424 (SUPERFAMILY)
	F:GO:0003824; F:GO:0030170
	F:catalytic activity; F:pyridoxal phosphate binding

	LIBEST_027762_contig644
	nadh dehydrogenase
	563
	1.10E-76
	
	-
	-
	-
	-
	IPR016488 (PIRSF); IPR008011 (PFAM); PTHR12964 (PANTHER); PTHR12964:SF0 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027762_contig664
	39s ribosomal protein mitochondrial
	895
	3.60E-139
	3
	C:GO:0005761; F:GO:0003735; P:GO:0006412
	C:mitochondrial ribosome; F:structural constituent of ribosome; P:translation
	-
	-
	IPR010729 (PFAM); IPR010729 (PANTHER); PTHR21183:SF18 (PANTHER)
	P:GO:0006412; F:GO:0003735; C:GO:0005761
	P:translation; F:structural constituent of ribosome; C:mitochondrial ribosome

	LIBEST_027762_contig753
	39s ribosomal protein mitochondrial
	823
	1.70E-82
	3
	C:GO:0005840; F:GO:0003735; P:GO:0006412
	C:ribosome; F:structural constituent of ribosome; P:translation
	-
	-
	IPR000456 (PFAM); IPR000456 (G3DSA:3.90.1030.GENE3D); PTHR14413:SF16 (PANTHER); IPR000456 (PANTHER); IPR000456 (SUPERFAMILY)
	F:GO:0003735; C:GO:0005840; C:GO:0005622; P:GO:0006412
	F:structural constituent of ribosome; C:ribosome; C:intracellular; P:translation

	LIBEST_027762_contig888
	cytochrome p450
	1123
	5.90E-105
	4
	F:GO:0005506; F:GO:0016705; F:GO:0020037; P:GO:0055114
	F:iron ion binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidation-reduction process
	-
	-
	IPR001128 (PFAM); IPR001128 (G3DSA:1.10.630.GENE3D); PTHR24292 (PANTHER); IPR001128 (SUPERFAMILY)
	F:GO:0016705; F:GO:0005506; F:GO:0020037; P:GO:0055114
	F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:iron ion binding; F:heme binding; P:oxidation-reduction process

	LIBEST_027762_contig166
	clone 205-like isoform x1
	797
	1.10E-180
	
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027762_contig620
	uncharacterized oxidoreductase tm_0325-like
	836
	4.90E-91
	2
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process
	-
	-
	IPR002347 (PRINTS); G3DSA:3.40.50.720 (GENE3D); IPR002198 (PFAM); PTHR24322 (PANTHER); PTHR24322:SF584 (PANTHER); IPR016040 (SUPERFAMILY)
	P:GO:0008152; F:GO:0016491
	P:metabolic process; F:oxidoreductase activity

	gi|399119317|gb|JK787162.1|JK787162
	ref
	781
	2.90E-120
	5
	C:GO:0005622; C:GO:0016020; F:GO:0005525; P:GO:0007264; P:GO:0015031
	C:intracellular; C:membrane; F:GTP binding; P:small GTPase mediated signal transduction; P:protein transport
	-
	-
	PR00449 (PRINTS); IPR003579 (SMART); IPR003578 (SMART); IPR020849 (SMART); IPR001806 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); IPR005225 (TIGRFAM); PTHR24072:SF176 (PANTHER); PTHR24072 (PANTHER); IPR003578 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	P:GO:0007264; F:GO:0005525; P:GO:0015031; C:GO:0005622; P:GO:0007165; C:GO:0016020
	P:small GTPase mediated signal transduction; F:GTP binding; P:protein transport; C:intracellular; P:signal transduction; C:membrane

	gi|399121223|gb|JK785024.1|JK785024
	maltase a1-like
	763
	8.90E-130
	3
	F:GO:0003824; F:GO:0043169; P:GO:0005975
	F:catalytic activity; F:cation binding; P:carbohydrate metabolic process
	-
	-
	IPR006589 (SMART); IPR013781 (G3DSA:3.20.20.GENE3D); IPR006047 (PFAM); PTHR10357:SF154 (PANTHER); IPR015902 (PANTHER); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK); IPR017853 (SUPERFAMILY)
	F:GO:0003824; P:GO:0005975; F:GO:0043169
	F:catalytic activity; P:carbohydrate metabolic process; F:cation binding

	LIBEST_027762_contig394
	aldose reductase
	852
	7.80E-150
	2
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process
	-
	-
	IPR020471 (PRINTS); IPR023210 (PFAM); IPR023210 (G3DSA:3.20.20.GENE3D); IPR020471 (PIRSF); IPR001395 (PANTHER); IPR018170 (PROSITE_PATTERNS); IPR018170 (PROSITE_PATTERNS); IPR018170 (PROSITE_PATTERNS); IPR023210 (SUPERFAMILY)
	P:GO:0055114; F:GO:0016491
	P:oxidation-reduction process; F:oxidoreductase activity

	gi|399121503|gb|JK785304.1|JK785304
	ribonucleoside-diphosphate reductase large subunit
	748
	7.80E-82
	2
	P:GO:0006260; P:GO:0055114
	P:DNA replication; P:oxidation-reduction process
	-
	-
	IPR000788 (PRINTS); IPR000788 (PFAM); G3DSA:3.20.70.20 (GENE3D); PTHR11573:SF6 (PANTHER); PTHR11573 (PANTHER); SSF51998 (SUPERFAMILY)
	P:GO:0006260; P:GO:0055114
	P:DNA replication; P:oxidation-reduction process

	gi|399120627|gb|JK787963.1|JK787963
	probable atp-dependent rna helicase ddx23
	864
	1.40E-173
	2
	F:GO:0003676; F:GO:0005524
	F:nucleic acid binding; F:ATP binding
	-
	-
	IPR001650 (SMART); IPR001650 (PFAM); IPR011545 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR24031 (PANTHER); IPR000629 (PROSITE_PATTERNS); IPR001650 (PROSITE_PROFILES); IPR014001 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	F:GO:0005524; F:GO:0003676
	F:ATP binding; F:nucleic acid binding

	LIBEST_027762_contig294
	glutathione s-transferase-like
	847
	1.60E-87
	2
	F:GO:0016740; P:GO:0008152
	F:transferase activity; P:metabolic process
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027842_contig33
	water dikinase
	1431
	0.00E+00
	3
	F:GO:0003824; F:GO:0005524; P:GO:0008152
	F:catalytic activity; F:ATP binding; P:metabolic process
	-
	-
	IPR010918 (PFAM); IPR016188 (PFAM); IPR010918 (G3DSA:3.90.650.GENE3D); IPR004536 (TIGRFAM); IPR016188 (G3DSA:3.30.1330.GENE3D); IPR004536 (PIRSF); PTHR10256 (PANTHER); IPR010918 (SUPERFAMILY); SSF55326 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	LIBEST_027842_contig294
	acyl- delta-9 desaturase
	1415
	0.00E+00
	
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027842_contig71
	atp-dependent rna helicase wm6
	1178
	0.00E+00
	4
	F:GO:0003676; F:GO:0004386; F:GO:0005524; P:GO:0008152
	F:nucleic acid binding; F:helicase activity; F:ATP binding; P:metabolic process
	EC:3.6.1; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR014001 (SMART); IPR027417 (G3DSA:3.40.50.GENE3D); IPR027417 (G3DSA:3.40.50.GENE3D); IPR001650 (PFAM); IPR011545 (PFAM); PTHR24031 (PANTHER); PTHR24031:SF212 (PANTHER); IPR001650 (PROSITE_PROFILES); IPR014001 (PROSITE_PROFILES); IPR014014 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY); IPR027417 (SUPERFAMILY)
	F:GO:0005524; F:GO:0003676
	F:ATP binding; F:nucleic acid binding

	LIBEST_027332_contig2459
	60 kda heat shock mitochondrial-like
	774
	8.60E-137
	1
	F:GO:0005524
	F:ATP binding
	-
	-
	IPR017998 (PRINTS); IPR002423 (PFAM); IPR027413 (G3DSA:1.10.560.GENE3D); PTHR11353:SF64 (PANTHER); PTHR11353 (PANTHER); SSF48592 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	gi|387836123|gb|JK827026.1|JK827026
	dnaj homolog subfamily b member 11
	800
	3.60E-144
	2
	F:GO:0051082; P:GO:0006457
	F:unfolded protein binding; P:protein folding
	-
	-
	IPR001623 (PRINTS); IPR001623 (SMART); IPR002939 (PFAM); G3DSA:2.60.260.20 (GENE3D); IPR001623 (PFAM); IPR001623 (G3DSA:1.10.287.GENE3D); PTHR24078:SF172 (PANTHER); PTHR24078 (PANTHER); IPR018253 (PROSITE_PATTERNS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); IPR001623 (PROSITE_PROFILES); IPR001623 (SUPERFAMILY); IPR008971 (SUPERFAMILY); TMhelix (TMHMM)
	P:GO:0006457; F:GO:0051082
	P:protein folding; F:unfolded protein binding

	LIBEST_027332_contig988
	peptidyl-prolyl cis-trans isomerase
	789
	4.50E-114
	3
	F:GO:0003755; P:GO:0000413; P:GO:0006457
	F:peptidyl-prolyl cis-trans isomerase activity; P:protein peptidyl-prolyl isomerization; P:protein folding
	EC:5.2.1.8
	(5.2) Cis-trans-isomerases
	IPR002130 (PRINTS); IPR024936 (PIRSF); IPR002130 (PFAM); IPR029000 (G3DSA:2.40.100.GENE3D); IPR024936 (PANTHER); IPR020892 (PROSITE_PATTERNS); IPR002130 (PROSITE_PROFILES); IPR029000 (SUPERFAMILY)
	P:GO:0006457; F:GO:0003755; P:GO:0000413
	P:protein folding; F:peptidyl-prolyl cis-trans isomerase activity; P:protein peptidyl-prolyl isomerization

	LIBEST_027332_contig1368
	translocon-associated protein subunit gamma
	883
	8.60E-97
	3
	C:GO:0005784; C:GO:0030176; P:GO:0006613
	C:Sec61 translocon complex; C:integral component of endoplasmic reticulum membrane; P:cotranslational protein targeting to membrane
	-
	-
	IPR009779 (PFAM); IPR009779 (PANTHER); PTHR13399:SF2 (PANTHER); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0005784; C:GO:0030176; P:GO:0006613
	C:Sec61 translocon complex; C:integral component of endoplasmic reticulum membrane; P:cotranslational protein targeting to membrane

	LIBEST_027332_contig1438
	prohibitin 2
	1274
	1.20E-176
	1
	C:GO:0016020
	C:membrane
	-
	-
	Coil (COILS); IPR000163 (PRINTS); IPR001107 (SMART); IPR001107 (PFAM); IPR000163 (PANTHER); SSF117892 (SUPERFAMILY)
	C:GO:0016020
	C:membrane

	gi|387835472|gb|JK826375.1|JK826375
	nedd8-conjugating enzyme ubc12
	800
	1.30E-131
	2
	F:GO:0016874; P:GO:0008152
	F:ligase activity; P:metabolic process
	-
	-
	SM00212 (SMART); IPR000608 (PFAM); IPR016135 (G3DSA:3.10.110.GENE3D); PTHR24067:SF39 (PANTHER); PTHR24067 (PANTHER); IPR023313 (PROSITE_PATTERNS); IPR000608 (PROSITE_PROFILES); IPR016135 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027332_contig2548
	actin-related protein 2 3 complex subunit 1a
	668
	3.80E-119
	3
	C:GO:0005885; F:GO:0005515; P:GO:0034314
	C:Arp2/3 protein complex; F:protein binding; P:Arp2/3 complex-mediated actin nucleation
	-
	-
	IPR001680 (SMART); IPR015943 (G3DSA:2.130.10.GENE3D); IPR017383 (PANTHER); IPR001680 (PROSITE_PROFILES); IPR017986 (PROSITE_PROFILES); IPR017986 (SUPERFAMILY)
	F:GO:0005515; C:GO:0015629; P:GO:0030833; P:GO:0034314; C:GO:0005885
	F:protein binding; C:actin cytoskeleton; P:regulation of actin filament polymerization; P:Arp2/3 complex-mediated actin nucleation; C:Arp2/3 protein complex

	LIBEST_027332_contig1616
	bifunctional arginine demethylase and lysyl-hydroxylase psr
	766
	2.40E-131
	
	-
	-
	-
	-
	G3DSA:2.60.120.650 (GENE3D); PF13621 (PFAM); PTHR12480 (PANTHER); PTHR12480:SF5 (PANTHER); IPR003347 (PROSITE_PROFILES); SSF51197 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_026085_contig9994
	cofilin actin-depolymerizing factor homolog
	1065
	2.60E-101
	3
	C:GO:0015629; F:GO:0003779; P:GO:0030042
	C:actin cytoskeleton; F:actin binding; P:actin filament depolymerization
	-
	-
	IPR002108 (SMART); IPR002108 (PFAM); IPR029006 (G3DSA:3.40.20.GENE3D); IPR017904 (PANTHER); IPR002108 (PROSITE_PROFILES); SSF55753 (SUPERFAMILY)
	F:GO:0003779; C:GO:0005622; P:GO:0030042; C:GO:0015629
	F:actin binding; C:intracellular; P:actin filament depolymerization; C:actin cytoskeleton

	LIBEST_027842_contig106
	proteasome subunit beta 7
	830
	1.40E-170
	5
	C:GO:0005634; C:GO:0005737; C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:nucleus; C:cytoplasm; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000243 (PRINTS); IPR001353 (PFAM); IPR029055 (G3DSA:3.60.20.GENE3D); PTHR11599 (PANTHER); PTHR11599:SF44 (PANTHER); IPR016050 (PROSITE_PATTERNS); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0051603; C:GO:0005839; F:GO:0004175; F:GO:0004298
	P:proteolysis involved in cellular protein catabolic process; C:proteasome core complex; F:endopeptidase activity; F:threonine-type endopeptidase activity

	gi|354965835|gb|JK141651.1|JK141651
	deoxyhypusine hydroxylase
	723
	6.80E-140
	4
	F:GO:0019135; F:GO:0046872; P:GO:0008612; P:GO:0055114
	F:deoxyhypusine monooxygenase activity; F:metal ion binding; P:peptidyl-lysine modification to peptidyl-hypusine; P:oxidation-reduction process
	EC:1.14.99.29
	(1.1) Acting on the CH-OH group of donors
	IPR004155 (SMART); IPR004155 (PFAM); IPR011989 (G3DSA:1.25.10.GENE3D); PF13646 (PFAM); PTHR12697 (PANTHER); IPR021133 (PROSITE_PROFILES); IPR016024 (SUPERFAMILY)
	F:GO:0005488
	F:binding

	gi|354977714|gb|JK127590.1|JK127590
	ubiquitin-like protein fubi
	537
	6.60E-71
	5
	C:GO:0005840; F:GO:0003735; F:GO:0005515; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; F:protein binding; P:translation; P:ribosome biogenesis
	-
	-
	IPR000626 (SMART); G3DSA:3.10.20.90 (GENE3D); IPR000626 (PFAM); IPR006846 (PFAM); PTHR12650:SF15 (PANTHER); PTHR12650 (PANTHER); IPR029071 (SUPERFAMILY)
	F:GO:0005515; P:GO:0006412; C:GO:0005840; F:GO:0003735; C:GO:0005622
	F:protein binding; P:translation; C:ribosome; F:structural constituent of ribosome; C:intracellular

	LIBEST_027332_contig1236
	splicing factor 3a subunit 2
	952
	6.20E-107
	3
	C:GO:0005634; F:GO:0003676; F:GO:0008270
	C:nucleus; F:nucleic acid binding; F:zinc ion binding
	-
	-
	SM01050 (SMART); IPR003604 (SMART); PF12874 (PFAM); IPR031781 (PFAM); PTHR23205:SF0 (PANTHER); PTHR23205 (PANTHER); IPR000690 (PROSITE_PROFILES); SSF57667 (SUPERFAMILY)
	F:GO:0008270; F:GO:0003676; C:GO:0005634
	F:zinc ion binding; F:nucleic acid binding; C:nucleus

	LIBEST_026085_contig8923
	ribosomal protein p0
	1171
	4.70E-142
	2
	C:GO:0005840; P:GO:0042254
	C:ribosome; P:ribosome biogenesis
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027842_contig322
	ras-related gtp-binding protein c
	813
	1.10E-156
	1
	F:GO:0005525
	F:GTP binding
	-
	-
	IPR027417 (G3DSA:3.40.50.GENE3D); IPR006762 (PFAM); IPR006762 (PANTHER); PTHR11259:SF6 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0005525
	F:GTP binding

	LIBEST_027332_contig736
	y-box protein
	940
	3.30E-01
	14
	P:GO:0006355; F:GO:0003676; F:GO:0003677; F:GO:0016740; P:GO:0035556; F:GO:0004674; P:GO:0016310; F:GO:0004672; P:GO:0006468; F:GO:0000166; F:GO:0005524; F:GO:0016301; C:GO:0005622; F:GO:0046872
	P:regulation of transcription, DNA-templated; F:nucleic acid binding; F:DNA binding; F:transferase activity; P:intracellular signal transduction; F:protein serine/threonine kinase activity; P:phosphorylation; F:protein kinase activity; P:protein phosphorylation; F:nucleotide binding; F:ATP binding; F:kinase activity; C:intracellular; F:metal ion binding
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027842_contig202
	ribosomal protein s20
	520
	1.60E-82
	4
	C:GO:0015935; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:small ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027332_contig286
	peroxiredoxin-4 precursor
	912
	2.00E-136
	8
	F:GO:0004601; F:GO:0004791; F:GO:0051920; P:GO:0006118; P:GO:0006206; P:GO:0006804; P:GO:0006979; P:GO:0055114
	F:peroxidase activity; F:thioredoxin-disulfide reductase activity; F:peroxiredoxin activity; P:obsolete electron transport; P:pyrimidine nucleobase metabolic process; P:obsolete peroxidase reaction; P:response to oxidative stress; P:oxidation-reduction process
	EC:1.11.1.15; EC:1.8.1.9; EC:1.11.1.7
	(1.1) Acting on the CH-OH group of donors; (1.8) Acting on a sulfur group of donors; (1.1) Acting on the CH-OH group of donors
	IPR000866 (PFAM); IPR012336 (G3DSA:3.40.30.GENE3D); PTHR10681:SF120 (PANTHER); PTHR10681 (PANTHER); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); IPR012336 (PROSITE_PROFILES); PS51257 (PROSITE_PROFILES); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_EUK); IPR012336 (SUPERFAMILY)
	F:GO:0016491; F:GO:0016209; P:GO:0055114
	F:oxidoreductase activity; F:antioxidant activity; P:oxidation-reduction process

	gi|354974049|gb|JK140612.1|JK140612
	casein kinase ii subunit alpha isoform x1
	676
	2.20E-146
	5
	F:GO:0004674; F:GO:0005524; P:GO:0006468; P:GO:0009069; P:GO:0016055
	F:protein serine/threonine kinase activity; F:ATP binding; P:protein phosphorylation; P:serine family amino acid metabolic process; P:Wnt signaling pathway
	EC:2.7.11
	(2.7) Transferring phosphorus-containing groups
	IPR002290 (SMART); G3DSA:1.10.510.10 (GENE3D); IPR000719 (PFAM); G3DSA:3.30.200.20 (GENE3D); PTHR24054:SF28 (PANTHER); PTHR24054 (PANTHER); IPR008271 (PROSITE_PATTERNS); IPR000719 (PROSITE_PROFILES); IPR011009 (SUPERFAMILY)
	F:GO:0004672; F:GO:0005524; P:GO:0006468
	F:protein kinase activity; F:ATP binding; P:protein phosphorylation

	gi|354980162|gb|JK144590.1|JK144590
	mitochondrial inner membrane protease atp23 homolog
	768
	2.70E-99
	2
	F:GO:0004222; P:GO:0006508
	F:metalloendopeptidase activity; P:proteolysis
	EC:3.4.24
	(3.4) Acting on peptide bonds (peptidases)
	IPR019165 (PFAM); PTHR21711:SF0 (PANTHER); PTHR21711 (PANTHER)
	F:GO:0004222
	F:metalloendopeptidase activity

	LIBEST_027332_contig851
	dna-directed rna polymerase ii subunit rpb11
	548
	1.50E-73
	7
	F:GO:0003677; F:GO:0003899; F:GO:0046983; P:GO:0006351; C:GO:0005730; P:GO:0006144; P:GO:0006206
	F:DNA binding; F:DNA-directed RNA polymerase activity; F:protein dimerization activity; P:transcription, DNA-templated; C:nucleolus; P:purine nucleobase metabolic process; P:pyrimidine nucleobase metabolic process
	EC:2.7.7.6
	(2.7) Transferring phosphorus-containing groups
	Coil (COILS); G3DSA:3.30.1360.10 (GENE3D); PF13656 (PFAM); PTHR13946 (PANTHER); PTHR13946:SF16 (PANTHER); IPR008193 (PROSITE_PATTERNS); IPR009025 (SUPERFAMILY)
	F:GO:0003677; P:GO:0006351; F:GO:0003899; F:GO:0046983
	F:DNA binding; P:transcription, DNA-templated; F:DNA-directed RNA polymerase activity; F:protein dimerization activity

	gi|354966014|gb|JK141830.1|JK141830
	anaphase-promoting complex subunit 10
	558
	2.40E-126
	2
	C:GO:0005680; P:GO:0030071
	C:anaphase-promoting complex; P:regulation of mitotic metaphase/anaphase transition
	-
	-
	IPR008979 (G3DSA:2.60.120.GENE3D); IPR004939 (PFAM); IPR016901 (PIRSF); PTHR12936 (PANTHER); IPR004939 (PROSITE_PROFILES); PS51257 (PROSITE_PROFILES); IPR008979 (SUPERFAMILY)
	C:GO:0005680; P:GO:0031145; P:GO:0030071
	C:anaphase-promoting complex; P:anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process; P:regulation of mitotic metaphase/anaphase transition

	LIBEST_027332_contig366
	ref
	733
	6.60E-114
	2
	F:GO:0008080; P:GO:0042967
	F:N-acetyltransferase activity; P:acyl-carrier-protein biosynthetic process
	EC:2.3.1
	(2.3) Acyltransferases
	IPR000182 (PFAM); IPR016181 (G3DSA:3.40.630.GENE3D); PTHR23091 (PANTHER); PTHR23091:SF268 (PANTHER); IPR000182 (PROSITE_PROFILES); IPR016181 (SUPERFAMILY)
	F:GO:0008080
	F:N-acetyltransferase activity

	gi|387833508|gb|JK825047.1|JK825047
	proteasome subunit alpha type-2
	800
	3.90E-173
	5
	C:GO:0005634; C:GO:0005737; C:GO:0019773; F:GO:0004298; P:GO:0006511
	C:nucleus; C:cytoplasm; C:proteasome core complex, alpha-subunit complex; F:threonine-type endopeptidase activity; P:ubiquitin-dependent protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000426 (SMART); IPR001353 (PFAM); IPR000426 (PFAM); IPR029055 (G3DSA:3.60.20.GENE3D); PTHR11599 (PANTHER); PTHR11599:SF16 (PANTHER); IPR000426 (PROSITE_PATTERNS); IPR023332 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0006511; F:GO:0004175; C:GO:0019773; P:GO:0051603; C:GO:0005839; F:GO:0004298
	P:ubiquitin-dependent protein catabolic process; F:endopeptidase activity; C:proteasome core complex, alpha-subunit complex; P:proteolysis involved in cellular protein catabolic process; C:proteasome core complex; F:threonine-type endopeptidase activity

	LIBEST_027842_contig336
	26s protease regulatory subunit 7
	819
	1.70E-158
	5
	C:GO:0005737; F:GO:0005524; F:GO:0008233; P:GO:0006508; P:GO:0030163
	C:cytoplasm; F:ATP binding; F:peptidase activity; P:proteolysis; P:protein catabolic process
	-
	-
	IPR003959 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR23073 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	gi|354979724|gb|JK137669.1|JK137669
	myosin regulatory light chain 2
	544
	5.30E-73
	2
	C:GO:0016459; F:GO:0005509
	C:myosin complex; F:calcium ion binding
	-
	-
	CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027332_contig2271
	proteasome subunit alpha type-7-1
	685
	7.50E-149
	5
	C:GO:0005634; C:GO:0005737; C:GO:0019773; F:GO:0004298; P:GO:0006511
	C:nucleus; C:cytoplasm; C:proteasome core complex, alpha-subunit complex; F:threonine-type endopeptidase activity; P:ubiquitin-dependent protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000426 (SMART); IPR029055 (G3DSA:3.60.20.GENE3D); IPR000426 (PFAM); IPR001353 (PFAM); PTHR11599:SF47 (PANTHER); PTHR11599 (PANTHER); IPR000426 (PROSITE_PATTERNS); IPR023332 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	F:GO:0004175; P:GO:0006511; C:GO:0019773; P:GO:0051603; F:GO:0004298; C:GO:0005839
	F:endopeptidase activity; P:ubiquitin-dependent protein catabolic process; C:proteasome core complex, alpha-subunit complex; P:proteolysis involved in cellular protein catabolic process; F:threonine-type endopeptidase activity; C:proteasome core complex

	gi|354979360|gb|JK134223.1|JK134223
	ap-3 complex subunit sigma-2
	714
	2.50E-138
	4
	C:GO:0030123; F:GO:0008565; P:GO:0006886; P:GO:0016192
	C:AP-3 adaptor complex; F:protein transporter activity; P:intracellular protein transport; P:vesicle-mediated transport
	-
	-
	IPR022775 (PFAM); G3DSA:3.30.450.60 (GENE3D); IPR016635 (PANTHER); PTHR11753:SF12 (PANTHER); IPR000804 (PROSITE_PATTERNS); IPR011012 (SUPERFAMILY)
	F:GO:0008565; P:GO:0015031; P:GO:0006886; P:GO:0016192; C:GO:0030117; P:GO:0006810
	F:protein transporter activity; P:protein transport; P:intracellular protein transport; P:vesicle-mediated transport; C:membrane coat; P:transport

	LIBEST_027332_contig73
	er membrane protein complex subunit 3
	690
	1.50E-136
	1
	C:GO:0016020
	C:membrane
	-
	-
	IPR002809 (PFAM); IPR008568 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0016020
	C:membrane

	gi|354966297|gb|JK142113.1|JK142113
	u6 snrna-associated sm-like protein lsm5
	441
	2.20E-49
	2
	C:GO:0019013; C:GO:0030529
	C:viral nucleocapsid; C:ribonucleoprotein complex
	-
	-
	IPR001163 (SMART); IPR001163 (PFAM); G3DSA:2.30.30.100 (GENE3D); PTHR20971 (PANTHER); IPR010920 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|354976160|gb|JK133358.1|JK133358
	translocation protein sec63 homolog
	588
	3.40E-129
	3
	C:GO:0005622; F:GO:0008565; P:GO:0031204
	C:intracellular; F:protein transporter activity; P:posttranslational protein targeting to membrane, translocation
	-
	-
	IPR001623 (PRINTS); IPR001623 (SMART); IPR001623 (PFAM); IPR001623 (G3DSA:1.10.287.GENE3D); PTHR24075 (PANTHER); PTHR24075:SF0 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); IPR001623 (PROSITE_PROFILES); IPR001623 (SUPERFAMILY); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027842_contig99
	peptidyl-prolyl cis-trans isomerase dodo isoform x2
	814
	1.10E-101
	3
	F:GO:0003755; F:GO:0005515; P:GO:0000413
	F:peptidyl-prolyl cis-trans isomerase activity; F:protein binding; P:protein peptidyl-prolyl isomerization
	EC:5.2.1.8
	(5.2) Cis-trans-isomerases
	IPR001202 (SMART); G3DSA:3.10.50.40 (GENE3D); G3DSA:2.20.70.10 (GENE3D); IPR001202 (PFAM); IPR000297 (PFAM); PTHR10657:SF4 (PANTHER); PTHR10657 (PANTHER); IPR023058 (PROSITE_PATTERNS); IPR001202 (PROSITE_PATTERNS); IPR000297 (PROSITE_PROFILES); IPR001202 (PROSITE_PROFILES); SSF54534 (SUPERFAMILY); IPR001202 (SUPERFAMILY)
	F:GO:0005515; F:GO:0016853
	F:protein binding; F:isomerase activity

	gi|387834804|gb|JK823771.1|JK823771
	ref
	800
	2.50E-157
	8
	C:GO:0005634; C:GO:0016020; F:GO:0003924; F:GO:0005525; P:GO:0006886; P:GO:0006913; P:GO:0007264; P:GO:0008152
	C:nucleus; C:membrane; F:GTPase activity; F:GTP binding; P:intracellular protein transport; P:nucleocytoplasmic transport; P:small GTPase mediated signal transduction; P:metabolic process
	EC:3.6.1; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR002041 (PRINTS); IPR020849 (SMART); IPR003578 (SMART); IPR003579 (SMART); IPR002041 (SMART); IPR001806 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); IPR005225 (TIGRFAM); PTHR24071 (PANTHER); IPR002041 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	P:GO:0006913; P:GO:0006886; F:GO:0005525; F:GO:0003924; P:GO:0007165; C:GO:0016020; P:GO:0007264; C:GO:0005622; P:GO:0015031
	P:nucleocytoplasmic transport; P:intracellular protein transport; F:GTP binding; F:GTPase activity; P:signal transduction; C:membrane; P:small GTPase mediated signal transduction; C:intracellular; P:protein transport

	LIBEST_027842_contig190
	ref
	591
	4.50E-89
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	G3DSA:3.30.1370.30 (GENE3D); IPR000630 (PFAM); G3DSA:3.30.1490.10 (GENE3D); PTHR11758:SF16 (PANTHER); IPR000630 (PANTHER); IPR000630 (PROSITE_PATTERNS); IPR000630 (SUPERFAMILY)
	P:GO:0006412; C:GO:0005840; F:GO:0003735
	P:translation; C:ribosome; F:structural constituent of ribosome

	LIBEST_027332_contig1276
	ref
	821
	1.30E-133
	16
	C:GO:0005795; F:GO:0003924; F:GO:0005525; P:GO:0006471; P:GO:0006886; P:GO:0006892; P:GO:0007155; P:GO:0007269; P:GO:0008360; P:GO:0010883; P:GO:0016197; P:GO:0032011; P:GO:0045807; P:GO:0048488; P:GO:0048749; P:GO:1902036
	C:Golgi stack; F:GTPase activity; F:GTP binding; P:protein ADP-ribosylation; P:intracellular protein transport; P:post-Golgi vesicle-mediated transport; P:cell adhesion; P:neurotransmitter secretion; P:regulation of cell shape; P:regulation of lipid storage; P:endosomal transport; P:ARF protein signal transduction; P:positive regulation of endocytosis; P:synaptic vesicle endocytosis; P:compound eye development; P:regulation of hematopoietic stem cell differentiation
	EC:3.6.1; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS)
	no GO terms
	no GO terms

	LIBEST_027332_contig1820
	dna-directed rna polymerases and iii subunit rpabc1
	760
	1.10E-151
	6
	C:GO:0005730; F:GO:0003677; F:GO:0003899; P:GO:0006144; P:GO:0006206; P:GO:0006351
	C:nucleolus; F:DNA binding; F:DNA-directed RNA polymerase activity; P:purine nucleobase metabolic process; P:pyrimidine nucleobase metabolic process; P:transcription, DNA-templated
	EC:2.7.7.6
	(2.7) Transferring phosphorus-containing groups
	IPR000783 (PFAM); IPR014381 (PIRSF); IPR000783 (G3DSA:3.90.940.GENE3D); IPR005571 (G3DSA:3.40.1340.GENE3D); IPR005571 (PFAM); PTHR10535 (PANTHER); IPR020608 (PROSITE_PATTERNS); IPR000783 (PRODOM); IPR005571 (SUPERFAMILY); IPR000783 (SUPERFAMILY)
	F:GO:0003677; P:GO:0006351; F:GO:0003899; C:GO:0005634
	F:DNA binding; P:transcription, DNA-templated; F:DNA-directed RNA polymerase activity; C:nucleus

	LIBEST_027332_contig2166
	PREDICTED: uncharacterized protein C16orf52 homolog A
	754
	8.60E-98
	0
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027842_contig61
	probable n-acetyltransferase san
	805
	4.50E-122
	2
	F:GO:0008080; P:GO:0042967
	F:N-acetyltransferase activity; P:acyl-carrier-protein biosynthetic process
	EC:2.3.1
	(2.3) Acyltransferases
	SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK)
	no GO terms
	no GO terms

	LIBEST_027332_contig939
	small nuclear ribonucleoprotein sm d2
	603
	1.40E-58
	3
	C:GO:0019013; C:GO:0030532; P:GO:0008380
	C:viral nucleocapsid; C:small nuclear ribonucleoprotein complex; P:RNA splicing
	-
	-
	IPR001163 (SMART); G3DSA:2.30.30.100 (GENE3D); IPR001163 (PFAM); IPR027248 (PANTHER); IPR010920 (SUPERFAMILY)
	P:GO:0008380; C:GO:0030532
	P:RNA splicing; C:small nuclear ribonucleoprotein complex

	LIBEST_027332_contig2504
	stomatin-like protein mitochondrial
	756
	9.40E-141
	1
	C:GO:0016020
	C:membrane
	-
	-
	IPR001972 (PRINTS); IPR001107 (SMART); IPR001107 (PFAM); PTHR10264:SF27 (PANTHER); IPR001972 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SSF117892 (SUPERFAMILY)
	C:GO:0016020
	C:membrane

	LIBEST_027332_contig867
	ribosomal protein l27a
	555
	4.70E-76
	4
	C:GO:0015934; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:large ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR021131 (PFAM); G3DSA:3.100.10.10 (GENE3D); PTHR11721 (PANTHER); IPR001196 (PROSITE_PATTERNS); IPR030878 (HAMAP); IPR021131 (SUPERFAMILY)
	C:GO:0005622; C:GO:0005840; F:GO:0003735; P:GO:0006412; C:GO:0015934
	C:intracellular; C:ribosome; F:structural constituent of ribosome; P:translation; C:large ribosomal subunit

	LIBEST_027332_contig2616
	pre-mrna-splicing factor spf27
	669
	8.80E-123
	1
	P:GO:0006397
	P:mRNA processing
	-
	-
	IPR008409 (PFAM); IPR008409 (PTHR13296:PANTHER); PTHR13296 (PANTHER)
	P:GO:0006397
	P:mRNA processing

	LIBEST_027332_contig3
	ribosomal protein l32
	594
	1.40E-92
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001515 (PFAM); PTHR23413 (PANTHER); IPR018263 (PROSITE_PATTERNS); IPR001515 (PRODOM); IPR001515 (SUPERFAMILY)
	C:GO:0005622; P:GO:0006412; F:GO:0003735; C:GO:0005840
	C:intracellular; P:translation; F:structural constituent of ribosome; C:ribosome

	LIBEST_027332_contig875
	26s protease regulatory subunit 6a-b
	1465
	0.00E+00
	5
	C:GO:0005737; F:GO:0005524; F:GO:0008233; P:GO:0006508; P:GO:0030163
	C:cytoplasm; F:ATP binding; F:peptidase activity; P:proteolysis; P:protein catabolic process
	-
	-
	IPR003593 (SMART); IPR027417 (G3DSA:3.40.50.GENE3D); G3DSA:1.10.8.60 (GENE3D); IPR005937 (TIGRFAM); IPR003959 (PFAM); PTHR23073:SF7 (PANTHER); PTHR23073 (PANTHER); IPR003960 (PROSITE_PATTERNS); IPR027417 (SUPERFAMILY)
	P:GO:0030163; C:GO:0005737; F:GO:0016787; F:GO:0005524
	P:protein catabolic process; C:cytoplasm; F:hydrolase activity; F:ATP binding

	LIBEST_027842_contig189
	ribosomal protein s19
	622
	4.80E-106
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001266 (PFAM); IPR001266 (PANTHER); IPR018277 (PROSITE_PATTERNS); IPR001266 (PRODOM); SSF46785 (SUPERFAMILY)
	P:GO:0006412; C:GO:0005840; F:GO:0003735; C:GO:0005622
	P:translation; C:ribosome; F:structural constituent of ribosome; C:intracellular

	LIBEST_027332_contig2369
	trafficking protein particle complex subunit 4
	714
	6.40E-143
	3
	C:GO:0005801; F:GO:0005515; P:GO:0006888
	C:cis-Golgi network; F:protein binding; P:ER to Golgi vesicle-mediated transport
	-
	-
	IPR007233 (PFAM); G3DSA:3.30.450.70 (GENE3D); IPR001478 (G3DSA:2.30.42.GENE3D); IPR007233 (PANTHER); PTHR23249:SF15 (PANTHER); IPR007233 (PANTHER); IPR011012 (SUPERFAMILY)
	C:GO:0005801; P:GO:0006888; F:GO:0005515; P:GO:0006810
	C:cis-Golgi network; P:ER to Golgi vesicle-mediated transport; F:protein binding; P:transport

	LIBEST_027332_contig2522
	26s proteasome non-atpase regulatory subunit 4
	745
	4.00E-136
	2
	C:GO:0008540; P:GO:0006511
	C:proteasome regulatory particle, base subcomplex; P:ubiquitin-dependent protein catabolic process
	-
	-
	IPR002035 (SMART); IPR002035 (G3DSA:3.40.50.GENE3D); PF13519 (PFAM); IPR027040 (PANTHER); IPR002035 (PROSITE_PROFILES); IPR002035 (SUPERFAMILY)
	C:GO:0008540; P:GO:0006511
	C:proteasome regulatory particle, base subcomplex; P:ubiquitin-dependent protein catabolic process

	LIBEST_027842_contig104
	arginine kinase
	1506
	0.00E+00
	5
	F:GO:0004054; F:GO:0005524; P:GO:0006525; P:GO:0006560; P:GO:0016310
	F:arginine kinase activity; F:ATP binding; P:arginine metabolic process; P:proline metabolic process; P:phosphorylation
	EC:2.7.3.3
	(2.7) Transferring phosphorus-containing groups
	IPR022414 (PFAM); IPR022413 (PFAM); IPR014746 (G3DSA:3.30.590.GENE3D); IPR022413 (G3DSA:1.10.135.GENE3D); IPR000749 (PANTHER); PTHR11547:SF33 (PANTHER); IPR022415 (PROSITE_PATTERNS); IPR022413 (PROSITE_PROFILES); IPR022414 (PROSITE_PROFILES); IPR022413 (SUPERFAMILY); SSF55931 (SUPERFAMILY)
	F:GO:0016301; F:GO:0016772; F:GO:0003824
	F:kinase activity; F:transferase activity, transferring phosphorus-containing groups; F:catalytic activity

	gi|387836095|gb|JK826998.1|JK826998
	ref
	800
	7.20E-156
	2
	C:GO:0005737; F:GO:0019904
	C:cytoplasm; F:protein domain specific binding
	-
	-
	Coil (COILS); IPR000308 (PRINTS); IPR023410 (SMART); G3DSA:1.20.190.20 (GENE3D); IPR023410 (PFAM); IPR000308 (PIRSF); IPR000308 (PANTHER); IPR023409 (PROSITE_PATTERNS); IPR023410 (SUPERFAMILY)
	F:GO:0019904
	F:protein domain specific binding

	LIBEST_027332_contig127
	proteasome subunit beta type-1
	912
	5.90E-172
	3
	C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); PTHR11599 (PANTHER); PTHR11599:SF59 (PANTHER); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	F:GO:0004298; P:GO:0051603; C:GO:0005839
	F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process; C:proteasome core complex

	LIBEST_027332_contig550
	ref
	823
	2.00E-89
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR005824 (SMART); IPR014722 (G3DSA:2.30.30.GENE3D); IPR005824 (PFAM); IPR001141 (PFAM); IPR001141 (PANTHER); IPR018262 (PROSITE_PATTERNS); IPR001141 (PRODOM); IPR008991 (SUPERFAMILY)
	C:GO:0005840; F:GO:0003735; C:GO:0005622; P:GO:0006412
	C:ribosome; F:structural constituent of ribosome; C:intracellular; P:translation

	gi|354972802|gb|JK136601.1|JK136601
	nucleosome assembly protein 1-like 1 isoform x3
	700
	4.40E-125
	2
	C:GO:0005634; P:GO:0006334
	C:nucleus; P:nucleosome assembly
	-
	-
	IPR002164 (PFAM); IPR002164 (PANTHER); PTHR11875:SF69 (PANTHER); SSF143113 (SUPERFAMILY)
	P:GO:0006334; C:GO:0005634
	P:nucleosome assembly; C:nucleus

	LIBEST_027332_contig1725
	proteasome subunit alpha type-5 isoform x2
	1128
	5.00E-178
	5
	C:GO:0005634; C:GO:0005737; C:GO:0019773; F:GO:0004298; P:GO:0006511
	C:nucleus; C:cytoplasm; C:proteasome core complex, alpha-subunit complex; F:threonine-type endopeptidase activity; P:ubiquitin-dependent protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000426 (SMART); IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); IPR000426 (PFAM); PTHR11599 (PANTHER); PTHR11599:SF14 (PANTHER); IPR000426 (PROSITE_PATTERNS); IPR023332 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	F:GO:0004175; C:GO:0019773; P:GO:0006511; F:GO:0004298; C:GO:0005839; P:GO:0051603
	F:endopeptidase activity; C:proteasome core complex, alpha-subunit complex; P:ubiquitin-dependent protein catabolic process; F:threonine-type endopeptidase activity; C:proteasome core complex; P:proteolysis involved in cellular protein catabolic process

	LIBEST_027332_contig1525
	signal recognition particle 54 kda protein
	771
	1.80E-113
	9
	C:GO:0048500; F:GO:0003924; F:GO:0005525; F:GO:0008124; F:GO:0008312; F:GO:0016779; P:GO:0006396; P:GO:0006614; P:GO:0006729
	C:signal recognition particle; F:GTPase activity; F:GTP binding; F:4-alpha-hydroxytetrahydrobiopterin dehydratase activity; F:7S RNA binding; F:nucleotidyltransferase activity; P:RNA processing; P:SRP-dependent cotranslational protein targeting to membrane; P:tetrahydrobiopterin biosynthetic process
	EC:3.6.1; EC:4.2.1.96; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (4.2) Carbon-oxygen lyases; (3.6) Acting on acid anhydrides
	IPR013822 (SMART); G3DSA:1.20.120.140 (GENE3D); IPR013822 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); IPR000897 (PFAM); PTHR11564:SF5 (PANTHER); PTHR11564 (PANTHER); IPR013822 (SUPERFAMILY); IPR027417 (SUPERFAMILY)
	F:GO:0005525; P:GO:0006614
	F:GTP binding; P:SRP-dependent cotranslational protein targeting to membrane

	LIBEST_027842_contig102
	isocitrate dehydrogenase
	804
	7.80E-174
	6
	F:GO:0000287; F:GO:0004450; F:GO:0051287; P:GO:0006102; P:GO:0006749; P:GO:0019643
	F:magnesium ion binding; F:isocitrate dehydrogenase (NADP+) activity; F:NAD binding; P:isocitrate metabolic process; P:glutathione metabolic process; P:reductive tricarboxylic acid cycle
	EC:1.1.1.42; EC:1.1.1
	(1.1) Acting on the CH-OH group of donors; (1.1) Acting on the CH-OH group of donors
	IPR004790 (TIGRFAM); IPR024084 (PFAM); IPR024084 (G3DSA:3.40.718.GENE3D); IPR004790 (PANTHER); SSF53659 (SUPERFAMILY)
	F:GO:0004450; P:GO:0006102; P:GO:0055114; F:GO:0016616
	F:isocitrate dehydrogenase (NADP+) activity; P:isocitrate metabolic process; P:oxidation-reduction process; F:oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor

	LIBEST_027332_contig2255
	vigilin
	1044
	0.00E+00
	1
	F:GO:0003723
	F:RNA binding
	-
	-
	IPR004087 (SMART); IPR004088 (G3DSA:3.30.1370.GENE3D); IPR004088 (PFAM); IPR004088 (G3DSA:3.30.1370.GENE3D); PTHR10627:SF31 (PANTHER); PTHR10627 (PANTHER); IPR004088 (PROSITE_PROFILES); IPR004088 (PROSITE_PROFILES); IPR004088 (SUPERFAMILY); IPR004088 (SUPERFAMILY)
	F:GO:0003676; F:GO:0003723
	F:nucleic acid binding; F:RNA binding

	LIBEST_027842_contig355
	40s ribosomal protein s3a
	866
	7.00E-169
	4
	C:GO:0022627; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:cytosolic small ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001593 (PFAM); PTHR11830 (PANTHER); IPR018281 (PROSITE_PATTERNS); IPR027500 (HAMAP)
	C:GO:0005622; C:GO:0005840; F:GO:0003735; P:GO:0006412
	C:intracellular; C:ribosome; F:structural constituent of ribosome; P:translation

	LIBEST_027842_contig170
	proteasome subunit beta type-3
	807
	3.70E-149
	5
	C:GO:0005634; C:GO:0005737; C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:nucleus; C:cytoplasm; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); PTHR11599 (PANTHER); PTHR11599:SF62 (PANTHER); IPR016050 (PROSITE_PATTERNS); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	C:GO:0005839; P:GO:0051603; F:GO:0004298; F:GO:0004175
	C:proteasome core complex; P:proteolysis involved in cellular protein catabolic process; F:threonine-type endopeptidase activity; F:endopeptidase activity

	LIBEST_027842_contig135
	proteasome subunit beta type-6
	833
	1.40E-139
	5
	C:GO:0005634; C:GO:0005737; C:GO:0005839; F:GO:0004298; P:GO:0051603
	C:nucleus; C:cytoplasm; C:proteasome core complex; F:threonine-type endopeptidase activity; P:proteolysis involved in cellular protein catabolic process
	EC:3.4.25
	(3.4) Acting on peptide bonds (peptidases)
	IPR000243 (PRINTS); IPR029055 (G3DSA:3.60.20.GENE3D); IPR001353 (PFAM); PTHR11599 (PANTHER); PTHR11599:SF46 (PANTHER); IPR023333 (PROSITE_PROFILES); IPR029055 (SUPERFAMILY)
	P:GO:0051603; C:GO:0005839; F:GO:0004175; F:GO:0004298
	P:proteolysis involved in cellular protein catabolic process; C:proteasome core complex; F:endopeptidase activity; F:threonine-type endopeptidase activity

	LIBEST_027332_contig200
	calreticulin precursor
	740
	7.30E-148
	5
	C:GO:0005788; F:GO:0005509; F:GO:0030246; F:GO:0051082; P:GO:0006457
	C:endoplasmic reticulum lumen; F:calcium ion binding; F:carbohydrate binding; F:unfolded protein binding; P:protein folding
	-
	-
	IPR001580 (PRINTS); IPR013320 (G3DSA:2.60.120.GENE3D); IPR001580 (PFAM); IPR001580 (PANTHER); IPR018124 (PROSITE_PATTERNS); IPR018124 (PROSITE_PATTERNS); IPR018124 (PROSITE_PATTERNS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_GRAM_NEGATIVE); SignalP-noTM (SIGNALP_EUK); IPR013320 (SUPERFAMILY)
	F:GO:0051082; P:GO:0006457; C:GO:0005783; F:GO:0005509
	F:unfolded protein binding; P:protein folding; C:endoplasmic reticulum; F:calcium ion binding

	LIBEST_027842_contig43
	heat shock protein
	802
	8.00E-125
	0
	-
	-
	-
	-
	NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS)
	no GO terms
	no GO terms

	gi|387836116|gb|JK827019.1|JK827019
	40s ribosomal protein s26
	470
	9.50E-67
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR000892 (PFAM); IPR000892 (PANTHER); IPR000892 (PROSITE_PATTERNS)
	C:GO:0005840; P:GO:0006412; F:GO:0003735; C:GO:0005622
	C:ribosome; P:translation; F:structural constituent of ribosome; C:intracellular

	LIBEST_027332_contig2249
	btb poz domain-containing protein kctd5
	875
	2.40E-153
	2
	F:GO:0005515; P:GO:0051260
	F:protein binding; P:protein homooligomerization
	-
	-
	IPR000210 (SMART); IPR003131 (PFAM); G3DSA:3.30.710.10 (GENE3D); PTHR14958:SF29 (PANTHER); PTHR14958 (PANTHER); IPR011333 (SUPERFAMILY)
	F:GO:0005515; P:GO:0051260
	F:protein binding; P:protein homooligomerization

	LIBEST_027332_contig283
	ribosomal protein l3
	1314
	0.00E+00
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	G3DSA:2.40.30.10 (GENE3D); G3DSA:3.30.1430.10 (GENE3D); IPR000597 (PFAM); PTHR11363 (PANTHER); IPR019926 (PROSITE_PATTERNS); IPR009000 (SUPERFAMILY)
	P:GO:0006412; C:GO:0005622; F:GO:0003735; C:GO:0005840
	P:translation; C:intracellular; F:structural constituent of ribosome; C:ribosome

	LIBEST_027332_contig2273
	obg-like atpase 1
	1011
	0.00E+00
	7
	C:GO:0005737; F:GO:0005524; F:GO:0005525; F:GO:0016887; F:GO:0043022; F:GO:0043023; P:GO:0008152
	C:cytoplasm; F:ATP binding; F:GTP binding; F:ATPase activity; F:ribosome binding; F:ribosomal large subunit binding; P:metabolic process
	EC:3.6.1; EC:3.6.1.3; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR006073 (PRINTS); IPR006073 (PFAM); IPR004396 (TIGRFAM); IPR023192 (G3DSA:1.10.150.GENE3D); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR23305 (PANTHER); PTHR23305:SF11 (PANTHER); IPR031167 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	F:GO:0005525
	F:GTP binding

	LIBEST_027332_contig1376
	ubiquitin-fold modifier-conjugating enzyme 1
	695
	1.30E-112
	
	-
	-
	-
	-
	IPR014806 (PIRSF); IPR014806 (PFAM); IPR014806 (PANTHER); IPR016135 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|387835047|gb|JK824014.1|JK824014
	replication factor c subunit 5
	800
	1.50E-154
	3
	F:GO:0003677; F:GO:0005524; P:GO:0006260
	F:DNA binding; F:ATP binding; P:DNA replication
	-
	-
	IPR003593 (SMART); IPR027417 (G3DSA:3.40.50.GENE3D); IPR003959 (PFAM); G3DSA:1.10.8.60 (GENE3D); PTHR11669 (PANTHER); PTHR11669:SF9 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0005524
	F:ATP binding

	LIBEST_026085_contig10876
	y-box protein
	735
	8.30E-11
	3
	P:GO:0006355; F:GO:0003676; F:GO:0003677
	P:regulation of transcription, DNA-templated; F:nucleic acid binding; F:DNA binding
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027332_contig2284
	phosphate carrier mitochondrial-like
	1024
	0.00E+00
	2
	C:GO:0016021; P:GO:0006810
	C:integral component of membrane; P:transport
	-
	-
	IPR018108 (PFAM); IPR023395 (G3DSA:1.50.40.GENE3D); PTHR24089:SF304 (PANTHER); PTHR24089 (PANTHER); IPR018108 (PROSITE_PROFILES); IPR018108 (PROSITE_PROFILES); IPR018108 (PROSITE_PROFILES); IPR023395 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027332_contig517
	fructose- -bisphosphatase 1
	893
	3.30E-180
	8
	F:GO:0042132; P:GO:0006000; P:GO:0006013; P:GO:0006094; P:GO:0006096; P:GO:0006098; P:GO:0006470; P:GO:0015976
	F:fructose 1,6-bisphosphate 1-phosphatase activity; P:fructose metabolic process; P:mannose metabolic process; P:gluconeogenesis; P:glycolytic process; P:pentose-phosphate shunt; P:protein dephosphorylation; P:carbon utilization
	EC:3.1; EC:3.1.3.23; EC:3.1.3.11; EC:3.1.3.41
	(3.1) Acting on ester bonds; (3.1) Acting on ester bonds; (3.1) Acting on ester bonds; (3.1) Acting on ester bonds
	IPR028343 (PRINTS); IPR000146 (PIRSF); G3DSA:3.30.540.10 (GENE3D); G3DSA:3.40.190.80 (GENE3D); IPR000146 (PFAM); IPR028343 (PIRSF); IPR000146 (PANTHER); SSF56655 (SUPERFAMILY)
	F:GO:0042578; P:GO:0005975; F:GO:0042132
	F:phosphoric ester hydrolase activity; P:carbohydrate metabolic process; F:fructose 1,6-bisphosphate 1-phosphatase activity

	LIBEST_027332_contig420
	probable phospholipid hydroperoxide glutathione peroxidase
	908
	1.20E-131
	5
	F:GO:0004602; P:GO:0006979; P:GO:0055114; P:GO:0006749; P:GO:0006804
	F:glutathione peroxidase activity; P:response to oxidative stress; P:oxidation-reduction process; P:glutathione metabolic process; P:obsolete peroxidase reaction
	EC:1.11.1.9; EC:1.11.1.7
	(1.1) Acting on the CH-OH group of donors; (1.1) Acting on the CH-OH group of donors
	IPR000889 (PRINTS); IPR012336 (G3DSA:3.40.30.GENE3D); IPR000889 (PIRSF); IPR000889 (PFAM); IPR000889 (PANTHER); IPR029759 (PROSITE_PATTERNS); IPR029760 (PROSITE_PATTERNS); IPR000889 (PROSITE_PROFILES); IPR012336 (SUPERFAMILY)
	P:GO:0055114; F:GO:0004602; P:GO:0006979
	P:oxidation-reduction process; F:glutathione peroxidase activity; P:response to oxidative stress

	LIBEST_027842_contig304
	60s ribosomal protein l6
	972
	1.30E-125
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR014722 (G3DSA:2.30.30.GENE3D); IPR005568 (PFAM); IPR000915 (PFAM); IPR000915 (PANTHER); PTHR10715:SF0 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); IPR008991 (SUPERFAMILY)
	P:GO:0006412; F:GO:0003735; C:GO:0005840; C:GO:0005622
	P:translation; F:structural constituent of ribosome; C:ribosome; C:intracellular

	LIBEST_027842_contig73
	activated c kinase 1 receptor
	1170
	0.00E+00
	3
	F:GO:0005515; F:GO:0016301; P:GO:0016310
	F:protein binding; F:kinase activity; P:phosphorylation
	-
	-
	IPR020472 (PRINTS); IPR001680 (SMART); IPR015943 (G3DSA:2.130.10.GENE3D); IPR001680 (PFAM); IPR015943 (G3DSA:2.130.10.GENE3D); PTHR19868:SF0 (PANTHER); PTHR19868 (PANTHER); IPR019775 (PROSITE_PATTERNS); IPR019775 (PROSITE_PATTERNS); IPR019775 (PROSITE_PATTERNS); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR001680 (PROSITE_PROFILES); IPR017986 (PROSITE_PROFILES); SignalP-noTM (SIGNALP_EUK); IPR017986 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	LIBEST_027332_contig2376
	transcription factor 2b
	932
	1.20E-136
	0
	-
	-
	-
	-
	IPR007714 (PFAM); IPR007714 (PANTHER)
	no GO terms
	no GO terms

	gi|354979200|gb|JK144265.1|JK144265
	ump-cmp kinase
	578
	1.60E-108
	8
	C:GO:0005634; C:GO:0005737; F:GO:0004127; F:GO:0005524; F:GO:0009041; P:GO:0006207; P:GO:0006221; P:GO:0046939
	C:nucleus; C:cytoplasm; F:cytidylate kinase activity; F:ATP binding; F:uridylate kinase activity; P:'de novo' pyrimidine nucleobase biosynthetic process; P:pyrimidine nucleotide biosynthetic process; P:nucleotide phosphorylation
	EC:2.7.4; EC:2.7.4.14
	(2.7) Transferring phosphorus-containing groups; (2.7) Transferring phosphorus-containing groups
	IPR000850 (PRINTS); PF00406 (PFAM); IPR006266 (TIGRFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR23359:SF107 (PANTHER); IPR000850 (PANTHER); IPR000850 (PROSITE_PATTERNS); IPR000850 (HAMAP); IPR027417 (SUPERFAMILY)
	F:GO:0005524; F:GO:0019205; P:GO:0006139; P:GO:0006207; F:GO:0009041; P:GO:0006221; F:GO:0004127
	F:ATP binding; F:nucleobase-containing compound kinase activity; P:nucleobase-containing compound metabolic process; P:'de novo' pyrimidine nucleobase biosynthetic process; F:uridylate kinase activity; P:pyrimidine nucleotide biosynthetic process; F:cytidylate kinase activity

	LIBEST_027332_contig190
	nadh dehydrogenase
	674
	2.30E-139
	4
	F:GO:0016491; F:GO:0046872; F:GO:0051537; P:GO:0055114
	F:oxidoreductase activity; F:metal ion binding; F:2 iron, 2 sulfur cluster binding; P:oxidation-reduction process
	-
	-
	PF01257 (PFAM); IPR002023 (TIGRFAM); IPR012336 (G3DSA:3.40.30.GENE3D); IPR002023 (PIRSF); PTHR10371 (PANTHER); PTHR10371:SF3 (PANTHER); IPR012336 (SUPERFAMILY)
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process

	LIBEST_027332_contig1526
	protein catecholamines up
	1395
	3.60E-124
	0
	-
	-
	-
	-
	SignalP-noTM (SIGNALP_EUK)
	no GO terms
	no GO terms

	LIBEST_027332_contig309
	ribosomal protein l18a
	688
	6.80E-126
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|354969709|gb|JK142974.1|JK142974
	thymosin isoform 2
	689
	3.90E-87
	4
	C:GO:0005634; C:GO:0005737; F:GO:0003785; P:GO:0007015
	C:nucleus; C:cytoplasm; F:actin monomer binding; P:actin filament organization
	-
	-
	CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027332_contig1854
	golgi reassembly-stacking protein 2
	693
	5.90E-134
	1
	F:GO:0005515
	F:protein binding
	-
	-
	IPR001478 (G3DSA:2.30.42.GENE3D); IPR024958 (PFAM); IPR001478 (G3DSA:2.30.42.GENE3D); IPR007583 (PANTHER); IPR001478 (SUPERFAMILY); IPR001478 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	gi|387836160|gb|JK827063.1|JK827063
	atpase asna1 homolog
	800
	1.20E-154
	2
	F:GO:0005524; F:GO:0016887
	F:ATP binding; F:ATPase activity
	-
	-
	IPR025723 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); IPR016300 (TIGRFAM); PTHR10803:SF3 (PANTHER); IPR016300 (PANTHER); IPR027417 (SUPERFAMILY)
	F:GO:0016887; F:GO:0005524
	F:ATPase activity; F:ATP binding

	gi|387833008|gb|JK824547.1|JK824547
	gb
	539
	4.60E-82
	5
	C:GO:0005840; F:GO:0000166; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:nucleotide binding; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR001976 (PFAM); IPR012677 (G3DSA:3.30.70.GENE3D); IPR001976 (PANTHER); IPR018098 (PROSITE_PATTERNS); IPR001976 (PRODOM); IPR012678 (SUPERFAMILY)
	C:GO:0005622; P:GO:0006412; F:GO:0003735; C:GO:0005840; F:GO:0000166
	C:intracellular; P:translation; F:structural constituent of ribosome; C:ribosome; F:nucleotide binding

	gi|387836152|gb|JK827055.1|JK827055
	#NAME?
	800
	5.20E-172
	3
	F:GO:0003824; F:GO:0043169; P:GO:0005975
	F:catalytic activity; F:cation binding; P:carbohydrate metabolic process
	-
	-
	IPR013781 (G3DSA:3.20.20.GENE3D); IPR006048 (PFAM); IPR013780 (G3DSA:2.60.40.GENE3D); PTHR10357:SF146 (PANTHER); IPR015902 (PANTHER); SSF51011 (SUPERFAMILY); IPR017853 (SUPERFAMILY)
	P:GO:0005975; F:GO:0043169; F:GO:0003824
	P:carbohydrate metabolic process; F:cation binding; F:catalytic activity

	LIBEST_027332_contig2351
	nadh-ubiquinone oxidoreductase subunit 8-like
	751
	8.20E-154
	4
	C:GO:0016020; F:GO:0016651; F:GO:0051539; P:GO:0055114
	C:membrane; F:oxidoreductase activity, acting on NAD(P)H; F:4 iron, 4 sulfur cluster binding; P:oxidation-reduction process
	-
	-
	IPR017896 (PFAM); IPR010226 (TIGRFAM); G3DSA:1.10.1060.10 (GENE3D); PTHR10849:SF18 (PANTHER); PTHR10849 (PANTHER); IPR017900 (PROSITE_PATTERNS); IPR017896 (PROSITE_PROFILES); IPR017896 (PROSITE_PROFILES); IPR010226 (HAMAP); SignalP-TM (SIGNALP_GRAM_POSITIVE); SSF54862 (SUPERFAMILY)
	F:GO:0016651; C:GO:0016020; F:GO:0051539; P:GO:0055114
	F:oxidoreductase activity, acting on NAD(P)H; C:membrane; F:4 iron, 4 sulfur cluster binding; P:oxidation-reduction process

	LIBEST_027332_contig1394
	26s proteasome non-atpase regulatory subunit 14
	1222
	0.00E+00
	2
	C:GO:0000502; F:GO:0005515
	C:proteasome complex; F:protein binding
	-
	-
	IPR000555 (SMART); IPR024969 (PFAM); G3DSA:3.40.140.10 (GENE3D); IPR000555 (PFAM); PTHR10410:SF5 (PANTHER); PTHR10410 (PANTHER); SSF102712 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding

	gi|387832931|gb|JK824470.1|JK824470
	rabenosyn-5
	800
	1.20E-152
	1
	F:GO:0046872
	F:metal ion binding
	-
	-
	IPR000306 (SMART); IPR013083 (G3DSA:3.30.40.GENE3D); IPR000306 (PFAM); PTHR13510:SF18 (PANTHER); PTHR13510 (PANTHER); IPR007087 (PROSITE_PATTERNS); IPR007087 (PROSITE_PROFILES); IPR017455 (PROSITE_PROFILES); IPR011011 (SUPERFAMILY)
	F:GO:0046872
	F:metal ion binding

	LIBEST_027332_contig994
	protein yipf6
	757
	7.30E-134
	1
	C:GO:0016021
	C:integral component of membrane
	-
	-
	IPR006977 (PFAM); PTHR21236 (PANTHER); PTHR21236:SF1 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	C:GO:0016020
	C:membrane

	LIBEST_027332_contig1037
	trna-splicing ligase homolog
	875
	0.00E+00
	2
	F:GO:0008452; P:GO:0006396
	F:RNA ligase activity; P:RNA processing
	-
	-
	IPR001233 (PFAM); IPR001233 (PANTHER); IPR001233 (PROSITE_PATTERNS); IPR001233 (SUPERFAMILY)
	F:GO:0008452; P:GO:0006396
	F:RNA ligase activity; P:RNA processing

	gi|354966202|gb|JK142018.1|JK142018
	replication protein a 70 kda dna-binding subunit
	678
	3.10E-123
	5
	C:GO:0005634; F:GO:0003677; P:GO:0006260; P:GO:0006281; P:GO:0006310
	C:nucleus; F:DNA binding; P:DNA replication; P:DNA repair; P:DNA recombination
	-
	-
	IPR013955 (PFAM); IPR012340 (G3DSA:2.40.50.GENE3D); IPR012340 (G3DSA:2.40.50.GENE3D); PTHR23273 (PANTHER); PTHR23273:SF6 (PANTHER); IPR012340 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|289099218|gb|GW521480.1|GW521480
	hemocyte aggregation inhibitor protein precursor
	650
	1.50E-117
	5
	C:GO:0005576; F:GO:0004568; P:GO:0005975; P:GO:0006032; P:GO:0016998
	C:extracellular region; F:chitinase activity; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	EC:3.2.1.14
	(3.2) Glycosylases
	IPR013781 (G3DSA:3.20.20.GENE3D); IPR001223 (PFAM); PTHR11177:SF211 (PANTHER); PTHR11177 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); IPR017853 (SUPERFAMILY); TMhelix (TMHMM)
	P:GO:0005975; F:GO:0004553
	P:carbohydrate metabolic process; F:hydrolase activity, hydrolyzing O-glycosyl compounds

	gi|387835049|gb|JK824016.1|JK824016
	t-complex protein 1 subunit zeta
	800
	6.90E-144
	4
	C:GO:0005737; F:GO:0005524; F:GO:0051082; P:GO:0006457
	C:cytoplasm; F:ATP binding; F:unfolded protein binding; P:protein folding
	-
	-
	IPR017998 (PRINTS); IPR027409 (G3DSA:3.50.7.GENE3D); IPR027413 (G3DSA:1.10.560.GENE3D); IPR027410 (G3DSA:3.30.260.GENE3D); IPR002423 (PFAM); PTHR11353:SF58 (PANTHER); PTHR11353 (PANTHER); IPR002194 (PROSITE_PATTERNS); IPR002194 (PROSITE_PATTERNS); IPR002194 (PROSITE_PATTERNS); SSF54849 (SUPERFAMILY); IPR027409 (SUPERFAMILY); SSF48592 (SUPERFAMILY)
	F:GO:0005524; F:GO:0051082; P:GO:0006457
	F:ATP binding; F:unfolded protein binding; P:protein folding

	LIBEST_027332_contig2449
	28s ribosomal protein mitochondrial
	553
	1.70E-67
	2
	C:GO:0005739; C:GO:0005840
	C:mitochondrion; C:ribosome
	-
	-
	IPR013219 (PFAM); PTHR13362:SF2 (PANTHER); PTHR13362 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027842_contig145
	60s ribosomal protein l28
	590
	2.20E-81
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR029004 (PFAM); IPR002672 (PANTHER)
	C:GO:0005840; C:GO:0005622; P:GO:0006412; F:GO:0003735
	C:ribosome; C:intracellular; P:translation; F:structural constituent of ribosome

	LIBEST_027842_contig239
	protein mak16 homolog a
	838
	2.60E-131
	0
	-
	-
	-
	-
	Coil (COILS); Coil (COILS); IPR006958 (PFAM); IPR006958 (PIRSF); IPR029004 (PFAM); PTHR23405:SF4 (PANTHER); PTHR23405 (PANTHER)
	no GO terms
	no GO terms

	gi|387834917|gb|JK823884.1|JK823884
	adenylosuccinate lyase
	800
	3.60E-152
	7
	F:GO:0004018; F:GO:0070626; P:GO:0006144; P:GO:0006189; P:GO:0006522; P:GO:0006531; P:GO:0044208
	F:N6-(1,2-dicarboxyethyl)AMP AMP-lyase (fumarate-forming) activity; F:(S)-2-(5-amino-1-(5-phospho-D-ribosyl)imidazole-4-carboxamido)succinate AMP-lyase (fumarate-forming) activity; P:purine nucleobase metabolic process; P:'de novo' IMP biosynthetic process; P:alanine metabolic process; P:aspartate metabolic process; P:'de novo' AMP biosynthetic process
	EC:4.3.2.2
	(4.3) Carbon-nitrogen lyases
	IPR022761 (PFAM); IPR024083 (G3DSA:1.10.275.GENE3D); G3DSA:1.20.200.10 (GENE3D); PTHR11444:SF2 (PANTHER); IPR000362 (PANTHER); IPR008948 (SUPERFAMILY)
	F:GO:0003824
	F:catalytic activity

	LIBEST_027842_contig196
	atp synthase subunit mitochondrial
	535
	3.60E-67
	0
	-
	-
	-
	-
	IPR019344 (PFAM); IPR019344 (PANTHER); PTHR13080:SF0 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM)
	no GO terms
	no GO terms

	gi|354969814|gb|JK143079.1|JK143079
	mediator of rna polymerase ii transcription subunit 10
	662
	7.40E-90
	3
	C:GO:0016592; F:GO:0001104; P:GO:0006357
	C:mediator complex; F:RNA polymerase II transcription cofactor activity; P:regulation of transcription from RNA polymerase II promoter
	-
	-
	Coil (COILS); IPR019145 (PFAM); PTHR13345 (PANTHER)
	F:GO:0001104; P:GO:0006357; C:GO:0016592
	F:RNA polymerase II transcription cofactor activity; P:regulation of transcription from RNA polymerase II promoter; C:mediator complex

	LIBEST_027332_contig1665
	h aca ribonucleoprotein complex subunit 4
	755
	3.70E-121
	4
	F:GO:0003723; F:GO:0009982; P:GO:0001522; P:GO:0006396
	F:RNA binding; F:pseudouridine synthase activity; P:pseudouridine synthesis; P:RNA processing
	EC:5.4.99.12
	(5.4) Intramolecular transferases
	IPR004802 (PANTHER)
	P:GO:0006396
	P:RNA processing

	LIBEST_027332_contig726
	deoxyuridine 5 -triphosphate nucleotidohydrolase
	816
	7.50E-84
	3
	F:GO:0004170; P:GO:0006206; P:GO:0046080
	F:dUTP diphosphatase activity; P:pyrimidine nucleobase metabolic process; P:dUTP metabolic process
	EC:3.6.1.23; EC:3.6.1; EC:3.6.1.19
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR008181 (TIGRFAM); IPR029054 (G3DSA:2.70.40.GENE3D); IPR008180 (PFAM); PTHR11241:SF6 (PANTHER); PTHR11241 (PANTHER); SignalP-TM (SIGNALP_EUK); IPR029054 (SUPERFAMILY)
	P:GO:0046080; F:GO:0004170; F:GO:0016787
	P:dUTP metabolic process; F:dUTP diphosphatase activity; F:hydrolase activity

	LIBEST_027842_contig165
	40s ribosomal protein s5
	795
	3.40E-158
	5
	C:GO:0015935; F:GO:0003723; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:small ribosomal subunit; F:RNA binding; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR005716 (TIGRFAM); IPR000235 (PIRSF); IPR023798 (G3DSA:1.10.455.GENE3D); IPR023798 (PFAM); IPR000235 (PANTHER); IPR020606 (PROSITE_PATTERNS); IPR023798 (SUPERFAMILY)
	C:GO:0015935; F:GO:0003735; P:GO:0006412; F:GO:0003723
	C:small ribosomal subunit; F:structural constituent of ribosome; P:translation; F:RNA binding

	LIBEST_027332_contig2648
	triosephosphate isomerase
	966
	1.20E-178
	9
	F:GO:0004807; P:GO:0006000; P:GO:0006013; P:GO:0006020; P:GO:0006094; P:GO:0006096; P:GO:0006098; P:GO:0015976; P:GO:0046486
	F:triose-phosphate isomerase activity; P:fructose metabolic process; P:mannose metabolic process; P:inositol metabolic process; P:gluconeogenesis; P:glycolytic process; P:pentose-phosphate shunt; P:carbon utilization; P:glycerolipid metabolic process
	EC:5.3.1.1
	(5.3) Intramolecular oxidoreductases
	IPR000652 (PFAM); IPR000652 (TIGRFAM); IPR013785 (G3DSA:3.20.20.GENE3D); IPR000652 (PANTHER); IPR020861 (PROSITE_PATTERNS); IPR000652 (PROSITE_PROFILES); IPR022896 (HAMAP); IPR000652 (SUPERFAMILY)
	F:GO:0004807; P:GO:0008152; F:GO:0003824; P:GO:0006096
	F:triose-phosphate isomerase activity; P:metabolic process; F:catalytic activity; P:glycolytic process

	gi|354969105|gb|JK142370.1|JK142370
	pyruvate kinase
	731
	4.00E-153
	8
	F:GO:0000287; F:GO:0004743; F:GO:0016301; F:GO:0030955; P:GO:0006094; P:GO:0006096; P:GO:0006144; P:GO:0015976
	F:magnesium ion binding; F:pyruvate kinase activity; F:kinase activity; F:potassium ion binding; P:gluconeogenesis; P:glycolytic process; P:purine nucleobase metabolic process; P:carbon utilization
	EC:2.7.1.40
	(2.7) Transferring phosphorus-containing groups
	IPR015793 (PFAM); IPR015806 (G3DSA:2.40.33.GENE3D); IPR015813 (G3DSA:3.20.20.GENE3D); IPR001697 (PANTHER); PTHR11817:SF37 (PANTHER); IPR015813 (SUPERFAMILY); IPR011037 (SUPERFAMILY)
	P:GO:0006096; F:GO:0004743; F:GO:0000287; F:GO:0030955; F:GO:0003824
	P:glycolytic process; F:pyruvate kinase activity; F:magnesium ion binding; F:potassium ion binding; F:catalytic activity

	LIBEST_027332_contig334
	60s ribosomal protein l44
	427
	5.60E-50
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR000552 (G3DSA:3.10.450.GENE3D); IPR000552 (PFAM); PTHR10369:SF3 (PANTHER); IPR000552 (PANTHER); IPR000552 (PROSITE_PATTERNS); IPR000552 (PRODOM); IPR011332 (SUPERFAMILY)
	F:GO:0003735; P:GO:0006412; C:GO:0005840; C:GO:0005622
	F:structural constituent of ribosome; P:translation; C:ribosome; C:intracellular

	LIBEST_027332_contig1002
	electron transfer flavoprotein subunit mitochondrial
	947
	2.90E-156
	3
	F:GO:0009055; F:GO:0050660; P:GO:0006118
	F:electron carrier activity; F:flavin adenine dinucleotide binding; P:obsolete electron transport
	-
	-
	IPR014730 (SMART); IPR014730 (PFAM); IPR014729 (G3DSA:3.40.50.GENE3D); IPR014731 (PFAM); IPR029035 (G3DSA:3.40.50.GENE3D); PTHR10909 (PANTHER); PTHR10909:SF299 (PANTHER); SSF52402 (SUPERFAMILY); IPR029035 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027332_contig703
	vacuolar-sorting protein snf8
	906
	2.40E-167
	0
	-
	-
	-
	-
	Coil (COILS); IPR011991 (G3DSA:1.10.10.GENE3D); IPR011991 (G3DSA:1.10.10.GENE3D); IPR016689 (PIRSF); IPR007286 (PFAM); PTHR12806:SF0 (PANTHER); IPR007286 (PANTHER); SSF46785 (SUPERFAMILY); SSF46785 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|354977926|gb|JK127696.1|JK127696
	thiolase 4
	783
	8.10E-167
	2
	F:GO:0016747; P:GO:0008152
	F:transferase activity, transferring acyl groups other than amino-acyl groups; P:metabolic process
	-
	-
	IPR020616 (PFAM); IPR016039 (G3DSA:3.40.47.GENE3D); IPR016039 (G3DSA:3.40.47.GENE3D); PTHR18919 (PANTHER); PTHR18919:SF107 (PANTHER); IPR020615 (PROSITE_PATTERNS); IPR016039 (SUPERFAMILY)
	F:GO:0016747; P:GO:0008152; F:GO:0003824
	F:transferase activity, transferring acyl groups other than amino-acyl groups; P:metabolic process; F:catalytic activity

	LIBEST_027332_contig2222
	nhp2-like protein 1
	686
	1.90E-84
	5
	C:GO:0005730; C:GO:0005840; F:GO:0003723; F:GO:0008270; P:GO:0042254
	C:nucleolus; C:ribosome; F:RNA binding; F:zinc ion binding; P:ribosome biogenesis
	-
	-
	IPR002415 (PRINTS); IPR018492 (PRINTS); IPR004038 (PFAM); IPR029064 (G3DSA:3.30.1330.GENE3D); PTHR23105 (PANTHER); PTHR23105:SF49 (PANTHER); IPR004037 (PROSITE_PATTERNS); IPR029064 (SUPERFAMILY)
	F:GO:0003723; C:GO:0005730; P:GO:0042254; C:GO:0030529
	F:RNA binding; C:nucleolus; P:ribosome biogenesis; C:ribonucleoprotein complex

	gi|354978551|gb|JK144041.1|JK144041
	probable phosphoserine aminotransferase
	601
	1.40E-118
	5
	F:GO:0004648; P:GO:0006544; P:GO:0006564; P:GO:0006566; P:GO:0042816
	F:O-phospho-L-serine:2-oxoglutarate aminotransferase activity; P:glycine metabolic process; P:L-serine biosynthetic process; P:threonine metabolic process; P:vitamin B6 metabolic process
	EC:2.6.1.52
	(2.6) Transferring nitrogenous groups
	IPR015421 (G3DSA:3.40.640.GENE3D); IPR000192 (PFAM); PTHR21152:SF1 (PANTHER); PTHR21152 (PANTHER); IPR020578 (PROSITE_PATTERNS); IPR015424 (SUPERFAMILY)
	F:GO:0003824
	F:catalytic activity

	LIBEST_027332_contig1308
	aminoacylase-1-like isoform x1
	749
	1.80E-141
	7
	C:GO:0005737; F:GO:0004046; F:GO:0008237; F:GO:0046872; P:GO:0000051; P:GO:0006508; P:GO:0006520
	C:cytoplasm; F:aminoacylase activity; F:metallopeptidase activity; F:metal ion binding; P:obsolete urea cycle intermediate metabolic process; P:proteolysis; P:cellular amino acid metabolic process
	EC:3.5.1.14
	(3.5) Acting on carbon-nitrogen bonds, other than peptide bonds
	G3DSA:3.40.630.10 (GENE3D); IPR002933 (PFAM); IPR011650 (G3DSA:3.30.70.GENE3D); IPR010159 (PIRSF); PTHR11014:SF106 (PANTHER); PTHR11014 (PANTHER); IPR001261 (PROSITE_PATTERNS); IPR001261 (PROSITE_PATTERNS); SSF53187 (SUPERFAMILY)
	P:GO:0008152; F:GO:0016787; F:GO:0004046; P:GO:0006520; C:GO:0005737; P:GO:0006508; F:GO:0008237
	P:metabolic process; F:hydrolase activity; F:aminoacylase activity; P:cellular amino acid metabolic process; C:cytoplasm; P:proteolysis; F:metallopeptidase activity

	gi|22474034|gb|BU038510.1|BU038510
	minor histocompatibility antigen h13
	562
	6.70E-114
	3
	C:GO:0016021; F:GO:0004190; P:GO:0006508
	C:integral component of membrane; F:aspartic-type endopeptidase activity; P:proteolysis
	EC:3.4.23
	(3.4) Acting on peptide bonds (peptidases)
	IPR007369 (PFAM); IPR007369 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	F:GO:0004190; C:GO:0016021
	F:aspartic-type endopeptidase activity; C:integral component of membrane

	gi|354973356|gb|JK140237.1|JK140237
	coiled-coil domain-containing protein 94
	664
	1.80E-89
	1
	P:GO:0005975
	P:carbohydrate metabolic process
	-
	-
	Coil (COILS); Coil (COILS); IPR013781 (G3DSA:3.20.20.GENE3D); IPR007590 (PFAM); IPR007590 (PANTHER); PTHR12111:SF1 (PANTHER)
	P:GO:0005975
	P:carbohydrate metabolic process

	LIBEST_027842_contig188
	ribosomal protein l10a
	756
	1.50E-140
	5
	C:GO:0015934; F:GO:0003723; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:large ribosomal subunit; F:RNA binding; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR016094 (G3DSA:3.30.190.GENE3D); IPR016095 (G3DSA:3.40.50.GENE3D); IPR028364 (PFAM); IPR002143 (PIRSF); PTHR23105:SF54 (PANTHER); PTHR23105 (PANTHER); IPR023674 (SUPERFAMILY)
	F:GO:0003723; P:GO:0006412; C:GO:0015934; F:GO:0003735
	F:RNA binding; P:translation; C:large ribosomal subunit; F:structural constituent of ribosome

	LIBEST_027332_contig2506
	gelsolin precursor
	712
	2.50E-103
	1
	F:GO:0003779
	F:actin binding
	-
	-
	IPR007122 (PRINTS); IPR007122 (SMART); IPR007123 (PFAM); IPR029006 (G3DSA:3.40.20.GENE3D); IPR029006 (G3DSA:3.40.20.GENE3D); IPR007122 (PANTHER); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SignalP-noTM (SIGNALP_EUK); SignalP-TM (SIGNALP_GRAM_POSITIVE); SignalP-noTM (SIGNALP_GRAM_NEGATIVE); SSF55753 (SUPERFAMILY); SSF55753 (SUPERFAMILY)
	F:GO:0003779
	F:actin binding

	gi|289121566|gb|GW543928.1|GW543928
	gb
	594
	6.10E-98
	16
	C:GO:0005615; C:GO:0005634; C:GO:0005783; C:GO:0005811; C:GO:0005875; F:GO:0003677; F:GO:0003700; F:GO:0005524; F:GO:0016887; P:GO:0006355; P:GO:0009408; P:GO:0016246; P:GO:0030431; P:GO:0051298; C:GO:0005667; P:GO:0045449
	C:extracellular space; C:nucleus; C:endoplasmic reticulum; C:lipid particle; C:microtubule associated complex; F:DNA binding; F:transcription factor activity, sequence-specific DNA binding; F:ATP binding; F:ATPase activity; P:regulation of transcription, DNA-templated; P:response to heat; P:RNA interference; P:sleep; P:centrosome duplication; C:transcription factor complex; P:regulation of transcription, DNA-templated
	EC:3.6.1; EC:3.6.1.3; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	IPR013126 (PRINTS); IPR013126 (PFAM); G3DSA:3.30.30.30 (GENE3D); G3DSA:3.30.420.40 (GENE3D); PTHR19375 (PANTHER); SSF53067 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027332_contig2387
	protein kti12 homolog
	695
	7.90E-113
	0
	-
	-
	-
	-
	IPR027417 (G3DSA:3.40.50.GENE3D); IPR013641 (PFAM); PTHR12435 (PANTHER); PTHR12435:SF2 (PANTHER); IPR027417 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027332_contig704
	mannose-p-dolichol utilization defect 1 protein homolog
	998
	4.10E-119
	0
	-
	-
	-
	-
	IPR006603 (SMART); IPR016817 (PIRSF); IPR006603 (PFAM); PTHR12226:SF2 (PANTHER); IPR016817 (PANTHER); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM); TMhelix (TMHMM)
	no GO terms
	no GO terms

	LIBEST_027332_contig2267
	actin-related protein 2 3 complex subunit 5
	629
	1.90E-99
	2
	C:GO:0005885; P:GO:0034314
	C:Arp2/3 protein complex; P:Arp2/3 complex-mediated actin nucleation
	-
	-
	IPR006789 (PIRSF); IPR006789 (PFAM); IPR006789 (G3DSA:1.25.40.GENE3D); IPR006789 (PANTHER); IPR006789 (SUPERFAMILY)
	C:GO:0005885; P:GO:0034314; C:GO:0015629; P:GO:0030833
	C:Arp2/3 protein complex; P:Arp2/3 complex-mediated actin nucleation; C:actin cytoskeleton; P:regulation of actin filament polymerization

	LIBEST_027842_contig56
	atp synthase subunit mitochondrial
	825
	3.20E-128
	3
	F:GO:0046933; P:GO:0015986; C:GO:0045259
	F:proton-transporting ATP synthase activity, rotational mechanism; P:ATP synthesis coupled proton transport; C:proton-transporting ATP synthase complex
	EC:3.6.1; EC:3.6.1.3; EC:3.6.1.15
	(3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides; (3.6) Acting on acid anhydrides
	Coil (COILS); IPR000711 (PRINTS); IPR026015 (G3DSA:1.10.520.GENE3D); IPR000711 (PFAM); IPR000711 (TIGRFAM); IPR000711 (PANTHER); PTHR11910:SF1 (PANTHER); IPR000711 (HAMAP); SignalP-TM (SIGNALP_GRAM_POSITIVE); IPR026015 (SUPERFAMILY)
	P:GO:0015986; F:GO:0046933
	P:ATP synthesis coupled proton transport; F:proton-transporting ATP synthase activity, rotational mechanism

	LIBEST_027332_contig1417
	uroporphyrinogen decarboxylase
	1386
	0.00E+00
	2
	F:GO:0004853; P:GO:0006779
	F:uroporphyrinogen decarboxylase activity; P:porphyrin-containing compound biosynthetic process
	-
	-
	IPR006361 (TIGRFAM); G3DSA:3.20.20.210 (GENE3D); IPR000257 (PFAM); PTHR21091:SF2 (PANTHER); PTHR21091 (PANTHER); IPR000257 (PROSITE_PATTERNS); IPR000257 (PROSITE_PATTERNS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SignalP-noTM (SIGNALP_EUK); SSF51726 (SUPERFAMILY)
	F:GO:0004853; P:GO:0006779
	F:uroporphyrinogen decarboxylase activity; P:porphyrin-containing compound biosynthetic process

	LIBEST_027332_contig7
	protein canopy 4
	681
	5.90E-123
	0
	-
	-
	-
	-
	IPR021852 (PFAM); PTHR15382 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS)
	no GO terms
	no GO terms

	LIBEST_027332_contig1683
	protein frg1 homolog
	771
	1.10E-109
	0
	-
	-
	-
	-
	IPR010414 (PFAM); G3DSA:2.80.10.50 (GENE3D); IPR010414 (PANTHER); IPR008999 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|387834334|gb|JK825873.1|JK825873
	exosome complex component mtr3
	800
	4.70E-133
	0
	-
	-
	-
	-
	IPR001247 (PFAM); IPR027408 (G3DSA:3.30.230.GENE3D); PTHR11953:SF2 (PANTHER); PTHR11953 (PANTHER); IPR020568 (SUPERFAMILY)
	no GO terms
	no GO terms

	gi|387833417|gb|JK824956.1|JK824956
	probable rrna-processing protein ebp2 homolog
	800
	4.90E-142
	0
	-
	-
	-
	-
	Coil (COILS); IPR008610 (PFAM); IPR008610 (PANTHER); IPR008610 (PANTHER); PTHR13028:SF0 (PANTHER)
	no GO terms
	no GO terms

	gi|387833869|gb|JK825408.1|JK825408
	aspartate--trna cytoplasmic
	800
	3.10E-173
	4
	C:GO:0005737; F:GO:0004815; F:GO:0005524; P:GO:0006422
	C:cytoplasm; F:aspartate-tRNA ligase activity; F:ATP binding; P:aspartyl-tRNA aminoacylation
	-
	-
	IPR002312 (PRINTS); IPR004364 (PFAM); G3DSA:3.30.930.10 (GENE3D); IPR018150 (PANTHER); IPR004523 (PTHR22594:PANTHER); IPR006195 (PROSITE_PROFILES); SSF55681 (SUPERFAMILY)
	P:GO:0006418; F:GO:0005524; F:GO:0000166; F:GO:0004812; C:GO:0005737; P:GO:0006422; F:GO:0004815
	P:tRNA aminoacylation for protein translation; F:ATP binding; F:nucleotide binding; F:aminoacyl-tRNA ligase activity; C:cytoplasm; P:aspartyl-tRNA aminoacylation; F:aspartate-tRNA ligase activity

	LIBEST_027332_contig2095
	bifunctional methylenetetrahydrofolate dehydrogenase mitochondrial isoform x1
	724
	4.90E-91
	4
	F:GO:0004488; P:GO:0009396; P:GO:0046487; P:GO:0055114
	F:methylenetetrahydrofolate dehydrogenase (NADP+) activity; P:folic acid-containing compound biosynthetic process; P:glyoxylate metabolic process; P:oxidation-reduction process
	EC:1.5.1.5
	(1.5) Acting on the CH-NH group of donors
	IPR000672 (PRINTS); IPR020630 (PFAM); G3DSA:3.40.192.10 (GENE3D); PTHR10025 (PANTHER); IPR020867 (PROSITE_PATTERNS); SSF53223 (SUPERFAMILY)
	P:GO:0055114; F:GO:0003824; P:GO:0009396; F:GO:0004488
	P:oxidation-reduction process; F:catalytic activity; P:folic acid-containing compound biosynthetic process; F:methylenetetrahydrofolate dehydrogenase (NADP+) activity

	gi|289090993|gb|GW509211.1|GW509211
	---NA---
	635
	-
	
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	LIBEST_027332_contig250
	methyltransferase-like protein
	760
	4.80E-115
	0
	-
	-
	-
	-
	Coil (COILS); IPR029063 (G3DSA:3.40.50.GENE3D); IPR013217 (PFAM); IPR026113 (PANTHER); IPR029063 (SUPERFAMILY)
	no GO terms
	no GO terms

	LIBEST_027332_contig2314
	translocon-associated protein subunit alpha
	1211
	1.90E-110
	1
	C:GO:0005789
	C:endoplasmic reticulum membrane
	-
	-
	IPR005595 (PFAM); PTHR12924 (PANTHER); PTHR12924:SF0 (PANTHER); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); TRANSMEMBRANE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); SignalP-noTM (SIGNALP_EUK); SignalP-noTM (SIGNALP_GRAM_NEGATIVE); SignalP-TM (SIGNALP_GRAM_POSITIVE); TMhelix (TMHMM)
	C:GO:0005789
	C:endoplasmic reticulum membrane

	LIBEST_027332_contig1852
	28s ribosomal protein mitochondrial
	1093
	0.00E+00
	0
	-
	-
	-
	-
	IPR019349 (PFAM); PTHR13490 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_026085_contig10414
	mitochondrial import receptor subunit tom22 homolog isoform x1
	1077
	6.40E-79
	2
	C:GO:0005741; P:GO:0006886
	C:mitochondrial outer membrane; P:intracellular protein transport
	-
	-
	IPR005683 (PFAM); PTHR12504 (PANTHER); PTHR12504:SF0 (PANTHER); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); PD033325 (PRODOM)
	C:GO:0005741; P:GO:0006886
	C:mitochondrial outer membrane; P:intracellular protein transport

	LIBEST_027332_contig1672
	39s ribosomal protein mitochondrial
	920
	3.30E-121
	0
	-
	-
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|73618202|gb|DR395210.1|DR395210
	ap-1 complex subunit mu-1
	741
	6.70E-137
	3
	C:GO:0030131; P:GO:0006886; P:GO:0016192
	C:clathrin adaptor complex; P:intracellular protein transport; P:vesicle-mediated transport
	-
	-
	IPR001392 (PRINTS); G3DSA:2.60.40.1170 (GENE3D); IPR028565 (PFAM); IPR022775 (PFAM); G3DSA:3.30.450.60 (GENE3D); PTHR10529 (PANTHER); IPR018240 (PROSITE_PATTERNS); IPR011012 (SUPERFAMILY); IPR028565 (SUPERFAMILY)
	P:GO:0006886; C:GO:0030131; P:GO:0016192; P:GO:0006810
	P:intracellular protein transport; C:clathrin adaptor complex; P:vesicle-mediated transport; P:transport

	LIBEST_027842_contig268
	phosphoglycerate mutase 1
	1071
	6.00E-177
	3
	F:GO:0004619; P:GO:0006096; P:GO:0006094
	F:phosphoglycerate mutase activity; P:glycolytic process; P:gluconeogenesis
	EC:5.4.2.1
	(5.4) Intramolecular transferases
	NON_CYTOPLASMIC_DOMAIN (PHOBIUS); CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); TMhelix (TMHMM)
	no GO terms
	no GO terms

	gi|387832626|gb|JK827439.1|JK827439
	ribosomal protein l37
	359
	1.50E-51
	6
	C:GO:0005840; F:GO:0003735; F:GO:0019843; F:GO:0046872; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; F:rRNA binding; F:metal ion binding; P:translation; P:ribosome biogenesis
	-
	-
	IPR011331 (G3DSA:2.20.25.GENE3D); IPR001569 (PFAM); PTHR10768 (PANTHER); IPR018267 (PROSITE_PATTERNS); IPR001569 (PRODOM); IPR001569 (HAMAP); IPR011332 (SUPERFAMILY)
	C:GO:0005622; C:GO:0005840; P:GO:0006412; F:GO:0003735
	C:intracellular; C:ribosome; P:translation; F:structural constituent of ribosome

	gi|354963813|gb|JK138829.1|JK138829
	u3 small nucleolar rna-associated protein 18 homolog
	600
	5.50E-57
	0
	-
	-
	-
	-
	PTHR18359 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027842_contig37
	s-formylglutathione hydrolase
	943
	4.90E-169
	3
	F:GO:0018738; P:GO:0046294; P:GO:0015947
	F:S-formylglutathione hydrolase activity; P:formaldehyde catabolic process; P:methane metabolic process
	EC:3.1.2.12
	(3.1) Acting on ester bonds
	IPR014186 (TIGRFAM); IPR029058 (G3DSA:3.40.50.GENE3D); IPR000801 (PFAM); IPR014186 (PANTHER); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); IPR029058 (SUPERFAMILY)
	P:GO:0046294; F:GO:0018738
	P:formaldehyde catabolic process; F:S-formylglutathione hydrolase activity

	LIBEST_027842_contig201
	ribosomal protein l22
	551
	5.00E-48
	4
	C:GO:0005840; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:ribosome; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR002671 (PFAM); IPR002671 (PANTHER)
	P:GO:0006412; F:GO:0003735; C:GO:0005622; C:GO:0005840
	P:translation; F:structural constituent of ribosome; C:intracellular; C:ribosome

	LIBEST_027332_contig926
	pyridoxine-5 -phosphate oxidase-like
	1162
	1.10E-153
	5
	F:GO:0004733; F:GO:0010181; P:GO:0008615; P:GO:0042823; P:GO:0055114
	F:pyridoxamine-phosphate oxidase activity; F:FMN binding; P:pyridoxine biosynthetic process; P:pyridoxal phosphate biosynthetic process; P:oxidation-reduction process
	EC:1.4.3.5
	(1.4) Acting on the CH-NH(2) group of donors
	IPR019576 (PFAM); IPR012349 (G3DSA:2.30.110.GENE3D); IPR000659 (TIGRFAM); IPR011576 (PFAM); IPR000659 (PIRSF); IPR000659 (PTHR10851:PANTHER); PTHR10851 (PANTHER); IPR019740 (PROSITE_PATTERNS); IPR012349 (SUPERFAMILY)
	P:GO:0055114; F:GO:0016638; F:GO:0010181; F:GO:0016491; P:GO:0008615; F:GO:0004733
	P:oxidation-reduction process; F:oxidoreductase activity, acting on the CH-NH2 group of donors; F:FMN binding; F:oxidoreductase activity; P:pyridoxine biosynthetic process; F:pyridoxamine-phosphate oxidase activity

	LIBEST_027332_contig1370
	lysosomal pro-x carboxypeptidase
	1508
	0.00E+00
	2
	F:GO:0008236; P:GO:0006508
	F:serine-type peptidase activity; P:proteolysis
	-
	-
	IPR008758 (PFAM); IPR029058 (G3DSA:3.40.50.GENE3D); PTHR11010 (PANTHER); PTHR11010:SF38 (PANTHER); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SignalP-noTM (SIGNALP_EUK); IPR029058 (SUPERFAMILY)
	F:GO:0008236; P:GO:0006508
	F:serine-type peptidase activity; P:proteolysis

	LIBEST_027332_contig2295
	gpi transamidase component pig-t
	648
	6.60E-98
	2
	C:GO:0042765; P:GO:0016255
	C:GPI-anchor transamidase complex; P:attachment of GPI anchor to protein
	-
	-
	IPR007245 (PFAM); IPR007245 (PANTHER); PTHR12959:SF11 (PANTHER); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE_C_REGION (PHOBIUS)
	C:GO:0042765; P:GO:0016255
	C:GPI-anchor transamidase complex; P:attachment of GPI anchor to protein

	LIBEST_027332_contig2229
	nadh dehydrogenase
	662
	1.60E-92
	3
	C:GO:0005743; C:GO:0070469; P:GO:0055114
	C:mitochondrial inner membrane; C:respiratory chain; P:oxidation-reduction process
	-
	-
	IPR019377 (PFAM); PTHR13094:SF1 (PANTHER); PTHR13094 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027332_contig1398
	probable 39s ribosomal protein mitochondrial
	627
	5.00E-119
	3
	C:GO:0005840; F:GO:0003735; P:GO:0006412
	C:ribosome; F:structural constituent of ribosome; P:translation
	-
	-
	IPR005824 (SMART); IPR014722 (G3DSA:2.30.30.GENE3D); IPR005824 (PFAM); IPR003256 (TIGRFAM); IPR003256 (PANTHER); IPR005825 (PROSITE_PATTERNS); IPR008991 (SUPERFAMILY)
	P:GO:0006412; F:GO:0003735; C:GO:0005622; C:GO:0005840
	P:translation; F:structural constituent of ribosome; C:intracellular; C:ribosome

	gi|354966398|gb|JK142214.1|JK142214
	v-type proton atpase 116 kda subunit a isoform 1
	488
	7.00E-75
	4
	C:GO:0000220; C:GO:0016021; F:GO:0015078; P:GO:0015991
	C:vacuolar proton-transporting V-type ATPase, V0 domain; C:integral component of membrane; F:hydrogen ion transmembrane transporter activity; P:ATP hydrolysis coupled proton transport
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|387833684|gb|JK825223.1|JK825223
	ribosomal protein l26
	554
	1.50E-78
	4
	C:GO:0015934; F:GO:0003735; P:GO:0006412; P:GO:0042254
	C:large ribosomal subunit; F:structural constituent of ribosome; P:translation; P:ribosome biogenesis
	-
	-
	IPR005824 (SMART); IPR005756 (TIGRFAM); IPR005824 (PFAM); IPR014722 (G3DSA:2.30.30.GENE3D); IPR005756 (PFAM); IPR005756 (PANTHER); IPR005825 (PROSITE_PATTERNS); IPR008991 (SUPERFAMILY)
	C:GO:0015934; F:GO:0003735; P:GO:0006412; C:GO:0005840; C:GO:0005622
	C:large ribosomal subunit; F:structural constituent of ribosome; P:translation; C:ribosome; C:intracellular

	gi|354969113|gb|JK142378.1|JK142378
	acylphosphatase-2 isoform x1
	436
	8.00E-54
	1
	F:GO:0003998
	F:acylphosphatase activity
	-
	-
	IPR020456 (PRINTS); IPR001792 (PFAM); G3DSA:3.30.70.100 (GENE3D); PTHR10029 (PANTHER); IPR017968 (PROSITE_PATTERNS); IPR017968 (PROSITE_PATTERNS); IPR001792 (PROSITE_PROFILES); IPR001792 (SUPERFAMILY); TMhelix (TMHMM)
	F:GO:0003998
	F:acylphosphatase activity

	gi|387836101|gb|JK827004.1|JK827004
	mutant cadherin
	800
	3.40E-171
	0
	-
	-
	-
	-
	Coil (COILS)
	no GO terms
	no GO terms

	gi|354966104|gb|JK141920.1|JK141920
	cystathionine gamma-lyase
	791
	4.20E-129
	3
	F:GO:0016829; F:GO:0030170; P:GO:0008152
	F:lyase activity; F:pyridoxal phosphate binding; P:metabolic process
	-
	-
	IPR015421 (G3DSA:3.40.640.GENE3D); IPR000277 (PFAM); IPR000277 (PANTHER); PTHR11808:SF15 (PANTHER); IPR000277 (PROSITE_PATTERNS); IPR015424 (SUPERFAMILY)
	F:GO:0003824; F:GO:0030170
	F:catalytic activity; F:pyridoxal phosphate binding

	LIBEST_027332_contig2383
	nadh dehydrogenase
	555
	2.60E-73
	0
	-
	-
	-
	-
	IPR016488 (PIRSF); IPR008011 (PFAM); PTHR12964 (PANTHER)
	no GO terms
	no GO terms

	LIBEST_027332_contig2595
	39s ribosomal protein mitochondrial
	819
	6.70E-141
	3
	C:GO:0005761; F:GO:0003735; P:GO:0006412
	C:mitochondrial ribosome; F:structural constituent of ribosome; P:translation
	-
	-
	IPR010729 (PFAM); IPR010729 (PANTHER); PTHR21183:SF18 (PANTHER)
	C:GO:0005761; P:GO:0006412; F:GO:0003735
	C:mitochondrial ribosome; P:translation; F:structural constituent of ribosome

	gi|387833188|gb|JK824727.1|JK824727
	39s ribosomal protein mitochondrial
	800
	1.10E-96
	1
	C:GO:0005622
	C:intracellular
	-
	-
	no IPS match
	no IPS match
	no IPS match

	gi|354963058|gb|JK145215.1|JK145215
	cytochrome p450
	625
	4.50E-146
	4
	F:GO:0005506; F:GO:0016705; F:GO:0020037; P:GO:0055114
	F:iron ion binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidation-reduction process
	-
	-
	IPR002401 (PRINTS); IPR001128 (PRINTS); IPR001128 (G3DSA:1.10.630.GENE3D); IPR001128 (PFAM); PTHR24292 (PANTHER); IPR017972 (PROSITE_PATTERNS); IPR001128 (SUPERFAMILY)
	P:GO:0055114; F:GO:0005506; F:GO:0020037; F:GO:0016705
	P:oxidation-reduction process; F:iron ion binding; F:heme binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen

	LIBEST_026085_contig8562
	actin-like protein 87c-like protein
	687
	4.20E-135
	2
	C:GO:0005869; F:GO:0005524
	C:dynactin complex; F:ATP binding
	-
	-
	IPR004000 (PRINTS); IPR004000 (SMART); IPR004000 (PFAM); G3DSA:3.30.420.40 (GENE3D); IPR029909 (PTHR11937:PANTHER); IPR004000 (PANTHER); IPR020902 (PROSITE_PATTERNS); SSF53067 (SUPERFAMILY); SSF53067 (SUPERFAMILY)
	C:GO:0005869
	C:dynactin complex

	LIBEST_027842_contig131
	bacilysin biosynthesis oxidoreductase -like
	801
	6.90E-113
	2
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process
	-
	-
	IPR002198 (PRINTS); IPR002347 (PRINTS); IPR013968 (SMART); G3DSA:3.40.50.720 (GENE3D); IPR002198 (PFAM); PTHR24322:SF615 (PANTHER); PTHR24322 (PANTHER); IPR020904 (PROSITE_PATTERNS); CYTOPLASMIC_DOMAIN (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); TRANSMEMBRANE (PHOBIUS); IPR016040 (SUPERFAMILY)
	P:GO:0008152; F:GO:0016491
	P:metabolic process; F:oxidoreductase activity

	gi|73618835|gb|DR395843.1|DR395843
	ref
	709
	1.40E-126
	5
	C:GO:0005622; C:GO:0016020; F:GO:0005525; P:GO:0007264; P:GO:0015031
	C:intracellular; C:membrane; F:GTP binding; P:small GTPase mediated signal transduction; P:protein transport
	-
	-
	Coil (COILS); PR00449 (PRINTS); IPR003578 (SMART); IPR020849 (SMART); IPR003579 (SMART); IPR005225 (TIGRFAM); IPR027417 (G3DSA:3.40.50.GENE3D); IPR001806 (PFAM); PTHR24072:SF169 (PANTHER); PTHR24072 (PANTHER); IPR003578 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	C:GO:0005622; P:GO:0007264; F:GO:0005525; C:GO:0016020; P:GO:0007165; P:GO:0015031
	C:intracellular; P:small GTPase mediated signal transduction; F:GTP binding; C:membrane; P:signal transduction; P:protein transport

	gi|354962127|gb|JK144951.1|JK144951
	maltase a1-like
	716
	1.90E-105
	3
	F:GO:0003824; F:GO:0043169; P:GO:0005975
	F:catalytic activity; F:cation binding; P:carbohydrate metabolic process
	-
	-
	IPR006589 (SMART); IPR013781 (G3DSA:3.20.20.GENE3D); IPR006047 (PFAM); PTHR10357:SF154 (PANTHER); IPR015902 (PANTHER); SIGNAL_PEPTIDE_C_REGION (PHOBIUS); SIGNAL_PEPTIDE_N_REGION (PHOBIUS); SIGNAL_PEPTIDE_H_REGION (PHOBIUS); SIGNAL_PEPTIDE (PHOBIUS); NON_CYTOPLASMIC_DOMAIN (PHOBIUS); PS51257 (PROSITE_PROFILES); SignalP-noTM (SIGNALP_EUK); IPR017853 (SUPERFAMILY)
	F:GO:0003824; F:GO:0043169; P:GO:0005975
	F:catalytic activity; F:cation binding; P:carbohydrate metabolic process

	LIBEST_027332_contig2241
	aldose reductase-like
	1271
	0.00E+00
	2
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process
	-
	-
	IPR020471 (PRINTS); IPR023210 (PFAM); IPR020471 (PIRSF); IPR023210 (G3DSA:3.20.20.GENE3D); PTHR11732:SF170 (PANTHER); IPR001395 (PANTHER); IPR018170 (PROSITE_PATTERNS); IPR018170 (PROSITE_PATTERNS); IPR018170 (PROSITE_PATTERNS); IPR023210 (SUPERFAMILY)
	F:GO:0016491; P:GO:0055114
	F:oxidoreductase activity; P:oxidation-reduction process

	LIBEST_027332_contig2493
	ribonucleoside-diphosphate reductase large subunit
	724
	2.50E-165
	8
	F:GO:0004748; F:GO:0005524; P:GO:0006260; P:GO:0055114; C:GO:0005971; P:GO:0006144; P:GO:0006206; P:GO:0009186
	F:ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptor; F:ATP binding; P:DNA replication; P:oxidation-reduction process; C:ribonucleoside-diphosphate reductase complex; P:purine nucleobase metabolic process; P:pyrimidine nucleobase metabolic process; P:deoxyribonucleoside diphosphate metabolic process
	EC:1.17.4; EC:1.17.4.1
	(1.1) Acting on the CH-OH group of donors; (1.1) Acting on the CH-OH group of donors
	IPR000788 (PRINTS); IPR000788 (PFAM); G3DSA:3.20.70.20 (GENE3D); PTHR11573 (PANTHER); PTHR11573:SF6 (PANTHER); SSF51998 (SUPERFAMILY)
	P:GO:0006260; P:GO:0055114
	P:DNA replication; P:oxidation-reduction process

	gi|354962068|gb|JK144892.1|JK144892
	atp-dependent rna helicase abstrakt
	706
	5.70E-167
	2
	F:GO:0003676; F:GO:0005524
	F:nucleic acid binding; F:ATP binding
	-
	-
	IPR001650 (SMART); IPR027417 (G3DSA:3.40.50.GENE3D); IPR001650 (PFAM); IPR011545 (PFAM); IPR027417 (G3DSA:3.40.50.GENE3D); PTHR24031:SF20 (PANTHER); PTHR24031 (PANTHER); IPR014001 (PROSITE_PROFILES); IPR001650 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY)
	F:GO:0005524; F:GO:0003676
	F:ATP binding; F:nucleic acid binding

	LIBEST_027332_contig1595
	glutathione s-transferase-like
	713
	1.50E-101
	1
	F:GO:0005515
	F:protein binding
	-
	-
	IPR004045 (PFAM); IPR010987 (G3DSA:1.20.1050.GENE3D); IPR012336 (G3DSA:3.40.30.GENE3D); PTHR11571:SF145 (PANTHER); PTHR11571 (PANTHER); IPR010987 (PROSITE_PROFILES); IPR004045 (PROSITE_PROFILES); IPR010987 (SUPERFAMILY); IPR012336 (SUPERFAMILY)
	F:GO:0005515
	F:protein binding



