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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREIISIHIGQAGIQVGNSCWELYCLEHDIHPDGMMPSDNSPGVGHDAFNTFFSETSAGKHVPRAIFVDLEPTVIDEVRTGTYRQLFHPEQLISGKEDAANNFARGHYTVGKEIVDLCLDRVRKLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERLSVDYGKKSKLGFTIYPSPQVSTAVVEPYNSVLSTHSLLEHTDVVVMLDNEAIYDICRRSLDIERPTYTNLNRLISQIISSLTTSLRFDGAINVDITEFQTNLVPYPRIHFMLSSYAPVISAEKAFHEQLSVPEITNAVFEPSSMMAKCDPRHGKYMACCLMYRGDVVPKDVNAAVATIKTKRTVQFVDWCPTGFKCGINYQPPTVVPGGDLAKVQRAVCMISNNTAVAEVFSRIDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDLAALEKDYEEVGAEGVDDEEDGDEY*

NbL19g24480.1 tubulin_alpha−3_chain [MW = 49.78 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 224 447 670 893 1117

Protein length

Gel Slice

3.9 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 224 447 670 893 1117

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02985 HEAT repeat

PF04510 Family of unknown function (DUF577)
PF13646 HEAT repeats

PF18808 Importin repeat
PF18829 Importin repeat 6

Protein sequence:
MNSESTQYQQAQLAAILGADPAPFETLISHLMSTSNEQRSQAESIFNLIKQNDPNSLSLKLANLLTSSPHIKPRAMSAILLRKLLTRDDSFIWPKLTESTRSSIKSVLLTCIQREESKSIIKKLCDTVSELASSILRENQWPELLPFMFQCVTGDSPKLQESAFLIFAKLAQYIGEILVPYIKDLHSVFLQTLNNSPNPDVRIAALSAVINFIQCLSSSSERDRFQDLLPAMMKTLTEALNSGQEATAQEALELLIELAGTEPRYLRRQLVDVVAAMLQVAEAESLEEGTRHLAIEFVITLAESRERAPGMMRKLPQFISRLFAILMKMLLDVEDEAVWHSAEAEHEDAGETSNYSVGQECLDRLAIALGGNTIVPVASEQLPSYLAAPEWQKHHGALIALAQIAEGCSKVMIKNLEQVVNMVLNSFQDPHPRVRWAAINAIGQLSTDLGPDLQVQYHSRVLPALAAAMDDFQNPRIQAHSASAVLNFSENCMPEILTPYLDGIVSKLLVLLQNGNQMVQEGALTALASVADSSQEHFQKYYDAVMPYLKTILVNATDKSNRMLRAKAMECISLVGMAVGKDKFRDDAKQVMEVLMSLQGSQMETDDPTTSYMLQAWARLCKCLGQDFLPYMSVVMPPLLQSAQLKPDVTISSADSDNELDDSDDDSMETITLGDKRIGIKTSVLEEKATACNMLCCYADELKEGFYPWIDQVAPTLVPLLKFYFHEEVRKAAVSAMPELLRSAKLAVEKGIAQGRNESYVKQLSDYIVPALVQALHKEPDTEICASMLDALNECLQISGPLLDEGQVRSIVDEIKQVIMASSSRKRERAERAKAEDFDAEESELLREENEQEEEVFDQVGEILGTLIKTFKAAFLPFFDELSSYLMPMWGKDKTAEERRIAICIFDDVAEQCHEAALKYYDTYLPFLLEACNDESPDVRQAAVYGLGVCAEYGGSVFKSLVGEALSRLNVVLRHPNALHSENVMAYDNAVSALGKICNFHRDSIDSAQVIPAWLNSLPIKGDLIEAKVVHDQLCSMVERSDKELLGANNEYLPKIVSVFAEVLCAGKDLATEQTGSRMITLLRQLQQTLPPATLASIWSSLQPQQQVALQSMLSS*

NbL19g24460.1 importin−5 [MW = 123.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF16177 Acetyl−coenzyme A synthetase N−terminus

Protein sequence:
MGKSISEVRVEDLVRAGLAEDEAKWLMGELNAAIATVAVNINGELDQKELWREITARKLLKPSHPHALHQLLYYSVYHNFDHGPPLYWFPSLNESRCTNLGRLMEAHCPKLFGASYKDPISSFKEFHRFSVQHPEIYWSIVLKELPIHFLETPKCILDTSDKSKLGGNWLPGSVLNIAESCVRSSNYPNKKDDSVAIVWRAEGNDDKEVNCMTLKQLREQVMMVANALDNMFSKGDAIAIDMPMTATAVIIYLAIVLAGFVVVSIADSFAAQEIAVRLRVSNAKAVFTQDSIVRGGRRFPLYSRVVEAAPLKAIVVPAIGEDVQVQLRNQDLSWNDFLASVNHLPSRPNSYFPVHQSIDSVTNILFSSGTTGDPKAIPWTHLSPIRCGAESWANLDVRAGDVSCWPTNLGWVMGPILIYSCFLTGATLALYHGSPLDHGFGKFVQDAGVTILGTVPSLVKTWKSTGCMKGLDWTRIRMFASTGEASNVDDDLWLSSRVDYKPVIECCGGTELSSSYIMGNLLQPQAFGTFSSASMSTGFVILDEDGRPYPDDQACVGEVGLFPTYMGATDRLLNADHEKVYFKGMPMYKDMKLRRHGDILKRTVGGYLVVQGRADDTMNLGGIKTSSIEIERVCDRADVCILETVAVSAAPPNGGPEQLAIFVVLTGGTIISPDTLKKRFSRAIQSNLNPLFKVSSVKIVPMFPRTASNKLLRRVLRDQWKQDLQIQSKL*

NbL19g24420.1 probable_acyl−activating_enzyme_18_peroxisomal [MW = 80.71 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 33 65 97 129 161

Protein length

Gel Slice

3.8 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 33 65 97 129 161

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
YFSTFFIQFALHAIAEQKGRNKRKIKKEMAHMVRNMRVPPNSASLAEAKNRTLEFFRMCCRSIPEIMDIYNLYDVVSPSQLRSAVAAEVRKNSNVTNPKVIDMLLFKGMEELKNFVDHSKQRHHIVGKYVVGNQGLVQDLEAKDQGSSNFLKNFYSSNYF*

NbL19g24380.1 NADH_dehydrogenase_[ubiquinone]_1_alpha_subcomplex_subunit_6−like [MW = 18.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00347 Ribosomal protein L6

Protein sequence:
MSSSSITASLHTSNLRSPFVGSLNGFHVSSVTVRRVGFVRKVVECKESRIGKQPITVPSNVTLTMEGQALKVKGPLGEMAITYPREVKLETEEEGVLRVRKAVETRRANQMHGLFRTLTDNMVVGVSKGFEKKLQLVGVGYRATVEGKDIVLNLGFSHPVKMEIPDGLQVKVEENTRITVSGYDKSEIGQFAASIRKWRPPEPYKGKGVKYADEIVRRKEGKAGKKK*

NbL19g24250.1 50S_ribosomal_protein_L6_chloroplastic [MW = 25.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MTHKLIAFFTKIVLPFFLVSTLSLPYRCLADASTETERTLAIIKPDGVSGNYTNSIKETILDHRFEITEELLLQLDEDRVKNFYAEHSSRSFFPSLVEYMASGPVLIMVLEKGNAIADWRALIGPTDPLKAKVTHPYSVRAICGLDLQKNCVHGSDSPQSAAREISFFFERTSSGHVSKHDEL*

NbL19g24150.1 probable_nucleoside_diphosphate_kinase_5 [MW − SP = 17.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
YCLSFPSLLCTEPFIVINCHFRREKMDYVNGPGRNHLFVPGPVNIPEQVLRAMNRNNEDYRSPAVPALTKVLLEDVKKIFKTTSGTPFLIPTTGTGAWESALTNTLSPGDRIVSFLIGQFSLLWIDQQKRLNFDVDVVESDWGQGADLESLASKIAADKSHTIKAICIVHNETATGVTNNLATVRKILDHYQHPALLLVDGVSSICALDFRMDEWGVDVALTGSQKALSLPTGLGIVCASPKALEAAKTAKSVRVFFDWSDYLKFYKMGTYWPYTPSIQLLYGLRAALDLLFEEGLENVIARHARLGKATRLAVEAWGLKNCTQKEEWFSDTVTAVVVPPYIDSAEIVKRAWKRYNLSLGLGLNKVAGKVFRIGHLGNLNELQLLGCLAGVEMVLKDVGYPVKFGSGVAAASTFLQNSTPLIPSRI*

NbL19g24090.1 serine−−glyoxylate_aminotransferase−like [MW = 46.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MSRYDSRPADPGSYRDRRSDSGFSGSSSYKSSSSSRKDYEGKDSPRKVDLDGLTPFEKNFYVESPFIAAMAESEVEEYRRRREITVEGRDVPKPVMSFHDVGFPDYVIQEIEKAGFTEPTPIQAQGWPMALKGRDLIGIAETGSGKTLAYLLPAIVHVNAQPFLAPGDGPIVLVLAPTRELAVQIQQEATKFGASSRIKNTCIYGGVPKGPQVRDLQKGVEIVIATPGRLIDMLESNNTNLRRVTYLVLDEADRMLDMGFEPQIRKIVSQIRPDRQTLYWSATWPKEVEQLARQFLFNAYKVVIGSADLKANHAIRQHVEIVSESQKYNKLVKLLEDIMDGSRILIFMDTKKGCDQVTRQLRMDGWPALSIHGDKSQAERDWVLSEFKAGKSPIMTATDVAARGLDVKDVKFVINYDFPGSLEDYVHRIGRTGRAGASGTAYTYFTAANARFAKDLINILEEAGQKVSPELAKMGRGAPPPPGLGGFRDRGRGYGGNRQWS*

NbL19g23780.1 DEAD−box_ATP−dependent_RNA_helicase_20 [MW = 55.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01778 Ribosomal L28e protein family

Protein sequence:
MATVPGQLVWEIVKKNNSFLVKEFGNGNAGVVFSKEPNNLYNLHSFKHSGLANKKTVTIQAGGKDQSVLLATTKTKKQNKPSSLLNKSAMKKEFRRMAKAVTNQVADNYYRPDLKKAALARLSAVNRSLKVAKSGVKKRNRQA*

NbL19g23730.1 60S_ribosomal_protein_L28−1−like [MW = 15.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MQMQYKNLGRSGLKVSQLSYGAWVTFGNQLDVKEAKSLLQKCRDHGVNFFDNAEVYANGRAEEIMGQAIRELGWKRSDIVISTKIFWGGSGPNDKGLSRKHIIEGTKASLKRLDMDYVDLIYCHRPDASTPIEETVRAMNYVIEKGWAFYWGTSEWSAQQITEAWGVAQRLDLVGPIVEQPEYNLLSRHKVESEYLPLYSNYGIGLTTWSPLASGVLTGKYNAGNIPADSRFALENYKNLANRSLVDDVLRKVDGLKPIAESLGVPLPQLAIAWCAANPNVSSVITGATKEYQIEENMKAINVIPMLTPAVMERIEAVVQSKPKRQDSYR*

NbL19g23700.1 probable_voltage−gated_potassium_channel_subunit_beta [MW = 36.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05856 ARP2/3 complex 20 kDa subunit (ARPC4)

Protein sequence:
MANSLRLYLTCIRNTLEAAMCLQNFPCQEVERHNKPEVELKTSPELLLNPVLICRNEAERCLIETSINSLRISLKVKQSDELENIITKKFLRFLSMRAEAFQVLRRKPVQGYDISFLITNYHCEEMQKQKLIDFIVQFMEDIDKEISELKLSVNTRGRLVATEFLKQFI*

NbL19g23450.1 actin−related_protein_2/3_complex_subunit_4 [MW = 19.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MDPVSIWGNTPLSETDPEIHDLIEKEKRRQCRGIELIASENFTSFAVIEALGSALTNKYSEGMPGNRYFGGNEYIDEIENLTRSRALQAFHVDPTKWGVNVQPYSGSTANFAAYTAVLNPHDRIMGLDLPSGGHLTHGYYTSGGKKIQLLQFILRVYLISWIQKLGILIMIDWKRRHWILGLS*

NbL19g23400.1 serine_hydroxymethyltransferase_4 [MW = 20.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02225 PA domain PF04258 Signal peptide peptidase

Protein sequence:
MAFLWRLIGLCILLLSSIATGDDDISRAAPANSSTSCNNPYRLVLVKLWIDGAEHEQIGGLSAAFGSLLPTNIKNTPRLPATYTKPLNGCSSSSSKLSGSIALALRGQCDFLTKAVVAQAGGAAGIVMINDQEDLMEITCPDNSTVSNITIPVVTISKAGGDVIDKYISAGKKVEILLYSPDRPLVDYSAMFIWLMAVGTIFCASFWSELTASKESNDYEQAPEVHAGGSREEDDKEILNITTKSAFIFVISASTFLLLLYFFMSAWFLWLLIILFSIGGVEGMHSCIISLVSSKCKGCGRKTLNLPLLGEVSILSLVVLIICVAFAIFWAATRKASYSWIGQDILGICLMITVLQLAQLPNIKVATVLLCCAFLYDIFWVFLSPAIFHDSVMIAVAGGDKAGGESIPMLLRVPRVSDPYGGYDMIGFGDILFPGLLVCFAFRFDKARRKSVLNGYYLWMIVGYGIGLLFTYLGLYLMNGHGQPALLYLVPCTLGTYVVLGLVRGELKDLWNYDSESTKVADSLLEDA*

NbL19g23180.1 signal_peptide_peptidase−like_3 [MW − SP = 55.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05761 5' nucleotidase family

Protein sequence:
MHMRCSTVCQSVASCMNIPNSSTGSPYLLPKPVKFSNGALALRSPSSYAHVNGFSCRCATTSVPPGEDVFSVVTSNTKSEVDYLGQSTKGDLNLNFGTTPYISTRIDGHALQGPIEEVAKMEAQEAENLLQHLGIPVPHSARHSPRGIFCTRTLNLRSISVIGYDMDYTLMHYNVMAWEGRAYDYCMENLRSVGFPVDGLAFDPELVIRGLVIDKEKGNLVKADRFGYIKRAMHGTRMLSTREVSEIYGRELVDLRKESRWEFLNTLFSVSEAVAYMQMVDRLDEGVIGPDLCPLDYKGLYKAVGKALFRAHVEGQLKSEIMSKPELFVEPDPELPLALLDQKEAGKRLLLITNSDYHYTDKMMQHSFNRYLPNDMNWRDLFEMVIVSSRKPEFFQMSHPMYEVVTGEGLMRPCFKARPGGLYSGGSAQMIESSLNVHGDEILYVGDHIYTDVSVSKVHLRWRTALICRELEEEYNALIHSQQHRATLIDLINQKEVLGDLFNQLRLALQRRTMGRPAQTLAATHMEDNELTESMQKLLVVMQRLDQKIGPMLDEDGELFNKRWGYLSRAGLWDKSHLMRQIEKYADIYTSRVSNFLHYTPFMYFRAQEQNLAHDSYTFDHLRREN*

NbL19g23020.1 5'−nucleotidase_domain−containing_protein_4 [MW = 71.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03908 Sec20

Protein sequence:
MANLDLQMNPQMEQIHGEIRDNFRALANGFQKLDKIKDSNRQSKQLEELTGKMRECKRLIKEFDREIKDEESRNPPEISKQLNDEKQSMIKELNSYVALRKTYMSSLGNKRVELFDMGGASEPTAEENVQMASAMSNQELISAGNKTMDETDQAIERSKQVVHQTIEVGTQTATTLKGQTDQMGRVVNELDTIQFSIKKASQLVKEIGRQVATDKCIMLFLFLIVCGVVAIIVVKIVNPHNKDIRDIPGLAPPAPSRRLLYLKSGQDFM*

NbL19g22910.1 novel_plant_SNARE_13 [MW = 30.41 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00438 S−adenosylmethionine synthetase, N−terminal domain

PF02772 S−adenosylmethionine synthetase, central domain
PF02773 S−adenosylmethionine synthetase, C−terminal domain

Protein sequence:
METFLFTSESVNEGHPDKLCDQVSDAVLDACLAQDPESKVACETCTKTNLVMVFGEITTKATIDYEKIVRETCREIGFVSADVGLDADNCKVLVNIEQQSPDIAQGVHGHLTKRPEEIGAGDQGHMFGYATDETPELMPLSHVLATKLGARLTEVRKNGTCAWLRPDGKTQVTVEYHNDNGAMVPLRVHTVLISTQHDETVTNDEIARDLKEHVIKPVIPEKYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPTKVDRSGAYIVRQAAKSIVANGLARRCIVQVSYAIGVPEPLSVFVDTYGTGKIPDKEILNIVKENFDFRPGMISINLDLLRGGNGRFLKTAAYGHFGRDDPDFTWEVVKPLKWEKPQA*

NbL19g22860.1 S−adenosylmethionine_synthase_2 [MW = 43.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MGLSFGKLFSRLFAKKEMRILMVGLDAAGKTTILYKLKLGEIVTTIPTIGFNVETVEYKNISFTVWDVGGQDKIRPLWRHYFQNTQGLIFVVDSNDRDRVVEARDELHRMLNEDELREAVLLVFANKQDLPNAMNAAEITDKLGLHSLRQRHWYIQSTCATSGEGLYEGLDWLSNNISNKA*

NbL19g22800.1 ADP−ribosylation_factor_1−like [MW = 20.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain

Protein sequence:
MLAHKAEEDGVACVEFIAGKEGHVGYDMVPGVVYTHPEVASVRKTEEQVKSLGVDYRIGKFPFLANSRAKAIDDAEGLVKILAEKESDKILGVHIMSPNTGELIHEAVLALQYGASSEDIARTCHAHPTMSEALKEAAMATYDKPIHM*

NbL19g22780.1 dihydrolipoyl_dehydrogenase_mitochondrial [MW = 16.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MKNLIFLMMFLTILLQTNANNLVETTCKNTPNYQLCLKTLLSDKRSETGDITTLALIMVDAIKSKANQAAVTISKLRHSNPPAAWKGPLKNCAISYKVILTTSLPEAIEALTKGDPKFAEDGMVGSSGDAQECEEYFKGSKSPLSALNVAVHQLSDVGRAIVRNLL*

NbL19g22710.1 cell_wall_/_vacuolar_inhibitor_of_fructosidase_1−like [MW − SP = 15.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain PF00549 CoA−ligase

Protein sequence:
MATGQLFSKTTQALFYNYKQLPIQRMLDFDFLCGRETPSVAGIINPGSEGFQKLFFGQEEIAIPVHSTVEAACAAHPTADVFINFASFRSAAASSMSALKQPTIRVVAIIAEGVPESDTKQLIGYGKANNKVVIGPATVGGIQAGAFKIGDTAGTIDNIIQCKLYRPGSVGFVSKSGGMSNELYNTIARVTDGVYEGIAIGGDVFPGSTLSDHVLRFNNIPQIKMIVVLGELGGRDEYSLVEALKQGKINKPVVAWVSGTCATLFKSEVQFGHAGAKSGGEMESAQAKNQALKDAGAVVPTSYEAFEGAIKEAFEQLASDGKTTLVKEITPPQIPEDLNTAIKSGKVRAPTHIISTISDDRGEEPCYAGVPMSSIVEQGLGVGDVISLLWFKRSLPRYCARFIEICILLCADHGPCVSGAHNSIVTARAGKDLVSCLVSGLLTIGPRFGGAVDDAARYFKDAYDRGLTPYEFVESMKKKGIRVPGIGHRIKRGDNRDKRVELLQLYARENFPSVKYMEYAVQVETYTLSKANNLVLNVDGAIGSLFLDLLAGSGMFTKPEIDEIVEIGYLNGLFVLARSIGLIGHTFDQKRLKQPLYRHPWEDVLYTK*

NbL19g22640.1 ATP−citrate_synthase_beta_chain_protein_2 [MW = 65.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTIYTYTPSVVGVGPPFLPLVRVPTRLRPTYYAFTTSAAASSPHSLNFSFPRRRYFFPPKSTMPSAAATAADDEMKFPFELIDEFDFDRIVSSDGVISICGFGSLLSERSARSTFPDLINFRVAKLSGFRRVFAHVAPIFFERGIANPDTKEISSLSVEPCEGETLIVTLFEIQRSEIPAFIEREHEFRFLAVIPETLNGLFYINPAIICARYSDEEYLKTRCRGDKGIFFQLYGRYNIDKIWRDDILPCRVYLRHCVLAAQNLGDIAYDNFLDHTFLGDRRTTIREYLATTGSGIMEEEPPELLKYRYGG*

NbL19g22510.1 uncharacterized_LOC109241286 [MW = 35.45 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00378 Enoyl−CoA hydratase/isomerase

PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain
PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MSSNPKGRATIEVGADGVAVITIINPPVNSLSLDVLYSLKESYEQAIKRDDVKAIVVTGANGKFSGGFDISAFGKLQGGTVESPKPGFISVEILTDTVEAARKPSVAAIDGLALGGGLEVAMACHARISTPNAQLGLPELQLGILPGFGGTQRLPRLVGLAKSLEMMLTSKPVKGEEALNVGLVDAVVPSNQLLDTARKWALDILERRKPWVASLHKTDKIEPLGEAREILKFARVQTRRQAPNLQHPLVCIDVVEEGIVSGPRAGLWKEAEAFQGLLHADTCKALVNIFFAQRGTTKVPGVTDLGLVPRRIKKVAILGGGLMGSGIATALLLSGYPVILKEVNDKFLQAGMGRVKANLQSSVKKGKMSPEKFEKTLSLLKGSLDYESFRDVDMVIEAVIENVSLKQQIFSDLEKYCPSHCILASNTSTIDLNLIGEKTKSQDRIIGAHFFSPAHVMPLLEIVRTQKTSPQVIVDLLDVGKKIRKTPVVVGNCTGFAVNRMFFPYTQAALLLVERGTDVYRIDNAITKFGMPMGPFRLCDLVGFGVAIATGGQFVMNFPERTYKSMLIPLMQEDKRAGETTRKGFYVYDDRRKASPDPEIKKYIEKAREMSGVTIDPKLAKLSDKDIIEMIFFPVVNEACRVLAEGIAVKASDLDISAVMGMGFPPYRGGIIFWADTLGSKYICSRLDEWSRMYGGFFKPCSYLAERAAKGALLSSTMDPSKSRL*

NbL19g22470.1 glyoxysomal_fatty_acid_beta−oxidation_multifunctional_protein_MFP−a [MW = 78.86 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03144 Elongation factor Tu domain 2
PF09173 Initiation factor eIF2 gamma, C terminal

Protein sequence:
MSRKGLMEQDLSKLDVTKLHPLSPEVISRQATINIGTIGHVAHGKSTVVKAISGVQTVRFKNELERNITIKLGYANAKIYKCDEDRCPRPMCYKAYGSGKEDSPMCDVPGFENCRMKLLRHVSFVDCPGHDILMATMLNGAAIMDGALLLIAANESCPQPQTSEHLAAVEIMRLQHIIILQNKVDLVQENVAINQHEAIQKFIQGTVADGAPVVPISAQLKYNIDVVAEYIVKKIPIPERNFISPPNMIVIRSFDVNKPGFEVDDIRGGVAGGSILKGVLKVNQLIEVRPGIVVKDESGNIKCTPIYSRIVSLFAEQNELQFAVPGGLIGVGTTMDPTLTRADRLVGQVLGEVGSLPEVFVELEVNFFLLRRLLGVRTKDSERQGKVSKLAKGEILMLNIGSMSTGARVVAVKNVFAKLQLTSPVCTSKGEKIALSRRIEKHWRLIGWGQIQAGITLDVPPCPV*

NbL19g22450.1 eukaryotic_translation_initiation_factor_2_subunit_gamma−like [MW = 50.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00213 ATP synthase delta (OSCP) subunit

Protein sequence:
MAMAGRVRSTLPLLRKALCFDSRSLLSNPELSRTYATAPAKEQKVKVPVTMYGVSGNYASALYIAAVKASALEKVESEILDLIEASKKSPKFSQFMKDLSVPTDTRVKAISDICAQAKFGDLTRNFLVVLAENGRLKHIDAIAKRFAELTMAHKGELKAIVTTVIPLPPEEEKELKETLQDVMGKGKKVNIEQKIDPSILGGLVIEFGQKVFDMSIRTRARQMERLLKEPLNF*

NbL19g22340.1 ATP_synthase_subunit_O_mitochondrial−like [MW = 25.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06825 Heat shock factor binding protein 1

Protein sequence:
MHVLLCLSCRIDTLLNVTIIIFWQDGHDGDNSKQSTADMTVFVQNLLQQMQTRFQTMSESIILKIDEMGNRIDELEQSINDLRAEMGQDGAPSPSATLKPREEPKTSDDNA*

NbL19g22330.1 heat_shock_factor−binding_protein_1−like [MW = 12.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04055 Radical SAM superfamily PF16881 N−terminal domain of lipoyl synthase of Radical_SAM family

Protein sequence:
MSSCSSSSSPLHFPLHKPINKHNPISPYSSLFSPPKQSGKFTIRCESLELKPKSPSTNGPPPYPGGIGPYTGRDPAVKKPSWLRQKAPQGEKYEEVKGTLSGLKLNTVCEEAQCPNIGECWNGGGDGIATATIMLLGDTCTRGCRFCAVKTSRNPAPPDPLEPVNTAKAIASWGVDYIVLTSVDRDDLPDGGSGHFAETVKAMKLLKPDIMVECLTSDFRGDLSAVSTLVHSGLDVFAHNIETVKRLQRIVRDPRAGYEQSLSVLKHAKLDKEGMITKTSIMLGLGETDDELKEAMADLRAIDVDILTLGQYLQPTPLHLTVKEYVTPEKFAFWKEYGESIGFRYVASGPLVRSSYRAGELFVQTMVKERTRNA*

NbL19g22230.1 lipoyl_synthase_chloroplastic [MW = 40.88 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 22 43 64 104

Protein length

Gel Slice

4.4 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 22 43 64 104

Pfam domains

Pfam Description
SP Sequon TM Domain PF05486 Signal recognition particle 9 kDa protein (SRP9)

Protein sequence:
MVYMTSWDDFVERSVQLFRADPEKTRYVMKYRHLDGKLVLKVTDDTECIKFRTDQAQDAKKMEKLNNIFFTLMARGPDVDISEVGGKEQMEAQAPKKGRGRKQ*

NbL19g22140.1 signal_recognition_particle_9_kDa_protein [MW = 12.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00436 Single−strand binding protein family

Protein sequence:
MLMASSLSRKLLCTILTNPRSIKASQLSSFCTKISSATEDFSSPDSDRIELESASDAEPESTGFSSPSASDFNQERKFVDRPLENGLEVGIYKAILVGQVGQTPIQKKLKSGRSVTLLSLGTGGIRNNRRPFDNEEPREYANRCAVQWHRVSVYPERLGEMAMKSIVPGSILYVEGNLESKIFTDPITGLVRRIREVLYEEMVVWFSLGMGMKPSSHHKQKLKGLVITESLRVSL*

NbL19g21970.1 single−stranded_DNA−binding_protein_mitochondrial−like [MW = 26.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MANQNYKGLDSVTVTDVEALGIASELAGEIHEKLTRIVRNYGATTPQTWHHISKEILTPKLPFSLHQMMYYGCYKDFGPDPPAWLPDSKKTGLTNIGQLLVRRGKEFLGSNYEDPISSFSDFQRFSVSEPEVYWKTILEEMNVSFSVPPECILRESPSHPGGQWLPGARVNPAKNCLSFRNRTLSDVAIVWRSEGNDEAPVEKMTLKELCESVWAVAYALETLGLEKGSAIAIDMPMDVNSVVIYLAIVLAGYVVVSIADSFAPSEISTRLILSKAKAIFTQDFIFRGDKKIPLYSRVVDARSPTAIVIPNRASSLRQLRDGDISWPDFLERVKGSRGLEFVAVEQPTTAFTNILFSSGTTGEPKAIPWSLLSHFKAAADGWCHMDIKKGDVVAWPTNLGWMMGPWLVYASLLNGASIALYNGSPLGSGFAKFVQDAEVTMLGVIPSIVRTWKAKNSPDGFDWSTIRCFGSTGEASSVDEYLWLMGRAQYKPIIEYCGGTEIGGSFVSGSLLQPQSLAAFSTAVMGCSLHILGDDGLPIPSDVPGIGELALGPLMFGASSTLLNADHNEIYFKGMPVLNGKVLRRHGDVFERTSKGYYHAHGRADDTMNLGGIKVSSLEIERICNAADENILEAAAVGVPPAEGGPEKLVIAVVFKDSDNLEHNLENLMISFNTALQRKLNPLFKVSSIVPLPLLPRTATNKVMRRVLRQQFSQAEQGSKL*

NbL19g21950.1 probable_acyl−activating_enzyme_17_peroxisomal [MW = 78.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MGSDSEIEKSAQKEKKKLLALAPIAKPLAGKKLNKRIFKLVRRAAEKKCLKRGVKEVVKSIRRGQKGVCVIAGNISPIDVITHVPILCEEAEIPYVYVSSKEDLANAGATKRPTCCVLVQTKPAKEELTQEDQEKLKADYDQVVSEIGEMASSMF*

NbL19g21920.1 H/ACA_ribonucleoprotein_complex_subunit_2−like_protein [MW = 17.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04371 Porphyromonas−type peptidyl−arginine deiminase

Protein sequence:
MDLKGTPVENGYRMPAEWESHSHCWMGWPERPDNWRNNALYGQRVFANVASAISRFEPVTVCASAAQWENARSQLPKHIRVVEMSMNDSWFRDTGPTFVIRNTAANAEHVASSVAGIDWTFNSWGGVDDGCYGDWSHDLLVARKILAIEKVPRFPHTMILEGGSIHVDGEGTCLTTEECLLNKNRNPHLSKEQIENELKAYLGVRKIIWLPRGLFGDDDTNGHIDNMCCFVKPGVVLLSWTDDHSDPQYERSIEALSILETTSDANGRKLQVIKLHVPGPLCMTDEEADGIFQDGDAKPRTSGTRLAASYVNFYIANGAIITPQFGDKKWDEEAIRVLSLAFPDHEVVGVEGAREIVLGGGNIHCITQQQPSGP*

NbL19g21910.1 agmatine_deiminase−like [MW = 41.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03909 BSD domain

Protein sequence:
MDFWQKARSFAEEAAKRTTEFTKEAANRSQELTIGSSKLSDVVLEASKRSKEFAVEASKRSKEIAVEASKRSKEIAVEATKRADVIVSEASKRADQIKVDALKRAEQIKFQIPSAALSHIVDPSSAAPQTASSAPTLADLEKFGVTDDLREFVKGITINTFQDFPLEDDSVISDIPTVSNVRQDLTEFQEKHAKLVLQSVKEISKLRYELCPRIMRERKFWRIYFILVNSHVAPYEKKYMEEAKIKSVEKAQVESEKQLSSAGTTSKPVVEAAPQTNKKVASSTSDQDLDVFLLGEDSDDGPDDGDDAFDDDFDKI*

NbL19g21890.1 uncharacterized_LOC109206323 [MW = 35.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MVFEFKEILNSQYLHNRLLFIILIHMQNSKPACPFMVDLLAPKVKWLTIYFLFGVFLTDRPGRRQFLAMGSTMAPLLLMSYQTPTSFAAESKKGFLPITDKKDGYNFVYPFGWQEVVVEGQDKVFKDVIEPLESVSVNVIPTSKQDIRDFGSPQEVAETLIKKFLSSPSQKTKLIEASEHDIEGKAYYTFEFVAQAPNFTRHGLTAVCIGNGKFYTLTTGANERRWEKMKDRLHTVVDSFQIFNV*

NbL19g21790.1 psbP−like_protein_1_chloroplastic [MW = 28.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF16884 N−terminal domain of oxidoreductase

Protein sequence:
MEEVSNKQIILKDYVNGVPKESDMELRISTIKLKVPEDSKAVLVKNLYLSCDPYMRPRMKKTEGSYTDSFTPGSPIVGFGVAKVVDSAHPKFKKDDLVWGITGWEEYSIIKAPDSLFKIPNTDVPLSYYTGILGMPGITAYGGFYELCSPKKGETVYVSAASGAVGQLVGQFAKLLGCYVVGSAGTKEKVDLLKNKFGFDEAFNYKEEQDLSAALKRYFPDGIDIYFENVGGKMLDAVLLNMRVHGRIAVCGFISQYNLGQPEGVHNLFCLISKRVRMQGFLAADYFPLYQKFVEMVTPHIKEGKVTYVEDIAEGIESAPGALVGLFSGRNVGKQLVRVSRE*

NbL19g21560.1 2−alkenal_reductase_(NADP(+)−dependent)−like [MW = 37.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MEEITSQKTHVLVLPSPAQGHINPIVQFSKILASKEVKVTILTIDFVCKAMLLDCGPLINIESIPHETIPVEGVDNFLEWFQTLMLEKFSGIVEKFGDSEYPVKVVVIDSLITWIIDLAHELGLKVAAFHTQPVALSALYYHIHQEDTTNKIPFDGFSPVSLPSLPLLEKEDLPSFICETDAYPTVKRLVFGQNFNFKKADWLLFNSFDMLEEEVINWLRTQYSIKTIGPVVLSMYLDNEYDSSLTKPHYETCKKWLDSREIGSVIYVSFGSLASLGQKQMEELALGLIMSNSYFLWVVRDTEENKLSNEFMSKVSEKGLTVNWSPQLDVLAHKSVGCFFTHCGWNSTLEALSLGVPMVCMPQWADQPTNAKFIVDIWQVGIRVEVGKDGVITREEIASSIKEVMVDKKGVMLKENAIKWKILAEEAVDKGGSSDKNITEFVQACNALN*

NbL19g21520.1 UDP−glycosyltransferase_74E2−like [MW = 50.54 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 33 65 97 129 161

Protein length

Gel Slice

3.5 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 33 65 97 129 161

Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MGVTTYTQDIATLVDPARVFKALVLDAENIVPKLMPEAVKNIEIVEGDGGAESIKKMNFVEGYPIKYLKHKIHVVDDKNMVIKYSLIEGEVLGENLEYISYVVSFEGSDNGGCICKTISNYHTKDDFVVKEEEIKEGEEKAVELFKAVEAYLLANPSSYA*

NbL19g21430.1 pathogenesis−related_protein_STH−2−like [MW = 17.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03572 Peptidase family S41 PF17820 PDZ domain

Protein sequence:
MEPLLGSSHSPSASVSPSFTITSSYRRNPTFAFKVLSWNSLYSGNNNSRLYPPTLCLKKSGNDNSESCSPLYCIEQMCRNKMFSQPNWRHSKLFIDKQSLLVIQNGLAFLPRKFRTSLRKTVKHSEIFRNIVPDIFVRSCIGLMLVMALNAAVAKAPSFALTEENLLFLEAWRTIDRAYIDKTFNGQSWFRYREDALRKEPMNTRQETYAAIKKMIATLDDPFTRFLEPEKFKSLRSGTQNALTGVGLSIAYPTGKTESAPGLVVVSASPGGPADRAGISSGDIILEIDNSSTENMGIYDAAERLQGPEGSGVELTVRRGSETRNLPLIREKVSLNPVKSRICKLPTGGDDAPQIGYIKLSTFNQNASGAVKEAIEALRKSNVNAFVLDLRDNSGGLFPEGVEIAKIWLNKGVIVYICDSRGVRDIYDTDGSNVVAASEPLAVLVNKGTASASEILAGALKDNKRALIFGEPTYGKGKIQSVFQLSDGSGLAVTVARYETPAHNDIDKVGVIPDHPLPASFPKDDESFCNCLQNPASACHINRVELF*

NbL19g21380.1 carboxyl−terminal−processing_peptidase_2_chloroplastic−like [MW = 59.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00891 O−methyltransferase domain PF08100 Dimerisation domain

Protein sequence:
MALMSVDIGKKAREVLAAQAHIWNHTFNYINSMSLKCAIQLGIPDIIHSHGQAMTLSELVNALPINKDKGKDYIYRLMRILTHAGFFLQAKKVNNEDEECYLLSSSSYLLLKDEPMNLIPFLQAQLDPILIDPFYSLSQWFQNGDSTPFATLNGKPFFEYAEKESRFNCLFNEAMASDARLIISIMIENCKEVFEGLKSLVDVGGGTGTVAKAIADAFPKTNCIVFDLPHVIEDCEGRKNLSYVGGDMFKSIPSADAVLLKWILHDWNDEECIQILKKCKEAIPSKENGGKVLIIDMVLDKEKGDHKSFETQLFWDMLMMAFNSGKERTQQDWAKLFSTAGFSDYKIIPVLGLRSIIEVYP*

NbL19g21310.1 trans−resveratrol_di−O−methyltransferase−like [MW = 40.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00249 Myb−like DNA−binding domain

Protein sequence:
MTRRCSHCNNNGHNSRTCPTTRGGTPTGGVGSSSGGGGGGSGGVRLFGVRLTDGSIMKKSASMGNLSSLHSYHSSSSPNPPGSPSSDVPHLPDGYLSDDPNTHASISANRRLERKKGVPWTEEEHRLFLLGLQKLGKGDWRGISRNFVTSRTPTQVASHAQKYFIRQSNATRRKRRSSLFDIVADTGTDASHPLSEEQFMLPPRAIESDKEHLAPSATKAIESDFADTLPSLDLSLKSDFESMETTASEPVEETKLNTTTDEIPSVYPAFFPAYIPVPYSFWPSNAVPVPEDRGSEPSHHQILKPIPTVPKEPVNVDELVGMSQLTLADAGSGHIEPSPLSLKLTAEPSRQSAFHASTPVKNREITKGETAPIQAV*

NbL19g21260.1 transcription_factor_MYB1R1 [MW = 40.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MFSLNGSSFTNNSLSGVSRCLTQSSRRGVSGPMVVVAAVNSNGKPGDRNVSVLVENSMKESAAAPVEKEIKSTVTGGVGDVYGEDSATEDQSITPWTLSVASGYSLLRNPHYNKGLAFSEKERDSHYLRGLLPPVVVNHDIQVKKMMNNLRQYEVPLQRYIAMMDIQEMNERLYYKLLMDNVEELLPIVYTPTVGEACQKYGSIFRRPQGLFISLKEKGKINEVLKNWPERKIQVIVVTDGERILGLGDLGCQGMGIPVGKLSLYTALGGIRPSACLPITIDVGTNNEDLLNDEFYIGLRQRRARGKEYAELFDEFMYAIKQNYGEKVLIQFEDFANHNAFDLLAKYGTSHLVFNDDIQGTASVVLAGLMASLQLVGGTLAEHTFLFLGAGEAGTGIAELIALEMSKQTGIPLEETRKKIWMLDSKGLIVNSRMESLQHFKRPWAHEHEPVKELVNAVKSIKPTVLIGSSGAGRTFTKEVVQVMATFNEKPIIFALSNPTSQSECTAEEAYTWSEGRAIFASGSPFAPVEYNGKVYASGQANNAYIFPGFGLGLIISGAIRVHDDMLLAASEALAEQVSQENFEKGLIYPPFTNIRKISANIAAKVAAKAYELGLATRLPEPANLVAYAESCMYSPAYRSYR*

NbL19g21240.1 NADP−dependent_malic_enzyme_chloroplastic−like [MW = 70.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MPSIAFGRFDDSFSLGSIKAYIAEFISTLLFVFAGVGSAIAYNKLTSDAALDPAGLVAVAVCHGFALFVAVAVGANISGGHVNPAVTFGLALGGQITVLTGLFYWIAQLLGATAASYLLKVVTGGLAVPIHSVAAGVGAAEGVVMEIIITFALVYTVYATAADPKKGSLGTIAPIAIGFIVGANILAAGPFSGGSMNPARSFGPAVASGNFAGHWIYWVGPLVGGGLAGLIYSNVFMNNDHAPLSTEF*

NbL19g21140.1 aquaporin_TIP2−1−like [MW = 24.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00343 Carbohydrate phosphorylase

Protein sequence:
EKDAALGNGGLGRLASCFLDSMATLNLPAWGYGLRYKYGLFKQIITKAGQEEVAEDWLEKFSPWEVVRHDVVFPVRFFGDVEVRPSGSRKWVGGEVIQAIAYDVPIPGYRTKNTNSLRLWDAKASSEDLNLFQFNDGQYESAAQLHSRAQQICAVLYPGDATENGKLLRLKQQFLLCSASLQDIIARFKEREDGKGAHHWSEFPKKVAIQLNDTHPTLAIPELMRLLMDDEGLGWDEAWGITTRAIAYTNHTVLPEALEKWSQAVMWKLLPRHMEIIEEIDRRFVASVQSERPDLENKIPSMRILDHNAQKPVVRMATLCVVSSHTVNGVAKLHSDILKAELFADYVSVWPTKFQNKTNGITPRRWIRFCSPELSNIITKWLKTDQWVTNLELLANLREFADNAELHAEWESAKMANKQRLAQYVLRVTGVSIDPDTLFDIQVKRIHEYKRQLLNVLGVVYRYKKLKEMSPQERNNTTPRTVMIGGKAFATYTNAKRIVKLVTDVGDIINSDPDINNYLKMVFVPNYNVSVAEMLIPGSEISQHISTAGMEASGTSNMKFALNGCLIIGTLDGANVEIREEIGEENFFLFGATADEVPRLRKEREDGLFKPDPRFEEAKQFIRSGAFGTYDYNPLLESLEGNSGYGRGDYFLVGHDFPSYMDAQARVDEAYKDRKRWIKMSILSTAGSGKFSSDRTISQYAKEIWNIAECRVP*

NbL19g21130.1 alpha−glucan_phosphorylase_H_isozyme [MW = 80.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04734 Neutral/alkaline non−lysosomal ceramidase, N−terminal PF17048 Neutral/alkaline non−lysosomal ceramidase, C−terminal

Protein sequence:
MGVSDCLKVEFWRSTGGMIWLALLVLLLSQVNERGAAEASNYLVGLGSYDITGPAADVNMMGYANTEQIASGIHFRLRARTFIVAEPQGSRVAFVNLDACMASQVVTIKVLERLKARYGNLYTEQNVAISGIHTHAGPGGYLQYVVYIVTSLGFVRQSFDALVDGIEQSIIQAHENLRPGSIFVNKGELLDAGVNRSPSAYLNNPAGERSKYKYDVDKEMTLLKFVDDEWGPIGSFNWFATHGTSMSRTNSLISGDNKGAAARFMEDWFDQKSNETSNFNISKVRELPRRVSNIIPTVHGKHHELLELAASFQSSPGKPVTRLMSVARRVRSAFRSADRPRFVSAFCQTNCGDVSPNVLGAFCIDTGLPCDFNHSTCGGKNELCYGRGPGYPDEFESTRIIGERQFKKAVELFNKATEQVKGKVDFRHTYVDFSNLEVTIPKEGAGIETAKTCPAAMGFAFAAGTTDGPGAFDFQQGDDKGNVFWRLVRNLLKKPGSEQIKCQHPKPILLDTGEMKEPYDWAPSILPVQILRIGQLVILSVPGEFSTMAGRRLRDAVKMVLTSGGTKEFDSNIHVVIAGLTNTYSQYITTFEEYQIQRYEGASTLYGPHTLSGYIQQFKTLAAALITGQTLQAGPQPPNLLGKQIGLLPPVVMDATPLGSKFGDLITDVPQSSAFKRDELVTVSFWSACPRNDLMTEGTFALVEILQGKDTWVPAYDDDDFCLRFIWSRPAKLSTRSKATIEWRIPDLAASGVYRIRHFGAAKALLGSVKHFTGSSSAFVVA*

NbL19g21110.1 neutral_ceramidase−like [MW − SP = 81.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family

Protein sequence:
MATSPSSFSFFSSSIFLSNPNIQSSKHLLFRSPKQLSVAAIATIRSEVATIPILSFDGAEVGSTTLNLKSAPLDTARAVVHRGLTTDLRNQRRGTASTLTRSEVRGGGIKPYPQKKTGRARRGSNRTPLRPGGGVVFGPKPKDWSVKINKKEKRLAISTALSSASENTIVVEEFNDKFEKPKTKEFIDLMRRWGLDPKEKSLFLMTEVSDNVILSSRNIGTLKMLTPRTLNLFDILDSEKLVLTKSAVDFLNERYGDENEWEDEEKDDQEDNDGGGER*

NbL19g21070.1 50S_ribosomal_protein_L4_chloroplastic [MW = 30.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MAENKEEDVKLGANKYRETQPLGTAAQTDKDYKEPPPAPLFEPGELSSWSFYRAGIAEFMATFLFLYITILTVMGLKRSDSLCSSVGIQGVAWAFGGMIFALVYCTAGISGGHINPAVTFGLFLARKLSLTRALFYMVMQCLGAICGAGVVKGFMVGPYQRLGGGANVVQPGYTKGDGLGAEIIGTFVLVYTVFSATDAKRNARDSHVPILAPLPIGFAVFLVHLATIPITGTGINPARSLGAAIIFNHDQAWDDHWIFWVGPFIGAALAAVYHQIIIRAIPFKTKS*

NbL19g20980.1 probable_aquaporin_PIP−type_pTOM75 [MW = 30.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01215 Cytochrome c oxidase subunit Vb

Protein sequence:
MWRKLSSQLRILRLIRSTLKSNPTASAATSISSSPSPPAFRSSFTSFSRQFTTASENVVKKSVEDVMPIATGHEREELEAELQGRELLDINFPEGPFGTKEAPAVVKSYYDRRIVGCPGGEGEDEHDVVWFWLEKGKPHECPVCSQYFELEVVGPGGPPDGHGSDDEGHH*

NbL19g20910.1 putative_cytochrome_c_oxidase_subunit_5b−like [MW = 18.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MKHTRVIDRHAIPHWELSGYVEYIKSGQMQDDMLLPVPQGDFAVRLGEDASLKTKVVNVTKGTFYAISFVFARTCAQEERLNVSVTPTKEPKDWGMLPLQTMYSSDGWDTYSWGFLAEANVIEITLHNPAREKDPACGPLIDFVALKTLKTPHRPKGNMLKNGNFEEGPYIFPNTNWGILIPPNIEDDHCPLPGWIIESLKAVKYVDAEHFAVPEGKRAVELVAGRESAIAQEVITKAGKIYDLIFSFGDANNSCEGSMLIEAFAGKVALQVPYMSKGKGGSKRAKLRFTAISRRTRVRFLSTNYHMKSDNSGSLCGPVIDDVRLVSVRNPRIP*

NbL19g20880.1 uncharacterized_LOC109242909 [MW = 37.21 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 184 367 550 733 917

Protein length

Gel Slice

3.4 4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF04053 Coatomer WD associated region

Protein sequence:
MPLRLEIKRKLAQRSERVKSVDLHPSEPWILTSLYSGTVCIWNYQTQTMVKSFEVTELPVRSAKFIPRKQWVVAGADDMFIRVYNYNTMDKVKVFEAHTDYIRCVAVHPTLPYVLSSSDDMLIKLWDWEKGWLCTQIFEGHSHYVMQVTFNPKDTNTFASASLDRTIKIWNLGSPDPNFTLDAHLKGVNCVDYFTGGDKPYLITGSDDHTAKVWDYQTKSCVQTLDGHTHNVSAVCFHPGLPIIITGSEDGTVRIWHATTYRLENTLNYGLERVWAIGYMKHSRRVVIGYDEGTIMVKLGREVPVASMDNSGKVIWAKHNEVQTVNIKSIGADYEVADGERLPLAVKEMGTCDLYPQSLKHNPNGRFVVVCGDGEYIIYTALAWRNRSFGSALEFVWSSDGEYAVRESTSKIKIFSKNFQEKKSIRPTFSAERIYGGTLLAMCSNDFICFYDWADCRLIRRIDVNVKNLYWADSGDLVAIASDASFYILKYNRDVVSAHFDSGRSVDEQGVEEAFELLNEINERVRTGIWVGDCFIYNNSSWRLNYCVGGEVTTMFHLDRPMYLLGYLANQSRVFLIDKEFNVVGYTLLLGLIEYKTLVMRGDWDRANEVLPSIPKEHHNSVARFLESRGMIEEALEVATDLDYRFELAIQLGKLDIAKEIAVVAQSESKWKQLGDLAMSSGRLETAEECLKHANDLSGLLLLYSSLGDAEGITELASFAKEHGKNNVAFLCMFLLGKVDECIQLLVDSNRVPEAAFMARSYLPSKVSEIVSIWRKDLSKVNQKAAEALADPEEYPNLFEHWQIAHSIEARVAEERGVYPPAADYGNCADRPTTNLVEAFSNMRVDEEPLENGELDHEVAEQNGDEVQEPGEDDIQQEGQEEAVVVDADSTDGAVLVNGNEADEEWGTNTEGKPSA*

NbL19g20830.1 coatomer_subunit_beta'−2−like [MW = 103.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MSVVGFDFGNESGVVAVARQRGIDVVLNDESKRETPAIVCFGEKQRFLGTAGAASSMMNPKNTISQIKRLIGRQFSDPELQRDLKALPFSVTEGPDGYPLIHARYLGEMRTFTPTQVLGMVFSDLKTIAEKNLNAAVNDCCIGIPIYFTDLQRRAVMDAATIAGLHPLHLIHETTATALAYGIYKTDLPENDPLNVAFIDVGHASLQVCIAGFKKGQLKILAHSFDRNLGGRDFDEALFQHFAAKFKEEYKIDVFQNARACIRLRAACEKLKKVLSANPEAPLNIESLMDEKDVRGFIKREEFEQISIPILERVKKPLEKALAEAGLTTENIHAVEVVGSSSRVPAIMRILTEFFGKEPRRTMNASECVAKGCALQCAILSPTFKVREFQVNESFPFPIALSWKGPAPDSQNGAIEHHQSTIVFPKGNPIPSVKALTFYRSGTFTIDVQYADVSELQAPPKISTYTIGPFQSAKGERAKLKVKARLNLHGVVSVDSATLLEEEEVEVPVVREAVKEPAKMEMDEASGDAAHSTTSESDVNIQDAKAAGDASGAENGVPESGDKPVKMETDAKVGTTKKKVKKTSVPLTEIVYGAMAAADVQKAVEKEFEMALQDRVMEETKDKKNAVEAYVYDMRNKLSDKYQEFVIDSEREQFVAKLQEVEDWLYEDGEDETKGVYISKLEELKKQGDPIEQRYKEYTERGSVVDQFVYCINSYREAAMSNDPKFDHIDLAEKQKVLNECVEAEAWFREKKLQQDALPKYANPVLLSADVRKKAEALDRVCRPIMTKPKPKPAKPATPETPSSQSPQGGEQQPQTAESPNSENANATEGGSPGSEAPPAAEPMDTDKSETAPSVS*

NbL19g20750.1 heat_shock_70_kDa_protein_15−like [MW = 94.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MEKMGVLMTCPMFSYLEEQLNKRFNLFRFWLTPNKAEFLTQNGDSVRAVVGNAFFGADSELIDALPNLEIVSTYSVGLDKIDLGKCKERGITVTNTPDVLTDDVADTAIGLALMTLRKICVADGFVKRGLWKNGDFELTTKFSGKLVGIIGLGRIGSAIAKRAEAFGCPVSYHSRSKKPNINYKYYSNVVDLAENSEILIVACALTEETQHIVNRKVLDALGPKGILINIGRGAHVDESELVAAIIEGRIGGAGLDVYQTEPEVPERFFGLENVVLLSHAASDTVETCTSMADLVVANLEAHFLQKPLLTPVL*

NbL19g20710.1 hydroxyphenylpyruvate_reductase−like [MW = 34.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MSSLKLLNYFLSYKSTPLHSRYSPLFYFPYIQYCFSCPKNHSFISSQFRLFSSAASSISYMELVKEVASKGPESQQNIAIRADEKSYSYLQLISSARIISNLLSELTLKTDKGIKENEHLNGARVGIVAKPSAEFVAGILGTWLSGACAVPLALSYPETELLHVMNDSDISMILSTEDHQELMNTIAANTGAQLSLIPSIPDVHSSMEHDQSKDVVSDGQQNLLEVNSSGENPAFILYTSGTTGKPKGVVHTHNGVLAQAQMLASAWEYTSKDQFLHCLPLHHVHGLFNALLAPLYAGSTVDFVPKFSVRGIWQRWRESYPTDGTKMNNAITVFTGVPTMYARLLQGYEAMDPELKAASASAARHLRLMMSGSSALPLPVMQQWETVTGHPLLERYGMTEFVMAISNPIRGKRKGGTVGKPFPGVQAKILLEDESDNDKTGVGELCIKSPSLFREYWKLPEVTKQSFTDDGYFKTGDTVTVDEDGYYIILGRTNADIMKVGGYKLSALEIEAVLLEHPTISECCVLGLPDKDYGEVVCIIVVPEGKVKRRRDEELKPALTLQELSDWAKEKLAPYKIPTCLFLWDSLPRNAMGKVNKKELRRNLAEDPKQV*

NbL19g20690.1 malonate−−CoA_ligase−like [MW = 67.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MANRAGEVVCVTGGSGYIGSWLVRFLLERGYTVHATVKDLNDEKETKHLLALEGAESRLLLFQIDLINYDSIVPAITGAVGVFHLASPCIVDEVKDPENQLLTPAIKGTMNVLTASKELGVKRVVVTSSISAIIPSPNWPADRAKNEDCWTDIEYCKQKGVWYPLSKTLAEKASWEFAKEKDLDIVVVNPGTVMGPILPPTLNASMLMMLRLLQGCTTAYEDFFMGLVHVKDVALAHILVYENISAKGRHLCVEAITHYGDFAAKVAELYPEYNIPRLPKDTQPGLLRAKDGGKKLMDLGLQFIDMEQIIRDSVESLKMKGFMS*

NbL19g20450.1 cinnamoyl−CoA_reductase_1 [MW = 35.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MRTKMAKNSFVLLLFSLVIFGTLTSAQGKKSQESLKEITHKVFFDVEIDGKPAGRIVMGLFGKTVPKTAENFRALCTGEKGIGKSGKPLHYKGSTFHRIIPSFMLQGGDFTLGDGRGGESIYGEKFADENFKIKHTGPGLLSMANAGSDTNGSQFFITTVTTSWLDGRHVVFGKVLSGMDVVYKVEAEGRQSGTPKSKVVIAESGELPL*

NbL19g20340.1 peptidyl−prolyl_cis−trans_isomerase_CYP20−1−like [MW − SP = 19.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MTFIHKPTDHFIHYLANILISNKQTKMESNKVVLLDFWPSSFGMRIRIALALKGIKYEAKEENLSDKSSLLLEMNPVHKKIPILIHNSKPICESLNILEYIDEVWHDKCPLLPSDPYEKSRARFWADYIDKKIYSTGRRVWSGKGEDQEEAKKEFLEIFKTLEGELGNKTYFGGDNLGFVDVALVPFTSWFYSYETFANFSIEAECPKLVVWAKRCMENECVSKSLPHPHKIYDFVLELKHKLGLA*

NbL19g20110.1 probable_glutathione_S−transferase_parA [MW = 28.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MSGSKLSLIGISLILWVCCSLLFTGVDSQVTHPDEVKALRAIKKSLVDPNGNLSNWRRGDPCRSNWTGIFCYNETNNDGYFHVRELQLLDMNLSGKLSSELGRLSYMKILDVMWNAITGTIPKEIGNINTLELLLLNGNQLTGSLPEELGYLPNLNRIQIDQNHISGPLPVSFANLKKTEHFHMNNNSISGQIPPELSKLPKLLHLLLDNNNLSGYLPPELAQIPNLHILQLDNNNFDGSQIPDSYGNMSRLLKLSLRNCSLQGPLPNLGNILNLTYIDLSFNQLSGPIPSEKLSDNITTIDLSYNNLNGTIPSNFSGLPHLQKVSLANNSLSGSVPSIIWQNRTLNATETLILDLRSNKFLNISGTLDVPQNVTVSLQGNPLCSNSALFDFCKPFNGHADGTLQLANNTDCPPLACPPPYEYAVPFPTCFCALPLLVGYRLKSPGFHDFRQYVHRFEWYITSGLKLNQSQLHLNTFALEAGPRVRMYLRIFPIFVDNSSSSLFNKSEVLRIRSMFTGWLIPDNDFFGPYELLNFTLLADYREFIPPPSSSSISKGALAGIILGVIAGAVTISAFVSLVILRLHMKKHHHAGSKRNLLSKISVKIDGVKEFHFEELTLATKNFNNSSLVGQGGYGKVYKGTLNDGTVVAIKRALEGSLQGQKEFLTEIELLSRLHHRNLVSLLGYCGEEGEQMLVYEFMPNGTLRDHISGKCKEPLSFAMRLRVALGSAKGILYLHTEADPPIFHRDIKASNILLDSKFIAKVADFGLSRLAPVPDLEGTLPAHVSTVVKGTPGYLDPEYFLTHKLTDKSDVYSLGVVFLELLTGMQPISHGKNIVREVNLAYRSGMIFNVIDDRMGSYPSECVEKFINLALKCCQEETEARPSMAEVVRELENIRLMMPESDSIIRDSLVTDSEKDSSTPSSTSAMKYPYVSADVSGSDLVSGVVPSIHPR*

NbL19g20030.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g06840 [MW − SP = 102.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01230 HIT domain

Protein sequence:
MEADYYMFGPYKIDKKEVFYSTDLSYALVNLRPLLPGHVLVCPRREVKRFVDLTADETSDLWLTAQKVGKQLESYHKASSLTFAIQDGPQAGQTVPHVHIHIIPRKSGDFEKNDEIYDALDVKEKEMKQSLDLDKERKDRSIEVMAEEADEYRKLF*

NbL19g19930.1 bis(5'−adenosyl)−triphosphatase−like [MW = 18.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01196 Ribosomal protein L17

Protein sequence:
MACASTSASTTWNMSSLKSALPSAQTLSKPSLRFSVGSKPKSTSRLLHSFVGLAPLHPLLSLSSQDSTSFEHSFTVIDNGGRVSAMRHGRKVPKLNRPPDQRRALLRGLTTQLLKHGRIKTTKARARAVRKYVDKMITMAKDGTLHKRRQALGFIYEKQIVHALFAEVPERYGERNGGYTRIIRTLPRRGDNAPMAYIELV*

NbL19g19920.1 50S_ribosomal_protein_L17_chloroplastic−like [MW = 22.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00571 CBS domain

Protein sequence:
MQGGFKQIISHGSVLKSAVLRHVRLVNPVARPLIFARHETTSAARIEEHGFESTKIADILKGKGKGADGSWLWCTTDDSVYDAVKSMTQHNVGALVVVKPGENKSIAGIITERDYLRKIIVQGRSSKSTKVGDIMTEENKLITVTPETKVLKAMQLMTDNRIRHIPVIDQTGMIGMVSIGDVVRAVVSEHREELNRLNAFIQGGY*

NbL19g19880.1 CBS_domain−containing_protein_CBSX3_mitochondrial [MW = 22.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

Protein sequence:
MEEIGFLGMGIMGKAMAVNLLRHGFKVTVWNRTLSRCDELVQHGASVGETPAAVVKKCKYTIAMLSDPAAALSVVFDKDGALEQICGGKGYIDMSTVDADTSSKISQAITSKGGCFVEAPVSGSKKPAEDGQLVILAAGDKALYDQVLPAFDVLGKKSFFLGQVGNGAKMKLVVNMIMGSMMNAFSEGIVLADKSGLDPHTLLDVLDLGAIANPMFKMKGPAMINNSYPPAFPLKHQQKDMRLALALGDENAVPMPVAAAANEAFKKARSLGLGDHDFSAVFETIRGAQSST*

NbL19g19850.1 glyoxylate/succinic_semialdehyde_reductase_1 [MW = 30.79 kDa]
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1 193 385 577 769 960

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDELDVLARDFGFRPAGKSAPMRSDAGDRRSSSVRSTTTSPLFDDPDGTLFNDVFGGPPKYTNTSGNSNKSASMNDFNYDSIFKSGNESKSNNNTDDNMKTSSLPVYDKPVYDEDIFDGLPGVKSKSVSSSTARFEDDVFATMTLQPQRTDNKSHFDDLLGNLGRKEKVAEPKSSKSSGSTEFDDLLAGFGSGSPATSSRSFTESTQPSKPAGNSNRSSSVFDDPFVVLESTSVPANSSPGEFSDPLEEIGKLGKSGTAKTDGSSVSGGVFDDLDPLNGFNNPVHPLSPENKTGGKDRSPSKAGPGRSDAHTSTSRKNIGTSSFRSSESHSQKNVRGDQESPLFDMPSEDPLRSFSEAAPPPYADNDLHESNFQVDTSPRSEEQVQSSDDIWLTVSEIPLFTQPTSAPPPSRPPPPIPRRSSKSEASFVASNARRKGDGYSPSPNHNQYSQSPKPVRPAVKSPPVSQLDELEDFARGWPRSNTDENADALSGEEMNANSVAAASAAAMKEAMDRAEAKFRHAKEVREREYAKSAKSKEAVHLERDEQAINEVQERELQENQERLENERRQREKEEEERAQRKLERERERTRELEKERARQAVERATREARERAAVGARDRAAAEARLKAERAAVEKAAAEARGRAEKAAVQRAQAEARERAAVEAKERAEKAAAEAREKEAREKASAVKAEAEARRRAERAAVERAAAEARERAAAEARERVAAAARMNQQRNDNDLESFFSMGRASSAPKSRASTPDNVFDSQFQTKAGSEGPKSTSGVASSNMRKASSTTSFVDDLSSIFGASASSGDFQDVEGETEERRRARLERHQRTQERAAKALAEKNQRDLQVLRDQEERHRIAETLDLEIKRWAAGKEGNLRALLSTLQYVLWPECGWQPVSLTDLITGASVKKVYRKATLCIHPDKVQQKGANLQQKYIAEKVFDLLKEAWNKFNSEELF*

NbL19g19790.1 auxilin−related_protein_2−like [MW = 105.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14204 Ribosomal L18 C−terminal region PF17144 Ribosomal large subunit proteins 60S L5, and 50S L18

Protein sequence:
MAFIKVQKTRAYFKRFQVKFKRRREGKTDYRARNRLINQDKNKYNTPKYRFVVRFTNKDIIAQIVSASIAGDMILASAYACELPRYGLKVGLTNYAAAYCTGLLLARRVLKKLEMDEEYQGNPEASGEDYSVEPAESRRPFRALLDVGLIRTTTGNRVFGALKGALDGGLDIPHSEKRFAGFSKDSKQLDADVHRKYIYGGHVATYMKTLTEDEPEKYQSHFSEYIKQGLEADDLEEMYKKVHAAIRADPSPKKSEKQPPKQHKRYNLKKLTYEERKAKLIERLNALNSAAGNDDDEEDDD*

NbL19g19750.1 60S_ribosomal_protein_L5−like [MW = 34.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00445 Ribonuclease T2 family

Protein sequence:
MTFLPVHAIVNLRMLFLLIGVCCILVGVNGGWDEEVGLLRRGRGVAGGGYQREFDYFKLSLQWPGTYCRRTRRCCSSNACCSRSNSPPVFTIHGLWTEYNDGTWPACCSGKAFDEREISTLLEPLRKYWPSLSCGSPRSCHHRKGPFWAHEVEKHGTCAYPVVHDEYEFFLTTLNVYFKYNVTEVLFEAGYVPSDSEKYPLGGIISSIENAFHATPEVTCSGDALEELRICFYKNFEPRDCAHDTSALSRGSCPQYVSLPAHGS*

NbL19g19720.1 ribonuclease_2−like [MW − SP = 26.42 kDa]
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1 209 417 625 833 1042

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00270 DEAD/DEAH box helicase

PF00271 Helicase conserved C−terminal domain
PF04408 Helicase associated domain (HA2)

PF07717 Oligonucleotide/oligosaccharide−binding (OB)−fold

Protein sequence:
MSVRLLNPYSSALLHFHFRNSLSSSAPRSYVPSHFRLKSSAMSYRPNSRGGRRGGGGGGGRGGAGRGGAGRGGGGRGGGGRGGEQRWWDPVWRAERLRQQAAQMEVMNENEWWGKMEQFKRGGEQELVIRRNFSRDDQQKLADMAYQLELYFHAYNKGKALVASKVPLPSYRADLDERHGSTQKEIRMSTEIEERVGNLLSRSQDNVSGGTSSSTSGSSAKLSSKAVETARPKLTVENDTAKQRLNNELKQKQEKTRESEKVKAMISFREELPAFKVKYEFLEAVASNQVLVVSGETGCGKTTQLPQFILEEEISSLRGADCNIICTQPRRVSAISVAARICSERGENLADTVGYQIRLESKRSAQTRLLFCTTGVLLRQLVQDPDLTGVSHLLVDEIHERGMNEDFLLIILRDLLPRRPDLRLILMSATINAELFSNYFRNAPKIHIPGLTYPVAELFLEDVLEKTRYLIKSEADSFQGSSRRRQRQQDSKRDPLTELFEDVDIGSHFKGYSMTTRQSLEAWSGSLLDLGLVEATIEYICRREGEGAILVFLTGWDDISKLLDKIKANNFLGDTRKFLILPLHGSMPTINQREIFDRPSANMRKIVLATNIAESSITIDDVVYVIDCGKAKETSYDALNKLACLLPSWISKASAHQRRGRAGRVQPGVCYRLYPKLIYDAMPQYQLPEILRTPLQELCLQIKSLQFGAIESFLAKALQPPDPLSVHNAIELLKTIGALDDTEELTPLGRHLCTLPVDPNIGKMLLMGSIFQCLNPALTIAAALAHRDPFVLPINRKEEADAAKRSFAGDSCSDHIALLKAFEGWKDAKHYRKERAFCWENFLSPVTLQMLEDMRNQFVDLLSDIGFVDKSRGAKAYNEYSNDLEMVCAILCAGLYPNVVQCKRRGKRTAFYTKELGKVDIHPASVNAGVHLFPLPYLVYSEKVKTTSIYIRDSTNISDYALLMFGGNLSPSKSGEGIEMLGGYLHFSASKSVLDLIKKLRGELDKILKRKIEEPGFDISVEGKGVVGAVVELLHSQDIRY*

NbL19g19710.1 ATP−dependent_RNA_helicase_DHX36 [MW = 116.31 kDa]
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Peptide counts over 4 repeats

1 232 463 694 925 1157

Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
EPLRKFSGNTKENSARAKTLVSFLVRFSFFTVALRRYLLQPKPFSSSVVFPFNLSKSRFCGVAGDREVMAEEGGRSFARRNRLREIETQVHKWWTEDDVFRADPKDSPPKVGEKFYGNFPFPYMNGYLHLGHAFSLSKLEFAAAYHRLRGATVLLPFAFHCTGMPIKASSDKLSREIAKFGNPPVFPVVKEEESIETDVKVETEGNQPAPGGKFKGKKSKAVAKAGGDKYQWQIMQSYGLSDEEIARFTDPYYWLTYFPPLAVEDLKEFGLGCDWRRTFITTDMNPYFDSFVRWQMRKLKTFGKIVKDLRYTVYSPLDGQPCADHDRASGEGVIPQEYTLIKMEVVPPFPPKMSVLEGKKVYLAAATLRPETMYGQTNAWVLPDGKYGAFEINDTEVFVVTYRAALNLAYQRLSRIPEKPTCLVELSGQDLIGLPLRSPLAFNEIIYTLPMLSVLTDKGTGVVTSVPSDSPDDYMALHDLKSKPAFRAKFGLKDEWVLPFEIVPIINHPDFGDKSAERICIEKKIKSQNERDKLDEAKKTIYKGGFYEGTVIVGEFAGMRVQEAKSLIRSKLLEMNQAVVFSEPEKKVMSRSGDECVVALTDQWYLTYGESEWRKAAEDCLASMNLYSDETRHGFEHTLSWLNQWACSRNFGLGTRIPWDEDFLVESLSDSTIYMAYYTVAHLLQKGDMYGTDHSSVKPEQLTDEVWEFLFCNGPYPENSSLSSSLLKEMKQEFDYWYPFDLRVSGKDLIQNHLTFCIYNHTAIFPKHHWPRGFRCNGHIMLNSEKMSKSTGNFRTLRQAIEEFSADATRFALADAGDGMDDANFVFETANAAILRLTKEIAWMEEVLAAESSLRSGPPSTYADCVFANEINFAIRTTEKNYSEYMFREALKTGFYDLQAARDEYRLSCGSGGMNRNLLWRFMDVQTRLIAPICPHYAEYAWRELLKEESCGIKAGWPEAELPDLTLKKANKYLQDTIVSMRKLLQKQVSGSKKGNVNVSSQNKPTMGLIYVDEQYRGWKRECLEILQRKFDTSTGTFAPDKEILSELQKSDFGQQGNFKQIQKLCMPFLRFKKDEAVAVGVQALDVRLPFGEIEVLEKNSDLIKRQLGLERLDILSTTDDALERAGPHAAVVRQNPPSPGDPTAIFLSTRILQHK*

NbL19g19470.1 leucine−−tRNA_ligase_cytoplasmic−like [MW = 131.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
RKWIKKRAAYSTSVHQYQTNSLFLLFTEKQHKCSPLTASKTPNSRKKHTKTKSSGEKEYEQRIVIDYLFKLLLIGDSSVGKSCLLLRFADDSYVESYISTIGVDFKIRTVELDGKTIKLQIWDTAGQERFRTITSSYYRGAHGIIIVYDVTEKESFDNVKQWLSEIDRYANESVCKLLVGNKCDLVENKVVDTQTAKAFADELGIPFIETSAKDSINVEQAFLTMAGEIKKKMGSQPAGAKNSGGGVQIKGHPIEQKSNCCG*

NbL19g19230.1 ras−related_protein_RABD1−like [MW = 29.38 kDa]
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1 140 279 418 557 696

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00753 Metallo−beta−lactamase superfamily

PF07521 Zn−dependent metallo−hydrolase RNA specificity domain
PF10996 Beta−Casp domain

PF11718 Pre−mRNA 3'−end−processing endonuclease polyadenylation factor C−term

Protein sequence:
MASTGQPESSLKRPSPAVNREGDKLIITPLGAGNEVGRSCVYMSFKGKTVLFDCGIHPAYSGMAALPYFDEIDPSTIDVLLITHFHLDHAASLPYFLEKTTFKGRVFMTHATKAIYRLLLSDYVKVSKVSVEDMLFDENDIQSSMDKIEVVDFHQTMEVNGISFWCYTAGHVLGAAMFMVDIAGVRVLYTGDYSREEDRHLRAAETPEFSPDICIIESTYGVQLHMPRQIREKLFTDVIHSTLMQGGRVLIPAFALGRAQELLLILEEYWSNHPELANFPIYYASPLARKCMAVYQTYLNSMNERIRNQFAGSNPFDFQHISSLNSIEDFIDNKPCVVMATPGGLQSGLSRQLFDKWCSDKKNACVIPGYMVEGTLAKTIINEPKEVTLQNGLSAPLNMQVHYISFSAHADYAQTSTFLKELMPPNIILVHGEANEMGRLKQKLTSLFADGNTKIITPKNCQSVEMHFNSEKMAKTVGKLAEKTPGVGEIVSGLLVKKGFTYQIMAPDDLHIFSQLSTANVTQRITIPYSGAFAVIQHRLKQIYESVDSSTDEESGVPSLRVHERVTVKQESENHLSLHWTADPISDMVSDSIVALVLNASREMPKVSVDSETLMNEEEDAKKAEKIVHALLVSLFGDVKYGNDGKLVINVDGNVANLDRQTGDVECENEGLKERVRTAYRRIRSAVKPIPLSAA*

NbL19g19130.1 cleavage_and_polyadenylation_specificity_factor_subunit_3−I [MW = 77.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MAEKSFKYVIVGGGVAAGYAAREFAKQGVKPGELAIISKEAVAPYERPALSKAYLFPEGAARLPGFHVCVGSGGERLLPEWYAEKGISLILSTEIVEADLASKTLVSAAGESFTYQTLVIATGSTVLKLSDFGVQGADSKNIFYLREIDDADKLVEALKAKKGGKAVIVGGGYIGLELSAVMRLNNIEVSMVYPEPWCMPRLFTEGIAAFYEGYYRNKGVNIIKGTVAVGFDTHPNGEVKEVKLKDGRVLEADIVVVGVGARPLTTLFKGQVAEEKGGIKTDAFFKTSVPDVYAVGDVATFPLKMYSDIRRVEHVDHSRKSAEHAVKAIFAREQGKSIDEYDYLPYFYSRAFDLSWQFYGDNVGETVLFGDADPNSATHKFGQYWIQDGKVVGVFLESGTPEENKAIAKVAKVQPLVSGLDQLAKEGLSFASKI*

NbL19g19040.1 monodehydroascorbate_reductase [MW = 47.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF12327 FtsZ family, C−terminal domain

Protein sequence:
MATCTSAVFMPPDTRRSRGALTILGGRLCALKMQDEKIGFLGVNQKGSSSLPQFKCSANSHSVNQYQNKDSLLNLHPEISLLRGEESSSGNVTESLMDSSRSNNFNEAKIKVVGVGGGGSNAVNRMIESSMKGVEFWIVNTDIQAMRMSPVAAEQRLPIGQELTRGLGAGGNPDIGMNAANESKQAIEEAVYGADMVFVTAGMGGGTGTGAAPIIAGTAKSMGILTVGIVTTPFSFEGRRRAVQAQEGIAALRENVDTLIVIPNDKLLTAVSPSTPVTEAFNLADDILRQGVRGISDIITIPGLVNVDFADVRAIMANAGSSLMGIGTATGKTRARDAALNAIQSPLLDIGIERATGIVWNITGGSDLTLFEVNAAAEVIYDLVDPSANLIFGAVVDPSISGQVSITLIATGFKRQEESDGRTLQGNQLTQGDASLGSNRRPASFLEGGSVEIPEFLRKKGRSRYPRA*

NbL19g19020.1 cell_division_protein_FtsZ_homolog_2−2_chloroplastic−like [MW = 49.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07993 Male sterility protein

Protein sequence:
MFLSLVQQGFLQKIIESKLFKGLEEIHGEYYRPFMLSKLVAVVGNIHEPNLGMDIITAHKISEEIDLIVDSAANTTFDERYDIALEANVNGPCQLLMFAKKCKKLKLLMHYSTAYANGEREGLILEKPFTMGESITKEKITSFSPFTKFPSLNAMSEMDLVSKLKNAITTNNGLEQIMKDTGIERAKLYGWQDTYSFTKAIGEMMIDSMREEIPILILRPSVVASSFREPFPGWIQGFRCRPSISQG*

NbL19g18920.1 fatty_acyl−CoA_reductase_2−like [MW = 27.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01156 Inosine−uridine preferring nucleoside hydrolase

Protein sequence:
MSKCDGDLVDGLVNPNNNSFAMQREKIIIDTDPGIDDSMAILMAFQTPGVEIVGLTTIFGNVTTKDATRNALLLCEAAGYPDVPVAEGSPEPLKGGEPRVADFVHGSDGLGNLFLPSPNAKKNDKSASEFLVEKVSEYPGEVSILALGPLTNLALAVKRDSTFASKVKRVVVLGGSFFALGNVNPAAEANIYGDPEAADIAFTSGANIDIVGINITTQVKLTDADLEELRQSEGKHAKFLCNMCKFYRDWHVKSDGVYGIFLHDPVSFVALVRPELFTFKKGVVRVETQGLCIGHTLMDQGLKKWNTSNPWTDYSPVSVAWTVDVDEVLNYVKKMLMKP*

NbL19g18850.1 probable_uridine_nucleosidase_1 [MW = 36.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MQSNNSTEGDTFHIRKLEISDKGKGFIELLKQLTVCDSVTDEKFKERFEEISKYGDEHIICVIEDVKSGKIVATGSVFIEKKFVRNCGKAGHIEDVVVDSSTRGMQLGKRIVEYLANHAYSMGCYKVILDCTEENRPFYEKCGFKKKEIQMVKYFV*

NbL19g18760.1 glucosamine_6−phosphate_N−acetyltransferase [MW = 17.87 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 73 145 217 359

Protein length

Gel Slice

4.0 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 73 145 217 359

Pfam domains

Pfam Description
SP Sequon TM Domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
ELPVSFLATPNRYYVLVSELRRKTMAGVLNVSPAPIFRPISAHKRSTSNRVFLAKSMAQSSDSSNGSVSTKEEPKSDFSFSEPPNFKAPKPKPFTPRTDMIVDILSASLALIFRLGTGALVSGYSASFVSKNEVPSDQYALGIAGFKVKESSNLGPRPEKPIEIYEFESCPFCRKVREIVAVLDLDVLYYPCPRNGPNFRPKVGQMGGKQQFPYMVDPNTGVEMYESDEIIKYLVGKYGDGNVPLMLSLGLLTTLTAGFAMIGRMGKGSSYRPSKLPPKPLEIWAYEPSPFCKVVREVLVELELPHILHSCARGSPKRQVLYERVGHFQVPYLEDPNTGVQMFESADIVDYLQATYAL*

NbL19g18720.1 uncharacterized_LOC109242020 [MW = 39.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00194 Eukaryotic−type carbonic anhydrase

Protein sequence:
MAAVGGISVWVINVCAILMLNLFSTASGDALRINFGYTGPIGPNNWGRLNPTFSACSTGKSQSPINIDSANLVINKNLKPLLMQYNHSEVATLVDNGFNVGLQIKYGENAGTLVVDGKTYNLKQMHWHSPSEHRLDGTQYAAELHLVHFAEDNSIAVLATLFHIGHPDPLMTKLQNKLNELARDVASQKETQIQLGTIDTHEIRKQSHKYYSYTGSLTTPPCSENVSWHILGKVRSISREQVEALRAPLDSRCKRNARPVQPLNGRQIQMYEVQPNVN*

NbL19g18710.1 alpha_carbonic_anhydrase_1_chloroplastic [MW − SP = 27.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MPRTRASAAATKSETEKPVETEEQVDFEGDNEEDEEIEYEEVEEEVEMEEVEEEEEEVEEEVEEEEEEEEEEEENESDGAGEAKGSKGVKMKVDTDAEDVEKKHTELLALPPHGSEVYIGGITQDVSEADVRDFCETIGEVTEVRIMKGKDSTQNKGYAFVTYRNKELASKAIKELNNTELKGKRVKCSPAQAKHRLFIGNVPRNWGEEDMRAAVTNVGPGVVTIELVKDPQNSGRNRGFAFIEYYNNACAEYSRQKMSNSDFKLDDNAPTVSWADPKNAETAASAQVKAVYVKNLPKNITQDKIKELFEHHGKITKVVLPPAKPGQEQSRYGFVHFAERSSAMKALKNTERYEIDGKILECSLAKPQADQKSSGGSSSQKGPTLPTYPPRIGYGMVGAPYGALSAGYGGAGVGQPLVYGRGASPAGLAMMPMLLPDGRIGYVLQQPGVMHTPLPASRGGRSGGGGSSGGRRGDSGRGRSRYNPY*

NbL19g18680.1 heterogeneous_nuclear_ribonucleoprotein_R [MW = 53.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00448 SRP54−type protein, GTPase domain

PF02881 SRP54−type protein, helical bundle domain
PF02978 Signal peptide binding domain

Protein sequence:
MEAIASFSSTMSSHHFFPLSKSTLSTSKLPFSWTGSTHSLSFSSRNSFTRDTWRVINSRNVVTSRREMRGVIRAEMFGQLTSGLESAWNKLKGEEVLTKENIVEPMRDIRRALLEADVSLPVVRRFVQSVSEEAVGTGLIRGVRPDQQLVKIVRDELVKLMGGEVSELVFAKSGPTIILLAGLQGVGKTTVSAKLALYLKKQGKSCMLIAGDVYRPAAIDQLVILGEQVDVPVYAAGTDVKPAEIAWQGLEEAKRKNVDVVIMDTAGRLQIDKAMMDELKEVKRVLNPTEVLLVVDAMTGQEAAALVTTFNLEIGITGAIMTKLDGDSRGGAALSVKEVSGKPIKLVGRGERMEDLEPFYPDRMAGRILGMGDVLSFVEKAQEVMKQEDAEDLQKKIMSAKFDFNDFLKQTRAVAQMGTMSRVLGMIPGMGKVTPAQIREAEKSLIIMESMIEVMTSEEREKPELLAESPARRKRIAQESGKTEQQVSQLVAQLFQMRVRMKNLMGVMQGGSIPALSNLEEALKTEQKAPPGTARRKRRSESRKQFADSGSTRPGPRGFGAKN*

NbL19g18640.1 signal_recognition_particle_54_kDa_protein_chloroplastic [MW = 61.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MDTDESKYDRKTELKVFDDTKAGVKGLVDAGISKVPKIFISPPDTTKNSNSSTEQFIFPVIDLQGIIDGDQIKRKEVVEKVRDASDTWGFFQVINHGIPNDVLEEMIRGVRSFHEQDTEIKKQWYTREFTKKVVYNSNFDLYSAPATNWRDTFFCIMAPNPPTPEELPPICRDIIIKYSEEVKKLGNSLFELLAEGLGLNRNHLTDMDCDKGLSVVCHYYPACPEPELTLGASKHADDGFITLLLQDHIGGLQVLHQNHWVDVPPTPGALVVNIADLLQLISNDKFKSVEHRVLANHIGPRISIACFFSTFLLASSRLYEPIKELLSEDNPPKYRETTIHEYAAYFTAKGLDGTSALHHFRL*

NbL19g18570.1 1−aminocyclopropane−1−carboxylate_oxidase_homolog_1−like [MW = 40.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSLTTRQLFHRTSSNSQVQICPSRCIPVFITNKTNNSNRFFNISKFSGFKNLSVVVKAAAGDGGISPKNQDDEDGVSLGTMKLPLDIDVARFETLLFQWANSLCQGAMLPLPVPLKVDKIPRGARLGFITVEDAQTEVLVYIDCMVFPATDNSPPIFRAIRNGPSRDKAPPGEPRIMRSLLGALQKSVEIARV*

NbL19g18490.1 uncharacterized_LOC109237744 [MW = 21.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00251 Glycosyl hydrolases family 32 N−terminal domain PF08244 Glycosyl hydrolases family 32 C terminal

Protein sequence:
MEIFIKNSFHCGFPFFILLVCLFTVLSNYIVFASSYDVLTCFKSSRDVNITTNYRTGYHFQPHKNWMNDPNAPMYHNGVYHLFYQYNPNGSVWGNIVWAHSVSKDLINWINLEPAIYPSKPFDKYGTWSGSATILPGNKPIILYTGVVDANKTQVQNYAVPANLSDPYLREWIKPDNNPLIVPDISITKTQFRDPTTAWMGKDGHWRIIIGSSRKKRGLAIMYRSKDFMRWIKAKHPLHSTANTGDWECPDFFPVSLQGTNGLDTSYNGKNIKYVLKNSLPLALFEYYTIGTYDAKQDRYIPDNTSVDGWNGLRLDYGMFYASKSFYDPSKDRRIVWGWSYESDGLPFDNNNKGWAGIQTIPRRVWLDFSGKQLVQWPVEELKTLRKQNVQLSNKRLDKGEKIEVKGITASQTDVEVTFSFSSLDKAEPFNQSWADLYAQDVCAIKDSTVQGGLGPFGLATLASQNLEEYTPVFFRVFKAQKKYMVLMCSDATRSTTEHNAMCKPSFAGYVDMDIKDKKLSLRSLIDNSVVESFGAGGKICITSRAYPTLAIHDKAHLFAFNNGTEIITIETLDAWSMDTPKIN*

NbL19g18460.1 beta−fructofuranosidase_insoluble_isoenzyme_1−like [MW = 66.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MWPSAEGGPPEVTLETSMGSFTLEMYYKHAPRTCRNFIELARRGYYDNVKFHRIIKDFIVQGGDPTGTGRGGESIYGAKFDDEINQQLKHTGAGIISMANAGPNTNGSQFFITLAPAQSLDGKHTIFGRVCRGMEIIKRLGSVQTDNTDRPIHDVKILRTTVKD*

NbL19g18360.1 peptidyl−prolyl_cis−trans_isomerase_CYP18−2 [MW = 18.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00759 Glycosyl hydrolase family 9

Protein sequence:
SSLEQLNMALKICCFPAGFPSFFVTLALIFFLSVNPLRHCSAGGHDYRDALRKSILFFEGQRSGKLPPDQRIKWRKDSALHDGSSAGVDLTGGYYDAGDNVKFVFPMAFTTTLLSWSIIDFKRNIGSELGNAVKAVKWATDFLLKATAKEGVIYVQVGDAFSDHSCWERPEDMDTLRTVYKIDQNHPGSDVAGEIAAALAAASIVFRSLDSSYSSLLLDRAVKVFEFANRHRGAYSSSLHSAVCPFYCDFDGYQDELLWGAAWLHKATRRRQYREYIVKNEVILRAGDTINEFGWDNKHAGINVLISKEVLMGRAADLKSFQVNADAFICSILPGIAHPQVQYSPGGLIVKPGVCNMQHVTSLSFLLLAYSNYLSHANHAVPCGSMSATPALLKHIAKRQVDYILGDNPQRMSYMVGYGPRYPLRIHHRGSSLPSVAAHPAQIGCKGGSNYFFSPNPNPNRLIGAVVGGPNITDSFPDARPFFQESEPTTYVNAPLVGLLAYFSAHP*

NbL19g18330.1 endoglucanase_8−like [MW = 55.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05577 Serine carboxypeptidase S28

Protein sequence:
MKIRLFLLQFVLFLLCFFSLSFAKIPPRFPSSSSFVQPENLYFSLASKGKLYETKYFTQILDHFNYNPDSYQTFQQRYLFNDKNWGGAKNNAPIFVHTGNEGDIEWFTQNTGFMFEIAPYFKALLVFIEHRFYGKSIPYGGDKEIAYSNTSTLGYLSSTQALADYATLIIDLKKNLTAIDSPVVVFGGSYGGMLAAWFRLKYPHVTIGALASSAPILNFENITSPYSFNNIITQDFRGESENCYEVIKGSWKQIEDMAKTTGGMKKLRKSFRICKNYISPDSLVNWLSTAYTYTAMTDYPTPSNFLNPLPAYPVKEMCKAIDDPKSGNDTLEKLYGAANIYYNYTGKATCFNLNDNSDPHGLGGWTWQACTEMVMPTDGNNKESIFPPSEWDYNERVRFCKLILDVKPRPDWITTEFGGYNIEWVLKRFGSNIIFFNGLRDPWSGGGVLKDISKSIVAIIAKEGAHHVDLRWSSKEDPEWLQEVRAREINIISNWISQYYHTITEFSH*

NbL19g18320.1 lysosomal_Pro−X_carboxypeptidase−like [MW − SP = 55.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13410 Glutathione S−transferase, C−terminal domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
KIKKEKLTPFALPWTFTYIKNSPFLVTASLLCSHNIFIFVSYKVLKFSFSYSYQFTLPEFSEFSLFGTRSGKKLASMATPSVQEVLPPSLDSTSQPPSLFDGTTRLYINYMCPYAQRVWITRNVKGLQDKIKLVPIDLQNRPAWYKEKVYAENKVPSLEHNNKVIGESLDLMKYVDSNFEGPSLLPDDPKKQKFAEELIAYSDTFVKEVYGSFKKDAQILAGAQFDYLEKALEKFDDGPFFLGQFSQVDIAYAPFIERFQIFLQEVFNYDITSARPKLAKWIEEMSNIDGYKQTKVLDPKRLVEYYKNRFMA*

NbL19g18260.1 glutathione_S−transferase_L3−like [MW = 36.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSKSIVGLGLKLQNSKMMGLLRAMTKSNRPIQMGLQNQGLTLSLSRQLSTQTETPQQDNSVDAFLQNPSTGLVYGRIYGTGRHTRKSDIISMLGASNLSLDDVRFEYNPNYAPVAAMIQFPTRNAYDASLRAVVRTSRLFRMERADRQQWDTLPNYDGKTILLQGIPRNALADDVERFLSGCQYDGSSIQIFARQQRGFDRPPARVALVQFPSQALAAHAFITKNRGFVLNNQIAVRLLQ*

NbL19g18130.1 uncharacterized_LOC107831931 [MW = 26.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
MGNHHTRYKHHHHHQQETSFPTVPPIPTAQSQNTMSTQMGLILPYSQVDCSLRALAGQAEGFGGSSIGGRDGHIYQVINLNDYHGKWAARCTSVHAGSRNSEGPLSRDDGPGSLRDGCRKKEPLWIVFEVSGTIELRSYLSVSCYKTIDGRGQRIKITGKGLRLKECEHVIICNIEFEGGRGSDVDAIQIKPKSRHIWIDRCSLSDYDDGLIDITRESTDITVSRCHFSKHDKTMLIGGDPSNCTDRCMRVTIHHCFFDGTRQRHPRVRFGKVHLYNNYTRNWGIYAVCASVESQIYSQCNIYEAGQKKVAFKYLTEKAADKEEGCTGSIKSEDDLFVCGTQAGLLPTCSESNIFNPCEFHQTWTVERPNDALKHYLQHCTGWQSIPRPN*

NbL19g18070.1 probable_pectate_lyase_4 [MW = 43.89 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 71 141 211 281 351

Protein length

Gel Slice

4.2 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 71 141 211 281 351

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTTLNPVCSKTNQFHKQFLHYHRPIYSKPISCLSFRTPPPPFSTSFFSIKASSSQNPKPIIPQNPNEKSQNPFSFIKPTLVATVTTTALIFSRFYFFPKPSISAQNFAPPTAAVETDVREAVSEEDKERAIEEHLVSKPDDVEALRNLMEIKIKNKKMLDAISVIDKLIEVEPNESEWPLMKSHLYVNIGEVELAKVGFNEILKKDPFRVEAYHGLVMAASQDESIDDLKGIEKMIEEGMKLCKKENKKTDLRDFKLLLAQIRVIEGKYEDALKVYGELVKEEPRDFRPYLCQGIIYTLLRKSSEAEKCFEKYRRLVPQGHPYARYFDENMMATKVFAQKVENERAGSKS*

NbL19g18010.1 protein_SLOW_GREEN_1_chloroplastic−like [MW = 40.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00276 Ribosomal protein L23 PF03939 Ribosomal protein L23, N−terminal domain

Protein sequence:
MAPAKADPSKKSDPKAQAAKVAKAVKSGSTFKKKSQKIRTKVTFHRPKTLKKDRNPKYPRISAPGRNKLDQYGILKYPLTTESAMKKIEDNNTLVFIVDIKADKKKIKDAVKKMYDIQTKKVNTLIRPDGTKKAYVRLTPDYDALDVANKIGII*

NbL19g17980.1 60S_ribosomal_protein_L23a−like [MW = 17.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01678 Diaminopimelate epimerase

Protein sequence:
MAIAAAITVPLTTPTRCSLSSTSANFVRFSSPLTTQPKNLKFAAGSGTQCHSFRICATSSMRIEALEKGSPGSFLDRKESGILHFVKYHGLGNDFIMVDNRDTAEPKVSPDQAVKLCDRNFGIGADGVIFAMPGVNGTDYTMRIFNSDGSEPEMCGNGIRCLAKFIAELENSCGKRSFTIHTGAGLIVPEIREDGKVRVDMGEPILKASDVPTKLPPNRDQSVVKARLDVDGSAWNVTCVSMGNPHCVTFGTEQSQDLQVDELNLADIGPKFEHHVMFPARTNTEFVQVFSPTHLKMRVWERGAGATLACGTGACAVVVAAVLEDRAARRCTVDLPGGPLDIEWSEKDNHIYMTGPAEVVFYGSVPL*

NbL19g17970.1 diaminopimelate_epimerase_chloroplastic−like [MW = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01676 Metalloenzyme superfamily PF10143 2,3−bisphosphoglycerate−independent phosphoglycerate mutase

Protein sequence:
MVNLEQPKRRVAFVLIDGLGDVSLPRFGYKTSLQAAKIPNLDAIASAGVNGLMDPVEVGLGCGSDTAHLSLLGYDPRVYYRGRGAFESMGAGLAMSPGDIAFKSNFATLDEETGIVVSRRADRHFEEEGPILCAALDGMKLPSFPEYEIRVRYATEHRCGVVVKGPKLSGNISGTDPLKDNRLLLQAHPLDDTDEAKDTAAVVNELSKEISRILLAHPLNAKRVAEGKNVANLVLLRGCGIRIEVAPFERIHGLWPCMVAPTKIIAGLGLSLGIDILEAPGATGDYRTLLTSKAAAISKALSAPLQSCPNVFVPGEDEHKPGRFDGYDFGFLHIKAIDDAGHDKASVFKAKGLEAVDLAIGQLARLLWEAESTGKFSYYLCVTGDHSTPVEYGDHSFEPVPFALCSLKDFVSALGGASVLSGISLDPFPLPSVQAGEDLDIDTRIEEVKNKKLQFLAGDSVDKFSEIAAARGCLGRFPGSEMMGIIKAYLKLEA*

NbL19g17900.1 probable_23−bisphosphoglycerate−independent_phosphoglycerate_mutase [MW = 52.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MVPPIETPAKASVSHKSSIPPLNERILSSMTRRSVAAHPWHDLEIGPGAPQIFNVVVEISKGSKVKYELDKKTGLIKVDRVLYSSVVYPHNYGFIPRTLCEDSDPLDVLVIMQEPVLPGCFLRAKAIGLMPMIDQGEKDDKIIAVCADDPEYKEYTDIKELPPHRLAEIRRFFEDYKKNENKEVAVNDFLPATKAFQAVQHSQDLYADYIVESLRR*

NbL19g17890.1 soluble_inorganic_pyrophosphatase_4 [MW = 24.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MEKKGAGGRKGGGPKKKAVSRSVKAGLQFPVGRIGRYLKKGRYAQRVGSGAPVYLSAVLEYLAAEVLELAGNAARDNKKTRIIPRHVLLAVRNDEELGKLLAGVTIAHGGVLPNINPVLLPNKSDKAGKEPTKSPTKATKSPKKA*

NbL19g17870.1 histone_H2A−like [MW = 15.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00241 Cofilin/tropomyosin−type actin−binding protein

Protein sequence:
MANAASGMAVHDDCKLRFLELKAKRTHRFIVFKIEEKQKQVVVEKVGEPTESYEDFAASLPDNECRYAVYDFDFVTAENCQKSRIFFIAWSPDTSRVRSKMIYASSKDRFKRELDGIQVELQATDPTEMGLDVIKSRAN*

NbL19g17810.1 actin−depolymerizing_factor_1 [MW = 16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVGFTDTERLIGDAAKNQVAMNPINTVFDAKRLIGRRFADASVQSDIKHWPFKVIPGPGDKPMIVVNYKGEEKQFAAEEISSMVLIKMREIAEAFLGSTVKNAVVTVPAYFNDSQRQATKDAGVIAGLNVLRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKNKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTIHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERTRTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKSEDEEHKKKVEAKNALENYAYNMRNTVKDEKIASKLPEADKKKIEDAIESAIQWLDANQLAESDEFEDKMKELESICNPIIAKMYQGAGGDMGGAMDDDAPAPSGGSGAGPKIEEVD*

NbL19g17550.1 heat_shock_cognate_70_kDa_protein_2−like [MW = 71.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA)

Protein sequence:
MATSVSTIGAVNKAPLSLNNSVTGTSVPSTAFFGKTLKKVYGKGVSSPKVTNKSLRIAAEKIDADPKKQTDGDRWKGLVQDFSDDQQDITRGKGMVDSLFQAPTGTGTHHAVLQSYEYVSQGLRQYNLDNKLDGFYIAPAFMDKLVVHITKNFLKLPNIKVPLILGIWGGKGQGKSFQCELVFRKMGINPIMMSAGELESGNAGEPAKLIRQRYREAAEIIRKGNMCCLFINDLDAGAGRMGGTTQYTVNNQMVNATLMNIADNPTNVQLPGMYNKQENARVPIIVTGNDFSTLYAPLIRDGRMEKFYWAPTREDRIGVCTGIFRTDNVPAEDVVKIVDNFPGQSIDFFGALRARVYDDEVRKWVSGTGIEKIGDKLLNSFDGPPTFEQPKMTIEKLLEYGNMLVQEQENVKRVQLADKYLKEAALGDANADAINNGSFFTRKEAQHVDVPVGEGSTDSIATKLDSNSMAEDGSYLFKF*

NbL19g17240.1 ribulose_bisphosphate_carboxylase/oxygenase_activase_1_chloroplastic [MW = 52.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MAAAIRYFELNTGAKMPSVGLGTWQSDPGVVGQAVEIAIKVGYRHIDCARIYKNEKEIGEVLKRLFKDGVVKREELFVTSKLWNTDHAPEDVPVALNRTLEDLQLEYVDLYLMHWPVSLKPGSADFKPENLMPTNIPSTWQAMEKLYDSGKARAIGVSNFSTKKLGDLLQVARVPPAVNQVECHPSWQQAKLRDFCKSKGVHLSAYSPLGSPGTTWLKGDVLKQPAVVSVAEKLGKTPALVCLRWGIQMGQSVLPKSTHEARIKENLDVLDWSIPDDLFAKFSEIPQARLLRGTSFVHEAYGQYRTLEELWDGEL*

NbL19g17140.1 aldo−keto_reductase_family_4_member_C10−like [MW = 35.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14681 Uracil phosphoribosyltransferase

Protein sequence:
MEKLFKEKKKKSIPSVSLFVEKPSSPVPKNQEIEKIPNPPKIIQFSAYLFLPMASHHSLTYTPHPYRLPPDPSLSLLSSSTAASFYRQNLNFHYKKISNSNKRRGIVVCSMAAENKVMSGNRMLVFVPPHPLIKHWVSVLRNEQTPSPIFKNAMSELGRLLMYEASRDWLPIITGEIQSPMGVASVEFVDPREPVAIVPILRAGLALAEHASSILPATKTYHLGISRNEETLQPSVYLNKLPDKFPEGSRVFVVDPMLATGGTIVAAIDLIKERGVDNSQIKVICAVGAPPALQKLSENFPGLHVYAGILDPTVNDKGFIIPGLGDAGDRSFGT*

NbL19g17100.1 uracil_phosphoribosyltransferase [MW = 36.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MATETVNPKAYPLADSQLTTTIMDLVQQAANYKQLKKGANEATKTLNRGISEFVVMAADTEPLEILLHLPLLAEDKNVPYVFVPSKQALGRACGVTRPVIACSVTSNEGSQLKSQIQQLKDAIEKLLI*

NbL19g17000.1 NHP2−like_protein_1 [MW = 13.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11566 PI31 proteasome regulator N−terminal

Protein sequence:
MATEQLVMAVIRASRPNFRQAQDKVAFAVHAAFLASGFVLHATGPSASTDDALSSSSTDEVGIDHWNEFEDSYAFVYSKPEKSSKKVLVKCLAMNNKLLIDTLRDGDNEPLHLELSVEDYIVEDGGTNYNAQFKNLGKLVGELNKEVLSKYSGSSVANSSTQTSSSGKGGLGDEPSAERRSDYPYQPESSFPSGYVVPPIPGSGGGDLFPGPGAGVYPTRGGSGGGSMLVGPNDPRFFGGMGGDPRLPGGLPGVPPGARFDPYGPPDVPGFEPGRFIRDPRRPGGGRPHPDLPHFGGDSDFI*

NbL19g16990.1 probable_proteasome_inhibitor [MW = 31.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAGVKLLGLWYSPFSHRVEWALKLKGVKYEFVEEDLQNKSPLLLQSNPVHKKIPVLIHNGKPISESLVILEYIDETFEGPSILPKDPYDRSLARFWAKFLDDKVTVIVNTFLSKGEEQEKAKEQVWEMLKVLDNELKDKKFLVGDKFGFADIAANLVAFWLGVFEEASGIVLMTSEKFPNFSKWRDEYTNCSQLKESLPPRDELLAFFRARSQAATTSASAPK*

NbL19g16950.1 probable_glutathione_S−transferase [MW = 25.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAEVKLLGLWYSPFSHRVEWALKIKGVEYEFIEEDLQNKSSLLLESNPVHKKIPVLIHNGKPISESMVILEYIDETFEGPSILPKDPYDRAIARFWAKFFEEKGASVGRSFFLKGEEQEKAKEQVCEMLKVLDNEVKDKKFFVGDKFGFADIAANAAALWLGVLEEASCVVLVTREKFPNFCAWRDEYINCSQNKEYLPPRDELLALFKARFQAAAAAP*

NbL19g16910.1 probable_glutathione_S−transferase [MW = 25.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAGVKLLGLWYSPFSHRVEWALKIKGVEYEFIEEDLQNKSSLLLQSNPVHKKIPVLIHNGKPISESMVILEYIDEAFEGPSILPKDPYDRAIARFWAKFLEDKVRAVGKSFFLKGEEQEKSKEDAFEILKILDNELKDKKFFTGDKIGLADIAANFVGLWLGVFEEASGIILVTREKFPNFCAWRNEYINCSQNKEYLPPRDELVAHFKAHFQAAAAAAAAPK*

NbL19g16900.1 probable_glutathione_S−transferase [MW = 25.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAEVKLLGVSLSPFSRRVEWALKIKGVEYEFIEEDLQNKSPLLLESNPVHKKIPVLIHNGKPISESMVILEYIDETFEGPSILPKDPYERALARFWANFLDVKCITTIGKALFGKGEESDKAIEECGELLKILDNELKDKKFFVGDNFGYADIAANLMAFWLGILEEASGVILVTNEKFPNFCAWKDEYINCSHVKEHLPSRDALLSHFQPRFQTAAAPK*

NbL19g16890.1 probable_glutathione_S−transferase [MW = 24.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MVKDRTIGVAMDFSKSSKTALKWAIDNLADKGDTFYIIHIKTHSSDESRNKLWAKSGSPLIPLVEFREPEVMKKYDVETDIDVLDLLDTATRQKEITVVTKLYWGDAREKLIDATEDLKLDSLVMGSRGLGTLQRIIMGSVTNYVLTNATCAVTVVKDPDFHKH*

NbL19g16860.1 universal_stress_protein_PHOS32−like [MW = 18.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MAASSATATTSFLCALDKKTPFLCTLDKKGTPFLCPKSSTTKRSFNGGVKCMAIETAAGATETRKRSGYELQTLTSWLLRQEQAGTIDAELTIVISSISMACKQIASLVQRAGISNLTGVQGAVNIQGEDQKKLDVVSNEVFSHCLRSSGRTGIIASEEEDVPVAVEESYSGNYIVVFDPLDGSSNIDAAVSTGSIFGIYSPNDECLADHGDDSTLDNVEQRCIVNVCQPGSNLLAAGYCMYSSSVIFVVTLGNGVFAFNLDPMYGEFVMTQENIQIPKSGKIYSFNEGNYQLWDDKLKKYIDDLKDPGPSGKPYSARYIGSLVGDFHRTLLYGGIYGYPRDKKSKNGKLRLLYECAPMSFLVEQAGGKGSDGHQRILDIEPTEIHQRVPLYIGSTEEVEKLEKYLS*

NbL19g16750.1 fructose−16−bisphosphatase_chloroplastic−like [MW = 44.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MSRRYDSRTTIFSPEGRLYQVEYAMEAIGNAGSAIGILAKDGVVLVGEKKVTSKLLQTSTSTEKMYKIDDHVACAVAGIMSDANILINTARVQSQRYTFAYQEPMPVEQLVQSLCDTKQGYTQFGGLRPFGVSFLFAGWDKNYGFQLYMSDPSGNYGGWKAAATGANNQAAQSMLKQDYKDEITREEAVHLVLKVLSKTMDSTSLTSEKLELAEVFLVNGKVKYQVHSPESLNKLLVQYGLTQPAADA*

NbL19g16550.1 proteasome_subunit_alpha_type−4−like [MW = 27.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
PISHSFSSINSVTATMPSSSVFVVSRSTVYPEHHESVNNSLRLSVSDLPMLSCQYIQKGVLLTQPPTELTSTHLISHLKISLSKTLSHFPPLAGRLITNSDGHVYILCNDAGVDFVHAKAPHLTTATLIPPNHSDLPLYFRKFFQFDSTLSYAGHYKPLMAIQVTELNDGVFIGCTMNHAVVDGTSFWNFFNTFAEFSKGEKKITRQPIFGRNTVFDSPAVLQFPEGGPSATFSGDEPIREKIFHFSREAILKLKFRANNKMAVNGQNGKTNGKITPVNNEPALQNGAAVKYTASEISSFQSLSAQLWRSVTRARKLDGSKTTTFRMAVNCRHRLEPKMEPLYFGNAIQSIPTVASVNELLTNDLNWSANLLHQNVVAHDDATVRRGVKDWESNPRLFPLGNFDGAMITMGSSPRFPMYDNDFGWGRPVAVRSGMANKFDGKISAFPGREGNGTVDLEVVLAPETMAGLEEDMEFVQYVSY*

NbL19g16410.1 uncharacterized_acetyltransferase_At3g50280 [MW = 53.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00686 Starch binding domain

Protein sequence:
MESLTGSSLKGICLDKIIDKHRGLSLCTKDVGLSKRSEIRFLGLSSSKIVNVSSLSIQRKTIQPISCASAPQSSSDTQTHTQSEETETTDTNQSVPVRVKFQLNKECTFGQHFQIVGDDPVLGSWNPSNAVPLDWSEGHAWTVELDIPSGKTISYKFILKGDAETILWQQGPDRILQTWETKKLITVSEDWDNAEMQTIVEEEPAAEQSKESAANPEILIAENLVPPTVVDLEDDVSEGKSNEVLAMVAENITEVNENTIIEAKAIGKNGMVFNDEVLSSKEESILVASETVPVLVPSLTQVLDMDKVIAETLLLDEVQMNKVVAEGSLGLKSKEFNVPELSLNEEVATDLTHPRETPEMKLNVKQEVRGNEDIEKSELVEGGDWPNGKPVEEIFDSDMQWGKRTLQKFFANLGFFKVELEG*

NbL19g16340.1 uncharacterized_LOC104085387 [MW = 46.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATAAATSSFIGTRMPEIHSGAGRVQARFGFGKKAAPKKAPKRQIPDRPLWYPGAKAPEYLDGSLVGDYGFDPFGLGKPAEYLQFDLDSLDQNLAKNLAGDIIGTRTELADVKSTPFQPYSEVFGLQRFRECELIHGRWAMLATLGALTVEWLTGITWQDAGKVELVEGSSYLGQPLPFSITTLIWIEVLVIGYIEFQRNAELDPEKRLYPGGSFFDPLGLAADPEKKATLQLAEIKHARLAMVAFLGFAVQAAATGKGPLNNWATHLSDPLHTTIFDTFGFFS*

NbL19g16270.1 chlorophyll_a−b_binding_protein_CP29.1_chloroplastic−like [MW = 31.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00226 DnaJ domain PF01556 DnaJ C terminal domain

Protein sequence:
RSERKSKKLRPRRIAGASSVKKEIMGVDYYKVLQVDRNAKDDDLKKAYRKLAMKWHPDKNPNNKKDAEAKFKKISEAYDVLSDPQKRAVYDQYGEEGLKGQVPPPGAGGYPGTSDGGAGHGSFRFNPRSADDIFSEFFGFSSPFGGGMGDMGGGRAGGSNFPRGMFGEDIFTSFRNAAGEGASSNVPRKAAPIERTLPCSLEDLYKGTTKKMKISREVSDATGRPSTTEEILTIDIKPGWKKGTKITFPEKGNEQRGIIPSDLVFIIDEKPHSVFKRDGNDLVVTQKISLVEALTGYTAQITTLDGRNLTIPINSIISPNYEEVIKGEGMPIPKEPSKIGNLRVKFNIKFPSKLTSEQKAGIKRYLT*

NbL19g16130.1 dnaJ_homolog_subfamily_B_member_4−like [MW = 40.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
NVSPLFTIHHFFLLLLHLLHLLGVIAMASLNISYLAKSNSHLPIFSKFAAQNTPSFSSDSLRNPSFLFPSIALRPKSRTRNRHVSIVVAAVKKLSETDPLTVPLKPLEISGSFPKESGVYAVYDSNGVLQFVGISRNIAASVVSHKNTVPQLCSSVKVGVVDEPNRIALTESWKSWMEEHIAATGKVPPGNEPGNSTWVRQPPKKKTDLRLTPGRHVQLTVPLEDLIDRLVKENKVVAFIKGSRSAPQCGFSQRVVAMLESEGVDYESVDVLDEEYNYGLRETLKNYSNWPTFPQIFVKGELVGGCDILTSMYEKGELATLFKS*

NbL19g16020.1 bifunctional_monothiol_glutaredoxin−S16_chloroplastic [MW = 35.84 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00899 ThiF family

PF09358 Ubiquitin fold domain
PF10585 Ubiquitin−activating enzyme active site

PF16190 Ubiquitin−activating enzyme E1 FCCH domain
PF16191 Ubiquitin−activating enzyme E1 four−helix bundle

Protein sequence:
MVESSSSQHFMLPVKRTVDVGGENDTISVDPLTKKHKATAAAAGDSSTVTMGGAGSATSGDVNANGNTANGKSPIDARNSPDIDEDLHSRQLAVYGRETMRRLFASNVLVSGLQGLGAEIAKNLILAGVKSVTLHDEGNVELWDLSSNFIFTEEDVGKNRALASIQKLQELNNAVIISTLTDALTKEHLSNFQAVVFTDISLEKAVEFDDYCHQHQPPIAFIKAEVRGLFGSVFCDFGPEFTVADVDGEDPHTGIIASISNDNPALVGCIDDERLEFQDGDLVIFSEVRGMTELNDGKPRKIKNARPYSFTIEEDTSTYAAYERGGIVTQVKEPKVLKFKPLREAIKDPGDFLLSDFSKFDRPPILHLAFQALDRFVSESGRFPLAGSEEDAQRLISFVTNLNNSLSDGKLEEIDQKLLRNFAFGARAVLNPMAAMFGGIVGQEVVKACSGKFHPLYQFFYFDSVESLPTAPLDPSDLKPLNSRYDAQISVFGNKLQKKLEEAKAFVVGSGALGCEFLKNLALMGVCCGDKGKLTITDDDVIEKSNLSRQFLFRDWNIGQAKSTVAAAAASLINPRIHIEALQNRASPETESVFDDTFWENLSVVINALDNVNARLYIDQRCLYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPTEVNAYLINPSDYISAMQKAGDAQARDTLDRVLECLDKERCDTFQDCITWARLRFEDYFADRVKQLTFTFPEEATTSSGAPFWSAPKRFPRPLQFSVDDASHLQFLLAASILRAETFGILIPDWVKSPQKLAEAVDKVMVPDFQPKKDVKIVTDEKATSMAASSIDDAAVINELVMKLETCRQKLPSGYKMNPIQFEKDDDTNYHMDLIAGLANMRARNYSIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLDGGHKVEDYRNTFANLALPLFSMAEPVPPKVVKHQDMNWTVWDRWILKDNPTLRELLQWLQNKGLNAYSISYGSCLLYNSMFPKHKERMDRKMVDLAREVAKADLPPYRKHFDVVVACEDEEDNDVDIPQMSIYFR*

NbL19g15680.1 ubiquitin−activating_enzyme_E1_1−like [MW = 121.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
AYHKLSVALFLLIIKTVFCILFGYHQVSPKKYKQIMDDLSIQKIQISGTTLASILHRLFSSSGDVHGLLFGHVSFSTTTPLSDDPATASAAVTIASDDGPILTATITDFLSIPSHFPLPFHQLDDPSAAVLGWFSGRRKTPLRPSLKDSTTTLSLTSSASHSFTPQNAPYLLSLPPSLFLLLTTPFHEQLIHTHEYIAFQYRISTDSFDPKSLDIINIGPSFRSHYGSFSPISPFPLISCDLRGPNAMAEDEKVESLVSIKRGLKDQKELDLCAEGFEIGRLNKLMGSDASNYTAELEHLYDKMLVKLDSLARLVETSSAKVLEQENHNMKLRYKVAGLE*

NbL19g15670.1 uncharacterized_LOC107798940 [MW = 37.57 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MMKLLALLALSLFPFLLLSPKVIADLSSDRQALLDFASAVPHLRKFTWNTNSSICTWHGVSCNSDGTRVVALRLPAIGLYGPIPDNTIGRLDALTTLSLHSNGLKGNLPSDITSLPSLRFIFLQENQLSGEIPSSLSPQLNFIDLSFNSFSGEIPTTVQNLTSLTGLNLQNNSLTGSIPSVNLPRLRQLNISNNQLNGSIPRSLAKFPASSFQGNSLLCGSPLTRCPSFAPSPSPFPSFPPLSPIPLSRSPSVLPSSPTIPEKLKGKKSLSTGVIIGIVAGGIGGILGLAVLIFLCCMKQYYTTRGVQERKDFNGGGSPKQTEDFSSGVQAAEKNKLVFFGGCSFNFDLEDLLRASAQVLGKGSYGTTYKAILEEGTTVVVKRLKEVVVGKREFEQQMEIIGTVAQHGNVVALRAYYFSKDEKLLIYDHVPAGSLSTRMHGNRELGRTLSWESRLRIAHGAASGIAHIHSVAGGKLIHGNIRSSNVLLTHDNSGCISDVGLTPLMGSPTIPSRSAGYRAPEVIETRKCTQKSDVYSFGVLLLELLTGKAPVQPPGHDEVVDLPRWVQSVVREEWTAEVFDAELIKFQNIEEEMVQMLQIAMACVAKVPETRPDMNQVVQMIEDIQQSDSGNRPSSEDNKSRSPTSPTP*

NbL19g15230.1 probable_inactive_receptor_kinase_At5g58300 [MW − SP = 67.45 kDa]
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Peptide counts over 4 repeats

1 179 357 535 889

Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF12819 Malectin−like domain

Protein sequence:
MTEGSKFCFLLASTFLLLAVVVKVTLAQNSATGDDILLNCGGPDGLKDADGRKWGSDIGSTYLKGSKSSISDAADQKPSVPQVPFMSARVFQSEFTYSFPVAPGRKFVRLYFYPSSYNKLNATNAIFSVTVGPYSLLRNFSAAQTAEALNYDYLTKEFSINVPSETLNMTFTPSPNTSNSFAFVNGIEIISHPDIYNTEDGTTSIVGQTAAFIIDNSTALENVYRLNVGGNVISPSADTGMFRSWSDDSQYIFGAANGVTDTADDENVTVSYPEGTPSDIAPLDVYKTARSMGPTAQINLQFNLTWVFSVDSGFSYLVRLHFCEITMNITKVNQRVFAIYMNNQTAEPAADVIAWAGSNGVPFHKDYVVSVRSGAPQQDLWLALHPNVASKSNWYDAILNGVEIFKVNDTNGNLAGRNPIPVPEPDHIDPLLSKKGQSKSNKSAISGGVGGGIAAVILIGLVVCLVTRRRKHGKVQSPSDGPSGWLPLSLYGNSHTSGSAKTNTTGSYASSLPSNLCRHFSFAEIKAATNNFDESLLLGVGGFGKVYKGEIDGGTKVAIKRGNPLSEQGVHEFQTEIEMLSKLRHRHLVSLIGYCEENCEMILVYDYMAHGTLREHLYKTQKPPLPWKQRLDIGIGAARGLHYLHTGAKHTIIHRDVKTTNILLDEKWVAKVSDFGLSKTGPTLDHTHVSTVVKGSFGYLDPEYFRRQQLTDKSDVYSFGVVLFELLCARPALNPTLPKEQVSLAEWAFHCYKKGTFDQIIDPYLKGKIAPECLKKFTETAVKCVSDVGVDRPSMGDVLWNLEFALQLQESAEECGKGFGKMDIEEGFDVTCKGKKDLNESAGFDASMTDSRSSGISMSIGGRSLASDDSDGLTPSAVFSQIMNPKGR*

NbL19g15210.1 receptor−like_protein_kinase_FERONIA [MW − SP = 93.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MAKAALLVVVCMAAVAVMLTPHADATITCGQVVASLSPCISYVRNGGAIPAPCCSGINSLNNQATSTPDRQTACSCIKSAAAGISGINLSLAGSLPSKCGVNLPYKISPSIDCSTYVSNTHF*

NbL19g15060.1 non−specific_lipid−transfer_protein_1−like [MW − SP = 9.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MAKVASLSVMFIAAMVIAIVASHAEAVVTCGTVATDLSPCLDYVRMGGAIPTMCCNGIRSLFRAASTTQDRQTVCNCMKSAARVISGVNLNLAAALPSECGVNIPYKISPTIDCARYIYIYSFLNISQHFCA*

NbL19g15050.1 non−specific_lipid−transfer_protein_1−like [MW − SP = 11.38 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 33 65 97 129 161

Protein length

Gel Slice

6.9 7.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12 14

Peptide counts over 4 repeats

1 33 65 97 129 161

Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MAMAGKIACFVVLCMVVAAPHAEALTCGQVTSKLAPCLPYLRNTGPLGRCCGGVQGLSSAARTTQDRQTACTCLKSAAAAISGIDLGKAAGLPSTCGVNIPYAISPSTDCSKYLTFFLSHLILILYSICFIFSYPLNFLFRLFKQITRRIHYLFFSSRYK*

NbL19g15040.1 non−specific_lipid−transfer_protein_1−like [MW − SP = 14.85 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00408 Phosphoglucomutase/phosphomannomutase, C−terminal domain

PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I
PF02879 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain II

PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MVAFKVTHVGTTPFDGQKPGTSGLRKKVKVFTQPHYLQNFVQATFNALGSDKVKRATLVISGDGRYFSKDAIQIITKMAAANGVRRVWVGQHGLMSTPAVSAVVRDRVGADGSEANGAFILTASHNPGGPHEDFGVKYNMENGGPAPEGVTNKIYENTTTIKEYLIAEGLPDVDISKTGVSSFEGPDGKFDVDVFDSTIDYVKLMKSIFDFPSIQKLLSSPKFGFCYDALHGVAGYYAKRIFVEELGGKESSLLNCVPKEDFGGGHPDPNLTYAKELVARMGLSKSHSEPNPPEFGAAADGDADRNMILGKRFFVTPSDSVAIIAANAVEAIPYFSGGLKGVARSMPTSAALDVVAKSLNLKFYEVPTGWKFFGNLMDAGMCSICGEESFGTGSDHIREKDGIWAVLAWLSILADKNKDNLGGEKLVSVEDIVRQHWATYGRHYYTRYDYENVDAAGAKELMAHLVKLQSSLDEVNKIIKGIHSDVSNVVHGDEFEYKDPVDSSISKHQGIRYLFEDGSRLVFRLSGTGSEGATIRVYIEQYEKDPSKIGRDSQEALAPLVEVAIKLSKMQEFTGRSVPTVIT*

NbL19g14840.1 phosphoglucomutase_cytoplasmic−like [MW = 63.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MSVVGFDVGNENCVIAFAKQRGIDVILNDESKRETPAVVSFGEKQRFIGSAGAASATMNPKSTISQVKRLIGRKYWEPAVQKDLKLLPFATSEGPDGGILIHLQYMNEKQSFTPVQIMAMLFAHLKQIAEKNLEMDVSDCVIGIPSYFTDLQRRAYLYAAEIAGLKPLRLMHDGTATALGYGIYKTDFSAGGPTHVVFVDVGHCDTQVVVASFEPGHMKILSHAFDSDLGGRDFDEVLFRHFAANFKEQCNIDVYSNARASIRLRAACEKLKKVLSANAEAPLNIECLMDEKDVKGFIKREDFEKLSSDLLEKISIPCRKALLDSGLTADRIHTLELVGSGSRIPAVGRILNSLFRKEPGRTINASECVARGCALQCAMLSPIFRVREYEVQDSFPFSIGFASDEGPVCTLSNGILFPRGHSFPSMKVLTLQRSTSFYLEAFYTNQNELPPGVSDKISKSTIGPFQVPHSEKAKIKVKIQLNLHGIVTVESAWLIKDQTSHSTSENNTDTHAEDMERDDTRKSMAVKRQDIPVSESVDGGMTLAELSQAQEKECHLAEQDIKVERTKDKKNTLEAYVYETRNKLLNTYRSFATDSEREGISCNLQQTEEWLYEDGDDESEHVYAEKLDDLKKMVDPVENRYKEEETRAQATRNLLNSIVEYRMAAGSLPASEKDVLINECHKAEQWLREKSHQQEALPRYADPVLWSSEIKRKTEAFEAMCKHVMRHKSSPQKTEDGSGLDPRSKREDGMDVD*

NbL19g14660.1 heat_shock_70_kDa_protein_16 [MW = 84.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01458 SUF system FeS cluster assembly, SufBD

Protein sequence:
MASLLTSGISSFCPQPITEQPKLSKGSNFLLKSPAPRCPNSANFKIRAADVSYDVMAPGKESSFSTSNEDDPLQKFLKKDYKWGFNEKIESFSLPKGLSEETIRLISSRKNEPDWMLEYRLKSFEKFVKMKEPKWSDNKYPEINFQDIVYYSEPKKKPTLNSLDEADPELVRYFEKLGVPLNERNRLANVAVDAVLDSVSIATTHRKTLEKSGVIFCSISEAIREHPDLVRKYLFRVVPPEDNFYAALNSAVFSDGSFVYIPKNTKCPMQISTYFRINAMETGQFERTLIVADEGSFVEYLEGCTAPSYDTNQLHAAVVELYCHEGAEIKYSTVQNWFAGDEEGRGGIYNFVTKRGLCAGARSKISWTQVETGSAITWKYPSVVLEGDESVGEFYSVALTNNYQQADTGTKMIHKGKNTRSRIISKGISAGHSRNCYRGLVQVLSNAENARNSSQCDSMLIGDNAAANTYPYIQVEGTLITLLLYYILWSPDLCMMLAKNPSARIEHEATTSKIGEDQLFYFQQRGIDYEKAMAAMISGFCRDVFNELPDEFGAEVNQLMSLKLEGSVG*

NbL19g14650.1 UPF0051_protein_ABCI8_chloroplastic−like [MW = 63.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar)

Protein sequence:
MDIRKRNRNDAGANVNGGVKKYKPEMDSLSSGIGSKSKPCTKFFSTAGCPFGENCHFLHYVPGGYNAVAQMMKMAPAPSLRNTAAPAMPNGNAPALKTKLCNKYNTAEGCKFGDKCNFAHGEWEIGKPIMPSQEEPRAMGVGPVPGRFGGRIEPAVSGPAASFGTSATAKISVDASLAGAIIGKGGVHSKQICRQTGAKLAIRDHETDKNLRNIELEGTFEQISQASAMVRELINSLGSVGCPGRTPVVPGGAAPPGSNFKTKLCENFAKGSCTFGDRCHFAHGAAELRKTGV*

NbL19g14480.1 zinc_finger_CCCH_domain−containing_protein_14−like [MW = 30.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01157 Ribosomal protein L21e

Protein sequence:
HLFSLPNRASLTLCTHTHTHSGERRGKMPAGHGLRSRTRDSFSRAFRKKGTIPLSTYLRTFKIGDYVDVKVNGAIHKGMPHKFYHGRTGRIWNVTKRAVGVEVNKQVRNKILRKRIHVRIEHVQLSRCTEEVKERIKRNDQLKAEAKARGEVISTKRQPLGPNPGFMVEGATLETVTPIPYDVVNDLKGGY*

NbL19g14410.1 60S_ribosomal_protein_L21−2 [MW = 21.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MSFDSTPPAVEKLTLNAASVDEAKFSQRVPIRSIVGRPDGGAGLAGNVVKIGGWVKTGREQGKGSFAFLEVNDGSCPANLQVIVDASVHKLGDLVLTGTCVHVEGELKVPPEGAKQKVELRVQKVLSVGTVDAAKYPLPKTKLTLEFLRDFVHLRPRTNTISAIARIRNALAYATHTFFQKNGFLYIHTPIVTTSDCEGAGEMFQVTTLINEAEKLEKELKENPAPSESEIKAAEQLVKEKGEAVAQLKANKASIEKSGASILDINKQISVAVAELQRAKENLLKLQERFKLGERCRLSAGIPKKDGKVDYSEDFFARQAFLTVSGQLQVETYACALSSVYTFGPTFRAEQSHTSRHLAEFCMVEPEIAFADLQDDMNCAEAYVKFLCQWLLDHCLDDMEFITKFIDKDALNRLRMVASSNCYRITYTEAIAILEVAAKVKKFENKVEWGIDLASEHERYLTEEHFKAPVIVFSYPKGIKAFYMKVNEDKKTVAAMDLLVPKVGELIGGSQREEDYEVLRTRILEMGLPLEPYEWYLDLRRYGTVKHSGFGLGFERMILFATGIENIRDVIPFPRYPGRADL*

NbL19g14270.1 asparagine−−tRNA_ligase_cytoplasmic_1−like [MW = 64.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00763 Tetrahydrofolate dehydrogenase/cyclohydrolase, catalytic domain PF02882 Tetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)−binding domain

Protein sequence:
MASPSDHKATVIDGKAIAQTIRSEIASEVRRLSEKYGKVPGLAVVIVGNRKDSQSYVNMKRKSCAELGIKSFDIDLLEDVAEAELISKVHELNADPDVHGLSLAILRSILVQLPLPKHINEERVLGEISLEKDVDGFHPLNIGKLAMKGREPLFLPCTPKGCIELLHRSGISIKGKNAVVVGRSNIVGLPVSLLLLKEDATVTIVHSRTKEPEKIVREADIIIAAAGQAMMIKGSWIKPGAAVIDVGTNAVDDPTRKSGYRLVGDVDFQEACEVAGCITPVPGGVGPMTVAMLLKNTLDGAKRVIEK*

NbL19g14080.1 bifunctional_protein_FolD_2−like [MW = 32.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain PF19026 HYPK UBA domain

Protein sequence:
MTAAQSQEELLAAHLEQQKIESEEPIIEDEEDDEDEDDDDDKDDDDDAEDLGDGSGRSKQSRSEKKSRKAMLKLGMKPIPGVSRVTVKKSKNILFVISKPDVFKSPNSDTYVIFGEAKIEDLSSQLQTQAAEQFKAPNLSNVISKPEPSTVAQDDEDVDETGVEPKDIELVMTQAGVSRVKAVKALKAADGDIVSAIMELTN*

NbL19g14030.1 nascent_polypeptide−associated_complex_subunit_alpha−like_protein [MW = 22.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MANTTPPNITNSVGIGIRIRSNLTPRPASMAASSALSTAVRIPTGLFVINSGSSRRGAARVDSFNGHLTRSRAGATSLSTRVSSAAAATVESVETGSSAQGIENLVIIGSGPAGYTAAIYAARANLKPVVFEGFQAGGVPGGQLMTTTEVENFPGFPEGITGPDLMDRMRRQAERWGAELYQEDVEFIDVKNTPFTIQSSERKVKCHSLIVATGANAKRLGLPREDEFWSRGISACAICDGASPIFKGQVLAVVGGGDTATEEAIYLTKYARHVHLLVRKDQLRASRAMQDRVFNNPNITVHFNTETVDVVSNPKGQMSGILIRKADTQEESVLEAKGLFYGIGHSPNSQLLEGQVELDSAGYILVKEGTANTSVEGVFAAGDVQDHEWRQAITAAGSGCVAALSVERYLTSKNLLIEFHQPHTEEVKKELTQKDVQEGFDITLTKHKGQYALRKLYHESPRIICVLYTSPTCGPCRTLKPILSKVIDEFDQHVHFVEIDITEDPEIAEAAGIMGTPCVQFFKNKEMLRTVSGVKMKREYRELIEANK*

NbL19g13790.1 thioredoxin_reductase_NTRC−like [MW = 59.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13202 EF hand PF13405 EF−hand domain

Protein sequence:
MSGYPHNVPGYGYGQPPPPQPYSTPYGAAPPPSSSPYGAPPPPSSSPYGALQPQSHSSAPYGSAAPPQSHSPYAPIPSPYSAGSPSYGSDPHKPPKENKPQSYGGYPAPPPSAPYGDPNKPPKDSNPHVSAPYGGYHAPAPYGATSPFASLVPSAFPPGTDPNVIACFQLADQDGSGLIDDKELQKALSSYNQSFSLRTVHLLMYLFTNTNTRKIGPKEFTSVFYSLQEWRGIFERFDRDRSGRIDSSELRDALLSLGYAVSPPILDLLVSKFDKTGGKNKAIEYDNFIECCLTVKGLTDKFKEKDASYSGSATFSYESFMLTVLPFLIA*

NbL19g13710.1 probable_calcium−binding_protein_CML49 [MW = 35.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEFPFGHHHHHRRDDYGGEEFPPPGRRPPPSAYDEPPPSEVTHVYHTSHVGGQPLMEPNYNRPRYPPPPPMEDDYGRTSYPPPSMEDSYGRTNYPPPRMEENYGGSYNRPPPYYEGPPPPQPPSYSSVEHVSHESESESAHRHHDHHRFQPHVPSFFHHETSSHPELIDKPSFRVYTKADPNYSLTIRDGKVVLASSDPSDPFQHWYKAEKYSTKVKDEEGFPSFALVNKAAGLAMKHSVGASHLCSSPLTTLMFLMRQSCG*

NbL19g13540.1 extensin−like [MW = 29.83 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 120 239 358 593

Protein length

Gel Slice

2.8 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 120 239 358 593

Pfam domains

Pfam Description
SP Sequon TM Domain PF02731 SKIP/SNW domain

Protein sequence:
MAALKDLLPPAKSTSSTHYDHTSDPWFKNRYTASETEKTAVIKANPVPPYLKRAGFRPSKLEDFGDGGAFPEIHYAQYPLDMGRKKDWKPGGKTLPVTVDEHGDVRYDAIVRQNENSKKIVYSQHKDLIPKFVKDEDEEDMDVEEKQKIIEETTQETKAALEKIVNVRLSAAQPKNVPTQSQDSKFIKYKPSQQSAAFNSGAKERIIRMVEMPVDPMEPPKFKHKRVPKASGSPPVPVMHSPPRPVTVKDQQDWKIPPCISNWKNPKGYTIPLDKRLAADGRGLQEVQINDNFAKLSEALYVAEQKAREAVAMRSKVQKEMMMKEKEKKEMELRELARKARSERTGVAPPAAERGTVNDDDMSVDYERARDFPKESREDREERLRREKIREERRRERERERRLEAKDSAMGKKSKITRDRDRDVSEKVALGMASTGTSRGEVMYDQRLFNQEKGMDSGFATDDAYNVYDKGLFTAQPTLSTLYRPKKDADSEMYGGADEQLEKIMKTERFKPDKAFAGTSERAAPRDGPVQFEKEVEEADPFGLDQFLTEVKKGKKAMASVGSGGTMKASAGTTRDGYETSSRTRIAFDKGR*

NbL19g13520.1 SNW/SKI−interacting_protein−like [MW = 67.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01053 Cys/Met metabolism PLP−dependent enzyme

Protein sequence:
MAYSLSLKQPFGALPTYQNTHGKLPVNFEAAFGCKATFNVKGTLTEKKFELNCSIDKEMDLTVSTLVDSVAECFGENGIVEMPPRVEAREAKEPSVSTMLMNFSNEFDPFGALSTPLYQTSTFKQPSATENGPYDYTRSGNPTRDVLEKLLAELEKADRAFCFTSGMAALAAVTRLLQTGEEIVAGDDIYGGSDRLLSQVVPRAGSLVKRVDTTNVDEVASAINPQTKLVWLESPTNPRQQICDIRKIAKIAHAHGALVLVDNSIMSPVFSHPLELGADIVMHSATKFISGHSDLMAGVLAVRGESLAKEIYFLQNSEGAGLAPFDCWLCLRGIKTMALRVEKQQENAQKIAEFLSSHPRVKKVNYAGLPDHPGRSLHFSQARGAGSVLSFLTGSLALSKHVAEATKYFSITVSFGSVKSLISLPCFMSHASIPVEVREARGLTEDLVRISVGIEDVNDLIDDLDYALRTGPA*

NbL19g13500.1 cystathionine_beta−lyase_chloroplastic [MW = 51.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03088 Strictosidine synthase

Protein sequence:
MNTTKLIFSASALAIITVILTLSSKIVYRPPSIAGSKDLLPKAEIIQLKGAVGPESLAFDPNGEGPYTGVADGRILKWKGDSQGWVDFAVTSSQREDCVRPFAPNMEHICGRPLGLRFDTRTGDLYIADAYLGLQVVGPSGGLATPLVTEVEGQPLRFANDMDLDEQEDIIYFTDTSTQFQRRQFIASVVIGDRTGRLMKYDKSTKAVTVLLRGLAFANGVALSKDKSFVLVAETSTGRIVKYWLKGPDAGKHATFADLPGYPDNIRRNSRGEFWVALHSKRSLLARLVTSNSWLGRTLLKLPFTFQQLHYLLVGGQPHATAIKLSEEGQVLEVLEDVESKTLKFLSEVEEKKGKLWIGSVLVPFVGVYELS*

NbL19g13430.1 protein_STRICTOSIDINE_SYNTHASE−LIKE_10−like [MW = 40.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01008 Initiation factor 2 subunit family

Protein sequence:
MGNGNEGDKTLLSICYKRGSLQLLDQRKLPLETIYLDIQDTKDGWDAIKEMVVRGAPAIAIAAALSLAVEVSNLSSFDGTSDDASDFLSKKLDYLVSSRPTAVNLSDAAVKLKEVIKKAATTAKDANSVFQAYIEAAEVMLEDDVTSNKAIGSYGASFLKEHLTDSQKITILTHCNTGSLATAGYGTALGVIRALYTDGVLERAYCTETRPFNQGSRLTAFELVHENIPATLIADSAAAALMNAGRVKAVIVGADRVAGNGDTANKIGTYNLAVSAMHHGIPFYVAAPLTSIDLSLSSGQEIVIEERSPKELLHTRGGLGEQVAASGISVWNPAFDVTPANLISGIITEKGVITKKGTDTFDIAEFVRKTSGNL*

NbL19g13410.1 methylthioribose−1−phosphate_isomerase [MW = 39.6 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MANFSHQMRLSSTLMMRLQQRVTAVNSTSSRNFTTTEDHRPTIVHKRSLDILHDPWFNKGTAFSFTERDRLHIRGLLPPNVMSFEQQTARFMADLKRLEVQARDGPSDPYVLAKWRILNRLHDRNETLYYKVLIENIEEYAPIVYTPTVGLVCQKYSGLFRRPRGMYFSAADRGEMMSMVYNWPADQVDMIVVTDGSRILGLGDLGVQGIGIAIGKLDLYVAAAGINPQRVLPVMIDVGTDNEKLLKDPLYLGLQECRLDGEEYLEVIDEFMEAVYTRWPHVIVQFEDFQSKWAFKLLQRYRNNYRMFNDDVQGTAGVALAGLLGAVRAQGRPMIDFPKMKIVVAGAGSAGIGVLNAARKTMARMLGNTEIAFESARSQFWVVDAKGLITEARENIDPDARPFARKIKETERQRLREGATLAEVVHQVKPDVLLGLSAVGGLFSKEVLEALKHSTSTRPAIFPMSNPTRNAECTPEEAFSIVGDNIIFASGSPFKDVDLGNGHVGHCNQANNMFLFPGIGLGTLLSGSRIVSDGMLQAAAECLAAYMSEEDVLKGVIYPSISRIRDITKEVAAAVVKEAIEEDLAEGYREMDSRELRKLDETQISEFVENNMWSPDYPTLIYKKD*

NbL19g13350.1 NAD−dependent_malic_enzyme_62_kDa_isoform_mitochondrial [MW = 70.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MTALLSFRTVPSCVLPTKPFPRNILSTLVPRMSLSSSTSNQQISSKCSLSVDAPLKAILFDIDGTLCDSDPIHYYAFREMLQEIGFNGGAPISEEFFIMNISGMHNDELCNVLFPDWDFQRAIKFMDDKEDMFRKIASEQLKPLNGLEEVCKWIEDHCLKRAAVTNAPRANAELIISMLGLADFFELLVIGSECERAKPFPDPYLKALHELGVSPKHAFVFEDSISGIKAGVAAGMPVVGLGLRNPEKLLSEAGATFVIKDFKDSKLWTALEELETEVDSEKLKT*

NbL19g13340.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_Sgpp [MW = 31.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08662 Eukaryotic translation initiation factor eIF2A

Protein sequence:
MAVVEPSPSLDILVREPEGFAIWNGPPFPSGQPGIKLDRVPCTSAKFSEDGSKLMVTKSDSIISIFDCKTLKEIRSFNVPNVLAAVISPYGTYLQTFQKCASPQDKNVVLWKIENGEYVYQLFQKNMTKVTWPSVRFSSDETVACRLATNEIQFFDPRDFSKGFVNRLRVPAIAALELSKAPGSYVAAFVPESKGMPASIQIYACGKDLQSQAVARRSFFRCSTVQLSWNSGSTGLLVVVQSDVDKTNQSYYGESKLNYLTTDGTHEGLVPLRKDGPIHDVQWSYSGKEFAVVYGFMPAMATVFDKKCNPLLELGTGPYNTIRWNPLGNFICLAGFGNLPGDMAFWDYKEKKQLGTTRAELSVTSEWSPDGRYFMTATTAPRLQVDNGVKIFHHNGSLYFKKMFDRLYQVDWKPESVEKFGGIEDLVKAVGSVKMDEAKAPGKGSKATQAVPKATQAIPKATPANPPAAKPAAYRPPHAKVAAAVQEELFGGSSSGELSKNALKNKKKREKQRERKQTEGASGTGGS*

NbL19g13270.1 eukaryotic_translation_initiation_factor_2A [MW = 57.89 kDa]
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1 132 263 394 525 655

Pfam domains

Pfam Description
SP Sequon TM Domain PF00682 HMGL−like PF08502 LeuA allosteric (dimerisation) domain

Protein sequence:
SIFYFFSLPLATAKTPPTPTFLICADSIFCKLCAHLYSLVFSTQKKMSSLCSNSATSLTSNISFPSKIPLLHTIYNFFPSIKTHSYSPYTVIRCSIQKRPEYIPSKIADHKYIRIFDTTLRDGEQSPGATMTTKEKLDIARQLAKLGVDIIEAGFPASSEADFEALRLIAEEIGNNNSDDDYVPVICGLARCNKRDIDKAWEAVKCAKRPRVHTFIATSEIHMKYKLKMSKEEVVEKARSMVAYARSLGCEDVEFSPEDAGRSEREFLYLILGEVIKAGATTLNIPDTVGYTVPTEFGQLIADIKANTPGIENVIISTHCQNDLGLSTANTLAGACAGARQVEVTINGIGERAGNASLEEVVMALKCRGEQVLGGLYTGINTQHIVPTSKMVEEYSGLQVQPHKAIVGANAFAHESGIHQDGMLKHKDTYEIISPEDIGLNRANEAGIVLGKLSGRHALKSKMLELGYDIEGKELEDLFWRFKSVAEKKKKVTDDDIIALMSDEVFQPQVVWQLADVQITCGSLGLSTATVKLIDSDGQDHVACSVGTGPVDAAYKAVDLIVKVPITLLEYSMNAVTEGIDSIASTRVVIREEDDHAITNGSIGLTLHRTFSGTGADMDVVISSVRAYIGALNKMLSFGKLVSRCNNPEGSVVV*

NbL19g13190.1 2−isopropylmalate_synthase_A−like [MW = 71.24 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00703 Glycosyl hydrolases family 2

PF02836 Glycosyl hydrolases family 2, TIM barrel domain
PF02837 Glycosyl hydrolases family 2, sugar binding domain

PF02929 Beta galactosidase small chain
PF16353 Domain of unknown function (DUF4981)

Protein sequence:
MLRGIRRILLYIGVTPNKVMSSLISQMVLPSSNGYKAWEDPNFFKWRKRDSHVPLHCHESVEGSLRYWNERNKVDLLASKSAVWDDDAVSRALDCAASWVNGLPFVKSLSGFWKFWLAPGPSDIPLNFYDISFQDSSWGTIPVPSNWQMHGYDRPIYTNTIYPFAFNPPKVPDDNPTGCYRTFFFLPEEWEGRRIFLHFEAVDSAFYAWVNGVPVGYSQDSRLPAEFEITGFCHPCGSEKRNCLAVQVMRWCDGSYLEDQDHWWLSGIHRDVLLLAKPKTFIADYFFRTNMAEDFSYADVEVEVKIDKSFENNDIVDFTIEASLYDSGNWLSRSDHIDLLSANIADLELLLSSDPCLGFKGYMLVGKVQAPKLWSAEQPNLYTLVVTLKDASGNLVDCESCRVGMRKISKAPKQLLVNGHPVVIRGVNRHEHHPRLGKTNLESCMVKDLVLMKQNNINAVRNSHYPQHQRWYELCDLFGMYMIDEANIETHGFFDYPNYKHPTQESCWASAMMDRVVCMVERDKNHASIIIWSTGNEASYGPNHAALSGWVREKDTSRLVHYEGGGARTSSTDIVCPMYARVSKIVEIAKDPTEQRSLILCEYSHAMGNSNGNLHKYWEAIDSTFGLQGGFIWDWADQGLLKEGPRGKMCWAYGGDFGDIPNDLNFCLNGIVWPDRSPHPALHEVKFLYQPIKVSFKEGIVKITNMHFFDTTQALEFNWVLHGDGCELGSGILPLPVIEPQRSHETKWESGPWFSAWTSYSAAEICLTITAKLLHSTRWANNGHLISSTQVLLPNRRRVVPRIIKSTDATLLGEVLDDMIKVGQNNCWELKFNKQTGGIEGWKVKGVSVMNKGIYPCFWRAPTDNDKGGGSLSYLSRWKAANLDKVIFVNKSCSIESMNGHEVKISATYHGIAKAEEQTPSNAATSSVLFEVDMTYLIYGSGDVVLECNVKPCPDLPPLPRVGVEFQLDSTIDQVKWYGRGPFECYPDRKSAAHLSIYEQTVGEMHVPYVVPGECSGRADVRWVTFENKDGEGLYASMHGDSPTMQMNASYYSTAELERTTHNEDLKKSENIEVHLDHRHMGLGGDDSWSPCVHDEYLIPAVPYSFSIRFFPKTAATTGADIYKSQFLEE*

NbL19g13030.1 beta−galactosidase [MW = 127.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00347 Ribosomal protein L6

Protein sequence:
MKTILSSETMDIPDGVSIKVNAKKIEVEGPRGKLTRNFKHLNLDFQLIKDEETGKKKLKIDAWFGSRKTTAAIRTALSHVENLITGVTKGYRYKMRFVYAHFPINASITGGNKAIEIRNFLGEKKVRKVDMLEGVTVVRSEKVKDELVLDGNDIELVSRSAALINQVKLLFYSSGQCISALYSTFSSSALWISSPFFDRNAM*

NbL19g13020.1 60S_ribosomal_protein_L9−1−like [MW = 22.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01154 Hydroxymethylglutaryl−coenzyme A synthase N terminal PF08540 Hydroxymethylglutaryl−coenzyme A synthase C terminal

Protein sequence:
MAPPQQKNVGILAMEIYFPPTCIQQEVLEAHDGASKGKYTIGLGQDCMGFCTEVEDVISMSLTAVTSLLEKYAVDPKQVGRLEVGSETVIDKSKSIKTFLMQIFEKCGNTDIEGVDSTNACYGGTAALFNCVNWVESSSWDGRYGLVVCTDSAVYAEGPARPTGGAAAIAMLIGPDAPIVFESRIRASHMAHVYDFYKPILDSEYPVVDGKLSQTCYLMALDACYKSLCNKHEKLEGKQFSIADAAYFVFHSPYNKLVQKSFARLLFNDFLRNACSIDESAIEKLAPFSSLSGDESYQSRDLEKASQQVAKQFYDEKVQPTTLIPKQVGNMYTASLYAAFASLLHNKHNTLAGQRVMLFSYGSGSTATMFSLKLNEGQHPFSLSNIASAMNVAEKLKSRHELAPEKFVEIMQLMEHRYGAKDFVTSKDCSLLAPGTYYLTEVDSKYRRFYAKKATENGLVNGH*

NbL19g12950.1 hydroxymethylglutaryl−CoA_synthase−like [MW = 51.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 77 153 229 378

Protein length

Gel Slice

5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 77 153 229 378

Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MAEGEDIQPLVVDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDYLMKILTERGYMFTTSAEREIVRDVKEKLSYVALDFEQELETAKSSSSVEKSYELPDGQIITIGAERFRCPEVLFQPSLIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWISKAEYDESGPAIVHRKCF*

NbL19g12910.1 actin−104 [MW = 41.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02861 Clp amino terminal domain, pathogenicity island component
PF07724 AAA domain (Cdc48 subfamily)

PF10431 C−terminal, D2−small domain, of ClpB protein
PF17871 AAA lid domain

Protein sequence:
MARALVQSTNIPSSVAGERTTKFNGSGKTNRTVKMLCSAHSTSLRLRDFSGLRGCNAIDTLVRSGQTLQSKVAAATSVRRPRGCRFVPKAMFERFTEKAIKVIMLAQEEARRLGHNFVGTEQILLGLIGEGTGIAAKVLKSMGINLKDARVEVEKIIGRGSGFVAVEIPFTPRAKRVLELSLEEARQLGHNYIGSEHLLLGLLREGEGVAARVLENLGAEPSNIRTQVIRMVGESNEAVGASVGGGSSGQKMPTLEEYGTNLTKLAEEGKLDPVVGRQPQIERVTQILGRRTKNNPCLIGEPGVGKTAIAEGLAQRIANGDVPETIEGKKVITLDMGLLVAGTKYRGEFEERLKKLMEEIKQSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARGELQCIGATTLDEYRKHIEKDPALERRFQPVKVPEPTVDETIQILKGLRERYEIHHKLRYTDEALEAAAQLSYQYISDRFLPDKAIDLIDEAGSRVRLRHAQLPEEAKELEKELRQITKEKNEAVRGQDFEKAGELRDREMDLKAQITALIDKNKEMNKAESEAGDTGPLVTEADIQHIVSSWTGIPVEKVSTDESDRLLKMEETLHTRIIGQDEAVKAISRAIRRARVGLKNPNRPIASFIFSGPTGVGKSELAKSLAAYYFGSEEAMIRLDMSEFMERHTVSKLIGSPPGYVGYTEGGQLTEAVRRRPYTVVLFDEIEKAHPDVFNMMLQILEDGRLTDSKGRTVDFKNTLLIMTSNVGSSVIEKGGRRIGFDLDYDEKDSSYNRIKSLVTEELKQYFRPEFLNRLDEMIVFRQLTKLEVKEIADIMLKEVFERLKGKEIELQVTERFRDRVVDEGYNPSYGARPLRRAIMRLLEDSMAEKMLAGEIKEGDSVIVDVDSDGNVTVLNGSSGTPSNPTPEPIPV*

NbL19g12890.1 ATP−dependent_Clp_protease_ATP−binding_subunit_ClpA_homolog_CD4B_chloroplastic [MW = 102.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSQESLVLRGTMRAHTDWVTAIATPVDNSDMIVTSSRDKSIIVWSITKDGPLYGVPRRRLTGHGHFVQDVVLSSDGMFALSGSWDGELRLWDLQAGTTARRFVGHTKDVLSVAFSADNRQIVSASRDKSIRLWNTLGECKFIIQDGDSHSDWVSCVRFSPNNIQPTIVSGSWDRTVKIWNLTNCKLRATLAGHTGYVNTTAVSPDGSLCASGGKDGVILLWDLAEGKKLYSLESGSIIHSLCFSPNRYWLCAATESSIKIWDLESKTIVDDLKVDLKQETEMSAEGTASGKNKVVIYCTSLGWSADGSTLFSGYTDGLIRVWGIGRY*

NbL19g12830.1 guanine_nucleotide−binding_protein_subunit_beta−like_protein [MW = 35.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MYGGDEVSAIVIDLGSHTCKAGYAGEDAPKAVFPSVVGSVDQMEVDNPDNPEDNSGSAPDSKSKGKRRLYVGSQALGFRRDLMEVLSPIKDGMVVDWDIVENIWDHAFRECLLIDPKEHPMLLAEPCSNTQQQREKAAEIMFEKYQVPALFLAKNAVLTSFASGRATSLVVDSGGGSTTVAPVHDGYVLQKAVATSPIGGEILTDCLIKSLEQKGITIKPRYSFKRKEIRPGEFQTVDLDFPDTTESYKLYCQRAIASDIKECVSRAPDTPYDDSSYSNIPTTSYELPDGQTIEVGADRFKIPDIIFNPSLVQTIPGMESFAETAASLRGLPQMVIESINKCDVDIRRELFSSILCLIQIAGGTASMQQLKERLEKDLLEESPQAARVKVLASGNATERRFSVWIGGSILASLGSFQQMWFSKSEFEEHGASYVQRKCP*

NbL19g12590.1 actin−related_protein_4 [MW = 48.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
MAFSIIYFVVVILVILSPVMGISIGVNYGQIADNLPPPEKVVPLVKSMGATRLKLYDADPRVLKAFANTNVEFIVSIGNEYLADMKDPAKAQAWVKTNVQAYLPATKITCIAVGNEVLTFNDTSLSNNLLPAMESVYAALVSLHLDKQVSVSTAHSLAILETSYPPSAGAFRRDLVDCVTQVLEFHCKTGSPFQINAYPYFAYKANPKQVPLDYVLFQPNPGNVDPVTNLHYDNMLYAQIDAVHSALALIGYKNVCVQISETGWPSKGDGEEVGATPDNARKYNCNLIKLVSQNKGTPLRPNTNLNIYVFALFNENLKPGPTSERNYGLFKPDGSPSYPLGFAGINAVGTNSSSSRSPAAGTGSSTSTSSSTPSWNSPDGYLSITSDSGRIQFCWKSLVLRLHIAGLISLLFSQL*

NbL19g12520.1 glucan_endo−13−beta−glucosidase_11−like [MW − SP = 42.58 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain
PF16886 ATPsynthase alpha/beta subunit N−term extension

Protein sequence:
MPSLFGGPMTTFEDSEKESEYGYVRKVSGPVVVADGMAGAAMYELVRVGHDNLIGEIIRLEGDSATIQVYEETAGLMVNDPVLRTRKPLSVELGPGILGNIFDGIQRPLKTIAKRSGDVYIPRGVSVPALDKDILWEFQPKKIGEGDLLTGGDLYATVFENTLMEHRVALPPDAMGKITYIAPAGHYSLNDTVLELEFQGVKKQVTMLQTWPVRTPRPVASKLAADTPLLTGQRVLDALFPSVLGGTCAIPGAFGCGKTVISQALSKYSNSDTVVYVGCGERGNEMAEVLMDFPQLTMTLPDGREESVMKRTTLVANTSNMPVAAREASIYTGITIAEYFRDMGYNVSMMADSTSRWAEALREISGRLAEMPADSGYPAYLAARLASFYERAGKVKCLGGPERTGSVTIVGAVSPPGGDFSDPVTSATLGIVQVFWGLDKKLAQRKHFPSVNWLISYSKYSGALESFYEKFDADFIDIRTKAREVLQREDDLNEIVQLVGKDALAETDKITLETAKLLREDYLAQNAFTPYDKFCPFYKSVWMLRNIIHFYNLANQAVERGAGMDGQKITYTLIKHRLGDLFYRLVSQKFEDPAEGEEVLVGKFKKLHDDLTAGFRNLEDETR*

NbL19g12500.1 V−type_proton_ATPase_catalytic_subunit_A−like [MW = 68.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MSKNILVTGGAGYIGSHTVLQLLLGGYKTVVVDNLDNSSAIAIKRVQELAGQFGPNLSFYNIDLRDKPAVEKLFESNKFDAVIHFAGLKAVGESCQKPLMYYNNNITGTITLLEVMATRGCKNLVFSSSSTVYGWPKEVPCTEESPISAANPYGRTKLFTEEICRDVYHSDHEWKVILLRYFNPIGAHPSGYIGDDPRGIPNNLMPFVQQVAVGRRPALTVYGTDYPTKDGTAVRDYIHVVDLADGHIAALQKMFDPSTGCEVYNLGTGKGSSVLEVVSAFEKASGKKIPLVMSSRRPGDAEIVYAATEKAERELNWRAKYGIDEMCRDQWNWASKNPYGYEGSEESN*

NbL19g12370.1 UDP−glucose_4−epimerase_GEPI48−like [MW = 38.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00393 6−phosphogluconate dehydrogenase, C−terminal domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase

Protein sequence:
MEGAATAQALSRIGLAGLAVMGQNLALNIAEKGFPISVYNRTTSKVNETLDRAQREGQLPLTGQYNPRDFVLSIQRPRSIIILVKAGAPVDQTIAALAEHMESGDTIIDGGNEWYENTERRIGEASSKGLLYLGMGVSGGEDGARNGPSLMPGGSHGAYMNIKDILERVAAQVEDGPCVTYIGEGGSGNFVKMVHNGIEYGDMQLISEAYDVLKNAGGLSNPELADIFAEWNRGELESFLVEITADIFNVKDEKTGSGELVDKILDKTGMKGTGKWTVQQAAELSIAAPTIAASLDGRYMSGLKEEREDAARIFKKEGLKEEMNFDVNGASVDKKRLIDDVRQALYASKICSYAQGMNLLRAKSAEKGWNLNLGEMARIWKGGCIIRAVFLDRIKKAYQRNPGLANLMVDPEFAREMVQRQAAWRRVVGLAIQRGISVPGMSASLQYFDTYRRSRLPANLVQAQRDYFGAHTYERVDMPGAYHTEWSKLARKARV*

NbL19g12240.1 6−phosphogluconate_dehydrogenase_decarboxylating_2_chloroplastic [MW = 54.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03417 Acyl−coenzyme A:6−aminopenicillanic acid acyl−transferase

Protein sequence:
MGSTSMETNKLEMYELGPCEDAFQIGFLIGQRFSKQIRSRLSNDLILQNQLLPFAQLSNSQPLIHALSETNKSKFPHYWNELKGIAGGSGVPFLNILLLNFRKEILPFIPKTERNPKEDEISADCSSILVVNNSMAVATHNEDANVALVGHTYLVKVTLSSGTSFTAYTYAGELPSCAFGFNSHGVAFTLNSVPPCEEEIVAGAIGRNFVSRDLLEANSIEDALARIHSSEASVGHSYNLIDTRARRILNVETASRNRISVHEIGETPFFHANMYLHLQVKQAQDENSLSRQKRASSLPKESKNDFLALLGDSNAEKYPIYMTGPLLYTLCTAVIDLDEKTLTIIEGNPKEKQESYVFRL*

NbL19g12230.1 uncharacterized_LOC109239217 [MW = 39.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MYGLKSDVTDVAKDVNDLPLRELLDGSYKCAPSPKDKGNKASSSNDSLMQLVRDANSMLRLQKSVQTQNYSCVDSSVSCVHAYTGPSSESRDDGDKEETRIDNPSSLNQVQEHCCKVQTVATKLHAPSYTPTDVLERLALAPSKDLDSFLMDAVKPASSRNCSDLRLSKPSSQRNGLPPFPWSHTYSGHPKTVPDSAKLSTSKTVCQGRWVKVENTLTPLKGSTGFLVELQSVTDNHKLVPTGVQVSENVNASTNSDTLTMCERISSSIGAISTSEVPPADSPRILVAAATLCEIATYSLRQNTEETVKLLKRPCQKVMKACKLTEKSEKQFIAPKPVVGSNNLVEIADGILPSKKLRLSVNFRKPERKGPVPCSAQSIRSSPVKSFRDSEGFSTSFVNKPCMIPPYTRVMDKACISEQKLRKVANGVEPRR*

NbL19g12210.1 uncharacterized_LOC109238591 [MW = 47.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MENTKKLPLFFFLVVFCYFFSTSISSFVPEIKVQQDKDEPYVGVNIGTDVSNFLSPSDLVAFLQLQKITHIRLFDADPDMLKALAKTEIRVIISVPNNQILAIGSSNTTAAAWIGRNVAAYYPETLITAIAVGDEILTTVPSSAPLLMPAIESLYSALVAANLHTKIKISTPNSASIILDPFPPSQAFFNQSMSSVLSQLLQFCSRTQSPLMMNLYPYYVFMQNKGVVPIDNSLFKPLTPSKEMVDPNTLLHYTNVLDAMIDSVYFSMKNLNVTDVVVLVTESGWPSKGDSKEPNATIDNADTYNSNLIKHIIDRSGTPLHPEITSSVYIYELFNEDLRSPPVSEANWGLFHGNSTPVYLLHVSGSGTFLANDTTNQTYCIAMDGVDKRTLQAALDWACGPGRANCSEIQPGESCYQPNDVKNHASYAFDSYYQKSGTSPGSCDFKGVAMITTSDPSHGSCIFPGSKTVSNKTNQVVNATQASGANTIRYIGAQTSILDKNMHVLFGVAFCLFYY*

NbL19g12170.1 glucan_endo−13−beta−glucosidase_1 [MW − SP = 53.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01571 Aminomethyltransferase folate−binding domain PF08669 Glycine cleavage T−protein C−terminal barrel domain

Protein sequence:
MRGGLWQLGQSITRRLAQAEKKTIGRRCFASDADLKKTVLYDFHVVNGGKMVPFAGWSMPIQYKDSIMDSTINCRENGSLFDVAHMCGLSLKGKDAIPFLEKLVIADVAGLAPGTGTLTVFTNEKGGAIDDSVITKVTNDHLYLVVNAGCRDKDLAHIEEHMKSFKSKGGGVSWHIHDERSLLALQGPLAAPVLQHLTKDDLSKMYFGEFRVLDINGASCFLTRTGYTGEDGFEISVPSENAVDLAKAILEKSEGKVRLTGLGARDSLRLEAGLCLYGNDMEQHITPVEAGLTWAIGKRRRAEGGFLGAEVILKQIEEGPKIRRVGFFSSGPPPRSHSEIQDSNGQNIGEITSGGFSPCLKKNIAMGYVKTGNHKAGTNVKIVIRGKSYDGAVTKMPFAPTKYYKP*

NbL19g12120.1 aminomethyltransferase_mitochondrial [MW = 44.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01916 Deoxyhypusine synthase

Protein sequence:
MGEGLTVMESVRSVVFKESENLEGSATKIEGYDFNKGVNYAELFKSMVSTGFQAANLGDAIQIVNQMLDWRLSHEQPIEDCSEEERDVTYRESVTCKIFLGFTSNLVSSGVRDTIRYLVQHRMVDVVVTTAGGIEEDLIKCLAPTYKGDFSLPGAVLRSKGLNRIGNLLVPNDNYCKFENWIIPIFDQMYEEQIKEKVLWTPSKVIARLGKEINDETSYLYWAYKVNFQSTSLSLLFDKI

NbL19g12110.1 deoxyhypusine_synthase−like [MW = 27.25 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 57 113 169 225 280

Protein length

Gel Slice

4.0 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 57 113 169 225 280

Pfam domains

Pfam Description
SP Sequon TM Domain PF01168 Alanine racemase, N−terminal domain

Protein sequence:
MNNLEKSVEEETRKIEEEDSSSAVQATDPLDSGMAAASATDGVAATALRSVLQRIQHAAERSGRRSDQVRLVAVSKTKPVSLVKQVYDAGHRSFGENYVQELVDKAPQLPDDIEWHFIGNLQSNKVKPLLTGVPNLAMVETVDDEKIANQLNRVAGNIGRKPLKVFIQVNTSGEETKSGVEPDGCLELVKHVTSNCPNLEFCGLMTIGMPDYTSTPENFKTLVRCRSEVCKALEIPEGQCELSMGMSGDFELAVEMGSTNVRVGSTIFGAREYPKKQTN*

NbL19g12040.1 proline_synthase_co−transcribed_bacterial_homolog_protein [MW = 30.44 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF08264 Anticodon−binding domain of tRNA ligase
PF09334 tRNA synthetases class I (M)

PF13603 Leucyl−tRNA synthetase, Domain 2

Protein sequence:
YIIQSSSSHQIATFKISQTHSNSRTPSLPSTLAMLQTSTHHHFPPQLLPRHPLCLRISLIISAHRRPLLRHQSCTHIRLRVSRCSKSYSKNTVTELVKAVDGQKANDQQQQQVKRTYPFHEIEPKWHHYWEENKTFRTPDEIDTSKPKFYVLDMFPYPSGAGLHVGHPLGYTATDILARFKRMQGFNVLHPMGWDAFGLPAEQYAIETGTHPKITTLRNISRFRSQLKSLGFSYDWDREISTTEPDYYKWTQWIFLQLMKRGLAYQAEVPVNWCPALGTVLANEEVVDGVSERGGHPVIRKPMRQWMLRITAYADRLLEDLDDLDWPESIKEMQRNWIGRSEGAELDFVVINGNGQEEEKRITVYTTRPDTIFGATYLVLAPEHPILPSVLSEAQSKHVEEYRELSIRKSDLERTELQKEKAGVFTGCYARNPANGQAVPIWVADYVLGSYGTGAIMAVPAHDTRDYEFAMKYNIPISWVVKPDDGDGGNFERPYSGEGTMINASSSESGLDINGLPSKDAASRVIQWLEKGGSGKQKVNYKLRDWLFARQRYWGEPIPVIFLDDTGEGIPVSETELPLTLPELDDFTPTGTGEPPLSKADSWVVTKDPLSGKAARRETNTMPQWAGSCWYYLRFMDPKNSCALVDKAKEQYWSPVDVYVGGAEHAVLHLLYARFWHKVLYDIGVVSTQEPFKCVINQGIILGEVQYTACKDDKGNLISADSVAELAEYNQEKIPEEKVMKSGDFFVLKDNPNVRLIARAHKMSKSRGNVINPDDVVLEYGADSLRLYEMFMGPLRDSKTWNTSGIEGVHRFLARSWRLIVGSPSPAGSYLDGTSTVDEKPSIEQLRSLHRCIHKVTEEIEGTRFNTGISAMMEFINAAYKWDKLPRSIIEAFVLLLSPYAPHMAEELWSRLGHSNSLAYEPFPKADAAYLKESTVVLPVQINGKTRGTIQVEETCTEEEAFTLASLDTKLSKFLDGKSIRKRIYVQGKILNIMIDAQKKVKVAQ*

NbL19g11990.1 leucine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 113.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MATISSLNQIPCKTLKITSQYSKPTSKISTSPITSTNFPSISVKEFANPKPKLIAQAKNYDKEDEWGPKVEQIKPSGGGVALVEEEPPKEPSEIELLKKQLVDSFYGTNRGLSASSETRAEIVELITKLESMNPTPAPTEALPLLNGKWILAYTSFSGLFPLLSRGTLPLVRVEEISQTIDSETFAVQNCVVFAGPLATTSITTNAKFEVRSPKRVQIKFDEGIIGTPQLTDSIELPENVEFLGQKIDLSPFKGLINSVQYTASSVAKSISSQPPIKIPISNSNAQSWLLTTYLDDELRISRGDGGSVFVLIKEGSPLLKP*

NbL19g11940.1 light−induced_protein_chloroplastic [MW = 34.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
PKDLIFASQLLHSWSLPNPSNYFFLPAKSMAAATISLLSNGDLASSVKSQGTGRYASVYSEVQNSRLDHPLPLPSVLGSPFKVLDGPPSSAAGHPEEIGKLFPSLFGQPSVSLVPDDSGDIAMNQSLKIGVVLSGGQAPGGHNVISGIFDFLQTHCKGSTLYGFRGGPAGIMKCKYVVLTPEYIYPYRNQGGFDMICSGRDKIETPEQFKQAEETAKKLDLDGLVVIGGDDSNTNACLLAENFRSKNLKTRVIGCPKTIDGDLKSKEVPISFGFDTACKIYAEMIGNVMIDARSTGKYYHFVRLMGRAASHITLECALQTHPNITLIGEEVFAKKLTLKNVTDYIADVICKRAESGYNYGVILIPEGLIDFIPEIQQLIAELNEILAHDVVDEAGVWKKKLTPQCLELFELLPLAIQEQLLLERDPHGNVQVAKIETEKMLIQMVETELGQRKQKGGYNAQFKGQSHFFGYEGRCGLPSNFDSTYCYALGYGAGALLQSGKTGLISSVGNLAAPVEEWTVGGTALTALMDVERRHGKFKPVIKKAMVELEGAPFKKFASKREEWALNNRYINPGPIQFVGPVANKLNHTLLLELGIDA*

NbL19g11930.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_beta [MW = 65.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00789 UBX domain PF08059 SEP domain

Protein sequence:
MASRDSKKPSRQTSGSRAGGIRTLSDLNRPSGRDDSDSDSDAPQEYYTGGEKSGMLVQDPSKHNDVDSIFDRARQVGATQGPLENVVPSSSSTSFTGTGRTLAGETVPTSAPQPPESIVHNIIFWRNGFTVNDGPLRRLDDPENASFLESITKSECPRELAPADTRSQVHCNLIRRDENCPEPEKRQVPFQGVGRTLGSSSTPATSEPSASVPTSTASAPTSILDDSLPSTSLQVRLADGTRMVAHFNFQQTVGDIRAFIDASRPSNTRAYLLQTVGFPPRILSDPSQTIEQAGLANSVVIQKF*

NbL19g11880.1 UBA_and_UBX_domain−containing_protein_At4g15410−like [MW = 32.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MATTFPVVDLGLLQTEKRAETMDKIKDACENWGFFELVNHGISHEVLDTVEKLTKEHYKKCMEQRFKEMVESKGLEAVQTEIDDLDWESTFYLKHLPVSTVCEVPDLEDKYRNVMKDFALKLEKLAEDLLDLLCENLELEQGYLKKVFYGLKGPTFGTKVSNYPPCPKPELIKGLRAHTDAGGLILLFQDDKVSGLQLLKDGNWIDVPPMKHSIVINLGDQLEVITNGRYKSIEHRVIAQQDGTRMSIASFYNPGSDAVIFPAPELVEKAEEENKLKYPKFVFEDYMKLYAGLKFQAKEPRFEAMKAVETTVNISPIETV*

NbL19g11820.1 1−aminocyclopropane−1−carboxylate_oxidase−like [MW = 36.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MLLLSLLVAFTLYSPAPLVQSHYNWSPSSSSSSPSTFQSEWRPARATYYAATDPRDVVGGACGYGDLERTGYGKATAGLSTVLFDKGQICGACFEVRCVEDLRWCIPGTSIIVTATNFCAPNYGFDVDGGGHCNPPNAHFVLPIEAFEKIAIWKASNMPIQYRRIKCRKEGGVRFTMGGAGIFLSVLVSNVAGAGDIVAAKIKGSRTGWLPMGRNWGQNWHINADLKNQPLSFEITSSDGVTLTSYNVAPKIWNFGQTFEGKQFGS*

NbL19g11780.1 expansin−A13−like [MW − SP = 26.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MSRSVDDIGTKPDPSKKPVFLTKAQREELALKRRHEEIAEQKRRSEQLLQEQGNNRPSSTDNDRDQDRDPRERDRDRDRDRDRGDHHRSRDRDRERDRERESRDRDREAERRKRERDRDEELKERERARLEKLAEREREKELDAIKEQYLGSKKPKKRVIKPSEKFRFSFDWENTEDTSRDMNALYQNPHEARLLFGRGFRAGMDRREQKKLAAKNERELREEIRKKDGIEESAIEAAALKKKELDADMYDTFDMRVDRHWSDKKLEEMTERDWRIFREDHNISYKGSRIPRPMRNWVESKLTTELLKAVERAGYKKPSPIQMAAIPLGLQQRDVIGVAETGSGKTAAFVLPMLTYITRLPPLSEENEAEGPYAVVMAPTRELAQQIEDETVKFAHYLGIKVVSIVGGQSIEEQGFRIRQGCEVVIATPGRLLDCLERRYCVLNQCNYIVLDEADRMIDMGFEPQVVGVLDAMPSSNMKPENEDEELDEKRIYRTTYMFSATMPPAVERLARKYLRNPVVVTIGTAGKTTDLITQHVFMVKESEKMYKLQKLLDELGDKTAIVFINTKKQADTVAKNLDKNGYRVTTLHGGKSQDQREISLEGFRTKRYNVLVATDVAGRGIDIPDVAHVINYDMPNNIEAYTHRIGRTGRAGKTGVATTFLTMQDTEVFYDLKQMLTQSNSPVPPELARHEASKFKPGSIPDRPPRRQETLFTH*

NbL19g11740.1 DEAD−box_ATP−dependent_RNA_helicase_21 [MW = 83.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01602 Adaptin N terminal region

PF07718 Coatomer beta C−terminal region
PF14806 Coatomer beta subunit appendage platform

Protein sequence:
MEKSCSLLIHFDKGTPALANEIKEALEGNDVPAKIDAMKKAVMLLLNGETLSQLFITIIRYVLPSEDHTIQKLLLLYLEIIEKTDSKGRVLPEMILICQNLRNNLQHPNEYLRGVTLRFLCRLNEVDIIEPLIPSIMSNLEHRHPFVRRNAILAVMSIYKLPQGEQLLVDAPEKIENVLTTEQDPSAKRNAFLMLFQCAQERAINYLLTHVDRVSDWGELLQMVVLDLIRKVCRTNKAEKGRYIKIIISLLTAPSAAVTYECAGTLVSLSSAPTAIRAAANTYCQLLQSQSDNNVKLIVLDRLNELKSSHKEIMVDMIMDVLRVLSSPNLDIRRKTLDIVLELITPRNINEVVLTLKKEVVKTQSGELEKNGEYRQMLIQAIHSCAIKFPEVASTVVHLLMDFLGDNNVASAIDVVVFVREIIETNPKLRVSIVTRLLDTFYQIRAARVCSCALWIIGEYCLSLSEVESGIATIKQCLGDLPFYSVSEESEATDSSKKTPQANSITTVSSRRPAILADGTYATQSAASETVFSPATVVQGSLTTGNLRSLLLTGDFFLGAVVACTLTKLILRLEEVQPSNIEVNKATTNALLIMVSILQLGQSSVLPHPIDNDSYDRIVLCIRLLCNTGDEVRQIWLSSCRESFVKMLSDKQLRETEEIKAKAQTSFSQPDDLIDFYHLKSRRGMSQLELEDAVQDDLKHATGEFVKDENDANKLNRVLQLTGFSDPVYAEAFVTVHHYDIVLDVTVINRTKETLQNLCLELATMGDLKLVERPQNYTLAPESSKQIKANIKVSSTETGVIFGNIVYETSNVLERTVVVLNDIHIDIMDYISPAVCSDAAFRTMWAEFEWENKVAVNTVIQDEKNFLTILSNQPI*

NbL19g11550.1 coatomer_subunit_beta−1 [MW = 98 kDa]
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Peptide counts over 4 repeats

1 72 143 214 285 356

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEICQLPSQPALIHLRQGQTAGVSLIKTLSFCPHIRCGLGYESSTKKSDSKNGMFILGMGFVGQFLAADLKSDGWEVTGSCTTTDRKQKLEEMGFHAHIFDANEPQLEVLDIVKCHSHLLISIPPVLGVVDPMLQHKELLKESLKDGNLQWLGYLSSTSVYGDSGGAWVDEKFPPRPITESAKARMAAEEGWLHLACDVGVTAQIFRLGGIYGPGRSAIDTILKQESLSKGQVMRFSRHYTSRIHVADICQTLKASIQRPSPGKIYNVVDDDPAPRELVFTFARNLVEKKWPGHFTSNKSSEDAASLNPQGASRGEKRVSNKRIKSELAVRLLYPSYESGLRSIIEHMENPFRQS*

NbL19g11520.1 protein_YeeZ−like [MW = 39.32 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 146 291 436 723

Protein length

Gel Slice

3.1 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 146 291 436 723

Pfam domains

Pfam Description
SP Sequon TM Domain PF03639 Glycosyl hydrolase family 81 N−terminal domain PF17652 Glycosyl hydrolase family 81 C−terminal domain

Protein sequence:
MVLKEIKAQVKAIITKPFQKPYKTPPQPEPPPPSSSSQFFAMSSSQPFHFPSTQSTVLPDPSSFFAPHLLSNPLPTNSFFQNFVLKNGDQPEFIHPYLVKSSLSSLTFCYPSQFHNPAFIYQNFIADLTITALNNPNPNSPHVISSFDDLSVTLDLPSSNLRFFLVKGSPFITCNVLGNVALSISTIHAILECNSNSNRTKYTIKLNNGQTWVLYASSPIDSSHDLSTIKSGVFSGVIRIACLPNSDPTCEAVLDRFSSCYPTSGNAAFTQPFCLEYKWEKNGWGDLLMLAHPLHLQLLSAAGCAVTVLDGFKYNSIDGELVGIVGDSWILKSDPVPVTWHSIKGVKEEACSEIIDALNKDVSLLDSKGISTTSSYFYGKLIARAARLALIAEEVCYLDVIPTIRKFLKDTVEPWLEGTFEANGFFYESKWGGIVTKQGALDSGADFGFGVYNDHHFHIGHFLYAIAVLAKIDPIWGRKYRPQAYALMADFMNLSRRANSKYARLRCFDLWKLHSWAGGLTEFADGRNQESTSEAVNAYYSAALMGLAYGDTNLVAIGSTLSAFEIHSAQTWWHVKEGSTLYGDEFTKDNRVVGVLWSNKRDSGLWFAPAEWRECRLGIQVLPILPITEVLFSDVQFVKQLVEWTLPALAREGGVGEGWKGFVYTLEAIYDKVGALDKTRSLTGFDDGNSLSNLLWWIHTRDDKVGESDKGSKFCWFRHYSH*

NbL19g11360.1 putative_endo−13(4)−beta−glucanase_2 [MW = 80.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01776 Ribosomal L22e protein family

Protein sequence:
MSRAAAAAKGGKKKGATFVIDCSKPVDDKIMEIASLDKFLQERIKVGGKAGALGDSVTVTRDKNTITVTSNSAFSKRYLKYLVKKYLKKNNVRDWLRVIAANKDKNLYELRYFNIAETEADEED*

NbL19g11280.1 60S_ribosomal_protein_L22−3−like [MW = 13.87 kDa]
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1 48 95 142 189 236

Pfam domains

Pfam Description
SP Sequon TM Domain PF01323 DSBA−like thioredoxin domain

Protein sequence:
MLSSSCPKFPISTRFLRRSMATNSAKKFIRIDISSDTVCPWCFVGKRNLEKAIALANDQYDFEIRWHPYLLNPSAPKEGVNKKDYYRSKFGPRSEQMTLRMTEVFKGLGLEYNMSGVTGSSLDSHRLLYFAGQQGLDKQNNLAEELFLGYFTQGRYIGDREFLVEAARKVGVEGAADFLEDPNNGLKEVNEELQQYSSNISGVPHFVLNGKYQLSGGQPPESFIRAFQAASNITA*

NbL19g10960.1 uncharacterized_protein_YwbO [MW = 26.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02005 N2,N2−dimethylguanosine tRNA methyltransferase

Protein sequence:
MGTENKTDEEKQNVDGTLFDLNDYTIIKEGDAEILMHAKNEVFYNKTQVNNRDMSIAVLRTFISQRKQEHEAMLTRRRTKAANKVPDAKAEIPDDSVQHNGESNDGSEVLEDASHNESCSKPEEETKQLRGKGRDELKPPRVLEALSASGLRALRYAREVEGISQVVALDNDKASVEACRRNIKFNGSVACSKVESHLADARVYMLTHPKEFDVVDLDPYGAPSVFLDSAVQSVADGGMLMCTATDMAVLCGGNGEVCYSKYGSYPLRGKYCHEMALRILLASIESHANRYKRYIVPVLSVQMDFYVRVFVRIYTSASDMKSTPLKLSYVYQCTGCDSFHLQPVGRTVSKNNSVRYLPGFGPAVSQECSDCGKKFNMGGPIWSAPIHDQEWVAAILADVKSMKDRYPAYERISAVLTTVSEELPDIPLFLSLHNLCATLKCTSPSAVIFRSAVINAGYRISGTHVNPLGLKTDAPMDVIWDIMRCWIKNHPVKAQPSDQAGSVILAKEPVLQANFSRAIASLSKAQAKKVARFLPNPERHWGPKLRAGRQITSKHVSLLGSKALNGINNHENGDGSNHEDVEESAAKRKKTEESDS*

NbL19g10920.1 probable_tRNA_(guanine(26)−N(2))−dimethyltransferase_1 [MW = 65.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASSGKSVIQTLKRYMKKPWEFTGPQTSPEYLSAVPKATDYRLFCPATAQAKAVVPTSDPETVFDIKYFPRDQRRNRPPIRRTFLNKADVEKMMMEKKTFDVNDFPQPYLTAKVEEDMDAIGGGYQK*

NbL19g10780.1 uncharacterized_LOC109206144 [MW = 14.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAFFSRVGSILKQSVSKHSNLEVSASNASLFQAIRSMSSSKLFVGGLSYGTDESSLKEAFSQYGDVIEAKVIMDRDTGRSRGFGFISFPSSEEAASALQAMDGQDLHGRRIRVNYATEKRRAGFGGGYGGGGGGFNYGGEGGNFAGGGGYAASNYGGGGGYGNSSGFNYGGEGGNSAGAGGYPTNNYGGGFSAGNTSAGGYGSYGGGSNYGNDNSSPAEGGNYGGGVGYGSASYGNIPNSNYSGQGNSFSGGYDGGNSGNGFGESPGASFNGGQEQVSVDQGTQSVNEDIEQETSEGNYRDDEDEPKDFANTRG*

NbL19g10690.1 glycine−rich_RNA−binding_protein_3_mitochondrial−like [MW = 31.67 kDa]
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Peptide counts over 4 repeats

1 97 193 289 385 481

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00984 UDP−glucose/GDP−mannose dehydrogenase family, central domain

PF03720 UDP−glucose/GDP−mannose dehydrogenase family, UDP binding domain
PF03721 UDP−glucose/GDP−mannose dehydrogenase family, NAD binding domain

Protein sequence:
MVKICCIGAGYVGGPTMAVIALKCPNIEVAVVDISVPRITAWNSDQLPIYEPGLDDVVKQCRGKNLFFSTDVEKHVREADIVFVSVNTPTKTRGLGAGKAADLTYWESAARMIADVSKSDKIVVEKSTVPVKTAEAIEKILTHNSKGINFQILSNPEFLAEGTAIEDLFKPDRVLIGGRETPGGQKAIQTLKDVYAHWVPEDCIITTNLWSAELSKLAANAFLAQRISSVNAMSALCEATGANVSQVSYAVGKDSRIGPKFLNASVGFGGSCFQKDILNLVYICECNGLPEVAEYWKQVIKINDYQKNRFVNRVVASMFNTVSNKKVAILGFAFKKDTGDTRETPAIDVCKGLLGDKARLSIYDPQVQEDQIQRDLSMNKFDWDHPLHLQPMSPTTKKLVSVTWDAYEAAKDAHAVCILTEWDEFKTLDYQRIYENMQKPAFIFDGRNVVNVDKLREIGFIVYSIGKPLDAWLKDMPAVA*

NbL19g10590.1 UDP−glucose_6−dehydrogenase_3 [MW = 53.07 kDa]
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Peptide counts over 4 repeats

1 196 391 586 781 975

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02861 Clp amino terminal domain, pathogenicity island component
PF07724 AAA domain (Cdc48 subfamily)

PF10431 C−terminal, D2−small domain, of ClpB protein
PF17871 AAA lid domain

Protein sequence:
MSTVTSVSGVQLCVPSSSNSSSRITLFSSPSVNFSGKCRVPKQFNSLKLKRKDVFFTRKTEKLSRSSRFTVRCDASSGKITQQEFTEMAWQAIVSSPEIAKENKHQIVETEHLMKALLEQKNGLARRIFSKAGVDNTRLLEATDKFIQRQPKVLGESAGSMLGRDLEGLIQRAREFKKEYNDSFVSVEHLVLGFAQDKRFGKQLFSDFQITQKTLKDAIQSIRGRQNVIDQDPEGKYEALEKYGKDLTAMARAGKLDPVIGRDDEIRRCIQILSRRTKNNPVLIGEPGVGKTAISEGLAQRIVQGDVPQALMNRRLISLDMGALIAGAKYRGEFEDRLKAVLKEVTDSEGQIILFIDEIHTVVGAGATNGAMDAGNLLKPMLGRGELRCIGATTLDEYRKYIEKDPALERRFQQVYVDQPTVENTISILRGLRERYELHHGVRISDTALVDAAVLSDRYISGRFLPDKAIDLVDEAAARLKMEITSKPTALDEINRAVLKLEMERLSLTNDTDKASKDRLNRLEAELSLLKEKQAELTEQWEHEKTVMTRIQSVKEEIDRVNLEIQQAEREYDLNRAAELKYGSQNSLQRQLAAAEKELDEYMKSGKSMLREEVTGNDIAEIVSKWTGIPVSKLQQSEREKLLHLEEELHKRVVGQDPAVRAVAEAIQRSRAGLSDPHRPIASFMFMGPTGVGKTELAKALATYLFNTEEALVRIDMSEYMEKHAVSRLIGAPPGYVGYEEGGQLTEIVRRRPYAVILFDEIEKAHADVFNVFLQILDDGRVTDSQGRTVSFTNTVIIMTSNVGSQYILNTDDDDLPKETTYQTIKQRVMEAARAVFRPEFMNRVDEYIVFQPLDRHQICSIVRLQLERVQQRLADRKMKIQVSDAAIQLLGNLGYDPNYGARPVKRVIQQNIENELAKGILRGDFKDEDTVLIDTEVTAFSNGQLPQQKLVFRRSGSGSDSPAENEKAFSQKL*

NbL19g10540.1 chaperone_protein_ClpB3_chloroplastic−like [MW = 109.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
GSFNYFTCLNQTPFAAKSTYLSSSLSPVSSFPLFVMEAQLSKLPSPSLISTNSSKHITLLTRQKWSYFCKFQLPNSGRGITIRPLQASATSLGLGPKKRIDETESYTLDGIRNSLIRQEDSIIFSLVERVQYCYNAETYDPDVFLMDGFHGSLVEYIVKETEKLHAKVGRYKSPDEHPFFPKELPEPMLPPMQFPKVLHSVADSININVKIWEMYFKNLLPRLVKEGDDGNFGSTAVCDTICLQALSKRIHYGKFVAEAKFRASPDVYKAAIRAQDRNGLMDLLFYPTVEEAVTRRVEMKTRTYGQEININGPENGVDPVYKIKPSLVAELYGDWIMPLTKEVQVEYLLRRLD*

NbL19g10360.1 chorismate_mutase_1_chloroplastic−like [MW = 40.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MEVVGRRSFGWPTMAVLLTCALLVMLPEVYSVRYIVGSRMGWTSNVNYTNWAKDKHFYNGDWLYFVYDRNQASVLELNKTNYENCITDHPLHNYTTGAGRDVVPLNVTKTYYFASSGGLCYGGMKVAIHVEKAPPPPKAAPVRSGSTNVLTSFTGQILIPALFATSAVWNAFLRLW*

NbL19g10350.1 lamin−like_protein [MW − SP = 16.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12204 Domain of unknown function (DUF3598)

Protein sequence:
MATAMSAIFVPPASSTSVASSNTAQINLSTWSNKFVNPKFYPFRSPKNQSRKPPSCSSTNGAAVQTNRNTTELPISVDALQRFIRLNLGNWTGSFHQFDGHGNLMHKITTKLAVGSYGEDELMSLLQTLYIKQPASTTSFSDDDYEPEWFEYKIKETNMFTVDKYQQIGFFPKEKAYALRYQTAGMLETVLRQGVLGEDDIGEESPRNLKLPSKKPSIVCENCLYSLEKDKRVRAFHIMDPKGILEMLLVFLEERGNKEAIPPSFDNFKEDSERIMPHLGTWKGHSLTKRTGVYGATITEAETTAVLEMNKDGQLVQDITSTSGASNVTTNVHWTGTISGNLVTFHGGFQLTLLPGGIYMGYPSDVANSVQESKSFHLELCWLESPGKRQRLIRTYDVEGLAVSSTYFIESKI*

NbL19g10340.1 uncharacterized_LOC107762835 [MW = 46.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09366 Protein of unknown function (DUF1997)

Protein sequence:
MAVTVPSCSHLSVNSLLQRGRSRDHLQYYRGRNLALSTTKKQKYSSFTINAQQTYTSQITIQADMPLYESPDASFDRYMEDKPRVFKAIFPENRGTQRVNEEEWRIRMEPIAFLFLTAWPVVNMRIRYKTKGKEYPSGVPTNTSTVLELKIIKWDLEGVTEGKNKPSEFRINMEGALYPDRRGTRSRIKGHFNMSLSFAPPPMLALVPPHVHQHVTQSVMKNIGESMQHKVRDNLLADYTKFKKENYKNIEGEDRK*

NbL19g10230.1 uncharacterized_LOC104214001 [MW = 29.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNRPGGGYGGESEYGRKSEYEEPASEYGSGYGRKSECEEPKPDYGSGYGRKSEYVEPVSEYGSGYGRKSEYEEPKPEYGSGYGRKSEYEEPTSEYRSGYGRKSGYEEPAPEYGSGYRRKSEYEEPSSEYGSGYERKTEPEEDGSGGYGRKPSYGQDEEGERRPSYGRSSYQTEEGEGYERPRYGRSEEEDYRRPSYERRGDDDDEGYGRKKYGDDDSDDDEEKKQHYKHHHRKHYDD*

NbL19g10220.1 uncharacterized_protein_At5g39570 [MW = 27.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01053 Cys/Met metabolism PLP−dependent enzyme

Protein sequence:
MAVSSCARAFPSFECRSDAEFSGGIPRHDIPNSGKASILSHGSSIHGLSSLIYRFPPNFVRQLSIKARRNCSNIGVAQVVAASWSNNNSSPDFTPVAKAVDAAAIAPVDTTVVNEDVALVENETCNDQNVLFDSLPSVKYASFLNSDGSVAIHAGERLGRGIVTDAITTPVVNTSAYFFNKTSELIDFKEKRRASFEYGRYGNPTTVVLEEKISALEGAESTLLMASGMCASTVMLLALVPRGGHIVTTTDCYRKTRIFIETILPKMGITATVIDPADVGALELALNQKKVNLFFTESPTNPFLRCVDIEMVSKLCHEKGALVCIDGTFATPLNQKALALGADLVLHSATKFLGGHNDVLAGCISGPVKLVSEIRNLHHILGGALNPNAAYLIIRGMKTLHLRVQQQNSTALRTAEILEAHPKENELQVRHVYYPGLQSHPEYHIAKKQMTGFGGVVSFEVDGDLLTTAKFVDALKIPYIAPSFGGCESIVDQPAIMSYWDLSQSDRAKYGIMDNLVRFSFGVEDFDDLKADILQALDSI*

NbL19g10170.1 cystathionine_gamma−synthase_1_chloroplastic−like [MW = 58.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MGILILLFMGISLMFQSVYGYYGGWINAHATFYGGGDASGTMGGACGYGNLYSTGYGTNTAALSTALFNNGLSCGACFQLRCVNARQYCLPGTITVTATNFCPPGGWCDPPNHHFDLSQPVYLRIAQYRSGIVPVAYRRVPCRRRGGIRFTINGHSYFNLVLVTNVGGAGDVRSLYIKGSRTQWQPMSRNWGQNWQNNAYLNGQSLSFKVTTSDGRTVVSYNAAPRSWSFGQTFTGGQFR*

NbL19g10090.1 expansin−A10−like [MW − SP = 23.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF08323 Starch synthase catalytic domain

Protein sequence:
MENCTVLHSGNQFQPKFPFLALKPKRFPIFVVGCSRVLGEDIVKLSVTHGSSREQMWKIKATGKSSGKAANADDESDEALQATIEKSKKVLAMQKDLLQQIAERRKVVSSIKSSFEDAKGTYDNGNGSLSNADVRGMDKDYNGTLPSTATPPIVDDLKNTPAARSQDFVESKRDLAQERQSSTLRTAQSDERATPRSRSSVTPSHQTSTTVSSAKRTLYVPPETPKFSQETGKNFVDFPGKKIQSDVPSLFKESSAQSYMEQKSESFEGSSAEKANIEAEDPENVDEKPPPLAGMNVMNIILVAAECAPWSKTGGLGDVAGALPKALARRGHRVMVVAPRYGNYAEPQDSGVRKFYKVDGQDVEVTYFQAFIDGVDFVFLDSHMFRHMENNIYGGNRVDILKRMVLFCKAAIEVPWHVPCGGVCYGDGNLVFIANDWHTALLPVYLKAYYRDNGMMKYTRSLLVIHNIAHQGRGPLDDFSFVDLPPHYMDIFRLYDPVGGEHFNIFAAGLKTADRVVTVSHGYSWELKTSEGGWGLHEIINENDWKLRGIVNGIDTTEWNPELDVHLKSDGYVNYSLDTLQTGKPQCKSALQKELGLPVRDDIPLIGFIGRLDPQKGVDLIAEAVPWMMGQDVQLVMLGTGRPDLEQMLRQFECQYNDKIRGWVGFSVKTAHRITAGADILLMPSRFEPCGLNQLYAMKYGTIPVVHAVGGLKDTVQPFDPFNESGLGWTFSRAEANQLIHALGNCLLTYREYKQSWEGLQKRGMTQDLSWDNAAHNYEEVLVAAKYQW*

NbL19g10060.1 granule−bound_starch_synthase_2_chloroplastic/amyloplastic [MW = 87.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MRECISIHIGQAGIQVGNACWELYCLEHGIKPDGQMPGDVTVGGGDDAFNTFFSETGAGKHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLISGKEDAANNFSRGHYTIGKEIVDLCLDRIRKLADNCTGLQGFLVFHAVGGGTGSGLGSLLLERLSVDYGKKSKLGFTIYPSPQVSTAVVEPYNSVLSTHSLLEHTDVAILLDNEAIYDICRKSLDIERPTYTNLNRLISQVISSLTASLRFDGALNVDVNEFQTNLVPYPRIHFMLSSYAPVISAEKAYHEQLSVAEITNTAFEPSSMMVKCDPRHGKYMACCLMYRGDVVPKDVNAAVATIKTKRTIQFVDWCPTGFKCGINYQPPTVVPGGDLAKVQRAVCMISNSTSVAEVFSRIDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDLAALEKDYEEVGCESGDGEDDDVEEY*

NbL19g09940.1 tubulin_alpha_chain−like [MW = 49.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MSPKINLLICLFIFHLLAAASVRGRKIGIYEIKKGDFSVKVTNYGARIISVLLPDKHGRIDDVALGYDTIEEYENDTTSFGALLGRVANRIGCAQFTLNGTLYKLIANDGANTLHGGPEGFSRVFWNVSKYEQDGPYPHITLTYHSADGEEGFPGDVLASVTYALEDPYKLSVVMKAKALNKATPVNLAQHTYWNLGGHSSGDILSNIVQIFASHITPVDEHFIPTGEISPVKNTPYDFLKPREVGSQINELQSGYDINYALDSTEEMKPVAIVYDKKSGRVMDLQASAPGVQFYTANSLIQKGKGGYVYQPHAALCFETQGFPDAVNHPNFPSTIVIPGKAYTHKMLYTFSIMKYWNSY*

NbL19g09860.1 aldose_1−epimerase−like [MW − SP = 37.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00612 IQ calmodulin−binding motif PF13178 Protein of unknown function (DUF4005)

Protein sequence:
MGKSPAKWIKAVLFGKKSAKSHLSKDVTGEKKSSAKAPLGDLALNSPTLDPSVHNLDSGGEYDQAGLEKGTSTDFACETASLPSATHETDLHVKGEISTDDAELERLEHAATKAQAAFRGYLARRAFRALKGIIRLQALIRGHLVRRQAVATLRCMQAIVRIQALARGQSVRLLHSGNQLVRKYSFGELKNPEQRPSKLTANAFPHKLLMAVPTAMPLSLQYDACEPNSAWQWLERWSLSRFWAPLPQPKKVVEAKSQKKQGNKQSVETEIVRSKRSVKKVLTSANGDAYAVSSSEPEKTKRYPRKFSHPHIEPVLDQPQNELEKVKRNLRKVSAALATPSERTETESEKVQETPNLAQAQAQAQAQAKTSKSSALDVEQIVVNSSEKTRDSAPEIEKLAVTEAPLPVAVDEPSNELLDHPTTEQQQLEDVGNTANSPVINEELSSMEDHTAKERTRRRKSLPPKQENSENISHNTPNVPSYMAATQSAKAKLKAQGSAKVSEDGAENGFVRRHSLPSSTNGKFNTSSPRVQRPVQANGKAGNKNRAMSSSKDAPSSEKVLHPGWKR*

NbL19g09830.1 protein_IQ−DOMAIN_31−like [MW = 62.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MGSYLSSLLGGGTAEAAEAESGSSSEPSRVIAFHSSNRWQLHFNSSKQLNKLIVVDFAATWCGPCKMMEPVINAMSAKYTDVDFVKIDVDELSDVAQEFGVQAMPTFLLLKQGKEVERVVGAKKDELEKKILKHREAPKFAA*

NbL19g09720.1 thioredoxin_H2−like [MW = 15.57 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00328 Histidine phosphatase superfamily (branch 2) PF18086 Diphosphoinositol pentakisphosphate kinase 2 N−terminal domain

Protein sequence:
MRSGVEKSSNLGAFSHQPERKKVKEKEKKKKMMKKVEEDSVVENKITVGVCVMEKKVKCGPEVFSAPMGQILERLQSFGEFEVMYFGDKVILEDPIESWPICDCLIAFYSSGYPLEKAEAYASLRKPFLVNELEPQYLLHDRRKVYERLEMYGIPVPRYACVHREVPHQHLDYFVEDDDFVEVHGNRFWKPFVEKPVNADDHRIMIYYPSSAGGGMKELFRKVGNRSSEFHPEVRRVRREGSYIYEEFMPTGGTDVKVYTVGPDYAHAEARKSPVVDGVVMRNTDGKEVRYPVLLTPTEKQMAREVCIAFRQAVCGFDLLRSDGRSYVCDVNGWSFVKNSYKYYDDAACVLRKMLLDAKAPHLSSTIPPTLPWKVNEPVQPSEGLTRQGSGLGTFGQSEELRCVVAIIRHGDRTPKQKVKLKVTEEKLLNLMLKYNGGKPRSETKLKSAVQLQDLLDATRALVPRSRPGRESDSEAEDIEHAEKLRQVKAVLEEGGHFSGIYRKVQLKPLKWAKIAKSNGEGEEERPVEALMVLKYGGVLTHAGRKQAEELGRYFRNNLYPGEGTGLLRLHSTYRHDLKIYSSDEGRVQMSAAAFAKGLLDLEGQLTPILVSLVSKDSSMLDGLDNASIEMEDAKARLNDIITSGTRTLHNNGSSEKPWMVDGAGLPPNASELLPKLVKYTKKVTEQVRLLAKDEDEELAETSPYDVIPPYDQAKALGKTNIDVDRIAAGLPCGSEGFLLMFARWRKLERDLYNERKDRFDITQIPDVYDSCKYDLLHNSHLNLGGLDELFTVAQLLADGVIPNEYGINPKQKLKIGSKIARRLLGKIMIDLRNTREEALSVAELKGSQDNHLAVNKTTKEDTEHHTKPHTRNEESRRTSFNSERSMDQDDDDDKETKYRLDPKYANVRTPERHVRTRLYFTSESHIHSLMNVLRYCNLDESLQEEASLVCDNALDRLFNTKELDYMSYIVLRMFENTEVALEDPKRFRIEMAFSRGADLSPLEEKNDAIAASWHQEHTLPIMGPERLQEIGSYLTLANMENMIRPFAMPAEDFPPPSTPQGFSGYFSKSASVLERLVKIWPFHKHGNTNGK*

NbL19g09710.1 inositol_hexakisphosphate_and_diphosphoinositol−pentakisphosphate_kinase_2−like [MW = 124.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00385 Chromo (CHRromatin Organisation MOdifier) domain PF12796 Ankyrin repeats (3 copies)

Protein sequence:
MDALFVNSSLSRLKLKFSPQFPPTFSHQSFIRLKKLGSKNNLSVFATLQNQQQQAVEAAEDEEPVLFEDYDEDETYGEVNKIIGSRSIEGGKGMEYLIEWKDEHAPTWVPSDYIAKDVVAEYETPWWNAAKKADESALRELLEADDERDVDAVDEDGRTALLFVSGLGSGPCVKLLAEAGADVDYRDRNGGLTALHMAAGYVKPDVAKLLIDLGADPEVQDYRGQTPLSLARMILNQTPKGNPMQFARRLGLENVVRILEDAIFEYVTVEEILEKRGKGENVEYLVKWKDGEDNEWVKAWVISEDLVRDFEAGLEYAVAECILEKREGEDGKGEYLVKWTDIEEATWEPEENVDPLLIEDFEKGQQNVVS*

NbL19g09510.1 signal_recognition_particle_43_kDa_protein_chloroplastic [MW = 41.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MPAQKIETGHNDIVHDVTMDYYGKRVATASSDTTIKITGVSNNAASQHLATLSGHTGPVWQAAWAHPKFGSILASCSYDGKVIIWKEGNQNEWTQAHVFSDHKSSVNSISWAPHELGLCLACGSSDGNISVHTARSDGGWDTTRIDQAHPVGVTSVSWAPSMAPGALVGSGALEPVQKLASGGCDNTVKVWKLYNGIWKMDCFPALQMHTNWVRDVAWAPNLGLPKSTIASASEDGTVVIWTVAKEGDQWEGNVLKDFKTPVWRVSWSLTGNLLAVAAGDNNVTLWKEAVDGEWQQASTVDQ*

NbL19g09400.1 protein_transport_protein_SEC13_homolog_B [MW = 32.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02943 Ferredoxin thioredoxin reductase catalytic beta chain

Protein sequence:
MRTLQASPSYSVGFGISSFATLPKPSTRRDVTVAKMEPSEKSVEIMRKFSEQYARRSGTYFCMDKGVTSVVIKGLAEHKDTLGAPLCPCRHYDDKAAEAQQGFWNCPCVPMRERKECHCMLFLTPDNDFAGEEQAISMEEIKETTANM*

NbL19g09300.1 ferredoxin−thioredoxin_reductase_catalytic_chain_chloroplastic−like [MW = 16.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAIIILLCLCISALLSTPSLSQRHSPLNTAYYRNSCPRFEQIMEETTTNKQITSPTTAAATLRLFFHDCFVGGCDASVLVSSTPFNKAERDAEINLSLPGDGFDVVIRAKTALELSCPGIVSCSDILAVAARNLVVQTGGPFYPVKLGRKDSFVSKASLVEGNLPRPTMPMDQIIKIFESRGFSTQEMVALSGAHTIGFSHCKEFNSDLYNYNKTSQADPSYNPRFAQALENACSNSQKDPTLSVFNDIMTPNKFDNMYYQNLPKGLGLLSSDRGLFSDPRTRIHVEEYVRDQNAFFKAFAAAMQKLSEHGVKIGKHGEIRHRCDAFNN*

NbL19g09270.1 peroxidase_63−like [MW − SP = 34.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAMRRVASTAARAFASSSSSPSSLVFTRELQASPGSKKIVGVFYKANEYAEMNPNFVGCAENALGIREWLESKGHQYIVTPDKEGPDCELEKHIPDLHVLITTPFHPAYVTAERIKKAKNLQLLLTAGIGSDHVDLKAAAAAGLTVAEVTGSNVVSVAEDELMRILILVRNFLPGHHQVFNGEWNVAGIAYRAYDLEGKTVGTVGAGRIGRLLLQRLKPFNCSLLYHDRVKMDSELENQIGAKFEEDLDKMLSKCDIVVVNTPLTEKTKGMFDKERIAKMKKGVLIVNNARGAIMDTQAVVDACNSGHIAGYSGDVWYPQPAPKDHPWRYMPNQAMTPHISGTTIDAQLRYAAGTKDMLDRYFKGEDFPAQNYIVKDGELAPQYR*

NbL19g08990.1 formate_dehydrogenase_mitochondrial [MW = 42.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00432 Prenyltransferase and squalene oxidase repeat

Protein sequence:
MESTRVTKTLEDQWMVERQVREIYDFFYSIPPNSQSVILELQRDKHFDYLTRGLRKLGPSFSVLDANRPWLCYWILHSIALLGESTDAKLEDDAIDFLSRCQDKDGGYGGGPGQMPHLATTYAAVNSLITLGSPKALSSINREKLYAFLLRMKDTTGGFRMHDGGEVDVRACYTAISVASILKIVDDELINGVGNYILSCQTYEGGIAGEPGSEAHGGYTFCGLAAMILINETNRLDLPRLIDWMVFRQGVEGGFQGRTNKLVDGCYSFWQGAVAFLVQRLKSIVYEQLGLSNELSAESADESSESELSDEEKHLEGTSSHGQEGQENASDPTKIADTGYDFVNRRIAMQPVFDSFYLQQYVLLCSQIDGGFRDKPGKGRDHYHTCYCLSGLSIAQYSWTNEADAPPLPKDVFGPYSQNLLEQIHPLYNVVLDRYYEARRFFSCL*

NbL19g08980.1 protein_farnesyltransferase_subunit_beta−like [MW = 49.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00484 Carbonic anhydrase

Protein sequence:
MSTASINSCLTISPAQASLKKPTRPVAFARVSNSSSSPFVPSLIRNEPVFAAPTPIINPILREEMANESYEQAIAALEKLLSEKGELGPIAAARVDQITAELQSSDGSKPFDPVEHMKAGFIHFKTEKYEKNPALYGELSKGQSPKYMVFACSDSRVCPSHILNFQPGEAFVVRNIANMVPAYDKTRYSGVGAAIEYAVLHLKVENIVVIGHSACGGIKGLMSLPADGSESTAFIEDWVKIGLPAKAKVQGDHVDKCFADQCTACEKEAVNVSLGNLLTYPFVREGLVKKTLALKGGHYDFVNGGFELWGLEFGLSPSLSVKDVASILHWKLL*

NbL19g08930.1 carbonic_anhydrase_chloroplastic [MW = 35.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00542 Ribosomal protein L7/L12 C−terminal domain PF16320 Ribosomal protein L7/L12 dimerisation domain

Protein sequence:
HFLSFAVSHSLLLSSHSLQLSATMASTLSTITLRSPSPSTATSTHASIPFPKKTLEFPIRTPKLQNRRATFLRPLAAVEAPEKVVQLGDEISNLTLADAQKLVEYLQDKLGVTAASFAPAAVVAAPGAAAEAPAVVEEKTEFDVVIDEVPSNARIATIKAVRALTNLALKEAKELIEGLPKKFKEGVSKDEAEDAKKQLEEAGAKVSIA*

NbL19g08840.1 50S_ribosomal_protein_L12_chloroplastic [MW = 22.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
MALAKAKEIVSANQVVVFSKTYCPFCVSVKDLLSKLGASFKAVELDTEKDGSEIQAALAEWTGQRTVPNVFIGGKHIGGCDATTALHREGKLVPLLTEAGALAKSSSA*

NbL19g08740.1 glutaredoxin [MW = 11.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01903 CbiX

Protein sequence:
MDSLSLQSHLSLRSSISTYPARKPGSAVPAFIKLHKGPSKSRYLPQRYCMATSNMEGLNGIEEGDGVVIVDHGSRRKESNLMLNEFVAMFKERTKYPIVEPAHMELAEPSIRDAFSLCVQRGARRVIVSPFFLSPGRHWNQDIPSLTAEAAKEHPGVSYVITAPLGLHELLVDVVNDRIKHCLNHIAGKADECSVCAGTGKCQLR*

NbL19g08650.1 sirohydrochlorin_ferrochelatase_chloroplastic [MW = 22.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00281 Ribosomal protein L5 PF00673 ribosomal L5P family C−terminus

Protein sequence:
MAVSSPLVLHSSASSFYSEFPAHSIRLPDVNAKVLALPNKLMVKALSGIVLVEKSEAEKVNRLKTNYLEKIVPMLKEEFNYTNIHQVPKVEKIVVNCGIGDAAQNSKGLDAAMNDLALITGQRPVKTRAKNAIATFKIREGQPLGIAVTLRGNVMFSFLDRLINLGLPRTRDFQGVNPNSFDGHGNYSIGFREQSVFPELSYDALGKPRGMDVCITTTAETDKEAHRLLALMGMPFREGAVGQTNVVRKKKLRGHHFDSKAKQRSRR*

NbL19g08600.1 50S_ribosomal_protein_L5_chloroplastic [MW = 29.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MENEAEILQNKSKKEENLLGEAYVVSDKLIMEADNKVHPIPEVERTSEVDNVKDPIQGNNGKAEGENIFESPSVAKAVEEISSSREVHVSVDTRNKSGEEVSGISFHFGEKTEDQKIEISPNENISSDGYTQNVKESATSSDKDEGCMTQEKPSGHLTKTISTQIVDMLNYEESTTGHLLEDTTEKEKVCHEDDSTKHVPDTDKGRDSCETIFEGKEEKETMSSILERTEGTNAEAIKSPGHMKDEKALKDEKDYDDDRSIFISPQTECQTGEDEKKETGDGESARNLLVNPFVNVVEETGLDDAESDTSRKHGDNSIENGNQEAHQFNEIIINTTSKDIDDIQSSDIMVSSFTEEREDIAPKEDTNSAPLRDVIRTVSENDANTSRHEEENQTKMFENATIIDHRASKANEPEKNRVQIVDDSQVACKENVQRKTDQLDMPEGSKRESRDDEASEIAAEGQEIAEIPKDKKSNDIFLENEVEKNLTELLHVTGDESGNSSFGELIETTSGHKLDTATSSEDIHGGLKGKCDMDDNKEEKMPVVDSNDKTNNEVSCNTNHEAVDYPAIEEKPEEPAVHEEPTVEEKPREPAVTGKHEEPVIEEKPAVEEKLEEPEVEEKHEKPAAEEKPKELVVEEKAEEPTPEEPEFEEKPEEPTVEEIPEQLEVEEKSEIPAVKEEKSEKNMSVVDINEKTNSEIPCNTNNDVADYVSVEANLEEPVVEEKPEEPTVEKKPEEPAVEEKSEKPSIEEKRETPAFEKKPEEPTIEEKLEEQTIEDEKPERVTLLEKSIPVVVSNNKTESKIPSITNNYAAHFSEVEENPEEPAVKEKPVLEEKPEEPTVEETSEEPVEEKPEEPTAEEKPEEPAAKEKQVLVGEETAEELALEEKLEELTIEQTDEELVVEDKTENPANKEERPETNLPIADSKDKTDHAIPCDTNNDIADYATVEEKPEEPVVEEKHEEPAIEKKVEESTVMEKPEEPAVKVRPEEPAVVEKPEEPTVKVEPEKSAMEEKPEEPIVEEKLEEPTVEEKPQKSLIEEIPEEPIWEETPKEQAFEEKPEEPAVEEEKPEKVTLLEENMPAVDFNDKTDREIPCNTNNDVVEYVAIEENLEEPAVEEKHEPTVEEKPEELAVEEKPEKPTIEEKHEEPIVKKKPEEPVVEEKPEGPTVEEKPEEPIIEEENSERVTLLEKSMLVVDSNDKTDSEIPCNTNKDAAHFPEVEENPEEPAVEGKPKEPVDEEKPDVPVVEEPEKQMVEEKLEEPMTEEKSDELVEEKSQQPAAAKKPEEPAAKESPKELAGEETIEELALEVKLKEPTVEEIPKEIVLEDKPENPENEEDKLETVTLQENNLPIADSKDKTDNATPCNNNNDIADSAAVKEKTEEPVVEEKHEEPATEEKSEESGFMKKPEEPALEVKPEQPSVEEKPEDPTVNEEPAKSATEEKPEEPIAEEKLEEPTLKEKPGKPVIEETPEEPTLEVTPKEQAEKPEEPVEEEKSDKVTLLEKNIPVVDFNDTTDSEIPCNTNNVVAEYVRVDENLEEPAVEEKPEELAVEEKPENPAIEEKREEPIIEKKPKEPAVEEKTEEQTVEEKLEEPTIEDEKFERVTLLEKNMQVVDSTDKTDCEIPCNTNNNVAYHTAVEENREKTAIEETTDEPVVVEKPDVPEIKEKPEIPTIDQKLEELAGEETHEEQAVEEKLEEPITEETPAELVIEEKHENPAIEEKPETEALLKKDMPIVDSKDKIDIESPGNINNDGADYPKVEDKPEELAVEEKHQEQAIEEEPEPAIKEKADEPAVQEKLEEPAVEKKPEEPVATEKPEEPVAMEKPEEPAIKEKADEPAVQEKPEEPAVEEKFDEPAVGEKLEEPVVEQTPAGQAWEETPKELAFEEKPEEPAVEETPEELAVEKNPDKTAVGEKHEKVTLLEKNIPIIELNEKNDSSTPCNTNNDAADYLAVEEKPEEPAIEKKTEEQMAKEKLEEPNVEDKPEKSVIEEKSEKLATEETLEEQAGEETPEALAVEEKPDESAVEETVEELAIEQKPKETATEKEKPETVTLLEKNMPVVDTKDKINSEIPCNANNDVSDYPAVEAKPEELAVETKYEEPPAVILEKPAELAVEETPEKTVVEEKPENLAAREETLEEPALEEIPEEPTVEEKPEEVVVEEKLDKPATEKVTFCEKNMPVVDSNGKTGSKIPFNTKKDVADNPAVEDEESAVGEKPEEPTVEEKPEEPAMEGKLEKLAVDDKLEERAVEQKPEETAVEPEETTVEEKPEEPAMEGKLEKLAVEDKLEERAVEQNPEEPPVEEKLEEPGVDEKAEELVVEEKLEEPLVKEKPEEQSREVTEAPIKEAKLNQNANKASSSLPTAILSHPPAQWTTITNPIFGEPISIDKPKNVQQLDSQEISEIEDAMQRDEDNIKQKDEASFTEEQKFTPQGDDNQNTSIGDSFLNKNMFAKGEAVHIHSQEDLIRQEISGSTKSEINPNSSKGKESEVNEHPEGPEEPKQSDDRGKCLVQKQEDSVRNQEELFVEEKMRSCEEAEKEINKHKDITAGDGTNLNIMEREEKTLDKILTSTEEEIGTKNSEEGQVVSEIPSQENFQQANLIRDEALLKDEHGVENFMVVSSKDISCEGSIEKNMPIVDSNDKTDSEISCDANNDVADHPAVAEKLDDSAVEEKPKEWIVEEKLEETAIEEKLEEPAVEKPDKPAVEGTPEEPAGKETPEQPTVEAKLQEPAIQEKHQEPTVEKKPEEPTIDEELEEPTVAEKPEEPAVKENHVEPAVDEKREEPQVEEKHEEPAVEEKTEEPAVEEKTEEPAVEEKPEEPKVEEKPEEPAVEEKPEEPAVKETPEESAVKETPEELAVEEKPEELAVEEKPEEPAIEEKSEEPVADKKLEEPTIEEKPEESTVEKPEEPAVDENGEEQSIEEIPEESAVENFEEAAVEEKPEEPTVKEKTEEAPIEEKPDDQAVEEKPKEPPVGEEPKEHNRGDTEAATERTDESGTHIIEKEKALIGKQTELFVEETTRLCEEVETEIKELKDVNSGNGTNKNVLGKEETTPDELLTSAKEEMAANNFEEGKVASETPNQENTQQSKLTTEEVKDTHGEENFIALSSEEKRVEDSTEKVESSDIGFQNHNKDNIAADKLEIQNRETDIGHMFDNPVEKQTNGRNSKKISESTEELIHQAAETCEDNEAAVHTYTNTSQSCADPQEQLKHQLAEVCEEKQAVGIADTNSLQRSADHENPYSAPVQEIIDKSETENVSCADCIEEENSISTKQEKLKQEENPEVKTYENFDKREENQSIMMSEGAEVDDYKQHIKYNICAVINTEERTEDSPAGKQTSEKLEELGKINIDDNNGNHGRTEIDLPQEAKESKGECVMMEIKTPIIEEEQEDLRESTGKDSSSNNTTHVQQEKGTAISEPEKGTLKPFGSEQKTAAGLEEMITSNGTKETEKEEKTENVPSAQVGCEQEEKTRDEWEEITEHFTSLEFVKVSEKEIATDNMVSNEINVTKQIQEQAAYPLLALERVETDPTGSTDANGTPKDSVTPLVQLGTMAKGNQHMQGKCKTSETEEDQENYKNEKGVECDSKEAPEESRSRETQAKAALSDLLHESVKETSKMEESLTEEKAVMINKEELQAHKTEESEDEEEITDKEKDNDKDEEGSQQTKEESCSEGPVIVEVSRDADIRFPHKKHQNILSGVGSKVKHSIAKVKKAITGKSSQSKPPSPK*

NbL19g08550.1 titin [MW = 418.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MDEQNGTTLNGVNIKLEEEETNDLTTPDHQNDDVGASQPHTGDGASPGKIFIGGLARETTSAQFVKHFGKYGEIIDSVIMKDRRTGQPRGFGFVTYLDPSVVDKVIEEDHIINGKQVEIKRTIPRGGGSSSKDFKTKKIFVGGIPTTVSEDEFKDFFLKFGEVNEHQIMRDHSTGRSRGFGFITFDSEKSVEDILANGNRLDFAGTQVEIKKAEPKRPNAPLPATSKRQGHPRASFGGGFSDAYGGYGDSGFGAGGPYRSGGPYGGRSSAYGGYSGAGMGGYGAYGGSGAYGGFREEASFGYSSRYGGAFGRGYDVGGGYGGPSEGYGGYAAGSGGYGSGYGAGLGGGYGGGDGTGGSMYGSSRGGYGGAGSGRYHPYGR*

NbL19g08480.1 RNA−binding_protein_squid [MW = 39.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain

Protein sequence:
MEIASEKQSAVIEHKSYARVGLLGNPSDVYFGNTISFSLGNFWASVRLEPSTDLVIVPHPSHDLVQFNSLSHLVNRLQNEGYYGGVRLLMAICKIFHKYCKENNITLHDGNFTLSYETNIPRQTGLSGSSAIVSAALSCLLDFYKARHLIKVEVRPNLVLNAEKELGIVAGLQDRVAQVYGGLVYMDFGKNHMDELGHGIYTPVDVDLLPPLYLIYAENPSDSGKVHSTVRQRWLDGDEFIRSTMEEVANIAAEGRKALLEKDYLKLAALMNHNFDLRRLMFGDDALGAMNIEMVEIARRIGAASKFTGSGGAVVVFCPDGPSQVKQLEDACHSAGFTFQPIKVMPSFLSEVDLQTPGSH*

NbL19g08390.1 glucuronokinase_1−like [MW = 39.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MSYDYLFKYIIIGDTGVGKSCLLLQFTDKRFQPVHDLTIGVEFGARMVTIDSRPIKLQIWDTAGQESFRSITRSYYRGAAGALLVYDITRRETFNHLASWLEDARQHANPNMTIMLVGNKSDLSHRRAVSKEEGEQFAKENGLLFLEASARTAQNVEEAFIQTAAKILQKIQEGVFDVSNESSGIKVGYGRTQGPAGPRDGAVAQRGGCCG*

NbL19g08250.1 ras−related_protein_RABB1b [MW = 23.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MSFTISPNSHPKTWQFTNSSNLQFFPLPTKIKTLPSIIPEAYNGDDNSTESTAGKIKRMVLSQEGRTKLNILPDREFYAYPRFVTHVDDRFISSLTNLYRERLRPEFENLDLMSSWVSHLPQEVKYKRVVGHGLNAQELAKNPRLDYFIVKDLNQDQKLEFENCSFDAVLCTVSVQYLQQPEKVFAEVFRVLKPGGVFIVSFSNRLFYEKVISAWRDSTGYGRVQLVVQYFQCVEGFTQPEVIRKLPTGKDGVAQQNKLPSNWIMQLTGLLSASSDPFYAVVAYRNFKPVHE*

NbL19g08220.1 uncharacterized_LOC104120577 [MW = 33.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02781 Glucose−6−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MEKPVSLKPEHIRDEKLKVLQSMLPIKDEEVVLGQYEGYKDDPTVPDNSNTPTFATMVLRIHNERWEGVPFIMKAGKALNSRKAEIRVQFKDVPGDIFRCNKQGRNEFVIRLQPSEAMYMKLTVKKPGLEMSTVQSELDLSYGQRYQGVVIPEAYERLILDTIRGDQQHFVRRDELKAAWEIFTPLLHRIDDGEVKPIPYKPGSRGPAEADELLQNVGYVQTHGYIWIPPTL*

NbL19g08070.1 glucose−6−phosphate_1−dehydrogenase_cytoplasmic_isoform [MW = 26.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
KGNLFDLSVVNIFIFWASCSVFLQLLTNNTECFDRPALRKEAKGESKFRIQIGAMNPDAVATAFVEHYYSTFDSNRAGLANLYQENSMLSFEGVKIQGAQHIVAKLTSLPFQQCKHQINTVDCQPSGPIGGMLVFVSGNLQLPGEEHVLKFSQVFSPLLRALLLLFHVLFIIIGDLLMYFAISKSIIFNRLSKENGWNFDFLFRTPVDFPFRWGRMFKV*

NbL19g07750.1 nuclear_transport_factor_2−like [MW = 24.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01300 Telomere recombination

Protein sequence:
MLLEARAQGHWGVAGAVPLTFRRSLCSLPTCVSFHGAVPRQTRRFQPLAVVKRSPKRLKYSAPRFTKEDGLLYVQVDPLGSDSWKLDPVVELLKGGAVGVIPTDTLYAMVCDLSSHSAIERLRRIKEIEPSKPLSIICRSFRDIDTYTTGFSSGNGQGLTDIFRAVKHCLPGPYTFILTASKQLPKQCTRYGTAASRYISRKNVGVRIPDDPVCQAILEKMDGPLISTSVKSPEENEWILDPVIIADVYGPEGLDFVVDAGLRVADPSTVVDMTASSPHLIRQGKGPKQPWMIAEDDDSARDGN*

NbL19g07710.1 uncharacterized_protein_YciO−like [MW = 33.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
VIITCRAPTIRLVTKVWNYKQSSDSRLVGTKSVKWQSLIYQKKAMAAQHVVGGSQGWDESSDYNSWASGETFKVGDTLVFRYNPGLHSVVEVEGESAYKSCDTSSSVNSMSAGNDVVKLNKPGTRYFACGTAGHCDQGMKLKITTVTGNAPSNQAATSSNPSSSSVADSRRFSTAFFTFVAAIFTIQMALVFQL*

NbL19g07620.1 basic_blue_protein [MW = 20.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00153 Mitochondrial carrier protein

Protein sequence:
MENSRRQSLLPSFLYTPSSFSSFTPKTFAVPENTTSVLPAAQPLSTNKSFVIPAPSEPGKIDMYSPQFYAACTFGGILSCGLTHMAVTPLDLVKCNMQIDPAKYKSISSGFGVLLKEQGAKGFFRGWVPTLLGYSAQGACKFGFYEFFKKYYSDLAGAENAAKYKTLIYLAGSASAEVIADIALCPFEAVKVRVQTQPGFARGLSDGLPKFVRSEGTMGLYKGLVPLWGRQIPYTMMKFASFETIVEMIYKHAIPKPKNECSKTMQLGISFAGGYIAGVFCAIVSHPADNLVSFLNNAKGATVGDAVKKMGVVGLFTRGLPLRIVMIGTLTGAQWGIYDAFKVFVGLPTTGGVTPAAPAASEVAKV*

NbL19g07360.1 mitochondrial_phosphate_carrier_protein_3_mitochondrial−like [MW = 39.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00501 AMP−binding enzyme

PF13193 AMP−binding enzyme C−terminal domain
PF16177 Acetyl−coenzyme A synthetase N−terminus

Protein sequence:
MEGRMTHHPLWNNNNNSTSGIYISASPIPISRTAKSQLSRPWVSVKRPSFTFRFGGSPMEDPLTSSSSSSTTVCPRKNLTTSNHLRHVESMAKLPSGAGKITRLNAVILGEALASEEDDLVFPSENFSRQAHVSSPQKYLEMYRRSVQDPAGFWSDIASEFYWREKWGQQVYFENLDIRKGKIQIEWFKGGMTNICYNCLDRNIESGNGDKIATYWEGNEPGRDSSLTYNQLLARVCQLANYLKDIGVRKGDAVVIYLPMLMELPIAMLACARIGAVHSVVFAGFSAESLAQRIMDCRPKVVITCNAVMRGSKIIYLKEIVDRALMESAQNGINTDVCLTYENESAMKKEMTKWIKERDIWWQDVIPKYPVTCDVEWVDAEDPLFLLYTSGSTGKPKGVLHTTGGYMVYTATTFKYAFDYKPTDIYWCTADCGWITGHSYVTYGPLLNGATVVIFEGAPSYPDAGRCWDIIDKFKVSIFYTAPTLVRSLMREGDEHVSRYSRKSLRVLGSVGEPINPSAWRWFFNVVGDARCPISDTWWQTETGGFMITPLPGAWPQKPGSATFPFFGVQPVIVDEKGVEIEGECSGYLCVKNSWPGAFRTLYGDHERYEATYFSAFPGYYFSGDGCSRDKDGYCWLTGRVDDVINVSGHRIGTAEVESALVSHPHCAEAAVVGVEHEVKGQGIYAFVTLLEGVPYSDDLRKSLVMVVRNQIGAFAAPDKIHWAPGLPKTRSGKIMRRVLRKIASRQLDELGDTSTLADPTVVDQLIALADC*

NbL19g07210.1 acetyl−coenzyme_A_synthetase_chloroplastic/glyoxysomal [MW = 86.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00232 Glycosyl hydrolase family 1

Protein sequence:
MAPAIFCPSWLAIICIFFSGFIVSCHQTNNLIFKENPNQVSSSSSFLFGTASSCYQYEGAFLSDGKGLNNWDHFTHVAGHIKDGSNGDVAVDHYNRYLEDVKLMADMGVNSYRFSISWARILPKGIFGDVNMAGIEHYNKLIDALLQKGIQPFVTLTHYDIPQELEDRYGGWLSSRIQDDFSYFADICFKYFGDRVKHWVTLNEPNLMADRGYRTGIYPPARCSGIFGNCSAGDSEREPFIAAHNMILSHAAAVSIYRTRYQKRQGGMIGISLDIQWYEPYSNSSEDIAATQRARSFYVNWFLDPIILGRYPMEMVQILGSHLPDFSVNDLSKLSYGLDFIGINYYTAKYIKDCLYSACEHGKTWSEGSYFVTTEKDGVYIGQPTEVDWLFLYPQGMKKIVMYMKDRFNNTPMVITENGIAENENLNPSITDTLNDVHRVNYMHSYLNSLANAIREGADVRGYFVWSLLDNFEWLDGYRLRFGLHYVNFTNLERTPKFSATRYKELMYNFHIQLETHTAQK*

NbL19g07200.1 beta−glucosidase_18−like [MW − SP = 57.03 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01071 Phosphoribosylglycinamide synthetase, ATP−grasp (A) domain

PF02843 Phosphoribosylglycinamide synthetase, C domain
PF02844 Phosphoribosylglycinamide synthetase, N domain

Protein sequence:
MACISLNIGAATALKFVRNCQNHSTSLFSANQQSRFKFGSANRNCSNFLVRPTSRRGFNTYKSFATVFNSLYVDNINPEERVVVLVIGGGGREHALCHTLSRSPSCDAIFCAPGNAGISSSGDATCIEDLDVLDSLAVIAFCRKWEVGLVVVGPEAPLVAGLANDLVKEGIPTFGPSAEAAALEGSKNFMKSLCDKYRIPTAKYQAFTDPSAAKEYIKREGAPIVVKADGLAAGKGVIVAMSLEQAYEAVDSMLVENVFGSAGSRVIVEEYLEGEEASFFALVDGEHAIPLESAQDHKRVGDGDTGPNTGGMGAYSPAPVLTKELQSVVMESIILPTVKGMAEEGCKFVGVLYAGLMIEKKSGLPKLIEYNVRFGDPECQVLMVRLESDLVKVLLAACRGELRGVSLDWSPGSAMVVVMANKGYPGSYQKGTVIHKLEEAEQVSPSVKVFHAGTAFDTDGNFIAIGGRVLGVTARGEDLEKARDRAYQAVEQISWPGGFYRRDIGWRALHQKQYS*

NbL19g07190.1 phosphoribosylamine−−glycine_ligase−like [MW = 55.25 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 47 93 139 229

Protein length

Gel Slice

3.3 7.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60 70

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05757 Oxygen evolving enhancer protein 3 (PsbQ)

Protein sequence:
MAHAMASMGGLIGSSQTVLDGQLSGSARLSTVSTSRIALARPGLSIRAQQGSADTETSRRAVIGLVAAGLAGSFAQAAFAAAKSIKIGGAPPPSGGLPGTLNSDEARDFGLPLKKRFYLQPLTPAEAAQRVKDSAKEIVSVKNFIDKKAWPYVQNDLRLRAEYLRYDLKTVISAKPKEEKGKLQDLTGKLFKTISDLDHAAKTKNSPEAEKYYAETVSTLNDVLAKLG*

NbL19g07040.1 oxygen−evolving_enhancer_protein_3−2_chloroplastic−like [MW = 24.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01397 Terpene synthase, N−terminal domain PF03936 Terpene synthase family, metal binding domain

Protein sequence:
WEDGYVQSRATFYAEEKHCERAAGLKEEVRRMLQKTIHPLEQLEVVDILQRLGLSYHFEEEIDRVLKQMYVNINTTNRNDRQKSEDLYATALEFRLLRQEGYHVTQDMFCTFMNKEGKFKTSLVVDTKGLLSLYEACYLSMEGESILEIARDFTTHYLTQSLKKKTDQNLAEQVSHALEMPLHWRMQRLEARWFIEFYHKRENMNPLLLELAKLDYNMVQATYLEELKQMSRWDKNIKLVKKMSFVRDRLVEGFLWAVGFTPNPQFGYCRKFSTKLSVLLTTIDDIYDVYGTMDELELFTDIVDRWDINAIERLPDYMKICFLALFNSMNELAYDILKEQGFSIISHIRKQWANLCKAYLLEVKWYQSRYTPSLNEFLRNAWITNTGPVLIMHAYFCITNPIKEEELECLKNYPAIIESPSLILRLANDLATSPDEIKKGDYLKSIHCYMHESGRSEENARNYINKLIDQTWKKMNKDILRGSSFSKDFRTTAMNLARIAQCMYQHGDGFGIPDRETKDRIRSLFFEPIPLS*

NbL19g06980.1 (−)−alpha−terpineol_synthase−like [MW = 62.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASLNIPPFSKTLHPNSQFHNFSKTPTFLLSLSYPFVSTSLSSIPLGKSSRLPVVRAISDGQYSSKRSSSGEERETIMLPGCDYNHWLIVMEFPKDPAPTREQMIDTYLNTLATVLGSMEEAKKNMYAFSTTTYTGFQCTVSEETSEKFKGLPGVLWVLPDSYIDVKNKDYGGDKYINGEIIPCQYPTYQPKQNNRTRSKSKAYVRRRDGPPPERTKQEAAPESSS*

NbL19g06930.1 DAG_protein_chloroplastic−like [MW = 25.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03358 NADPH−dependent FMN reductase

Protein sequence:
SNGLPTLFHQYHPSFSLYSNSFIHLTLISMATKVYIVYYSTYGHVEKLAQEIKKGAASVEGVEAKLWQVPETLSEEVLGKMGAPAKGDAPIITPNDLAEADGFLFGFPTRFGMMAAQFKAFLDATGGLWRTQQLAGKPAGLFYSTGSQGGGQETTPLTAITQLVHHGMIFVPIGYTFGGGMFEMENIKGGSPYGSGTYAGDGSRQPTELEMEQAFHQGKYIATITKKLKGSA*

NbL19g06910.1 probable_NAD(P)H_dehydrogenase_(quinone)_FQR1−like_1 [MW = 24.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAFRLSHLSLALSLLALALAGVSIYRNTYEAMSKGFQTLSPESAASILTLNNNNAEQNSDSKLTQPLSPSACIFSAVRAVVNTAIDRERRMGASLIRLHFHDCFVDGCDGGVLLDDIPGSFIGEKTSPPNNNSARGFEVIEQAKLRVKYVCPNTPVSCADILAIAARDSVVKLGGQGYNVALGRRDARSANFTGALTQLPAPFDNLTVQLQKFNDKNFNAREMVALAGAHTVGFTRCAVACNSNFVNPAARLQCNCSVPQNDTNLQRLDRTPAVFDRVYFQDLNRNQGILFSDQVLTGNTTTAAIVTTYSNNGAVFLGDFAAAMIKMGNLPPSPGAQLEIRDVCSRVNPSSVASM*

NbL19g06780.1 suberization−associated_anionic_peroxidase−like [MW − SP = 35.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAFRLSHLSLALSLLALALAGVAIYRNTYEAMSKGFQTLSPELDLLESAASILTLNNNNAEKNSESKLTQPLSPTACIFSAVQGVVNSAIDRERRMGASLIRLHFHDCFVDGCDGGVLLDDIPGSFIGEKTSPPNNNSARGFEVIEQAKLRVKDTCPNTPVSCADILAIAARDSVVKLGGQGYNVALGRRDARAANFTGALTQLPAPFDNLTVQLRKFNDKNFNAREMVALAGAHTVGFTRCVTACNSNNVNPAARLQCNCSVTQNDTNLQQLDTTPAVFDRVYFQDLNRNQGILFSDQVLTGNTTTAAIVTTYSNNGAVFLGDFAAAMIKMGNLPPSPGAQLEIRDVCSRVNPSSVASM*

NbL19g06760.1 suberization−associated_anionic_peroxidase−like [MW − SP = 36.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MASPKKPPAESDRPPTAIMHQPASPRFPSGTPTSRANRKIAIAVDLSDESAYAVNWAVQNYLRPGDAVILLHVRPTSVLYGADWGAIDVSVDFTNEESQQKLEDDFDNFTTTKANDLAQPLVEGNIPFKIHIVKDHDMKERLCLEVERLGLSAVIMGSRGFGASRRSIKGGRLGSVSDYCVHHSVCPVVVVRYPDDKDGVAADDANEGSVKKETDLHPVPEDEPIYHDAEDKAADLEKAS*

NbL19g06700.1 uncharacterized_LOC104219407 [MW = 26.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00564 PB1 domain

Protein sequence:
MSGSNHAPPELDSVNGDSLASTPRSENYQHHMYDDTTAPQPRARFMCSFGGKIILRPHDNQLRYVGGDTRIVAVNRFTTFAALLRKLSKLAGNSNINIKYQLPNEDLDALITVTTDEDVENLMEEYDRLTQNQKSARLRFFLFPNDSGSRASTISSILDGSAKREQWFVDALNGGPGSTTGLERGRSEVSSIVSEVPDYLFGLDAADDPPRESRFGKIKNISDPGSPAPPIVSSPYCSVSSTMTSSAMTMIPDLPPVKTKPDKPNPVTESKETPVQRQQPSYPGSPLWHYPAPTVQTIPVYYVPDPVHQPGSIPVQSIPMRAPYVHPFPVPPNQLPVGYPPVSSIGQIYSGMRPVMGVDPNEFSAAARVVTEGTNQQMYYGFRNSGVVPGYGGLAGEEMQGPGNDGKAGRVSQ*

NbL19g06660.1 uncharacterized_LOC107758959 [MW = 44.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00459 Inositol monophosphatase family

Protein sequence:
MDLLRYSASRFPAAHAQYPFHTPLRRRFVAVRSSLSLPFPEKKAKYYRELEAAVDVVERACRLCVDVKKSLFSSNGKILEKIDQTPVTIADFGVQALVSLEMNRLFPSIPLVAEEDSAFLRSNNLVGSVVDVVKDKATSGYEVTDDNILKAIDRGGKDACVFGPKPATYWILDPIDGTRGFVKGSEALYVVGLALVVEGQIVLGVMGCPNWCDDCSENSIVGVQESSSSRSGIIMVSHVGCGTWTKRLSDILTTESSHTWTRCSVDSCQMVEGARFTIPESQSWKSLPLSVLFDAKRDSENIGKGNILLLSACCGSLCKYLMVASGRASVYIQGRKATSIIKVWDHAVGIICVHEAGGKVTDWAGGSFDIAADQTERRLIFPSGGVLVTNGSLHSKIIGMISSNSSVL*

NbL19g06540.1 putative_PAP−specific_phosphatase_mitochondrial [MW = 44.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00635 MSP (Major sperm protein) domain

Protein sequence:
MAIADEKDGKVWGLFKLPFRNAQSTSTTTTSRSSSHNTTTHHYRTQQNQSLGSTSLDDGSIPRTNSSSSVSSVARSLLPARRRLKLDPSNKLYFPYEPGKQVRSAIKIKNSSKSYVAFKFQTTAPKSCFMRPPGAILAPGESIIATVFKFVEHPENNEKPMDQKSKVKFKIMSLKVKGPMDYVPELFDEQKDQVAVEQILRVIFLDVERPSPAFEKLKRQLAEADAALEARKKPAEDTGPKIIGEGLVIDEWKERRERYLARQQVEGVDSV*

NbL19g06530.1 vesicle−associated_protein_4−2 [MW = 30.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01687 Riboflavin kinase PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MLLSMSVERTLKKLVSGVILDLDGTLLNTDGVVSEILKAFLVKYGKQWDGREAPKIVGKTPTEAAAAVVEDYGLPLSTDEFLSQFYPMLSDKWRNIKALPGANRLINHLRGHGVPMALASNSSQSNIQTKIFHHQGWKESFSAIVGGDEVKAGKPSPEIFLEAAKRLNMDPSSFLVIEDSIPGVTAGKAAGMAVVAVPSLAKQSHLYTSADEVINSLLDLQLEKWGLPAFQDRIEGTLPLEPWYIGGPIIKGFGRGSKVLGIPTANLSPEGYSAILSEHPAGVYFGWAGLSARGVYKMVMSIGWNPYFNNTEKAIEPWLLHDFNEDFYGEELHLVVVGYIRPEANFSSLEALIAKIHEDRKIAERALELPQYLKYKDDPYLKISLHQDN*

NbL19g06420.1 bifunctional_riboflavin_kinase/FMN_phosphatase−like [MW = 42.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07887 Calmodulin binding protein−like

Protein sequence:
MQTRYLDKRALDPSSSEEGQPERKRPALASVIVEALKVDSLQKLCSSLEPILRRVVSEEVERALAKLGPAKLNARVSPKRIEGPDGRNLQLQFRSKLSLPLFTGGKVEGEQGSAIHIVLIDGNTNHVVTSGPESSVKLDIVVLEGDFNDEDDDGWTQENFESHIVKEREGKRPLLTGELQVILKEGVGTLGELTFTDNSSWIRSRKFRLGLKVASGCCEGIRIREAKTDAFTVKDHRGELYKKHYPPALDDEVWRLEKIGKDGSFHKRLNKAGIHKVEDFLRLVVRDSQRLRNILGSGMSNKMWDALVEHAKTCVLGGKLYVYYPDDMRNVGVVFNNIYELCGLISGGQYHSVDSLSENQKVYVDTLVKKAYDNWTHVVEYDGKSLLSLGQNKTSVASQNVLTIGSQNHSTSFDQQINLPSLPASISSEQPAMNIGLNMGGYNESLSSRYTMQPQRMNLNGNMQLNGASFPPQNHLLGTSQQAQPHGSESMLALRPPQPSMSSYFAASSPNPYKGAEDFLTEEEIRMRSHEMLENEDMQHLLRIFSMGQGHASSSGEENYQYGSSYMPNMSSTFGFDEDRTRSSGKAVVGWLKLKAALRWGIFIRKKAAERRARIVELDDS*

NbL19g06320.1 calmodulin−binding_protein_60_B−like [MW = 69.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08597 Translation initiation factor eIF3 subunit

Protein sequence:
MEDWEDVAVSDLLKKEQPRSKWDDEDADDNDVKESWEDEEEPVPAPKPEPPAEKAPKKSAAKASEKTGKEAEIHTKEEPLDPVAEKLRQQRLVEEADYKSTAELFATKGGDDKTIDNFIPKSENDFLEYAELISHKLRPYEKSYHYIGLLKAVMRLSMTALKGADAKEIASSVTAIANEKIKAEKEANASKKKAGAKKKQIHVDKADDEAVVNAYDGYDDYDFM*

NbL19g06300.1 eukaryotic_translation_initiation_factor_3_subunit_J−A−like [MW = 25.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MPDKRPSLLLLILFVVPMFFPAVNSIGVNYGTLGNNLPPPAQVAQFLKEKTVIDRIKIFDINPDILRAFANTGISVTVTVPNGEIPNLLDISYARRYIDANIKPFYPQTKIDVILVGNEVLHWDGPDIQMKLVPAMKTFYQALGQSGLKDIKVSSPHSLGILLRSNPPSAARFRPGWDVGILAPMLQFLRETKGPFMVNPYPYFGYNPKQEDFLLFRKNKGVYDRFSKRWYTNSFDMLLDAVYMSMVRLKYSDVEIVAAETGWPSQGESFEPQCTVENAASYNGGLLRKYNSGTGTPLMPHRKIETYIFGLFNENTKPGSTAERNFGLFRPDFTPVYNIGVLKGEQAQPTPALPAPRNGNGNKGQPTSPVRPAESKKFCMPKAEATDAQLQSNINYVCSQGVDCTPIQAGGPCFNPNTIRSHAAFVMNSYYQREGRNAFNCDFAGTGVVASADPSKSHSELKLFLC*

NbL19g06240.1 glucan_endo−13−beta−glucosidase−like [MW − SP = 48.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02265 S1/P1 Nuclease

Protein sequence:
MGGFELRWVVRVTVVLMMVPKILGWGKEGHYVICKIAEEYLTEDALAAVKELLPDQAEGDLAAVCSWADEVKHHYPYYRWSSPLHYVDTPDFLCNYKYCRDCHDGHGHKDRCVTGAIYNYSMQLSQGYYDLNSEKYNLTEALMFLSHFVGDVHQPLHVGFTGDVGGNTIVVRWYRRKTNLHHVWDTMIIESALKTYYKSDLTLMIQALLRNITDEWSDDVPSWENCKKMVCPDPYASESVRLACKFAYRNATPGSTLGDDYFLSRLPVVEKRLAQSGIRLAEVLNRIFSKQPFTAQ*

NbL19g06220.1 endonuclease_4−like [MW − SP = 31.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01086 Clathrin light chain

Protein sequence:
MASFDAFSMDGESPAPAASTPFDDGDYGSYEESSFTPPYHGSGGFGGEYEEEVTVEHVSHTVDSPDPYGFGSDSQSDPFRGPIPNGNGKPYDLGDDSEGIFSSDGPVLPPPNEMREEGFALREWRRQNAIRLEEKEKREKEIRNQIIEEGEEYKKAFYEKRKLTVETNQSTNREKEKLYLSNQEKFHKEADKQYWKAIAELIPKEVATIEKKGRKKDQEKKPSVTVVQGPKPGKPTELSRMRHILLKLKHSPPFHMIPPPPPPAKDAKAGKDGKDAKVKDSKNAKDEAPNGHSDAPPTDAKVTQTSEEPAAAE*

NbL19g05870.1 clathrin_light_chain_1−like [MW = 34.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00333 Ribosomal protein S5, N−terminal domain PF03719 Ribosomal protein S5, C−terminal domain

Protein sequence:
LGPKPSQQILSQFGPSYHLEVKDKKIAFLPLYFAIDTKQETMAAASASLSAFSSLSLHVTPSRVSPFQSQSFFLPKPIHLSKLKPIIANSTTAETIFFDNTDPEEISTFDPPERPEDFIEPTSFDDGPLESEDDIAKAYEELYGPAYSGETFLGNDIYAMDSKVKKTTAFGKTKKEKAKDGFDERVVQVRRVTKVVKGGKQLHFRAIVVVGDKKGQVGVGVGKAKEVIAAVQKSAVNARRNIITVPMTKYLTFPHRSEGDFGAARVMLRPAAPGTGVIAGGAVRIVLEMAGVENALGKQLGSNNALNNARATVVAVQQMRQFSEVAQERGIPMEELWK*

NbL19g05830.1 30S_ribosomal_protein_S5_chloroplastic [MW = 36.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01190 Pollen protein Ole e 1 like

Protein sequence:
MAAFGVILVLVLSSFTVLGQNEGIVTSELAPHSLVSFPPVETPNPHNGGHHHHHHHHHHHKHSQAPASSPSHSSPAPSSPPIKPPSPPVKSPTPPAHSPTKPPTHPPVKPPSPLPTRNFVGVRGVVYCKSCKYRGIDTLLGASPIQGAVVKLACNNTKYHLTALGTTDKNGYFFIQPKWLTTAGYHKCKVFLAKSPKAECSVPTNFHNGQAGAMLVPAPLPPPSPMISKPVDSETGVKLFNVGPFAFEPSKNLPCKQ*

NbL19g05770.1 pistil−specific_extensin−like_protein [MW − SP = 25.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05091 Eukaryotic translation initiation factor 3 subunit 7 (eIF−3)

Protein sequence:
MVGFELGSVPFNVDGWGPPDSSISVPNQISNAPFAPFSRSDKLGRIADWTRSLSNRPGSNSKQNPTDSAFDFSGDDSFATLAADEDSSFRLVDTAAKSHHHGQHRPKFNPRWRFNPHHNHSQLPQRRDEEVEARKREQEKERARRDRLYNLNRSGTNAGQRRESAVFKSSVDIQPEWNMLDQIPFSTFSKLSFSVPEPEDLLICGSLEFYDRSYDRITPKNERRLERFKNRNFFKVTTTDDPVIRRLANEDKATVFATDTILSTLMCAPRSVYSWDIVVQRVGNKLFFDKRDGSQLDLLSVHETSQEPLPDVKDDINSAHSLSVEAAYINQNFSQQVLIRDGKKLNYDEPNPFATEGEEVASVGYRYRRWKLDDDTFLVARCEVQSVVEVNNQRSFLTLNALNEFDPKYSGVDWRQKLETQRGAVLATELKNNANKLAKWTAQALLANADMMKLGYVSRVHPRDHFNHVILAVVGYKPKDFAAQINLNTSNMWGIVKSIVDLCMKLNEGKYVLVKDPTKPQVRIYEVPPDAFENDYVEEPLPEDEQVQPPTEDMQGAEANGVANEVDDKEISTEAA*

NbL19g05700.1 eukaryotic_translation_initiation_factor_3_subunit_D−like [MW = 65.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MYYSQHFKMSFGASLTTPYFSFPSIYNSNKFPRPKLHSSSSINYTIRCSTSSPELPVTTTERFRYDTPLTGGAFDFDKATTSLTRKALACPKKVTIVRHGLSSWNEEGRVQGSSNLSVLSEKGAAQAERCKMALSDMHFDQCFSSPISRAKTTAEIMWQGKEEPLVFLDSLKEAHLYFLEGMKNEDAKRIYPKEYTTWREDPSNFCVDGVYPLQKLWGRAYEAWEEILLTPGENFLVVTHKSILRALICTALGLGPERFRSVDINNGGLCVFKFNKQGEAMLHSLNMTAHMYTDHIYHY*

NbL19g05590.1 metal−independent_phosphoserine_phosphatase−like [MW = 34.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02597 ThiS family

Protein sequence:
MLPLLLNMLNRLFAIDMVDKQIDSKDVETLQNGDESRSLQIKFLFFARARDLTGMTEMPLEVSYGSTAGDCLNKVISRFPRLEEIRGCMLLARNEEYTPESTTVKDGDELAIIPPISGG*

NbL19g05540.1 molybdopterin_synthase_sulfur_carrier_subunit [MW = 13.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MEPPLPSGVKARILDVPLHGVGFQFVEITPHKITGRLPVTEKCCQPFKVLHGGVSALIAESLASMGAHMASGFGRVAGVQLSIHHLKSAHIGDLVFAEAVPVNIGKTIHVWEVCIWKIDPNNEENKTLIASSRVTLKANMSVPENAKDAAVNLKKYAKL*

NbL19g05470.1 14−dihydroxy−2−naphthoyl−CoA_thioesterase_1−like [MW = 17.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASRSGNRQQANAGGAANTAKPAMRKPVFIKVDQLKPGTSGHNLTVKVVSANTVLSKKPRNPSSSLRVPARPQQNTRISECLVGDESGSILFTARNDQVDMMKPDATIILRNAKIDMFKGSMRLAVDKWGRVEVAAEPATFVVNEENNLSLVEYELVNVEE*

NbL19g05160.1 uncharacterized_protein_At4g28440−like [MW = 17.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00343 Carbohydrate phosphorylase

Protein sequence:
MAAISVPLLILRSPQTDRPFPSFFNPSLPFSTSLSFNGSFNHLTVSNSSTSSNQAITETTTSDYSTINVQNDDALDTTLFVIRAKNRIGLLQIITRLFKVLGLTIQKVIVEFEGEFFVKKFFVSDSNGKKIEKTEHLEKIQKALMEAIDTGGVSPSVAVVSGRGVVVRKAGLNLGERKAKAEKMFGLMDGFLKNDAVSLQKDILDHVEFTVARSRFNFDDFEAYQALAHSVRDRLIERWHDTHQYFKKKDPKRIYFLSLEFLMGRSLTNSVINLGIQDQYADALSQLGFDYEVLAEQEGDAALGNGGLARLAACQMDSLATLDYPAWGYGLRYQYGLFRQIIVDGFQHEQPDFWLNFGNPWEIERVHVSYPVKFYGTVEEEVLNGKTCRVWIPAESVEAVAYDNPIPGYGTRNAINLRLWAAKPSDQYDMESYTTGDYINAIVNRQKAETISNVLYPDDRSYQGKELRLKQQYFFVSASLQDIIRRFKDLHNNFDEFPEKVALQINDTHPSIAIAEVMRVLVDEEHLDWSKAWGIACKIFSVTIHAVQPEALEKVPIDLLGSVLPRHLEIIYEINYCLMEELKKILGQDYDKLSRMSIIEEGAVKCIRMANLSLACCHTVNGVSRLHLETLKTRVFKDFYELWPQKFQFKTNGVTQRRWIVVSNPSLCSIISKWLGTEAWIRNVDLIAGLREYAENPDLHAEWKNMKKVNKMRLAEYIETLTSVKVSLDAMFDVQIKRIHEYKRQLLNILGIIHRYDCIKNMDESDKWRVVPRVCIIGGKAAPGYEIAKKIIKLCHAVADKVNIDPDVRIS*

NbL19g05100.1 glycogen_phosphorylase_1−like [MW = 92.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MKSLKMVRLILIFLALVRFHIEAIEVSELRKEAAKNNVTCMLVFGDSSVDPGNNNHLSTLNKANYLPYGLDLSNSQPTGRFSNGKLATDFIAEAFGYVNMTRGFLDPQINNMDMLHGISFASAGSGYDDLTANLSSAMSLAKQREYLRHYEIHLRQMVGAEKAREVMKNALYILSMGTNDFLQNYFVEVERSKQYSVEQYQNFLIHSMFTHVKDIIHGVGARRLAVVGVPPLGCEPLIRTIRDDETKCDDDLNKVAFSFNLKLKRELQTLKRLFGIKASFIDIYSIIQEAVQNPHKFGFEETSKGCCGTGTTEYGETCKGLTTCADRTQFVFWDAVHPSEKMHKIMADEALKSINADLFS*

NbL19g04820.1 GDSL_esterase/lipase_At5g45950 [MW − SP = 37.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MRPKIYLFGDSITEMSFEDGGWGASLVNHFNRAVDVVLRGYSGYNTRWALKVIEKVFDEETAVTAPLAVTVFFGANDACLPDRCSAFQHVPIDEYKLNLHSIVSFLKGRWPTTQIVLISPPPIDEPARLLYPFIENKLGLPERTNETAGNYAKASLTVAAECGVLAVDLWTRMQQIPGWQTACLSDGLHLSKTGNEIVFEEVVEALKKKGLSVETLAVDLPVINEIDPNDPLKSFEGI*

NbL19g04710.1 GDSL_esterase/lipase_At5g45920 [MW = 26.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASSYSSSHSSSSKLYSWNTAIILVLNFFPATEGCFNSIISFGDSLADTGNRLHLSQNKTHLPNFAVRPYGETFFHHPTGRFSDGRLVIDFIAESLGLPLVPPYLGGKDESFKQGVNFAVGGATALDYAYLLEKGVRPGYNVSLGAQLSWFKEMLSSLCKFPSECKEFLQKSLILVGEIGGNDFNYGFLGNSTKEEVESYVPAVINTISSAIQELIELGASTLVVPGDLPIGCSTAYLTKFMHSDKENYDPKTGCINWLNRFSQHYNELLQKELHLLRELYPSATIIYADYYNAAMQFYVHPMSHGFTKGALDACCGAGGPYNFKFSAVCGDPPARNICSDTSVYASWDGVHFTEAAYKLIARGLLEGTFTFPPLPKIFTPFNPIANHFDS*

NbL19g04660.1 GDSL_esterase/lipase_At1g28600−like [MW = 43.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01764 Lipase (class 3)

Protein sequence:
MEKMQSPPFFFCFLFLLFNLEKIQSIGPYMGNIAERWRYLSGNNSWEGLLNPLDNDLRRYLIHYGEMAQATRDAFNTNKLSKYAGSCRYSKKNLLSRAGIEMSNPFKYEVTKYIYATSSIQVPEALIIKSLSREAWSKESNWVGFVAVAADEGKIALGRRDIVIAWRGSVQSMEWFNDFDFIQVSAPEIFGQKSIPKVHHGWYSVYTSNDSRSPFSKASARDQVLGEVQRLVEQYKNEEITITVTGHSMGAAVATLNAVDIVSNGFNKGFPVTAFLFASPRVGDQNFKKTFSKLVNLRALRVRNAPDIVPNYPLLGYSDVGVQLDIDTTKSTYLKGPGDESSWHNMDCYMHGVAGNQGSKGGFKLEVQHDISVVNKYLDALKDEYGVPASWWVEKNKGMVQQQDGSWILMDHEDDDL*

NbL19g04650.1 phospholipase_A1−II_1−like [MW − SP = 44.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13839 GDSL/SGNH−like Acyl−Esterase family found in Pmr5 and Cas1p PF14416 PMR5 N terminal Domain

Protein sequence:
MGLWSQLVISSTLLLQLVSIISLLLHTAARAELVVQNVSGLSWKSKGVVSSSRCNLFQGRWVIDPSFPLYDSSTCPFIDPEFDCQKYGRPDKQYMKYSWRPDSCNLPRFNGKDFLKRWTGKKIMFIGDSLSLNMWESLACMLHASVPNAKTSFARRETLSSVTFQDYGVTLFLYRTTYLVDIVREKIGRVLKLDSIQQGDAWKGMDMLIFNSWHWWTHKGNSQPWDYVQDGSKVTKDMDRLMAFYKGLTTWGRWVDRNVDSSKTKVFFQGISPTHYMGTEWGGSTKNCNSEQMPLAGSTYPAGTPASAVVVNKVLNRMKTPVYLLDITFLSQLRKDAHPSVYSGDHPGVDCSHWCLPGLPDTWNQLLYAAMIM*

NbL19g04630.1 protein_trichome_birefringence−like_37 [MW − SP = 39.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MGGYRTEDDYDYLFKVVLIGDSGVGKSNLLSRFTRNEFSLESKSTIGVEFATKSLTVDTKVIKAQIWDTAGQERYRAITSAYYRGAVGALLVYDVTRHSTFENVERWLKELRDHTDPNIVVMLVGNKSDLRHLVAVSTEDGKSFAKKESLYFMETSALEATNVDNAFAEVLTEIYHVVSRKAMENGENGNANVPPQGEKIDIGKEVSDVKKTGCCST*

NbL19g04120.1 ras−related_protein_RABA1d−like [MW = 24.14 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 103 205 307 508

Protein length

Gel Slice

3.5 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 103 205 307 508

Pfam domains

Pfam Description
SP Sequon TM Domain PF00815 Histidinol dehydrogenase

Protein sequence:
VNYTHQPTPNFTVQHFKRLVQAAPIAPTSSILIRIEVQSLRRYRRLCSAPSLSPADASTWLFRKSIRCSMKSYRLSELSASEVDSLKARPRIDFSSIFNTVQPIVDDVRNRGDAAVKDYTSRFDKVVLDKIVEDVNELPDPELDSAVREAFDVAYNNIYAFHAAQKLVEKVVENMHGVRCKRVARSIASVGLYVPGGTAVLPSTALMLSVPAQIAGCKTVVLATPPSRDGSICKEVLYCAKKAGVTHILKAGGAQAISAMAWGTESCPKVEKIYGPGNQYVTAAKMILQNSEAMVSIDMPAGPSEVLVIADKHSSPVHVAADLLSQAEHGPDSQVVLVIAGDGVDLNAIQEEIRKQCQALPRGEFALQALSHSFTVLARDMLEAISFSNMYAPEHLIINVNEAEKWESLIENAGSVFMGQWTPESVGDYASGTNHVLPTYGYARMYGGVSLDSFLKYITVQSLTEEGLKNLGPYVEKMAEVEGLDAHKRAVTLRLQDIEARQVSHSR*

NbL19g03830.1 histidinol_dehydrogenase_chloroplastic−like [MW = 55.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01823 MAC/Perforin domain

Protein sequence:
MDSNPNKSSCLASDALITTLSNSIQALGRGFDVTSDIRLLYCKGTPGSRLVHFDEANRVDLLVPDGVGVLIPNVTADIEISLGMRNIEATPVCTFHEMAKYFNAMSNISEDVPLGSFNAMFNFTGSWQHDAAATKSLAMIGHVIPLYTVRLVKLDLLLRDEIKRAVPYSWDPASLASFIENYGTHIVTSATIGGRDVVYIKQHQSSPLSVSDIEDYVKDIGDQRFSDLKNLSSAGPLRYKDKDVTVIFRRRGGDDLEQSHEKWARTVEASPDVINMTFTPIVSLLEEVPGIKYLSRAIELYLEYKPPIEDLQYFLDFQIARVWAPEQNNLQRKEPVCASLQFSLMGPKLYISPDQVTVGRKPVTGLRLSLEGSKKNRLSVNLQHLVSLPKILQPHWDTHMAIGAPKWKGPEEQDSRWFEPIKWKNFSHVSTAPIEHTETSIGDLSGVYIVTGAQLGFWDFGAKSVLHLKLLFSKVPGCTIRRSVWDHSPSNLSAVQRIDGSSTSLMNEKTAENKRGDSSSQMGKLAKIVDMTEMSKGPQDAPGHWLVTGAKLGVDKGKIVLRVKYSLLNY*

NbL19g03780.1 MACPF_domain−containing_protein_CAD1 [MW = 63.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF12796 Ankyrin repeats (3 copies)

Protein sequence:
MNPDLEMEPVRFPLGKQSSLAPEKGVEVAVEIESEDGEEGDVVDIDPKIRLMYSANEGDIEGIKELLELGTNVNFRDIDKRTALHVAACQGYSDVVKLLLDNGAEIDPKDRWGSTPLGDAIHYKNHHVIKLLEEHGAKPPMAPMHVNNSREVPEYEIDAKELDFTNSVELTKGTFHIASWRGIQVAVKKFGEDVIADEDKVTAFRDELALLQKIRHPNVVQFLGAVTQSSPMMIVTEYLPKGDLHAYLMKEGPLRPTKAIRFAMDIARGLNYLHEIRPEAIIHRDLEPSNILRDDTGHLKVADFGVSKLLKVTNRVKEDKPLTCDNTSCRYVAPEVFKNEEYDTKVDVFSFALILQEMIEGCPPFHAKIESEVAKCYAAKERPPFKAPGKFYAHGLRELIEECWNEKPALRPSFKQIIPRLESIYTKFGHKRRWKVRPMKCFQNFEAMWKKDHSSLSSRNGGSSRSNRSI*

NbL19g03760.1 serine/threonine−protein_kinase_HT1−like [MW = 53.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASDMKIWFVLLLLVFFNLSPLLVKGEQQVPCLFIMGDSLFDNGNNNNLFTTAKANYPPYGIDFPDGPTGRFTNGKNTADFIADLLGFDKYIEPFATVKGVEMFRGVNYASGAAGIRDESGIHLGDRISLNRQLRNHKKTISHMSTLLENNMTLTKEYLSKCIYIVGMGNNDYINNYLMPQFYPSSLLYKPEKYATILAQQYVKQLKTLYSYGARKVAVFGLGSVGCIPAELDLYGTKDSPCVDSINSAVLKFVDKLKPMIDNFNSNLPNANFIYINITSIAIGDPAAIGITNLADPCCEISSFIAKGQCSYEGSACNDRASHYFWDGFHPTEVPNKVTAERAYTALLPTDAYPFDISHLALL*

NbL19g03730.1 uncharacterized_LOC104210613 [MW − SP = 37.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MGTGQLRRWILVVQYVVVLGLISMGYYGANAQQVPCYFIFGDSLVDNGNNNNIQSLARANYLPYGIDFPGGPTGRFSNGKTTVDVIAEQLGFNGYIPPYATARGRDILGGVNYASAAAGIRDETGRQLGGRISFSGQVNNYRNTVQQVVQILGDENAAANYLSKCIYSIGLGSNDYLNNYFMPLYYPTSRQFTPEQYASVLIQQYTQQLRILYNNGARKFALIGVGQIGCSPNALAQNSPDGRTCVQRINVANQLFNSKLKALVDNLNGNTPDAKFIYINAYGIFQDLIDNPSAFGLSVTNAGCCGVGRNNGQITCLPFQRPCRNRNQYLFWDAFHPTEVANIVVGRRSYRAQKSSDAYPFDISRLAQL*

NbL19g03700.1 GDSL_esterase/lipase_At1g29670 [MW − SP = 37.18 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 79 157 235 313 392

Protein length

Gel Slice

3.5 5.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
DTDLKLLIPVSKTLFSLLFLTRIIMGREVMKWMMVYVLLLGWNLGEYYGAKGDPQVPCYFIFGDSLVDNGNNNNIQSLARANYLPYGIDYPDGPTGRFSNGKTTVDVIGELLGFEDYIPPYAAARGEDILRGVNYASAAAGIREETGQQLGGRISFSGQVNNYRNTVQQVVQILGDENAAANYLSKCIYSIGLGSNDYLNNYFMPLYYSTSRQFNPEQYADVLIQQYTQQLKTLYDYGARKFVLIGVGQIGCSPNSLAQNSPDGRTCVQNINVANQIFNNRLRGVVGDFNSNTPDAKFIYINAYDIFQDLIDNPSAFGFRVTNAGCCGVGRNNGQITCLPLQNPCPNRDEYLFWDAFHPGEAANVIVGRRSYRAERPSDSYPFDIQRLAQL*

NbL19g03690.1 GDSL_esterase/lipase_At5g45670−like [MW = 43.6 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MKNFCIFSLLLLLLLPILASCHEKQVYIVYFGGHNGERALHEIEENHHSYLMSVKENEEEAKSSLIYSYKHSINGFAALLTPYEASKLSELEEVVSVYKSEPRKYRLQTTRSWEFSGVEESVQPNSLNKDDLLLKARYGKDVIIGVLDSGLWPESKSFSDEGLGPIPKSWKGICQSGDAFNSSNCNKKIIGARYYVKGYEQYYGPLNRTLDYLSPRDKDGHGTHTSSTAGGRKVPNVSAIGGFASGTASGGAPLARLAMYKVCWAIPKEGKEDGNTCFDEDMLAAMDDAIADGVDVISISIGTKEPQPFDQDSIAIGALHAVKKNIVVSCSAGNSGPAPSTLSNTAPWIITVGASSVDRAFLAPVILGNGKKFMGQTVTPYKLEKKMYPLVYAGQVINSNVTKDVAGQCLPGSLSPKKAKGKIVICLRGNGTRVGKGGEVKRAGGIGYILGNSKANGAELVADPHFLPATAVDYKSAVQILKYINSTKSPVAYIVPAKTVLHSKPAPYMASFTSRGPSAVAPHILKPDITAPGLNILAAWSGGSSPTKLDIDDRVVDYNIISGTSMSCPHVGGAAALLKAIHPTWSSAAIRSALITSAGLRNNVGEQITDASGKPADPFQFGGGHFRPSKAADPGLVYDASYQDYLLFLCASGIKDLDKSFKCPKKSHLPNSLNYPSLAIPNLNGTVTVNRRLTNVGGPKSVYFASAKPPLGFSVEISPPVLSFKHVGSKRTFTITVKARSDMIDSIPKDQYVFGWYSWNDAIHNVRSPIAVKLV*

NbL19g03660.1 subtilisin−like_protease_SBT5.6 [MW − SP = 80.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03572 Peptidase family S41 PF17820 PDZ domain

Protein sequence:
MRLLHSPLPPPLLTSFAPRKTSILPKKASLSYAQKPLQQALSTGISLVLSLGLLVSAPNSILALESLSVLESSNSLNCPENEVEEVYTTEVSKVVSNERIVEEAWQIVNDSFLNTSPRSWSPESWLKKKDDILSSSIQTRSKAHDIIKRMLASLGDPYTRFLSPEEFSKMARYDMTGIGVNLRDVPDGNGGSKLKVLGILLDGPAHSAGVRQGDELVSVNGVNVRDKSAFEASSLLLGPSGTFVNIMVKHGNCGPVQSIDVQRQSIAKTPVFYRLEQIENGSVSVGYVRLKEFNALARKDLVTAIKRLEGMGASSFVLDLRDNLGGLVQAGIEIAKLFLNEGDTVISTVGRDPQYRRNIVAEAPPLITAPVIVLVNKKTASASEIVATALHDNCRAVLVGDKTYGKGLIQSVFELPDGSGVVVTIGKYVTPNNLDINGNGVDPDFRNFPAWNEVTNHLSKCHKPQGG*

NbL19g03370.1 carboxyl−terminal−processing_peptidase_1_chloroplastic [MW = 50.46 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 169 337 505 673 842

Protein length

Gel Slice

3.5 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 169 337 505 673 842

Pfam domains

Pfam Description
SP Sequon TM Domain PF06972 Protein of unknown function (DUF1296)

Protein sequence:
MSSRGGNGGVGVQAIPAGSRKVVQSLKEIVNCPEPEIYAMLKECNMDPNEAVNRLLTQDTFHEVKSKREKRKESKDTTEPRPRGSVSNSGRGSRGGAERYVGRGGSEPTKPTPGYKKENGSYTSNLASTPGVSVSNISRRAATISAAAANESKKPAAAAVDGVSSVSQHSSGYQPTWGGVPGQVSMADIVKMGKPQSKVPSVPNVSHHNVNANQNHIQGLPSGASHQNIQFSDDHTSNVSDVYRESGDYRVQHHSTDEEWPLIEQPSVASQPSISEPAADSELHPDPANISYDRINHQTDIDEVQGTDDSTAENLGSPPSRNLQEENAGGASIYENDLYRFQNPNHTFDHQEVEDVNVSVSSVAANFQQLNVHDDRGLSPEGDGPSVVIPDHLQVQTADCSHLSFGSFGAGIGGSFSGPLASAAVKSSLEDAPKDVEGSSAGHLGSRAPEYYGDESLGHASESNLYHRTNASSGNYDSPSASQPEQLKTELSEHGNQYSYPSSAGGYTYETAQQLTAAFSQPQTSSHMQNLASFSNVMAFTNSLPSTLLAANVHAGRESDPSYSPFSATQAMPTKYGNSVSSIGGSTISMPESLRTVGFQSAQPSPQTLSGTSVTTGPAVPQHLAVHPYSQPTLPLGPFANMISYPFMPQSYTYMPSAFQQPFAGNSTYHQSLAAVLPQYKNSVSVSSLPQSAGVASGYGGFGNTTTIPGNFPMNPPAAPSGTNLSYDDMLSSQYKDTNHLMSLQQGENSAMWLHGPGSRTMSAVPANTYYGFQGQNQQNGGFRQAQQPMQNHGSLGYPNFYHSQAGISLEHQQQNPRDGSLGGSQGQPKQSQQQLWQNSY*

NbL19g03350.1 uncharacterized_LOC109236735 [MW = 89.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02368 Bacterial Ig−like domain (group 2)

Protein sequence:
MLLHFLSLLLLLFPLATPIPATGPHIADVNILLPPKMTHPVEYRLQGSDGCFKWTWDHHDILAVLPEYNVSSQCSTSARLKSIAPYSGRKETAVYATDVHTGAVIRCKVYVDNFSRIQIFHSSVKLDLDGLATLRVRAFDSEENVFSSLVGIQFTWHLMPETDGLPHHLTHIPLKDSPLSDCGGLCGDLDIQIKLENSGVFSDLYVVKGTEIGHELVSVHLDEPAVKYMEDKIVLTVAEAISLEPPSPVCVLVGAIVHYSLKVIRGNIPQLVTLPSAFHQWSVSNSSVAQVDRMVGTAKALNLGITTVTVEDTRVVGHTQVSSFHVVLPDSLSLYMLPLSLSGDHVKGIEPIPSMARWYVVSGREYLIQVRIFSKGTWVQEVYISENDDVKLHGDSSEIWSIIPSSNRIGEKGVSRILKALSCGLGKLTATLTYCTGHEETKEVLKVVQEVMVCDQVKFSMEGVSDSITLPWAPGVYQELELKVTGGCAMVSGDYRWFSSDMSTVSVSASGIVQAKRPGKVTVKAVSVFDSLNYDEIVVEVSLPSLMIVLPNFPVETPVGSYLRAAVTFKTLDGDLFYKCDAFSPSIKWKTGSDTFLIVDAGETFISEKQEILPIDTEKYGPPCAWTYVYASNSGQTMLHATLSKEFQQYDHYTGSSVVLQATSRIAAFMPLIVHPASDGNQFGGYWFNLTQAEADNHLDNMEHLYLAPGTYFDVMLRGGPNRWDQGVEFVESVESLDEHNLRVQDGLLVNQEFTSYGSTYRIKCQDVGNFRLLLKRGNLIGEGHPLPAVSEVQLSLTCGFPASIASIADETVNSVEVIQSAAQADRGSGRIRTTPITIANGRTVRLSAVGISESGIAFGNSSSLPLKWELKDCDALAFWDDIHNLAMLSDWERYLVLANATGLCVVRATVIGPVDLGSHRHSLKHIPGPENDLTDAIRLQLVSSLRVYPEFSLLYLNHDAKLNLSITGGSCFIDAAVNDTHVMEITQPAPGLQCTQLLLAPKKLGTALVTVRDVGLAPPLSTFSVVQVADVDWIKITSGEELSIMEGSSLSINFLAGVNDGNTFDSSQYVYMNIHVHIEDHIVELVNEDDLSCCDDGYVIMPNFRIRAMRLGVTTLYVSARQHTDHEILSQPIKVEVYAPPRIHPSDIFLVPGASYVLTVRGGPKTGAYAKFVSMDNEVAKVHTATGRVSATSPGNSTIAAKIYRNGDIFICQAFGEVKVGVPSSAMLNVQSEQLAVGRQMPIFPSLSEGNLFSFYELCRNYKWTINDEEVLSFQAAEDLHGGKNGMLLSSEKGNGLAGYVGDKDLGFIQVLHGRSAGQTDVTVSFSCDFVARKSFSQSRLYTASISLSVVHELPLALGSPISWILPPHYTTSDLLPSSSKTFSKGDPIVGKVTYSILGDCRRKGERDDPILIDGSRIRTKESGNLACILAKDRSNGRVEVASCVKVAEVTQVRFTSEKLLVHTLAIGAEIDVPIKYYDVLGNPFHEAHDVFLFGVETNYRDVISVGDAVDGNGNVHLRAISHGRALVRVGFANDLEKSDYVVILVGAHLHPQNPTFHLGSGLNFRIEGLNDQESGQWFSSNTSIVSVDQLSGHAKAIGEGSARIIFESSNMKLQTTVTVSQPEMMSVDAPREMLTNVPLPANGYSFHVKLNDAQSAKSRAIFLFDCLVDPPYVGYVKPWVDLDTGSSYCLFFPYSPEHLVLATPKSGDTRRDLAVTIKASLIGEQNISGSASALFVGGFIILGTEGDSLQLNLTPEYNKSVLTVVGNTDVNIYWHDKERLAIRPIYGEDPQGGSRAQYEVKIRRAEKFKDKLIFTLPATGQRMEVNVSYEPEERRATSANLNLWSAAAACFILMIFTATLFICYLDQPVRSQPTAPPGTPRVAAPATPERSSPAVVNEHSPRTPQPFLDYVRRTIDETPYYRQDFRRRANPQNTY*

NbL19g03130.1 nuclear_pore_complex_protein_GP210 [MW − SP = 210.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04481 Protein of unknown function (DUF561)

Protein sequence:
MSISIYTPISPKNQILLKPNQNSLPVLPSCISIARRRRSTTRALLSHTKEAVLKQFHEKRALKIIAGLQNLDKENVASVVTAADKGGATHVDIACDPELVKLAISLTNLPVCVSSVDPAAFPAAVEAGALMVEIGNYDSFYEKGLVFTPEQILKLTKETKRILPSVTLSVTVPHTLSLPDQIKLAELLEQEGVDIIQTEGGKCSTPSKAGVLGLIEKATPTLAAAYSISRAVNIPVMCSSGLSAVTAPMAITAGAAGVGVGSAINKLNDQVAMIAEVKSIAHSLGLSTKTQNLFEGSSLRL*

NbL19g03120.1 uncharacterized_protein_ycf23−like [MW = 31.66 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00109 Beta−ketoacyl synthase, N−terminal domain PF02801 Beta−ketoacyl synthase, C−terminal domain

Protein sequence:
MQSIQSPSFRPSPLDPLKKTVPQFTNVRPLSHVKRVSFISASATTVSAPKREKDPKKRVVITGMGLVSVFGNDVDTYYDRLLAGESGISLIDRFDASKFPTRFGGQIRGFTSDGYIDGKNDRRLDDCLRYAIVAGKKALENADLGGDRLGKIDKERAGVLVGTGMGGLTVFSDGVQNLIEKGHRKITPFFIPYAITNMGSALLGIDLGFMGPNYSISTACATSNYCFYAAANHIRRGEADLMLAGGTEAAIIPIGLGGFVACRALSQRNDDPQTASRPWDKERDGFVMGEGAGVLVMESLEHAMKRGAPIIAEYLGGAVNCDAHHMTDPRADGLGVSSCIQSSLEDAGVSPEEVNYINAHATSTIVGDIAEVNAIKKVFKNTSGIKMNATKSMIGHCLGAAGGMEAIATVKAITTGWVHPSINQFNPESSVEFDTVPNKKQQHEVNVGISNSFGFGGHNSVVAFSAFKP*

NbL19g03110.1 3−oxoacyl−[acyl−carrier−protein]_synthase_I_chloroplastic [MW = 49.99 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00493 MCM P−loop domain

PF14551 MCM N−terminal domain
PF17207 MCM OB domain

PF17855 MCM AAA−lid domain

Protein sequence:
PPSRQPQPFISRQIPNPNSSIRLKPPKISTFTTLSLFHSLSLPLSLSSSLHTHSFSLSQSAMDLSDEVRASHKRTFLKFFEQTELDTELKKDFDSMINNNRRRVILDLSDFYNDREGSDLARRLLQNPSEYMQPLVDSLTDMIRTHNPKYLKEGEQVLVGFTGPFVSRRVTPRELLSRFIGSMVCVEGIVTKCSLVRPKVVKSVHFCPTTEKFMAREYRDITSNVGLPTGSVYPTRDDNGNLLVTEYGLCTYKDHQTLSMQEVPENSAPGQLPRTVDIVVEDDLVDSCKPGDRVAVVGVYKALPSKSQGSMNGVFRTILIANNVSLLNKSANAPNYTEKVLKDIKNICGRDDTFDLLANSLAPSIYGHLWIKKAVVLLMLGGIEKNLKNGTHLRGDINMMMVGDPSVAKSQLLRAIMNIAPLAISTTGRGSSGVGLTAAVTSDQETGERRLEAGAMVLADRGVVCIDEFDKMNDQDRVAIHEVMEQQTVTIAKAGIHASLNARCSVVAAANPIYGSYDRSLTPTKNIGLPDSLLSRFDLLFIVLDQMDPGVDRLISEHVLRMHQYRTIDGGSSTLDDNSRYEEQTEKDEMPVYVKHNRTLHGNSNRRKKDTLTIQFLKTYIHYAKNRIHPELTDEASDHIATAYAELRSASTNAKTGGGTLPITARTLETIIRLSTAHAKLKLRRQVFKSDVDAALQVLHFAIYHQELTEMEEREQEREKELEKKRRADHGAGNNGSARKRRAEHDAGTESADHESDRVGGSEAMETDDPSAAAEISISPERLQAFSAVLGRHRSSQHVEQISVADVESVVNNGVPVPYSKVEIEKLLQMMQEKGQLWIHSDTNVVYFM*

NbL19g03100.1 DNA_replication_licensing_factor_MCM3_homolog_2 [MW = 94.57 kDa]
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1 94 187 280 463

Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MATATGLFFLRTSLFQTFSFTSKPHSVTLFDNKLHSFHLRAANIEGSENEGKEEVSISEKKRIFVAGATGSTGKRIVEQLLAKGFAVKAGVLDIDKAKSILSGPNPDLQIVKADVTEGSARLADAIGNDSDAVICATGFRRSLDFLAPWKAVMEEFETLMPVSASVAKQQEQRQKLFLVLTLAGLPNDLDSVRNQILASPTVPTVDELFSRLLRLAAAPSHPVSSSQTLDSSILVSQSMDNRASHTMEYRRGGGRFGRSRPSVLIVINLVTLVTCAILYMVDQQKNAYVAQSEPTGNQGFSVSEREYNEFLKYRASKQTSPQVATVAQPDTSVAGNSFACVSQSSPLEQWVVDSAASDHISGNKSLLSNIAYSQFLPNVTLANGSQTKAKGVGQENPLPSVTLDSVLYVPGCPFNLASVSRLTRALIAEYILLMTLLLCRTAVRDRRLEQDLNQTDSTTLTH*

NbL19g03090.1 uncharacterized_LOC104243949 [MW = 50.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02492 CobW/HypB/UreG, nucleotide−binding domain

Protein sequence:
MASQDHHMHDHDHHHHHHDHHDHSHEDAKTTTWVGEDGKVYHSHDGLAPHSHEPIYSPGYFTRRAPPLINRNFSDRAFTIGIGGPVGTGKTALMLALCKLLRDKYSLAAVTNDIFTKEDGEFLIKHGALPEERIRAVETGGCPHAAIREDISINLGPLEELSNLYKADILLCESGGDNLAANFSRELADYIIYIIDVSGGDKIPRKGGPGITQADLLVINKTDLAAAVGADLSVMERDALRMRDGGPFVFAQVKHEVGVEDIVNHILQAWEVATGNKKH*

NbL19g03000.1 urease_accessory_protein_G−like [MW = 30.67 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MRLLLLLFLVLLMHFTHFTAGRQPRIPEYQALLALKTAITDDPKLALASWNISTSHCTWNGVTCDRYRHVTSLDISDFNVTGTLPPEVGNLRFLQNLSVALNQFSGPIPVEISFIPNLHYLNLSNNIFSLGFPPQLTRLRNLKVLDLYNNNMTGDLPVDVYQMTNLRHLHLGGNFFGGRIPPEYGRFQFLEYLAVSGNELVGEIPPEIGNVTTLHELYVGYYNTFSGGIPPEIGNLSQLVRFDAANCGLSGEIPAEIGKLQNLDTLFLQVNSLSGSLTPEIGTLKSLKSLDLSNNMLSGEVPPTFADLKNLTLLNLFRNKLHGSIPEFIGDLPELEVLQLWENNFTGSIPQGLGTNSKLKNLDLSSNKLTGNLPPNMCAGKNLQTIITLGNFLFGPIPESLGQCESLSRIRMGENYLNGSIPKGLLSLPQLSQVELQNNLLTGIFPETKSISTSLGQISLSNNHLTGPLPATIGNFAGVQKLLLDGNKFSGRIPAEIGKLQQLSKIDFSHNDLSGPIAPEISKCKLLTYVDLSRNQLSGEIPTEITGMRILNYLNLSRNHLVGSIPAPISSMQSLTSVDFSYNNFSGLVPGTGQFSYFNYTSFVGNPDLCGPYLGPCKEGVVDGVSQPHQRGALSPSMKLLLVIGLLVCSIVFAVAAIIKARSLKKASEARAWKLTAFQRLDFTCDDVLDSLKEDNIIGKGGAGIVYKGVMPSGEHVAVKRLPAMSRGSSHDHGFNAEIQTLGRIRHRHIVRLLGFCSNHETNLLVYEYMPNGSLGEMLHGKKGGHLHWDTRYKIAVEAAKGLCYLHHDCSPLILHRDVKSNNILLDSNFEAHVADFGLAKFLQDSGTSECMSAIAGSYGYIAPEYAYTLKVDEKSDVYSFGVVLLELVSGKKPVGEFGDGVDIVQWVRKMTDGEKDGVLKIILDPRLSTVPLNEVMHVFYVAMLCVEEQAVERPTMREVVQILTELPKPPGSKSGDSTVTESPPPSVASALESPTSAPGDTKDHHQPTPQSPPPDLLSI*

NbL19g02860.1 leucine−rich_repeat_receptor−like_serine/threonine−protein_kinase_BAM1 [MW − SP = 108.91 kDa]
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1 65 129 193 257 322

Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MASTVEPPKSFKPYELKYTLSGHKRAVSSVKFSDDGRLLATSSADKTARTWSVTDGSLLHEFEGHEQGISDVAFSSDNRYLATASDDKTVRLWDVTTGSHVKTLTGHTNYVFCVNYNPQSNMLVSGSFDETVRLWDVKTGKCLKVLPAHSDPVTAVNFSRDGLLIVSSSYDGLCRIWDASTGHCMKTIIDDENPPVSFVKFSPNGKFILVGTLDNTLRLWNFSTGKVLKTYTGHANSKYCVSSTFSITDGKYIVSGSEDNCVYLWELQSRKIVQKLEGHTDTVISVACHPTQNMIASGSLGNDKTVKIWTQAQREDSEDMT*

NbL19g02790.1 COMPASS−like_H3K4_histone_methylase_component_WDR5A [MW = 35.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MTKNNHFLLLIVRLYILGFCVHLTKSNPHPQFPCQPPHHKYPFCNKNLPISTRVQSLISLLTIDEKILHLSDNTTSIPRLGLPAYEWWSESLHGIATNGPGVNFNGPIKGATSFPQVILTAAAFNRTLWHSIATAIAVEARAMYNLGQAGLTFWAPNINIFRDPRWGRGQETPGEDPMVVSAYAIEYVTGFQGLNPKAKKGNRNGFGKKRRFLNEDDNDGERLMLSACCKHFTAYDLEKWGNATRYDFNAVVTKQDMEDTFQAPFRSCIQQGKASCLMCSYNSVNGVPACADKELLDKVRTDWGFDGYITSDCDAVATIYENQKYTKTPENAVAVALKAGTNINCGTYMLRHMKSAFQQGNVLEEDLDGALQYLFSVQFRLGLFDGNPADGQFANFGAEDVCSSKHLNLALDAARQGIVLLKNDQKFLPLDKTSVSTLAIVGPMANVSSPGGTYSGVPCKLKSIREGFHRHINRTLYAAGCLDVGCNSTSGFQDAISIAKEADYVIVAAGLDLSEETEDHDRYSLLLPGQQANLVTTLAAASKKPIILVLTGGGPVDVSFAEKDPRIASILWVAYPGETGGKALSEIVFGYQNPGGKLPVTWYLESFTKVPMTNMNMRADPSNGYPGRSYRFYTGDVLYGFGHGLSYTSFSSQLLSAPSRLSLSLAKSNRKRSILAKRRNRLGYIHVDEVESCHVSKFFVHISVTNDGDIDGSHVLMLFSRVLQNFQGAPQKQLVGFDRVHVPAHKSVETSLLIDPCELLSFANDQGNRILALGEHSLILDDIEHVVSIEI*

NbL19g02730.1 probable_beta−D−xylosidase_6 [MW − SP = 83.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MALLHSPTFCFSGVSTSSQASRSFPAPRRCTVKPAPFLSQSLPFFPRCKLQGRALPSDNGPLEKDESSLVVCFGEMLIDFVPTTSGLSLAEAPAFKKAPGGAPANVAVGISRLGGSSAFIGKVGEDEFGYMLADILKENNVNNDGMRFDPGARTALAFVTLRKDGEREFMFYRNPSADMLLQEDELDLELIRKAKIFHYGSISLITEPCRSAHIAATRAAKDAGVILSYDPNLRLPLWPSAEIAREGILSIWETADIIKISEEEISFLTQGEDPYDDNVVRKLYHPNLKLLLVTEGPEGCRYYTKDFSGRVKGLKVDAVDTTGAGDAFVAGILSQLASDVSLLQDEDKLRDALCFANACGALTVMERGAIPALPTREVVLNSLLKSVS*

NbL19g02580.1 probable_fructokinase−6_chloroplastic [MW = 42.05 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12812 PDZ−like domain

PF13180 PDZ domain
PF13365 Trypsin−like peptidase domain

Protein sequence:
MGDSLERLGSEGAMGPESSIMKEDLCMDIDPPFKENLATADDWRKALNKVVPAVVVLRTTACRAFDTESAGASYATGFVVDKHRGIILTNRHVVKPGPVVAEAMFVNREEIPIYPIYRDPVHDFGFFRYDPDAIQFLSYEEIPLSPEDACVGLEIRVVGNDSGEKVSILAGTLARLDRDSPHYKKDGYNDFNTFYMQAASGTKGGSSGSPVINWQGRAVALNAGSKSSSASAFFLPLERVVRALKFLQEGRDLSTNKWEAVTIPRGTLQVTFIHKGYDETRRLGLQSATEQLVRNSTPPSETGMLVVDSVVPGGPAHNHLEPGDVLIRMNGEVITQFLKMETLLDDSVEHKVELQIERGGTPLTVELVVQDLHSITPDRFLEVSGAVIHPLSYQQARNFRFHCGLVYVAETGYMLFRAGVPRHAIIKKFAGEDISTLENLISVLSKLSRGARVPLEYISYNDRHRKKSVLVTIDRHEWYAPPQLYKRDDSSGLWTVKLALPPEAPLLFSGIHPGKQDLSNHTVSSCANEGSPKDNKPQQVNQESKDGVTNMETSCDDVTEGSNSQDDSDAGTKKRRVEENFSADGSVITDRSLNGHREERFDDSGFLEDAALRDQGAAPAAANASVAERAIEPTLVMFEVHVPSLCMLDGVHSQHFFGTGVIIYHSQNMGLVAVDKNTVAVSVSDIMLSFAAFPIEIPGEVVFLHPVHNFALVAYDPSALGAAAASAVRAAELLPDPALRRGDSVYLVGLSRSLQATSRKSIVTNPSAAVNIGSADCPRYRATNMEVIELDTDFGSTFSGVLTDERGRVQALWGSFSTQLKYGCSSSEDHQFVRGIPIYTLSQVLGKIISSADGPPRLINGLQRPMPQLRILEVELYPTLLSKARSFGLNDTWIQALVKKDPMRRQVLRVKGCFAGSKAENLLEQGDMVLAINKEPVTCFRDIEDACQSLDRSDDSDGTLNLTIFRQGHEIELLVGTDVRDGNGTTRAINWCGSIVQDPHPAVRALGFLPEEGHGVYVARWCHGSPVHRYGLYALQWIVEVNGKPTPTLDAFVDVAKKIEHGEFVRVRTVHLNGKPRVLTLKQDLHYWPTWELRFDPGTAMWRRKTIKALDSGVL*

NbL19g02480.1 protease_Do−like_7 [MW = 122.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08543 Phosphomethylpyrimidine kinase

Protein sequence:
MFVSPLIARIGFNTIRSFSNFRPRCSKQLQMAPPPILALALPSDTGRVLSIQSHTVQGYVGNKSAVFPLQLLGYDVDQINSVQFSNHTGYPTFKGQVLNGEQLWELIEGLEANDLLYYTHLLTGYIGSVSFLNTVLKVVDKLRSVNPKLTYVCDPVMGDEGKLYVPPELVAVYREKVVPVASMLTPNQFEAEQLTGSSITSEKDGQEACNILHAAGPSKVVITSINIDGNLLLIGSHQKEKGQSPEQFKIVIPKIPAYFTGTGDLMTALLLGWSNKYPNDLDKAAELAVSSLQALLLRTLADYQKAGYDCQSSSLEIRLIQSQDNIRNPEVKYRAKRYI*

NbL19g02450.1 pyridoxal_kinase [MW = 37.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00551 Formyl transferase PF02911 Formyl transferase, C−terminal domain

Protein sequence:
MSSSMMIRRFCSFTVTASSSAPPTISSNSKKKRLVFLGSPQVSASVLDALFNASAAQDSPFEVTAIVTQPPTRRDRGRKVMPSPVAQHALDKGFPSDLIFTPVKAGEEAFLSNFKALEPELCVTAAYGNILPTKFLNIPSKGTVNIHPSLLPLYRGAAPVQRALQDGVKETGVSLAYTVRKLDAGPVIARERVTVDDQIKAPDLLDLLFALGSKLLIRELPSIFDGSASGRAEEQDDSKATLAPKITPEESWLSFDEDAQVLHDKVRAFAGWPGTRSRLMVIDPSSGESSSIELKIITTRIYGGIRSQDIETNDVLFTKGSLVIPCGGGTALEVLELQLPGKRAVNAASFWNGLRGQILKR*

NbL19g02400.1 methionyl−tRNA_formyltransferase−like [MW = 38.92 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 39 77 115 189

Protein length

Gel Slice

4.2 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 39 77 115 189

Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MEGGCLTFTTASAPTRPSTLFNYIPTITKQFYSNSLPNTITHDKRRRGLSIKASTHNFSTAKPTLSRNWDVSSYSKAPSWLPRFEELDTTNMLLRQRIIFLGSQVDDMTADFVISQLLFLDAEDQKKDIRLIINSPGGSVTAGMGIYDAMKMCKADVSTICMGLAASMGAFSSHLAARERGTACRTQG*

NbL19g02380.1 ATP−dependent_Clp_protease_proteolytic_subunit_3_chloroplastic [MW = 20.67 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain
PF11421 ATP synthase F1 beta subunit

Protein sequence:
MAARRFLSCMFRSSIRHSSSKPSLTTHIHRPSPAGHLLHRAVNYATSAAAKATPAPQKKTSPPKIKETGGKITDEYTGAGAIGSVCQVIGAVVDVRFDEGLPPILTALEVMDNDIRLVLEVAQHLGENMVRTIAMDGTEGLVRGQRVLNTGSPITVPVGRATLGRIINVIGEAIDERGDIKTEHYLPIHREAPSFVEQATEQQILVTGIKVVDLLAPYQKGGKIGLFGGAGVGKTVLIMELINNVAKAHGGFSVFAGVGERTREGNDLYREMIESGVIKLGDKQGESKCALVYGQMNEPPGARARVGLTGLTVAEHFRDAEGQDVLLFIDNIFRFTQANSEVSALLGRIPSAVGYQPTLATDLGGLQERITTTKKGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSRQISELGIYPAVDPLDSTSRMLSPHILGEDHYNTARGVQKVLQNYKNLQDIIAILGMDELSEDDKLTVARARKIQRFLSQPFHVAEVFTGAPGKYVDLKESIQSFQQGVLDGKYDDLSEQSFYMVGGIEEVIAKAEKIAKESATS*

NbL19g02300.1 ATP_synthase_subunit_beta_mitochondrial−like [MW = 59.82 kDa]
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Peptide counts over 4 repeats

1 116 231 346 461 575

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00205 Thiamine pyrophosphate enzyme, central domain

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

Protein sequence:
MSNSDHQNPSAVDGNAFVAMCLARAGVDRMFGVVGIPVTSLANRAVALGTRFIAFHNEQSAGYAASAYGYLTGRPGVLLTVSGPGCVHGLAGLSNATVNTWPMVLISGSCDQKDLGRGDFQELDQIEAVKPFSKYSAKATDITKIPSCVFSVLDWAVSGRPGGCYLDLPTDVLHQTISESEAQKLINDTENCRIKEVNLKPIVKHSEIEKAAALLRKAERPLIVFGKGAAISRAENALKKLVESTGIPFLPTPMGKGLLPDNHELAATAARSLAIGKCDVALVVGARLNWLLHFGESPKWSKDVKFILVDVAEEEIELRKPCLGLIGDATKVVEMLHKVIKDDPFCLGKSHPWVEALAKKSKENVAKMEAQLTKDVVPFNFMTPMRIIRDAILQVGSPAPVVVSEGANTMDVGRSVLVQTEPRTRLDAGTWGTMGVGLGYCIAAAVSCPERLVVAVEGDSGFGFSAMEVETLVRYQLPVVVIVFNNGGVYGGDRRNPEEITGPYKEDPAPTSFVPGASYHLLIEAFGGKGYLVGTPDELRSALSESFSARKPAVINVTIDPYAGAESGRLQHKN*

NbL19g02270.1 2−hydroxyacyl−CoA_lyase−like [MW = 61.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01195 Peptidyl−tRNA hydrolase

Protein sequence:
MLQAVSVPKSCSISYSRIPSYQKPLVPTRLRVSASLPEPNGVKVEYTPWLIVGLGNPGNKYDGTRHNVGFEMIDRVSQEEGIVLNTIQSKALIGIGSIGEVPVVLAKPQAYMNFSGESVGPLAAYYQVPLRHILLVYDEMSLPNGVLRLQPKGGHGHHNGVKSVMEHLDGRREFPRFCIGIGNPPGTMDMKAYLLQKFSDIERKQVDAAFDQGVEAVRTVVLEGFGSRISRFNIGQKYKYHKV*

NbL19g01990.1 chloroplastic_group_IIB_intron_splicing_facilitator_CRS2_chloroplastic−like [MW = 26.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00101 Ribulose bisphosphate carboxylase, small chain PF12338 Ribulose−1,5−bisphosphate carboxylase small subunit

Protein sequence:
MASSVMSSAAAVSTGANAVQASMVAPFTGLKAASSFPVSRKQNLDITSIARNGGRVQCMQVWPPINKKKYETLSYLPDLSVEQLLSEIEYLLKNGWVPCLEFETEHGFVYREHHHSPGYYDGRYWTMWKLPMFGCTDATQVLAEVEEAKKAYPQAWVRIIGFDNVRQVQCISFIAYKPEGY*

NbL19g01960.1 ribulose_bisphosphate_carboxylase_small_chain_S41_chloroplastic−like [MW = 20.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MSVKVLNPNAEVLNKSAALHMNINAAKGLQDVLKTNLGPKGTIKMLVGGAGDIKLTKDGNTLLKEMQIQNPTAIMIARTAVAQDDTSGDGTTSTVLFIGELMKQSERYIDEGMHPRVLVDGFEIAKRATLQFLEKFKTPVVMGDEPDKEILKMVARTTLRTKLYEGLADQLTDIVVNAVLCIRKPEEAIDLFMVEIMHMRHKFDVDTRLVEGLVLDHGSRHPDMKRRAENCYILTCNVSLEYEKSEVNAGFFYSNAEQREAMVAAERRSVDERVQKIIDLKNKVCSGNENNFVVINQKGIDPPSLDILARAGIIALRRAKRRNMERLVLACGGDAVNSVDDLTPECLGWAGLVYEHVLGEEKYTFVENVKNPHSCTILIKGPNDHTIAQIKDAVRDGLRAVKNTIEDEAVVLGAGAFEVAARQYLINEVKKTVKGRAQLGVEAFANALLVIPKTLAENSGLDTQDVIIALTGEHDKGNIVGLNQHTGEPIDPQMEGIFDNYSVKRQIVNSGPVIASQLLLVDEVIRAGRNMRKPT*

NbL19g01770.1 T−complex_protein_1_subunit_zeta_1−like [MW = 58.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06351 Allene oxide cyclase

Protein sequence:
MATASSASAALRTISSSAKLTSSFPTTSASQKIRSFKLPNPLISQSLKLSNSTSSNSFYCKSQSSSTDSTTTKVQELCVYELNERDRGSPAYLRLSQKSVNSLGDLVPFSNKVRSFLVLTKGVKKRIFSLYFILMLILYIIFQLYTGDLKKRIGITAGLCILIKHEEEKKGDRYEAIYSFYFGDYGQIAVQGSYLTYEDTYLAVTGGSGIFAGVSGQVKLQQIIFPFKLFYTFYLKGIPDLPSELLVTAVPPSPTVEPAPEAKACEAGATVKNFTN*

NbL19g01710.1 allene_oxide_cyclase_4_chloroplastic−like [MW = 30.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
VPKTTAEEEDFHSFSKLFGYRGETMKVIAAFLLAVLGGNASPSAKDLKSILGCVGAEADDDRIELLLSQVKGKDITELIAAGREKLASVPAGGGGVAVAAPTGGAAAAAPAEEKKEEKKVEEKEESDDDMGFSLFD*

NbL19g01520.1 60S_acidic_ribosomal_protein_P2−2−like [MW = 14.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00890 FAD binding domain PF02910 Fumarate reductase flavoprotein C−term

Protein sequence:
MWRCVSRGLRASSNRSISGGGHFRRLFSSQTANVGGSSYTVVDHTYDAVVVGAGGAGLRAAIGLSEHRFNTACITKLFPTRSHTVAAQGGINAALGNMTEDDWRWHMYDTVKGSDWLGDQDAIQYMCREAPKAVIELENYGLPFSRTEDGKIYQRAFGGQSLDFGKGGQAYRCACAADRTGHALLHTLYGQAMKHNTQFFVEYFALDLLMNSDGSCQGVIALNMEDGTLHRFRAASTILATGGYGRAYFSATSAHTCTGDGNAMVARAGLPLEDLEFVQFHPTGIYGAGCLITEGSRGEGGILRNSEGERFMERYAPTAKDLASRDVVSRSMTMEIREGRGVGPLKDHIYLHLNHLPPEVLKERLPGISETAAIFAGVDVTKEPIPVLPTVHYNMGGIPTNYHGEVVTIKGDNPDAVVPGLMAAGEAACASVHGANRLGANSLLDIVVFGRACANRVAEIQRPGENQKPLEKDAGERTIAWLDKIRNSNGSLPTSKIRLNMQRVMQNNAAVFRTQETLEEGCQLIDKTWESFHDVQLKDRSLIWNSDLIETIELENLLINACITMHSAEARKESRGAHAREDFTKRDDEKWMKHTLGYWENEKVRLEYRPVHMNTLDDEVETFPPKARVY*

NbL19g01430.1 succinate_dehydrogenase_[ubiquinone]_flavoprotein_subunit_1_mitochondrial [MW = 69.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02545 Maf−like protein

Protein sequence:
AYLCGKENEKKKVGLPRITSHSTFSTLKPLVFCFFLYSGLLISNSPKLTGTLLDIGEKEAGKQMAPKNLSFKIILGSSSTARRKILADMGYDFTVMTADIDEKSIRKENAEELVVALAEAKADAIMSRLETTDHLEENTHPTLLITADTVAVYQGIIREKPSSKEEARQFIKSYSGGQATVVGSVVVTNLTKGIRKGAWERSEVYFHEIPDEVIDSLIEEGIILNVAGGLMLEHPLTLPFVDTVIGTADHVMGLPRSLTEKLIQEAL*

NbL19g01370.1 maf−like_protein_DDB_G0281937 [MW = 29.27 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MAKQTSFCPVLGFFVIGFLCFICLPAEAALKKYQFDVQVANVSRLCHAKPIVTVNGRYPGPTIYAREGDRVQINVTNFAQYNLSIHWHGLKQYRNGWADGPAYITQCPIQTGNSYVYDFNITGQRGTLWWHAHILWLRATVYGAIVIMPQQGTPFPFPQPDREEVLVLGEWWNADVEEVEKQGNALGIPPNMSDAHTINGKPGPLFPCSEKHTFAMEVEKGKTYLLRIVNAALNDELFFALANHTFTVVEIDAVYTKPFNTEAILIAPGQTTNILVRASQVPGRYFMAARAFMDAPISVDNKTATAIFQYKGIPESVLPKLPSLPAQNDTDFALTYNSKLKSLNTPKYPANVPLNVDRHLLFTVGLGINPCPTCLNGTRLTASLNNITFSMPQTALLQAHYFNIKGVYTPDFPDKPPTPFNFTGAPLTANLRTNLGTRLNKIAFNSTVELVIQDTNLLSVESHPFHLHGYNFFVVGTGVGNFDPKKDPAKYNLIDPIERNTVGVPTGGWTAIRFRADNPGVWFFHCHLELHTGWGLKTAFLVEDGPGSDHSILPPPKDLPRC*

NbL19g01220.1 laccase−11−like [MW − SP = 59.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MAENNGQGIGRNSVTSRVALNERILSSMSHRSVAAHPWHDLEIGPGAPAIFNCVVEIPKGSKVKYELDKASGLIKVDRILYSSVVYPHNYGFIPRTICEDSDPMDVLVLMQEPVLPSTFLRARAIGLMPMIDQGEKDDKIIAVCADDPEFRHYSDIKELPPHRLAEIRRFFEDYKKNENKSVAVEDFLPAEAAVDAIKYSMDLYASYIVESLRK*

NbL19g01150.1 soluble_inorganic_pyrophosphatase−like [MW = 24.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPTYTAIAMDRLIESGGSKSMATSKNIPDSKFARRSNTPNSRIDRSKNGSTSKLERKIVESNVKLDGTNCKSSVIVDRKDHWTQISPALYTTPKPTPLPDSPSSFPPSPYIINHKRRGPRLSKSFAEDDFGTQQQALDGEKIDENVTDTEKELLGTSIDDSSISRDTVNCAKEDNLLITTDNLVNSGEVSDLSNGDLLHEDLPNGSAGQNGTLKSVAFNLQRGGEADDFFDPQESLSVKSNGESENNGGLQRSVSAMTPLGEFYDAWEELSSENGPQIPTHDFENELREIRLSLLMEIEKRKHVEEALSNMQTQWQRIREQLSLVGLNFPPCPVAGDGLDNEQLDDQVEDLFQQVHIVRFVSDSIGRGIAKAEVEIEMEAQIESKNIEMARLWDKLNYYEAVNREMSQRNQEAIETARRLRHIRKRRQKKWIWGSIAATITLGSAVLAWSYFSAERASSSSNQSHSLEGDSTSEL*

NbL19g01070.1 uncharacterized_LOC109238053 [MW = 53.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAWSMSFFIFIALLAFAPICFSFKSNNGYLYPQYYYRSCPKAQEIVKSVVANAVAKETRMAASLLRLHFHDCFVKGCDASLLLDSSRDIVTEKGSNANKNSARGFDVLDEIKSALEKECPQTVSCADILALAARDSTVLAGGPNWEVPLGRRDSRSASLSGSNNNIPAPNNTFDTILSKFKRQGLDLVDLVALSGSHTIGNSRCTSFRQRLYNQSGNNQPDSTLDQSYAAQLRNRCPKSGGDQNLFFLDFVSPTKFDNSYFKNLLASKGLLNSDQVLATKSQASLALVKQYAENNALFFEHFAKSMVKMGNISPLTGSSGEIRKNCRKMN*

NbL19g00880.1 peroxidase_72−like [MW − SP = 33.81 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00919 Uncharacterized protein family UPF0004

PF01938 TRAM domain
PF04055 Radical SAM superfamily

Protein sequence:
MASSLSSLSTMLSQPHCAIRIKFPKQYSSFHVRFLSSKLQLQSSSCRRTSAALRRSSTFSLKISRNFSNCQSRSSLPSKDQIPSLHHFIPKATAPTVSASDVQSEPVMISDAMPRGRIYHETYGCQMNVNDMEIVLSIMKNAGYTESVEVPENAEIIFINTCAIRDNAEHKVWQRLNYFWFLKRQWKSNVAIGRSQSIHPPKVVVLGCMAERLKDKILDSDKMVDVVCGPDAYRDLPRLLEEVDYGQKGINTLLSLEETYADINPVRISKNSISAFVSVMRGCNNMCSFCIVPFTRGRERSRPVESIVKEVAELWKEGVKEVTLLGQNVNSYNDTSGVENPAEPAVSWELSDGFSSMCKVKHVGLRFADLLDRLATEFPEMRFRYTSPHPKDFPDDLLYVMRDRYNICKSIHLPAQSGSSAVLERMRRGYTREAYLDLVKKIRDIIPDMGISSDFICGFCGETEEDHEDTLSLVKAVCYDMAYMFAYSMREKTHAHRKYVDDAPDDVKQRRLTELIEAFRGSTGQNYDSKIGTLQLVLVEGPNKRAPDTELIGKSDRGHRVSFANLPIPDKVDNNGKRNPKIGDYVEVHITKSTRASLFGEALAITKLSSFYSSSHEEAVAFSSRT*

NbL19g00840.1 CDK5RAP1−like_protein [MW = 70.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAEEGQVIGVHTVDAWNEHLQKGIDDKKLIVVDFTASWCGPCKFIAPFFAELAKKIPTVTFLKVDVDELKSVATDWAVEAMPTFMFLKEGKIVDKVVGAKKDELQQTIAKHISGTSTA*

NbL19g00810.1 thioredoxin_H−type_2 [MW = 12.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKTSPVLDKTEFVKGQSLRQPSVSVVRCHPAAPSALTVRASSYADELVKTAKTIASPGRGILAMDESNATCGKRLASIGLENTEANRQAYRTLLVSVPGLGDYISGAILFEETLYQSTVEGKKIVDVLVEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRSAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAISQDNGLVPIVEPEILLDGEHNIDRTFEVAKKVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKERATPHQVADYTLNLLRQRIPPAVPGIMFLSGGQSEVEATLNLNAMNQGPNPWHVSFSYARALQNTCLKTWGGRPENVQAAQEALLVRAKANSLAQLGKYTGEGESEEAKKGMFVKGYVY*

NbL19g00680.1 fructose−bisphosphate_aldolase_1_chloroplastic−like [MW = 42.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MSLSSFSTVPTAKFRLKTTPLTLHSPFLHRLPLRALKTHKPTSLHISKSSISASLEAGVGVMATKLGMMSFFEESGTVVPVTVVGFREGNIVTQIKTEATDGYNAVQVGYRRVRDRKLTKPEMGHLEKSGIIPLRHLQEFRLQCIDGFEVTQKLDFGELFKEGDLVDVSGTTIGKGFQGGIKRHNFKRGQMTHGSKSHRQLGSIGAGTTPGRVYKGKKMPGRMGGTKRKIRKLKIVKIDDQLNIIMIKGALPGKPGNLLRIAPAKIVGKNIPKN*

NbL19g00300.1 50S_ribosomal_protein_L3_chloroplastic [MW = 30.03 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00013 KH domain

PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar)
PF14608 RNA−binding, Nab2−type zinc finger

Protein sequence:
MEFGRKRIVDGAFAGNGGMKKSRNESESFTSGVGSKSKPCMKFYSTSGCSYGEGCHFLHYVPGYSAMNQISNMGSNPSVPVGRNRAPFSDGPASTMKSKLCSKYNTAEGCKFGDKCHFAHSEMEIGKPVAPAYDDFQAAGPPSRFPGYHKPSQPSPAATNFGASATTTISIDAALAGTIIGRNGVNSKQICRLTGVKLSVKDHETDSNRRNIELQGTFDQINQASAMVREIISNVGTPTGGPKNTGPFARGPAGPFKTKMCSNFSKGSCTFGEKCHFAHGASELQKPLA*

NbL19g00260.1 zinc_finger_CCCH_domain−containing_protein_44−like [MW = 30.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01025 GrpE

Protein sequence:
GDLRKERKEPKTLQPIGLSSPSISTVPYNTMATTSLKTPTTTLRPPSTAVSAYAVKPNRITFLSYSHRRREQTPLLPRVCRIHHSANTIAQLPHRLVEKFAVFASNGDATEAAQTETKEPEQEVQESEQEENVDGTAAEDAPDEGDNAATDEIGSFIATTLQLYRDALANSDDSKVAEIEISLKSIENEKIELQRKVASLTEELSSERDRVLRISADFDNFRKRTERERLSLVTNAQGEVVEKLLSVLDNFERAKMQIKVATEGEEKINNSYQSISKQFGEILGSLGVETVDTVGKPFDPLLHEAIMREDSEEFEEGVILEEYRKGFKLGDRLLRPSMVKVSAGPGPAKPETAEPKEEQHKVEEKSEEGTAETAGDEGTGEGGN*

NbL19g00190.1 protein_GrpE−like [MW = 42.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08661 Replication factor A protein 3

Protein sequence:
MDTSNPAVFVNAELLRSYVGRKVRAVIQVMRSDGGTVIGRSTDEQQIVVKGNPPGPLTTFVEVIGIADSNQSIRAEIWSNFGDTLGITLDHSMNNFDNVLSHDVCRWWNLYDCFLCLLCVGSALALKSFTTNDL*

NbL19g00170.1 replication_protein_A_14_kDa_subunit_B−like [MW = 14.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00560 Leucine Rich Repeat

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MAAVIETQSLGFLVIVLALAVSVWGNSEGDALYALRRSLSDPDNVLQSWDPNLVNPCTWFHVTCNGDNHVTRVDLGNSKLSGHLVPELGKLEHLQYLELYKNNIQGTIPKELGNLKSLISLDLYNNNISGTIPPSLGKLKNLVFLRLNDNQLTGPIPRELSSVSSLKVVDVSNNNLCGTIPTSGPFEHIPLNNFEHNPRLEGPELLGLASYDTNCS*

NbL19g00150.1 BRASSINOSTEROID_INSENSITIVE_1−associated_receptor_kinase_1−like [MW − SP = 21.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAFFTKAGNILRQAVSKQHINHAISASKPSIFQLIRCMSSSKLFVGGISWNTNDDSLKQAFSKYGDVVEARVIVDRETGRSRGFGFVTFNSSEDASAAIQALDQQELDGRRIRVNIANDRTRGYGGGGGGGFGAGGYGGGGGFGAGGYGGGGNYGAGGYGGGGNYGAGGYGGGGNYGSGGGGDANVTGSYGANNYTSGESSFGFGTSGGNNFPSGDSYASENQNLDAAAAGSGDTYGTGEAASNSFTSSFGSNDQFGNVDTSNQAETGDVNSPVDAGEDYRDDNVESGDYANRRA*

NbL19g00140.1 glycine−rich_RNA−binding_protein_2_mitochondrial−like [MW = 29.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSLLIFTTAPSLPLSSHSSSTSAFPSSRLCNSHITPKPKSYANYHIQAPIIFNKKGALIAKAAADIDSVGSDNPEPAPKNNEESVPVENLPLESKLQQKLDQKMKMKLAKKIRLRRKRLVRKRHLRKKGRWPPSKMKKNKNV*

NbL19g00110.1 50S_ribosomal_protein_5_chloroplastic−like [MW = 15.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08920 Splicing factor 3B subunit 1

Protein sequence:
MDDEIQNTQEERKKMEEQLASMNSVTFDTDLYNTNRFEGYEKSIPVNDDDDTFDTENEVARKMASFTAPKQFFKEAPRAGEEDEPTGFNKPSKIIDREDDYRRRRLNRVISPERNDPFLDKTPGPEVRTYADVMREEALKRQKEELMKEIAKKKKEEQEKGADRKEEVEKPAQKRRNRWDQSQDDVGAKKAKTGSDWDLPDSTPGIGRWDATPTPGRVGDATPSVKKNRWDETPTPGRVADSDATPAGGATPGATPAGMSWDATPKLAGLATPTPKRQRSRWDETPATMGSATPMAGATPAAAYTPGVTPVGGVELATPTPGAINLRGPMTPEQYNLMRWEKDIEERNRPLTDEELDAMFPQEGYKILEPPPSYVPIRTPARKLLATPTPIGTPLYSIPEENRGQQFDVPKEMPGGLPFMKPEDYQYFGSLLNEEDEEELSPDEQKERKIMKLLLKVKNGTPPQRKTALRQLTDKAREFGAGPLFNRILPLLMQPTLEDQERHLLVKVIDRVLYKLDELVRPYVHKILVVIEPLLIDEDYYARVEGREIISNLSKAAGLATMIAAMRPDIDNIDEYVRNTTARAFSVVASALGIPALLPFLKAVCQSKKSWQARHTGIKIVQQIAILIGCAVLPHLRSLVEIIEHGLNDENQKVRTITALSLAALAEAAAPYGIESFDSVLKPLWKGIRSHRGKVLAAFLKAIGFIIPLMDAVYASYYTKEVMVILIREFQSPDEEMKKIVLKVVKQCVSTEGVEPDYIRQDILPEFFRNFWVRRMALDRRNYKQLVETTVEIANKVGVADIVGRIVEDLKDESEPYRRMVMETIEKVVANLGASDIDARLEELLIDGILYAFQEQTSDDANVMLNGFGAVVNALGQRVKPYLPQICGTIKWRLNNKSAKVRQQAADLISRIAVVMKQCGEEQLMGHLGVVLYEYLGEEYPEVLGSILGALKAIVNVIGMTKMTPPIKDLLPRLTPILKNRHEKVQENCIDLVGRIADRGAEFVPAREWMRICFELLEMLKAHKKGIRRATVNTFGYIAKAIGPQDVLATLLNNLKVQERQNRVCTTVAIAIVAETCSPFTVLPALMNEYRVPELNVQNGVLKSLSFLFEYIGEIGKDYIYAVTPLLEDALMDRDLVHRQTAASAVKHMALGVAGLGCEDALVHLLNYVWPNIFETSPHVINAVMEAIEGMRVALGAAVILNYCLQGLFHPARKVREVYWKIYNSLYIGAQDALVAAYPILEDDETNVFSRPELNMFI*

NbL19g00100.1 splicing_factor_3B_subunit_1 [MW = 141.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05721 Phytanoyl−CoA dioxygenase (PhyH)

Protein sequence:
MGIEGGNLSSEQLQFFDSNGYLVLESFANPAEIESLRNRMEQLLDEFDCSSTASIFSTKNQQQTTNDHFFESAEKISFFWEEKAFDEDGNLKQPKQLSINKVGHALHEKDPVFNKFSSSDKASGMLRSLGYRSPVVIQSMYIFKQPGIGGEVVPHQDNSFLYTEPTTCTGLWLALEDATIINGCLWAIPGSHKDGLVRRFLRDENGVHFDKPSPCYYQKDFIPLEVKAGSLVVIHGDLIHQSFENKSSKSRHAYSLHVVDTNGCKWAEDNWIRRNVDPVPLYSS*

NbL19g00040.1 phytanoyl−CoA_dioxygenase [MW = 32.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24 PF05195 Aminopeptidase P, N−terminal domain

Protein sequence:
MASSSSSSSLSPPMIPMELHSLNREKLLNSLREHLSSSSRPLQGFVLLQGGEEQTRHCTDHLELFRQESYFAYLFGVQEPGFYGAIDIASGKSMLFAPRLPADYAVWMGEIKPLTHFQEKYKVTQVFYTDEIKEVLSNQYQVMGTPLLFLLHGLNTDSNKYCKPAEFQGIKKFQTDLNTLHPILTECRVIKSTLELALIQFANDISTEAHVEVMRKTKVGMKEYQLESMFLHHTYMYGGCRHCSYTCICATGDNSAVLHYGHAAAPNDKTLREGDMALLDMGAEYHFYGSDITCSFPVNGKFTRDQSLVYTAVLDAHDAVISAMSPGVSWVDMHKLAEKIILVSLKKGHLLVGDVDKMMTERLGAVFMPHGLGHLLGIDTHDPGGYLKGAERPKEPGLSSLRTSRKLLEGMVITVEPGCYFIDALLLPALESPSVSEFFNHGEINRFRAFGGVRIESDVCVTANGCINMTKCPRKIEEIEAVMAGVPWPIKKTTFPSGNGKV*

NbL18g20630.1 xaa−Pro_dipeptidase [MW = 55.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MANRFGVKLQNRLPNLAGVYPFSAPITTTNSFFYSYKKSRIVGKRRAFIPRRVVLGIGISVWSQFISMAANVGGKSFMASASQKSAIEQVLKNVEWPEQFPFRDEDFQRFDESPDTLFYEMPRFVTHIDDLAIAALTKYYSEVLPPSNAPGVAILDMCSSWVSHYPAGYKQERIVGMGLNEEELKRNPVLTEYVVQDLNSNPKLPFGDNTFDVITNVVSVDYLTKPLDVFKEMSRILKHGGLAIMSFSNRCFFTKAISIWTSTGDADHVMIVGSYFHYAGGFEPPQAVDISPNPGRSDPMYIVYSRKIATA*

NbL18g20450.1 uncharacterized_LOC107790078 [MW = 34.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00383 Cytidine and deoxycytidylate deaminase zinc−binding region PF08211 Cytidine and deoxycytidylate deaminase zinc−binding region

Protein sequence:
MDQDQPKFVVEASEAESIAQKLGLSSVRHLLPALVQPAQTLARPPISNYHVGAVGLGSDGRVFFGVNLEFPGLPLHHSVHAEQFLLTNLAVHRCPRLVAFAVSAAPCGHCRQFLQELRNPSSLQIHITSHHQNNPDVVTFKPLSEILPNPFGPFDLLDGETPLLLERHNNGFSLFNDNHDADLCNGFSDNDSKRVNGVANLSNGFCKKTETENTNLLKIAALEAANDSHAPYSGCPSGVALMDSEGKIYRGSYVESAAYNPSLGPVQAALVAYVAGGGGGYERIVAAALVEKEGAKVRQEDTTKLFFKMVSPKCDLRVFNCSFAKNGCI*

NbL18g20430.1 cytidine_deaminase_1−like [MW = 35.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01663 Type I phosphodiesterase / nucleotide pyrophosphatase

Protein sequence:
MMNSDSVSLIASSNNKPMAIPTKEEEEAPPISTSLLSFDTDSSSTFTPPKPSLTNVIFTALILVTCIALSAAIAFGFLFFSSSYSHSSQPISNVVSRPLKKLKRPVVLLISSDGFRFGYQYKTDVPNINRLIRNGTEAELGLIPVFPTLTFPNHYAIVTGLYPAYHGIIDNFFLDPNTGEAFTMGSHDPKWWLGEPLWETVVNHGLKAATYFWPGSEVIKGGWTCPESLCVRYNGSVPFEERVDTVLNSFDLPIDEIPSFMTLYFEDPDHQGHKVGPDDPQITEAVARVDAMIGRLIRGLEERGVFEDVNIIMVGDHGMVGTCDKKLIFLEDLAPWIEISKDWIQSYSPLLSIRPPASYSAKDVVTKMNEGLKSGKVQNGQYLKVYLKEELPARLHYFASDRIPPIIGLIDESFKVEQKSSKRKECGGSHGYDNAFFSMRTIFIAHGPRFARGSKVTSFENVQIYNLVTTILNIQGASNNGTTSFPKTILLPSH*

NbL18g20390.1 ectonucleotide_pyrophosphatase/phosphodiesterase_family_member_3−like [MW = 54.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12265 Histone−binding protein RBBP4 or subunit C of CAF1 complex

Protein sequence:
KKAESIRSKFCSKGFLLRVLTSPQKNSAMETTPSSQPKKRGRPKGSSTKTKEERDKEPHRMRGSITDKKAAANAIDEKYVQWKSLVPVLYDWFANHNLVWPSLSCRWGPIVEQGALKNRQRLYLSEQTDKSVPNTLIIANCDVVKPRVAAENHIANFNEEARSPFVKKYKTIIHPGEVNRIRELPQNKNIVATHTDGPEVLIWDIEAQPNKHAVYGAAASRPDLVLSGHQDNAEFALALCPMEPFVLSGGKDKTVVLWSIQDHISTLAADAIKPAGSAGSIIKSADNPSIGPRGIFQGHGDTVEDVQFCPSSSQEFCSVGDDSCLILWDARVGNNPVVKVEKAHDADLHCVDWNPHNDNLIITGSADNSVRLFDRRNLTSDGVGSPVHKFEHHTAAVLCVQWCPDRASVFGSSAEDGLLNIWDYEKVGETTDTEAKSQDDPPPGLFFQHAGHRDKIVDFHWNASDPWTIVSVSDDLETSGGGGTLQIWRMSDLLYRPEEEVLAELQQFKDHVSKCAPKP*

NbL18g20290.1 WD−40_repeat−containing_protein_MSI4−like [MW = 57.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MGGVRLQLLCLVLKVCVFALVLQESAGFSLSPSPSASSAIPPIEEGIPSSVSHGKAFRSNAPAPAFELNGTSSPPANVLPPLTSNPVPQPKEVLTPSLQPSAPTLLPPPSSAPPAISSAPPPAASLPALPPPPIKWNGPALVLPPSAPKRERQHTEQPVSVPEAPAPVSSPGRNSPEDAPTKAPLLPGSKPPSGSNAPESPLSSIAPAPRGKPHNSHPAIPRNPEVSPSIPPVLNVPSPRGKLQKPLPVRPTNPEVSPSIPPATVAPPPRKLPNNSPPSHPRIPLKPPSSSPGKHDISPVSTLRPSIHHKRASAPAAAPPNGIISQHPAKAPTEHKAMGSSTNAPHKFFNSSPKERLYPPLSAPSTSFQRDHHLKDNMTAITPSSYEVHPHLSTEQGPLIPPSPSFHTKSYPKTNLRHQSHSPLTAGSSAPPLLTPLTSPESHDSPAIAPSPAASSRPTKKPFLSPKMSPVGSSSREPKIPHPFQALPPPPPNEDCASLACAEPFTDGPPKAPCVCVLPMRVGLRLSVALYTFFPLVSELATEIAVGVFIDPSQVRIMGANSASQYPEKTIVLIDLVPLGEKFDNTTAFLTSQRFWHKQVLIKASLFGDYDVLNVQYPGLPPSPPSAASEIDTIGSRPYPGDNNRRTIQPLGVDVSGQRHKSGPNRSVIAVIVLSASIAVILCCAVAWVLLFRHRDHGCQSDPTSPTTLPSLAKSSGIAASMIGSRPNSPSLSFSSSFAAYTGSARTFSSSEIERATDNFNEARVLGEGGFGRVYSGVLDDGMKVAVKILKRDDQQGGREFLAEVEMLSRLHHRNLVKLIGICIEERSRCLVYELMPNGSVESHLHGVDKEISPLDWHARMKIALGAARGLAYLHEDSSPRVIHRDFKSSNILLEHDFTPKVSDFGLARAALDEENRHISTRVMGTFGYVAPEYAMTGHLLVKSDVYSYGVVLLELLTGRKPVDMSQPPGQENLVAWARPLLTSEEGLELIVDSTLGTDFPFDDIVKVAAIASMCVQPEVSHRPFMGEVVQALKLVCSEGERTKEFVSRSCSRDDLSIDMDARMSTASGHLLNPRSPVSNSDSELDVERGLSMSDILSPLARFGKKDSSPFRRYSSSGPFRTGKTRRLWQKMRRLSAGSVSEHGMMFGLQPGSH*

NbL18g20260.1 receptor−like_serine/threonine−protein_kinase_ALE2 [MW − SP = 120.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01253 Translation initiation factor SUI1

Protein sequence:
MAEKPQPVQVLYCGNCGLPAEFCEFGPDFEKCKPWLIQNAPDTYPDLLKESNGKEADKVSDKLQSTSISEGSSASKPEEVKRLPGGKIKKKDKQEIIIEKVTRNKRKSITTIKGLELFGVKLSDASKKLGKKFATGASVVKGPTEKEQIDVQGDIFYDIVDFITETWRDVPESAIFFIEDGKKVPAA*

NbL18g20240.1 translation_machinery−associated_protein_22−like [MW = 20.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12894 Anaphase−promoting complex subunit 4 WD40 domain

Protein sequence:
MKLASLDSIQNAHEDSLWTAAWVRSTGDKPALLLTGGLDETVRIWDPTNFTCLQTNTGHCLGVVSVTAHPNRRIAASASIDCFIRVFEVDTNNTIATLEAPPSEVWQLQFSPDGGTLAAAGGGSSSVKLWDTTQWQLIATLSIPRQGGTQPSEKSGNKKFVLSVAWNPDGRLLACGSVDGTISVFDVARAKFLHFLEGHSMPVRSLVFSPSHHDSRILFSASDDGHVHVYDAEGKTLLTSLSGHASWVLSVDVSPDGAAIATGSSDKTVRLWDLKMRAATQTLTNHTDQVWSVAFGPTSRTDVRSCMLASVSDDKSISFYQYS*

NbL18g19830.1 WD_repeat−containing_protein_VIP3−like [MW = 34.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00628 PHD−finger PF12165 Alfin

Protein sequence:
MEGGAQNNPRTVEEVFRDFKGRRAGMIKALTTDVEEFYQQCDPEKENLCLYGFPSEQWEVNLPAEEVPPELPEPALGINFARDGMQEKDWLALVAVHSDAWLLSVAFYFGARFGFDKTDRKCLFNMINDLPTIYEVVTGVAKKQVKDRSTISNHSSNKSKSNSKAGKYSKAHVDEDDGLDEEEDEEHGDTLCGACGENYASDEFWICCDICERWFHGKCVKITPARAEHIKQYKCPSCSNKRSCP*

NbL18g19750.1 PHD_finger_protein_ALFIN−LIKE_4−like [MW = 27.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00189 Ribosomal protein S3, C−terminal domain PF07650 KH domain

Protein sequence:
MATQISKKRKFVADGVFFAELNEVLTRELAEDGYSGVEVRVTPMRTEIIIRATRTQNVLGEKGRRIRELTSVVQKRFNFKEGTVELYAEKVNNRGLCAVAQAESLRYKLLGGLAVRRACYGVLRFIMESGAKGCEVIVSGKLRAQRAKSMKFKDGYMISSGQPVKEYIDSAVRHILMRQGVLGIKVKIMLDWDPKGKQGPTTPLPDLVTIHPPKEEEEYNIPPPAAPVDIEVSVPIS*

NbL18g19710.1 40S_ribosomal_protein_S3−1−like [MW = 26.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07876 Stress responsive A/B Barrel Domain

Protein sequence:
MKLVEQIVRSLSTTQTHHKISQNLIHSRKMLGLKTSGPALTPCSHFLSPNPTTATFRHFKPYSSFRSIKMSAEQIVEHVVLFKAKPDVDPSKLSAMATNLNSLTSLNQVVHLSAGPLIRDRSSAFSFTHILHSRYKSKSDLADYSAHPDHVSVVKEYVLPVVDDIMAVDWIPTDFSGPIEVPPGSALRVTFLKLKENLGENEKSQILNAVGGIKEKFPGIEQLTVGENFSPGRAKGFSIASIAVFKGVNELEALEAQTELANEQKEKVRDFLDGVVVVDYAVPPTQSASL*

NbL18g19670.1 stress−response_A/B_barrel_domain−containing_protein_UP3 [MW = 31.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13839 GDSL/SGNH−like Acyl−Esterase family found in Pmr5 and Cas1p PF14416 PMR5 N terminal Domain

Protein sequence:
MKGGLKVPRISLILIGLVCATVITLAYVKSPFLSSWTPSQDHVFQISPDYKVKDEEVLREQNRLGKSEESVKFEPTISNSSTKGSSTKDQAAEELITNTEIEGSAGIPPSFAQKGDLKGALEEKSSSREQENEVAAPVNSVDSSIENLTSASKDHGCNLAKGRWVTDDSRPLYSGFGCKQWLSSMWACRLTQRMDFEYEKLRWRPRDCEMEEFTGSNFLKRMENKTLAFIGDSLGRQQFQSLMCMITGGEDRPDVLDVGREYGLVKARGAKRPDGWAYRFPSTQTTILYYWSASLCNLTPINASNPATDYAMHLDRPPAFLSRFLPRFDVLVLNTGHHWNRGKLNANRWVMHVGDVPNTNRKIADIAGAKNFTIHSIINWVNSQLPKHPGLKVFYRSISPRHFFNGDWNTGGTCDNTTPLAGGKEVLQDESSDSTAARAVKGTAVKLLDITAVSELRDEGHISRYSIKATPGMQDCLHWCLPGVPDTWNEILFAQL*

NbL18g19380.1 protein_trichome_birefringence−like_14 [MW = 55.35 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
AMASFKSCVFFLFLLFVISSIHAYQVSHDGRAITINGERRVLLSGSIHYPRSTAQMWPDLIRKAKEGGLDAIETYVFWNAHEPLRRQYDFSGNLDLIRFLKTIQYEGLYAVLRIGPYVCAEWNYGGFPVWLHNMPGIELRTANQVYMNEMQNFTQLIVDMVKQEKLFASQGGPIILAQIENEYGNVQTSYGDAGKAYVDWCANFAQSLDVGVPWIMCQQPDVPQSMINTCNGWYCDDFTPSNPNTPKMWTENWTGWFKNWGGKDPLRTAEDVAYSVARFFQTGGTFQNYYMYHGGTNFGRTSGGPYITTTYDYDAPLDEFGNLAQPKYGHLKELHDVLHSMEKTLTSGNITNSDLGNSVVVTIYALDGQSSCFFSNANETTDATINYQGVQYNVPAWSVSILPDCKTEVYNTAKVNTQTSVMVKKSNDAENEPASLQWSWRPEKIDEAVVLGRGQSSAHELVDQKVANDVSDYMWYMTNVYIGKNDPIWTDNMTLRVNGSGHILHAYVNGQYLGSQWATYGIFNYVFEKQVKLNPGRNHISLLSATIGLQNYGAHFDTVQSGIPGPVEIIGKNGDESVIKDLSSHKWSYKVDLNGINNKLFSGNPKFENGQWFSQDVPINRMMTWYKTTFKAPLGNDPVVVDLQGLGKGHAWINGESIGRYWPSYLAEEEGCSTDLCDYRGKYGPDKCASGCNEPTQRWYHVPRSFLKSDENTLVLFEEFGGNPSLVNFQTVEVGTACGSSYENKTMELSCNGKPITAIRYANFGETEGICGSFDKGSCSSENDAVSIVEKECVGKEKCSVLASEGVFGSTNCGKNAKRLIVEAVC*

NbL18g19260.1 beta−galactosidase_15−like [MW − SP = 89.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00109 Beta−ketoacyl synthase, N−terminal domain PF02801 Beta−ketoacyl synthase, C−terminal domain

Protein sequence:
MASSTVSSWVMGSTCMSVACEREHDKHSLSGISSKSKCKWASQTRTRVLPKSKSTAQTGEVMAIAAQPAMEVAVKKKPPTKERRVVVTGMGVETPLGHDPHEFYENLLQGVSGISEIEAFDCSQYPTRIAGEIKSFSTDGWVAPKLSKRMDRFMLYMLTAGKKALSDGGITEDIMDELDKRRCGVLIGSALGGMKVFNDAVEALRVSYRKMNPFCVPFATTNMGSAMLAMDLGWMGPNYSISTACATSNFCILNAANHIIRGEADLMLCGGSDAAIIPIGLGGFVACRALSQRNGDPARASRPWDSNRDGFVMGEGAGVLVLEELEHAKQRGATIYAEFLGGSFTCDAYHMTEPHPEGTGVILCIEKALAQSGVSKEDVNYINAHATSTLAGDIKEYQALLYCFGQNPELRVNSTKSMIGHLLGAAGAVEAVATIQAIRTGWVHPNINLENPDEGVDTTKLVGPIKERLDIKVALSNSFGFGGHNSSILFAPYK*

NbL18g19210.1 3−oxoacyl−[acyl−carrier−protein]_synthase_II_chloroplastic−like [MW = 53.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MICVRTLSSYSGSAINTPQDLAQAGVKVSLSRAQKASDFLSELKVQSKRERGALSDCVEQMADSMDELSKTLSELKHLSKGNAFKWQMSNLETWVSAALTNEDTCIDGFKEIDGKLRSDVKRKITNVARVTSNALYLINQLDDSRNKTAAHP*

NbL18g19190.1 21_kDa_protein−like [MW = 16.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00578 AhpC/TSA family

Protein sequence:
MASLSISVKHTLPSLLHNQTPKNPISQNLTIVSRSSQSHFYGLKVQNSPSFSTPSSSSPKISIVAKVNKGTVPPPFTLKDQDGKSVSLSKFKDKPVVVYFYPADETPGCTKQACAFRDSYEKFKKAGAQVVGISGDDPASHKAFAKKYRLPFTLLCDEGNKVRKEWGIPGDLFGTLPGRQTYVLDKNGVVQLIYNNQFQPEKHIDETLKLLQSL*

NbL18g19130.1 peroxiredoxin_Q_chloroplastic−like [MW = 23.59 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 162 323 484 804

Protein length

Gel Slice

3.1 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50

Peptide counts over 4 repeats

1 162 323 484 804

Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
MTASGLSIKKSLEESILAHPDEILALKSRIETEGKGVMKPVDLLKQLVSVTSKTNGVKVTPSALVEVLSCSQEAVIVPPKLALAVRPRPGVWEYLSLNLKTKKVAELSIPEYLQLKENTVDESGNILELDFEPFTTVTPPKTLSDSIGNGLEFLNRHIASKMFHDKEISKCLLDFLRNHNYKGKSLMVKESIQSLESFQLVLKKAEEYLCTLNPETPYSNFESKFEEIGLERGWGNTAERVQDTISHLLHLLEAPNASSLENFLGRIPLVFNVVILTPHGYFAQDNVLGYPDTGGQVVYILDQVPAMEREMLHRMKLQGLDDIIPRILVVTRLLPDAVGTTCGERMEKVYGAEHSHIIRVPFRTEKGMLRKWISRFEVWPYMETFTEDVAEELVKELQAKPDLIIGNYSEGNLAASLLAKKFGATQCTIAHALEKTKYPNSDLNWKKFDDKYHFSSQFTADLFAMNHSDFIITSTFQEIAGSKNTVGQYESHTAFTMPGLYRVVHGIDSFDPKFNIVSPGADMSIYFPYTEKEKRLTNFHAEIEELLYSPVENKDHLCVLKDRNKPILFTMARLDRVKNLTGLLEWYAKNARLRELVNLVVVGGDRRKESKDLEEQAEMKKMYDLIETYNLNGQFRWISSQMNRVRNGELYRYIADTRGAFVQPAFYEAFGLTVVESMTCGLPTFATCNGGPFEIIVNGKSGFHIDPNQGDKAADMLVNFFEKSKEDPSYWDTISKGGLQRILEKYTWQIYSQKVITLSGIYGFWKYATKNDKVASAKKRYLEMFYELGFKKSAQKVPLAIDE*

NbL18g19090.1 sucrose_synthase−like [MW = 91.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
MAERVLTRVHSLRERLDATLAAHRNEILLFLSRIESHGKGILKPHQLLAEFESIHKEDKNKLNDHAFEEVLKSTQEAIVLSPWVALAIRLRPGVWEYVRVNVNALVVEELTVPEYLQFKEELVNGTSHDNFVLELDFEPFTASFPKPTLTKSIGNGVEFLNRHLSAKMFHDKESMTPLLEFLRVHHYKGKTMMLNDRIQDLNNLQNVLRKAEEYLTTLSPETSYSAFEHKFQEIGLERGWGDTAECVLEMICMLLDLLEAPDSCTLEKFLGRIPMVFNVVILSPHGYFAQENVLGYPDTGGQVVYILDQVPALEREMLKRIKEQGLDIKPCILIVTRLLPDAVGTTCGQRLEKVFGTEHSHILRVPFRTEKGIVRKWISRFEVWPYMETFTEDVAKEIAAELQAKPDLIIGNYSEGNLAASLLAHKLGVTQCTIAHALEKTKYPDSDIYLKKFDEKYHFSAQFTADLIAMNHTDFIITSTFQEIAGSKDTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADMNLYFPYFEKEKRLTAYHPEIEELLFSDVENDEHTCVLKDRNKPIIFTMARLDRVKNLTGLVELYAKNPRLRELVNLVVVGGDRRKESKDLEEQAEMKKMYELIKTHNLNGQFRWISSQMNRVRNGELYRYIADTRGAFVQPAFYEAFGLTVVEAMTCGLPTFATNHGGPAEIIVHGRSGFHIDPYHGDQAAELLADFFEKCKKEPSHWEAISEGGLKRIQEKYTWQIYSDRLLTLAAVYGFWKHVSKLDRLEIRRYLEMFYALKFRKLAEAVPLAIE*

NbL18g19080.1 sucrose_synthase−like [MW = 92.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10075 CSN8/PSMD8/EIF3K family

Protein sequence:
MGKEETAQKSQLAVTVEQLIAVNPYNPDILPDLENYVNEQVSTQTYNLDANLCLLRLYQFEPERMSTPIVARILVKALMAMPAPDFSLCLFLIPERVQMEEQFKTLIVLSHYLETARFRQFWDEAAKSRHIVEVVPGFEQAILAYAVHVLSITYQKVPRAIVAEAINIEGLSLDKFLEHQVSNNGWVIEKGQGKGQLITLPPTEFNHPELKKNTADSVPLEHVTRIFPILG*

NbL18g19060.1 eukaryotic_translation_initiation_factor_3_subunit_K [MW = 26.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12765 HEAT repeat associated with sister chromatid cohesion

Protein sequence:
MSRQIEMKTHVNMVKGRGPSRVNSQQVAFELKQRVVLALNKLADRDTYRLGVEELEKIIECLTPDGVAPFLSCILDTDSEQKSAVRKESIRLMGMLANFHDNIVVPHLGKMVSSIVKRLKDSDTVVRDACVDTVGILASKMSSVAGDDDNDGVFVVLVRPIFESLGEQNKQVQTGSALCLARVIDSIQNPPAAILQKMLAKTVKLLKNPHFMAKPAVIELNRSIIQAGGANTHSALSIAMASIQEVLKNSDWATRKAACAALGDIASTGGALFSAFKSSSIRSLESCRFDKVKPVRDSALQALHMWKRLPGPGTPEPSEAGSSIKENRYKDDYGDITSASESTLKDATPKKFGCDSTRNKLPLSLRKAGHNHVEKPQHCGTSEWHVEVAVPTTRKIFMPEVRDEESEGSSVMKAVEKSAETRSSHDIEYEYVHIDDKQECSSGSNLFPDNFQRKEVMGSHQIIDEASLGTPLGTSQHSVVEEISIEEQRYFGGTQDRRSLDSTTTELSSQKLHGCCSHVAKEMLSVRKQLLDIENKQSNLLDLLKEFTTNIVDNLSMMQMKVAGLEGMVDRMASELSYGGRCPDPLTTKFMKRSPSVASPRLSTYTPRPSVDIPHRKSPLLPTKGMDVQEERTLVKSRSSSFRTQNLDMWTDTAAKQGGYPVGKGVHKNSGQGTHGGQLRRNNDVFSRISTTNAKQHHVDVKNNLWRVVKEHLLEGDVDSAYVEALYSGDELVLFELIDTTGPVLENLSQKTASDLLATLASHFCEQAYVNNIIPWLQKVVDLSSVHGPDCIALSSKARREFLSAFQDAIKGRYSTPAERKSLMQLAMTLNQIWGKNAP*

NbL18g19050.1 microtubule−associated_protein_TORTIFOLIA1−like [MW = 92.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01920 Prefoldin subunit

Protein sequence:
MADEANRAAFIEIQGRMIETTGKLKQVQTQMRTKETEKKRAFLTLEELKQLSDDTNTYKAIGMRFILEPKTVLMDEQEQKLKDSETAIASLQTSKEYLEKHLAEVENNLRELLQQDPGLARQIMTMSVA*

NbL18g19030.1 prefoldin_subunit_1 [MW = 14.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MATAFSATKVLQPLPFNSTRSAENPLLIQSSSFLGSSFSHKLSLKKPFLPPNSQRRSNAAVVAVSDVVKEKKSKSKSSLSNLLITKEEGLVLYEDMVLGRAFEDMCAQMYYRGKMFGFVHLYNGQEAVSTGFIKLLKKEDSVVSTYRDHVHALSKGVPARQVMSELFGKTTGCCRGQGGSMHMFSKEHNVLGGFAFIGEGIPVAAGAAFTSKYRREVLKEADCDHVTLAFFGDGTCNNGQFYECLNMAALWKLPIIFVVENNLWAIGMSHLRSTSDPEIWKKGPAFGMPGVHVDGMDVLKVREVAKEAIGRARRGEGPTLVECETYRFRGHSLADPDELRDPAEKNHYATRDPITALKKYMFENNLVSEAELKAIDKKIDEVVEESVEFADASPVPARSQLLENVFADPKGFGIGPDGRYRCEDPKFTEGTAHV*

NbL18g18900.1 pyruvate_dehydrogenase_E1_component_subunit_alpha−3_chloroplastic−like [MW = 47.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MQASYNSTQASLQNVVPSTNNRGFKGHDILAPFTAGWQSTDVDPLIIEKSEGSYVYDLKGRKYLGILAGLWCTALVLNNLYILGGGNEPRLVDAATKQLNTLPFYHSFWNRTTKPSLDLEKELLDMFTANKMAKAFFTNSGSEANDTQVKLVWYYNNALGRPNKKKFIARAKAYHGSTLISASLTGTLTAPIIGAIICQMYRPGETEEEFSTRLAKNVEDLILKEGPETIAAFIAEPVMGAGGVIPPPATYFDKIQAVVKKYDILFIADEVICAFGRLGTMFGCDKYNIKPDLVSLAKALSSAYMPIGAVLVSPEVSDVIYSQSNKLGSFSHGFTLSGHPVSCAVALEALKIYKERNMVEKVNRISPKFQEGLKAFLTVP*

NbL18g18770.1 gamma_aminobutyrate_transaminase_1_mitochondrial [MW = 41.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEAEAATTDVPVVQVSEKVPNGGAEGQKEHEESAFDGEFIKVEKEALGSKDDSHAAAETSPAEGKVSEEEHSSSISSASREYLEAQEKAKELELELERVAGALKDTESQNVKLKDELSLTKEKLQETDKKFEELELDHKKLQEQILEAESRYNTELKALQEALQAQELNSKEHVNVKEAFDRLSLEFESSKKKMEELEQELLTSAGDAKKFEELHKQSGSLAESETTRALEFERLLELSKQSAKEVEDQMASLQEELKGLNEKITENQKVEEALTCTASELSRVQGELEISKSQVQDIESKLASKEALIDELSQDLDIRKASESQVKEDFSALELLLSSTKEDLQAKVSELEDIKLKLQDEVNLKEQYDAKLKSQETQLSVSQEELAKLSTEKGALEAAVAELNNTVVQMKELCGDLEVKLQLSDENFSKADSLLSQALANSAELEQKLKSLEELHHESGNALTTANQKHVELEDMLQVSNTAVQEAKLQLGEMENRCIAAEEKNVELEQQINLVELKSNDTKRELEEFSGKVSELNAILEKTLEERKQLDTKLQEYEEKIAHLDSELVKSTARNLELEAELKTVAEKCTEHEGRANITDQRSRELEDLMLVSHSKVDEAGKKVSDLELLLETEKYRIQELEEQISTLEKKCVAAEVESKKHADRASELEAEVEAFQMKSSSLEVALEETKEKEKELSQCLNNVTEEKKNIEDVYANSVEKLAETENLLEVLRNELNVTQQRLEGIENDLNAAALKESGLMEKLKSAEEQLEQQGRVLEQATARSIELESLHDTLKRDSELKIQEATGKFVTRDSEAQTLNEKLKAFEDQLKSYEEQIAKSTESFSAVKEELDQVLVKLASSETDNEDLKKIILEAESKAADILSENQQLAETNMLLKNRVSDLEEQLNSARAEKEASVQQLVSHMNTITELSDQHSRASELQTATEARISETEAKLHEVIQNFIQKESEGKELLDKLQSLEALVKTYEEQAHETATLAETQKVELEQSCKNLSDLESIVEELKGKCTELEKEREGLTQENSELKGKVTSNGSKLNDLEAKVSAAFAEKNEAVEELTSSKQVIDNLKEQLTSEGQKLQLQLSSILEENNLLNETHQTSKKELQNVIAHLEEQLKELKSSEDSLKSQLEVFQTEIHHKSEMQSRIKELEEQLASAEAQVEKEKEAMSNKGLMQEATLKSSSAELQVKSKELLLLQNQVKELEEKLQQADATLKNKDNVEVKSRDIGEMLSIPTKRKSKKKTEVSSTQPSSSEQQVQHIEGSSAMTLKFILGVALVSVIVGIILGKRY*

NbL18g18760.1 myosin_heavy_chain_cardiac_muscle_isoform−like [MW = 146.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01777 Ribosomal L27e protein family

Protein sequence:
MVKFLKPNKAVVVLQGRYAGRKAVIVRAFDDGTRDRPYGHCLVVGVSKYPKKVIRKDSDKKQAKKSRVKTFIKLVNYNHIMPTRYTLDVDLKEAVTVDCLQSRDKKVTAAKEAKAKFEERFKTGKNRWFFSKLRF*

NbL18g18740.1 60S_ribosomal_protein_L27−3−like [MW = 15.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MLFRIGIILSLFFLLTPIPCQSAVSSIDLGSEWFKVAVVNLKPGQPPISIAINEMSKRKTPSLVAFHAGSRLIGEEASGIVARYPNKVYSHLRDLISKTFPHVSKTLESLYLSYDISPEESRNVAVFKTENGDFTAEELVAMLLKYALGLAEAHTRGTPVKDAVVTVPPYMGVAERKGLLVAAELAGINVLALVNEHSGAALQYGIDKDFSNGSRHVIFYDMGAGSTYAALVYFSAYNTKEFGKTVSANQFQVKDVRWDAELGGEHMELRLVEYFADEFNKQLGNGVDIRKSPKAMAKLKKQVKRTKEILSANTAAPISVESIYDDRDFRSSITREKFEELCEDLWEKALIPLKEVLIHSGLKVEDIYAVELIGGATRVPKLQAKLQEFLGRKELDRHLDSDEAIALGASLHAANISDGIKLNRKLGMIDGSPYGYVIEVDGADLPKDESTKQLIIPRMKKLPSKMFRSIVHNKDFEVSLAYESDDFLPPGTPSLTFAQYAVSGLADTSEKYASLNLSAPIKANLHFSLSRSGIFSLDRADAVIEITEWVEAPRRNLTVDNSTSASTNTSTEGSPSNTEESSEKLNADDSNSNNSDPSANDSSTTSLSIEKKLKKRTFRVPLKIDEKTAGPGASLLKESLNEAKSKLEALDKKDEERRRTAELKNSLEGYIYDTRDKLESEDFAKISTSQERQSFIEKLDEVQEWLYTDGEDASATQFKKRLDELKAIGDPIFFRHKELTARPAASDHARKYLNEVQQIVRGWETNKSWLPKGRIDEVFKEAEKVKNWLNEKEAEQKDTPGFNKPAFTSEEVYEKVLDLQDKVTKVNRIPKPKAKIEKPMENETESGGEKADTANSSSEEGASQKEQTTSDAEKPSTDGKADAQSKDHESDHDEL*

NbL18g18640.1 heat_shock_70_kDa_protein_17 [MW − SP = 96.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MALHFSSACLSSLSQRRVQTIRGVASESSVTVKAEEDKVKLGGSDLKVTKLGIGAWSWGDTSYWNNFEWDDRKLKAAKTAFDASIDCGITFIDTAEVYGSRFSFGAINSETLLGRFIKERKESNPEIEVAVATKFAALPWRLGRQSVLAALKDSLARLELSSVDLYQLHWPGIWGNEGYIDGLGDAVEQGLVKAVGVSNYSEKRLRAAYEQLKRRGIPLASNQVNYSLIYRFPEENGVKAACDELGVTLIAYSPIAQGALTGKYTPENPPTGPRGQIYTPEFLTKLQPIINRIKVIGESYSKTPTQVVLNWLIAQDNVVPIPGAKNADQAKEFAGALGWRLTQDEVDELRSLALDVKPVTGFPVEKL*

NbL18g18610.1 uncharacterized_oxidoreductase_At1g06690_chloroplastic [MW = 40.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01676 Metalloenzyme superfamily PF06415 BPG−independent PGAM N−terminus (iPGM_N)

Protein sequence:
MGSSGDAWKLKDHPKLPKGKTVAVIVLDGWGEAKPNEFNAIHVAETPVMDSLKNGAPEKWRLIKAHGNAVGLPTEDDMGNSEVGHNALGAGRIFAQGAKLVDLALASGKIYEGAGFKYVKECFEKGTLHLIGLLSDGGVHSRLDQVQLLLKGAAEHGAKRIRVHALTDGRDVLDGSSVGFMETLENSLAQLREKGIDSQVASGGGRMYVTMDRYENDWDVVKRGWDAQVLGEAPHKFKDPVEAVKKLRQEPNTSDQYLAPFVIVDDYGKPVGPILDGDAVVTFNFRADRMVMLAKALEYENFDKFDRVRVPKIRYAGMLQYDGELQLPSHYLVSPPDIDRTSGEYLVRNGVRTFACSETVKFGHVTFFWNGNRSGYFNEKLEEYVEIPSDSGITFNVKPKMKALEIAEKTRDAILNGKFDQVRVNLPNGDMVGHTGDIKATIEACKAADEAVKMILDAIEQVGGIYLVTADHGNAEDMVKRNKKGEPALDKNGNIQILTSHTCEPVPIAIGGPGLAPGVRFRQDLPTGGLANVAATFMNLHGYEAPSDYEPSLIEVVDN*

NbL18g18480.1 23−bisphosphoglycerate−independent_phosphoglycerate_mutase−like [MW = 61.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MASTQCFLHQHALSSSAARTTSSVSSQRYVSSLKPNQLVCRAQKQSSAQEDDGNSVAVSRRLALTVLIGAAAVGSKVSPADAAYGEAANVFGKPKQNTDFLAYNGDGFKLQVPAKWNPSKEVEFPGQVLRYEDNFDSTSNLIVTVTPTDKKSITGYGSPEEFLSQVDFLLGKQAYFGKTDSEGGFESGAVATANLLEASSTTVGGKEYYILSVLTRTADGDEGGKHQLISATVNDGKLYICKAQAGDKRWFKGARKFVENAATSFSVA*

NbL18g18460.1 enhancer_protein_2−1_chloroplastic−like [MW = 28.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKVAPKVILLFRDSSGFGTAIFEALQPNPNSNFQKRQESLDLSLERYGIKDQKVSVEIVHFLDGSNRYEVSVMLLENYEPPTLACALNEILSLLVGDGSSNMPTIVAPFLVTDTKLKMENRTSVGVDNISVYGLQVGASSGLTKALVTNLQSSPPSLQIFHEQLACLLQLVRVLNLPTVVIIGKKGQKLHRKTSEDELEVIHEIGRHLASFSSLNFSAEKIAWDATKSSRETQEPWRALYG*

NbL18g18270.1 uncharacterized_LOC107810187 [MW = 26.64 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MMGRSSNLLSRSGSFRPENLGQNAMAMIGNLCFTIFVVGVLIFTIIAATYEPEDPLFHPSTKMTNFLTSKSNATFKADDTVVRTGEDFLGPNQTVFSTFINLTDVDVPMAIGTESVTEDNLDCHGKTYDPIDCTDPDVFHLLMRAAIEKFKDIHFFRFGKPVRGSNDSSCHMAWRFRPKEGKTASLYKDYRSFVVSRSENCTLDVVSIGDYHSGGNARKRKRKNKGGPDRTTAKLDEGFEKAPQKIEGQDIALPVVGEAVNDSLPVVESESSFGSGKYLIYSGGGDRCKSMNHYLWSFMCALGEAQYLNRTLIMDLTICLNKIYTSSGVDEEGKDFRFYFDFEHLKDSASVLDQVQFWSDWNKWHKKDRLGLHLVEDFRITPMKLSEVKDTLIMRKFGSVEPDNYWYRVCEGETESIVQRPWHLVWKSRRLMDIVSAVASRLNWDYDSVHVVRGEKARNREMWPHLAEDTSPESLLSTLQDKIDDGRNLYIATDEPDTSFFDPLKDKYSTHFLDEYKDLWDENSDWYAETAKLNNGNPVEFDGYMRVSVDTEVFFRGKKQIETFNDLTKDCKDGINTCTSPS*

NbL18g18210.1 uncharacterized_LOC104231634 [MW = 66.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MGSRKTDFGDGASPGKIFIGGLAKETTLEQFVKYFEKYGEIIDSVIMKDRHTGRPRGFGFITYEDPSVVDTVIAENHIINDKQVEIKRTIPKGSAESKDFKTKKIFVGGIPTTMTEDEFKNFFSKFGEVTEYEIIRDHVSKRSRGFGFIVFDNEQVVDNLLAEGNRIDMMGTQVEIKKAEPKKPSNPASAPAYGSDSRGRGYGDSYGGFGNSYSGFGSGGFGPASYRSFGARFGEYGYGGGEFGGRYGDFGGYRGDPSLGYSSRFGSYAAGFGGGYGGSGLGSYGRGGGYGGYGGVGPDASYESGPGAGYGGPGGLYGTRAGYSGSGRYHPYSR*

NbL18g18180.1 heterogeneous_nuclear_ribonucleoprotein_1−like [MW = 35.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00108 Thiolase, N−terminal domain PF02803 Thiolase, C−terminal domain

Protein sequence:
MAPAAADSIKPRDVCIVGVARTPMGGFLGSLSSLSATKLGSIAIEGALKKANVDPSLVEEVFFGNVLSANLGQAPARQAALGAGVPNTVVCTTVNKVCASGLKATMLAAQSIQLGINDVVVAGGMESMSNVPKYIAEARKGSRLGHDSLVDGMLKDGLTDVYKDCGMGVCAEICAENHKITREEQDDYAVQSFERGIAAQEAGAFAWEIVPVEVPGGRGKPSIIVDKDDGLGKFDGAKLRKLRPSFKEKDGTVTAGNASSISDGAAALVLVSGEKAIKLGLNVIGKISGYADAAQAPELFTTAPALAIPKAIKSSSLEASQIDFYEINEAFAVVSLANQKLLGLNPEKVNVHGGAVSLGHPLGCSGARILVTLLGVLRQKNGKYGAAGVCNGGGGASALVLELL*

NbL18g18080.1 acetyl−CoA_acetyltransferase_cytosolic_1 [MW = 41.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MKFSPAAPLSLSLLLLLLLFSATTSAHNITKILAKHPEFSTFNHYLTVTHLAAEINRRQTITVCAIDNAAMNELLEKHLPTYTLKNVLSLHVFADYFGAKKLHQITKGSTLTATMFQATGEAPGTSGYINITNMKGGKVGFANEDNDGHFTATFVKTVLEMPYNISVIQISHVLTSAAAEAPVAAPSDLNITTLMSEQGCKAFSDLLKSHPDVSKTFAENVESGLTVFCPTDGVLNGFMPKFKKLTKDGQASLLLYHGVPVYNSLGMLKSNNGLMNTLATEGKNKYDFTVQNDGDDVMLKTKVVTATISGTLYDEEPLSVYKVDKVLLPRELFKEVAEEPAPAPKGSKKKKSKKGGDDDVEDDSAPEPSPDDEDAPADESENLNGAISVEGFCFKERMKKERKKKEGNRNGRQKRKETKTKKKEGNRNGRQKRKETKTKKTEGNRIGREKRKKTLTTLIGIP*

NbL18g18030.1 fasciclin−like_arabinogalactan_protein_2 [MW − SP = 48.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MENRGKKVLLTSNGDDICNNIAYHLAQRGCQLVLLGNESQLKSVAEKIKHSLEGSVAVEVVGLDMMEDRESAYEKAVDKAWKIFGHLDALVHCYSYEGKMQDPLQLVEDEFKKIVKINFMAGWYLLKCIGKRMRDNKSGGSIVFLTSIIGAERGIYQGAAAYGSCAAGMQQLVRLSALEMGKHQIRVNGISRGLHLEDEYPMSVGKERAEKLTKEAAPLNRWLDVRKDLASTVIYLISDDSRYMTGTSIFVDGAQSLVRPRMRSYM*

NbL18g17790.1 levodione_reductase−like [MW = 29.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATSAIQESAFVGRTVAKSQNELVRKIGSFGGGRATMRRTVKSAPQSIWYGEDRPKYLGPFSEQTPSYLTGEFPGDYGWDTAGLSADPKTFAKNRELEVIHCRWAMLGALGCVFPEILSKNGVKFGEAVWFKAGAQIFSEGGLDYLGNPNLVHAQSILAIWACQVVLVGLIEGYRVGGGPLGEGLDKIYPGGAFDPLGLADDPEAFAELKVKEIKNGRLAMFSMFGFFVQAIVTGKGPIENLFDHINDPVANNAWAFATNFVPGK*

NbL18g17720.1 chlorophyll_a−b_binding_protein_37_chloroplastic−like [MW = 28.6 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 81 161 241 321 402

Protein length

Gel Slice

3.6 4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

Peptide counts over 4 repeats

1 81 161 241 321 402

Pfam domains

Pfam Description
SP Sequon TM Domain PF03188 Eukaryotic cytochrome b561 PF04526 Protein of unknown function (DUF568)

Protein sequence:
MDRLVTTLLFSSFLLLSLFSTTCYGQSQNCSAFAFRNNQNFATCNPLPVLNSVLHWSYHPENHTVDLAYRHRGVTDSDWVAWGLNINGGRMGGAQCLVAFKNSSGQFQGYTAPIADYNTRLTQGSLSFNVPRIEAEFLNNEYIIFASLELPSGRTSFNQVWQNGQVSGQTLQAHSRSGDNMRSFGSVDFATGQLGNDGGGSITSTQRKRNVHGVLNAVSWGVLMPMGAVFARYLKVFKSANPAWFYLHVACQTSAYAVGVAGWGTGLKLGSDSVGIKFTTHRSIGITLFCLGTLQVFALLLRPKPDHKYRLYWNIYHHSIGYAVISLSIANVFEGFDALNGQKNWKRAYTGVIIALGAIAVLLEAFTWFIVIKRKKTDSNKNLQNGTNGVNGYGNGTHQQP*

NbL18g17540.1 cytochrome_b561_and_DOMON_domain−containing_protein_At5g47530−like [MW − SP = 41.28 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF03129 Anticodon binding domain
PF07973 Threonyl and Alanyl tRNA synthetase second additional domain

Protein sequence:
MKYVGALGKTMALSLSSRPSLFTCSIRNTFYCFPIRKFSTSLFVLYPSKNSSSTRNKLLRCHSNSFSTHAVATNSSEAPASADERTNGDAPVEKIVLPTNESSDALLRVRHTCAHVMAMAVQKLYPNAKVTIGPWIENGFYYDFDMEPLTDRDLKRIKKEMDRIISRNLPLVREEVSRDEAQKRIMAINEPYKVEILESIKEEPITIYHIGNEWWDLCAGPHVETTGKINKKAVELESVAGAYWRGDVKKPMLQRIYGTAWENEDQLKAYLHFKEEAKRRDHRRLGQDLDLFSIQDEAGGGLVFWHPKGAIIRHIIEDTWKKIHMERGYDLLYTPHVAKADLWKISGHLDFYKENMFDQMEIEEELYQLRPMNCPYHVLVYKRQLHSYRDFPIRVAELGTVYRYELSGSLHGLFRVRGFTQDDAHIFCLEDQIKDEIRGVLDLTEEILQQFGFDKYEVNLSTRPEKAVGDDEIWDKATSALKDALEDKGWSYQTDDGGGAFYGPKIDLKIEDALGRKWQCSTIQVDFNLPQRFDITYVDSNQERKRPIMIHRAVLGSLERFFGVLIENYAGDFPLWLSPIQARVLPVTDAQLQYCNEVGKKLKASGIRVEVCSGERLPKLIRNAEKQKIPLMAVVGPKEVETQTVTVRSRFAGELGNLSFDEFISRTKNASDNRTFL*

NbL18g17530.1 threonine−−tRNA_ligase_chloroplastic/mitochondrial_2 [MW = 77.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MGYSIVFIVSSLLLLLQLSTVAGKGKAIIGSPSLAPAPAPAPGPEYTNLTDLLSVAGPFHTFLNYLESTKVIDTFQSQANDTEEGITLFVPKDSAFASLKKPSLSKLTPDQLKSLCLFHALPHYYSLADFKNLSDMSPINTFAGGNLYSLNFTDDSGTVHLNSGWSRTKVSSAVRTAFPVAVYQVDKVLLPEAIFGTDLPPMPAPAPAPETDITPTADSPAADQTGKARAAASPDSSSPSASHGRMSWGILNHLVLAIAGGFLMFLL*

NbL18g17520.1 fasciclin−like_arabinogalactan_protein_7 [MW − SP = 25.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01476 LysM domain PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MFESSRRSVLRLGVFLILVYLSSIPLPVESKCNKGCDLALASFYVWRGTDLTYIAKLFSISSIKEIVDYNNNNNIPNQDSVIAGTRINIPFSCDCLDGEFLGHVFPYKVKSGDTYGQVATNYSDLTTSEWLMKFNSYPENNIPDTNVTLNVVVNCSCGDRNVSKDYGLFVTYPVRAEDNLTSIASETNVSADLIRRYNPGIDSKLDTGRGILFIPGRDKSGNFPPLATRLGISGGAIAGISIGAIAVILLLAGLVYVGYYRKKAQKVSLLSSEDLLHQSTHGPEGSTIVKAADSGRLADGNSPELSGITVDKSVEFTYEELATATNDFSIANKIGQGGFGAVYYAELRGEKAAIKKMDMEATREFLAELKVLTHVHHLNLVRLIGYCVEGSLFLVYEYVENGHIGQHLRGTGRDPLPWSTRVQIALDSARGLEYIHEHTVPVYIHRDIKTANILIDKNFHAKVADFGLTKLTEVGSSSLQTRLVGTFGYMPPEYAQYGDVSPKVDVYAFGVVLYELISAKEAIVKPNESVTESKGLVGLFEEVLNQPEPDEDLRKLVDPRLGNDYPLDSVRKMAQLAKACTHENPLIRPSMRSIVVALMTLSSSTEDWDVGSFYGNQGLINLMSGR*

NbL18g17470.1 chitin_elicitor_receptor_kinase_1−like [MW − SP = 65.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05899 Protein of unknown function (DUF861)

Protein sequence:
MASLITMPALSNLSTNTSSLERTNFSASSRRYRGVRAMRTEKPLEELYNVRVERNVTKDRLMELGVPRWSMWKTGKCKLPWDWHVDQLVYIEEGEVRVVPEGSQRFMQFVAGDLVRYPKWFEADLYFNDFYQERYSFRAYGDS*

NbL18g17430.1 uncharacterized_LOC107779001 [MW = 16.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11976 Ubiquitin−2 like Rad60 SUMO−like

Protein sequence:
MSQTEEDKKPSGDQAAHINLKVKGQIWFFYWLQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDFNSIAFLFDGRRLRAEQTPDELEMEDGDEIDAMLHQTGGSTV*

NbL18g17300.1 small_ubiquitin−related_modifier_2 [MW = 12.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01106 NifU−like domain PF08712 Scaffold protein Nfu/NifU N terminal

Protein sequence:
MKSLLSLGRLINRVTLRSNRLLTKPYVAENGAISISRRFLYALSSKPPINLSVFTSLKPSQFPSSHPSPWSHSGGQKRTMFIQTQSTPNPLSLMFYPGKPVLEAGSADFPNARSAMNSPLAKALFGIDGISRVFFGSDFVTVTKSEDASWDFLKPEIFAAIMDFYSSGKPLFLDSSTAASMDTAIHEDDSETVAMIKELLETRIRPAVQDDGGDIVYRGFDLDRGIVKLKMQGACSGCPSSSVTLKSGIENMLMHYVPEVKGVEQEMDDDEEHGLTGVPYE*

NbL18g17280.1 nifU−like_protein_4_mitochondrial [MW = 30.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MDRASFFPLLLIVVHLIATANALYGPSSPVLQLTPSNFKSKVLNSNGIVLVEFFAPWCGHCKALTPHWEKAATILKGVATVAALDADAHQSLAQEYGIRGFPTIKVFAPGKPPVDYQGARETKPIAEFALQQIKALLKDRVHGKATGGSSQSSEPSASIELNSQNFDEKVLKSKDLWIVEFFAPWCGHCKKLAPEWKKAAKNLEGKVKLGHVDCDAEKSLMSRYNVQGFPTILVFGADKESPVPYEGARTAAAIESFGIEQLETNVAPPEVIELTSPDVMEEKCNSAAICFVSFLPDILDSKAEGRNKYLEMLLSVAEKFKRNPYSYVWVAAGNQPDLEKHVGVGGYGYPAMVALNVKKGVYAPLKSAFQRQPIIDFVKEAGLGGKGNLPLAATPSIVKTEAWDGKDGEIIEEDEFSLEELMGDDTRNKDEL*

NbL18g17220.1 protein_disulfide_isomerase−like_2−3 [MW − SP = 44.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MAHDRISWLLIITQSFLLLLAKTNAKIPAIIVFGDSSVDSGNNNYIETIARSDFMPYGRDFAGGRPTGRFSNGRITTDFISEAAGLKPTVPAYLDPAYNISDFAVGVSFASAGTGYDNATANVLGVIPLWKELEYYKEYQKKLRTYHGDEKANEVISEALYALSLGTNDFLENYYTMPQRRSQYTVDQYQTFLIGIAKNFVTNLYNLGARKISLGGLPPMGCMPLERTSNVANGNECLESYNVVAMNFNDKLSGLVIELNKELSGIQVVLSNPYNIMLQMIKNPSSYGFEVASLACCATGLFEMGYACDRYNLFTCKDANKYIFWDAFHPTEKTDGIIADHVVKTALSKFLA*

NbL18g17210.1 GDSL_esterase/lipase_At4g26790−like [MW − SP = 36.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
IINLEKLNGSERADTMEMIKDACENWGFFELVNHGIPHEVMDTVEKMTKGHYKKYMEQRFKELVASKGLEAVQAEVTDLDWESTFFLRHLPNSNISAVPDLDDQYREVMRDFAKRLENLAEELLELLCENLGLEKGYLKKVFYGTKGPNFGTKVSNYPPCPKPDLIKGLRAHTDAGGIILLFQDDKVSGLQLLKDGQWIDVPPMRHSIVVNLGDQLEVITNGKYKSVMHRVITQTDGTRMSLASFYNPGGDAVIFPAPALVEKDAEESKAVYPKFVFDDYMKLYAGLKFQAKEPRFEAMIKAMETGVKCDPIATA*

NbL18g17030.1 1−aminocyclopropane−1−carboxylate_oxidase [MW = 35.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDFKKNSLLISLLALPFFFSLQAATTTTPAKKVLNCFPSELMHLASACFPTEESPLVSVDLCCELVKSVTSVSESEQHYDLKECLCTAATINRIVVGRDRRVSKVIGSCTGETTTRYRCFSDI*

NbL18g17000.1 uncharacterized_LOC107024435 [MW − SP = 10.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MDSKQSSKLVFTARRQKPELIAPAKPTPRETKFLSDIDDQEGLRFQIPVIQFYSKNSSMGGKDPVNVIKKAIAETLVFYYPFAGRLREGNGRKLMVDCTGEGIMFVEADADVTLEEFGDELQPPFPCLEELLFDVPNSAGVLHCPLLLIQVTRLRCGGFIFALRLNHTMSDAPGLVQFMTAVGEMARGASAPSVHPVWCRELLNARNPPQVTCTHHEYDEVPDTKGTIIPLDDMVHKSFFFGPSEVSALRRFVPQHLHKCSTFELLTAVLWRCRTMSLKPDPEEEVRVLCIVNARSRFNPPLPTGYYGNAFAFPVAVTTAAKLSKNPLGFALELVKKTKADVTEEYMKSVADLMVLKGRPHFTVVRTYLVSDVTRGGFGEVDFGWAKPVYGGPAKGGVGAIPGVASFYIPFKNKKGENGIVVPICLPGFAMETFIKELDGMLKGDVPSVNTKYAIIRPAL*

NbL18g16990.1 benzyl_alcohol_O−benzoyltransferase−like [MW = 50.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02684 Lipid−A−disaccharide synthetase

Protein sequence:
MFIRRIWNANTETNLNLMWQLRRTFSVSSQSAVDLASKDAELRVFIVAGEVSGDTIGSHVMSSLKKLSPLPVRFAGVGGKMMCKQGLNTLFPIEDIAVMGIWELLPYLNQFRVRLKQTIEAALSFRPHVVLTVDSKGFSFRFLKHLRATCVQQGMVIPLHFHYVSPSFWAWKGGEARLKRLLQFVDHVLCILPFEAEVCRSNGLAATFVGHPTLEDIPDFQVKDATERRYRIQGNAEAFLTDHGISSGSPVISLLPGSRLQEVTRMFSIFSSTLEHLKGSFPDLVTAVHVAPNQHVEDYIDKAVCKWPSSVVLVPGGSHQMKYNSFSASSVALCTSGTVVMEVQLARLPCVVAYRAHLLTELVIRHKATIPYISLPNILLDSAIIPEALFRDCTPSKLASLLKDLMLDDDLREKQFNAAEEVIDLLRPPKMNISCSTQGEMSVPLSDCAPSMVAAYAILYSRNKLE*

NbL18g16950.1 probable_lipid−A−disaccharide_synthase_mitochondrial [MW = 51.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MSTQPPKPTHNSQLKPISPRFPTSAANRRVAIAVDLSDESAYAVKWAVQNYLRPGDAVILLHVRPTSVLYGADWGFSPTNQQLKIEQDYDNLTNTKATQLALPLVEANVPYKIHIVKDRDMKERLCLEVEGLGLSAMIMGSRGFGATSSGFISKGKLGSVSDYCVHHCICPVVVVRYPQDDGDGGVEKKAVVEAELPPVPEEEVEYHHDDDELTKGG*

NbL18g16710.1 universal_stress_protein_PHOS32−like [MW = 23.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase) PF00694 Aconitase C−terminal domain

Protein sequence:
MYSNTARKYSSSAASSLLRRASSSSSSVSRPVASSSAAAHAPTSPSICNQQQRFSSTFRSVRCSVPRWSHGVDWKSPISLTAQIRTAAPALNSFHRKLSTMAEKNPFKEILTALPKPGGGEFGKFYSLPALNDPRIEKLPYSIRILLESAIRNCDNFQVKKEDVEKIIDWENSAPMLVEIPFKPARVLLQDFTGVPAVVDLACMRDAMNNLGSDSDKINPLVPVDLVIDHSVQVDVARSENAVQANMELEFQRNKERFAFLKWGSNAFHNMLVVPPGSGIVHQVNLEYLGRVVFNRDGFLYPDSVVGTDSHTTMIDGLGVAGWGVGGIEAEAAMLGQPMSMVLPGVVGFKLSGKLRNGVTATDLVLTVTQMLRKHGVVGKFVEFYGDGMEGLSLADRATIANMSPEYGATMGFFPVDHVTLQYLKLTGRSDETIAMIEAYLRANKMFVDYNEPQQEKVYSSYLDLDLVNVEPCVSGPKRPHDRVPLKEMKSDWHACLDNKVGFKGFAVPKEVQDKVAKFDFHGQPAELKHGSVVIAAITSCTNTSNPSVMLGAALVAKKASELGLHVKPWVKTSLAPGSGVVTKYLLKSGLQKYLNQQGFNIVGYGCTTCIGNSGDLDESVASAISENDIVAAAVLSGNRNFEGRVHALTRANYLASPPLVVAYALAGTVDIDFEKDPIGVGKDGKDVYFRDIWPSTEEIAEVVQSSVLPDMFKSTYEAITKGNTMWNELSVPTAKLYSWDPNSTYIHEPPYFKGMTMDPPGPHGVKDAYCLLNFGDSITTDHISPAGSIHKDSPAARYLMERGVDRRDFNSYGSRRGNDEIMARGTFANIRLVNKLLNGEVGPKTVHIPTGEKLSVFDAAMKYKSAGQDTVILAGAEYGSGSSRDWAAKGPMLLGVKAVIAKSFERIHRSNLVGMGIVPLCFKAGEDADTLGLTGHEQYTIDLPENINEIRPGQDVAVRTDTGKSFTCTVRFDTEVELAYFNHGGILPYVIRQLTKQ*

NbL18g16280.1 aconitate_hydratase_cytoplasmic [MW = 108.85 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00026 Eukaryotic aspartyl protease

PF03489 Saposin−like type B, region 2
PF05184 Saposin−like type B, region 1

Protein sequence:
MGTTYGTCLIALCLLLLLSPMAFSVSNDGLIRVGIKKRKLDQISQAFGGIDSNGANSARTYHLGGNIGDADTDIVALKNYLDAQYFGEICVGSPPQKFTVIFDTGSSNLWVPSARCYFSLACYLHPKYKSSHSSTYKRNGTSAAIRYGTGSISGYFSNDNVRVGDLIVKDQDFIEATREPGITFLAAKFDGILGLGFQEISVGKAVPVWYNMVNQGLVKKPVFSFWFNRNAQEEEGGELVFGGVDPNHFKGEHTYVPVTHKGYWQFDMGDVLVGGETTGISSFVGHVVAWFCSGGCSAIADSGTSLLAGPTTIITQINHAIGASGVVSQECKSLVTEYGKTILDLLESKAAPQKICSQIGLCSSDGSRDVSMIIESVVDKHNGASNGLGDEMCRVCEMAVVWMQNQMRRNETADSIYNYVNQLCDRLPSPMGESAVDCSSLASMPNVSFTIGNKTFDLTPQQYVLQVGEAPVAQCISGFTALDVPPPRGPLWILGDVFMGRYHTVFDYGNSRVGFAEAA*

NbL18g16090.1 cyprosin−like [MW − SP = 53.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16881 N−terminal domain of lipoyl synthase of Radical_SAM family

Protein sequence:
MNSRFTSIFFRSLKSRQNHHRHYLLPQFFSSSIATPASPPQYAQTLEGLRHRLAAESPTLSDFIRLQSDTEYSVEVGTKKKPLPKPKWMKEAIPGGEKYTHIKKKLRELKLHSVCEEAKCPNLGECWSGGETGTATATIMILGDTCTRGCRFCNVKTSRTPPPPDPNEPANVAEAIASWGLDYVVLTSVDRDDLPDQGSGHFTETVQKLKALKPNMLIEALKLVFFLLSSISVIKSERFKREARRGTTVALFCPKARNGLKSAWFRPRSEKQGEREKLSEVDGCLGFYFKILQISTFLLFFQNICFEWDCCKPCNISSSSLDCCDFFQGKFSLLFFSFLSSLPLLLFSALPLSSFLFFSSFFLFFFGSSTCSSYFSVLLLFFLCSALFFSLLKRDDTSRVWTLEILLKNMMALPLCFGFAFA*

NbL18g15780.1 lipoyl_synthase_mitochondrial [MW = 47.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00658 Poly−adenylate binding protein, unique domain

Protein sequence:
MALQVQQQTPVAGQNGVAATAGGGGAVGLPPPVVGNSQVVVSTSLYVGDIDFNVNDSQLYDLFNQVGQVVSVRVCRDLSTRRSLGYGYVNYSNPTDAARAMEVLNFTPINGKSIRIMYSHRDPSIRKSGAANIFIKNLDKSIDNKALHDTFSSFGNILSCKIATDSNGQSKGYGFVQFDSEEAATSAIAKLNGMLINDKQVYVGHFLRKQERDSAVNKTKFNNVYVKNLAESTTDEELEKTFGEFGNITSAVVMRDADGKSKCFGFVNFENAAAAAKAVEALNGKKFNDKEWYVGKAQKKSEREQELKSKFEQTAKEVVDKYKGVNLYIKNLDDTIDDDKLKELFSEFGTVTSCKVMRDPSGISRGSGFVAFSTPEEASKALSEMNGKMIVSKPLYVALAQRKEERRAMLQAQFSQLRPVAMAASMAPRMPMYPPGAPGMGQQLFYGQAPPGMIPPQAGFGYQQQLAPGMRPGGAPLPSFFMPFVQQGQQGQRPGGRRGAGPVQQTQQPMPMMQQMLPRGRMYRYPPGRNGQEAPTPGLAGGMLSVPYDMGGMLPREAAMGQPMPISTLASALANAPPEQQRTMLGESLYPLVDQLEHEHAAKVTGMLLEMDQTEVLHLLESPEALKAKVNEAMEVLKNVQQANSPADQLASLSLNDNLVS*

NbL18g15600.1 polyadenylate−binding_protein_2−like [MW = 71.84 kDa]
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Peptide counts over 4 repeats

1 163 325 487 649 810

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF05922 Peptidase inhibitor I9
PF17766 Fibronectin type−III domain

Protein sequence:
YTSLVHSEIMDKVMDKLEVREFFGFPYLSLLYISKLAYVQKKYSFNILLNMANHITLCIWLLFFFISIFSLAKSETYIIHMDLSAMPKAFSSHHNWYLTTLSSVSDSSTNHKDFLSSKLVYAYTNAIHGFSASLSPSELEAIKYSPGYVSSIKDISVKIDTTHTSQFLGLNSKSGVWPTSDYGKDIIIGLVDTGIWPESKSYSDDGISEVPSRWKGECESGTEFNSSLCNKKLIGARYFNKGLLANNPNLNISMNSSRDTDGHGTHTSSTAAGSYVEGASYFGYATGTAIGIAPKAHVAMYKALWEEGVYLSDVLAAIDQAITDGVDVLSLSLGIDAIPLHEDPVAIAAFAALEKGIFVSTSAGNEGPYYETLHNGTPWVLTVAAGTVDREFIGTLTLGNGVSVPGLSLYPGNSSSSESSLVYVECQDDKELQKNAHKFVVCLDKNDSVGEHVYNVRNSKVAGAVFITNTTDLEFYLQSEFPAVFLNLQEGDKVLEYIKSNSAPKGKLEFQVTHIGAKPAPKVATYSSRGPSPSCPSILKPDLMAPGALILASWPQQSPVTDVTSGKLFSNFNIISGTSMSCPHASGVAALLKAAHPEWSPAAIRSAMMTTSTALDNTQSPIRDIGNKNAAATPLAMGAGHIDPNKALDPGLIYDATPQDYVNLLCALNFTSKQIKTITRSSSYTCSNPSLDLNYPSFIGFFNGNSSESDPKRIQEFKRTVTNLQDGTSIYTANFTPMGKFKVSVVPEKLVFKEKYEKLSYKLRIEGPIVMDDNVVYGSLSWVETGGNYVVRSPIVATSIKVDPLTGHN*

NbL18g15550.1 subtilisin−like_protease [MW = 87.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02704 Gibberellin regulated protein

Protein sequence:
MKLLLTTLLLLTLVLTPSLFKPLWLVQCKLRCAKAGVMERCLKYCGICCEECKCVPCGTYGNNHECPRYRDKKNNKGNPKCP*

NbL18g15390.1 snakin−1 [MW − SP = 7.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain

Protein sequence:
MESLTQKVALKFTKANFVPEKVTHRYFHRGNLVKLKSPTTTTITTITTAPTRNTPVSPPIFVSERAAVPRAGEEPELKTIRIRDPVSSADMASKDPILKDDRIARISSSIRVIPDFPKPGIMFQDITTLLLDTKAFKDTIDLFVERYKDKNISVVAGIEARGFIFGPPIALAIGAKFVPMRKPKKLPGEVISEEYSLEYGTDKIEMHVGAVQAGERALVVDDLIATGGTLSAAIRLLERVGVEVVECACLIELPELKGRDRLGDKPLFVLVSST*

NbL18g15140.1 adenine_phosphoribosyltransferase_1−like [MW = 30.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00412 LIM domain

Protein sequence:
MAFAGTTQKCMACDKTVYLVDKLTADNRIYHKACFRCHHCKGTLKLGNYNSFEGVLYCRPHFDQLFKQTGSLDKSFEGTPKIVKPQKPIDSEKPQVAKVTSMFGGTREKCFGCKKTVYPTEKVSVNGTPYHKSCFKCSHGGCVISPSNYIAHEGRLYCKHHHIQLIKEKGNLSKLEGDHEQNSTTTTEVTAES*

NbL18g14970.1 LIM_domain−containing_protein_WLIM1−like [MW = 21.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MAKTELSYLLFLFLVAELNSQPAVAGSPVKFLPGFQGPLPFELETGYIGVGDSEDVQLFYYFIKSKSNPESDPLLLWITGGPGCSALSGLIYEIGPITFEPVEYNGSLPTMILNPYSWTKVANIIFLDLPVGTGFSYARTPTALQTSDLQTSDQTYEFLYKWFFHHPEFLKNPLYVGGDSYSGMLVPIITQIIATKNEMGIKPFMDLQGYLLGNPSTFKGEKNYEIPFAYGMGLISDELYESLKRNCKGEYQNTDPSNTQCLQDGHTFHELLKRINNPHILEPKCQFASPKPHLLFGQRRSLNVKFHQLNNPQQLPALKCRNDWYKHSTHWADDGQVREALHIRKGTIGKWVRCASLQYQTTIMSSIPYHANLSAKGYRSLIYSGDHDKVVTFLSTQAWIKSLNYSIVDDWRPWIVDNQVAGYTRSYSNRMTFATVKGAGHTAPEYKPRECLAMLKRWMSCKPL*

NbL18g14840.1 serine_carboxypeptidase−like_7 [MW − SP = 49.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
MHEQTKENPLLLYLTEMSSNHIVSSSQFVLNSHFSSPSPTSFQPSTHREYESEEIDWDNLGFKVIPTDYMFVAKSCLEGNFEPGQLNPFGNIQLSPAAGILNYGQGLIEGTKAYRREDGRIYLFRPQDSAIRMQLGAERLCMPFPSVEQFVDAVKQTALANKRWIPPAGKGSLYLRPLLMGSGAVLGVAPAPEYTFLVYSCPVGNYFKDGTEALSLYVEEEFHRSALGGAGRIKSITIYAPVMKAMRNAKGKGFTDVLYLDSVNNKYIEEASSSNIFLVKGKVISTPKAKGTILEGVTKKSAIDIAHDLGYQVEERAIEAEELNTADEVFCTGTALGVAVVGNITYKGKKIEYKISSEMISQQLNSRLVGIQRGTIEDKRNWMVEVK*

NbL18g14580.1 branched−chain−amino−acid_aminotransferase_2_chloroplastic−like [MW = 42.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00370 FGGY family of carbohydrate kinases, N−terminal domain PF02782 FGGY family of carbohydrate kinases, C−terminal domain

Protein sequence:
MADSSLPQDALFLGFDSSTQSLKATVLDANLNIVAAELINFDSELSHYKTEGGVYRDPSVNGRIVSPTLMWIEAFELILQRLEKSSKLDFGKIVAVSGSGQQHGSVYWRKGSAAILSSLESKKSLVKQLNDAFSTKESPIWMDSSTTEQCKAIEEAVGGAMELSKLTGSRAYERFTGPQIRRLFETQPEVYHNTERISLVSSFMASLLIGGYASIDHTDGAGMNLMDIKQRAWSETVLKATAPDLDEKLGKLAPAHAVAGPIASYFVERYHFSKDCLIIQWSGDNPNSLAGLTLNTPGDLAVSLGTSDTVFGITKDHNPSLEGHVFPNPVDTESYMVMLCYKNGSLAREDIRNLYAEKSWDVFNKYLQQTPPLNSGRLGFYYKDFEILPPLPVGFHRYILENFTGDSLDGIKEHEVQEFDPPSEVRAIVEGQFLSKRAHAERFGMPSPPKRIIATGGASANSSILSLIASIFGCDVYTVQQPDSASLGAALRAAHGWLCSKKGNFVPISSMYMDNMDKTSLNCKLAATAGDQKLVAKYAMLMKKRIEIENRLVEKLGRL*

NbL18g14390.1 xylulose_kinase−like [MW = 61.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01929 Ribosomal protein L14

Protein sequence:
SHSSPQLHNPFKSLKMPFKRFVEIGRVALVNYGKDYGKLVVIVDVIDQNRALVDAPDMVRSQINFKRLSLTDIKIDIKRIPKKKTLVAAMDAADVKNKWESSSWGRKLIVQKRRASLNDFDRFKLMLAKIKRAGVVRQELAKLKKETVA*

NbL18g14320.1 60S_ribosomal_protein_L14−1 [MW = 17.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00627 UBA/TS−N domain

PF00632 HECT−domain (ubiquitin−transferase)
PF06012 Domain of Unknown Function (DUF908)

PF06025 Domain of Unknown Function (DUF913)
PF14377 Ubiquitin binding region

Protein sequence:
MTTLRSSLPSRLRQLLSSEGAIGPSIKLDSEPPPRIKVFIDKVIQCPLQDIAIPLSGFRWEYGKGNFHHWRPLFLHFDTYFKSYLCSRKDLLLSDNILGDDSPFPKQAVLQILRVMQIILENCHNKGSFSGLEHFKLLLASTDPEILIATLETLAVLVKINPSKLHVSGKLVGCGSINSCLLSLAQGWGSKEEGLGLYYCVTVNERSQDEGLSLFPSNVENDGDKLLYQLGSTLYFELHSANSQNNAEAGDGAVSTSLNVIHIPDLHIRKEEDLALMKFCTEQYNIPSEQRFALLTRIRYAHAFRSPRVCRLYSKICFLAFIVLVQASDSHDELASFFANEPEYTNELIRIVRSEETISGNVRTLAMNALGAQLAAYASSHERARILSGSSISFAGGNRMILLNVLQRAILSLNSSNDLSSVSFVEAVLQFYLLHVISSSSSGSVIRGSGMVPTFLPLVEDAEPAHIHLVCLAVKTLQKLLDYSNAAVTLFKDLGGVELLANRLQIEVHRVIDMAGDDDNSMIIGEHFKSSDEQSYSQKRLIRVLLKALGSATYAPANSARSQSSNDASLPATLCLIFSNVERFGGDIYSSAVTVMSEIIHKDPTCFPALHELGLPNAFLSSVVSGILPSPKALTCVPNGLGAICLNGKGLESVKETSALRFLVDIFTNKKYVVAMNEGIVPLANAVEELLRHVSSLRGTGVDLIIEIVNSIASRGDGEHAESSGKSSETTEMDMDADNRESVASSSLVKSTYSTGEAISDEQFVQLAVFHVMVLVHRTMENSETCRLFVEKSGIEALLKLLLRPSVAQSSEGMSIALHSTMVFKTFTQHHSAALARAFCSFLKDHLKKALSGFDVVSGAFLLDPKNIQEKTFSSLFLVEFLLFLAASKDNRRVTALLTEFGNGSKDVLEDIGRIHREILWQIALLEESKVDAEEGGAGTSDEVRQSELSATDGDEQRLNSFRQFLDPLLRRRMSGWSFESQFFDLINLYRDLTRASGLQQRQTTDGPSNLRIEASHHSQPSDSLDDTGTSNRKEDRQRSYYHSCRDMIKSLSIHITHLFQELGKVMLLPSRRRDDMLNVSAPSKSVASTFASIAIDHMNFGGHVSTSGSEASVSTKCRYFGKVIEFIDGILLDKPDSCNAVILNCLYGRGVIQSVLTTFEATSQLLFAVNRAPTSPMETDETHSRQDGVEDRSWIYGSLGSYGKLMDHLVTSSLILSPFTKHLLNQPLISGDIPFPRDEETFVKVLQSMVLKTVLPVWTHPQFTECTYDFIAAVLNIIRHIYSGNANSTAARVSGPPPNEATISTIVEMGFSRSRAEEALRQVGSNSVELAMEWLFSHPEEAPQEDDELARALAMSLGNSGSDAKEDVPKESSQTIDEEIVQPPPVDDLLSTCRKLLQMKDSLAFPVRDLLVMICSQNDGEHRSAVVSFIVEQVKLSCNASEDCNSSILSNLFHVLALILNEDTEAREIAANNGLVKVSSDLLSQWISSSFDREKVPKWVTAAFVAIDRLAQVDQKLNDDILEQLKRDDATQKPVSIKEDKYNKLQSSLSPKYLDVLEQKRLVEIACGCMKNHLPSETMHAVLQLCATLTRTHPVAVNFLDAGGLQLLLSLPTSSLFIGFDNIAATIIRHILEDPQTLQQAMEAEIRHNVVTASNRQSSGRLTPRNFLLNLTSVIQRDPVIFMRAARSVCQVEMVGERPYVVLLRNRDKDKKDKDREREKSDDKDKVQNADLKSGVVNVSHGVQGKTLDASSKNVKVHRKPPHSFVNVIELLLDPVVKFVPPLKDEQVTKESCNSTDMDIDVSANKGKGKAIASASEASEADSHELSASMAKIVFILKLLTEIFLMYTASVHILLRRDSEVSSCIAAPQRSPTGHVTGGIFHHILHKFLPHSKSSRKERKTDVDWRQKLSSRASQFLVASCVRSTEARKRIFTEINSVFSDFVELEKGFRAPATDIQAFIDLLNDVLTARAPTGSSISAEASATFIDVGLVHSLTRALHVLDLDHTDSSKVVTGVVKVLELVTKEHVHAAESNAGKGEQSTKTQDLSQPGTTNDAFALQTNETAGQPNGNPVPTDHIESFGASQNFGGSEAVTDDMEHDQDIDGGFGPSNEDDYMHESNEDTRNLENGIEIRFEIQPDVQENLDEDEDDDDEDDDDEMSGDEGDEVDEDEEGDEEEQNDLEEDEAHHLQHPDTDQDDQEIDEDDFDEEVMDEEDGDDEDEEDGVILRLGDGMNGINGINVFDHIEVFGRDNSLSSETLHVMPVEVFGSRRQGRTTSIYNLLGRNGDSTAPSQHPLLVEPSSSLQLGQPRQSENIRDAYSDRSSEGTSSRLDSVFRSLRSSRHNQRFNLWTTDNQQSGGSNASALPQGFENMLVSHLRRSTPEKAADQDAAEGSQNRGEATQFAGSGEAAEIAAAAVENNSNNEARDATAPSTVLDGSGRADATPVANVSTQGADSPVGQSQPVEMQFEQNDVAIRDVEAVSQESSGSGATLGESLRSLDVEIGSADGHDDGGDRQAAADVRTRRTNVSFGNSTQVSARDVALHSVSEASEHPSQEAEQSGPGEEQQPNVDADSRSIDPAFLEALPEELRAEVLSAQQSQATQLQNSEPQTSGDIDPEFLAALPPDIREEVLAQQRAQRLQQSQELEGQPVEMDTVSIIATFPSELREEVLLTSSDAILANLTPALVAEANMLRERFARRYNRTLFGMYPRSRRGDSRRNEQLDRAGGTFSRRSAGSKPLEADGSPLVDTEGLRALVRLLRVFQPIYKVPLQRLLLNLSAHAETRAALVKILMDLLMLDVGRPANLNTAEPPYRLYGCQSNVMYSRPQHLDGIPPLLSRRVLETLTYLAKNHSLVAKTLLEFRLPRLVVEGPISPDQRRGKAVMVEADGPERWQLEGQVALALLLGLLNHPLYLRSVAHLEQLLNLLDVIVLNTESKSNAREEPGSSSTEQPTDPPVQSTAEMNTESHAASSEVEDKSGASSSGAGGDQTTESILLSLPQLELRLLCSLLAREGLSDNAYSLVAEVLKKLVAIAPALCHLFITELAGSVQSLTRSALDELNKFREVEKALLSTTSTDGAVILRVLQALSTLVASIDDKNKDNQILSEKEHGATVSLVLDINTALEPLWQELSTCISKIECFSETATNPSHSSLVTTSKPSGAMPPLPAGTQNILPYIESFFVMCEKLHPGLLGAGQDFSIATIPDPEEATASAMQPKTPTSAMKVDEKHIAFVKFAEKHRKLLNAFVRQNPGLLEKSFSIMLKVPRFVDFDNKRSHFRSKIKHQHDHHHSPLRISVRRAYILEDSYNQLRMRTTQELKGRLTVHFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNEATFQPNPNSVYQTEHLSYFKFVGRVVGKALFDGQLLDVHFTRSFYKHILGAKVTYHDIEAIDPDYFKNLKWLLENDISDILDLTFSIDADEEKLILYERNEVTDYELIPGGRNIRVTEENKQQYVDLVAEHRLTTAIRPQINAFLEGFSELIPRDLISVFHDKELELLISGLPDIDLDDLRANTEYSGYSPASSVIQWFWEIVQGFSKEDKARLLQFVTGTSKVPLEGFSALQGISGSQKFQIHKAYGSPDHLPSAHTCFNQLDLPEYPSKEHLEERLLLAIHEANEGFGFG*

NbL18g14290.1 E3_ubiquitin−protein_ligase_UPL2−like [MW = 403.04 kDa]
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Peptide counts over 4 repeats

1 58 115 172 284

Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MDVSGGQSLYPLHRCKTIHLVRHAQGIHNVEGEKDHSAYLSPHLFDAHLTPLGWEQVDNLRKHVHASGLSKKVELVITSPLLRTMQTAVGVFGGEGCPDGLDVPPLMVADAGNSNHPAISSLNCPPLIAVEGCREHLGVHWCDKRRSISEYKPLFPAIDFSLIECDDDVLWEPDIREPNEHLAARGMEFLRWLWTRKEKEIAVVTHSGFLIHTLSAFGNDCHPDVKNEICRPFNNCELRSMVIIDRSMIGSDSSTTNYPGKIPSGVDVPSDNTYINHPDGLSN*

NbL18g14060.1 phosphoglycerate_mutase−like_protein_1 [MW = 31.4 kDa]
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1 151 301 451 748

Pfam domains

Pfam Description
SP Sequon TM Domain PF01293 Phosphoenolpyruvate carboxykinase

Protein sequence:
MASNGNGEFSFDSKRRSGLPKIQTQKTDDDNVVCHDDSATPVKAQTLDELHSLQKKKSAPTTPIKSPHAFGVAVSEEERQKQQLQSISASLASLTRETGPKVVKGDPARQAETPKVAQSHATHHHHAPTLNISDSALKFTHILYNLSPAELYEQAIKYEKGSFITSSGALATLSGAKTGRSPRDKRVVRDETTEKDLWWGKGSPNIEMDEQTFLINRERAVDYLCSLEKVYVNDQFLNWDPNNRIKVRIVSARAYHSLFMHNMCIRPTAEELEEFGTPDFTIYNAGQFPCNRYTHYMTSSTSIDVNLARKEMVILGTQYAGEMKKGLFSLMHYLMPMRQILSLHSGCNMGKGGDVALFFGLSGTGKTTLSTDHNRYLIGDDEHCWSDHGVSNIEGGCYAKCIDLSREKEPDIWNAIKFGTVLENVVFEEHTREVDYADKSVTENTRAAYPIEYIPNAKIPCVGPHPKNVILLACDAFGVLPPVSKLNLAQTMYHFISGYTALVAGTEDGIKEPTATFSACFGAAFIMLHPTKYAAMLAEKMKKHGATGWLVNTGWSGGSYGSGRRIKLAYTRKIIDAIHSGALLNANYKKTEDGIKEPTATFSACFGAAFIMLHPTKYAAMLAEKMKKHGATGWLVNTGWSGGSYGSGRRIKLAYTRKIIDAIHSGALLNANYKKTEVFGLEIPTELEGVPSEILDPMNTWPDKKAHKDTLLKLGGLFRKNFEVFTNYKIGTDNNLTEEILAAGPNF*

NbL18g13960.1 phosphoenolpyruvate_carboxykinase_[ATP]−like [MW = 82.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08694 Ubiquitin−fold modifier−conjugating enzyme 1

Protein sequence:
MEGWDPNTKSTLTQIPLLTTKAGPRDGAAWTSRLKEEYKALIAYTSMNKSKDNDWFRISAANPEGTRWKGKCWYVHNLLKYEFDLQFDIPVTYPATAPELELPELDGKTEKVTSFLCVF*

NbL18g13950.1 ubiquitin−fold_modifier−conjugating_enzyme_1 [MW = 13.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01239 Protein prenyltransferase alpha subunit repeat

Protein sequence:
MHGRPRKAPTTEEQEASAIKASKLRSLQSQFLQFHHNTIYTKEALDVSAKLLELNPEYYTAWNYRKLAVQHNLSLPEADNNEEFIKSILDEELRLVENALKRNFKSYGAWHHRKWVLSKGHSSTDKELLLLGKFQKADPRNFHAWNYRRFVTALKNIPDEKELEYTTERIYDNFSNYSAWHNRSVLLSHLLKEKAKGYSPKDNVFTEEYEFVRNALFTDPDDQSGWFYHLWLLDQTVKLETLLVSSWPPHGCNLSLPMDGSFGDCSFSPFTSRQSNTRTLPLILYFSEVVENICPSTVEVECENIVSNELVWRSLSGDETASAHAWLTYLNFPEEHANSLKAYQVKVSLARSQGIFSSTGVHHGNSSHIAFTVSISPYRSEHVDLKNEEKISWNDESFCTHEPQFIESVLANLFHIERTKVDEKVVDYQWNVTTVDNEILYYRELLATMNCKIGKLTLARLLMAHDTLMSYTGTSHGNFSHHTEILQLYEDLKKMDPAHFHYYQDEYSLVLLKQIISNQELLLKHCCKYRDPSSPKINNFCLRFNDLSLSRIGSMEKLLWVQVLDLSNNQLQSLEGLEVMQLLTCLNVSHNKLCSFTALEPLRLLRSLKVLDISYNEIGAHSIDTRRYLCSSPLNHKSGGDWKAEESEMPLAEVADNWEAYTIFDDLSLIQLDVIGNAVSDENIKLLLIKLLPSLKWLDGEVADN*

NbL18g13800.1 geranylgeranyl_transferase_type−2_subunit_alpha_1 [MW = 81.33 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00175 Oxidoreductase NAD−binding domain

PF00258 Flavodoxin
PF00667 FAD binding domain

Protein sequence:
MESSSELVRSIESALGLSLGSDTVLVLLTTSFAVIVGLVVLFLKRSSDLSKEVKPIVFPKSLHVEPEEEIELEPGKVKVTVFFGTQTGTAEGFAKALSEEIKARYEKAVVKVVDMDDYAADDDLYEEKLKKEIVAFFMVATYGDGEPTDNAARFYKWFTEGQERGMWLQHLTYGVFGLGNRQYEHFNKIGKVIDEQLSEQGAKRIVPVGLGDDDQCIEDDFSAWREQLWPELDQILRDEDDANSAATPYTAAIPEYRLVIHDTAARHDDKHASMANGNTSYDIHHPCKVNVAVQRELHTPESDRSCIHLEFDISGTGISYETGDHVGVYAENPEEIVEEAARLLGQSLDLIFSIHTDKEDGTALGGSLPPPFPGPCTLRAALARFADLLNPPRKATLVALAAHAAEPSEAEKLKFLASPQGKDEYSAWVVASQRSLLEVMAEFPSAKPPLGVFFAAVAPRLQPRYYSISSSPRFAPARIHVTCALVYGPTPTGRIHKGVCSTWMKNAVPSEKSQNCSSAPIFIRPSNFKLPVDPSVPIVMVGPGTGLAPFRGFLQERAALKEDGAQLGPAFLFFGCRNRRMDFIYEEELQSFVKQGVISELIIAFSREGPQKEYVQHKMLEKLMTYEQASHVWSLISQEGYLYVCGDAKGMARDVHRTLHTIVQEQDKVDSTNAEAIVKKLQMDGRYLRDVW*

NbL18g13760.1 NADPH−−cytochrome_P450_reductase [MW = 76.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00208 Glutamate/Leucine/Phenylalanine/Valine dehydrogenase PF02812 Glu/Leu/Phe/Val dehydrogenase, dimerisation domain

Protein sequence:
MNALAATNRNFKLASRLLGLDSKLEQCLLIPFREIKVECTIPKDDGSLATFIGFRVQHDNARGPMKGGIRYHPEVDPDEVNALAQLMTWKTAVANIPYGGAKGGIGCSPSDLSISELERLTRVFTQKIHDLIGIHTDVPAPDMGTNPQTMAWILDEYSKFHGYSPAVVTGKPIDLGGSLGRDAATGRGVLFAAEALLRDHGKSIAGQRFVVQGFGNVGSWAAQLITEQGGKIVAVSDITGAIKNKNGIDIASLLKHVKENRGVKGFHGADSIDPNSILVEDCDVLIPAALGGVINRDNAKDIKAKFIVEAANHPTDPEADEILAKKGVVILPDIYANSGGVTVSYFEWVQNIQGFMWDEERVNTELKAYMNRGFKDVKDMCKTHNCDLRMGAFTLGVNRVATATTLRGWEA*

NbL18g13540.1 glutamate_dehydrogenase_B [MW = 44.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MALAFATFLFITLLSTKASAFDSCASTNEDLSVIPIYGKCSPFNTPKPSSWENTVINMASKDPQRLSYLSSLEAQKPNSAPIASGQQVFNIGNYVVRAKIGTPGQLMFMVLDTSSDNAWVPCSGCTGCTSTMFAPNTSSTYGSTECSAPQCTQVRGQSCPAGAPGACFFNQSYGGASSFYATLSRDVLRLGTDVIPNYSFGCISAISGSSIPPQGLLGLGRGSMSLLSQSASLYSSVFSYCLPSFKSYYFSGSLKLGPLGQPKNIKFTPLLKNPHRPSLYYVNLTGISVGRVLVPIAPELLAFDMNTGAGTIIDSGTVITRFVQPAYNATRDEFRKQVKGPFSSLGAFDTCFASTNEAVAPAITLHFTGMDLVLPMENTLIHSSASPVACLAMAAAPTNLNSVLNVIANLQQQNLRILFDTANSRLGIARELCN*

NbL18g13530.1 protein_ASPARTIC_PROTEASE_IN_GUARD_CELL_2 [MW − SP = 43.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00342 Phosphoglucose isomerase

Protein sequence:
MASSSLSSIYSTSSSSSSSSSSSFKTEVKSIHKITSSQLGSISLPGKSRFHVHAVARELSTGGNNNDVVLKKKENIGLEKDPKSLWKRYVDWLYQHKELGLYLDISRIGFSDEFLEEMEPRLQKAFKDMVALEKGAIANPDEGRMVGHYWLRSPHLAPNSFLKLQIENTLESVCQFANDIVSGKIKTPSGSLFTQILSVGIGGSALGPQFVAEALAPDNPPLKIRFIDNTDPAGIDHQIAQLGPELASTLVIVISKSGGTPETRNGLLEVQKAFREAGLEFAKQGVAITQENSLLDNTARIEGWLARFPMFDWVGGRTSELSAVGLLPAALQGINIREMLTGAALMDEANRTTVVRDNPAALLALCWYWATDGVGSKDMVVLPYKDSLLLFSRYLQQLVMESLGKEFDLDGNRVNQGISVYGNKGSTDQHAYIQQLREGVHNFFATFIEVLRDRPPGHDWELEPGVTCGDYLFGMLQGTRSALYANNRESITVTVQEVTPRSVGALVALYERAVGIYASLVNINAYHQPGVEAGKKAAGEVLALQKRVLAVLNEASCKDPVEPLTLEEIADRCHCEEDIEMIYKIIAHMAANDRALIAEGNCGSPRSVKVYLGECNVDELYA*

NbL18g13490.1 glucose−6−phosphate_isomerase_1_chloroplastic [MW = 68.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
KPKKKGRNNTKSRSLTRTRTLSRIHSISPKLSLSTTTTMAALLTDNLNREQYLYLAKLAEQAERYEEMVQYMDKLVLSSTPAAELTVEERNLLSVAYKNVIGSLRAAWRIVSSIEQKEESRKNEEHVSLVKEYRGKVENELTEVCAGILKLLESNLEPSASTGESRVFYLKMKGDYYRYLAEFKVGDERKQAAEDTMNSYKAAQEIALADLPPTHPIRLGLALNFSVFYFEILNSSDKACSMAKQAFEEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDAQDQLDES*

NbL18g13430.1 14−3−3_protein_10 [MW = 32.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03091 CutA1 divalent ion tolerance protein

Protein sequence:
MALTLSAIASSSLVRRRLPIVGAFCVLTFGLSNLSIQTLTKTGSAHSLPFPPLLRSKLRQSTSINGSIRMEGSSKIVPSIVVYVTVPNKELGKKLAGSIVKEKLASCVNRIPGVESVYEWEGKVQTDSEELLIIKTRESLLEALTEHVKANHEYDVPEVIAMPIVGGSPQYLEWLKNSTREK*

NbL18g13420.1 protein_CutA_chloroplastic [MW = 19.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MALLRLLSSPSQLHFSPTQFSSSSSSSSPAFFPLHRQSIIPILSPSTVSFHNSSLSPLLPIKSQKPYLYISHCSSSAQTPELQQDQEEQSEDEGSRTRILAQNAPWTSTADDLRPMFEKFGTVMDIEVAMYNKTRSRGLVFVTMGSHEEAKAVLENLEAYELEGRPLRLAWAKPKTVKPSSPLPSKPLPVHNVFVANLHFEARSKDLMEFFKANGADVVSAEVIFNSDNPRRSAGYGFVSFNTKVEADSALSSFEGKEFMGRPIRVAHSKRFLRGETKKILQSQEVSSELISVAE*

NbL18g13260.1 28_kDa_ribonucleoprotein_chloroplastic−like [MW = 32.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MVSFASTFPSLVPSPSSITNASRYPPLPGMICCKFGPELNSEDRCFRRRDVLHSIGAAVGMDLIARSSSFIEVANAADLIQRRQRSEFQSKIKGILYEAIKGNADIVPSILTLALNDIMTYDKATKSGGPNGSIRFSSEISRPENKGLAAALSLLEESKKEIDADSKGGPISYADLIQLAAQSALKSTFLASAIRKCGGNVEKGSLLYSAYGSNGQWGLFDRQFGRSDAQEPDPEGRVPQWDKASVQEMKDKFKAVGFGPRQLAVMSAFIGPDQDATEALLANDPEVIPWVQKYQRSRETVSRTDYEVDLITTLTKLSCLGQQINYEAYSYPVQKIDVTKLKL*

NbL18g13160.1 thylakoid_lumenal_29_kDa_protein_chloroplastic [MW = 37.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00587 tRNA synthetase class II core domain (G, H, P, S and T) PF02403 Seryl−tRNA synthetase N−terminal domain

Protein sequence:
GDKVSERKPVTPLPPTHSDTTNRSRKWRAMVLLHCCRSATSFYSLKTFSKTLTFRLTPYYSRPLLPLVVRPLSVSAVQTAGAATTSATDDSKVVKPQWKATIDFKWIRDNKEAVADNIANRKASANLELVLELYDKLLNIQKEVERLRAERNVVANKMKGKLEPSERQKLIEEGKNLKEALVTLEEDLLKLTDELQQEAQSVPNMTHPDVPVGGEDSSTVRKMVGKPAEFSFAVKDHVQLGKELDLFDFDAAAEVSGSKFYYLKNEAVILEMALVNWAVSEAMKRGFTPLTTPEIVRSSVVEKCGFQPRGTNTQVYSIENSDQCLIGTAEIPVGGIHMDSILSESSLPLKYVAFSHCFRTEAGAAGAATRGLYRVHQFSKVEMFILCRPDESDSYHEELIEIEEDLFSSLGFHFKTLDMASQDLGAPAYRKFDVEAWMPGLGRYGEISSASNCTDYQSRRLGIRYRPEPSASSSPKKGKNTAPTQFVHTLNATACAVPRMIVCLLENFQQEDGSVVIPEPLRSFMGGLQIIKPKHIQN*

NbL18g13150.1 serine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 59.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02297 Cytochrome oxidase c subunit VIb

Protein sequence:
MAEIDTSTVPSLSEQYLLKAQEEKSSKAAKPVEETEVKTPSAATEEVISKTEEDPVVESKVSPAPEENSEAAAEASPPVEASSDESSESTEDETSGNEESAVETPEIKLETAPADFRFPTTNQTRHCFTRYVEYHRCVAAKGEGAPECDKFAKYYRSLCPGEWIDRWNEQRENGTFPGPL*

NbL18g13120.1 cytochrome_c_oxidase_subunit_6b−1−like [MW = 19.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MAASNAELDYEFLPFLRVYKNGHVERLLGIDSIPAGTDSQTGVSSKDISNIIPDTEVYVRIYVPNISILGNQKLPLVIYFHGGGFCMFTPSSSNYHNYLNTLVSEARIIAVSVHYRRPPEHPLPIAYEDSWQTLQWVFSHCNGDGQEPWLNEHANFGRVFLSGDSAGANIAHNLAMAAGSVEPELMVDIIGVALVHPYFWGSGSIGSEALYPDKKAHVDRLWAFVCPSNPDNDDPRINPMFEGAPSLTSLGCRRVLIIVAEKDILKDRGWAYYQALGRSGWMGVVVIQETEGEDHVFHLNNLQCQKSKDLIKNLAHFFNREMPHFLKIKH*

NbL18g13010.1 probable_carboxylesterase_2 [MW = 36.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00185 Aspartate/ornithine carbamoyltransferase, Asp/Orn binding domain PF02729 Aspartate/ornithine carbamoyltransferase, carbamoyl−P binding domain

Protein sequence:
IYQITLSALLSKTMAAIFSQLSSLRSPETLSSFSSVSSLSHSGKQSSHFPGVIAPSPVTFPATRQRILCQISSSATSPSSVIANATADQKDFLHISDFDKATILNILNRAREVKELLKSGERTYLPFTGKTMAMIFAKPSMRTRVSFETGFFLLGGHAIYLGPDDIQMGKREETRDVARVLSRYNDIIMARVFAHQDILDLAKYATVPVINGLTDYNHPCQIMADALTMIEHVGQLEGTKVVYVGDGNNIVHSWLLLASVIPFHFVCACPKGFEPDQETVEKARQAGVSKIEITNDPKEAVRGADVVYVDVWASMGQKEEAAHRRRVFQGFQVDEELMKLAGQKAYFMHCLPAERGVEVTDGVIEAPNSIVFPQAENRMHAQNAIMLHVLGL*

NbL18g12750.1 ornithine_carbamoyltransferase_chloroplastic−like [MW = 43.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MATTQAESNKTAGNPIRCKAAVARKAGEPLVIEEVIVAPPKAHEVRLKIICTSLCHSDFTFWKLKEPACFPRIFGHEAFGVVESIGEDVHDIKEGDSVVPIFLPDCTECIDCTSKKSNVCSKFQFKGSPYMPRDGTSRFTTADGEALFHFLFVSSFVEYTVVDIANVTKIDPCVPPNRACLFSCGVSTGLGAAFKTANVEPGSTVVIFGLGAIGLAVAEGARICGATRIIGVDINSDKFEIGKQFGVTDFVNSNSFGDKPISQVINEMTNGGADYCFECVGLGTVVQEAYACCRKGWGKTIVLGVDKPGADLTFKSFDVLHSGKTLMGSLFGGLKPKSDIPFLVKRYLDKELQLDKFVTHEVSFQDINKAFDLLAQGKSLRCVIWMD*

NbL18g12390.1 alcohol_dehydrogenase−like_7 [MW = 41.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MKGKWKLPFWVLLVLYGLLLSQSFKGCFSAFSLPLPSWKKQSKFGSSLVFPLAGNVYPKGYYQVTLNVGQPPKPYFLDIDTGSDLTWLQCDAPCAKCTPAPHSPYKPNKNIVKCKDPVCASLHLTANNHCHTPDEQCDYEVEYADHGSSMGVLVKDAFPLRFTNGSTVAPPLVFGCGYDQEVPASTRAPFTDGILGLGNGKSSVLSQLSSLGLIRNVVGHCLSGQGGGFLFFGDDVLPSSGIVWTPIVRASSEKHYSLGPADLLFSGQATGIKGIPIIFDSGSTYSYFNSKAYKILVSSIKKDVNTKQLTDAVDDKSLPVCWKGSKSFKSIHDAKSFFKPLTLSFRKAKNVQLQLPPEAYLVRTEHGNICLGILDGTEVGLGNYNLIGDISMVDKMVIYDNEKQQIGWVPANCNKLP*

NbL18g12280.1 aspartic_proteinase_Asp1 [MW − SP = 42.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00199 Catalase PF06628 Catalase−related immune−responsive

Protein sequence:
MDLSKFRPSSAYDSPFLTTNAGGPVYNNVSSLTVGPRGPVLLEDYHLIEKLATFDRERIPERVVHARGASAKGFFEVTHDISHLTCADFLRAPGVQTPVIVRFSTVVHERGSPESLRDIRGFAVKFYTREGNFDLVGNNVPVFFNRDAKSFPDTIRALKPNPKSHIQEYWRILDFFSFLPESLHTFAWFFDDVCLPTDYRHMEGYGVHAYQLINKAGKAHYVKFHWKPTCGVKCMSEEEAIRVGGTNHSHATKDLYDSIAAGNYPEWKLFIQIMDTEDVDKFDFDPLDVTKTWPEDILPLMPVGRLVLNRNIDNFFAENEQLAFNPGHIVPGLYYSEDKLLQTRIFAYADTQRHRIGPNYMQLPVNAPKCAHHNNHRDGAMNFMHRDEEVDYLPSRFDPCRHAEQYPIPSRVLTGRREMCVIEKENNFKQAGERYRSWEPDRQDRYVSKWVEHLSDPRVTYEIRSIWISYLSQADKSCGQKVASRLTLKPTM*

NbL18g12270.1 catalase_isozyme_1 [MW = 56.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MATLSSSSLNYQPQTLLSHPSHLPYALSYSSNLLKGPKKNGNPYISSCNNPMPRTKDGVQVKGECVTKRRELLLQAGSVAYSLSAFSSIALAENDVAEEFRVYSDDVNKFKIIIPRDWQIGAGEGDGVRSLIAFYPQEASNTNVSIVITSLGADFTKLESFGKVDAFAENLVSGLDRSWQRPAGVKAKLIDSKASKGLYYIEYTLQNPGGSLRHLFSVLGIADNGVYNRLYTLTGQFVDEEAEKYGAQVEKAVSSFRLI*

NbL18g12180.1 psbP_domain−containing_protein_3_chloroplastic−like [MW = 28.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MDADYGIARELSDLQKHRSQYQPELPPCLQGTTVRVELGDATTASDPSGEHTISRSFPHTYGQPLAHFLGATAKVADAQIITEHPAKRVGVVFCGRQSPGGHNVIWGIHDALKIHNPNSILLGFLGGSEGLFAQKTLEITNDVLSTYKNQGGYDMLGRTKDQIRTTEQVNASMAACKALKLDDLIIIGGVTSNTDAAQLAETFAEAKCQTKVVGVPVTLNGDLKNQFVETNVGFDTICKVNSQLISNVCTDALSAEKYYYFIRLMGRKASHVALECTLQSHPNMVILGEEVAASKLTLFDITNKICDAVQARAEQDKNHGVILLPEGLIESIPEVYALLQEIHGLLRQGVSADKISSQLSPWASALFEFLPPFIKKQLLLYPESDDSAQLSQIETEKLIAHLVETEMNKRLKEGTYKGKKFNAICHFFGYQARGSLPSKFDCDYAYVLGHICYHILAAGLNGYMATVTNLKNHVNKWRCAAAPITAMMTVKRYGRGPGNAAIGKPAVHPTTVDLKGKAYELLSQNATKFLLDDVYRNPGPLQFDGPGADAKAVTLCVEDQDYMGRIKKLQEYLDKVRTIVKPGCSQDVLKAALSAMASVTDILSVMSSPSTVNTPF*

NbL18g12170.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_alpha−like [MW = 67.18 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 42 83 124 165 206

Protein length

Gel Slice

4.5 5.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 42 83 124 165 206

Pfam domains

Pfam Description
SP Sequon TM Domain PF01894 Uncharacterised protein family UPF0047

Protein sequence:
MLSLSSSLLSFGGIAKPISAPISLKCQHNPLRTTISNPSDSMASSVAPKWAQKTVTLPPQRRGCHLVTSKILKEIGQEMAGFKSGLAHLFLQHTSASLTINENYDSDVRDDTETFLNRVVPEGISAPWKHTLEGPDDMPAHIKSSMFGCTLTSEIPITDGKLNMGTWQYLPSSAEEEPWIQLGIWLCEHRDAATPRRIVITLNGM*

NbL18g12160.1 UPF0047_protein_YjbQ [MW = 22.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00579 tRNA synthetases class I (W and Y)

Protein sequence:
FYPFRVQSLPIITISSKLRFNLQTLKKAAAMGRCLLSHFSMVTYSAPRFASSTRLRGLSSGKYLRRSQLFRQRNLQAGRDFRCLCSVAVSEPVNSESSSSPVKKRIVSGVQPTGLIHLGNYLGAIKNWIRLQDTYETFFFIVDLHAITLPYEAQQLPRSTRDTAAIYLACGVDPSKASVFVQSHVRAHVELMWLLSSATPIGWLNRMIQFKEKSRKAGDENVGVALLTYPVLMAADILLYQSDFVPVGEDQKQHLELTRELAERVNYLYGGRKWKKLGGRGGSIFKVPEPLIPPAGARIMSLTDGLSKMSKSAPSDQSRINLLDSKDVIANKIKRCKTDSFPGMEFDNLERPECNNLLSIYQLVTGKTKQEVAEECRDMNWGTFKLVLTDALVDHLRPIQVRYEEIVSDASYLDGVLAEGARKAADVADVTVNNVYQAMGFLRR*

NbL18g12080.1 tryptophan−−tRNA_ligase_chloroplastic/mitochondrial [MW = 49.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MEACCGAAVMGSSIQQPVWVKGSAFPLKGEMIKLNGVVKLCSVKPCGASQLEGSLVTGRPPSSVSVPIPEMAGAGSSFIDYELGEADPEVRGIINKEKERQFRSLELIASENFTSRAVMEAVGSCLTNKYSEGLPGKRYYGGNEYIDELEILCQERALAAFNLDGKQWGVNVQPLSGSPANFEVYTAILNPHDRIMGLDLPHGGHLSHGFMTPKRRVSGTSIYFESMPYRLDESSGLVDYDMLEKTASLFRPKLIIAGASAYPRDFDYPRSQAGLNCFIRSSAGQRGC*

NbL18g12010.1 serine_hydroxymethyltransferase_3_chloroplastic−like [MW = 31.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:


NbL18g11940.1 far_upstream_element−binding_protein_2 [MW = 67.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00327 Ribosomal protein L30p/L7e PF08079 Ribosomal L30 N−terminal domain

Protein sequence:
IAAVCTQSHSLSPPTSNPSFHSPPQFQAMGETPVPESVLKKQKRSEEWALAKKQEVEAAKKKNAENRKLIYNRAKQYSKEYEEQEKELIHLKREARLKGGFYVDPEAKLLFIIRIRGINAMAPQTKKILQLLRLRQIFNGVFLKVNKATVNMLHRVEPYVTYGYPNLKSVRELIYKRGYGKLDKQRIALTDNSIIEQALGKHGIICAEDLVHEIMTVGPHFKEANNFLWPFQLKAPLGGLKKKRNHYVEGGDAGNRENYINELIRRMN*

NbL18g11750.1 60S_ribosomal_protein_L7−2 [MW = 30.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01092 Ribosomal protein S6e

Protein sequence:
MKFNIANPTTGCQKKLEIDDDQKLRAFFDKRISQEVAGDALGDEFKGYVFKIMGGCDKQGFPMKQGVLTPGRVRLLLYRGTPCFRGYGRRNGERRRKSVRGCIVSPDLSVLNLVIVKKGENDLPGLTDTEKPRMRGPKRASKIRKLFNLSKEDDVRKYVNTYRRNFTTKTGKKASKAPKIQRLVTPLTLQRKRARIADKKKRIAKAKSEAAEYQKLLATRLKEQRERRSESLAKKRSRLSAASKPSIAA*

NbL18g11660.1 40S_ribosomal_protein_S6−like [MW = 28.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
MGYLNSVLSSSSNQVHADDAPVSGGGLSQNGKFSYGYASSPGKRSSMEDFYETRIDGVEGEVVGLFGVFDGHGGARAAEYVKHNLFSNLIRHPKFISDTKSAIADAYSHTDSEFLKSENSQHKDAGSTASTAILVGDRLLVANVGDSRAVICRGGTAIAVSRDHKPDQTDERQRIEDAGGFVMWAGTWRVGGVLAVSRAFGDRLLKQYVVADPEIQEEKVDGSLEFLILASDGLWDVVTNEEAVSMVKPIQDPEEAAKRLMQEAYQRGSADNITIVVVRFLGNQEGSSRGVSA*

NbL18g11560.1 probable_protein_phosphatase_2C_59 [MW = 31.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01150 GDA1/CD39 (nucleoside phosphatase) family

Protein sequence:
MEKTLKRNRQYGGGESFSDKIQRYKGVILVICVPLFLVSLVLYVMPTRSPSDSTESLNRKFSPNLGSMRYAVIFDAGSSGSRVHVFCFDENLDLVPIGNELELFVQKKPGLSSYASDPEAAAESLLSLLKEAENVVPRNLRSNTPVRVGATAGLRQLEGDASDRILQAVRYFLKSKSSFKAKADAVTVLDGNQEGAYQWVTINYLLGKLGKKYSDTVGVVDLGGGSVQMAYAIAESDAQKAPKVSDGEDTYVQEMYLKGTKYYLYVHSYLHYGLLAARAEILKATDESGSPCILGGYHGSYKYGGAVYPASAMSQGSSLSSCREVSLKALKVNEPTCTHMKCTFGGVWNGGGGDGQKNMFVASFFFDRAAEAGMINPSLAVAKVRPVDYESAAQRACETGLEGAKSAFPRVDPDNLPYLCMDLVYQYTLLVDGFGLDPQQEITLVKKVQYKNSLVEAAWPLGSAIEVASSLT*

NbL18g11540.1 apyrase_2−like [MW = 51.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00885 6,7−dimethyl−8−ribityllumazine synthase

Protein sequence:
IIPSPKRVIMATSAFGQCNLLPRTTTVNPTQLHSPRYSLSLPLHRQSLTSSPALSFTQSQGLGFAIDRHCNRSDLFQTCAVRQLTGSVTSAKGHRFAVVVARFNDLITKKLLEGALETFKNYSVREEDIDVVWVPGCFEIGVVAQQLGKSQKYQAILCIGAVIRGDTSHYDAVVNAATSGVLSAGLNSGTPCIFGVLTCDTLEQAFNRVGGKAGNKGAETALTAIEMASLFEHHLKV*

NbL18g11510.1 67−dimethyl−8−ribityllumazine_synthase_chloroplastic−like [MW = 25.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSGNVGRLPLMNVVRFKGVPILQQLHLEERLLRTSPQNWCIVNDGTNEPTIVMGISGKPAELLEIGSVLQDKIPVVKRFTGGGTVIVDHKTVFISFICNKDDVPTVQPYPRPIMSWSSQLYSKVFQGVGDFSLRENDYVFGNRKFGGNAQSITKGRWIHHTSFLWDYEMINMAYLKLPKRAPEYRQARDHSDFICRMKDYLSRQEFINRTISTLDSHFSVTSLELKSFDCPDDSKFMPSSRLLGKQELEESFESESGNVILQSM*

NbL18g11320.1 uncharacterized_LOC109236326 [MW = 30.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MALRFQPFSPLFNFHSTKRSRTVLARNEVSATSNGYTSSTLTSKQGKPEADIIVIGSGIGGLCCGGLLARYGQDVLVLESHDVAGGAAHSFDIKGYKFDSGPSLFSGFQSRGPQANPLAQVLDALGESIPCANYDSWMVYVPEGEFLSRIGPTEFFKDLEKYAGPDSAREWRKLLDAILPISAAAMALPPLSIRGDLGVISTAAARYAPSLLKTFAQMGPQGALGATKLLRPFSEIIDSLGIKDPFIRNWLDLLAFLLAGVKTNGILSAEMVYMFSEWYKPGCTLEYPLQGSGAIVDALVRGLQKFGGRISLKSHVENIVVENGRAVGVKLRGGQFVRAKKAVVSNASMWDTLSLLPLEVVPKSYRDNIKSTPQCESFMHLHLGFDAEGIRDDLGIHHIIVNDWDRGVDADQNVVLISVPSVLSPNLAPPGKHILHAYTPGTEPFEIWEGLDRRSNEYKNLKAERSEVMWRAVEKALGPGFNREKCEVKLVGTPLTHKRFLRRNRGTYGPAILAGKGTFPGHSTPIPQLWCCGDSTFPGIGVPAVAASGSIVANSLVSVAEHSQLLDAVGI*

NbL18g11300.1 prolycopene_isomerase_1_chloroplastic [MW = 61.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAEENKVIVHGTWGSLFVKRVELALKIKGIAYEYVEEDLSNKSPHLLKYNPVFKKVPVLVHNDKPVSESLVILEYIDETWKIGPRILPQDPYEKAIVRFWANYIDQHLIPSTAKLWKSTGEEQEKALEEVLEKIRILEKGIPEIHGNEFGLLQILLVTTFGSHKAYEDVLGVKILVPENNPLLSSCVTSLKELPLVKEICPPYDMLLSKLKIYRENALKSTTH*

NbL18g11220.1 glutathione_S−transferase_U9−like [MW = 25.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MARAVSIPTIDLSTFFLNDEDQEGKKKVTEIIKQACSEYGLFQVVNHGVPIDFIHRAMEVCKEFFDQPYVEKVKVYSESDAPLPFPHGYRKNKADKNEYLIMSPPGTTGNVFPTNPPKYQLIMEKLFNKFSETCQLLEGILNDSLGLPPNCLKDYNNDRCADLLLSCRYFPATEMEDNGASSHQDPVVLGLIFQDDAGGLEVLIDGEWIPVTPIEGALVFHICDVLQVLTNDKFVSPFHQVLRPKGKSRYVFVFFYNLNGEKWVEPLPQFSKEIGEPPKYRRFQYKDYFGAWVKEKLNPPVRHEDKTSLITFASATN*

NbL18g11190.1 flavonol_synthase/flavanone_3−hydroxylase−like [MW = 36.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MARAVSIPTIDLSTFFLNDEDQEGKKKVTEIIKQACSEYGLFQVVNHGVPIDFIHRAMEVCKEFFDQPYVEKVKVYSEPDAPLPCPHGYRKHKADKNEYLFMLPPGTTGNVFPTNPPKFQLIMEKLFSKFSETCQLLEGILNDSLGLPPNCLKDYNNDRCADILLSCRYFPATEMEDNGANSHQDPAVLGLIFQDDAGGLEVLIDGEWIPVTPIEGALVFHICDVLQVLTNDKFVSPFHQVLRPKGKSRYVFVFFYNLNGEKWVEPLPQFSKEIGEPPKYRKFQYKDYFGVRVKEKLNPPARHEDKTSLITFASATN*

NbL18g11080.1 flavonol_synthase/flavanone_3−hydroxylase−like [MW = 36.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02151 UvrB/uvrC motif PF04379 ApaG domain

Protein sequence:
MQSLSFNLNAGTKVSWPGRFNQGDGCKQQIHIRGNVKMFRVTACAPEMNSGAESQSSSPSRSEGSFLSRSQTYALLKQQMEVATKSEDYKQAARLRDSLKIFEDEEPVLRLRRLLKEAIAEERFEDAARYRDELKDVAPHSLLKCSSDATTLGIRVQVRSVYIEGRSHPSKGLYFFAYRIRITNNSDRPVQLLRRHWIITDANGKTENVWGIGVIGEQPVILPNTGFEYSSACPLGTPNGRMEGDFEMKHIDKVGSRTFNVAIAPFSLSKVGDGSDTFSDGS*

NbL18g10900.1 uncharacterized_LOC107799956 [MW = 31.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00935 Ribosomal protein L44

Protein sequence:
MVNVPKTKKTYCKSKECKKHTLHKVTQYKKGKDSLAAQGKRRYDRKQSGYGGQTKPVFHKKAKTTKKIVLRLQCQGCKHVSQHPIKRCKHFEIGGDKKGKGTSLF*

NbL18g10890.1 60S_ribosomal_protein_L44 [MW = 12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00218 Indole−3−glycerol phosphate synthase

Protein sequence:
MEALVPLRTTFIATATAAPAARPRLSFQPLAKNFALSRFIPAGISMVDRARSSLQCPPVRVQQDGSAVVSEDTISEEDALKIKEWEVERLQDEIAASQGIRIRRRPPTGPPLHYVGPFEFQVENEGNTPCNILEEIIWYKDKEVLQMKERTPLSALKKAISSAPPTRDFLGALRRSYSRTGLPGLIAEVKKASPSRGVLREDFNPVAIAKAYEKGGAACLSVLTDEKYFQGSFENLEAIRNAGVECPLLCKEFVVDAWQIYYARIKGADAVLLIAAVLPDLDIMYMTKICKLLGLTALVEVHDEREMDRVLRIDGIELIGINNRDLGTFKVDISNTKNLLEGERGKRIHEEGIIVVGESGLFTPADVAYVQEAGVKAVLVGESLVKQKDPAKGIRQLFGKDISCEGPSI*

NbL18g10730.1 indole−3−glycerol_phosphate_synthase_chloroplastic−like [MW = 45.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSCATKPIIKPSSMATNSCLISLPPFFATATKSKSFAYPYLSNTLKPIKLLHLSCTYSPCILSLKKKTSVSALQEEENTLILDGQSGDLFNFEPSGEETEEEGFVEAVGDAGESDEVEAEEEEFQEPPEDAKLFVGNLPYDVDSEGLARLFEKAGVVEIAEVIYNRDTDQSRGFGFVTMSTVEEAEKAVEMYNRYDVNGRLLTVNKAARRGERPERPPRTFEQSYRIYVGNIPWGIDDARLEQLFSEHGKVVSARVVYDRETGRSRGFGFVTMASEAEMSDAIANLDGQSLDGRTIRVNVAEDRSRRNTF*

NbL18g10720.1 31_kDa_ribonucleoprotein_chloroplastic [MW = 34.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase PF05191 Adenylate kinase, active site lid

Protein sequence:
MSNSVNLEDVPSESITTEILRRMRCSSKPDKRLILIGPPGSGKGTQSPVIKDEYCLCHLATGDMLRAAVAAKTPLGIKAKEAMDKGELVSDDLVVGIIDEALKKPSCQKGFILDGFPRTVVQAEKLDEMLQNRGTKVDKVLNFAIDDAILEERITGLWIHPASGRSYHTKFAPPKVPGIDDITGEPLIQRKDDTAAVFKSRLESFHRQTEPVIDYYVKKNMVVNLPAEKPPQTVTSEVKKALS*

NbL18g10610.1 adenylate_kinase_4−like [MW = 26.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01722 BolA−like protein

Protein sequence:
MALRGLLSRASRMKTRLQSALEATLIEVEDVSYQHAGHAAVKESGTNETHFNVKIVSSKFDGQNLVKRHRMVYELLSDELQSGLHALSIIAKTPKEAGM*

NbL18g10590.1 uncharacterized_LOC107817829 [MW = 10.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MSGIIGRKLASRGISAFNINQYLRESRVFTSRTYSNTAKEMTVRDALNSALDEEMSADPKVFIMGEEVGEYQGAYKISKGLLDKYGPERVLDTPITEAGFAGIGVGAAYHGLKPIIEFMTFNFSMQAIDHIINSAAKSNYMSAGQISVPIVFRGPNGAAAGVGAQHSQCYAAWFGACPGLKVLAPYSSEDARGLLKAAIRDPDPVVFLENELLYGESFPVSAEALDSSFCLPIGKAKIELEGKDVTITAFSKMVGSALKAAEILAKEGISAEVVNLRSIRPLDRSTINASVRNTNRLVTVEEGFPQHGVGAEICASVVEESFEYLDAPVERISGADVPMPYAANLERMAVPQVEDIVRAAKRACYRSAQKSVPMAATA*

NbL18g10550.1 pyruvate_dehydrogenase_E1_component_subunit_beta−1_mitochondrial−like [MW = 40.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00612 IQ calmodulin−binding motif PF13178 Protein of unknown function (DUF4005)

Protein sequence:
MGKTGGSSWLGLMKKAFRSPVKENDMRNSRRREEAEQEEEEKKRRIRRWIFRSKPTFLETTIHHNQEENTATTISSLPENADLKQRRAIEVAMATTAAAEAAIATAQAAADIIRLTRPTILVREQRAILNIQTAFRGYLARKALRALKGVVKLQALIRGHNVRKRAKMTLQCMQSLVRVQTQVCDQRRRLSCEGISCGSTFRDPKIILDLHLSDTSTNQASTANDRYDHSHALEKVEALLQKAKEAAKQRENTLAFAFSHKMWTENKDEDTSSYKELDENMRVFHRTDGRNGRTLSRASCDQPRDCIKNIEVDTACSYSDSDYDFWRLRNQFYQDKQQKLCSYAVPSPLRGVQQNLTIHSAFTPTSKMKNILVHSASPRCRREERSHRMTLLSRKANEPNYMTTTASAKARERSHSAPRRMPLTPEREKTSAANKRLSFPIQGTSNETVTSDQPLDHRLVSPGWKSVPTEPFIDH*

NbL18g10400.1 protein_IQ−DOMAIN_14−like [MW = 54.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
MIVKASFFIVFFTLFLHWETSETKSQGEIGQASLPPRGWNSYDSFCWTISEEEFLKNAELVALRLKAHGYQYVVVDFLWYRKKIEGAYTDSYGYDVIDEWGRMLPDPGRWPSSRGGKGFSEVAQKVHSMGLKFGIHVMRGLSKQAFNANTLILDTTTGKAYEEAGRQWRAQDIGIKERACAWMTNGFMSVNTKLGAGRAFLRSLYQQYAYWGVDFVKHDCVFGDDLDLDEITVVSEVLNGLKRPIVYSLSPGTNAKPTMAKDISGLVNMYRVTGDDWDDWKDVSAHFNVARDFCAANLVGVKGLKGKSWPDLDMLPLGWLTDAGSNLGPHRNCRLNLDEQRTQVTLWSMVRSPLIFGGDMRKLDDTTFNLLTNPTLLEINWFSSNNMEFRYVTGSLSSPGKHGLTHNSKNEGKTSVSETRVLALRSCKDVKANGWSTKVLDNDVAQVCWEENSNNHTSPFCLYKRKAPSLSEGEMVYNHQSHGKLHLLVTERTELCFSASSNRKLTSKESSRGSFSRCRSHANQIWELNNNGTLKNSYSGLCASLDIVKASPGGVRSWLATGRRGEIYLAFFNLNNQVTDMSAKISDIAKAIPARRRSSNVATCTAREVWSATNLGAIKDSVSMSVKAHGCALLILHCN*

NbL18g10370.1 uncharacterized_LOC104217540 [MW − SP = 68.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01165 Ribosomal protein S21

Protein sequence:
MMSSVAKHVSTIFNRPNVALLNPLSWEQQLQQWRGIRVKVRNNNLDQALFLMQRKMQSSGMERLIKREQLHHIKNSEKRVLARKLLERKLRSQDLARKLKSILIKKVRGL*

NbL18g10340.1 uncharacterized_LOC109235488 [MW = 13.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00150 Cellulase (glycosyl hydrolase family 5)

Protein sequence:
MWKSASSSCFSSIHLFLFVLIINQHVTVSSQPLYTKSRWIVKSTGQRVKLACVNWVSHMDVMVAEGLNQQPVDAISQSIINMGFNCVRLTWPLFLFTNHSLGSITVRQSFNNLGLFASIVGLQANNPSIVDLSVLDAYQAVVANLAKNNVMIILDNHISKPGWCCSRFDGNGFFGDKYFDPDLWLQGLTKVATIFKGTNNVVGMSLRNELRGPLQNAHDWYRYMQKGAEAVHAANPNVLIVLSGLSFDKDLSFLHKRPVNLTFSGKLVYEIHRYGFTDGDTWSGDSANQACGVVLNDMVSKGTFVLQQGYPLFVSEFGVDQRGTNVNDNRYFNCFLGLAAELDFDWALWTLVGSYYLRDGVVGLNEYYGVLDWNWRDIRNSSFLERVSAIRSPFQGPGYTETRLHKVIFHPKTGLCVRRTSFLQPLELGSCSEAAAWRYAPQKTLTVIGTYFCLQADKLGEPAKLGILCSDDSSKWETISDSKMHLSSKLHDATSVCLDVDSNNVIVTQTCKCLSTNDTTCDPGSQWFKIIDSTRVTKTTKSFLQIKPIIRFLARSFFGSYI*

NbL18g10270.1 uncharacterized_LOC107778361 [MW − SP = 59.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00838 Translationally controlled tumour protein

Protein sequence:
MLVYQDLLSGDELLSDSFPYTELENGVLWEVQGKWVVQGAVDVNIGANPSAEGADEDEGVDDQAIKVVDIVDTFRLQEQPSFDKKQFVAYMKKYIKSLTPKLGAEQEEVFKNNIQGATKYLLSKLSDLQFFVGESMADDTGMVFAYYKDGATDPTFLYLAHGLKEVKC*

NbL18g10240.1 tumor_protein [MW = 18.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13365 Trypsin−like peptidase domain PF17820 PDZ domain

Protein sequence:
MKRFLKKLSDCGDKSFIPLLPLAAAGSTVVFTGNDTTSRTSISVSVPQPLKDTLTLHWTYMKERLLRPAFLPWDPSQLCVVPLSFARTGLDPPENVKKEGSGEDGDDEKKHKCCNCFGRDTIANAAAAVGPAVVNISVSRGFHGLSAGRSIGSGTIIDADGTILTCAHVVDFQGLSISSKGKVDVTLQDGRVFEGTVVNADLHSDIAIVKIKSKTPLPTAKLGTSNMLRPGDWVVAMGCPLSLQNTITAGIVSCVDRKSSDLGLGGMRREYLQTDCAINAGNSGGPLVNVDGEVIGVNIMKVLAADGLGFSVPIDSVTKIIDHFKKRGRVIRPWLGLKMLDLNDMVVAQLQERDPSFPKVNKGVLVSMVTPGSPADCAGFHPSDVVVEFDGKPVGSIKEIIDIMGENLGKQLTAVVKRANNATATLTVIPEEANPDM*

NbL18g10190.1 putative_protease_Do−like_14 [MW = 46.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01425 Amidase

Protein sequence:
METCEYGALIEKFTLQPICSSSEQLPLNGLTFAVKDIFDVEGHITGFGNPDWAKTHSAATSTATTVLTLLKAGATCIGKTIMDEMAYSINGENVHYGTPVNPVSPDRLPGGSSSGSAVAVGAKLVDFSLGTDTGGSVRVPASYCGIYGIRPSHGVVSTAGVTPMAQSFDTVGWFARDPLILKQVGRVLLQSPQMNSVRPTNIIIAEDCFKLLDSKSNQLIEVLVNSVEKLYGSHMIKYVSVGDYIEGNVPSLKKFMTPGTGNDESYIPSLLRLSAAMRLLQRYEFKENHGEWVSTVKPSLGPGIAERVWEALKATDENIDVCHSVKAELRAALTALLGDSGILAIPTVPGPPPKLRSETSALEGFRVKAFSLLSIAGVSGFCQVSIPLGMQDNLPISVSLLVKHGSDWLLLDAVEAIHNVLKI*

NbL18g10090.1 amidase_1 [MW = 45.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06273 Plant specific eukaryotic initiation factor 4B

Protein sequence:
MSKSPWGNIGAWAAEAERAEAEEKEQAAAEAAAAAARPTGAGKDPQSFPSLKEAASTKQKKKTKMSLQEFTMQSTYTTPTGYGSGSTTRLTPDEMLRLPTGPKERSAEEMQYGGRLGGGFSNYGGSRSMGPPRRDREGADGEGSWGGGGNRRSYGGFDDDRRGPPSRASDFDQPSRADEVDNWASMKKPLPPQSLDSGPASSNRYGSLGTGGGGISRADGDDNWGASKKPIVSATPPQGRSWFSESRGPEPERWTREVATNHERQRLVLDPPKMELGSENVNESVVKVNKPNPFGAARPREEVLAEKGLDWKKLDMEIEVKKGSRPTSSQSSRPGSSHSAPSEGPAVLQGGVMEVKPKSKVNPFRDAKPREVLLEEKGLDWKKIDLELEHRRVDRPETEEEKNLKEEIEHLRKEAMQSSGHDQTNLQNVINPKDRDLELLIRDLDDKVRFGQKRPGSASGRERNLKEEIEQLRKEAMQSSGQDQTNLQNLINQKERELELLIRDFDVKVRFSQKHIQRPGSGSGRVTGLPERSLSQSASYEDRRAGEQIDRPRSRGGDAWARPTDPMERPRSRGGVDSWARPNEQVERPRSRGGVDGWTRPPSDERRSFQGGRGGFFGSRESDRTRSRDRW*

NbL18g09960.1 eukaryotic_translation_initiation_factor_4B1−like [MW = 70 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MELSVSKLVNFPLVLVLLVIVFPISSGAKSKCDFPAIFNFGDSNSDTGGLSAAFGQAGPPAGETYFGAPAGRYSDGRLVIDFIAESLGLPHLSAFLDALGSNFSYGANFATAGSTIRPQNTTLHQSGFSPISLNVQIYEFNDFHRRSQIIRSKGNVFSQLMPKEKHFSHGLYTFDIGQNDLTAGYFLNMSTDQVRAYVPDLMDQFRTVIKDIYDEGGRYFWIHNTGPVGCLPYILDRLLITAAQIDKAGCASPFNKVAQYFNAKLKETVVQLRKDLPLAALTYVDVYSAKYELISHANKHGFEHPLRACCGHGGKYNYNMNHGCGSKIKVKGKEIMLGKSCKDPSVRINWDGVHYTEAANRWVFEKIVNGSYSDPSLPLNMACHKQ*

NbL18g09950.1 GDSL_esterase/lipase_At3g26430−like [MW − SP = 39.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01179 Copper amine oxidase, enzyme domain PF02728 Copper amine oxidase, N3 domain

Protein sequence:
MASTQEKATLSSPSRNASAAQFSPEWTAAGTVAEISDRSSTTRSAANAKSTATAAVGVIDSIDRPSLSNAPAVKGLPTLLRAQSHHPLDPLTAAEIAVAVATVRAAGSTPEVRDSMRFVEAVLVEPDKSVIALADAYFFPPFQPSLLPRTKGGPVIPSKLPPRKARLIVYNKKSNETSIWIVELSEVHAVTRGGHHRGKVISSQVVPDIQPPMDAAEYAECEAVVKDFPPFRDAMKKRGIDDMELVMVDAWCAGYFSEADAPNRRLGKPLIFCRTESDCPMENGYARPVEGIHILVDMQNMVVIEFEDRKVVPLPPADPLRNYTPGETRGGVDRSDVKPLLISQPEGPSFRVSGHFVEWQKWNFRIGFTPREGLVIYSVAYVDGSRGRRPVAHRLSFIEMVVPYGDPNEPHYRKNAFDAGEDGLGKNAHSLKKGCDCLGYIKYFDAHFTNFTGGVETIENCVCLHEEDHGMLWKHQDWRTGLAEVRRSRRLTVSFICTVANYEYGFYWHFYQDGKIEAEVKLTGILSLGALLPGEVRKYGTTIAPGLYAPVHQHFFVARMDMAVDCKPGEAHNQVVEVNARVEPPGENNVHNNAFYAEERLLRTELEAMRDCNPLTARHWIIRNTRTVNRTGQLTGYKLVPGTNCLPLAGSEAKFLRRAAFLKHNLWVTPYSGDEMFPGGEFPNQNPRVGEGLATWVKQNRSLEETQIVLGYVFGLIHVPRLEDWPVMPVEHIGFMLQPHGFFNCSPAVDVPPSTADSDIKENGVVTKSCHDGGIMAKL*

NbL18g09690.1 peroxisomal_primary_amine_oxidase−like [MW = 86.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MSSNPLDYDNLNENVKKCQYAVRGELYLRASELQKEGKKIIFTNVGNPHALGQKPLTFPRQVIALCQAPFLLDDPNVGFLFPADAIARAKHYLAMTSGGLGAYSDSRGTPGVRKEVAEFIERRDGYPSDPELIFLTDGASKGVMQILNTVIRGPSDGILVPVPQYPLYSASIQLLGGSLVPYYLEETANWGLDINDLRQSVAQARYKGITVRAMVIINPGNPTGQCLSVANLKQIIQFCHQESLVLLGDEVYQQNIYQDERPFISARKVLLDMGPPISKELQLVSFHTVSKGYWGECGQRGGYFEMTNISPKSVEEIYKVASISLSPNVPGQIFMGLMVNPPKPGDISYDQYVRESKGILESLRKRAHMMTDGFNSCRNVVCNFTEGAMYSFPQIRLPPKAIEAAKKLGKVPDVFYCLRLLEATGISTVPGSGFGQKEGVFHLRTTILPAEEDMPAIMSSFKKFNDEFMEQYEDHRGYSRM*

NbL18g09650.1 glutamate−−glyoxylate_aminotransferase_2 [MW = 53.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF01657 Salt stress response/antifungal

Protein sequence:
MEKVVTFVAFRLFVILSILLLPNVSEAEPRSQTVQIICGNQLEHNTTIYVPNFVATMETISEQMRTRGYGVALTGTGLDANYGLAQCYGDLSLLDCVLCYAEARTVLPQCFPFNGGRIYLDGCFMRAENYTFYDQYLGPEDRHVCGNRTRKGSLFQQTARRAVQQAVANAPNSNGYARAEVAVPGATNETAYVLADCWRTLSANSCRACLQNASASMMGCLPWSEGRALYTGCFMRYSDVNFLNAIATSGDSSSNGNVVVIVIAVVSAVVVLVVGAIIAFYMWKNKQIQKKRKGSNDVEKLVKTLHDSSLNFKYSTLEKATGSFDEVNKLGQGGFGTVYKGVLQDGREIAVKRLFFNNKHRVADFYNEVNIISSVEHKNLVRLLGCSCSGPESLLVYEFLPNQSLDRFIFDPSKGKTLNWEKRFEIIIGTAEGLVYLHENNRTRIIHRDIKASNILLDSRLRAKIADFGLARSFQEDKSHISTAIAGTLGYMAPEYLAHGQLTEKADVYSFGVLLLEIVTGRQNNRSKHTEYSDSLISIAWQHFQHGRVEELFDPNLMLHNYHTINVKNEVLRVVHVGLLCTQEVPGLRPSMSKALQMLVKKEEELPAPTNPPFIDEKTMELHDPWDTPSYPHREGDSASIANISHSSFYPR*

NbL18g09500.1 cysteine−rich_receptor−like_protein_kinase_2 [MW − SP = 69.77 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 86 171 256 424

Protein length

Gel Slice

4.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 86 171 256 424

Pfam domains

Pfam Description
SP Sequon TM Domain PF08442 ATP−grasp domain PF16114 ATP citrate lyase citrate−binding

Protein sequence:
MARKKIREYDSKRLLKEHFKRLGGYDLAIKSAQVTESTDFNELAEKEPWLNSSKLVVKPDMLFGKRGKSGLVALNLDLAQVATFVKERLGKEVEMGGCKGPITTFIVEPFIPHNEEFYLNIVSDRLGCSVSFSECGGIDIEENWDKVKTIFVPTGTSFTSEICAPLVATLPLEIKGVIEDFLKVVYTLFQDLDFTFLEMNPFALVEGKPYPLDMRGELDDTAAFKNFKKWGNIEFPLPFGRVMSATESFIHGLDEKTSASLKFTVLNPKGRIWTMVAGGGASVIYADTVGDLGYASELGNYAEYSGAPNEEEVLQYARVVIDCATANPDGRKRALVIGGGIANFTDVAATFSGIIRALKEKESKLKAARMQIFVRRGGPNYQKGLAKMRSLGEEIGIPIEVYGPEATMTGICKQAIECITAAA*

NbL18g09260.1 ATP−citrate_synthase_alpha_chain_protein_2 [MW = 46.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08240 Alcohol dehydrogenase GroES−like domain PF13602 Zinc−binding dehydrogenase

Protein sequence:
MEALLSSTTLQLKPLNPPSSFSSLHSPFSSCSVLRLKGSRKTENYIQRSQFSTGLPLRVSASSQAAPVETSTSTSILSEMKAWTYTDYGSADVLKFESNVSVPEIKEDQVLIKVVAAALNPVDFKRRLGKFKATDSPLPTVPGYDVAGVVVKVGSEVKGLKVGDEVYGDIHEKALDGPKQFGSLAEFTAVEEKLVALKPKNLSFAEAASLPLAIETAYEGLEKAGFSAGKSILVLGGAGGVGSLVIQVAKHVFGASKVAATSSTGKLELLKSIGADLAIDYTKENFENLPEKFDVVYDTVGQGEKAVKAVKEGGSVVVLTGAVTPPGFRFVVTSNGEMLKKLKPYLESGKVKPVIDPKGPFPFDKVVEAFSYLETGRATGKVVIHPIP*

NbL18g09140.1 2−methylene−furan−3−one_reductase−like [MW = 41.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00484 Carbonic anhydrase

Protein sequence:
MRPTLSFTTQRTFTAESVSIAKRRHHISPSSFNMTLFSTNIREVTKMAEDSYEDAIAGLKKLLSEKNELEDAAVAKIRQLTAELGSAGGKKSDPDEKIRTGFAQFKAEKYEKNPELFGQLAKGQSPKFLVFACSDSRVCPSHILNFQPGEAFVVRNIANMVPPFDQTKYSGVGAAVEYAVVHLKVENILVIGHSCCGGIKGLMSIPDDGSTNSDFIEEWVKICLPAKAKVKAECCHLNPTEQCTKLEKEAVNVSLGNLLTYPFVREAVVQKSLALKGGHYDFVNGSFELWNIDFNLTPSVSL*

NbL18g09130.1 carbonic_anhydrase_2−like [MW = 33.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF01480 PWI domain

Protein sequence:
MADSAPLPENSTAVANAQQPTESDSKTSQSDPSPAPSLSSLPPPPPPSIQPYSTIPPSFRPVTPPAPVPGGVTPLFSPLPNPNLQQQQQQASNFPNPAVQPPGVSSVPPAMNPAPTGAVPMTSTQQIMPPYAMHGQLMRPYAPMPNGYHAMHQQGAMPPPGIPRYASPYTPMMRPMFPPRPPGAIGIIPPLMRPPVPIIRPPIIPPAARPAAIPSIAQAEKPQTTVYVGKISSTAENEFMLSLLQLCGPVRSWKRAQDPTNGSLKGFGFCEFEAAEGVLRALRLLNKFNIDGQELMLNVNQATRDYLERYVEKKVVETSKKPKESETEGAEKEEESASGGEKSESAKTSMEPPESTTEESKKDSREKGNFDAANFGLVNDEDRQADKEAMEKLKDMLEERLKNKPLPPPPPPPQTAKDGSDNSNTENPKDGEEDRDTAKIEDKNDDECKTSSEHDKADISSPDHRRHDRRSRDRERDLKREKERELERYEREREQERAKREKERDYKIREDERRYKVREKEWESKEREREYWRKKEREREKERAQERKWDINEQERESEDGYRKRKHRTSDEERKRRQREKEDDLADRLKEEEEIAEAKRRADEEHQKKEQEEALKILSGHLANGREKAVSHEENNLESQDKNIETAHDNLSQGEGIVQNGTDEESVLAATASSDMKHNSNAPAKRLGFGLLGSGKRAAVPSVFNADEDEDTQKEKKMRPLVPIDYSIDERHMVQPSISESPPAVGAELAKLFSNVNPKEERPDGEKDRHRRTHDRSSQRDRDKVDEDTKRTRDESRNLDHDRVREPRPDKVKTPDNQKLLDAKQLIDMIPKTKDELFSYGINWTIYDKNALHERMRPWISKKITDFLGEEEPTLVDYIVSSTQEHVKATEMLERLQSILDEEAEMFVLKMWRMLIFEIKKVETGLALRPKA*

NbL18g09040.1 RNA−binding_protein_25 [MW = 106.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAARVFTSRLSRSLTSSSHLLSRGSKSHLGRIAAYQYSTAAAIEEPIKPAVNVEHTKLFINGQFVDAASGKTFPTLDPRTGEVIAHIAEGDAEDINRAVAAARKAFDEGPWPKMNAYERSKILLCLADLIEKHNDQIATLETWDTGKPYEQAAKIEVPMVVRLLRYYAGWADKIHGMTIPADGPYHVQTLHEPIGVAGQIIPWNFPLLMLSWKIGPALACGNTVVLKTAEQTPLSAFYVADLLQEAGLPEGVLNIISGFGPTAGAPLCSHMDVDKLAFTGSTDTGKAILSLAAKSNLKPVTLELGGKSPFIVCEDADIDTAVEQAHFALFFNQGQCCCAGSRTYVHEKVYDEFLEKAKARALKRTVGDPFKSGTEQGPQIDSKQFDKIMNYIRCGIDSGATLETGGERLGERGYYIKPTVFSNVKDDMLIAQDEIFGPVQSILKFKDLDDVIRRANNSRYGLAAGVFTQNIDTANTLTRALRVGTVWVNCFDTFDATIPFGGYKMSGHGREKGEYSLKNYLQVKAVVTPLNNPAWL*

NbL18g08970.1 aldehyde_dehydrogenase_family_2_member_B7_mitochondrial−like [MW = 58.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01564 Spermine/spermidine synthase domain PF17284 Spermidine synthase tetramerisation domain

Protein sequence:
MAEECAAYVKGTDQLPVKRPREEEQQQQQEMEAANHNNNGCTNESPYISSVLPGWFSEISPLWPGEAHSLKVEKILFQGKSDYQNVMVFQSSTYGKVLVLDGVIQLTERDECAYQEMIAHLPLCSIPNPKKVLVIGGGDGGVLREVSRHSSVEQIDICEIDKMVVEVSKQFFPDVAVGYEDPRVNLHIGDGVAFLKNVAAGTYDAVIVDSSDPIGPAQELFEKPFFESIARALRPGGVVSTQAESIWLHMHIIEEIVANCRLIFKGSVNYAWTTVPTYPSGMIGFMLCSTEGPAVDFKNPINPIDEDDVSHNKTLGPLKFYNSELHKASFCLPSFAKRVIESKGK*

NbL18g08950.1 synthase [MW = 38.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01602 Adaptin N terminal region PF02883 Adaptin C−terminal domain

Protein sequence:
MNPFSSGTRLRDMIRAIRACKTAAEERGVVRKECAAIRAAISENDQDYRHRNIAKLMFIHMLGYPTHFGQMECLKLIASPGFPEKRIGYLGLMLLLDERQEVLMLVTNSIKQDLNHTNQYIVGLALCALGNIGSAEMARDLAPEVERLLKFRDPNIRKKAALCSIRIIRKVPDLAENFINPAAALLSEKHHGVLITGVQLCIDLCKISTEALEYFRKKCTDGLVKILKDLTNSPYAPEYDVSGITDPFLHIRLLRLLCALGQDDANASDAMNDILAQVATKTESNKNAGNAILYECVATIMSVEDNGGLRVLAINILGRFLSNRDNNIRYVALNMLMKALAVDSQAVQRHRATILECVKDTDPSIRKRAIELVYLLVNENNVKPMTKELIEYLEASDPEFRGDLTAKICSIVEKFSPEKIWYIDQMLKVLPEAGNYVKDEVWHSLIVVITNASNLHGYAVRSLYRAVQAAGEQETLIRVAVWCIGEYGDMLVNNAGRLDIEEPLTVTESDAVDVVETSIKSHSFDLTTQAMCLIALLKLSSRFPSCSQRINDIIVQYKGCFVLELQQRAIEFNSVIERHQNIRPSLVERMPVLDAATYSGKKAGSLPAAGSTSQGVSVNLPNGVAKPSATPLVDLLDLSSDDVAAPSSSGGDFLQDLLGVDLAPVSSQSGTNQAQKSGTDVLLDLLSIGTPPANSSPSTTQVSPSNVDIRSPVDLLDRLSSPSAPSVQVLSTAGSSPMLDLLNGFPSSPSVPVTEGNGLACPSIVAFDSSSLKLTFNFSKQPGNPQATLIEASFTNKSQEVLTNFIFQAAVPKFLQLHLDPASGNMLPANGNGSITQKLKITNSQHGKKSLVMRIRIAYKVNNKDVLEEGQVNNFPRDL*

NbL18g08850.1 AP−1_complex_subunit_gamma−2−like [MW = 96.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02824 TGS domain PF07973 Threonyl and Alanyl tRNA synthetase second additional domain

Protein sequence:
MLLAYPLYCRLFTQSICHRPPPCKQFLILRRFSSEPPMGKAAEGSEANSSVVSYPKDESYLQNVIPKRISLFQSIQNEQHLQRLSLSPDPIKIELPSGTMKEGKKWNTTPLDIAKEISKSLASNALIAKVNGVLWDLLRPLEGDCKLELFTFDSDEGRDTFWHSSAHILGESLERTYGCKLCIGPCTTRGEGFYYDAFYGELGLNEDHFKRIESEAAKAVSEKQPFERIEVSRQQALDMFSDNRFKVEIIKDLPEDKTITVYRCGPLVDLCRGPHIPNTSFVKALACTKASSAYWRGDKDRESLQRVYGISYPDKKQLKEYLAMIEEAKKYDHRELTKKQELFFFHSLSPGSCFFLPHGARVCNKLLEFIKHQYWKRGYEEVWSPNMYNMQLWETSGHAANYKENMFVFEIEKQEFGLKPMNCPGHCLILITEFVPTGSYHSVWLTLEFYTGMRPVVHLLA*

NbL18g08830.1 threonine−−tRNA_ligase_mitochondrial [MW = 53.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MASKGKIDVEVEVKTPADKFWNSIRDSTNLFPKAFPDQYKSIEVVEGDGKSVGSVRLIKYGEGSPLVTFAKEKIESVDEGNKTVVYSVIDGETMKYYKSFKGSLTVSPKGDGSLVKWCCEFEKASDEVPEPQLIKDFAVKNFKDLDAYLIGA*

NbL18g08760.1 MLP−like_protein_423 [MW = 16.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00416 Ribosomal protein S13/S18

Protein sequence:
SSYPVSPKDKRKRSIFSYCFFIKISRMAQALATPVLPSLSLICNTSAISKHNSLSFSTPTSFPKIGGLSIRCVRVGGVEIPNNKRVEFALQYIHGIGRTSARQILVDLQIENKIMKDFSEEELITLRDEVSKYMIEGDLRRFNALAIRRLKEIQCYRGVRHIQGLPCRGQRTKNNCRTLKGKKVAIAGKKKAPR*

NbL18g08740.1 30S_ribosomal_protein_S13_chloroplastic [MW = 21.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13456 Reverse transcriptase−like

Protein sequence:
MNSLFHACSTAILTKTSRLVVKSSLCGFPAISWKRSFGHARIRNVDSASYLNRVCVRCYSSKKHSGDSSQSQNSDSTPVMKEERDGFFVVRKGDLVGVYKNLSDCQTQVGSSICDPPVSVYKGYSMPKDTEEYLLSCGLKNSLYSIRAADLTEDLFGTLVPCPFQQPSSSKSGTSDHLPKKRSQEAMWSEYADAVGSAVIPNDSIRKHVKIEHHKGDQVLALPSGQRSCTLEFDGASKGNPGQAGAGAVIRADDGSLTCRLREGLGVATSNHAEYRAFILGLKYALSKGFTNIRVQGDSKLVCMQIQGLWKVKNQNIATVFEQAKQLKERFLTFRIIHVLRESNSDADQQANLAVELAEGQIQEEIEK*

NbL18g08630.1 uncharacterized_LOC107812748 [MW = 40.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAEQKKQQVGSKKVNQLRPLDFGVNITVKVISKKPIAQRNRLAECLVGDETGIIIFTARNDQVDLIQEGSTLVLTKAKVDMFKGSMRLAVDRFGRIEVGQPASFSVDQDINMSLIEFERVDVVV*

NbL18g08550.1 uncharacterized_protein_At4g28440−like [MW = 13.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MALSTGRRTVNHLLKPLTAAVSATRHVSSDSTATITVETSLPFTGHKIDPPSRTVETSANELMTFFKDMVEMRRMEIAADSLYKAKLIRGFCHLYDGQEAVAIGMEAAITKKDCIITAYRDHCIFLARGGGLYESFAELMGRKDGCSKGKGGSMHFYRKDSGFYGGHGIVGAQVPLGIGLAFAQKYSKEEHVSFAMYGDGAANQGQLFEALNMAALWDLPAILVCENNHYGMGTAEWRAAKSPAYYKRGDYVPGLKVDGMDALAVKQACKFAKEHALKNGPIILEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIRKLILAHDISTEKELKDIEKEKRKIVDEAIAKAKESPMPDPSELFTNVYVKGFGVEVCNCSNHQFSLLNYLRATVSSRNQVMIAQFSLEHII*

NbL18g08290.1 pyruvate_dehydrogenase_E1_component_subunit_alpha_mitochondrial−like [MW = 45.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07995 Glucose / Sorbosone dehydrogenase

Protein sequence:
RDKNKKGVIPDLLLHVCSCPLCFILPEMNNHFNLLFSFICLLLYSFINPSSSLPLCTDLRAPAIPQKPLAFCPYDGRVCCDSSKDLQLQKLFEGMNITDTSCSSAVKSILCSTCDQFSAELFKVKSGPRPVPVLCNSTATSENSFCSSVWDSCQNIPITNSPFAPSLQTKAGESQNSNSSLLTDFWQSKSDFCEAFGGNSDKDSLCFSGEQVSLKKNETLQPPNGMCLEKIADGAYLNMVPHPDGSNRAFFSNQPGKIWLATIPEQDSEEAMELDESSPFADLTDDVYLDARFGMMGMAFHPNFDKNGRFFASFNCDKANSPRCAGRCACNSDVGCDPSKINSDDNKQPCQYHTVVAEFSVNGTAPNPSKAEKAKPSEVRRIFTMGLPFTANHGGQILFGPEDGYLYIMTGDGGSKGDSFNFAQNKKSLLGKIMRVDIDNIPSQEEISDLGHWGNYSVPRDNPYSQDKDLQPEIWALGLRDPWRCSFDSERPSYFICADVGQDQYEEVDIITRGGNYGWSMYEGPFRFKNASADDSMDPIFPVLGYNHSDINKEVGSAAISGGYVYRSKTDPCIYGSYLYGDLYAKNFWAAQENPYNSGNFTTRDIPFSCAHDSPLNCSSVPNSPLPALGYIFSFGQDNRKDTYILTSTGVYRVVRPSRCNYTCSKETVRAAESPAPSAPSDGHIAKTDFCLVLVLYCLLHLTSFIL*

NbL18g08060.1 HIPL1_protein−like [MW = 78.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAGNDVKILGAWPSPFVMRPRIALNIKSVAYDFLEEQFGSKSELLLKSNPVYKKIPVLIHDGNPISESLIIVHYIDEVWSSGPSILPSDPYDRAIARFWATYIDDKWFPAMRGIAAAQGEDAQKAATEPVVEGLVLLEDAFKNCSEGNKFFGGDKIGYLDIALGCFLGWMRVTEKLNNVKLLDEVKTPGLCKWAEDFCADSAVKDVMPATDKLAEAAKVIMAKIRAQASS*

NbL18g08050.1 glutathione_S−transferase_U17−like [MW = 25.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
LSLLLSQRQKTITSFSRTSCRPSLKEKIPQKMEGFKVDKWGYEVKTNSDSCISSINSYYHQVLSYGRERSVILEAPKQDPTCVLANILAAHYLSSADSSRALPLLEAAKSYLEQASLYEKVVFDAINCLISTNRDDDVAVELHFKLLKDFPRDLVSLKRAQVLCFYMGRPDLSLKLVEQVLPVNKQERYIYGMLAFPLLELGRYTDAEEAANKGFEIDSEDAWTHHALCHVYQYKCRFKEAVQFMEKCSRTWSSLSSFMYTHNWWHVALCYLEGHSQMEKVRDVYDQNIWKELERSDASPAEVYLNVVGLLLRVYVRGGINVFGDRLKILADCLTNKAFWYLEWHLDVLVVWALSFTGEVSKAEELLEGLKSRMSKMTKKKRQHMQRAMLLAEALFKYGKGENERALELLGEPFDAINYKIIGASDEQLDVFNEVWITMLLNSGQVTKAIQAIERQLKKREGTPFLWRLLEKSYSMSRKQEAIDAGKKAQALEAAYFD*

NbL18g08000.1 tetratricopeptide_repeat_protein_38 [MW = 57.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MGRKRDRTHFTRHVPYSFPKRRRRPPTDAVSDDLLPENTSSSTTKQQPGSVVVIGVPTDCSVLDLKSRFEIYGSISRTRMDPNGLAYITFRSYDSAQSAVNAAVGSSFPITLHSKPVQVIWATDHVPQWKEGVMRKDDLSTSTVASKLVRAEIPLSRHGRGNRLGSAIVNPKDEDNDNAGNHDRGHVSTRLGEPDNAGDNGRGHVSTRLVEPYKGREIVAYDDIL*

NbL18g07960.1 uncharacterized_protein_At1g27050 [MW = 24.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07063 Domain of unknown function (DUF1338)

Protein sequence:
MSSMIRFPSSMFSLYSSSSFKSSLFPSNPSVFRFENSKNSLAFNAVYPFFNSNFAMENRSFSVQSASKIQDGAAAKDSSFQGSESFFRSVLASMEAVYLNKNPTAKAILELVHSADGDRICYDHFAFRTFGVNGHGIDSMSKFFLDFGYEQREELRFPAKKLKAFWFSPPKVSTSCRGSGVNGPLPRIFISELLVGQLSPEAQDIVKKYTDISQCGKEYAALASAFGTLTWEKPFYSEFQQLARESEYAAWTLVNGYALNHVTISTHRLTSNLRSIGNLNQFIEKNGFNLNSEGGVLKVSPDGLLLQSSTVADSTSFEFSDGITEAVPFSYIEFAERLVLPQYKDLPPEKVEEFHRRDGFEVGNADKIFESTSKDQLTRRAA*

NbL18g07870.1 uncharacterized_LOC104243986 [MW = 42.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08536 Whirly transcription factor

Protein sequence:
MLNLSLSPAGFSLNLQNPTKSSSPYPHHQSLSFSSSFNNINPLNSNTKCPKAFPRNLSLTCRHSEYFEPQQQQQQQGASTPKVYVGYSIYKGKAALTVDPRPPEFSPLDSGAFKLSREGFVLLQFAPAAGVRQYDWGRKQVFSLSVTEMGSLISFGAKDSCEFFHDPNKGRSDEGKVRKVLKVEPLPDGSGHFFNLSVQNKLINLDENIYIPVTKAEFAVLISAFNFVVPYLLGWHTAVNSFKPEDASRSNNANPRSGADLEWSR*

NbL18g07850.1 single−stranded_DNA−binding_protein_WHY1_chloroplastic−like [MW = 29.43 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00206 Lyase PF10415 Fumarase C C−terminus

Protein sequence:
MATSFREEKDTFGPILVPSDKLWGAQTQRSLQNFDIGGERERMPEPIIRAFGILKKCAAKVNMEYGLDRSIGKAIMQAAEEVAEGKLNDHFPLVVWQTGSGTQSNMNANEVIANRAAEILGHTRGDKHVHPNDHVNRSQSSNDTFPTVMHIAAAMELNKRLLPNLKQLHTSLHSKSVEFKDIIKIGRTHTQDATPLTLGQEFSGYATQVKYGIDRVLCTLPHMYQIAQGGTAVGTGLNTKKGFDIKIAAAVAEETNLPFVTAENKFEALAAHDAFVETSGAVNTLAASLMKVGNDIRFLGSGPRCGLGELILPENEPGSSIMPGKVNPTQCEALTMVCAQVMGNHVAVTIGGSNGHFELNVFKPMIANALLHSVRLLGDASASFEKNCVRGIQANRERIDKLLHESLMLVTCLNPKIGYDIAAAVAKKAHKEGTSLKDAALNLGVLKSEEFDQFVVPEKMIGPTD*

NbL18g07810.1 fumarate_hydratase_1_mitochondrial [MW = 50.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00163 Ribosomal protein S4/S9 N−terminal domain PF01479 S4 domain

Protein sequence:
MVHVAFYRNYGKTFKKPRRPFEKERLDAELKLVGEYGLRCKRELWRVQYALSRIRNAARMLLTLDEKDPRRIFEGEALLRRMNRYGLLDESQNKLDYVLSLTVENFLERRLQTLVFKTGMAKSIHHARVLIRQRHIRVGRQVVNVPSFMVRVDSQKHIDFSLTSPFGGGRPGRVKRKNQKAAAKKASGGDGDEEDEE*

NbL18g07620.1 40S_ribosomal_protein_S9−2−like [MW = 23.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01199 Ribosomal protein L34e

Protein sequence:
MVQRLTYRKRHSYATKSNQHRVVKTPGGKLIYQSTKKRASGPKCPVTGKRIQGIPHLRPTEYKRSRLSRNRRTVNRAYGGVLSGSAVRERIIRAFLVEEQKIVKKVLKIQKAKEKLASKS*

NbL18g07420.1 60S_ribosomal_protein_L34 [MW = 13.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00445 Ribonuclease T2 family

Protein sequence:
FFCLAYKLTHNYQILTILSKIYFLSISTHLKRKNKALMKQLQKFIVKMMKPQKSLLIKILVVQCLLVLCVAQQDFDFFYFVQQWPASYCDTRRSCCYPTTGKPDEDFSIHGLWPNYENGKWPQNCDRESSLDESKISDLISTMEKNWPSLACPSSDGVRFWSHEWLKHGTCSALGERAYFQAALDFRKKSNLLENLKNAGITPRNGEHYSLESIKKAIEEGVGHSPYIECNVDTQGNHQIYQVYMCVDKTATDFIDCPVFPHGRGCGSKIEFPPFSSDHAEF*

NbL18g07140.1 intracellular_ribonuclease_LX−like [MW = 32.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00856 SET domain PF09273 Rubisco LSMT substrate−binding

Protein sequence:
MASVFSVHPLPSSSFLCPLKTTKSRTKQYQTCYTYQKPFLINSLQLTELDPKIPQPVQTFWQWLCKEGVVTTKTPVKPGIVPEGLGLVANRDIAKGETVLEVPRRFWINPDAVAESEIGNVCSGLKPWISVALFLLREKWRDDSKWKYYMDVLPKSTDSTIYWSEEELSEIQGTQLLSTTLSVKDYVQNEFKKVEEEVILRNKQLFPFPITLDDFFWAFGMLRSRAFSRLRNQNLILVPFADLTNHNARVTTEDHAHEVRGPAGLFSWDLLFSLRSPLKLKAGDQLFIQYDLNKSNADMALDYGFIEPSSARDAFTLTLEISESDEFYGDKLDIAETNGIGETAYFDIKIGQSLPPTMIPYLRLVALGGTDAFLLESIFRNSVWGHLGLPVSRANEELICKVVRDACKSALSGYHTTIEEDEKLMEQGNLSTRLQLAVGIRLGEKKVLKQIDNIFRERELELDELEYYGERRLKDLGLVGEQGDIIFWEPK*

NbL18g06980.1 ribulose−15_bisphosphate_carboxylase/oxygenase_large_subunit_N−methyltransferase_chloroplastic−like [MW =
55.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07802 GCK domain

Protein sequence:
MSSSTESSPTHESKSDLAPTHESKSELEPISQPETTETENPKEEINTETQEENGEKEKDKDTNLDEEEEEEGECGFCLFMKGGGCKDEFIDWEKCIEEGEKNKEDIVEKCFEVTSALKKCMEAHSDYYAPIFQAEKAAEAELEKELDKEKEKEEQRNDADALGSVSVDPTLDGNSNSS*

NbL18g06970.1 uncharacterized_LOC109214564 [MW = 19.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00445 Ribonuclease T2 family

Protein sequence:
MKMASNSATSPFLTLFLITQCLSVLTAAQDFDFFYFVQQWPGSYCDTKQSCCYPKTGKPESDFGIHGLWPNNNDGSYPSNCDSNSPYDQSQVSDLISRMQQNWPTLACPSGTGSAFWSHEWQKHGTCAENVFDQHGYFMKALDLKNQINLLEILQGAGINPDGGFYSLNSVKNAIRSAIGYTPGIECNVDESGNSQLYQVYICVDGSGSNLIECPVFPRGKCGSSIEFPTF*

NbL18g06930.1 extracellular_ribonuclease_LE−like [MW − SP = 22.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00343 Carbohydrate phosphorylase

Protein sequence:
MATSAVSGVNSISCTASISSISSFNNFRSKNPNLLLGRRSFLLYNWRRRSFFVSNVASDQKQKTKDSSSDEGFTLDVFQPDSTSVLSSIKYHAEFTPSFSPEKFELPKAYYATAESVRDMLIINWNATYDLYEKTNAKQAYYLSMEFLQGRALLNAIGNLGLAGPYAEALTKLGYSLEDVARQEPDAALGNGGLGRLASCFLDSMATLNYPAWGYGLRYQYGLFKQLITKYGQEEVAENWLEMGNPWEIVRNDISYPVKFYGKVIEGADGRKEWVGGEDITAVAYDVPIPGYKTKTTINLRLWSTKLAAEAFDLRAFNDGDHAKAYEAQKKAEKICYILYPGDDSLEGKTLRLKQQYTLCSASLLDIIARFERRSGNTVNWDQFPEKVAVQMNDTHPTLCIPEILRVLIDVKGLSWKQAWEITQRTVAYTNHTVLPEALEKWSLTLLRELLPRHVEIIAMIDEELLHTIVAEYGTEDLDLLQEKLNQMRILENVEIPSSVLELLIKFEEGKEHAEEPKVKETQEVEQQEGGKDDTKDEETEAVKAETTAEEEETEVKKVEAEDPQAKIARIFGSDPNGQQVVRMANLCVVGGHAVNGVAEIHSEIVKQEVFNEFYELWPEKFQNKTNGVTPRRWLSFCNPELSDIITKWTGSDDWLVNTEKLAELRKFADNEELQSEWRKAKRSNKMKIVSLIKEKTGYVVSPDAMFDVQIKRIHEYKRQLLNIFGIVYRYKKMKEMSPEERKEKFVPRVCIFGGKAFATYVQAKRIVKFITDVGATVNHDPEIVDLLKVVFVPDYNVSVAEVLIPGSELSQHISTAGMEASGTSNMKFAMNGCLLIGTLDGANVEIREEVGEDNFFLFGAQAHEIAGLRKERAEGKFIPDPRFEEVKAFVRTGVFGPYNYEELIGSLEGNEGYGRADYFLVGKDFPDYIECQDKVDEAYRDQKKWTKMSILNTAGSSKFSSDRTIHQYARDIWQIEPVELP*

NbL18g06660.1 alpha−14_glucan_phosphorylase_L−2_isozyme_chloroplastic/amyloplastic [MW = 111.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase

Protein sequence:
VRNGADLSTFYSCSFEAYQDTLYVHSLRQFYRECDIYGTVDFIFGNAAAVFQNCNLYPRLPLPNQFNAITAQGRTDINQNTGISIHNCTITPSCGQRTVASTSNLLSRYEQI*

NbL18g06610.1 probable_pectinesterase/pectinesterase_inhibitor_41 [MW = 12.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MSNIVFPIHHLRNHLTPSSPPSPPPPDFMIYDRLAEQVKSKIKRLEDPNPKFLQYNSPHPTVADHTSILSSPETKITTLPNGLRVATESNLSSSTTTVGVWIDAGSRFETEENNGVAHFLEHMIFKGTEKRPIRALEEEIENMGGHLNAYTSREQTTYFAKVLGSDVPKAIDILGDILQNSLLEEDKIVRERSVILREMEEVEKQPEEVIFDQLHTTAFQYSPLGRTILGPAQNIEKMTRAHIQDYISTHYGAHRMVISAAGAVKHEDVVELVKKHFTKLSSNPITTSQLVADEPAIFTGSEIRIIDDDLPLAQFAVAFSGASWTDPDSIALMVMQQMLGSWNKTSGGGKHMGSELVQRVAINEIAESVMAFNTNYKDTGLFGVYAEAKPDCLSDLAYVIMQGICKLCYRVSEADVIRARNQLKSSLMLHIDGSGPTAEDIGRQLITYGRRIPHAELFFRIDRVDADTVKRVANRFIFDRDIAISARGPIQDLPDYNWFRRRTYWLRY*

NbL18g06590.1 probable_mitochondrial−processing_peptidase_subunit_beta_mitochondrial [MW = 57.17 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 124 247 370 493 616

Protein length

Gel Slice

4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13041 PPR repeat family

Protein sequence:
MTLLTRSRPLIRTLTNYRSITTVPFLSQEPQLAGIPPEVNTTPLPPNPSSGSPLYNENWRSPSASTAPSSSVVPLPFLRQSPAVRIQAISQTLDVQGLMNLFADWMTTQRWEDMKQLFELWIRSLDRNGKPNKPDANLFNHYLRANLMMGATADDLLGLASQMEEYELVANTASHNLILKAMYQSGEPLSWVDKAVKLLERMIQTGKEYKEALPDDESYDLVIGLLFKADLIDDALKYVDSALKSGYKLSMNVFNECVRSCVFNNRLDILVSIIEKCKKTDQNKGLLPPWNMCTHLADVALQADNSELAFSSLEFFVKWVVRGESVRPPVSLSVDEGLLVAALGTAGRTYNAKLLNGAWEVLKRSLRQMRAPNPESFLAKIYAHASLGQLQNAFATLHEFEKAYGSSKEESAELFSPFTTLNPLAVACCRNGFVTLDSVYYQLENLSRADPPYKSVAALNCVILGCANIWDIDRAYQTFAAIESSFGLVPDIHSYNALIYAFAKLGKRDEATKVYEHFMDLGVKPNEMTYSLLVDAHLIKREPKAAISVVDEMVHAQYKPSKEMLKKIRRRCTREMDYESDDRVEELAKKFNIRLGTENRRNMLFDLQYSTEYAG*

NbL18g06520.1 pentatricopeptide_repeat−containing_protein_At1g26460_mitochondrial [MW = 69.29 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

PF17808 Fn3−like domain from Purple Acid Phosphatase

Protein sequence:
MKVFIILLSILAVVVALQGVTSHEDHPLARIAVHKAISALDARAYIKATPSVLGSNGLNQEWITLEFGTGNPSNDDWVGVFSPANFSAAICDPENNMVTPPLLCTAPIKYQFANHSNPNYKRTGKGSLKLQLIKQRSDFSFALFSSGLRNPKLVAVSNTVAFADPNAPVYPRLAQGKTWNEMTVTWTSGYDINEAEPFVEWGRQGGQQTRSPAGTLTIDRSSLCGAPARTVGWRDPGFIHTSFLKELWPNSVYTYKLGHKLFNGTYIWSQMYKFKSSPYPGQNSLQRVVIFGDMGKEEADGSNVYNQYQPGSLNTTKQIVGDLKNIDLVFHIGDIVYANGYLSQWDQFTSQVEQITSRVPYMIASGNHERDWPDSGSFYGKKDSGGECGVLAQTMFYFPAENRDKFWYSTDYGMFRFCIADTEHDWREGTEQYEFIEHCFASVDRQKQPWLIFLAHRVLGYSSGDFYADEGSFGEPMGRESLQKLWQKYKVDIAIYGHVHNYERTCPIYQNTCTMNEKNSYKGTLNGTIHVVAGGGGAGLVKFTSLLTKWSIFKDYDYGFVKMTAFDHSNLLFEYKKSRDGKVYDSFNISRDYRDILACTVDSCPRMTLAS*

NbL18g06440.1 probable_inactive_purple_acid_phosphatase_1 [MW − SP = 66.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01182 Glucosamine−6−phosphate isomerases/6−phosphogluconolactonase

Protein sequence:
MALSWTNKDGREVRIYEYLDELSTDLADYIAELSEASVKERGVFAVALSGGSLISLMGKLCEAPYSKTVDWAKWYIFWVDERVVAKNHADSNYKLAKDGLLSKVPIVPSHVHSINDTVSAEKAAEDYEFVIRQLVRTRVISVSDISDCPKFDLILLGMGQDGHVASLFPNHSILDEKEEWVTFLTDSPKPPPERISFTLPVINSASNVAIVATGSSKAEAVHLAIDDDGPECPKSPAKMVQPSKGNLVWFLDKAAASKLDGAKFSE*

NbL18g06260.1 probable_6−phosphogluconolactonase_1 [MW = 29.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MAALSFSFFSTLPRQHLHWNFYPNMKVMQLQDLGLKNKWVLMAVSKEGTPEAIAKELSKTEVFGVGKKTVRISKRVPVMARRKKVVETSNDDPMNVEEAENTSESIEELKKTQRRTRKKKEIVESAFGDSISDAEGNVTDAEPVTEPESGAKPKKTRRTRKKKETAESTFEDYLSDVEGNVTYEEALPTSGSSEGSMKVRKRTSKKAASSSSSLEKEPAQKVTRRRRKKVNDLEDEGSQTEISDIEEELYVANVDADSEEELDFDGGEDISFSYGWPPLVCCFGAAQHAFVPSGRPSNRLVDHEWHERMKDAIWDPEKFTRSPGGCSSNVAVALASLGGKVAFMGKLGDDDFGQSLVYFMNINKVQTRSVRLDSKKATAITHMKIGKRGGLRMTTTKPSAEDSLLKSEINIDVLKEAKMFYFNTFSLLDPNMRLTTLRATKISKKLGGVVFYDVNLPFPLWESGDKAKTFIQQARDLADIIEVTKQELEFLCEIKPSERFDTKDNDRSKFTHYPPEVIAPLWHENLKILFVTNGTSKIHYYTKEHNGAVLGLEDVPLTPYTSDMSASGDGIIAGIIRMLTVQPHLMTDKGYLERTLKYAISCGVVDQWLQARRLGYPPKEGMEDDVVPDDHGIKSVTEREYRTLVPIS*

NbL18g06250.1 uncharacterized_LOC104234369 [MW = 72.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MAAATPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKTIKVPEGFDYELYNRNDINRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKQINALEQHIKNLLCPSTPHFFNTLYDPYREGADFVRGYPFSMREGAPTAVSHGLWLNIPDYDAPTQLVKPHERNTRYVDAVMTIPKGTLFPMCGMNLAFDRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGIKTGLPYIWHSKASNPFVNLKKEYNGIFWQEEIIPFFQAATFPKECKTVQQCYLELSKQVKDKLSKIDPYFTKLGDAMVTWIEAWDELNPTGENLAKLSIADGPAKAAK*

NbL18g06200.1 alpha−14−glucan−protein_synthase_[UDP−forming]_1 [MW = 41.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02431 Chalcone−flavanone isomerase

Protein sequence:
MESITIENYVFPSTMVKPPGSTNSFFLAGAGNRGLDIEGKFVKFTAIGVYLEETALPFLATKWKSKSSEELANSLDFFRDIVTGPFEKFIRVTMILPLTGKQYSEKVAENCVAHWKAIGTYTDAESQAIEEFLNIFQNETFPLGASILFTQSPVGALTISFIKDDTITGTGNAVIENKQLSEAVLESIIGKHGVSPAAKCSIAERVSSLLKKSYGEVPVCEKPGNGKSSDPVNEDKPTIAEIGV*

NbL18g05980.1 chalcone−−flavonone_isomerase [MW = 26.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEDILTEIPPPSRFFLEDLNNFCPLSPPLPSPFLLFSTPKQEKFSRPSLLIIAMSSPSLQVFHHVTSKTLVGTLILPEIPFSGNSVESSLKDKSCNIYALNEADNLIMIVSVQYPVTTERSHAVANLLIGEQIIPEKVLILDSIRSNNFRGKLSPDEAFAFKLESSAERKGKADGHQDSPLVKCADYLPSGSVVDGLAAALLSRCQLKKIRGTLCVSWPEAGISVISLVKSLLLKDVLSGVNHKNVGDLEEEFLKLGRNKDFLLDSELYT*

NbL18g05950.1 uncharacterized_LOC104233992 [MW = 29.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00393 6−phosphogluconate dehydrogenase, C−terminal domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase

Protein sequence:
MTGDNMASPTRIGLAGLAVMGQNLALNIAEKGFLISVYNRTTSKVDETVERAKKEGDLPLYGFHDPESFVNSIQKPRVIIILVKAGAPVDQTIKTLSAYMEKGDCIIDGGNEWYENTERREKEMAELGLLYLGMGVSGGEEGARNGPSLMPGGSFEAYKYIEDILLKVAAQVPDSGPCVTYIGKGGSGNFVKMVHNGIEYGDMQLIAEAYDVLKSVGKLSNDELQQVFSEWNKGELLSFLIEITADIFGIKDDKADGYLVDNVLDKTGMKGTGKWTIQQAAELSVAAPTIASSLDSRFLSGLKDERVQAAKVFKSSGVSDVLVEQPVDKKQLIDDVRKALYASKICSYAQGMNLIRAKSVEKGWDLKLGELARIWKGGCIIRAIFLDRIKQAYDRNPDLANLLVDEEFAKEVVERQSAWRRVVCLAINSGISTPGMSSSLAYFDSYRRERLPANLVQAQRDYFGAHTYERTDMPGAFHTEWFKIARQSKI*

NbL18g05920.1 6−phosphogluconate_dehydrogenase_decarboxylating_3 [MW = 54.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein

Protein sequence:
MRNPKEVEKEQYQEFYKKTFNEFLDPLTYTHFTTEGEVEFRSVLYIPGMAPLNNEDVINPKTKNIRLHVKRVFISDDFDGELFPRYLSFVKGVVDSDDLPLNVSREILQESRIVRIMRKRLVRKTFDMIQDLSESENEEDYKKFWENFGKFIKLGCIEDTGNHKRITPLLRFFSSKSEEELISLDDYIENMGENQKAIYYLATDSLQSARTAPFLEKLVQKGIEVLYLVEPIDEVAIQNLQTYKEKKFVDISKEDLELDDDDEVKEREAKQEYNLLCDWIKQQLGDKVAKVQVSKRLSSSPCVLVSGKFGWSANMERLMRAQTLGDTSTLEFMRGRRILEVNPDHPIVKDLNAACKNAPDSSDAKRAVELLYDTALISSGFTPDSPAELGNKIYDMMAMALGGRWGRSEEDESETSVETSTESDAGSAEVSEVQVVEPSEVRTESNDYWE*

NbL18g05770.1 heat_shock_protein_90−5_chloroplastic−like [MW = 51.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04127 DNA / pantothenate metabolism flavoprotein

Protein sequence:
MDSMNGTNNVTETATLKIKAFFESAPPLKDAAEIETKLKEFVDRNSSSSANGKINRVVCVTSGGTTVPLEKRCVRYIDNFSSGHRGAASTEYFLKAGYSVIFLYRRGTCQPFCRSLPDDPLLECFTSTDHSSIQVDPSHAEVVKRAISENRSAVNGGFLLKLPFTTIFEYLQILRLIAGSLRSRGPSGMFYLAAAVSDFYVPWESMTVHKIQSGSGPLDMRLAQVPKMLYVLRNEWAPVAFCISFKLETDTDILLGKADMALKKYKMHMVVANELSTRKEEVIVVTEQEKITVRRDKTQAGADVEDPLIKLVMDWHSAYIKHSDA*

NbL18g05620.1 phosphopantothenate−−cysteine_ligase_2−like [MW = 36.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MDANSGFCSKTKTFHSLRPPLLLPPEASPLSAASYALSLQQCPDSTAAAFIDSVTGRCISFSEFPTRVISLASSLQHTFRFSKNDVAFILSPNSTNIPVLYVALLSLGVIVSPANPMSTESELFKQIKLTNPIIAFATSRNFQKLPKLKHGIVLIDLPEFESRMTNTELKFEPVEVIQSDLAAIMYSSGTTGEVKGVKLSHRNFIAIIANFYAQRQERTSPAPVMLYTVPLFHVFGLHYALKSVALSETVVVMERFDMRKMLKAVEKFKVTQLVVAPPVVVAMAKGSVTSGYDLSSLVAVGSGGAPLGKDVIQAFSDKFPNTIVFQGYGLTETSGAAFRAATTEEMLRGDSVGRLIANTEAKIVDPDTGIALPPGEQGELWIKGPTIMQGYVGDPKATSETLVPGGWLRTGDLCYIDRHGYLFVVDRLKELIKYKGYQVAPAELEQLLQSHPDIVDAAVIPFPDEEAGQVPMAFVVRRPQSALDKEQVIDFISKQVAPYKKIRRVAFVSSIPKNPSGKILRKDLRRIRIPGSKL*

NbL18g05470.1 4−coumarate−−CoA_ligase−like_9 [MW = 58.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAASEMLSKEQLLHLFDRFAFLTSQSDVKKRIADAVSDKQEAVAVTTAIQEEIFSEMGIDPRFGLACLGKINMTYESDRDLMIHFYEFVAKEEMACEEAELGPDGFAERLKMQQNLQSSNWRC*

NbL18g05350.1 uncharacterized_LOC107789946 [MW = 14.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF00137 ATP synthase subunit C
PF00306 ATP synthase alpha/beta chain, C terminal domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
MEERKSYGFTKTLWLKKLIRNPLISAASVIPAGLVVGLASIGPGVGQRTAAGQAVEGIARQPEAEGKYEIVNTGTVLQVGDGIARIHGLDKVMKGELVEFEEGTIGIALNLESNKVGVVLMGDGLLIQEGSSVKATGRIAQITVSEAYLGHVINALAKPINGRGEISASEFRLIESAAPGMILRRSVYEPLQTGLIAIDSMIPIGRGQRELIIRDRQSDKTPVATDTILYQQVQNIICVYVAIWQKASSVAQVVTTLQERGAMEYTIVVAETADSPATLQYLAPYTGAALAEYFMYRERHTLIIYDDLSKQAQAYRQMSLLLRRPPGREAYPGDVFYLHSRLLERAAKLSSSLGEGSMTALPIVETQSGDVSAYIPTNVISITDGQIFLSADLFNSGIRPAINVGISVSRVGSAAQIKAMKQVAGKLKLELAQFAELEAFAQFASDLDKATQNQLARGQRLRELLKQSQSAPLTVEEQIMTIYTGTNGYLDSLEVGQVRKFLVELRTYLKTNKPQFQEIISSTKTFTEEAEALLKEAIQEQMDRFILQEQA*

NbL18g05300.1 ATP_synthase_subunit_alpha_chloroplastic [MW = 60.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01016 Ribosomal L27 protein

Protein sequence:
MAVSFSLVGAFKGLSLASSSSFLNGDFGAAFPVAPKFSVSFPLKSPLTIESAHKKGAGSTKNGRDSPGQRLGVKIFGDQVAKPGSIIVRQRGTKFHPGKNVGLGKDHTIFSLIDGLVKFEKFGPDRKKISVYPREVQPENPNSYRNRKRESFRVQRERRKARREGVILQPQSILASAPESSEDTPSPSC*

NbL18g05240.1 50S_ribosomal_protein_L27_chloroplastic [MW = 20.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01747 ATP−sulfurylase PF14306 PUA−like domain

Protein sequence:
MATISSLFLNTPTPTQHFPKIHKTHFSTPLNLPLSSRRLGPRPQALPQIRCGLIEPDGGKLVNLVVEESQKTQITKRALSLAQIKLSKIDIQWVHVLSEGWASPLKGFMRESEFLQTLHFNSTRLENGSVVNMSVPIVLAIDDFQKNQIGGSSSVALVDDKNNLIAILNDIEIYKHNKEERIARTWGTTAPGLPYAEEAITNAGNWLIGGDLEVIEPIKYNDGLDRFRLSPAELRDEFTRRNADAVFAFQLRNPVHNGHALLMTDTRRRLLEMGYKNPVLLLHPLGGYTKADDVPLQWRMKQHEKVLEDGVLDPETTVVSIFPSPMHYAGPTEVQWHAKARINAGANFYIVGRDPAGMGHPLEKRDLYDADHGKKVLSMAPGLEQLTILPFRVAAYDKTQNKMAFFDPSRPQDFIFISGTKMRALAKNKESPPDGFMCPGGWKVLVEYYDSLASTENGRIPQPVPV*

NbL18g04880.1 ATP_sulfurylase_1_chloroplastic−like [MW = 52.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13649 Methyltransferase domain

Protein sequence:
MASSILNGAENFKIHTGISPSELHIKCFPQKGLVNFSRNSNPKSRTLRTKCSISSSRPASQPRFIQHKKEAFWFYRFLSIVYDHVINPGHWTEDMRDEALEPAELNSRQLQVVDVGGGTGFTTLGIVKHVDAKNVTIIDQSPHQLAKAREKEPLKECKILEGDAEDLPFPTDTFDRYVSAGSIEYWPDPQRGIKEAYRVLTIGGVACLIGPVYPSFWLSRFFADMWMLFPKEEEYIEWFKKAGFAQVKLKRIGPKWYRGVRRHGLIMGCSVTGVKPYFGESPLQLGPKVEDVSKPVNPFVFLVRFLLGITAATYYVLVPIYMWLKDQITPKGQPI*

NbL18g04860.1 2−methyl−6−phytyl−14−hydroquinone_methyltransferase_chloroplastic−like [MW = 38.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MSHVFNFLVSFSSCSPTTFATSKRPALPLFTGRSQLPVKTFLRTKIITASVSENGSGVVRSSATQVYDTYNAVADFEVDAVTEAELKENGFRSTRRTKLICTIGPATCGIGQLEALAVGGMNVARINMCHGTREWHRMVIERVRRLNEEKGFAVAIMMDTEGSEIHMGDLGGASSAKAEDGEIWTFTVRAFDSPIRGHTINVNYDGFAEDVKVGDELLIDGGMVRFEVIQKIGPDVKCLCTDPGLLLPRANLTFWRDGKLVSERNAMLPTISSKDWLDIDFGIAEGVDFIAVSFVKSAEVIKHLKSYIKAHSPNSDIAVIAKIESIDSLKNLEEIIQASDGAMVARGDLGAQIPLEQVPSEQQRIVQLCRQLNKPVIVASQLLESMIEYPIPTRAEVADISEAVRQRGDALMLSGESAMGQYPEKALSVLKSASLRIERSWREQKHHEVIELPSIASSFTGSISEEICNSAAQMANNLEVDALFVYTKNGHMASLLSRCRPDCPIFAFTTTTSVRRRLNLQWGLTPFRLSFSNDMESNLNNTFSLLKARGMVRSGDLIIAVSDMLQSIQVMNVP*

NbL18g04830.1 pyruvate_kinase_isozyme_A_chloroplastic−like [MW = 63.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNNVRAGSPKEFPLGLDASTEEEYSFQSSLLQDFTSIPTIDKAWIFTSDGGSQGMFSISQPNLLANKKRRYILSCHISKESTNGVDFQWAAFPIEMSNVSLMIPSPSGSKLLVVRNPENDSPTKFEIWGQSLVEMEFLVPASVHGSIYSDGWFEGISWNNDETLIAYVAEEPAPSKPTFTPFRYKKENSTDKECGKWKGQGDWEEEWGETYAGKRQPALFIINVKSGEVCSVEGIGKSLSVGQVVWAPSTEGLQQYLVFVGWPSDTRKLGIKYCYNRPCALYAVRAPFSKSDIHQSGTHAADNVSPIKLTQSISSAYFPRFSPDGKLLLFLSARNSVDSWAHSATGSLHRIDWSFNGKPTPDAKIIDVVPVVMCPEDGCFPGLYCYSVPSRPWISDGYTMILSSIWGSTQAIISVNVISGKVSRISPGETSFSWNVLAQDGDNIIAVCSSPVDVPAIKYGSLVHKASAEASWSWLDVSSPISRCSERVTSLLSSRQFSIMRIPVRDISEKLTKGASKPYEAIFVSSKSQSRNVWDPLIVVLHGGPHSVLLSSFSKSLAFLSSLGYSLLIVNYRGSLGLVRKQYNLFPVKLDHRMLMMCLLL*

NbL18g04770.1 acylamino−acid−releasing_enzyme−like [MW = 66.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MSSDGGSGKGKGGAGRGKPKASKSVSRSSKAGLQFPVGRIARFLKAGKYAERVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKNRIVPRHIQLAVRNDEELSKLLGQVTIANGGVMPNIHQNLLPKKAGSGKGDIGSASQEF*

NbL18g04730.1 histone_H2AX−like [MW = 14.92 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 38 75 112 149 187

Protein length

Gel Slice

4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

Peptide counts over 4 repeats

1 38 75 112 149 187

Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MGGFISRFWFMMFPAKEYKIVVVGLDNAGKTTTLYKLHLGEVVTTNPTVGSNVEELVYKNIRFEVWDLGGQERLRTSWATYYRGTHAVIAVIDSTDRARISIMKDELFRLLPHEDLQSAVLLVFANKQDLKDAMTPAEITDALSLHSIKNHDWHIQACSALTGDGLYDGLGWIAQRVPAMKIDGQK*

NbL18g04640.1 ADP−ribosylation_factor−like_protein_5 [MW = 20.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family

Protein sequence:
MLSMTNNILLPLAAKHTNSIGSVLLHFRSHLPSTFSSVKNRLLKQPKSLSGRPIFLNSRSFSVFSTMNNVRAGSPKEFPLELDASTEEEYSSQSSLLQDFASIPTIDKAWTFTSDGEGSQGMFSISQPNLLANKKRRYILSCHISKESTNGVDFQWAAFPIEMSNVSLMIPSPSGSKLLVVRNPENDSPTKFEIWGQSLVEKEFLVPTSVHGSVYSDGWFEGISWNNDETLIAYVAEEPAPSKPTFTTFGYKKDNSTEKDCGKWKGQGDWEEEWGETYAGKRQPALFIINVNSGEVRPVEGIGKSLSVGQVVWAPSTEGLQQYLVFVGWPSDTRKLGIKYCYNRPCALYAVRAPISKSDIHQSGTHAADNVSSVKLTQRISSAYFPRFSPDGKLLLFLSARSSVDSWAHSATGSLHRIDWSFNEKPTPDAKIIDVVPVVMCPEDGCFPGLYCYSVLSKPWISDGYTMILSSIWGSTQVIISVNVISGNISRISLGDSSFSWNVLALDGDNIIAVCSSPVDVPAIKYGSLVRKASTEASWSWLDVSSPISRCSEKVTSLLSSRQFSIMRIPVRDISDNLTKGASKPYEAIFVSSKFRSRNVCDPLIVVLHGGPHSVLLSSFSKSLAFLSSLGYSLLIVNYRGSLGFGEEAVQSLPGKIGSQDVNDVLAAIDHVIEKGLADPSKIAVLGGSHGGFLTTHLIGQAPDKFAAAVARNPVCNLALMVGTSDIPDWCYAETFGDEGKSIFTEATSVEHLDAFYRKSPISHVSKVKTPTLVLLGAKDLRVPMSAGLQYARALKEKGVEVKVIVFPEDTHAIDRPQSDFESFLNIGVWFKKYCK*

NbL18g04600.1 acylamino−acid−releasing_enzyme−like [MW = 91.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MAAATMALSSSSFAGKAVKLSPSSSNITGNGKVTTRKTVTKAKPVSSGSPWYGPDRVKYLGPFSCESPSYLTGEFPGDYGWDTGGLSADPETFAKNRELEVIHCRWAMLGALGCVFPELLARNGVKFGEAVWFKAGSQIFSEGGLDYLGNPSLVHAQSILAIWACQVVLMGAVEGYRVAGGPLGEVVDPLYPGGSFDPLGLADDPEAFAELKVKEIKNGRLAMFSMFGFFVQAIVTGKGPLENLADHLTDPVYYNAWAYATNFVPGK*

NbL18g03900.1 chlorophyll_a−b_binding_protein_50_chloroplastic−like [MW = 28.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MAASTMALSSSSFAGKAVKLLPSSSEITGNGKVTMRKTASKPKPVSSGSPWYGPDRVKYLGPFSGESPSYLTGEFPGDYGWDTAGLSADPETFAKNRELEVIHCRWAMLGALGCVFPELLARNGVKFGEAVWFKAGSQIFSEGGLDYLGNPSLVHAQSILAIWACQVVLMGAVEGYRVAGGPLGEVVDPLYPGGSFDPLGLAEDPEAFAELKVKEIKNGRLAMFSMFGFFVQAIVTGKGPLENLADHLADPVNNNAWAYATYYLPLLEN*

NbL18g03850.1 chlorophyll_a−b_binding_protein_40_chloroplastic [MW = 28.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase)

Protein sequence:
MASSSVTSSSTAFINKKDVGLSVFSSQHSISVQTAKKRVSKKIVSVMTPQQTERKPATTGSVKTGMTMTEKILAKASDKPEVSPGDNVWVNVDVLMTHDVCGPGSIGIFKKEFGQNAKVWDRERLVIIPDHYIFTTDERANRNVDILRDFCTEQNIKYFYDIKDLGNFRANPDYKGVCHVALAQEGHCRPGEVLLGTDSHTCTAGAFGQFATGIGNTDAGFVLGTGKILLKVPPTLRFVMDGEMPDYLLAKDLILQIIGEISVAGATYKAMEFVGSTVESLSMEERMTLCNMVVEAGGKNGVIPADKTTYDYLEGRTSVPYEPVYSDEGARYLKEYRFDISKLEPLVAKPHSPDNRALARECKDVKIDRVYIGSCTGGKTEDFMAAAKVFLASGKKVKVPTFLVPATQKVWMDVYSLPVPGSGGKTCSQIFEEAGCDTPASPSCGACLGGPKDTYARMNEAQVCVSTTNRNFPGRMGHKEGQIYLASPYTAAASALTGYVTDPREFLQ*

NbL18g03810.1 3−isopropylmalate_dehydratase_large_subunit_chloroplastic−like [MW = 55.21 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00005 ABC transporter

PF01061 ABC−2 type transporter
PF08370 Plant PDR ABC transporter associated

PF19055 ABC−2 type transporter

Protein sequence:
MSLLLGPPGSGKTTLLLALAGKLDSALKVTGKVTYNGHELHEFVPQRTAAYISQHDLHIGEMTVRETLEFSARCQGVGSRYEMLAELSRREKAANIKPDADIDMFMKAASTEGQEAKVVTDYILKILGLDICADTMVGDQMIRGISGGQKKRVTTGEMIVGPSKALFMDEISTGLDSSTTYSIVNSLKQSVRIMKGTALISLLQPAPETYNLFDDIILLSDGYIVYQGPREDVLNFFESMGFKCPERKGAADFLQEVTSKKDQQQYWIRRDEPYRFITSKEFAEAYQSSHVGRKVSDELATTFDKSKSHPAALTTQKYGIRKKQLLKVCTERELLLMQRNSFVYLFKFFQLLVIALMTMTIFFRTKMPRDTAADGNIYSGALFFVVIMIMFNGLSELPMTLYKLPVFYKQRDFLFYPSWAYAIPSWILKIPVTFAEVGMWVFLTYYVIGFDPNVGRFFKQFLLLLLVNQMASALFRFIAAVGRTMGVASTFGAFALLLQFALGGFILARNDVKDWWIWGYWTSPLMYSVNAILVNEFDGKKWKHIVAGGTEPLGAAVVRARGFFPDAYWYWIGIGALAGFTVMFNIAYSVALAYLNPFDKQQATISDESENNENTESSPQITSTKEGDSVNENKKKGMVLPFDPHSITFDEVVYSVDMPPEMRESGTSENRLVLLKSVSGAFRPGVLTALMGVSGAGKTTLMDVLAGRKTGGYIDGSIKISGYPKKQETFARISGYCEQNDIHSPYVTVFESLVYSAWLRLPQDVDEQKRMMFVEEVMDLVELTSLRSALVGLPGVNGLSTEQRKRLTIAVELVANPSIIFMDEPTSGLDARAAAIVMRAVRNTVDTGRTVVCTIHQPSIDIFEAFDELFLMKRGGQEIYVGPLGRQSCHLIKYFESIPGVSKIVEGYNPATWMLEVTASSQEMALGVDFTELYKKSDLYRRNKALIDELSMPQPGTSDLHFDSEFSQSFWTQCMACLWKQHWSYWRNPAYTAVRFIFTTFIALIFGTMFWDIGTKVSRNQDLINAMGSMYAAVLFLGVQNSSSVQPVVSVERTVFYREKAAGMYSAIPYAFAQVLIEIPYIFVQAVVYGLIVYSMIGFEWTVAKFFWYFFFMFFTFLYFTFFGMMTVAVTPNQNVASIVAGFFYTVWNLFSGFIVPRPRIPIWWRWYYWGCPIAWTLYGLVASQFGELQDPLTDQNETVEQFLRSNFGFKHDFLGVVAAVIVAFAVVFAFTFALGIKAFNFQRR*

NbL18g03510.1 pleiotropic_drug_resistance_protein_1 [MW = 140.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4

Protein sequence:
MAPKAEKKPAEKKPAAEKTPVAEKAPAEKKPKAGKKLPKDAGAAGDKKKKRAKKSIETYKIYIFKVLKQVHPDIGISSKAMGIMNSFINDIFEKLAQESSRLARYNKKPTITSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTSS*

NbL18g03310.1 histone_H2B.3 [MW = 15.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01048 Phosphorylase superfamily

Protein sequence:
MAAKQVIPPFSLILALAFIPLLIFSAQAVPLERLNSLRVIKNVNKNGPFLGLITVYAPEEEAFFSTGVFRPHPRHPFVDLSGRRFQIGKVAGKKVIYVKCGVGLVNAAAATQQMLDLFDIKGVIHFGISGNANSSMHIGDVTIPYQVAQTGLWDWLKPNATLEPNDFAQFDFKNYNAPKGGDNKLGRVGYSTEQFYSTSGEINVPQRPVWFNITKNWLNVASHLQGMKLEQCANSTMCLPQKPKLVVGLKGATSNFFIDNAAYTDFLFKTFGVTSLDMESSAVVMTCLSNGYPVIAIRGVSDLAGTQEGDNTIRLFGPLAALNTAKVVISFVKSLPGNYISKF*

NbL18g03130.1 bark_storage_protein_A−like [MW − SP = 34.47 kDa]
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Peptide counts over 4 repeats

1 107 213 319 528

Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MHSTNLLLEEPIRMASILEPSKPDFFPAMTKIVGTLGPKSRSVEIISSCLKAGMSVARFDFSWGDAEFHQETLENLKAAIKSSKKLCAVMLDTGGPELQVVNKSENPISLQADSLVVLTPDQDKEATSNLLPINFSGLSKSVKNGDTIFIGQYLFTGSETTSVWLEVTEVKGEDVVCLIKNSATLAGPLYTLHVSQIHIDLPTLTDKDKKVISTWAFRNKIDILSLSYTRHAEDVRHAREFLSKLGDLNQTQIFAKIENVEGMANFDEILEEADGIILSRGNLGIDLPPEKVFLFQKAAVHKCNMAGKPAVVTRVVDSMTDNLRPTRAEATDVANAVLDGSDAILLGAETLRGLYPVETISIVGKICAEAEKVYNQDVYFKRAVKYVGEPMTHLESIASSAVRAAIKVKASVIICFTSSGRAARLIAKYRPPMPVLSVVIPRLKTNQLRWTFSGAFQARQSLIVRGLFPILADPRHPAESTNATDESVLKVALDHGKTAGVIKPHDRVVVFQKVGDSSVVKIIELEN*

NbL18g03090.1 pyruvate_kinase_1_cytosolic−like [MW = 57.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12899 Alkaline and neutral invertase

Protein sequence:
MATSEAVLQVIGVSQPSPFGSDHSFRKFGSSHTCRFFIRYRKKRVSKCVNFLNCSNTSYRAIRVDHFLNTRQPVHGNIAQSYLRSANCKCQQADSVSSTASENGTGTWFVDNDQSFDAVHGNTPNVLQFETVEELKVGEEDVQSNGSLPPNGSVQDALNRIAENSIEDEAWELLRDSMVYYCGSPVGTIAAQDPTSSNVGVLNYDQVFIRDFIPSGIAFLLKGEYEIVRNFILHTLQLQSWEKTMDCHSPGQGLMPASFKVRTVPLDGDDSATEEVLDPDFGEAAIGRVAPVDSGLWWIILLRAYGKSSGDLSVQERIDVQTGIKMILRLCLADGFDMFPTLLVTDGSCMIDRRMGIHGHPLEIQALFHSALLCAREMLTPEDGSADLIRALNNRLVALSFHIREYYWIDMKKLNEIYRYKTEEYSYDAVNKFNIYPDQISPWLVEWMPNKGGYLIGNLQPAHMDFRFFSLGNLWSIVCSLTTDEQSHAILDLIEAKWGDLVADMPFKICYPALEGQEWQIITGCDPKNTPWSYHNGGAWPTLLWQLAVASIKMNRPEIAAKAVEVAEKRISRDKWPEYYDTKKARFVGKQARLFQTWSIAGYLVAKLLLANPSAAKILITQEDSELLNAFSCAISSNPRRKRGPKSTQKTYIV*

NbL18g02860.1 neutral/alkaline_invertase_3_chloroplastic−like [MW = 73.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01106 NifU−like domain PF08712 Scaffold protein Nfu/NifU N terminal

Protein sequence:
MKSLLSLGRLINRATLRSNRLLTKPYVAENGAISTSRRFLYALSSKAPINIYVFTSLKPSQFPSSHPLPWSRFGGQKRTLFIQTQSTPNPLSLMFYPGKPVLEAGSADFPNARSAMNSPLAKALFGIYGITRVFFGSDFVTVTKSDDASWDFLKPEIFAAIMDFYSSGKPLFLDSNTAASMDTAIHENDSETVAMIKELLETRIRPAVQDDGGDIVYRGFDLDTGIVKLKMQGACSGCPSSSVTLKSGIENMLMHYVPEVKGVEQEMDEDEEPGLTGAPYE*

NbL18g02750.1 nifU−like_protein_4_mitochondrial [MW = 30.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02127 Aminopeptidase I zinc metalloprotease (M18)

Protein sequence:
MAANAIARFHFLQPYPVFPKSSVLLSKFPHSSSPPFSINVHNINNPCRIHFRKFSSVTSPLCSTSGSIPESAESSESSTSIVGDLLDYLNESWTQFHATAEAKRQLIAAGFHLLKENEKWDLQPGGRYFFTRNMSSLVAFAIGKKYSIGNGFHVIAAHTDSPCLKLKPKSASTKSGYLMVNVQLYGGGLWHTWFDRDLSVAGRVILRADDGSFLHRLVKITRPLLRVPTLAIHLNRTVNQDGFKPNLETQLIPLLATKTENATADSTEKSNVSSSKDVHHQLLLQILSDELSCKIDDIVSVELNLCDTQPSCLGGANNEFIFSGRLDNLASSFCGLRALVDSCTLPEDLSNEHAIRMIALFDNEEVGSDSYQGAGAPTMFEAMRRITDCMSHQSAGGSDFARAIRHSFLVSADMAHGVHPNFVDKHEEHHRPELQKGLVIKHNANQRYATSGVTSFLFKEVARLHSLPTQDFVVRNDMGCGSTIGPILASGVGIRTVDCGIAQLSMHSVREICGKEDIDIAYKHFKAFYLTFSSIDRKLIVD*

NbL18g02710.1 probable_aspartyl_aminopeptidase [MW = 59.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain PF18376 Mevalonate 5−diphosphate decarboxylase C−terminal domain

Protein sequence:
MAEQQLQNWVLMVSAQTPTNIAVIKYWGKRDEDLILAINDSISVTLDPAHLCTTTTVAVSPAFNRDRMWLNGKEISLSGGRYQNCLREIRARASDVEDENKGIKIAKNDLQNLHVHIASYNNFPTAAGLASSAAGFACLVFSLAKLMNVQEDNGKLSAIARQGSGSACRSLYGGFVKWIMGKEENGSDSIAVQLVDEKHWDELVIIIAVVSSRQKETSSTSGMRDTVETSALIERRAKEVVPKRIIQMEEAIQNRDFPTFAQLTCADSNQFHAVCMDTSPPIFYMNDTSHRVIGCVEKWNRSEGTPQVAYTFDAGPNAVLIARNRKAATLMLQRLLFHFPPNSDTDLNSYVIGDKSILKDAGIQDIKDVEALSPPPEIKDKVPAQKYKGEISYFICTRPGRGPVLLTDDSLALLNPETGLPK*

NbL18g02680.1 diphosphomevalonate_decarboxylase_MVD2−like [MW = 46.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAIANAFFISLRSAFSDADYGVNSSPSAVFHALSSSGVTTSRRGKYTVYCTLDRVDSMSLSPALKAEQESGYVPLPIVHLIQDPECDATTVEISFGDRLGLLIDTINKFIAMGDTCLMHFIHRGEIWWLTICMILVCMPFLLMKALKDLGLDVVKGIVTTEGSVKKTKFLITRLDTGRKVEDPDLLERIRLTIISNLIKYHPESSEQLAMGEAFGIKAPEKKPDVDIATHIHVKDDGSKRSILHVETADRSGLLVEVVKIMADINIDVESAEIDTEGLVAKDKFYVSYRGAALNSSLSQVLVNCLRYFLRRPETDEESY*

NbL18g02620.1 ACT_domain−containing_protein_ACR12−like [MW = 35.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00111 2Fe−2S iron−sulfur cluster binding domain

Protein sequence:
MSSISISSSSLLKVAPMIRSSAFTKPKHSLGSIKSISKAFGLKSSSSFKVSAMAAYKVKLIGPDGTENEIEVSDDQYILDAAEDAGLELPYSCRAGSCCTCAGQLVSGSVDQSEGAFLDDDQMEKGYLLTCISYPRSDCVIHTNKEEEVH*

NbL18g02590.1 ferredoxin_root_R−B2−like [MW = 16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01397 Terpene synthase, N−terminal domain PF03936 Terpene synthase family, metal binding domain

Protein sequence:
MASAAVGNYEEEIVRPVADFSPSLWGDQFLSFSIENQAAQKYAKEIEALKEQTRSMLLATGRKTADTLNLIDIIERLGISYHFEKEIDEILEQIYNQTSNCDDLSISALQFRLLRQHDFNISPEIFSKFQDENGKFKESLSSDVLGLLNLYEASHVRTHADDILENALAFSIIHLESATPHLKSPLREQVTHALEQCLHKGVPRVETRFFISSIYEKEQSKNDVLLRFAKLDFNLLQMLHKQELAEVSRWWKDLDFVTTLPYARDRVVECYFWALGVYFEPQYSKARVMLVKTISMISIVDDTFDAYGTVKELEVYTNAIQRWDINEIDRLPDYMKLSYKAILDLYNDYEKELSSAGRSHLVCHAIERMKEVVRNYNVESTWFIEGYKPPVTEYLSNALATTTYYYLATTSYMGMKSVTERDFEWLSKNPKILEASVIICRVIDDTATYEVEKSRGQIATGIECCMRDYGISTEEAMTKFQEMAEAAWKDLNEGLLRPTPVSTEFLSRILNLARIVEVTYIHNLDGYTHPEKVLKPHIIALLVDSIEV*

NbL18g02520.1 5−epi−aristolochene_synthase−like [MW = 63.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01397 Terpene synthase, N−terminal domain PF03936 Terpene synthase family, metal binding domain

Protein sequence:
MASAAVGNYEEEIVRPVADFSPSLWGDQFLSFSIENQAAQEYAKEIEALKEQTRSMLLATGRKTADTLNLIDIIERLGISYHFEKEIDEILEQIYNQTSNCDDLSTSALQFRLLRQHGFNISPEIFSKFQDENGKFKESLSSDVLGLLNLYEASHVRTHADDILENALAFSIIHLESATPHLKSPLREQVTHALEQCLHKGVPRVETRFFISSIYEKEQYKNDVLLRFAKLDFNLLQMLHKQELAEVSRWWKDLNFVTTLPYARDRVVECYFWALGVYFEPQYSKARVMLVKTISMISIVDDTFDAYGTVKELEVYTNAIQRWDINEIDRLPDYMKLSYKAILDLYNDYEKELSSAGRSHLVCHAIERMKEVVRNYNVESTWFIEGYKPPVNEYLSNALATTTYYYLATTSYMGMQSVTERDFEWLSKNPKILEASVIICRVIDDTATYEVEKSRGQIATGIECCMRDYGISTEEAMTKFQEMAEAAWKDLNEGLLRPTPVSTEFLSRILNLARIVEVTYIHNLDGYTHPEKVLKPHIIALLVDSIEV*

NbL18g02510.1 5−epi−aristolochene_synthase−like [MW = 63.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain

Protein sequence:
MALCRSFVCNLPLSRLPLQLNTSIPSPYCPPKSHQIITLPLRFRRCKTSSFASVPLQPQSSMENPPEGYRRNVGICLMNPSNKKIFAASRLDIPSAWQMPQGGVDESEDPRNAAIRELREETGVTSAEIVAEAPHWLTYDFPPDVREKLRHQWGSDWKGQAQKCMENSRFLFKFTGKDEEINLLGDGTEKAEFGEWSWMSPEQVVEFAADFKKPVYKEVLSVFSQYFL*

NbL18g02400.1 nudix_hydrolase_26_chloroplastic−like [MW = 26.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MRRVFGVKKQTEPPPSIQDASDRINKRGDTVEEKIKKLDAELARYKEQLKKTRPGPAQEAVKARAMRVLKQKRMYEGQRDMLYNQTYNLDQLSFAAEGIKDAQQTMSALKSANKELKGMMKTVKINDIDNLQDEMMDLMDVSNEIQESLGRSYSVPDDIDEEELMGELDALEADMDTEGEGVPSYLQPEPDLDAELSLPSAPTGHAPMPAGRANPQADDELGLPAVPRASIRG*

NbL18g02360.1 vacuolar_protein_sorting−associated_protein_60.1 [MW = 25.95 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00226 DnaJ domain

PF00684 DnaJ central domain
PF01556 DnaJ C terminal domain

Protein sequence:
MFGRAPKKSDNTKYYEILGVPKSASQDDLKKAYRKAAIKNHPDKGGDPEKFKELAQAYEVLSDPEKREIYDQYGEDALKEGMGGGGGAHDPFDIFQSFFGGGSPFGGGGSSRGRRQRKGEDVVHPLKVSLEDVYNGTSKKLSLSRNVLCAKCKGKGSKSGASMKCSGCQGSGMKVSIRQLGPSMIQQMQHPCNECKGTGETINDKDRCPQCKGEKVVQEKKVLEVHVEKGMQNGQKITFPGEADEAPETITGDIVFILQQKEHPKFKRKGDDLFVEHTLTLTEALCGFQFILTHLDNRQLLIKSQPGEVVKPDQFKAINDEGMPMYQRPFMRGKLYIHFTVDFPESLTPEQCKNLEAVLPPKPKMEVSEMELDECEETTLHDVNIEEEMRRKQQAAQEAYDEDDDMPGGAQRVQCAQQ*

NbL18g02330.1 dnaJ_protein_homolog [MW = 46.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02330 Mitochondrial glycoprotein

Protein sequence:
MLRKALTCAGSALQQQQPWRKIVCRRSSSVSSAVNSIILRSLKDHYLEVSKMTPPPKVSPPNSFTVVKGALDQGGPVLRRTHGNEEISISVMRLANIIPGGGGDEEEDGINQLFLHVDISKPGQKKSLHFLCGLYPDALGIHSVSLRPKAESTGFLAVPTNYSGPVFQDIDEAMRDALHRFIEERGINESLFPFLQAWLYVKDHRNLMRWFKTVGSLVNDIKQGSSHA*

NbL18g02290.1 mitochondrial_acidic_protein_MAM33 [MW = 25.26 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
MTLMTPPPVDPEEDEMLVPNSDFPVEGPQSMEVATADTASTVDGPPVDDPPSARFTWTVENFSRLNTKKLYSDVFHVGGYKWRILVFPKGNNVDHLSMYLDVADSPALPYGWSRHAQFSLAVLNRVHNKFTVRKDTQHQFNARESDWGFTSFMPLSELYDPVRGYLVDDTVIVEADVAVRRVIDYWSHDSKKETGCVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDNPSGSIPLALQSLFYKLQYSDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEKYGLQDARKGVLFIDFPPVLQLQLKRFEYDFVRDTMVKINDRYEFPLELDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAYIRPTLSDQWFKFDDERVTKEDSKRALEEQYGGEEELPHANPGFNNSPFKFTKYSNAYMLVYIRESDKEKIICNVDEKDIAEHLRVRLKKEQDEKEQKRKEKAEAHLYTIIKVARDEDLGEQIGKEIYFDLVDHDKVRSFRIQKQMAFTQFKEEVAKELGIPVQFQRYWLWAKRQNHTYRPNRPLTPQEEAQSVGQLREVSNKANNAELKLFLEVEFGLDLRPCPPPEKTKEDILLFFKLYDPLKEEMRYAGRLFVKGSGKPLEILPKLNELSGFSPDEDIELFEEIKFDPNVMCEPIDWKLTFRGSQLEDGDIICFQKPLRSQTSEQYRFPDVPSFLEYVHNRQVVRFRSLEKSKEDDFSLELSKQNNYDEVVERLARHLGLDDPSKIRLTSHNCYSQQPKPQPIKYQGVERLTEMLVHYNQTSDILYYEVLDIPLPELQCLKTLKVAFYNSAKDEVTIHTIRLPKQSTVDDVLNHLKTKVELSHPDAELRLLEVFYHKIYKIFPPTERIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFMKDTTQNQSHVQNFGEPFFLVIHEGETLTEVKARIQKKLQVPDEEFSKWKFAFLSMGRPDYLQDSDVVSNRFQRRDVYGAWEQYLGLEHADNAPKRSYASNQNRHTFEKPVRIYN*

NbL18g02240.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 130.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MSTFAKMAMTSSLTPTITTTLSIFFSLFLILGVAISQTEARAFFVFGDSLVDSGNNNYLATTARADSPPYGIDYPTRGATGRFSNGLNIPDIISQQIGSSESPLPYLSPELNGQRLLVGANFASAGIGILNDTGIQFINMIRIPQQLEYFREYQSRVSALIGEESTKKLVNQALVLMTLGGNDFVNNYYLVPNSARSRQYALPDYVPFLISEYRKILRRVYDLGGRRVLVTGTGPLGCVPAELAQRSRNGECAVELQQAAALFNPQLTQMLQDLNTELGSNIFIAANTQQMHIDFITNPQAYGFITSKVACCGQGPYNGLGLCTPLSNLCPNRDVFAFWDPFHPSERANKIIVQQIMTGSSDYMNPMNLSTIMAMDSMA*

NbL18g02180.1 GDSL_esterase/lipase_At5g33370−like [MW = 41.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family PF02178 AT hook motif

Protein sequence:
MATEFINRTPPHLEYPEMIYEALDALQQKEGSNKSSISKYIESKYGILNDTHSKSLTYHLDRMKQTGELIFLKNNYIKPGPNVPPKRGRGRPPKPKTTLPQDTEIAASKPRGRPKKDPNAPPTPKKLKPTIVPINSANPVSKTGRPRGRPRKVKPQSAQNGVE*

NbL18g02050.1 HMG−Y−related_protein_A−like [MW = 18.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MEDVCEGKDFSFPNQEEKILQWWDSVKAFETQLEKTKNQPEYIFYDGPPFATGLPHYGHILAGTIKDIVTRYQSMTGHHVTRRFGWDCHGLPVEHEIDEKLGIKTKNQVIDMGIDKYNEECRAIVTRYVGEWEKTVVRMGRWIDFQNGYKTMDLKFMESVWWVFAQLFQKGLVYRGFKVMPYSTGLKTPLSNFEANSNYKEVSDPEIMVSFPIVDDPEGASFVAWTTTPWTLPSNLALCVNANFVYVKVRNKFNGKIYVVAESRLAELPVEKAKKVTPNGPAVDTQNPNSKSKPSGGKSQNVETYEVVDKFSGSSLVGKKYIPLFDYFKDFSDTAFRVVADDYVTSDSGTGIVHCAPAFGEDDYRVCIGNHIIKKGESLIVAVDDNGYFTDRITDFRGKYVKEADNDITQAVKEKGRLVKSGKFMHSYPFCWRSDTPLIYRAVPSWFIMVEKIKDQLLENNKQTYWVPDFVKEKRFHNWLENARDWAVSRSRFWGTPLPVWISEDGEEIVVMDSIDKLEKLSGAKVTDLHRHNIDHITIPSSRGPEFGVLRRVEDVFDCWFESGSMPYAYIHYPFENVELFENNFPGHFVAEGLDQTRGWFYTLMVLSTALFGKPAFRNLICNGLVLAEDGKKMSKRLKNYPQPSEVINDYGADALRLYLINSPVVRAEPLRFKKDGVFAVVKDVFLPWYNAYRFLVQNAKRLEIDGFGPFIPTDQKSLQSSSNVLDQWINSSTQSLVHFVRQEMDAYRLYTVVPYLLKFLDNLTNIYVRFNRKRLKGRTGEGDCRTALSTLFYVLLTSCKAMAPLTPFFTEVLYQNLRKVYKGSEESIHYCSYPEVEGKRWERIEQSVNRMMTIIDLARNIRERHNKPLKTPLREMVVVHPDSEFLDDIAGKLREFVLEELNIKSLVPCNDTLKYASLRAEPDFSVLGKRLGKSMGVVSKEVKAMSTEDIIALEKAGEITVASHTLKLSDIKIVRGFKRPDNRKENEMDAAGDGDVLVILDLRTDDSLFEAGVAREVVNRIQKLRKKAALEPTDLVEVFFKSLDEDKTVSQQILESQESYIRDALGPPLLPADLIPSHAMTIDEESFHGISSLSFVITLARPSLVFNSDAIAALYGGNTQYSQGLQTYLLMRDLHNLKSEFQQGKGKITVKCIENQPTVEVVLGKHVFLSVGDYFLNRKSQ*

NbL18g01810.1 probable_isoleucine−−tRNA_ligase_cytoplasmic [MW = 135.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01159 Ribosomal protein L6e PF03868 Ribosomal protein L6, N−terminal domain

Protein sequence:
MAAKKSPRNPELIRGVGKLSRSKMYHKKGLWAIKKKNGGSFPVHKKAAAVAPPAVKPPKIYPADDVAKPLVNKHKPKPTKLRASITPGTVLIILAGKFKGKRVVFLKQLKSGLLLVSGPFKLNGVPLRRVNQAYVIGTSTKVDISGVSVEKFDDKYFAKQAEKKQKKGEGEFFEDKKEEKKNVLPQEKKDDQKAVDEALIKAVECVPELKAYLSARFSLKSGMKPHELVF*

NbL18g01780.1 60S_ribosomal_protein_L6−like [MW = 25.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00551 Formyl transferase

Protein sequence:
MEAQRLSFGLSSTLPTSPIQNQKNPIFKIPSFSYTSPTNLTVKGFFLKPHFSFAPKKISQCINCLEGIEKESVTVPNNSMSKELKKKKLAVFVSGGGSNFRSIYEATIEGTVHGEVAVLVTNKHDCGGAKYAREQGIPVILFPKAKGTSEGLSEEDLVGALRTYNIDFILLAGYLKLIPTELVQAFPRSIFNIHPSLLPAFGGKGYYGMKVHKAVIASGARYSGPTIHYVDEHYDTGRILAQRVVPVLANDTADTLAARVLQEEHKLYVEVAAALCEERIVWRQDDVPLIQSKEDPNQYK*

NbL18g01770.1 phosphoribosylglycinamide_formyltransferase_chloroplastic [MW = 33.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02230 Phospholipase/Carboxylesterase

Protein sequence:
MKFIFPLLKPLLVLIITFGFTIFIVVLSQPTTTTNPSSTKSNPMASRSFILWLHGLGDSGPANEPIKSLFTSPQFKNTKWSFPSAPSNPVTCNYGAVMPSWFDIHEIPVTASSPNDESGLLKAVKNIHAMIDKEIDAGTNPSNVFICGFSQGGALTLASVLLYPKTLGGGAVFSGWVPFNSAILEKQTPEAKKTPILWSHGIADRTVLFEAGQAGPPFLERAGMTCEFKAYPGLAHSINNEELKNLELWIKPRLQSNS*

NbL18g01740.1 acyl−protein_thioesterase_1−like [MW = 28.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MEKFGKRFQGKVAIVTASTQGIGFSIAERLGLEGASVVISSRKQKNVDEAVQKLSDRGIEVFGVVCHVSNAQQRKNLVDKTIQKYGKLDVIVSNAAVNPTVDAILDIKESVLDKLWDINVKAAILLLQHLQDAAPCLQKGSSVVIISSIAGYTPPAAMGMYGVTKTALLGLTKALAAEMAPNTRVNCIAPGFVPTHFAEFITGNANVRRELEAKTLLNRLGTTQDMAAATAYLASDDAAYVTGETLVVAGGMHARL*

NbL18g01690.1 tropinone_reductase−like_3 [MW = 27.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01704 UTP−−glucose−1−phosphate uridylyltransferase

Protein sequence:
MATATLSPVDTDKLANLKSAVASLNQISENEKSGFINLVGRYLSGEAQHVEWSKIQTPTDEIVVPYDNLAPLSEDPVETKKLLDKLVVLKLNGGLGTTMGCTGPKSVIEVRNGLTFLDLIVKQIEALNAKYGCTVPLLLMNSFNTHDDTLKIVEKYANSNIEIHTFNQSQYPRLVTEDFSPLPCKGNSGKDGWYPPGHGDVFPALANSGKLDALLAKGKEYVFVANSDNLGAIVDLKILNHLIQNKNEYCMEVTPKTLADVKGGTLISYEGKVQLLEIAQVPDEHVNEFKSIEKFKIFNTNNLWVNLNAINRLVEADALKMEIIPNPKEVDGVKVLQLETAAGAAIKFFDRAIGVNVPRSRFLPVKATSDLLLVQSDLYTLTDEGYVIRNPARSDPSNPSIELGPEFKKVANFLGRFKSIPSIIELDSLKVTGDVWFGSGITLKGIVIVAAISGVKLEIPDGSVIANKVIQFTLAPNGAARYRFTSFFDPVTSIFRISMD*

NbL18g01640.1 UTP−−glucose−1−phosphate_uridylyltransferase [MW = 54.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
NAGNPKKKSKVVKTELNIHCAVPTKMSSFFVFTSISHLPSKIRPFESTLSTQFPYYNSNIFGRRSFLYQTPFIPLYFHTYHISPEFSVLNLNSLQEMAFQKIKVVNPIVEMDGDEMTRVIWKLIKDKLIFPFVELDIKYFDLGLPHRDATDDKVTVESAEATLKHNVAIKCATITPDEGRMKEFNLKHMWKSPNGTIRNILNGTVFREPILCKNVPRLVAGWSKPICIGRHAFGDQYRATDTVIQRPGKLKLVFVPEGKDEKTEFEVYNFTGAGGVALSMYNTDESIRSFAEASMNMAYQKKWPLYLSTKNTILKKYDGRFKDIFQEVYESNWELKFEEAGIWYEHRLIDDMVAYALKSDGGYVWACKNYDGDVQSDFLAQGFGSLGLMTSILICPDGKTIESEAAHGTVTRHYRVHQKGGETSTNSIASIFAWTRGLAHRAKLDNNAALLDFTKKLEAACIGAVENGKMTKDLALIVHGSKVARHQYANTEEFIDAVADELKARLLKAKI*

NbL18g01600.1 isocitrate_dehydrogenase_[NADP]−like [MW = 57.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00282 Pyridoxal−dependent decarboxylase conserved domain

Protein sequence:
MVLSKTASESDVSVHSTFASRYVRTSLPRFKMPENSIPKEAAYQIINDELMLDGNPRLNLASFVTTWMEPECNKLMMDSINKNYVDMDEYPVTTELQNRCVNMIAHLFNAPLGDGETAVGVGTVGSSEAIMLAGLAFKRKWQNKMKAQGKPCDKPNIVTGANVQVCWEKFARYFEVELKEVKLSDGYYVMDPEKAVEMVDENTICIAAILGSTLNGEFEDVKRLNDLLIEKNKETGWDTPIHVDAASGGFIAPFLYPELEWDFRLPLVKSINVSGHKYGLVYAGIGWAIWRNKEDLPDELIFHINYLGADQPTFTLNFSKGSSQVIAQYYQLIRLGFEGYKNVMENCQENARVLREGLEKSGRFNIISKEIGVPLVAFSLKDNSQHNEFEISETLRRFGWIIPAYTMPPNAQHVTVLRVVIREDFSRTLAERLVMDIVKVLHELDTLPGRVNAKLAVAEANGSGVHKKTDREVQLEVTAAWKKLVADKKKKTNGVC*

NbL18g01590.1 glutamate_decarboxylase [MW = 55.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04839 Plastid and cyanobacterial ribosomal protein (PSRP−3 / Ycf65)

Protein sequence:
TLSILLSSQIYTVLRPPFLLSLTEESMLTMSVQSSLKTSVHIPSLPSHNPSVKSFIYSFSVNNTVSSSILSYKTKPTRNIHKLFASAATETELVTTDTSDSVVQEIENTDSKKKVIEKPRLVLKFIWMEKNIGLGLDQVLPGHGSVPLSPYFFWPRKDAWEELKTTLESKPWISQKQMIILLNQATDIINLWQQSGGNLS*

NbL18g01390.1 30S_ribosomal_protein_3−1_chloroplastic−like [MW = 22.47 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01055 Glycosyl hydrolases family 31

PF13802 Galactose mutarotase−like
PF16863 N−terminal barrel of NtMGAM and CtMGAM, maltase−glucoamylase

Protein sequence:
MNFFSSFPLFHFLLFLTICISCVYLVYTTPVKIGKGYKLIAIEESPDGGLIGHLKVKKKNNIYGPDIPYLQLYVKHETDNRLRIQITDAEKERWEVPYNLLPREKAPLLKQTIGVSRKSTPFPLGTSEYSGNELIFSFTTDPFGFSVKRKSNGETLFNSSSDDPDPYNNLVFKDQYLEISTKLPKDASLYGLGENTQPHGIKIYPNDPYTLYTTDQSAINLNMDLYGSHPMYMDLRNLNGEGHAHAVLLLNSNGMDVFYRGNSLTYKVIGGILDFYFFAGPTPLAVVDQYTEFIGRPAPMPYWSLGFHQCRWGYHNLSVIEDVIANYKKAKIPLDVIWNDDDHMDGKKDFTLNPVNYPGPKLRAFLKKIHAEGMHYIVINDPGIGVNKSYGVYQRGIANDVFIKYQGKPFLAQVWPGAVHFPDFLNPKTVEWWGDEIRRFHELAPIDGLWIDMNEVSNFCTGLCTIPEGRICPNGTGPGWICCLDCKNVTSTKWDDPPYKINASGIQAPIGYKTIATSATHYNGVREYDAHSLYGFSEAIATHKGLQALEGKRPFILSRATFVGSGHYAAHWTGDNKGTWEDLRYSISTVLNFGIFGVPMVGSDICGFYPAPTEELCNRWIEVGAFYPFSRDHANYYSPRQELYQWKSVAVSARNALGMRYKLLPYFYTLTYEAHTTGAPIARPLFFSFPNIPKLYGVSTQFLIGSSVMVSPVLERGKTEVKALFPPGTWYSLFDMTQAVVTKEPHYLTLDAPLHVVNVHLYQNAIIPMQRGGMLTKEARMTPFTIVIAFPLGASEGEARGKLFLDEDELPEMKLGNGQSTYIDFYATTSNGTVKIWSEVQESKYAMDKGWSIEKVTVLGLDRIGGAFEILVDGAQVTDTSNVQFSTEEHKYIDKLEEGGDKRKSMMVDIQGLELPVGKNFVMSWKMGISH*

NbL18g01300.1 alpha−xylosidase_1−like [MW − SP = 102.24 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00749 tRNA synthetases class I (E and Q), catalytic domain

PF03950 tRNA synthetases class I (E and Q), anti−codon binding domain
PF04557 Glutaminyl−tRNA synthetase, non−specific RNA binding region part 2

PF04558 Glutaminyl−tRNA synthetase, non−specific RNA binding region part 1

Protein sequence:
MVKEEDSKTLELFLKIGLDEKTAKNTLANNKVTTNLTAVIHEAAVTDGCDRTVGNLIYTVATKFPANALNHRPTLLQYIVSTKIKTPAQLEAAFTFLAATASGDLNAQEFEDACGVGVEVSKDDIERAVSEVFEEKKANILEQRYRTNVGELFAHVRKKLPWADPKVVKEVIDVELYNLLGERTAADNEKPVKKKKEKPVKAEDKAKVDETPAPKPSEEEQNPYSIFPSPEENYKVHTEIYFSDRPVLRACNSKELLEKHLKVTGRKVLTRFPPEPNGYLHIGHAKAMFVDFGLAKERGGGCYLRFDDTNPEAEKKEYIDHIKEIVRWMGWETYKITHTSDYFQDLYELAVELIKRGHAYVDHQTAEEVKEYRERKMNSPWRDRPIEESLRLFDEMKKGMIDEGKATLRMKQDMQSDNFNMYDLIAYRIKFTPHPHAGDKWCIYPSYDYAHCIVDSLENITHSLCTLEFETRRASYYWLLDALGLYQPFVWEYSRLNVSNTVMSKRKLNRLVTEKWVDGWDDPRLMTLAGLRRRGVASTAINAFVRGIGITRSDCSMIHLSRLEYHIREELNKTAPRTMVVLNPLKVVITNLEAGLVTDLDAKKWPEAPANDASSFYKVPFSRVVYIERTDFRLKDSKDYFGLAPGKSVLLRYAYPIKCTDVILADDKETVLEIRAEYDPSKTTKPKGVLHWVAEPSPGVDPLKVEARLFDRLFLSENPAELEDWLGDLNPESKVVIQNAYAVPLVKTAALGDRFQFERLGYFAVDQDSTSEKLVFNRTVTLRDSYAKGGK*

NbL18g01100.1 glutamine−−tRNA_ligase [MW = 90.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01406 tRNA synthetases class I (C) catalytic domain

Protein sequence:
MAKEEIVFQVYNTMTKQKEVFIPKEPGKVKMYVCGVTSYDFSHIGHARAYVAFDVLYRYLKYLGYDVVYVRNFTDVDDKIIKRANETGEDPIALSGRFCQEFLKDMDDLQCLLPTHQPRVTNHMEQIKEMIAKIITNGCAYTIDGDVYFSVDSFPEYGRLSGRKLEDNRAGERVAVDSRKRNAADFALWKAAKPGEPSWESPWGPGRPGWHIECSAMSAQYLTHSFDIHGGGMDLTFPHHENEIAQSCAACRESNISYWMHNGFVTIDDEKMSKSLGNFFTIREVTRLYHPIALRYFLLGMHYRSPVNYSISQIEIASESVFYLYQTLHDCEEALSVFQQGTETETEVRGVRVSPQAQECIKKLRNELETKLSDDLHTPTILNAALQEALRLMNSSLNMLKKKQQKKQQLSAVLSLAELLKEVKAVLDVLGLLSSSTCAEVLQQFKERALKRAELTEEDILHAIEERTLARKNKEFARSDQIRSDLVAKGIALMDIGTETVWRPCVRPEPEQPAAPVQQEQSAAAVQKEKPVAPSQQKQSAAAPQKEQPAAPLQQEQPAVRPQ*

NbL18g01080.1 cysteine−−tRNA_ligase_2_cytoplasmic−like [MW = 63.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain

Protein sequence:
MSILSLSLSPFPNYPTLSHLSSHAPSHIHSLHPSSSMTLLRPLHHQLRHHFRRRLSISAAAVRKDTNLWTTAPLVTVSPAADESLFHVTIDVSDSPDLAASHTKAGQYLQLRIPDVENPAFLAIASPPLLASSRGVFEFLIKSISGSTAELLCGLQKGDVVELSQVMGKGFDLDQISPPKKYQTILIFATGSGISPIRSLIEAGFSADKRSDVRLYYGARNLKRMAYQDRFENWASSGVKVVPVLSQPDDAWTGERGFVQAAFARAKNIFSPQSTGAVLCGQKQMAEEVTALLLADGVSTEKILKNF*

NbL18g00530.1 fruit_protein_pKIWI502−like [MW = 33.43 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 124 247 370 493 616

Protein length

Gel Slice

3.7 4.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 124 247 370 493 616

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain
PF11421 ATP synthase F1 beta subunit

Protein sequence:
KRKSSEEGKSHTDTEIHTLLPSPLPIKSRLSTHLLTLAALSFSLYTSSFSLYRPNPNLTMSSRRFLASLLRSTAQRGGAISRSPLANSIPRTTSRASSKGFLLNRAVKYATSAASEKPKATPPKPSGNEPTGKITDEFTGAGSIGKVCQVIGAVVDVRFDVGLPPILTALEVLDNQIRLVLEVAQHLGENMVRTIAMDGTEGLVRGQRVLNTGSPITVPVGRATLGRIINVIGEPIDERGDINTDHFLPIHREAPAFVEQATEQQILVTGIKVVDLLAPYQRGGKIGLFGGAGVGKTVLIMELINNVAKAHGGFSVFAGVGERTREGNDLYREMIESGVIKLGDKQSESKCALVYGQMNEPPGARARVGLTGLTVAEHFRDAEGQDVLLFIDNIFRFTQANSEVSALLGRIPSAVGYQPTLATDLGGLQERITTTKKGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSRQISELGIYPAVDPLDSTSRMLSPHILGEDHYNTARGVQKVLQNYKNLQDIIAILGMDELSEDDKMTVARARKIQRFLSQPFHVAEVFTGAPGKYVDLKESINSFQGVLDGKYDDLSEQSFYMVGGIDEVIAKAEKIAKESAA*

NbL18g00520.1 ATP_synthase_subunit_beta_mitochondrial−like [MW = 66.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01198 Ribosomal protein L31e

Protein sequence:
MSDKTKGRKEEVVTREYTINLHKRLHGCTFKKKAPNAIKEIRKFAQKAMGTKDVRVDVKLNKHIWSRGIRSVPRRVRVRIARKRNDDEDAKEELYSLVTVTEIPPEGLKGLGTKIIEDED*

NbL18g00010.1 60S_ribosomal_protein_L31−like [MW = 13.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04096 Nucleoporin autopeptidase

Protein sequence:
MFGSTNAFGQSSTSPFGSQSGFGQTSNNPFAPKPFGSTNPFGSQSGGSFFGSTSTGVFGTPQSSSPLGSTPVFGASSSPAFGSTTPAFGASTTPTFGSSSSAFGSSSVFGQKPAFGGFGSSSAQTSPFGSSFQQSQPAFGSGLFGSSAPFGASSQPAFGTPSTPTFGSSSTPAFGATSAPAFGTSSTPAFGSTSNPAFGNTGSPFGASNSPMFGSSTPGFGASSTPAFGATSSPAFGATSSPAFGATTTPAFGAPSTPSFSFGSAPAFGQSTSAFGSSPFGTSTSTFGAQSSAFGAQTSAATFGSPGFAQSAVGGQRGGTRVAAYQATPEADSGSGTQPAGKLESISAMPVYRDKSHEELRWEDYQLGDKGGPASVGQSTSGINFGSSAFASSSTSPFGQSSSNPFSSTTTSNPFAPKPPTFSAGFGTSATPAFGSSPFASSNASNPFGSTSSTTPSLFGPSAPAFGTNTSPSLFGSSSASGFGSSTSIFGSSSAQATAPAFGPSLSFGNTQSSPLFQSTTPSFGQTSSAFGQTASSFGQSTPAFGQSNLFSTPSTGFGGNLFSSAPLLNTSNTIGFGQTTPSLSTPFQLTQPSQSTPAFGFSNYGQTQGGGASGFGGTPSLFSQPSANQSSVVAQPAVVTNPFGTLPAMPQMSIGRTGTSSSIQYGISSLPVVDKPVPVRISSLLTSRHLSQRRVRLPARKYHPKTEGAKVPFFSDDEETPSTPKADALFVPRENPRALVIRPLDQWPSRGGLEKVSSSKYTSPAHENGKIPEVVFAPVTETSAKDKHKDLVENGLDKEGLHSAKLNQKPNGLHEGNHLQKGGGSSITLTGHRAGEAAIVYEHGADIEALMPKLRHSDYYTEPRVQELAAKERAEPGFCRHVKDFVVGRHEYGSIKFIGETDVRRLDLESLIQFNNREVIVYMDESKKPPVGQGLNKPAEVTLLNIKCFDKKTGQHYTEGPRIDKYKDMLKRKAGDQGAEFVSYDPVKGEWKFRVQHFSKYWLQEDNEDECGEYCFGNFVGPSGKKNVR*

NbL17g28270.1 nuclear_pore_complex_protein_NUP98A [MW = 105.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MSDDQVSQHRRAPRLNERILSSLSRRSVAAHPWHDLEIGPEAPKVFNVVIEISKGSKVKYELDKKTGLIKVDRVLYSSMVYPQNYGFIPRTLCEDNDPMDVLVLMQEPVLPGCFLRARAIGLMPMIDQGEKDDKIIAVCADDPEYRHYTDINQLAPHRLAEIRRFFEDYKKLENKEVAVNEFLPPNTAVDAIQYSMDLYAEYILQTLRK*

NbL17g28220.1 soluble_inorganic_pyrophosphatase_PPA1−like [MW = 24.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MEHSAADRDPKAVEFAKDKNGVGQVLLRNPRGASVRVSLHGGQVLSWKNDHGEELLFISSKATFKPPTAVRGGIPICFPQFGTRGSLEQHGFARNRMWIIDDNPPPLHPNDSNGKAYTDLLLKSSDDDLKVWPHGFEFRLRVTLAVDGSLTLISRIRNVNCKPFSFSIAYHTYFALSDISEVRLEGLETLDYLDNLCNRERFTEQGDALTFETEVDRVYLTSSDVIAIFDHEKKRTFVIKREGLPDVVVWNPWEKKSKTIADFGDDEYRHMLCVDGAAIEKPITLKPGEEWTGRLELSVMPSS*

NbL17g28120.1 putative_glucose−6−phosphate_1−epimerase [MW = 34.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07765 KIP1−like protein

Protein sequence:
MPKTKHHIRERIKSFFGSHVDQEKDEQLKRTKTEIERKIQKILARLRGEDGGDEKEPLVELVEDFHNHYQSLYARYDHLTGKLRENAHGKHEKDSSSSSSDSDSDYSTRKKGKKNGKMEFTDVTDGAKEELASANLEIAELKAQLMAVKEEKESLHLEHQSSLSKLQEAETTISSLNSEAERLKEENLKLLFDNAELKESLDKSAKLEAELMQKLDEIAREKESLLSEKEAMGNSISEGNSTIEELRTSLGQLKEEKETLQAELDALKTELPSVREQLDSAEKEIAQLSQTQKATEEDNSSLSSRILQLAEEIGQAQQKSQDLATEADQLKGMLDEKEKELSTHKEIHEAHKNESSTRLRGMEVEIDALQSQRSEIEKQKEDELSSLLKKLEEKEEEFASQMEALTTKINDMQLEIDSLHELKGKLEEQIEQQRNKTSAELEDLTNKVNEKDQELKSLCSQKLEFEAELEKKAQENAEFSSEIESLKQDIANKSADLLKILEEKESSLSQVKDLEVELKSLQHLKCELEEQLTSKDEVVAQMKSDKETIQDKISEIERALAERESELAILKKKSEDGETESSAQIAALTLQVSNLHEQLENLQVHKSEIESQLEAKTGETSEYLIQLENLKEELAGKTSDGQRMLEEKEGLVVQVMEENGSLLSKISELENALVEKVDEHGTLQKKLEDVQNEASTQINALTEEVNELSQQIEILQKERSQLELAAERGKQESTESLAQAENQNTELSQKIVDQEIKLKEQEEAFVKLVEEKDGLVVQVNDLQAEVKSLCEQKNTLEENISSANNENNLLTEEKGIFLSKLSELENTLVEKVDEHEALQKKLEDVQNESSTQILALTEEVNELRQQIELLQTEKSQLELVTERGKLESTESLAQAENQNTELSQKIVDLETKLKEKEEACGKLVEEKDGLVVQVNDLQAEVKFLCEQKSTFEENISNTSNENNLLKEEKESLLLKTSELENVLAEKVEEHQALRKRLEDVQNDTSAQIVVLTEEANKSRQQIQLLQTEKDQLESVMERGKHESTQTLAQAENQHTELSQKIVDREMKLKEHEEAFGKLGEEQKQLEGLLKEYKENLKLAERKIEEITEEYQKNLESKDQKIDELDDKIEDLKRDLEMKGDEMSTLVENVRNAEVKLRLTNQKLRVTEQLLSEKEEDHMKKEEKLLQHQRLLEERIATLSGVIVSYKETQVKIIADVSDKVNDTLTGIDTFNMKYEEDTGHLESRIYEILNELKVALNWIKEAGKEKKQLKKEIDTLVQQLKDEKKCTSVLKEKVEELAKAEQSEVNQRGSLTETVHQLEEKIATLQKLTADKDEKIAEYEKKMNDKDKGILDLSEEKREAIRQLCIWIDYHQSRYDGLIEMISKTRGRRQVTA*

NbL17g28080.1 myosin−11−like [MW = 159.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
RTYTHKLCELSFLPFSSSIQYPTLICRQTSAFPFSIFFNLGTMNQSVGSIFLCIFGMLLLMNRSVVTEVETCSGIVPMQYRYDKISILDYGGVGDGRTLNTKAFMEAIFRIQHLKRRGGTLLYVPAGVYLTGPFNLTSRMTLYLARGAVIKATQDASQWPLVDPLPSYGRGRERPGGRYMSLLHGEGLHDLIITGENGTIDGQGDVWWNMWRQRTLQFTRPHLVELMNSRGIIISNVIFKNSPFWNIHPVYCSNVIIRYVTILAPADSPNTDGIDPDSSSHVCIEDSYISVGDDLVAVKSGWDQYGIAYGRPSHGITIRRITGSSPFAGIAVGSETSGGIVDVLAEHINLFNMGVGIHIKTNIGRGGMIRNITVSNVYMENTRTGIKIAGDVGDHPDEKFNPNALPIVKGIKIKDVWGEKVLQAGLIRGLKNSPFSGICLSNINLHGNKPGPRNSPWKCSDVSGAAIQVSPWPCSELTSSQQTGACSTSF*

NbL17g27940.1 probable_polygalacturonase [MW = 53.73 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 46 91 136 224

Protein length

Gel Slice

4.1 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 46 91 136 224

Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MLGTVGPPVPNVDVCLESVPEMAYDALSSRPRGEVCVRGDTLFSGYYKREDLTKEVMIDGWFHTGDIGEWQPNGSLKIIDRKKNIFKLSQGEYVAVENLENIYGNSSLIDSIWIYGNSFESFLVAVLNPNQRAVEQWAQQNGISGDFDSLCENPKVKEYILGELTKAGKEKKLKGFEFIKAVHLDAQPFDMERDLLTPTFKKKRPQLLKYYKVISLLICWWML*

NbL17g27850.1 long_chain_acyl−CoA_synthetase_4−like [MW = 25.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MNSQIYRSASRAAKSLVSASKQSSRAFSGGRAAAAAATVSLRGVVPSLASYGRTESGNASRAWISGVLALPAAAYMLQEQEAHAAQMERTFIAIKPDGVQRGLISEIIARFERKGFKLVAVKIVIPSKEFAQKHYHDLSERPFFNGLCDFLSSGPVLAMVWEGEGVIRYGRKLIGATDPQKSEPGTIRGDLAVVVGRNIIHGSDGPETAKDEINLWFKPEELVNYTSNSERWVYGDN*

NbL17g27770.1 nucleoside_diphosphate_kinase_3−like [MW = 25.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSITTMATGGSSSVFLSVPTPPSQKLPVFSHKQLSFTNNKYRFTLSLSHGNCLLESCPFLCSSSTSSTPLVTEEEKEEVKESGSNDDVFLDSINQESTSVLPPGACQACGREEIERGCNGEGRIQGGIATVPGFGWWPIKAYRPCPAFVASGGRYRRFGQSMDEVVSGSGRGGRASSAGTDAEVQSSLFCRKPSRFGLNLNGIAPVRH*

NbL17g27710.1 uncharacterized_LOC109210112 [MW = 22.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01922 SRP19 protein

Protein sequence:
MDSEIKNIKKWNIMYPIYINSKKTIAEGRRICVTKACENPTVTEISDCCNYLKIPCAIELDKAYPRDFMQRGRVRVLLKKEDGTTYNPAISSRKQLMIHVAELVRKHPNRTKKQEPASSSAAGSSKSGKGGKKKR*

NbL17g27580.1 signal_recognition_particle_19_kDa_protein−like [MW = 15.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGNLRRGSSLVVLAIVLFGCLSALSIAKEEATKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVGFTDSERLIGEAAKNQAAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVNKDSKPYIQVKIKDGETKVFSPEEISAMILTKMKETAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSILTIDNGVFEVLSTNGDTHLGGEDFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFDGTDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKNQIDEIVLVGGSTRIPKVQQLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVSIQVFEGERSLTKDCRLLGKFDLTGIAPAPRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVREAEEFAEEDKKVKERIDARNSLETYVYNMKNQINDKDKLADKLESVEKEKIETATKEALEWLDDNQSAEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPGGGSSEEEEDGHDEL*

NbL17g27510.1 luminal−binding_protein [MW − SP = 70.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01204 Trehalase

Protein sequence:
MEKFTLFVIFTLFMSFTSMNMSKAETCTSIDKSRVIPTTPLVIFLEKVQEAALRSYGHKGFDPKLYVDMSLKHNLSVTVEAFNKIPTSVNGSITAHDLDVFIGKYLGGVDEDLVYVEPVDYVAEPEGFLPKVKNSEVRAWALEVHSLWKNLSRKVSDKVLEKPEFYTLLPLKNPVIIPGSRFREVYYWDSYWVIRGLLVSKMYETAKGIVTNLVSLIDQFGYVLNGSRAYYSNRSQPPVLAAMIVEIYNRTGDLDLVKGSFPALLKEYHFWNSGVHKVTIQDAQGSNHSLSRYYAMWNKPRPESSTIDGETASKLPNICEKRQLYRDVASAAESGWDFSSRWMRNQSDLTTTSTTSIIPVDLNAFLLKMELDIAFLANLVGESSIIAHFTEASQNRQKAMNSILWNTEMGQWLDYWLDNSNTSEDIYKWEDLHQNKQSFASNFVPLWAELLNSDDITTQKVVQSLKSSGLLQPAGIATTLSNTGQQWDFPNGWPPLQHIIIEGLSRSRLEEAKALAEDIAVRWIRTNYVAYKKTGAMHEKYDVTKCGAYGGGGEYVPQTGFGWANGVILALLEEFGWPEDLKIDCY*

NbL17g27460.1 probable_trehalase [MW − SP = 63.48 kDa]
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1 118 235 352 583

Pfam domains

Pfam Description
SP Sequon TM Domain PF06552 Plant specific mitochondrial import receptor subunit TOM20

Protein sequence:
MSSTADQPELQKEAEAPATVKDPADTAIRPEESPSTDAVDPKHDKSEEIANESGDAQSNDAETSKSDEKLAKSNEASDSDPKVSDVQLNNAETSKLIESNEMSDSNAKVDELKNDTVVSESNSKQLKKDEGSRTFTMRELLDELKNGDANDDSEAERREGDTPHSEQSNQQQTDSNAALELINSVTGADEEGRSRQRILTYAARRYASALERNPEDYDALYNWALVLQESADNVNPDSTSPSKDDLLEEACKKYEEATRLCPTLNDAYYNWAIAISDRAKIRGRTKEAEELWKQATKNYEKAVQLNWNSPQALNNWGLALQELSAIVPAREKLTIVKTAISKFRAAIQLQFDFHRAIYNFGTVLYGLAEDMSRTGGAVNTKDISPNELYSQSAIYIAAAHALKPNYSVYTSALKLVRSMVCNLLESWVYQLSCNEVLKALIYFQLPLPYLKVGYLTAPPAGNPLAPHSDWKRSQFVLNHEGLQQISKVDQRHMSRSLSSNSADTSPNGQAIKVDVPDIVSVSACSDLTLPPGAGLCIDTIHGPVYMIADSWESLDWWLDAIRLVYTIGARGKSDVLAGIITL*

NbL17g27220.1 uncharacterized_LOC107784855 [MW = 64.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08323 Starch synthase catalytic domain

Protein sequence:
MASITASHFVSRSSNVCSGAASVDTRANLSQIGLRNHALTHNGLRAVNKVDMLQSRTNTKVTVKKSSKQVAGTEMERPSGTIVCGKGMTVILVGTEVGPWSKTGGLGDVLGGLPPALAARGHRVMTVSPRYDQYKDAWDTSVVVEIKVGDKIEIVRFFHCYKRGVDRVFVDHPMFLEKVWGKTASKIYGPKAGQDYLDNELRFSLLCQAALEAPRVLNLNCSEYFSGPYGEDVVFIANDWHTALLPCYLKSMYQSRGIYMNAKVAFCIHNIAYQGRFAFSDFSLLNLPDEYKSSFDFIDGYEFNSWNQTTDF*

NbL17g27030.1 granule−bound_starch_synthase_1_chloroplastic/amyloplastic−like [MW = 34.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02453 Reticulon

Protein sequence:
MAEHEERKVEKSEEHEESVMEKITETLHLSSNNHHSSSSSSDSDDDKKTASSPPVTSSFKSKVRRLFGRERPVHKVFGGGKPADVFLWRNKKISAGFLGGATAIWVLFEVVEYHFLTLLCHGLIVALAGLFLWSNASAFIHKSAPHIPEVHIPEKPVLEFATGLRNEINRAFAVLREIAAGRDLKMFLMVIGGVWILSVLGSCCDFLSLLYIIVVVLHTVPVLYEKYEDQIDSFAEKAFHELKKQYGVFDAKVLSKIPRGPLRDKKKA*

NbL17g26920.1 reticulon−like_protein_B4 [MW = 30.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00759 Glycosyl hydrolase family 9

Protein sequence:
NKITIYLIIIMARSSAILAVTIIICILVGPVASFTASDYKDAIGKAILFFEGQRSGKLPVSQRVKWRGDSALSDGKIEHVNLIGGYYDAGDNVKFGWPMAFSLTLLSWAAIEYPTEISSTDQLLHLQRAIRWGTNFLIRAHTSSTTLYTQVGDGNVDHQCWERPEDMDTPRTLYKITSNSPGSEVAAEVAAAFASASIVFQKIDSNYSTKLLQRSKSLFALADKYRGSYQASCPFYCSYSGYQDELLWAAAWLYKAGGGNNYLNYASSNQGWSQVATEFSWDNKFAGAQTLLAKEFLNGKSSLEKFKKDADSFICALMPGSSSIQIKTTPGGLLYTRDSSNLQYVTGATMVFSMYSKVLETAGKGGVTCGSVTFSTSKIKSFAKSQVDYILGNNPLKMSYMVGFGSKYPTQLHHRASSIPSIYNHPTRVGCNDGYSSWYNSNNPNPNIHVGAIVGGPNSGDQFADSRSDYSHSEPTTYMNAAFVGSVAALINQSKVEQSLQMPQLNKTTFYDRQSTKNILY*

NbL17g26860.1 endoglucanase_18−like [MW = 57.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MANQPGGASSDGSSREIRGVLIHGGKYVRYNVYGNLFEVSSKYVPPIRPIGRGAYGLVCAAINSETREEVAIKKIGNAFDNRIDAKRTLREIKLLWHMDHENIIAIKDIIRPPKKEAFNDVYIIYELMDTDLHQIIRSEQPLTNDHCQYFMYQLLRGLKYVHSANVLHRDLKPSNLLLNANCDLKIGDFGLARTTSETDFMTEYVVTRWYRAPELLLNCSEYTAAIDVWSVGCILGEIMTREPLFPGKDYVHQLRLITELLGSPDDASLRFLRSDNARRYVRQLPQCPKQQFSARFPNMSTLAIDLLEKMLVFDPTRRITVDEALCHPFLSSLHDINDEPICPRPFSFDFEQPSITEENIKELIWKESVKFYPDFVELKI*

NbL17g26730.1 mitogen−activated_protein_kinase_homolog_MMK2−like [MW = 43.77 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01602 Adaptin N terminal region

PF02883 Adaptin C−terminal domain
PF09066 Beta2−adaptin appendage, C−terminal sub−domain

Protein sequence:
MSGHDSKYFSTTKKGEIPELKEELNSQYKDKRKDAVKKVIAAMTVGKDVSSLFTDVVNCMQTENLELKKLVYLYLINYAKSQPDLAILAVNTFVKDSQDPNPLIRALAVRTMGCIRVDKITEYLCDPLQRCLKDDDPYVRKTAAICVAKLYDINAELVEDRGFLDALKDLISDNNPMVVANAVAALAEIQESSSRPIFEITSHTLSKLLTALNECTEWGQVFILDALSKYKTADAREAENIVERVTPRLQHANCAVVLSAVKMILQQMELITSTDVVRNLCKKMAPPLVTLLSAEPEIQYVALRNINLIVQKRPTILAHEIKVFFCKYNDPIYVKMEKLEIMIKLASDRNIDQVLLEFKEYATEVDVDFVRKAVRAIGRCAIKLERAAERCISVLLELIKIKVNYVVQEAIIVIKDIFRRYPNTYESIIATLCESLDTLDEPEAKASMIWIIGEYAERIDNADELLESFLESFPEEPPQVQLQLLTATVKLFLKKPTEGPQQMIQVVLNNATVETDNPDLRDRAYIYWRLLSTDPEAAKDVVLAEKPVIGDDSNQLDPSLLDELLSNIATLSSVYHKPPEAFVTRVKTTQRTEEEEYADAGEQGLSDSPARVAESGASPPASAARAQHPAARQPAAPAAPAALPDLLDLGMDNSNSAIVSVDQPATPAGPPLPVLVPASTGQGLQISAQLIRRDGQVFYSMMFENNTQVPLDGFMIQFNKNTFGLAAGGPLQVPQLLPGTSASTLLPMVLFQNISPGPPSTLLQVAVKNNQQPVWYFNDKIYFHVLFTEDGRMERSTFLETWKSLPDSNEVSKDFPAAVINSVEVTLDQLAVSNMFFIAKRKHANQEVLYLSAKIPRGIPFLIELTAVIGTPGVKCAVKTPSPEMAPLFFEAVETLLKS*

NbL17g26610.1 beta−adaptin−like_protein_B [MW = 99.81 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01433 Peptidase family M1 domain

PF11940 Domain of unknown function (DUF3458) Ig−like fold
PF17432 Domain of unknown function (DUF3458_C) ARM repeats

PF17900 Peptidase M1 N−terminal domain

Protein sequence:
MEAPKEIFLKDYKQPDYYFDTVDLKFSLGEESTLVASKIAVSPRIEGQFFPLVLNGQDLKLQSIKINGNPLKEEDFHLDSRHLTLKSPPSSKFTLEIVTEIYPQKNTSLEGLYKSSGNFCTQCEAEGFRKITFYQDRPDIMAKYTCRIEADKSLYPVLLSNGNLIEKGDLEGGKHFTVWEDPFKKPCYLFALVAGQLESRDDTFTTRSGRNVSLRIWTPAQDLPKTAHAMYSLKAAMKWDEDVYGLEYDLDLFNIVAVPDFNMGAMENKSLNIFNSKLVLASPETATDADYAAILGVIGHEYFHNWTGNRVTCRDWFQLSLKEGLTVFRDQEFSSDMGSRTVKRIADVSKLRMYQYPQDSGPMAHPVRPHSYIKMDNFYTVTVYEKGAEVVRMYKTLLGSQGFRKGMDLYFKRHDGQAVTCEDFFAAMRDANNADFANFLLWYSQAGTPAVKVTTNYNAESHTFSLKFSQEVPPTPGQSAKEPVFIPVAVGLLDSSGRDMPLSSVYHDGKLESFASSGQIVHTTVLRITKKEEEFVFNDIFEKPIPSILRGFSAPIRLESDLTDSDLLFLLAHDSDEFNRWEAGQVLARKLMLGLVADFQQNKALVLKPQFVQGIKSILTDSSLDKEFIAKAITLPGVGEIMDMMTVADPDAVHAVRTFIRKQLASELKEELLFTAKNNRSSGAYEFDHNNMARRALKNIALAYLGSLEDPEITELLLNEYRNATNMTDQFSALVAIDQQPAIREEILADFYDKWQDDFLVVNKWFALQAMSDVPGNVENVKKLLNHTAFDLRNPNKVYSLIGGFCGSPVNFHCKDGSGYKFLGELVLQLDKINPQVASRMVSAFSRWKRYDETRQSLAKEQLEMILSTEGLSENVFEIASKSLAV*

NbL17g26530.1 puromycin−sensitive_aminopeptidase [MW = 100.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MWIFGRKGGSGFSASSTAEEVTQGIDATGLTAIVTGASSGIGAETTRVLAMRGAHVVMAVRNVKTGAEVKESILKEIPHAKIDVMELDLSSMASVRKFASEYNSSGYSLNILIDNAGVMAPPFMLSQDNIELQFATNHLGHFLLTNLLLENLKNTAQQSHKEGRIVNVSSMGHKFTYREGIRFDKINDKDSYTSWYAYGQSKLANILHANELARRFKDEGLEITANSLHPGAINTNLMRHQNLIEGIVNWIGKYFIKDIPQGAATTCYVALHPQVKGISGEYFSDSNVATPTSHATDTELAKKLWDFSLNLTKPQ*

NbL17g26470.1 short−chain_dehydrogenase_TIC_32_chloroplastic−like [MW = 34.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MAENKEEDVKLGANKFRETQPLGTAAQTDKDYKEPPPAPLFEPGELSSWSFYRAGIAEFVATFLFLYITILTVMGLKRSDSLCSSVGIQGVAWAFGGMIFALVYCTAGISGGHINPAVTFGLFLARKLSLTRAIFYIVMQCLGAICGAGVVKGFMVGPYQRLGGGANIVNPGYTKGDGLGAEIIGTFVLVYTVFSATDAKRNARDSHVPILAPLPIGFAVFLVHLATIPITGTGINPARSLGAAIIYNNDHAWDDHWIFWVGPFIGAALAAVYHQIIIRAIPFHKSS*

NbL17g26460.1 aquaporin_PIP−type_pTOM75 [MW = 30.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF00958 GMP synthase C terminal domain

Protein sequence:
MEPQTLAKKSNLVLILDYGSQYTHLITRRIRSLSIFSLTINGTSSLDSIKELDPRVIILSGGPHSVHAEGAPCFPSGFIEYVESRGIHVLGICYGLQLIVQKLGGVVKIGEKHEYGRMEIEVGNNVIGGLFGNTEIGDKQVVWMSHGDEAVKLPEGFEVGARSSQGAVAAIENRERRFYGLQYHPEVTHSTEGMKTLRHFLFDVCGVTAGWKMEDVLEEEIKVIKGMVGPEDHVICALSGGVDSTVAAKLVHKAIGDRLHCVFVDNGLLRYKERERVMDLFEKRLHLPVTCVDATEEFLSKLKGVTEPEMKRKIIGKEFINIFDLFSHDVEKKVGKKPTYLVQGTLYPDVIESCPPPGSGRTHSHTIKSHHNVGGLPKDMKLKLIEPLKLLFKDEVSFCLLKLLHASLHYFFLTLQIGLYVDLSCTPLISQVRELGKILDISEDFLKRHPFPGPGLAVRIPGDVTAGNSLDILRQVDEIFIQSIREAKIYDEIWQAFAVFLPVKTVGVQGDQRTHSHAVALRAVTSQDGMTADWYYFDFKFLDDVSRKICNSVRGVNRVLLDITSKPPSTIEWE*

NbL17g26400.1 GMP_synthase_[glutamine−hydrolyzing] [MW = 64.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04107 Glutamate−cysteine ligase family 2(GCS2)

Protein sequence:
MALMSQVGSSRCICSEKMKCTSGHSSITKNMEMLKMKEICFGNISSRNSLKPMQGIYMDHVGMGRSRGRLAIVAASPPTEDAVVAVEPLTKEDLVAYLASGCKSKEKWRIGTEHEKFGFEFGTLRPMKYEQIAELLNGIAERFDWEKVMEGDKIIGLKQGKQSISLEPGGQFELSGAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGTGFQPKWGLKDIPVMPKGRYEIMRNYMPKVGSLGLDMMFRTCTVQVNLDFSSEADMIRKFRAGLALQPIATALFANSPFTEGKPNGYLSMRSHIWTDTDNNRAGMLPFVFDHSFGFEQYVDYALDVPMYFVYRKKKYIDCAGMSFRDFMNGKLPPIPGDYPTLNDWENHLTTIFPEVRLKRYLEMRGADGGPWRRLCALPAFWVGILYDEVSLQTVLDMTSDWTAEEREMLRNKVPTSGLKTPFRDGLLKHVAQDVVKLAKEGLERRGYKETGFLNEVTEVVRTGVTPAEKLLELYHGKWGRSVDPVFEELLY*

NbL17g26310.1 glutamate−−cysteine_ligase_chloroplastic [MW = 58.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MLYSATRVLIPRKNLSFLRQFSSIIKPTHFNSVSIKPIQTVLSNSIVSAKRFELFCLRSDYSTMASQSSKPQSIYDFTVKDAKGNDVNLSIYKGKVLIIVNVASQCGLTNSNYTDMTEIYKKYKDQGLEILAFPCNQFGGQEPGSIEEIQNMVCTRFKAEYPIFDKVDVNGDNAAPLYKFLKSSKGGFFGDSIKWNFSKFLVDKEGNVVDRYSPTTAPASMEKDIKKLLGVA*

NbL17g26250.1 probable_phospholipid_hydroperoxide_glutathione_peroxidase [MW = 25.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02441 Flavoprotein

Protein sequence:
MEPMISEMEPVQISNAPRRPRILLAASGSVAAIKFSSLCRSFTEWSDVKAVATKASLHFIDKASLPEDVILYTDEDEWSTWTKIGDSVLHIELRRWADIMIIAPLSANTLGKIAGGLCDNLLTCIVRAWDYDKPLFVAPAMNTLMWNNPFTEKHLMVIDELGISLIPPVSKRLACGDYGNGAMAEPSLIYQAVRIYYDAQLRSGGSNVA*

NbL17g26230.1 probable_phosphopantothenoylcysteine_decarboxylase [MW = 23.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain

Protein sequence:
MAQGKLEVLLVGAKGLENTDFLNNMDPYVVLTCRSQEKKSSVASGKGCEPEWNETFVFSISEGVEELFLKIMDSDSVGEDDFVGEAKIPIEPVCSEGSIPTTAYNVVKNEEYCGEIRVSLTFTPQEERDYEQEESYGGWKESTY*

NbL17g26060.1 elicitor−responsive_protein_3 [MW = 16.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MVMQRQENILVTGGAGFIGTHTVVQLLNEGFKVTIIDNFHNSVEEAVDRVRELVGPQLSQNLEFHLGDIRNKDDLEKLFSKRKFAAVVHFAGLKAVGESVDHPFLYFDNNLIGSITLYSIMAKYNCKKLVFSSSATVYGQPEKIPCVEDFELKAMNPYGRTKLFLEEIARDIQKADAEWSIILLRYFNPVGAHESGKLGEDPRGIPNNLMPYIQQVAVGRLPELNVYGTDYPTPDGTAIRDYIHVMDLADGHVVALQRLLKQNDLGCVAYNLGTGKGKSVLEMVAAFERASGKKIPLKMCPRRPGDATAVYASTEKAEKELGWKAKYGIDEMCRDQWKWASQNPWGYQSKP*

NbL17g26040.1 bifunctional_UDP−glucose_4−epimerase_and_UDP−xylose_4−epimerase_1 [MW = 39.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00789 UBX domain PF14555 UBA−like domain

Protein sequence:
MARPNQEAIDTFMSITGVSETTAIQKLEEHGGDLNEAVNAHFNQGDSNRVHAAPLAAAPDEDAMEIDDPITEEFRRPPFSVLSSSRSPNPFSLLDPNFTRSVFDTDLTSRAPFVSHPRQVREIPIEVKDGDGQSGHSRNAPIIEDVTDTEQTHGPETRGAVIIDDDDDEVVPSPLSTHAARHRNRTNAVIFDDDSTAAFSRPSAPGDNVLPDYTNDIEEEMVRAAIEASKRDAEMSNQQLDVNNDLSDPTPQPRQSHLEDAQLAHAVSLSLKTAEQEKAIHELGSKAISEPEGYKPAEEDERGKSITSNGRQFRSEVGSSSVPDEAEDLEEEPLVWRRRKPISSGSETAQDIEEHVGSPLSSPRQHDNLNRSPRNGADFPSDEWGGISSLEHDEAVMLEAALFGGIPEGSGYRLPNAPHQLMQNGVEGPMGPYQWHMPRPPSPSLVAQRLLREQQDDEYHTALQADREKELKAKEEAEAALEEKRQEEEESRRKAEEEKEMERQLAAKEASLPQEPTADNENAVNLVVRMPDGSRRGRRFLKSDRLQYLFNYIDVGRAVKPGTYRLVRPYPRRAFSDGESVLSLDELGLSSKQEALYLEMI*

NbL17g25940.1 plant_UBX_domain−containing_protein_8−like [MW = 66.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04321 RmlD substrate binding domain

Protein sequence:
MGFPANSEKPFKFLIYGRTGWIGGVLGKLCEAQGIDYVYGSGRLENRSSLESDISTIKPTHVFNAAGVTGRPNVDWCESHKVETIRTNVVGTLTLADVCREKGLILINYATGCIFEYDAGHPLGSGIGFKEEDTPNFTGSFYSKTKAMVEELLKNYDNVCTLRVRMPISADLTNPRNFITKITRYDKVVDIPNSMTILDELLPISLEMAKRNLTGIWNFTNPGVVSHNEILEMYRDYVDPSFSWKNFTLEEQAKVIVAPRSNNELDASKLSKEFPEMKSIKESLIEYVFKPNRKTPVA*

NbL17g25820.1 bifunctional_dTDP−4−dehydrorhamnose_35−epimerase/dTDP−4−dehydrorhamnose_reductase [MW = 33.47 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00168 C2 domain

PF00614 Phospholipase D Active site motif
PF12357 Phospholipase D C terminal

Protein sequence:
MAHLSYSDSISSQHGQGVQVLPFKTSTGSLRVLLLHGNLDIWVREAKNLPNMDLFHKKLDNLIGGLAKLGSKKEGATKITSDPYVTVSVSNAVVARTYVITNSENPVWMQHFYVPVAHYASEVHFVVKDNDVVGSQIIGAVGMPVERLCSGEFIEGTFPILNGSGKPCQEGAVLTLSIQFTPMERVPLYYGGVGGDHEYKGVPGTYFPLRRGGKVTLYQDAHVPEGSLPNLWLENGVQYKHGQCWQDMFNAINQARRLIYITGWSVYHLVTLVRDNGKAEESMLGEILKRKSQEGVRVLLLIWDDPTSSKSILGYKSEGIMGTSDEETRRYFKHSSVHVLLCPRSAGKGHSWVKKQETGTIYTHHQKTVIVDADAGNYQRKIIAFVGGLDLCKGRYDTPQHPIFKTLQNVHKDDYHQPNYTGPTTGCPREPWHDLHSRIEGPAAYDVLTNFEERWLKASKRHGLQKMKASQDDALLQLDRIPDILKIADVPCLREDDADTWHVQIFRSIDSNSVKGFPKDPKEATNKNLVCGKNVLIDMSIHTAYVKAIRAAQHFIYIENQYFLGSSYNWNNYQNLGANNLIPMEIALKIANKIRANERFSVYIVVPMWPEGVPTSTATQRILFWQHNTMQMMYETIYKALVEVGLENTYEPQDYLNFFCLGNREVQEGGNNTVVKSSKPATPQELSQKSRRFMIYVHSKGMIVDDEYVILGSANINQRSLEGTRDTEIAMGSYQPHHTWATKHSRPHGEVYGYRMSLWAEHTGTLEQCFEHPESLKCVRRIRVFGEHNWLQYAADEVTEMRGHLLKYPVEVDRTGKVKSLPDCETFPDIGGKIIGTFTGVQENLTI*

NbL17g25810.1 phospholipase_D_beta_1−like [MW = 95.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLTQEALAKKCFKNGLGALEKKGFMIFYEIPRVPWIRSRKVSTPAPAPVQATWPSRSQERVREGIAPRFLAFATWSTRARRREFPQQKVCTSRLPGPPANAKNGISEYQNWKPAIFFKSETHPKHIRALGTPNQTHGKGVKNYLSLDVPSVPLEWIFDQMPFCLLGLGKVEMSTPFHSPQVPRSNPHFNREVVSSSLPKSKVGSSWREGCRGSIWKQPLYTRVGVRGWCINVMDVVYSNVASSMKELQIPVEVLNYFQMSKSLIMLT*PLSCGRSSPPRAWRKAHSFGYLNRGTNGIERELDSMMVDVELPFCTSPLSRYSCSRGTADLHGSMEQELLDTNWFSSSDNNFTNLYTFETEEIFGKSKESSNTIWNTNSSFHEDCGSPRRSYLYHFDASSSDFWNNQSCGTQEFNFEDCYYGGSSNSFSARNYRKQGSYAEDLYHQKQRIRTRDKSEFNIIDSPTPYSKHCKPEIIRDFSVSNGEWFSMGCKNPHFMDYIDHAERTRFANEDARDNSSLLSLFSWTYWLLFSEESSTSTAVVGGLDRQQKMNPNNKRRSQDISDWSKETKLCDKLFAKGKNCNRNDIQQGKEMDEPTELSWPLNQSSANTAHYHPAFYEKRSDLNNNGLREARTDPGGPNSRSRSSFQTSKSKKHVSTSSDLPIGDALSDQDPKLHIDQPNLKGSIKYPGEYASSCFMSEPMIFELDSPSCAYQNLFQDPKKGSPALLAFFTGARQMYHSSRSPRSGRLLFFFVDRAAFPHSTRPALFTNLYNRCHKDSQLYYQRNKERGDNLAPDIRRCGKSSCEKRKNHQKTTIVRGGFYRKTPWFWQTDHNYSMESAKHWELPGEELGTGTRRSENHLNGGIDCISSFVPHSNWGSKSTKFDDLLRERRSKSMLLETLQHMSGRPPLIVYEQNTNPKAGRIEDFQRSCYLKELSTWSGDSITYTKSKRSMNIIPIQEKRLYVKEYSDESAISWPLDQQGCDSDGSREDQVCCGLGSAKKERAGSSGEAGCSKGRAPGERRDAISLEREASRACCRGDKKRLSRGDLVTVMNVEEWGIFLVTVPMFRRTNAARGVQNRPAEDGRVNVVEPRAREALKIVWQRQQKGGEDGRLYSKSMSELASAKIIIDAGSLDKIASTEMVDQLGLGKLKQDREHRFTFNGNAVIAIRRLWLAKEKRCLLAYHFWTWERVHRMLCLIATKPTSRADSGIGGMP*

NbL17g25740.1 uncharacterized_LOC109240160 [MW = 138.05 kDa]
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1 150 299 448 597 745

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MGFLQILLFCIVCSFPCPSFQTDLEIYIVQVEPPETQISTQSSSMDLESYYHSFLPKTTTISSSENEEPRMIYSYHNVMKGFAARLTAAQVKEMEKKHGFVSAEPQRILSLHTTHTPSFLGLQQNMGLWKDSNYGKGVIIGVLDTGIVPDHPSFSDVGMPPPPAKWKGFCESNFTTKCNNKLIGARSFPLDNGPIDENGHGTHTASTAAGAFVKGANVFGNANGTAVGVAPLAHIAIYKVCGSDGVCSDVEILAAMDVAIDDGVDILSISLGGTSNPFHNDKIALGAYSATERGILVSCSAGNSGPFQRTVDNDAPWILTVGASTHDRKLKATVKLGNKEEFEGESAYHPKTSNSTFFTLFDVEKIVHEQPVAPFCIPGSLTDPSIRGKIVVCLVGGGVRTVDKGQVVKDAGGVGMILINNPEDGVTKSAEAHVLPALDVSDADGKKILAYINSTSNPVAAITFHGTVLGDKNAPIVASFSSRGPSEASRGILKPDIIGPGVNVLAAWPTSVDNNKNTKSTFNIISGTSMSCPHLSGIAALLKSVHPDWSPAAIKSAIMTTTDTLNLAKNPILDERLIPADIFAIGAGHVNPSRANDPGLVYDTPFEDYVPYLCGLNYTNREVGKLLQGKVNCSEVKSIPEAQLNYPSFSIRLRSTPQTYTRTVTNVGNATSIYKVEIVSPKGVAVKVKPSMLNFSVLNQKLTYQVTFSKTTNNSNREVGQGFLKWNSNTHSVSSPIAVVLLVE*

NbL17g25630.1 subtilisin−like_protease_SBT1.2 [MW − SP = 77.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00080 Copper/zinc superoxide dismutase (SODC) PF00403 Heavy−metal−associated domain

Protein sequence:
MAFLRSIVTAKTTAIAAVIPAAAFAVSSISSSSSSSSSSSSSHFERLSKNLRFASNPNLRLSFGKNIEKSSTPSALHMDAPSSNHQTSVENGSVLPELLTEFMVDMSCQGCVKAVKSKLQNVEDLLWLLGVKNVDVDLDNQVVRVLGSSPVKILTEALEQTGRKARLIGQGVPDDFLISAAVAEFKGSDIFGVVRLAQVNIELTRIEANFSGLSPGKHAWSINEFGDLTRGAASTGKLYSPPVGDLGTLQVDGKGEAFYSGAKEKLRVADLIGRAIAVYSTEDKSDPGLKAAVIARSAGVGENYKKLCTCDGTTIWEATNKL*

NbL17g25620.1 copper_chaperone_for_superoxide_dismutase_chloroplastic/cytosolic [MW = 34.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase

Protein sequence:
MCTLEKRGNIFLLTLTGTDEHRLHPNLIDSLAAALRRIRSESASSSTALITTSQGKFFSNGCDLKWALVYKAHPQLMSEKLRALVYDLITLPMPTIAAVTGHASAAGFIFALSHDYVLMRKDQGFLCMSELDIGYKIPIWFSVLLKCKVGSPAVWREVVLKSAKMTAEMGVEMAIVDSAHSGAEATVEAAVRLGEELVSRNWDGNVYADCRKTLYVQLLNSLGSDETVGHYGEEEKPNKTLSRL*

NbL17g25610.1 enoyl−CoA_delta_isomerase_1_peroxisomal [MW = 26.85 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MKKLGTFVHCLVLVWCFCLLELELVSPLTEKEILLQFKGNISTDPYNSLASWNPSGSPCLDFSGVFCNSAGNVVKIVLWNTSLGGVLASALAELKSLRILTLFGNQFTGNIPVEYSGIDSLWKINVSSNALSGSIPEFLGDLPNIRFLDLSRNVYSGEIPVALFMNCNKTRFISLSHNNLSGPIPASIGNCQNLEGIDLSFNGLSGSLPSQICDIPGLVYLSVRSNALTGNVQEQVSTCQRLELLDLGSNKFSGLAPFGALGLVNLTYFNVSSNGFEGEIVNSSTCSQRLEVLDVSRNIFFGEIPLSISKCSALKYLDMGYNRINGTIPTELADLKSLSVIRLGNNSLGGTIPAELGSIEWLAVLDLHNLNLFGEIPYDISNCKILLVLDLSGNLLEGEIPQNLYNLSNLVYLDLHHNQLNGSIPSTVGNLSNLHFLDLSQNLLSGSIPVALGNLHNLTHFNISYNLLSGAIPSIESIQQFGPSAFFHNSGLCGAPLDVSCYPSGIAPAKGKPRLSASAIVAIVAAAVILTGVCLITIINMKARRRRRRADETIIVESTPLASTESNVIIGKLVLFSKTLPSKYEDWEAGTKALLDKESLIGGGTIGSVYRTSFEGGVSLAVKKLETLGRIRNQDEFEQEIGRLGTLHHPNLVALQGYYWSSSMQLILSEFVPNGNLYNNLHGLSYPGTSTGVGNPELNWPRRFQIAVGTARALAYLHHDCKPPVLHLNVKSTNILLDMNYEAKLTDYGLGKFLPLLDNYGLTKFHNAVGYVAPELAQSLRLSDKCDVYSFGVILLELVTGRKPVESPVANEVVVLCEYVRGLIERGAASDCFDRSLRGFAENELIQVMKLGLICTSEMPSRRPSMAEVVQVLESIRNGLGS*

NbL17g25510.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g12460 [MW − SP = 92.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02861 Clp amino terminal domain, pathogenicity island component

Protein sequence:
FLIISSSQPERRSNYSTHFLRLEQNLAAKMAALSTVAATSNGINQLNYRVGPNSSICTTNPQNLHSQWLGTPIKISLQSNNFKPFLTKHCPIKATVSFSLPYGKSEAAVSAEKIPKWSSKAIKSFAMGELEARKLKYPTTGTEALLMGILIEGTNFASKYLRANSITLFKVREETIKVLGKADMWFFSPEHPPLTEDAQKALDWALDEKLKSSDNGEITTTHLLLGVWSQVGSPGYKILSALGFNDEKAQELKNVISEPGFVDD*

NbL17g25390.1 ATP−dependent_Clp_protease_ATP−binding_subunit_CLPT2_chloroplastic−like [MW = 29.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
GLEDTLPFPIQNISYFDKLNFSHTLPSSFTRASMAVPLPTTSSSYLNSRTRLPQPSLSCANKVFVGLRVQSPTDSFGIATPNVNVEFHNRVYSSIESGTRNGKPTRARVSMMPIGTPRVPYRNPTEGTWQWVDLWNALYRERVIFIGQHIDEEFSNQILATMLYLDSIDDSKKLYLYINGPGGDLTPSMAIYDTMQSLKSAVGTHCVGYAYNLAGFLLAAGEKGNRFAMPLSRIALQSPAGAARGQADDIRNEADELLRIRDYLFKELAEKTGQPVEKVHKDLSRMKRFNAQEALEYGLIDRIVRPPRIKADAPRKDTTAGLG*

NbL17g25360.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_2_chloroplastic−like [MW = 36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00472 RF−1 domain

Protein sequence:
MVSLRTTTNFLVRDIFRPSIQLSTVRFIHISPARFPATSLVVSHRLLLRTISYSPVRCAAASDGGAADGKKSPARLAQVKQLLNEATERAQASGNDPIPKITIDHVVVNFARSGGPGGQNVNKVNTKVDMRFNVKNAYWLSDRVREKILQMEKNRINKDGELVISSTKTRTQKGNIEDALSKLQAIIDAASYVPPPPSEEQVKRIAKLAAIGERKRLDNKKAQSQKKAIRRSKDSWD*

NbL17g25240.1 peptidyl−tRNA_hydrolase_ICT1_mitochondrial [MW = 26.3 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01179 Copper amine oxidase, enzyme domain

PF02727 Copper amine oxidase, N2 domain
PF02728 Copper amine oxidase, N3 domain

Protein sequence:
MSRVAEKINKIKSVEMEGRNFLRYLFFLMSIILLLFFTFLNLPSPLSHTAELLDCTTYSPWCSSGKSFFLRNPIKDKKHYADFPNHPLDPLTIQEIQKVKKIINSLEDFKVKGSYVLHSVVLEEPEKEVVLNWRKGERLPSRKASVIARAHGDVHVLTVDIEAGRVVRREMDHLSGYPILTIEDMITATAAPLGNADFNRTIIQRGVDLADLACLPISTGWYGKVEEKRRVIKVQCYTMKDTINFYMRPIEGLTVLLDLDTKQVIQILDEGKNIPIPKAADTDYRFSTQKNTQKLNLLKPISIEQPNGPSFTIEDNHIVKWANWEFHLKPNPRAGLVISRVMVQDPGTGKMRNVMYKGFTSELFVPYMDPSDAWYFKTYMDAGEYGFGLQAMPLDPLNDCPRNAYYMDGVFVAADGTPYIRSNMICVFERYAGDIGWRHAESPITGLPIREVRPKVTLVVRMAASVANYDYIVDWEFQTDGLIRAKVGLSGILMVKGSPYVNMNQVNQNEYLYGTLLSENIIGVIHDHYITFHLDMDIDGSNNSFVKVNLQKATTSPGESPRKSYLRAVRNVAKTEKDAQIKLKLYDPSEFHVINPNEKSRVGNPAGYKIVPGGTAASLLELNDPPQKRGAFTNNQIWVTPYNESEQWAAGLFVYQSQGDDTLAVWSNRDRPIENKDIVLWYTLGFHHIPCQEDFPIMPTVSSSFEIKPVNFFESNPILSIPPNSPNDLPICKAAASA*

NbL17g25180.1 primary_amine_oxidase−like [MW = 83.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF13181 Tetratricopeptide repeat

PF17830 STI1 domain
PF18253 Hsp70−interacting protein N N−terminal domain

Protein sequence:
MEPAKLNELKQFVEQCKSNPSILSNPSLSFFRDYIESLGGKLPPFAYDTGDYKAKSHVVDESDDEVGDDENDAHAKGAAEEDEEPEIIESDIELDESDTVEPDNDEPQKMGDPSVEVTEEARDASQESKAQAMEAISEGKLEDAIEHLTKAVLLNPTSAIMYAARASVYIKMKKPNAAIQDANAALEINPDSAKGYKSRGIARAMLGKWEEAAKDLHLASKLDYDEEISAVLKKVEPNAHRIEEHRRKYDRLRKEREDRKNERERQRRKAEAQAAYEKAKKQEESSSSRRAGGMPGGFPSGMPGGFPGGMPGGFPGMPGGFPGGMPGGSPGGMPGSPGGMPGGFPGAMPGGMPGNMDYSKILNDPELMAAFKDSDVMAALQDVMKNPANLAKHQANPKVAPIIAKMMSKFAGSN*

NbL17g25150.1 FAM10_family_protein_At4g22670−like [MW = 44.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAAIFSISFASSAIGAHFHRTKFNKPRTSVNPIRCTARLEWDPEGVLGAPQTGHIARLEFKRRLEQDAAAREEFERQVREEKERRRVLRESRVIPDTVEELVEFFLDTEAQEIEFEIARLRPRLNKEFFDHLQVEVGKLRFSMTKTQEVEDRLIELEALQKALQEATEAFDKMEADIVATKKNLTEILTSKDVKATLLDLVERNELNRPLLTLLDENIATAHSVNQKQAAEYMEKLRGLVLKYLTV*

NbL17g25120.1 uncharacterized_LOC104104568 [MW = 28.48 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00612 IQ calmodulin−binding motif PF13178 Protein of unknown function (DUF4005)

Protein sequence:
MGKSTASSCFKIIACGSDSVEHDELETPSESKSSSDKRGWSFRKKSARHRVLSNTVVSETPSGNKDWPESANANLQAQANSTIPEKASVIQWADEKPQVCAAEKPKVCAAEKPQILADEEPQVSTAEKPQILEDEKPPVSKDETSLVSEDENPPVSEDKKPPLSEDKKPPVSEDKKPPVSEDEKPSVSEDEKPLVSENEKSRISLDKKPRVSTDEKPIPLSVVDATLSEPVTSRVNDGQADVTPDEHVVIVIQTAVRVFLARRAQLKQKHITKLQAAVRGHLVRRHAVGTLRCVQAIVRMQAIVRARYANRLAKGSRNKEKLNGKENSGTKSEVTYTSISKLLSNSFAQQLLESTPKTKSINIRCDPSKSDSAWKWLERWMSVSSPGNEPSPQLKLSAGQQEKESSVEHSSNLTESKVQLDSESVDFRQDDEVSLSAPLLESDEHLITYDADSLEVQADIPVPPQPQNVDETNSRDDNFCSIPTQYKESELLPESETNSFPAKTEADSDDTHSLTVEPPETESKQVVHGSRKASNPAFIAAQTKFEELTSAAKSTKISSLSNHKTEDESSEDTFSSITDQSFGARETAMSEASVPHSTRAQVGGSECGTELSISSTLDSPDRFEVGAREFEQELKPSYYQTGHNKSNGYPHIGDDNINDLLHSDNVQTGTEDPTDNANSELKDVMVSSDLSHEEKPENNSVDVQIEQEAKTDRLYKVSPDASPRSHVTIPESQGTPSSQVSVNPKKIKSEKSGSNIKRHSSSAGKKSPSKPIHGSVTASSEQLPKDHKNGKRRNSFGSAKAGQVEQQEPRDSGSSSSLPSYMQATESAKAKALPNSSPRSSPDVHSKDEFIKKRHSLPGSNGRQGSPRIQRSLSNAQHGAKGNGTQSPQERKWQR*

NbL17g24960.1 protein_IQ−DOMAIN_32 [MW = 97.86 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00098 Zinc knuckle

PF03159 XRN 5'−3' exonuclease N−terminus
PF17846 Xrn1 helical domain

Protein sequence:
MGVPAFYRWLAEKYQMVIVDVIEEDAVVIEGVKIPVDTSKPNPNKIEYDNLYLDMNGIIHPCFHPEDRPSPTTFEEVFQCMFDYIDRLFSMVRPRKLLYMAIDGVAPRAKMNQQRSRRFRAAKDAADAAAEEAKLREEFEREGRKLPPKQESQVFDSNVITPGTPFMGTLSIALQYYIHLRLNHDPGWKNVKVILSDANVPGEGEHKIMSYIRLQRNLPGYDPNTCHCLYGLDADLIMLGLATHEVHFSILREVVFTPGQQEKCFLCGQMGHLAADCEGKAKRKAGEFDEKGDAEVVAKKPFQFLNIWTLREYLEYDMRIPNPPFEIDLERIIDDFIFICFFVGNDFLPHMPTLEIREGAINLLLAVYKKEFKSMGGYLTDGSQPNLSRVEHFIQAVGSYEDKIFQKRARLHQRQSERIKREKAQLKRGDDSAPQAEPESLVPVARFGGSRLASGPSPSPYQPGGTSRRDQLRHGTSSLSILDIQSEQSVARAKKVARLSSGATIGAAIVEAENSLEIEVLENKEELKTKLNKLIREKNDVFNSEHPEEDKIKLGVPGWKERYYEEKFSAKTPEEMEEVRKDVVLKYTEGLCWVMHYYYEGVCSWQWFYPYHYAPFASDLKDLGELNITFELGSPFKPFNQLLGVFPAASAHALPLQYRQLMTDPNSPIIDFYPTDFEVDMNGKRFSWQGIAKLPFIDEARLLAEVAKVEHTLTEEEARRNSVMNDMLFVSLSHPLSPYIFSLDDRCKQLTDYERVEVKERLDPKSSGGMNGYISLCMGDPCPPIFRSPIDGLEDIMDNQVICAIYRLPEPHKHITRPPKGVIFPKKLVTFGDIKPDPVLWHEDSGRKPWENGRNQHPGGNSGRHVGEAAHRLVANSLQMRSGHGDYAHAQPAAYPATHGLFPSSHRYNGQEHVRASFGYAARDDTAASYHYDHSYNQSYVPAAVDPYSRPPPLYERGGRPVPPSRDYHRHGHHSAVVPQNVRYGYSSHATRAQHASQTPIPPDAHFHQQQSGYDNYTSYQSYVAGSYNQRGGGWTPQVSQNVARGYSNPRPSSNHFSALGRGRDRRPPSSGHNR*

NbL17g24900.1 5'−3'_exoribonuclease_3−like [MW = 122.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00759 Glycosyl hydrolase family 9

Protein sequence:
MGEKSRKGGWCGWIIVLIVVAAAAGAIVVLVKKKHNGSSPDAAPVPGPPGSPTKKYADALKTAMQFFDVQKSGKLVNNKISWRGDSAVKDGSPAKLDLSKGMYDAGDHMKFGFPMAYTATVLSWAILEYGDQMKVVDQLEPAQDSLKWITDYLINAHPKDNVLYIQVGDPDADHKCWDRPEDMTEERPLIQINASVPGTEVAAETAAAMAAASLVFKSSDSAYSSDLLKHSKQLFTFADKYRGSYSENIPEVATYYNSTGYGDELLWAASWLYHATGDQSYYDYATGKNADSFGNFGNPAWFSWDNKLAGTQVLLSRVSFFDSKGTSNSETLQEYRKTAEAVMCGLLPKSPTATSSRTDSGLIWISEWNALQHPVASAFLAVLYSDYMLTSRTAKITCNGDAYTPSDLRKFAISQADYVLGDNPSKMSYLIGYGDNYPQYVHHRGASIPKDADTGCKDGWKWLDSTEPNPNVATGALVGGPFLNETYIDSRNNSMQAEPTTYNSAVIVGLLSGLVTTSSVVQSFT*

NbL17g24880.1 endoglucanase_2 [MW = 57.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00590 Tetrapyrrole (Corrin/Porphyrin) Methylases

Protein sequence:
MLYIIGLGLGDEKDITLKGLEAVKKCSKVYMEAYTSLLSFGLSPNGLSNLEILYGRSIAIADREMVEEKADEILNEAQSSDVAFLVVGDPFGATTHTDLVVRAKKLCVEVKVVHNASVMNAVGVCGLQLYHYGETVSIPFFTETWRPDSFYEKIRENRKLGLHTLCLLDIRVKEPTIESLCRGKKQYEPARFMTVNTAIEQLQEVEEARGESVYGENTICVGFARLGSEDQKVVAGSMKQLLTVDFGAPLHCLVIVGKTHPVEEEMLEFYGL*

NbL17g24850.1 probable_diphthine_methyl_ester_synthase [MW = 30.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MKEVVTGNASSLLTSGYVGEAPVLRPVSVRAKYSSNVQSTPEIEKKYVHGVYDAIAPHFSSTRFAKWPKVSAFLNSLSPGSLILDAGCGNGKYLGLNPDCFFIGCDISASLINICADRGHEVLVADAVNLPYRTGYGDAAISIAVLHHLSTEDRRRKAVEELVRVVKKGGCILITVWAREQEDTSLVEKWTPLNQRYIAEWIGPGSPRVRTPSSPCTLESIPEAEENGAGEQLKDLHAKSSKVKSDEVMDSISQDKCRSLLSGSGKGYAEQQEFFVPWHLPYHRAEVSGASAVALASGLAKKDDKKGSVVYNRYYHVFSEGELERLVSGLDNAILVDRFYDKSNWCIILFE*

NbL17g24780.1 alkylated_DNA_repair_protein_alkB_homolog_8−like [MW = 38.52 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 71 141 211 349

Protein length

Gel Slice

3.4 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 71 141 211 349

Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MLVIFFVLFSISSCEGKVQLPKNLVVKAVFAFGDSIVDQGNNNHIITPAKCNFPPYGKDFNGGTPTGRFCNGKTPPDILVEELGVAELVPAYLDPNLKTEDLKTGVSFASGGCGFDPLTTTLAAAIPLSTQLTQFKEYIEKLKGLVGEEETNYILENSLFLVVAGSDDIANTYFTAGIRLKQDINSYTNFMVDKVSEFLQELYKLGARKVGFFGIPPLGCLPSQRTLAGGFNRVCVEEYNQAAELANTKLSAELNSLSKYLPQSKLVFIDIYNPILDIIVNPQKYGLEEVEKGCCGTGKIEVTLLCNKFSGTCEDDTKYFFWDSYHPTEKGYRILVDQILKKYINNFL*

NbL17g24570.1 GDSL_esterase/lipase_EXL3 [MW − SP = 36.69 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 29 57 85 113 142

Protein length

Gel Slice

4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 29 57 85 113 142

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MMSIFFFSYIAVLSAAICETAEIEELSATLQDMKLQKDDKSCYSGEEQLTENLSREANVDNRRYNELDVSMEILNLKTELHSETENNTSCNTIMEKECDNLMGSETVISNENVSSSVRRKFDLICELDKFLIIQSNFMSRN*

NbL17g24520.1 uncharacterized_LOC109224900 [MW − SP = 13.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MANIGILALGFIFGFCNLFFNVNGFSASGWQSAHATFYGGSDASGTMGGACGYGNLYSTGYGTNTAALSTALFNDGGSCGQCYKIMCDYNQDPKWCRKGTYVTITATNFCPPNYALPSYNGGWCNPPRPHFDMAQPAWENIGIYRGGIVPVLYQRIPCVKKGGVRFTINGRNYFELLMISNVGGAGSAQSVQIKGSKTNWMTMSRNWGANWQSNSYLNGQPLSFKVTTTDGVTKTFLNAVPSNWHFGQTYSTSINF*

NbL17g24350.1 expansin−A11−like [MW − SP = 25.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MDRYQKVEKPRAETPIDENEIRITSQGRMRSYITYAMTLLQEKGSDEIVFKAMGRAINKTVTIAELIKRRIVGLHQITSITSTDITDTWEPLEEGLLPLETTRHVSMITITLSKKELDMTSVGYQPPLPADQVKVLTDFDYDGEGSPSGGRRGRGGRGRGRFRGFAGNGFMSAEYDDGGYDRNRSYGRGRSRGRGRSFRGRGRGGYNGPQDTQQDAGFYNQEAPMQGRGRGRGRGTRGRGRGFRTTGPIHGGGA*

NbL17g24340.1 ribonuclease_P_protein_subunit_p25−like_protein [MW = 28.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MATLTNFLLKPSPDLVSITKISPSFYCNFPTNQSFEKFTNLRTKRSLLITKATAASGVEKKANKDERVVKVNSKEELDEALSKAKNRLVVVEFAGKDSERSKNIYPFMVNLSKTCNDVDFLLVIGDETEKTKELCRREKINKVPHFNFYKSMEKIHEEEGIGPDQLAGDVLYYGDNHSEVVQLHSREDVEKLIQDHKIDQKLIVLDVGLKHCGPCVKVYPTVIKLSRQMADTVVFARMNGDENDSCMQFLKDMDVVEVPTFLFIREGEICGRYVGSGKGELIGEILRYQGVRVTY*

NbL17g24230.1 thioredoxin−like_protein_CDSP32_chloroplastic [MW = 33.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01416 tRNA pseudouridine synthase

Protein sequence:
MENKTAPLSTIEEPEPKKQKMSTTTSDDEEAATAAVAGDGPAPEKKPRYKRRKIAIFFAYCGVGYQGMQKNPGAKTIEGDLEEALYQAGGVPDHDKCQPRRYDWARSARTDKGVSAVGQVVSGRFYVDPPGFIDRLNSILSPQIRIFGFKRVTNAFNAKKFCDRRRYVYFVPVFALDPSSHRDRETVLASVGSGKELVKCLECSERGRKVFGVMGKRVFDPITKSVIVVAEPGNMPNNGDAQVTLRNIESNVNVNANDVITASNMVIENGASLSEKGEETKEEVEKGDENAKAIDEQVEESVFSYGEKEKERFNRILKYYEGTHNFHNFTTRTKADDPAAKRYIISFTANTIVNVEGIEFVKCEVVGQSFMLHQIRKMIGLAVAIMRNCAPESLIQTAFRRDVNINVPMAPEVGLYLDECFFTSYNSKWKDTHEEVSLKAYTEAAEEFKMKYIYSHIASTEHKDGTMALWLHSLNYRNYPDLRGVDNGNSAGASDGSKAVEAVVEAGVGAVKNGESTDNVNSAGAVDDSKAGEAIEAGLGSVNDGESTDNVNIACAGDGSEVETVVEVGLSGVNNGESAGRDADLVTS*

NbL17g24160.1 tRNA_pseudouridine_synthase_A_mitochondrial [MW = 64.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01575 MaoC like domain

Protein sequence:
MAGAGSSEFNPESVISYKFPETSYTYTERDAAIYALGIGTCGNDAVDNNELKYVYNADGQEFIQVLPTFAALFVNGVGSEISKIPGLQYDPRLLLHGQQYIEIYKPLPSSGCILNKASVAGLHDKGKAAVLEIEIVSYEKESVEPLCMNRMSIYLRGSGGFSKSSRPYSYSRNPSNQTAFPKIPKSQPFAVFEGCTQASQALLYRLSGDYNPLHSDPLVASIAGFSRPILHGLCTLGFAIRAIIGRICRGDHTLIKSISGRFLLHVYPGETLITEMWPEASRVIYQVKVKERNRAVLLGFVDLDRINSSL*

NbL17g24120.1 enoyl−CoA_hydratase_2_peroxisomal−like [MW = 34.08 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MVPLKIAVAAFLVVGLVVNTVAEDPYRFFEWNVTYGTIYPLGVPQQGILINGQFPGPDIYSVTNDNLIINVFNSLDEPFLLSWNGIQNRRNSFEDGVYGTTCPIPPGKNFTYILQMKDQIGSYYYFPSLAFHKAAGGFGGIKILSRPRIPVPFPDPADDYTVLIGDWYKKNHTALKAILDGGKKLPFPDGILINGRGPNGVSFTVEQGKTYRLRISNVGLQNSLNFRIEGHKMKLVEVEGTHTLQTTYSSLDVHVGQTYSVLITADQEAKDHYIVVSSRFTSQVLTTTGVLHYSNSNTPVSGPPPGGPTIQIDWSLNQARSIRTNLSASGPRPNPQGSYHYGMINTTRTIRLASSAGQVNGKQRYAVNSVSFVPLDTPLKLLDYFKVGGFRVGSISDAPSGGGIFLDTSVLGADYRQFIEIVFENNEDIVQSWHLNGYSFWVVGMDGGQWTQASRSGYNLRDAVARCTTQVYPKSWTAIYIALDNVGMWNLRTEFWARQYLGQQLYMRVYTTSTSLRDEYPIPRNARLCGKVAGRHTRPL*

NbL17g24100.1 L−ascorbate_oxidase_homolog [MW − SP = 57.77 kDa]
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Peptide counts over 4 repeats

1 143 285 427 708

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF01434 Peptidase family M41
PF17862 AAA+ lid domain

Protein sequence:
MANSLLSSNFMGSQIFVSPPTPKTTKYFHFHSKRKSLIPQSILNKKPNSDNLNNIPSKAALAALLFSSITPNAFALDNTTPTVPTPQVIQAEAANPSTSNSFSQNIILNAPKPQAQTNPELPEVSQWRYSEFLNAVKKGKVERVRFSKDGTTLQLTAVDGRRASVIVPNDPDLIDILAMNGVDISVSEGDAGGNGLFNLIGSLFPFIAFAGLFYLFQRSQGGPGGPGGLGGPMDFGRSKSKFQEVPETGVSFADVAGADQAKLELQEVVDFLKNPDKYTALGAKIPKGCLLVGPPGTGKTLLARAVAGEAGVPFFSCAASEFVELFVGVGASRVRDLFEKAKSKAPCIVFIDEIDAVGRQRGAGMGGGNDEREQTINQLLTEMDGFSGNSGVIVLAATNRPDVLDSALLRPGRFDRQVTVDRPDVAGRIKILQVHSRGKALAKDVDFEKIARRTPGFTGADLQNLMNEAAILAARRELKEISKDEISDALERIIAGPEKKNAVVSEEKKKLVAYHEAGHALVGALMPEYDPVAKISIIPRGQAGGLTFFAPSEERLESGLYSRSYLENQMAVALGGRVAEEVIFGQDNVTTGASNDFMQVSRVARQMVERLGFSKKIGQVAIGGGGGNPFLGQQMSTQKDYSMATADVVDAEVRELVERAYERATQIITTHIDILHKLAQLLIEKETVDGEEFMSLFIDGKAELYIS*

NbL17g24020.1 ATP−dependent_zinc_metalloprotease_FTSH_chloroplastic [MW = 76.02 kDa]
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1 67 133 199 265 330

Pfam domains

Pfam Description
SP Sequon TM Domain PF05542 Protein of unknown function (DUF760)

Protein sequence:
MSSLTLKPTFLLQSYGSSSVDNRRLCSLISFQKKKTFRKQRFTLRAQSFDSSQENNENDSKNDSKPPNGTMQKSRREILLEYVQNVQPEFMELFVKRAPQQVVDAMRQTVTNMIGTLPPQFFAITVTTVAENLAQLMYSVLMTGYMFRNAQFRLELQQSLEQAALPEAQEEKDSPDYASGTQKKVTGEVIRWSNVTGPEKIDALKYIELLEAEVEELNRQMERKSGSGYNELLEYLKTLEPQNIKELTSTAGEDVVLAMNSFIKRLVAVSDPSQMKTSVTETSAPELAKLLYWLMVVGYSIRNIEVRFDMERVLGTPPKLAELPPGENI*

NbL17g23970.1 uncharacterized_LOC107816208 [MW = 37.39 kDa]
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Peptide counts over 4 repeats

1 174 347 520 693 865

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00128 Alpha amylase, catalytic domain

PF02806 Alpha amylase, C−terminal all−beta domain
PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
METNFNVLSTHIQGPFPSSSPQVFPLDSRNKICFPCQHSSGVKFGSPKRSWDICSPPKSRAREDERMKHVSAISAVLTDSNSTASLEEDVVTENIGLLNLDPSLEPYLDHFRYRIKRYVKQKKLIEQHEGALEEFALGYLKFGFNREDGCIVYREWAPAAVEAEVIGDFNGWNGSNHMMERDQFGVWSIRIPDVDGNPAIPHNSRVKFRFKHGNAAWVDRIPAWIKYATVDTTRFAAPYDGVYWDPPPSERYHFKYARPPKPKAPRIYEAHVGMSSSEPRVNSYREFADDILPRIKANNYNTVQLMAIMEHSYYGSFGYHVTNFFAVSSRSGNPEDLKYLIDKAHSLGLQVLVDVVHSHASNNVTDGLNGFDVGQSSQESYFHAGERGYHKLWDSRLFNYANWEVLRFLLSNLRWWLDEYNFDGFRFDGITSMLYVHHGINIGFTGNYHEYFSDATDVDAVVYLMLANNLIYKIFPDATVIAEDVSGMPGLGRPVSEGGIGFDYRLAMAIPDKWIDYLKNKDDEDWSMKEVTRSLTNRRYTEKCIAYAESHDQSIVGDKTIAFLLMDKEMYSGMSCLTDASPVVDRGIALHKMIHFFTMALGGEGYLNFMGNEFGHPEWIDFPREGNNWSYDKCRRQWNLADSEHLRYKFMNAFDRAMNSLDEKFSFLASGKQIVSSTDEDNKVVVFERGDLVFVFNFHPENTYEGYKVGCDLPGKYRVALDSDAWDFGGHGRVGHDVDHFTLPEGIPGVPETNFNGRPNSFKVLSPARTCVAYYRVEENIAETEDDQTVISSEPPTANIEENDDILKDSPSGNITDAGQIDLVSIEESNEELKDSPSVNISDVGQTDRDDSYANVWDYDQSDD*

NbL17g23910.1 14−alpha−glucan−branching_enzyme−like [MW = 98.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MGASSDPNQDGSDEQQRRSEIYTYEAPWHIYAMNWSVRKDKKYRLAISSVLEQYPNRVEIVQLDDSNGEIRSDPKLSFEHPYPPTKVIFIPDKECQKPDLLATSSDYLRIWRVASDNSGVEMKSLLNNNRNSEFSGPLTSFDWNEAEPKRIGTSSIDTTCTIWDIERETVDTQLIAHDKEVYDIAWGGVGVFASVSADGSVRVFDLRDKEHSTIIYESSEPDTPLVRLGWNKQDPRYMATIIMDSAKVVVLDIRFPTLPVVELQRHQASVNAIAWAPHSSCHICTAGDDSQALIWDLSSMGQPIEGGLDPILAYTAGAEIEQLQWSSSQPDWVAIAFSNKLQILRV*

NbL17g23850.1 WD_repeat−containing_protein_LWD1 [MW = 38.97 kDa]
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Peptide counts over 4 repeats

1 198 395 592 789 985

Pfam domains

Pfam Description
SP Sequon TM Domain PF12763 Cytoskeletal−regulatory complex EF hand PF13202 EF hand

Protein sequence:
MDQFEAYFRRADLDQDGRISGVEAVAFLKGSNLPQPVLAQIWTHADQSRTGFLSRPEFYNALKLVTVAQSKRDLTPDIVKAALYGPASAKIPAPQINLSAIASPQLNSVGAAPAQQMGAGVPTTSQNHGIRGQLPPTTGMNQQYLTSQASHSVRPPVPTAATASRPQQSLAGMDFPRGGSLTGPGLPNSNISNDYLGSRQAAISAGPTMQPPNRGMSPLVPPVTQTLQGSLSLPSMTAANTKATGNGFASDTVFGGETFSASQSVPKKSSSTPNLNFSVNSAPTSSAMVPVTTESQTSSKPDPFAAFNTITRQSPANQQQVTPSVSKPNQQVSGQNSLPVSSSGTPVGSVHPAPEQSQVPWPKMTRAGIQKYAKVFMEVDSDRDGKISGQQARDLFLNWRLPREVLKQVWDLADQDNDSMLSLREFCIALYLMEQYREGRSLPSTLPNSVMLDETLLALAGPPVTYGSTGWSPASGLRPQGLPGVQPGAHPGLRPPIQGAFPQPDRSMQFNQQNARATSIHNSHMDQLSNGEQNMLEPKREDAVAGEEKDESKDNVLLDSREKLEFYRTKMQDLVLYKSRCDNRLNEITERALADKREAEMLAKKYEEKYKQVAEIASKLTIEEASFRDTQERKLELQQAIIKMEQGGSADGILQVRADRVQHDLEELLKALADRCKKHELNIKSTALIELPPGWQPGIPEISAVWDEDWDKFEDEGFSFDVAAPANSKSTSNQKESSPIHGDSPDSMSNADTKSENYSAKGNNNNFETDLMYMHSDEESKSPQGSPREQTAFDSPSGEYSDNHFGKSFKTESETDRFDEPGWGTFDNNDDVDSVWGFNAKESDHVKHGEKHFFDSTDFGASPIRTDSPGAESRYQKNSPFGFEDSVPGSPLSRAGNSPRYSVRSKDPFFDSFSRYDSFSTHDHGSSPRKETLTRFDSISSTSGFDHSRGYSFDDSDPFGSSGPFKVSSESQNAKKSSDHWSSF*

NbL17g23740.1 epidermal_growth_factor_receptor_substrate_15−like_1 [MW = 107.52 kDa]
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1 35 69 103 168

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTALSNSLVLSIPQNPSLHFSSGSCLKSLDLNVGAAKLSFSPRHGGKSYSSKRSLTIQASYSDGGRPSGAGIFVGGFVLGGLIVGTLGCVFALQISKALAGADKKDLMRKLPKFIYDEDKALEKQRKKLAEKIDQLNSAIDDISTQLRSDDTPNGAAVNSDDVEAVV*

NbL17g23690.1 uncharacterized_LOC109224789 [MW = 17.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11938 TLR4 regulator and MIR−interacting MSAP

Protein sequence:
MAIKPYMRSILIVAFAFLSVLPATLCIEDKCAACTAIAEELEHGLLKEKPRNHLDMRHRLDSKGQREGKLIDYRASELRVVELLEDLCEKMQDYTLEKVDSSTKTWIKVNNWDLLKTNKQEARAHSKAISSFCGRLLEQTEDDFTELMKKGSVQVGDVSKVLCEDLSNYCNGKSSSNKTVGDENEDADREL*

NbL17g23640.1 protein_canopy_homolog_1−like [MW − SP = 18.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MAATPSIQGSCLIKNSYHHSNSSNAQTDQQLKQVFLHLPISRRSVILISALPLSLNLVPQPSLARERRNKKNIPIEDYQTSSDGLKYYDILEGKGPVAEKGSTVQVHFECLYRNITAVSSRESKLLAGNRIISQPYEFQVGAPPGKERKRDFVDNPNGLFSAQAAPKPPKAMYTITEGMKVGGKRTVIVPPEAGYGSRGMNEIPPGATFDLNIELLEVKKPEGKQ*

NbL17g23590.1 peptidyl−prolyl_cis−trans_isomerase_FKBP18_chloroplastic [MW = 24.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MAIFSISKFSLLVLFSIFLLACTTFARDHSIVGYSSDDLTCIDKLINLFEHWMDKHGKIYKSIEEKLHRFEIFKDNLKHIDETNKIVSNYWLGLNEFADLSHDEFKKIYLGLKVDNELLIKKEKSQQEFAYRDFVDLPKSVDWRKKGAVTPVKNQGQCGSCWAFSTVAAVEGINQIKTGNLTSLSEQELIDCDTTYNNGCNGGLMDYAFQFIISNGGLHKEDDYPYLMEEGTCNEKRDESEVVTIDGYHDVPANDEQSLLKALANQPLSVAIEASGRDFQFYSGGVFDGHCGTELDHGVAAVGYGTTKGADYIIVKNSWGPKWGEKGFIRMKRNTGKAEGKCGINKMVSFPVKKK*

NbL17g23490.1 xylem_cysteine_proteinase_1−like [MW − SP = 37.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPHTFSLKLNLLAYNLQGGNFLDTTVSMNSEECAKSQHTKPTVTLTGTAEKCAIGPSLGVVDIGNSENAYLFRVALPGVRNKCNIKCDIQREGRVRIEGVITESDVLKNSPKDYEMKVQQLSPPGPFTVSFNLPGPVDPRLCSRRFRSDGILEVIVLKYRIPIVSAEGLPENWYNGSFPAP*

NbL17g23450.1 increased_DNA_methylation_3 [MW = 19.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MITATSFAKINNRTMALTGEKRTVCVTGAAGFIASSLVKLLLSKDYTVHGTVRDCEEYSHLMNLDKATENLKLFKAELLDYDSLATAIKGCNGVFHLASPVPSSSVPNPEVEIVEPAVKGTLNVLKACSEENIKRVVYVSSNSALDYSPNWPKDQVKDETCWSDSEYCKATNNWYSCSKTMAETEAWSYAKQSGLDLVTVLPTIVWGPMLQKTTNASSLILIKLLKEGYEELENKTRFIIDVRDLAEALVLVYEKPEAEGRHICMAHKAKSQDLVDMLKRYYPNYNYPKRFTDVREEGSYSTEKLQKLGWKCRPLEETLIDAVESYKQAGILD*

NbL17g23380.1 cinnamoyl−CoA_reductase_2−like [MW = 37.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MNADYGIPRELSDLQKLRSQYQPELPPCLQGTTVRVELRDATTAADPSGEHTIKRFFPHTYGQPLAHFLRATAKVPDAQIITEHPVIRVGVLFCGRQSPGGHNVLWGLHDALKVHNPNNTLLGFLGGSEGLFAQKTLEITTDVLATYKNQGGYDMLGRTKDQIRTTEQVNAAMAACKALKLDGLVIIGGVTSNTDAAQLAEKFAEAKCPTKVVGVPVTLNGDLKNQFVEANVGFDTICKVNSQLISNMCTDALSAEKYYYFIRLMGRKASHVALECTLQSHPNMVILGEEVAASKLTLFDITKQICDAVQARAEHDKNHGVILLPEGLIESIPEVYALLQEIHGLLRQGVSADKISSQLSPWASALFEFLPYFIRKQLLLHPESDDSAQLSQIETEKLIAHLVETEMNKRLKEGTYKGKKFNAICHFFGYQARGSLPSKFDCDYAYVLGHVCYHILAAGLNGYMATVTNLKNPVNKWHCGAAPISAMMTVKRYGRGPGKASIGVPALHPATVDLKGKSYELLSQNATKFLLDDVYRNPGPLQFDGPGADAKAVTLCVEDQDYMGRIKKLQEYLDKVRTIVKPGCSQDVLKAALSAMASVTDILSVISSPSSVNTPF*

NbL17g23280.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_alpha [MW = 67.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01039 Carboxyl transferase domain

Protein sequence:
MLRIWTRRLASECSISRRIYPGSFISTRNSSMGILPDTLDRSSESYSRNSKVMDGLVSQLHSHIRKVMEGGGAEAVKRHRSRDKLLPRERIERLIDPGSSFLELSQLAGHELYQESLPSGGIIIGIGTIHGRLCMLVANDPTVKGGSYFPITVKKHLRAQEIAAQCNLPCIYLVDSGGAFLPKQAEVFPDKENFGRVFYNQAVMSSEGIPQIALVLGSCTAGGAYIPAMADESVMVKGNGTIFLAGPPLVKAATGEEVSAEDLGGATVHCKTSGVSDYFAHDELHALAIGRNIVKNLHMAGGPEASGQTRADYKEPLYDVKELRTIAPTDLKQPFDVRSVIARIVDGSEFDEFKKLYGTTLVTGFGRICGQPVGILGNNGILFNESAQKGAHFIELCAQRNIPLIFLQNITGFMVGSKSEASGIAKAGAKMVMAVSCAKVPKITVVIGGSFGAGNYAMCGRAYSPNFMFFWPNARISVMGGPQAAGVLAQVEKATKKKKGIQWAKEEEEKFKAEVVEAYDREGSPYYATARLWDDGIIDPADTRKILSLCISASLNRGPETTKFGVFRM*

NbL17g23180.1 methylcrotonoyl−CoA_carboxylase_beta_chain_mitochondrial [MW = 61.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAASAHCATPYSNAPFSPSRSSSLKYHQLCNLPYKCKQHHNVQFGPSFEQRKGFGIWKSSSPSPLRVSCLRTKAEVVTAKSWEKLILSSDTLVLVEFHATWCGPCQMVHRVIDEIAAEYSGRLKCYVLDADSESQIAEDYDIKAVPVVLLFKNGEKCDSVIGTMPKEFYVASIERLLAS*

NbL17g23170.1 thioredoxin_M3_chloroplastic−like [MW = 19.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKALARHYLNTDTEVPIQHTNYKLLLFPSVTQLFPPPLSSHIFFKQTQNGQLFLQPTPLMKIINVTMNLNFPATLFLAVTLLFACSEALKQGQSCIANGNCDSGLHCETCIANANVRPRCTRIQPVNPLSKVKGLPFNRYSWLTTHNSFAKLKTKSGTGSVILAPMNQQDSITEQLNNGVRGLMLDMYDFNNDIWLCHSYGGKCYNYTAFQPAINVLREIGVFLEANPSDIVTVIIEDYVRSPNGLTKLFDAAGLRKFWFPVSRMPKNGGEWPTVDDMVQRNQRLVVFTSKSAKEPSEGIAYEWRYVVENQYGNGGMKPGSCPNRAESSAMDNKTKSLVLMNYFPDAPDFAQACKHNSAPLINMMNTCHEAAGKRWPNFIAVDFYKRSDGGGAPEAVDVANGHLVCGCTNIASCKEHMTYGICELPEPRISPVTPAAAAKNETSFSNFNCQPKLQWLLGTTLMSFFLL*

NbL17g23140.1 PI−PLC_X_domain−containing_protein_At5g67130−like [MW = 52.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01596 O−methyltransferase

Protein sequence:
MAENGAAQEIQVAKHQEVGHKSLLQSDALYQYILETSVYPREPEPMKELRELTAKHPWNLMTTSADEGQFLSMLLKLINAKNTMEIGVYTGYSLLATALALPDDGKILAMDINRENYEIGLPVIQKAGVAHKIDFREGPALPVLDLMVEDKNNHGTYDFIFVDADKDNYINYHKRIIELVKVGGVIGYDNTLWNGSVAAPPDAPMRKYVRYYRDFVLELNKALAADPRIEICMLPVGDGITLCRRIN*

NbL17g23090.1 caffeoyl−CoA_O−methyltransferase_6 [MW = 27.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00571 CBS domain

Protein sequence:
MESILKFSSISPTFVLNSPLLPYMLSSSTRSPTGDPSVAKFRRCLPQAKLSPALRPASLSSSAANAAATSNSQPPRDGHYTVGDFMTGKEDLHIVKPTTKVGEALEMLVEKRVTGLPVIDDDWNLVGVVSDYDLLALDSISGIIEGTGQADTNLFPDVDSTWTTFNEVQKLLSKTNGKVVGDVMTPTPLSVRENTNLEDAARLLLQTKYRRLPVVDVDGKLVGIITRGNVVRAALQIKRTIDTQ*

NbL17g23020.1 CBS_domain−containing_protein_CBSX1_chloroplastic−like [MW = 26.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MGQLHFFFFPMMAQGHMIPTLDMAKLVASRGVKATIITTPLNESVFSKSIQRNKHLGIEIEIRLIKFPAIENDLPEECERLDQIPSDEKLPNFFKATAMMQEPLEQLIEECRPNCLVSDMFLPWTTDSAAKFNIPRIVFHGTSFFALCVENSVRLNKPFKNVSSDSETFVVPNLPHEIKLTRTQVSPFEQSGEETTMARMIKTVWESDSRSYGVVFNSFYELETDYVEHYTKVLGRRAWAIGPLSMCNRDIEDKAERGKKSSIDKHECLKWLDSKKPSSVVYICFGSVANFTASQLHELAMGIEASGQEFIWVVRTELDNEDWLPEGFEERTREKGLIIRGWAPQVVILDHESVGAFVTHCGWNSTLEGVSGGVPMVTWPVFAEQFFNEKLVTEVLRTGADVGSIQWKRSASEGVKREAIAKAIQRVMVSEEAEGFRNRAKAYKEMARKAVEEGGSSYTGLTTLLEDISTYSSTGH*

NbL17g22990.1 scopoletin_glucosyltransferase [MW = 53.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDSGSADVSDSQPVTASNAARSTAVDSAPGQSTEEVPSKLSTSGISSWAKNLKIPQPFTGSQDEQSSGNAAKSTFARFTGGLGMRMSPKSPTDENSEGTATSPSSFIGTFTKGLVDSSKNAVKAVQVKARHVVSQNKRRYQEGGFDLDLTYITENIIAMGFPAGDMSSGIFGYVEGFYRNHMEEVIKFFETHHKDKYKVYNLCSERLYDASLFEGKVACFPFDDHNCPPIQLIISFCQSAYSWLKEDIENVVVVHCKAGMARTGLMISSLLLYLKLSYMVFLQFFPTAEESMDYYNQKRCVDGKGLVLPSQIRYVKYFERILMYFNGENQPGRRCMLRGFRLHRCPYWIRPSITVSDHNGVLFSTKKHPRTKELSPEDFWFSAPKKGVMVFALPGEPGLAELAGDFKIHFHDGQGDFYW*

NbL17g22970.1 phosphatidylinositol_345−trisphosphate_3−phosphatase_and_protein−tyrosine−phosphatase_PTEN2A [MW = 46.86
kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain

Protein sequence:
MSMISGIQGQLLEVTVVSCNKLKDTEWISRQDPYVCLEYGSTKFRTRTCTDGGKNPTFQEKFVFTLIEGLREINIVVWNSNTISYDDFIGSGKIQLHKVLSQGYDDTAWPIQTKTGRHAGEVRLIMHYANASNPATSYAPSAPPYAAPQPQAPMYSVPPPHLASYPPTAAYQTPSPYPAYPPHSAAYPPSPYPPPQTTAYPPAYPPPSAYPPVSYPPPSQDYSYPPGPYQGTYPPRPY*

NbL17g22960.1 elicitor−responsive_protein_1−like [MW = 26.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04199 Putative cyclase

Protein sequence:
MVVPALLLLLITLSQVFLNPIVSLADSAYPSPYGIDSATSCQSTGSDDLVPVRRDVYGDGRIFDITHRLSPDMPSWGLEDGLGQFLWLPNSMKNGSLANNSDMKLPTHTGTHIDAPGHVYDHYFDAGFDIDTLDLEVLNGPALVVDVPRDKNLTADVMQSLHIPKGVKRVLFRTLNTDRRLMWKKAFDTSYVGFMKDGAQWLVDNTDIKLVGIDYLSVAAFDDLIPSHLVFLKSREIILVEGLKLDDIETGIYNVHCLPLRLLGAEGSPIRCILIK*

NbL17g22930.1 cyclase−like_protein_2 [MW − SP = 27.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAVVQISSSLCTSVRDVVMSNPVSVSSVRGLTRTQFGTVFATGSPLLIRNSFYRVKAIPSRATSVSIRCGQSTKEESNLDVWLGRSAMVGFAVAISVEIATGKGLLENFGVTGPLPTVALAVTALVGILTAVFIFQSASKN*

NbL17g22910.1 stress_enhanced_protein_1_chloroplastic [MW = 14.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01636 Phosphotransferase enzyme family

Protein sequence:
MASDGFRPLDEKSLVEYIKATPALFSILGKEFDKLEIKEVGDGNLNFVYIVVAPSGSFIIKQALPYIRCIGESWPMTKERAYFEATVLKEHGRLCPEHVPEVYYFDRTMCVIGMRYLEPPHIILRKGLIAGVEYPLLAENISDYMAKTLFFTSLLYLTTMDHKRAVAEFCGNVELCRLTEQVVFSDPYKVSQYNRCTSPYLDADAEAVRNDNSLKIEVAELKSKFCERAQALIHGDLHTGSLMVTHDSTQVIDPEFAFYGPMGFDIGAFIGNLILAYFSQDGHADQANDRKSYKVWILKTITETWNLFHKKFLALWDEHKDSPGEAYLPEIYNNTELRQLVKQKYMKELFEDTLGFGAAKMIRRIVGVAHVEDFESIKDAAKRADCERLALNCAKKLLKERRNFKSIDEVVSTIEQVHLQ*

NbL17g22820.1 methylthioribose_kinase [MW = 48.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04450 Peptidase of plants and bacteria

Protein sequence:
MAHHKIFFISSLFFLAMFTQKIHAVDYSVANTATNTAGGARFNRDIGAQYSQQTLEAATSFIWNTFQQNSPADRKNVQKVSMFVDDMDGVAYASNNEIHVSARYIQGYSGDVRREITGVLYHESTHVWQWNGNGGAPGGLIEGIADYVRLKAGFGPSHWVKPGQGDRWDQGYDVTARFLDYCNSLRNGFVAQLNKKMRTGYSNQFFVDLLGKTVDQLWNDYKAKFRA*

NbL17g22800.1 uncharacterized_LOC104232799 [MW − SP = 22.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04450 Peptidase of plants and bacteria

Protein sequence:
MAKFWIIVFSFLFLLTAQKGGHALTVTYNVTNKDPNSAGGIRFTNEVGLSYTKQTVANATNFIWTIFQQTVDADKKPYTTLNTFIENTTNGYIAYTTGNEIHLGTSYIQSYSGNIKTELTGIIFHESVHVWQWFGNSSTPGGLIEGIADYVRLKADYAASNWPQNGQGDKWDQGYAVTARFLDYCNGLRNGFVAALNKKMRTGYSNNFFVELLGKTPDQLFADYKAKYKTA*

NbL17g22790.1 uncharacterized_LOC101249214 [MW − SP = 23.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05347 Complex 1 protein (LYR family)

Protein sequence:
MILQEMKKAIGAYREVLRLVRRLPKDTRPYYAKYARENFVNYREIDSNDPNALQELLQRTYNHSLWVLNKYSVDQSAADRLKDMCTA*

NbL17g22750.1 LYR_motif−containing_protein_At3g19508 [MW = 10.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04176 TIP41−like family

Protein sequence:
MEWESDERELKAAGAELLLEGRRGLRIHGWEIESRKRSILTSLQLQQWEEELQTSHLPEMVFGDNSLVLKHVNTGTKIHFNAFDALVGWKREALPPVEVPAAEQWKFRSKPLQQVVLDYDYTFTTPYSGSETFDTNAERVRGLSNESSCSLQWEDCMEKIDLVALASKEPILFYDEIILYEDELADNGISLLTVKVRVMPSGWFLLLRFWLRVDGVLMRLRDTRLHCLFGEHMKSVILRESCWREATFQALSSKGFPSDCAAYSDPSTISERLPIMMQKTQKLSIEIPCKWCLE*

NbL17g22700.1 TIP41−like_protein [MW = 33.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MTAVAQSAGRELASPPKDGISNLRFSNHSDHLLVSSWDKTVRLYDASANALRGEFMHGGPVLDCCFHDDSSGFSASADNTVRRLVFNYGREDILGRHDAPVRCIEYSYATGQVITGSWDKTLKCWDPRGASGQERTLVGTYTQSERVYSLSLVGNRLVVATAGRHVNVYDLRNMSQPEQRRESSLKYQTRCVRCYPNGTGYALSSVEGRVAMEFFDLSEAGQSKKYAFKCHRKTEAGRDIVYPVNAIAFHPIYGTFATGGCDGYVNVWDGNNKKRLYQYPKYPSSIAALSFSRDGRLLAVASSYTFEEGEKPHEPDAIIVRSVNEVEVKPKPKVLPNPTT*

NbL17g22490.1 mitotic_checkpoint_protein_BUB3.1−like [MW = 37.76 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00152 tRNA synthetases class II (D, K and N)

PF01336 OB−fold nucleic acid binding domain
PF02938 GAD domain

Protein sequence:
MSLFFRSLPTIGLRSKPSPLTSLPFFFLNNFHNHPIITTPTSLISGRTLSSASATSPSTSAETLTPSTKSLSPTTADTLQWVSRTQYCGELSENDVGKRVRLCGWVALHRIHGGLTFVNLRDQTGIVQITTLPDDFPDAHSAVSDLRLEYVVAIEGVVRPRPADSVNKKMKTGTIEVAAEDVQVLNAVRLKLPFLVTTADDAKDSAKEEIRLRYRCLDLRRPQMNSNIMLRHRVVKLLRRYLEDVHGFVEIETPILSRSTPEGARDYLVPSRVQPGTFYALPQSPQLFKQMLMVSGFDKYYQIARCFRDEDLRADRQPEFTQLDMEMAFTSMEDMLKLNEDLIRKVFQEIQGVQLPNPFPRLTYAEAMSRYGSDRPDTRFDVELRDVSGIFSNSTFKVFSDALASGGIIKALCVPSGTKTYSNTSLKKGDIYKEAIKSGAKGLPFLKVLNDGSIEGIPQLVSSLDTEKKEELLNQLSAVPDDLILFAVGHYAEVNKILDRLRTYVAQELGLIDNSRHSILWVTDFPMFEWNDSEQRFEALHHPFTAPNPDDINDLSSARAVAYDMVYNGVEIGGGSLRIYKREVQEKVLNIVGISREQAEAKFGYLLEALDMGAPPHGGIAYGLDRLVMLLAGTNSIRDVIAFPKTTTAQCALTRSPSEVDPQQLKDLSLQKM*

NbL17g22140.1 aspartate−−tRNA_ligase_chloroplastic/mitochondrial [MW = 75.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MAAQTLQLRPLGNTGLNLSSVGFGASPLGKVFGDVSEQDAFAAVREAFRLGVNFFDTSPYYGGTLSEKVLGKALKALGAPRDEYIVSTKCGRYKEGFDFSAERVTKSIDESLERLQLDYVDILQCHDIEFGSLDQIVNETLPALQKLKQAGKIRFIGITGLPLGIFTYVLDRVPPGTVDVILSYCHYSINDSTLEDLLPYLKSKGVGVISASPLAMGLLTEAGAPEWHPASSELKAACRAAVDHCKGKGKNISKLALQYSLANTGISSVLVGMKSVKEVEENIAAALELATAGMDEETLSEITDILKPVKNQSWPSGIQQS*

NbL17g21950.1 L−galactose_dehydrogenase [MW = 34.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MAAARVMVSASNTVTASLLSKGPLRRPNSFSLCFRNGPVQKKRLFTCSAIYNPQLQTKEEGQPETLDYRVFLEDNSGKKISPWHDIPLHLGDGIFNFVVEIPKESSAKMEVATDEQHTPIKQDTKKGKLRYYPYNIHWNYGLLPQTWEDPSFANSEVEGAFGDNDPVDVVEIGDSRGKIGQVLKVKPLAALAMIDEGELDWKIVAISLDDPRASLVNDVDDVEKHFPGTLTAIRDWFRDYKIPDGKPANRFALGNKPANKDYALKVITETNESWAKLVKRSIPAGELSLV*

NbL17g21930.1 soluble_inorganic_pyrophosphatase_6_chloroplastic−like [MW = 32.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01641 SelR domain

Protein sequence:
MILKFSPFSPSRTLIFNPRFQRRKAIHIHGLSNTQFRFVAMAGGSVQKSEEEWRAILSPEQFRILRQKATENPGRGEYNKFFGVGTYLCAGCGTPIYRSATKFNSPCGWPSFYEGLPGAINRNPDPDGVRMEITCAACGGHLGHVFKGEGFRTPTNERHCVNSISLKFKPPNF*

NbL17g21910.1 peptide_methionine_sulfoxide_reductase_B5−like [MW = 19.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00564 PB1 domain

Protein sequence:
MENYSYTSYPESGDSSPRSREIDFDNTASWEDPNQIPNYKVKFMCSYGGKIHPRPHDNQLAYIGGETKILSVDRNTKFPLIISKLAAICDSDTVSFKYQLPGEDLDALISVTNDDDLEHMMHEYDRLYRASPKPARLRLFLFPANPPSSVGSGAPQSRSFGSEDSKSEKERFVDALNSGPIHASPAGAVVSPAGSADFLFGSEKGMVPPHVKLRDPVVEQVIKEPEIPVHVVDDRMIGTDPIQKHIQDLQRLHLEEQQNMYLRKSDDNLAAAFTGGHDYYVQKVPEKIAPAATVPGTVPAQVGYWQEKQVPGGVHPANSLGTEQPVYMIQAPAGAYHQHQHPQFVRPMAGPPGQGYYAVQRMPQQEPYRDHQPVYNVMPSVPQAVPTVAATLPSQGGPKVAGYSEGYGMVRPATTMGVGVADAGGYTQMVYDGGVGRQMYYPPQGGVMAPPPQQPQYQAMPPQAVVSSDMRTQEAAKVVPVKVNQCNS*

NbL17g21840.1 uncharacterized_LOC107824885 [MW = 53.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
GLDRILIVFPQPHPYGLTPTAAAQKVFITPILCSESKLGSLSFYRIGKSRKRQPFFFHYENSSGLHLLQCWLWHSIHFYSSQVFHSAPFRHSRRASIGQTCSDSKKVLRAAYFEEGRYVERRNFSCSRDFAVPRRKAMALIFSSLMLSKYELPKVAYAQSTEFREYIDTFDGYSFMYPRNWIQVRGAGADIFFRDPLVLDENLSMNISSPSSSAYKSVEDLGPPEKAGKGVLRQYLTEFMSTRLGVRRESSVLSTSSRVADDGKLYYEVEVNIKSYANNNELAVMPQDRVARLEWDRRYLSVLGVENNRLYELRIQTPEKTFADEESDIRAIMDSFRVNKIEV*

NbL17g21730.1 psbP_domain−containing_protein_1_chloroplastic−like [MW = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MMQFPVHRMRKLRSLTPRVFALSKHYFSVARVPNLIGGSFVDSKSSEFVDVINPATQEVVSQIPLTTNEEFKSAVSAAKEAFPSWRNTPITTRQRVMLKFQELIRKNMDKLALNVTTEQGKTLKDAQGDVFRGLEVVEHACGMATLQMGEYMSNVSNGIDTYSIREPLGVCAGICPFNFPAMIPLWMFPVAATCGNTYVVKPSEKDPGASMMLAELAMEAGLPDGVLNIVHGTHDIVNAICDDDDIRAVSFVGSNQAGMHIYARASAKGKRVQSNMGAKNHGVVMPDANIDSTVNALVAAGFGAAGQRCMALSTVVFVGDSKPWEEKLLERAKALKVSGGTELDADLGPVISKQAKERVCRLVQSGVDSGARLLLDGRDIVVPGYEKGNFVGPTILSDVTPDMECYKEEIFGPVLICMQANSLDEAINIVNKNKWGNGAAIFTTSGVAARKFQTEIEAGQVGINVPIPVPLPFFSFTGSKASFAGDLNFYGKAGVQFYTQIKTITQQWKDLPGGSGVSLAMPTSQK*

NbL17g21710.1 methylmalonate−semialdehyde_dehydrogenase_[acylating]_mitochondrial [MW = 56.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I

Protein sequence:
MEGKKFAVLLCAEDSEYVKKKYGGYFGVFVRMLAEEGETWDVFRVANGKFPADDEIGEYNGFVITGSCNDAHGNDLWICKLLNLLKKIDSMKKKVLGICFGHQILGRSLGGVIERATTGWDIGVTTVNLSTSKLFKTLNLPAFMQVIECHRDEIRELPPKAEVMAWSNKTGIEMFRYGNHIMGIQGHPEYTKDILLHLIDRLLQRNLIEESIADVAKAKVEGCEPDREAWKKLCVSFLKGRL*

NbL17g21680.1 gamma−glutamyl_peptidase_5−like [MW = 27.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12689 Acid Phosphatase

Protein sequence:
MGDEKVKNEAMEIMGMFQVLPRLVVFDLDYTLWPFYCECRSKNEKPSMYPQAKGILHALKDKGVKVAIASRSPTPDIANAFLQKLEIKSMFVAQEIFSSWTHKTEHFQKINRKTAVPYSDMLFFDDENRNIQAVSKMGVTSILVGKGVNIGAFRQGLSEFVQNSASVEKNKERWRKFSKEPGSSKSDTQ*

NbL17g21630.1 magnesium−dependent_phosphatase_1 [MW = 21.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00109 Beta−ketoacyl synthase, N−terminal domain PF02801 Beta−ketoacyl synthase, C−terminal domain

Protein sequence:
MWGRKWLQLIPRRLHFHRFSSFTSFGPPPPPASPLRRVVVTGLGMVTPLGCGVETTWKRLIEGECGVRAIAPDDLKMNGFDPEVKSYTFDQLTSKVAATVPCGSNSGEFDEQLWLNTKEHRSIARFIGYALCAADEALKDANWMPTEQDEKEQTGVSLGAGTGSISDILEASRMICEKNVRRLSPFFIPRILINMASGHVSMKYGFQGPNHAAVTACATGAHSVGDAARMIQFGDADVMVAGGTEASIDALSIAGFCRLRALTTKYNSTPQEASRPFDCGRDGFVIGEGSGVMVLEELEHARKRGAKIYTELRGYGTSGDAHHITQPNIGGRGAVLAMTRALKQSGLHPNQVDYVNAHATSTPLGDAAEANAIKHAFSDHATSGALSFSSTKGAIGHLLGAAGAVEAIFTVLAIHHGIAPLTLNLSEPDPVFNGGFMPLTTSKEMAIKAALSNSFGFGGTNSCLLFTSIS*

NbL17g21460.1 3−oxoacyl−[acyl−carrier−protein]_synthase_mitochondrial [MW = 50.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00881 Nitroreductase family

Protein sequence:
MHLLHHKIHLPFHRQPLLFNPKIIPRKLIIPIHSMSTSSSETTHQQLDQQQEDEEKQALLLAQVLKYHKETKHSFTNYSRGPRGLDWANQPNPFRRYVSSPLIPLLHSPFPYESSPLYSSVFKTLPFPKPISHSTISQLFYDSLALSAWKSTGFSTWSLRVNPSSGNLHPTEAYIICPPIESVSDKGFVAHYAPKEHSLEIRAQFQSGFFTRFFPENSFLIGLSSIFWREAWKYGERAFRYCNHDVGHAIAAVSMAAAGLGWDVKVLDGLGYEELEKLMGLELFPKFNIPSRPVKGTMPEIEFEHPDCVLLVFPSDVNEFEVDYKELSFGISELSGLDWNGKPNVLSKEHICWDIIYRTAEAAKKPLTMFNVSVVDPFQTSGTISESSYKDLSLRELVRKRRSAVDMDGFTEMGSDTFYQILLHCMPSGSRDGEKHVRQLALPFRSLAWDSEIHAALFVHRVVGLPSGLYFLVRNENHLDDLKKATRAEFKWVKPDDCPDDLPLYELARGDCRELSKRLSCHQDIASDGCFSLGMIAHFEPTLRNKGSWMYPRLFWETGVLGQVLYLEAHAVGISATGIGCFFDDPVHEVLGLKGSEFQSLYHFTIGGPVVDKRIMSLPAYPGPSVDA*

NbL17g21130.1 uncharacterized_LOC104219300 [MW = 71.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00491 Arginase family

Protein sequence:
MKSAGRMGIHYMQKLNAANVPKELVEKGQNRVIEASLTLIRERAKLKGELIRALGSVVASTSLLGVPLGHNSSFLQGPAFAPPRIREAIWCGSTNSTTEEGKELNDPRILTDVGDVPVQELRDSGVDDDRLMSIISESVKLVMEEDPLRPLVLGGDHSISYPVVRAVSEKLGGPIDILHLDAHPDIYHSFEGNKYSHASSFARIMEGGYVRRLLQVGIRSITKEGREQGKRFGVEQYEMRTFSRDRQFLENLKLGEGVKGVYISVDIDCMDPAFAPGVSHIEPGGLSFRDVLNILHNLQADVVGADVVEFNPQRDTVDGMTAMVAAKLVRELTAKISK*

NbL17g21120.1 arginase_1_mitochondrial [MW = 37.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00275 EPSP synthase (3−phosphoshikimate 1−carboxyvinyltransferase)

Protein sequence:
MSEKFAAMAQISSMGQGIQTPNLNSYLPETQKGPLLSHSIFFGSKKIIQNSAKSLWVCKKDSVLRVAKSPFRICASVATAQKPNEIVLQPIKDISGTVKLPGSKSLSNRILLLAALSEGRTVVDNLLSSDDIHYMLGALKTLGLHVEDDNENQRAIVEGCGGQFPVGEKSEEEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVLDGVPRMRERPIGDLVDGLKQLGAEVDCFLGTNCPPVRIVSKGGLPGGKVKLSGSISSQYLTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHTSSWDKFLVRGGQKYKSPGKAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAEVTWTENSVTVKGPPRNSSGMKHLRAVDVNMNKMPDVAMTLAVVALFADSPTAIRDVASWRVKETERMIAICTELRKLGATVVEGPDYCIITPPEKLKVAEIDTYDDHRMAMAFSLAACADVPVTIKDPGCTRKTFPNYFDVLQQYSKH*

NbL17g21090.1 3−phosphoshikimate_1−carboxyvinyltransferase_1_chloroplastic [MW = 56.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00312 Ribosomal protein S15 PF08069 Ribosomal S13/S15 N−terminal domain

Protein sequence:
MGRMHSRGKGISASALPYKRTPPSWLKISAPDVEDNICKFAKKGLTPSQIGVILRDSHGIAQVKSITGSKILRILKAHGLAPEIPEDLYHLIKKAVAIRKHLERNRKDKDSKFRLILVESRIHRLARYYKKTKKLPPVWKYESTTASTLVA*

NbL17g21060.1 40S_ribosomal_protein_S13 [MW = 17.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MDSMLPIAIISVIIGTVIAFLVFGNYFQKRKSEVESIAQPETIQKASKPQQSQKNTLKKSQVKSHSQTADHKDANKRHHPLDLNTLKGHGDIVTGICFSPNAQSLATACGDGVIRIFKLDDASSKSFKFLRINLPAGGHPTAVAFADEASSVVVACDAFSGSSLYMYGEEKTAATDSKQAKLPLPEIKWEQHKVHDKRAILTLVGTKATYGSADGSTIIVSCSEGTDIVLFHGKSGKIVGNVDTNQLKNNMAAISPNGRFIAAAAFTADVKVWEIVYAKDGAVKEVSRVMELKGHKSAVTCLGFTPNSEQIITASKDGSIRVWNINVRYHLSEDPKTLRVLPIPLKDANGTILHYDRLCLSPDGKILATTHGSMMQWLCPENGKVLDKAEKAHDGDITDIAWSPSPIPMGDKRVLVLATASVDKKVKLWAAPSPNPS*

NbL17g20970.1 transducin_beta−like_protein_2 [MW = 47.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MGALHIVLFTLMSFTISIHAHNITEILSKFSEYSEFNSYLTQTKLADEINSRTTITVLALTNGAMADVVGKHPLSVIKNVLSLHILLDYFDNTKLHKISDGTTLTTTLYQTTGNANGNLGSVNITDLKGGKVGFGSAVSHSPLASTYTRSVKQIEYNISVLEISSPIIAPGILTAPAPSASDFNITAALEKAGCKTFAALLVQSGVLKTYQTAIETGLTVFAPNDEAFKGKKVPDLNKLKSAEVVSLLQYHAVPSYTPIGTLKTKKDPISTLATNGASKYDLSASTAGDQVTLDTGVDSSRIASTVIDSTPFCIFTVDSVLLPEELFGKSPSPAPGPAPETSPAPAPEGASPGPAPEASSPSPMMSPPAPPTSSPAGAPADGPAADSENSTAKKNAGNANAPALLKVLLTVSVSVIVSVYLS*

NbL17g20730.1 fasciclin−like_arabinogalactan_protein_8 [MW − SP = 41.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MDENSSTIISKYLSPGSISKTNGFLKSMGVFKLTFPPQYDTKDSFSELTRCCLKVQHIHRGKITCILSIKPPIMNIYGSLHGGAVGDVTVRIATACARTIVGKDKKLFLGELSISYLSGAPRNAEVIVNATIIRSGRNLTVVAVDFRVKESEKLSYISHATFYHMPVASL*

NbL17g20710.1 uncharacterized_LOC109229227 [MW = 18.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03881 Fructosamine kinase

Protein sequence:
MVVALAHLGPISFSSSCIPNSVSCPRLRHPSINKNKPLIVAAMSDDPIREWILSEGKATQIRGISPIGGGCINRATRYDTDAGSFFVKTNRSIGPSMFEGEALGLNAMYETGSIRVPKPYKVGSLPTGGSYIIMEFIEFGASRGNQSALGRKLAEMHKATKSEKGFGFHVENTIGSTPQINTWTSDWIEFYAELRLGYQLKLAREQYGDSTIYERGQRLAKNLGPLFKNAVIEPCLLHGDLWSGNITYDQNGEPVILDPACYYGHNEAEFGMSWCAGFGGDFYKAYFQVMPEQPGFEQRRDLYMLYHYLNHYNLFGSGYRSSAMSIIDDYLRMLNV*

NbL17g20460.1 protein−ribulosamine_3−kinase_chloroplastic [MW = 37.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02374 Anion−transporting ATPase

Protein sequence:
MASNNNNQDLPEATVQNVLEQDTLKWVFVGGKGGVGKTTCSSILGILLSQVRSSVLIISTDPAHNLSDAFQQRFTKSPTLVNGFSNLYAMEIDPTVEKEDSVTSDGMDDSLSDLTNAIPGIDEAMSFAEMLKLVQTMDYSVIVFDTAPTGHTLRLLQLPSTLEKGLAKVMSLKSRFGGVLSQMTRLLGVDEEFGEAAILGKLEGMKEIIEEVNKQFKDPDLTTFICVCIPEFLSLYETERLVQELAKFEIDTHNILINQVIFDEEVVESKLLKARMRMQQKYLDQFYMLYDDFNITKLPLLPQEVCGVEALKGFSHNFITPYKPFLARGSVEELENRVASLKEQLKDAEAELEKVRKGKQKV*

NbL17g20370.1 ATPase_GET3−like [MW = 40.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09138 Urm1 (Ubiquitin related modifier)

Protein sequence:
MQLTLEFGGGLELLCDSVKIHNINVDPQDGEKQLTMKNLLTWVRTNLIKERPEMFMKGDSVRPGVLVLVNDTDWELSGQLETVLEEKDNVVFISTLHGG*

NbL17g20360.1 ubiquitin−related_modifier_1_homolog_1−like [MW = 11.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07727 Reverse transcriptase (RNA−dependent DNA polymerase)

Protein sequence:
MSLGLDAFGPKNQGSGSSGIMITSEPLMGSSNYLAWASSVELWCKGQGVQDHLTKESSDGDEKAKTHWEKIDAQLYSILWRSIDSKLMPLFRPFQKCYLELDMSTYLGQVQAVIEEFETLMPVSASVAKQQEQRQKLFLVLTLAGLPNDLDSVRDQILASPTVPTVDELFSRLLRLAAAPSHPVSSSQTLDSSILVSQSVDNRASHTMEYRRGGGRFGRSRPKPSLYQLDIKNTFLHGDLEDEVYMEQPPGLVAQGESRGLVCRLRRSLYGLKQSPRAWFVVYVDDIVITGNDQDGITKLKQHLFQHFQTKDLGTLKYFLGIEVAQSSSGIVISQRKYALDILEETGMTGCKPVDTPMDPNSKLLPGHGEPLNDPERYRRLVGKLNYLTATRPDISFPVSVVSQFMGSPCDSHWDAVVRILRYIKSTPGKGLLFEDRGYEQIVGYSDADWAGSPSDRRSTSGYCVLVGGNLVSSKSKKQNVVARSSAEAEYRAMAIATCELVWVKQLLKELKFGDISQMGLVCDNQAALHIASNPVFHERTKHIEIDCHFIREKILSGDIATKFVKSNDQLADIFTKSLTGPRINYICNKLGTYDLYAPA*

NbL17g20300.1 uncharacterized_LOC104238971 [MW = 66.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAKPNTALPEIIVLGQPTLFNIYGEQLSHKFRFLKPWESSLPLEQFISTHAQSVQAMISSPKGFVGKITSSLFCLLPSLRVIVTTSAGVNHIDLVECRRRGISVANAVSVFSEDVADFAVGLLIDVLRKISVADRFVKNGLWPLHGDFPLCSKVGGRKVGIVGLGSIGLKVAKRLEAFGCIISYQSRKKKPVSYPFYPDVHELATKCDVLVICCALTEQTRHLINKEVLLALGKEGVIINIARGSVINEMELVQCLVQGEIAGVGLDVFENEPNVPEDLFSLDNVVLTRHVAACTEDSFRDLYELVSGNLEAFFLNKPLLSPVLDD*

NbL17g20230.1 glyoxylate/hydroxypyruvate_reductase_HPR3−like [MW = 35.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAEPKKELPAVIVLGQPAVLNFYGDQFSSKFQLLKPWESLLPLDQFISIHAQSVQAMFCTGTTCVTQSLLRQLPSLRVIVTTSAGLNHMDLDECRRLGISVANAGTVFSEDVADFAVGLLIDVLRKVSAANRFVKNGLWPLHGEYPLASKVGGRKVGIVGLGSIGLEVAKRLEAFGCIISYQSRKKKPVVYPFYPDVHELATKCDVLVICCALTDQTHHLINKEVLLALGKEGIIINIARGAIINEMELVQCLVQGEIAGAGLDVFENEPNVPEELLSLDNVVLSQHVAFLTEDSFRDLYELMSGNLEAFFLNKPLLSPVFDD*

NbL17g20220.1 glyoxylate/hydroxypyruvate_reductase_HPR3−like [MW = 35.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04321 RmlD substrate binding domain

Protein sequence:
MSSKKKLLIVGGTGYLGQHLVQEFTAIQDTLPYALSLAFTYHTNPPPELLLNAIPHVLPFHVDLRTANGFDAISQNFGQPDVVVNCAALSVPRACEVDPTGAMAINVPSVLVKWLSSFSNVGTLLIHLSTDQVYEGTKSFYKEDDETLPVNVYGRSKVAAEQFISANYSNFAILRSSIIYGPQTVSPVPKSLPVQWMDSVLAKGDAMEFFHDEFRCPIYVKDLVTIVWTLTNRWISGREPIQLLLNVGGPDRVSRVQMAEAVAHIRGYSLSLIKPVSSSTVNRGVKSPADISMDITRLIQTLNMSTTTFRDGVKLTLEAELASTS*

NbL17g20130.1 methionine_adenosyltransferase_2_subunit_beta−like [MW = 35.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MWRAARSAASTLRRTRRFSTAIPAPSIVHKRGADILHDPWFNKDTGFPMTERDRLGLRGLLPPRVISFEQQYERFMESFHSLEKNTEGQPDSVVSLAKWRILNRLHDRNETLYYRVLIDNIKDFAPIIYTPTVGLVCQNYSGLFRRPRGMYFSAKDKGEMMSMIFNWPSTQVDMIVLTDGSRILGLGDLGVQGIGIPIGKLDMYVAAAGINPQRVLPVMLDVGTNNQKLLEDPLYLGLRQPRLEGEEYLSIVDEFVEAVHARWPKAVVQFEDFQAKWAFETLDRYRKKFCMFNDDIQGTAGVALAGLLGTVRAQGRPLTDFANQKIVVVGAGSAGLGVLKMALQTVSRMAGPSADPHFFLLDKNGLITKHRKDIDPAALPFAKAQHEIEGLGLQEGAGLLEVVKKVKPHVLLGLSGVGGIFHEEVLRAMRESDSVRPAIFAMSNPTNNAECCPVDAFKLAGENIVFASGSPFENVDLGNGKIGHVNQANNMYLFPGIGLGALLSGARNISDTMLEAAAECLANYMSDDEIKRGILYPSINDIRDITAEVGAAVLQAAVAEDLAEGHGDVGARELQHMSKEESIEYVRSNMWYPVYGPLVHD*

NbL17g20120.1 NAD−dependent_malic_enzyme_59_kDa_isoform_mitochondrial [MW = 66.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00238 Ribosomal protein L14p/L23e

Protein sequence:
MAASSSSRLVRVVGRSLFSGLCNNPDGLVRSSNEMTCSHLLQQQRTFIQMRTNLKVVDNSGAKRVMCIQALKGKKGARLGDTIVCSVKEAQPGGKVKKGDVHYGVVVRAAMPRGRCDGSEVKFDDNAVVLINKHGEPIGTRVFGPVPHELRKKKHVKILSLAEHIA*

NbL17g20110.1 50S_ribosomal_protein_HLP_mitochondrial−like [MW = 18.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MAEEIRGQVKKYAVVTGANKGIGFEICRQLASQGVIVVLTARNEKRGAEAVEKLRGLIGLAKENVVFQQLDVMDPSTIASLAEFIKIQFGRLDILVNNAGIGGATADADALRATQESSGTGGSQINWNSILTQTYELAKECLETNYYGVKRMTEAFIPLLQLSNSPRIVNVSSSMGRLRNLKHEWAKGVLSDSENLSEEKIEEVIAQYLKDYKEDSLQAKGWPSFLSAYTLSKAAVNAYTSIMAKKHPSIQINCVCPGFVKTDMNYRRGLLSIEEGAESPVRLAMQPADGPSGLFFDRKEVSSFE*

NbL17g20090.1 (+)−neomenthol_dehydrogenase−like [MW = 33.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00763 Tetrahydrofolate dehydrogenase/cyclohydrolase, catalytic domain PF02882 Tetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)−binding domain

Protein sequence:
MASSPVTMMKMKVNDCSPPSTAVARLLPFFRRHQIHFRSAVGPLQNPCFPRTIITRASRSSFSSSSVITASMTIEASAKVIDGKKIAKDVRDEITAEISRMKDSIGVVPGLAVVLVGDRKDSATYVRNKKKACEAVGIKSYEVCLPEDSTEEEVLKYISGFNDDPMVHGILVQLPLPSHMNEQNILNAVCIEKDVDGFHPLNIGRLAMRGREPLFVPCTPKGCIELLHRYNVEIKGKRAVVVGRSNIVGTPAALLLQREDATVSIVHSRTKKPEEITRQADIIISAVGQPNMVRGSWIKPGAVIIDVGINPVEDATNTRGYRLVGDVCYEEASKVASAITPVPGGVGPMTIAMLLSNTLLSAKRIHNFN*

NbL17g20040.1 bifunctional_protein_FolD_4_chloroplastic−like [MW = 40.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
FKTTLPFSGASPPCHPFSVVYRFLLFSNLPKTQNHIFVSGSSSAKMSMSKSSKMLQYINYRMRVTIQDGRQLIGKFMAFDRHMNLVLGDCEEFRKLSPTKGSKEEREDRRTLGLVLLRGEEVISMTVEGPPPPDETRVKSTSAGSAVPGPGLGRAAGRGVPTGPLVHAQPGLAGPVRGVGGPAPGMMQPQISRPPMPNVSAPPMNYPPPVMRPPGGPPMQMQMQRPGGPPPPMAPPPQFRPGGGPPQFPPQFGQRPMVPPPPMMRGPPPPGAPPRPGMPGGPPGQPPRPGMPPPPSGGQVPVYGPPRSGMPPPPNQQ*

NbL17g19770.1 small_nuclear_ribonucleoprotein−associated_protein_B'−like [MW = 33.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MQNQPPHTADSDIPNLKNIKVKCSSPRFPPPTTPSATETPTARAQRKIGIAVDLSDESAFAVKWAVHHYLRPGDAVILLHVGPTSVLYGADWGSVDLSVIDPDNEESHRKLEDDFDNFTATKSSALAQPLVDAQIPYKIHIVKDHDMKERLCLEVERLGLSAVIMGSRGFGATKRGNDGRLGSVSDYCVRHCACPVVVVRYPDEKDGGNAARKPVVSMASAAKENEEETAYHDASDDRQGKLRKNCCNCWFVDSYTNSLLVSFKSLHERGKWILC*

NbL17g19510.1 uncharacterized_LOC104224003 [MW = 30.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MALHAAALVPSAFSISKEGKASANLKNSSLFGVSLSDYTKSDFRSSSFKVKSQRRLSNGAVRATMVASPDVTTNSPAGKKTLRKGCVIVTGASSGLGLATAKALSETGKWHVIMACRDFLKAEKAAKSVGMPKENYTIMHLDLASLDSVRQFVDNFRRSGRPLDVLVANAAVYQPTAKEPSFTAEGFELSVGTNHLGHFLLSRLLLDDLKQSDYPSKRLIIVGSITGNTNTLAGNVPPKANLGDLRGMAGGLNGINSSAMIDGGEFDGAKAYKDSKVCNMLTMQEFHRRYHEETGITFASLYPGCIATTGLFREHIPLFRLLFPPFQKYITKGFVSETEAGKRLAQVVSDPSLTKSGVYWSWNKDSASFENQLSEEASDVEKARKVWEVSEKLVGLV*

NbL17g19330.1 reductase−like [MW = 42.98 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02933 Cell division protein 48 (CDC48), domain 2
PF17862 AAA+ lid domain

Protein sequence:
IHTLIFSIPNCGKMAGRFGSGASTMIVTNTPAKDLAYTNCAYCSPADLRNFLVPGSKLAYGLIADAFVLTLAAHDGIPNGHLGLNAIQRRYAKVSTGDTISVNRFVPPDDFNLALLTIDLEFVKKGTRDEQVDAVSLANQVRKKFANQIMSTGQKVTFEYHGNSYIFTVNQATVEGQEKSNIERGMISADTYIIFEAANSSGIKIVNQREAASSSIFRQKEFNLQSLGIGGLSAEFADIFRRAFASRVFPPHVTSKLGIKHVKGMLLYGPPGTGKTLMARQIGKMLNGKEPKIVNGPEVLSKFVGETEKNVRDLFADAEQDQRTKGDQSELHVIIFDEIDAICKSRGSTRDGTGVHDSIVNQLLTKIDGVESLNNVLLIGMTNRKDLLDEALMRPGRLEVQVEISLPDENGRLQILQIHTNQMKENSFLSPDVNLQELAARTKNYSGAELEGVVKSAVSFALNRQLSMDDLTKPVDEESIKVTMDDFLHALGEVRPAFGASTDDLERCRLNGIVDCGERHQHIYRRTMLLAEQVKVSRGSPLITCLLEGPSGSGKTAMAATVGIESDFPYVKIISAETMIGLSESSKCAQIVKVFEDAYKSPLSIVVLDGIERLLEYVAIGPRFSNLISQTLLVLLKRLPPKGKKILVIGTTSEAGFLDSVGLCDAFSVTYHVPTLKTEDAKKVLQQLNVFSNDDVDSAAEALNDMPIKKLYMVVEMAAQGEHGGTAEAIYSGKEKIQISHFYDCLQDIARY*

NbL17g19280.1 vesicle−fusing_ATPase [MW = 82.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00596 Class II Aldolase and Adducin N−terminal domain

Protein sequence:
MAVASAAPLLAMNGAVKMATNSQAYLEGTKVKETKSLIAELCRHFYNQGWVSGTGGSITIKVHDDSIPKPQQLIVMSPSGVQKERMVEEDMYVVSSNGSVLSAPLAKPYPYKPPKCSDCAPLFLKAYEMRNAGAVIHSHGMESCIVTMLNPLLKEFRITHMEMIKGIHGHGYYDELVVPIIENTAHERELTESLTEAIKAYPKTTAVLVRNHGIYVWGDSWISAKTQAECYHYLFDAAIKLNQLGLDWTTPTHGPIHNSNGALSITRNVKTSAKAGGLSLNGDNEPLRRCIVLDIEGTTTPISFVTDVLFPYAFDNVGRHLDATYDSAETQEDIKLLRAQVQEDLENGVVGAVPIPSDDAGKEEVIAALVTNVEAMIKADRKITALKELQGHIWQTGFQNNELEAVVFDDVPEALERWAALGLKVYIYSSGSRLAQRLIFGYTNYGDLRKYLCGFFDTTVGNKRETKSYTEITASLGVDNPSEILFVTDVYQEAIAAKAAGLEVIISVRPGNGPLPENHGFRTITSFSEI*

NbL17g19230.1 probable_bifunctional_methylthioribulose−1−phosphate_dehydratase/enolase−phosphatase_E1_1 [MW = 58.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDDGNSIFKFDRSGPFFFISGNKNDCEKGSQKLIIVVLAIRTPPSAPTPPTPSTPPHGPVASPPATSPATPPAAISPIPAPVNQPPASSPGNAPTPATSPETSPVSQSPTSSPGNAPTPANSPATSPSTSHAPSINSPTSSPSPATSPAPARISPSGDITAPSPSSSGSSSSPTSSPPASGTPESPGKPTPGSIAPATGGGNSPPVDIQSPTGSSTNSKNSAIKAFTPSAVLMSLVLTIFLGGFVVFP*

NbL17g19220.1 early_nodulin−like_protein_1 [MW = 24.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01408 Oxidoreductase family, NAD−binding Rossmann fold

Protein sequence:
MADNETPVRFGIIGCAEIARKMSRAINLSPNSTFYAIASRSIEKAKNFAIKNSLLSDSIKLYGNYIELLNDPFVDAVYMPLPTSFHLHWAILVAEKKKHLLLEKPTALNVSELDKIVEACERNGVQFMDASMWYHHPRTAKMKEFISDPNLFGQVKAIHSSSSYSPGPVFLENNIRVKPDLDALGALGDAGWYCIGAILWAMNQNLPTTVTALPTVARNSAGVILTCSASLHWEKEETVATFYCSFVSHETMDLIVYGSNGTFYLYDFIIPMDENSASFSFTSGAKFVDRHIGWNMKPRAVEVTSKFPQEASMIQEFSRLVKAIEVSRSKPESKWPHISRVTQLVLDAVNKSIDLGFQPVHI*

NbL17g19210.1 uncharacterized_oxidoreductase_At4g09670−like [MW = 40.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00485 Phosphoribulokinase / Uridine kinase family

Protein sequence:
MAVSTVYTAQSLNSTCSISTPSKSHLGFHKKQVIFYTKLRTNRRSSSTSVITCSSVDEKTVVIGLAADSGCGKSTFMRRLTSVFGGAAEPPKGGNPDSNTLISDMTTVICLDDYHSLDRTGRKEKGVTALDPRANDFDLMYEQVKAIKEGIAVEKPIYNHVSGLLDPPELIKPPKILVIEGLHPMYDERVRELLDFSIYLDISNEVKFAWKIQRDMAERGHSLESIKASIEARKPDFDAYIDPQKQYADAVIEVLPTQLIPDDNEGKVLRVRLIMKEGVKNFNPVYLFDEGSTISWIPCGRKLTCSYPGIKFTYGPDSYFGNEVSVLEMDGQFDRLDELIYVESHLSNLSTKFYGEVTQQMLKHADFPGSNNGTGFFQTIVGLKIRDLYEQIVASRAAAPVQAAKA*

NbL17g19090.1 phosphoribulokinase_chloroplastic−like [MW = 45.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MGSTCYSAYSIQSLNHTCPSSLIFTLHKPQLQQIHNIKETTTRSVRTCNSNTRTRRRMKGVAAMNGVSTPEVDVQNQQELKKGIAELYDESSGIWEDIWGDHMHHGFYEPQSSVSLSDHRAAQIRMIEEALRFASVSDDPAKKPRSIVDVGCGIGGSSRYLAKKYGATAQGITLSPVQAERAQALAAAQGLGDKASFQVADALNQPFPDGQFDLVWSMESGEHMPDKQKFVGELARVAAPGGTIILVTWCHRDLSPLEESLLPEENELLNKICKSFYLPAWCSTADYMKLLQSNSLRDIKAADWSENVAPFWPAVIKSALTWKGFTSILRSGELCCAKIDVLLQHFGTPFFCIDSSHYLIRMEDNQSCTCNATDD*

NbL17g18810.1 tocopherol_O−methyltransferase_chloroplastic [MW = 41.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01412 Putative GTPase activating protein for Arf

Protein sequence:
MASENFSDKNAVFRKLKSKPDNKMCFDCNAKNPTWASVTYGIFLCIDCSAVHRSLGVHISFVRSTNLDSWTPEQLKMMYFGGNNRAQVFFKQHGWNDGGKTDAKYTSRAADLYRQLLLKEVAKSTAEDAGLPASPVASQAAQATNGFPDIKTSEPTKQTSSLKDEKPEVSASPKASQVITTSFKKPIVAKKAGKSGGLGARKLTKKPSESLYEQKPEEPPIQISSSSTASNATTVGSSFTSRFEYTDNIQPAETSFGGPRVLNHVAPPKSSNFFADYETDNGFTKKTNSNSSKIQIEETDEARKKFSNAKSISSAQYFGDQSKTEMEASVSLQKFSGSSAISSADLFGQDGGAAFDVTAGELINRLSFQAQQDISSIKNIAGETGKKLTSLASTLMSDLQDRII*

NbL17g18710.1 probable_ADP−ribosylation_factor_GTPase−activating_protein_AGD8 [MW = 43.71 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00408 Phosphoglucomutase/phosphomannomutase, C−terminal domain

PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I
PF02879 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain II

PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MVMFNITRVGTTPFEGQKPGTSGLRKKVKVFVQPHYLQNFIQATFNALGADRVKGATLVVSGDGRYYSKDAIQIITKMAAANGVRRVWIGQNGLLSTPAVSAVVRERVGADGSKATGAFILTASHNPGGPHEDFGIKYNMENGGPAPEGITNKIYENTTTIKDYLIAEGLPDVDISTTGVSSFEGPEGKFDVDVFDSTSDYLKLLKSIFDFPSIQRLLSSPNFSFCYDALHGVAGVHAKRIFAEELGANESSLVNCVPKEDFGGGHPDPNLTYAKELVARMGLSKTHPEPNPPEFGAAADGDGDRNMVLGKRFFVTPSDSVAIIAANAVEAIPYFSGGLKGVARSMPTSAALDVVAKHLNLKFFEVPTGWKFFGNLMDAGMCSICGEESFGTGSDHIREKDGIWAVLAWLSILAYKNKDNLGGGNLVTVEDIVRQHWATYGRNYYTRYDYENVDAGAAKELMAHLVKLQSSLDEVNKIIKGIHSDVSSVVHADEFEYKDPVDGSVSKHQGIRYLFEDGSRLVFRLSGTGSEGATIRLYIEQYEKDSSKIGRDSQEALTPLVEIALKLSKMQEYTGRSAPTVIT*

NbL17g18440.1 phosphoglucomutase_cytoplasmic [MW = 63.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00626 Gelsolin repeat PF02209 Villin headpiece domain

Protein sequence:
MAVSMRDLDPAFQGAGQKAGTEIWRIEKLSPVPVPKSSHGKFYAGDSYIVLKTSTSKTGALRHDIHYWLGKDTSQDEAGAAAIKTVELDAALGGRAVQYREVQGHETERFLSYFKPCIIPLKGGIASGFKHVEEEEYKTCLYVCQGKHVVHVKEVPFARSSLNHDDIFILDTKSKIFQFNGSNSSIQERAKALEVVQYIKDTYHDGKCEVAAIEDGKLMADAETGEFWGFFGGFAPLPRKTTRDEAKNIDTVPTRLYRVQKGQAEPLEIESLTRELLDTNGCYIVDCGIEVFVWMGRNTSLDDRKTASGAADELLRGLDRPKCHVIRVIEGFETVMFRSKFDSWPQSTNVAVTEDGRGKVAALLKRQGLNVRGLMKAAPPKEEPQPYIDCTGNLQVWRVNGQQKTLLQASDQSKFYSGDCYIFQYSYPGEDKEEHLIGTWFGKQSVEEDRVSSISQAGKISESLKFSATQARIYEGYEPLQFFVIFQSFIVFKGGLSEGYKKHRVEEELADDTYKEDGIALFRIQGTGPDNMQSIQVEPVASSLNSSYCYILHSGSSVFTWTGNLTTSEDQELVERQLDLIKPDMQSKLQKEGAESEQFWELLGGKSEYPSEKIGRDAESDPHLFSCTFSKGDLKVTEIYNFNQDDLMTEDIFILDCHSDIYVWVGQLVEYKNKMQALSIGEKFLECDFLMEKLSHQAPIYIVMEGSEPPFFTRHFSWDSIKSAMHGNSFQRKLTLVKNGGPPPMDKPKRRIPVSYGGRSAAPEKSQRSRSVSFSPDRVRVRGRSPAFNALAATFENPNARNLSTPPPMVRKLYPKSVTPDSAKLAPRSAAIAALTASFDKPLPAKDVIIPHSIKGIPETPKLSTETLTSSPQENSKENSVNSTTEEAPKPKPETIQEDVKEGEAEDEEGVPIYPYDRLKTTAADPVTEIDVAKRETYLSSEEFREKFGMAKDAFYKLPKWKQNKLKMALQLF*

NbL17g18180.1 villin−4−like [MW = 109.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06110 Eukaryotic protein of unknown function (DUF953)

Protein sequence:
MPLKVLDATIATFNGVFEKFRAEAPQNKANFILFLADIDPSTNLSWCPGFSPANRKTSKFRAFHLRTKVLLHLLQASRKNTDCVRAEPVIYKKMEESAEDIALLRAYVGDRPTWRTPQHPWRVDPRFNLKGVPTLIRWENDATKGRLEDSEAHLAHKIDSLLIGN*

NbL17g18130.1 thioredoxin−like_protein_Clot [MW = 18.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSTLSSFTISPTFLQNHTNRNRNRNRNPSIQLPNLSLKPQTALTFSRPRICLSTRMNAVAEEETSVSTADPSSEAARRLYIGNIPRTLTPDELRKIVEEHAAVDKAEVMYDKYSGRSRRFGFVTMKTVEDASAAVEKLNGTEIGGREIKVNITEKPLSSVGSSLLQSDDSKFVDSPHKVYVGNLAKNVTSESLKNFFSEKGNVLSAKVSRVPGTSKSSGYGFVSFSSEEDVEAAISSLNNALLDGQKIRVNKA*

NbL17g18120.1 30S_ribosomal_protein_2_chloroplastic−like [MW = 27.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01813 ATP synthase subunit D

Protein sequence:
MSGQSQRLNVVPTVTMLGVIKARLVGATRGHALLKKKSDALTVQFRQILKDIVSTKESMGDVMKTSSFALTEAKYAAGENIKHVVLENVQNATIKVRSRQDNIAGVKLPKFEHFAEGETKNDLTGLARGGQQVQACRAAYVKSIELLVELASLQTSFLTLDEAIKTTNRRVNALENVVKPRLENTVLYIKGELDELEREDFFRLKKIQGYKKREVERQMLASKQYAEEKAAEEISLKRGISLGTAHNLLSHASQKDEDIIF*

NbL17g18020.1 V−type_proton_ATPase_subunit_D−like [MW = 29.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAPVSALAKYKLVFLGDQSVGKTSIITRFMYDKFDNTYQATIGIDFLSKTMYLEDRTVRLQLWDTAGQERFRSLIPSYIRDSSVAVIVYDVASRQSFLNTSKWIEEVRTERGSDVIIVLVGNKTDLVEKRQVSIEEAEAKARELNVMFIETSAKAGFNIKPLFRKIAAALPGMETLSSAKQEDMVDVNLKSSNANASQSQAQSGGCAC*

NbL17g17800.1 ras−related_protein_RABH1b [MW = 23.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MPPKAVRKTPTGSGSKRGGRTARGTPKSQAKTELKAEEVVEEKPEVKTVEPEPKGKSVEPEPDDRSETEMEAKSVENGVVSEKKEDDVKESVDQYEKGERLDLEDNDPEYEPEEYGTVDYDEGEMEHDDIQEEGDEIEEEEEEGDVGEEEEGDVVEEEEGDMVGDVHEEIEGDEEDDHAGKEHVEMVDAAEEEEHHEVVKERRKRKEFEIFVGGLDKDATDDDLRKVFSKVGEVTEVRLMMNSQTKKNKGFAFLRFATVEQAKRACTELKNPVVNGKQCGVSPSQDNDTLFLGNVCKTWTKEALKEKLKHYGVDNIEDLTLVEDTNNEGMNRGFAFLEFSSRSEAMDAFKRLQKRDVMFGVDRPAKVSFEDSFIDPGDEIMAQVKTVFVDGLSASWDEDRVQELLKEYGKIEKVELARNMPSAKRKDFGFVTFDTHDAAVTCAKSINNEELGEGDNRVKVRARLSRPLQRGRGKYGGRGDLRPRHMPLRGLRAPWGRTVQHSRPIRGTRVSTRLPPVVGRGFKRPAMLRDRRAVMALPPRGRPMAPPPSSRSYERRPPVPSYAKSSLKREYGRREEIPPRSRALAEYPSRVHSGRRASYSDEYSSRDSGYPEMPRGTHSAGRRAYVDDGYGQRFERPPPSYRDGRDREYDSMSGSKRPYSAVDDVHPRYAEAGVRHSRARLDYELGSGSGSQYGDAYGDSRFGRSSLGYGGSRSSLSSQDSHGMYSSSRQGMNYGGGSYGGSDGDGMYTSSYGGDYMSRGSDVGSSLYSSRSMGGSGYMGSGGSGSYY*

NbL17g17730.1 heterogeneous_nuclear_ribonucleoprotein_R−like [MW = 88.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MVSNVALVGEIIGRFEKKGFYLKGLKFMTVDRAFAEKHYADLSAKPFFNGLVDYIVSGPVVAMIWEGKGVISTGRKLIGATNPLESAPGTIRGDYTIDIGRNVIHGSDSVDSAQKEKDLWFPEGINWWRPSQHSWIYE*

NbL17g17700.1 nucleoside_diphosphate_kinase_1−like [MW = 15.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQSPSLDASKSFKLQQQQLQFLGFCTYPSTTSPSIRKLNSRYPCVSCSRKFDRKERVKVKGKENVWSIDNELAREGDKTRTRSRRKRGGKRMGNVTRKSKGEKVMVSVAMLMEVETVLQTQEPVIRPAWNTFASSLSGIWKGVGAVFSPITAEMEPIEIGNKNEHLFDCYTSSRVEVVPSSSASQKSQIRRKVNWVTLNSHGEVPEPNGGDDRSIEKRTGADLSFHMHETPDRKSRHQKLPKFESFDFEKSDIMEEDIMGMEPGLVFFEDGSYSRGPVDIPVGELDESKYYISPTFKFEQCLVKGCHKRLRIVHTIDFSNGGSDIQILRVAVYEEQWISPANLSDESDTELDVKLFSQRRRLQPSELAGSWKVFEMSATPIYSEEDVTQETDDVPYVYLCTENLKKRSLPENPAYFGEEEMLDMQDVTVLWLPGGVTSYVDVNKDGILCIGVGWYSDEGVNLVMERDYEMDGKLKEVRWKSEMKRRWTNPPPMSLHL*

NbL17g17680.1 uncharacterized_LOC107820933 [MW = 56.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MVLNSSFLLSEISFPCTLSACHATQAFHREKSTFQCCSAVTLQDKRVREQKVNILHYEDNMKRRSLLFFLITSGISPALPASGKTKSKNPYDERRLLEQNKRIQRENNAPEEFPSFIREGFEVKVVTSDNYVKRDSGLILWDIAVGEGDCPKDGQQVTFHYIGYNESGRRIDSTYLQNAPAKIRMGTNALVPGFEEGIRDMRPGGRRRIIIPPELGPPVGPSTFFSSKQFEVFDVELLSIQDCKRRTIAGFYSDVVCN*

NbL17g17560.1 peptidyl−prolyl_cis−trans_isomerase_FKBP20−2_chloroplastic [MW = 29.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MDSLTLSTSLPPHSSSLNLRHGSSIPKLPPTFCPHPSRKNPLSSLKSSLTSSHQQPASKTPLSDSLILNPNFETGEDDKLSLLLASSPQTPDTAMRGAEADAMGLLFRERIVFLGSQIDDFIADAIISQLLLLDAMDSSKDIRLFINSPGGSLSATMAIFDVVKLVRANVSTVALGIAASTASIILGGGTKGKRFAMPNARIMIHQPLGGASGQAIDVEIQAREIMHNKDNVTKIISNCTGRSYEQVQKDIDRDRYMSPIEAVEYGLIDGVIDRDSIIPLEPVPERVKSTLNYQEISKDPKKFLNPEIPDDEIY*

NbL17g17380.1 ATP−dependent_Clp_protease_proteolytic_subunit_4_chloroplastic−like [MW = 34.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01294 Ribosomal protein L13e

Protein sequence:
MKHNNVIPNGHFKKHWQNYVRTWFNQPARKTRRRAARQQKAVKIFPRPTAGSLRPIVHGQTLKYNMKVRAGRGFSLEELKAAGIPKKLAPTIGIAVDHRRRNRSLEGLQTNVQRLKTYKAKLVIFPRRAKKIKAGDSSAEELATATQVQGSYMPITREQPAVDLVRVTDEMKSFNAYGKLRIERTNARHIGARLKRAAEAEKEEKK*

NbL17g17340.1 60S_ribosomal_protein_L13−2 [MW = 23.58 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01055 Glycosyl hydrolases family 31

PF13802 Galactose mutarotase−like
PF17137 Domain of unknown function (DUF5110)

Protein sequence:
LNRLLFYNHTHFILHLFCFVTELLWFRFRRNPYMDKLQFPNSIIISPKSHIFGHSTSPCYANPRVSNGSLNNTSFLHCISLLTSRSTTCVHRLIRPKTVNKRSTGVSFVASKMARIDGRTAMSDARMGNMIFEPILEEGVFRFDCSADDRNAAFPSFSFVDPKVRETPIMSIHKVPSHIPTFECVMGQQVVNIELPPGTSFYGTGEVSGQLERTGKRIFTWNTDAWGYGPGTTSLYQSHPWVLAVLPSGETLGVLADTTHRCEIDLRQESSIRFICQQSYPVITFGPFASPIDVLVSFSHAIGTVFMPPKWALGYHQCRWSYVPDARVREIARTFREKKIPCDVIWMDIDYMDGFRCFTFAKESFPDPKSLVEELHQSGFKAIWMLDPGIKYEKGFFVYDSGSEADVWVQTADGRPFIGEVWPGPCVFPDFTQSKARSWWANLVKDFISNGVDGIWNDMNEPAVFKTVTKTMPESNIHRGDPEFGGCQSHSYYHNVYGMLMARSTHEGMKLANGNKRPFVLTRAGFVGSQKYAATWTGDNLSTWEHLHMSIPMVLQLGLSGQPLTGPDIGGFAGNATPRMFGRWMGVGSLFPFCRAHSEAGTNDHEPWSFGEECEEVCRLALERRYRLLPHIYTLFYLAHTRGTPVATPTFFADPKDPELRKHENSFLLGPILIYASTQRGEELGTIQHKLPKGTWLSFDFEDLHPDLPALYLLGGSIIPVGPLYQHVGQANPSDDLTLLVALDENGKAEGLLFEDAGDGYEYSEGGYLLTTYVAELQSSVVTVRISKTEGKWKRPNRRLHVRILLGKGAMLEAWGSDGEIVQVAVPSETDVSNLVSASEEKYRNRLESAKRIPEVETVSGHKGVELSRTPIVLKSGDWELQVVPWIGGRILSMNHIPSGTQWLHSRVEINGYEEYSGREYRSPGCTEGYSVIERDLEQEGELESLRLEGDIGGGVVMERYISLPKDNSKVFRIDSASVARGVGAGSGGFSRLVCLRVHPMFSLLHPTESYVSFTSINGSKHELWPESGEQVFEGDLRPKGEWMLVDRSLGLRLINRFNIDQVYKCMVHWGTRTVNLELWSEERPVSKESPLKISHEYEVQKIA*

NbL17g17250.1 neutral_alpha−glucosidase_C [MW = 124.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03055 Retinal pigment epithelial membrane protein

Protein sequence:
MDAFSSTFLSPLSQHPKSLLSPNYSPNTSPSPTLKVSSVSIEERPQTTTNTTRTKPQDKPTPLPYTPPKDTPKRLLPTKSITTKQTVEPSFPSVIFNAFDDFVNAFIDPPLKPSVDPKYILSNNFAPVEELPPTECEVVVGSLPPCLDGAYIRNGPNPQYLPRGPYHLFDGDGMLHSIKISQGKATLCSRYVKTYKYTIEREAGSPVIPSVFSGFNGLTASAARGAITAARAIAGQFNPTNGIGLANTSLALFGGKLFALGESDLPYAVKLAPDGDIITLGRYDFDGKLFMSMTAHPKIDPDTNEAFAFRYGPMPPFLSYFRIEPNGTKTPDVPIFSMTRPSFLHDFAITKKYAIFSDIQIGMNPLEFITGGSPVSCDSGKIPRLGVIPRDAKDESKMKWFDVPGFNIVHAINAWDEDDGDTIVMVAPNILSVEHTLERVDMIHASVEKVKIDLKSGMVSRHPVSTRNLDFGVTNPAYVGKKNKYVYAAIGDPMPRIAGIAKLDVSVAETDRRDCIVGCRLFGEGCFGGEPYFVAKDPNNPTADEDDGYVVSYVHNEKTGESRFLVMDAKSPNLDIVAAVKLPRRVPYGFHGLFVRETDLSKL*

NbL17g17190.1 probable_carotenoid_cleavage_dioxygenase_4_chloroplastic [MW = 65.96 kDa]
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1 122 243 364 485 607

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00005 ABC transporter

PF00037 4Fe−4S binding domain
PF04068 Possible Fer4−like domain in RNase L inhibitor, RLI

Protein sequence:
MSDQRLTRIAIVSADKCKPKKCRQECKKSCPVVKTGKLCIEVTPAAKIAFISEELCIGCGICVKKCPFEAIQIINLPKDLDKDTTHRYGPNTFKLHRLPVPRPGQVLGLVGTNGIGKSTALKVLAGKLKPNLGRFSNPPDWQEILTHFRGSELQNYFTRILEDNLKAIIKPQYVDHIPKAVQGNVGQVLDQKDERDMKEQLCVDLELNQVLDRNVGDLSGGELQRFAIAVVAIQNAEIYMFDEPSSYLDVKQRLKAAQVVRSLLRPNSYVIVVEHDLSVLDYLSDFICCLYGKPGAYGVVTLPFSVREGINIFLAGFVPTENLRFREESLTFKVAETPQEAAEEIETYARYRYPTMTKTQGNFKLKVAEGEFTDSQIVVMLGENGTGKTTFIRMLAGLLKPDVVEGSDTDIPEFNVSYKPQKISPKFQSTVRHLLHQKIRDSYMHPQFCSDVMKPLQIEQLMDQEVVNLSGGELQRVALALCLGKPADIYLIDEPSAYLDSEQRIVASKVIKRFILHAKKTAFIVEHDFIMATYLADRVIVYEGTPSIDCVANAPQSLLTGMNLFLSHLNITFRRDPTNFRPRINKLESTKDREQKSAGSYYYLDD*

NbL17g17060.1 ABC_transporter_E_family_member_2 [MW = 68.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01602 Adaptin N terminal region

Protein sequence:
MGSQGGFGQSKEFLDLIKSIGEARSKAEEDRIVINEIETLKKRIIEPDIPKRKMKEYIIRLVYVEMLGHDASFGYIHAVKMTHDDNLHLKRTGYLAVTLFLNEDHDLIILIVNTIQKDLKSDNYLVVCAALNAVCKLINEETIPAVLPQVVELLGHSKEAVRKKAVMALHRFFQKSPSSVSHLVSNFRKRLCDNDPGVMGATLCPLYDLIAADVNSYKDLVVSFVSILKQVAERRLPKSYDYHQMPAPFIQIKLLKILALLGSSDKKASEQMYTIVGDIMRKSDSTSNIGNAILYECICCVSSIHPNPKVLESAAEAVAKFLKNDSHNLKYLGIDALGRLIKIRAEIAEQHQLAVIDCLEDPDDTLKRKTFELLYKMTKTSNVEVIVDRMIDYMMSINDNHYKTEIASRCVELAEQFAPSNQWFIQTMNKVFEHAGDLVNLKVAHNLMRLIAEGFGEDDDTADTQLRSSAVESYLCIMGEPKLPSAFLQVICWVLGEYGTADGKYSASYITGKICDIAEAHSTDDMVKAYAVSALMKVYSFEIAAGRKVDMLPECESFIEELLASHSTDLQQRAYELQAVVGLDARAVENIMPMDASCEDIEVDRELSFLNGYVQESLNKGAQPYIPENARSGALTISSFRHEEQHGSSGHSLRFEAYELPKPSVPSRPSPVPLVFSTELVPVPEPTYHTEFHEAVAPKLSASGTGSSEIKLRLDGVQRKWGKQTYSSSSPSTSDSDTYKTQNGVTQRDVPSSLSSKTRDVSYESKRQQEDINPEKQKLAASLFGGASKSEKRPAGAGHKASRPNSHTTEKSHPEKTGPSDEGAAKASPQPPPDLLDLGEPTSISSATSVDPFKQLEGLLDLNEGTPAPGSSGDSAPDFMSLYGDTSFRGQNVMGTENLLSTAEFSHAPDRNGHGTGSTATNSTQLSKGPNLKDALEKDALVRQMGVTPTSQNPNLFKDLLG*

NbL17g17000.1 AP−4_complex_subunit_epsilon [MW = 105.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00732 GMC oxidoreductase PF05199 GMC oxidoreductase

Protein sequence:
MGQKNGYIFRKGSSIVVPEPEKKVELGTLSSNQMDSLTALCDTFLPSIDANSFSQNEAIDDPFTNFLKTSASMTGTPQHISWMICNRLQHPKLNLCKLALWLLSTRIGTLILCGKASLSSQFPYLQSFSRISPNKREEIVLSWSTSCFKLLRILFSAIKILVLLVFFTQVNEKSQNPSWKALGYSGPDPDFKKQNQGPQDEEEEEEQLFGPLYQGIISLKQSQKKAFERLQKLGISVSKHHNFNNTRRSTECPDFTIECDAVVVGSGSGGGVIAGILAKAGHKVLVLEKGSYLARTNLSLLEGPSMDQMYLGNGLLTSKDMDIMLLAGSTVGGGSTINWSASIQTPQHVLKEWSEKYKLELFQSEFYEGALKVVCEKMGVQSEIEDEGFQNMILRKGCQELGYQVETIPRNAQSDHYCGWCSMGCKDGKKKGTAETWLVDLVKSGNGAILPECEALEVIHVKKNDKSGKSKAIGVAFAFQNGKGVREICMVKSKVTIVACGALSTPSLLKKSGLKNPNIGRNLHLHPVVIAWGYFPDTPSDSNVLWPEADKKSYEGGIMTAMSKVVANFEGSGYGAIIQTPGLHPGMFSALMPWVSGLDIKMRMCKYSRTAYLLALARDKGSGEAFSPYSVTYKMDGIDEENLKLGLEKMLRILAAAGAEEIGTQHGKGRSLKVKDESLKEFERFVKEESSIKFGNHSVPICSAHQMGSCRMGVDPTTSVVNSKGETWEVEGLFLSDSSVFPTAIGVNPMVTVQAISYCTAQSVLQLLKNQKMG*

NbL17g16960.1 long−chain−alcohol_oxidase_FAO4A−like [MW = 84.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00327 Ribosomal protein L30p/L7e PF08079 Ribosomal L30 N−terminal domain

Protein sequence:
MTEMGEEVMGAVPVPESVLKKQKRSEEWALAKTQELEAAKKKSAENRKLIYNRAKQYSKEYEQQDKELIRLKREARLKGGFYVDPEAKLLFIIRIRGINAMAPQTKKILQLLRLRQIFNGVFLKVNKATLNMLLRIEPYVTYGYPNLKSVRELIYKRGFGKVDKQRIALTDNSVIEQVLGKHGIICMEDLVHEILTVGPHFKEANNFLWPFQLKAPLGGLKKKRNHYVEGGDAGNRENYINELIRRMN*

NbL17g16800.1 60S_ribosomal_protein_L7−2−like [MW = 28.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03372 Endonuclease/Exonuclease/phosphatase family

Protein sequence:
MLKSSIFLLPRFPLSSPSHRTICFTKMSITPVPLSPKFIPVETSEITSVSKSDGFKFSFVSYNILAQAYVKSALFPHSPAPSLKWKARSQAILTVLKSLGTDFLCLQELDEYDSFYKRNIESFGYSSIYVQRSGQKRDGCGIFYKQDCAELVIEEKIEYNDLVPSIQDDTASTDKEANLPAGGNKKLESKGVSSKNSQADHGDLNDPRIRLKRDCVGIMAAFRLKDPCQLIIVANTHIYWDPELADVKLAQARYLLSRLAQFKLLVSDKFDCSPSVVVAGDFNSTPGDQVYQYLISGSSLVETLPESSNDMPIPLCSVYASTKGEPHFTNCTPGFTGTLDYILFSPSGDIKPVSYLELPEPEASDVQGGLPNYYHPSDHLPIGAEFEIVH*

NbL17g16680.1 carbon_catabolite_repressor_protein_4_homolog_4−like [MW = 43.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03283 Pectinacetylesterase

Protein sequence:
MVNGSVQQWIYSLLLMSMSFRTEGLFVNITYLLSGVAKGAVCLDGSPPAYHHDKGFGTGVNSWLIQMEGGGWCNNVTTCLSRKNTRLGSSKQMVKQLAFSGILSNKPQFNPDFYNWNRVKVRYCDGSSFTGDVQAVNRITNLHFRGARVFLAVMEDLLAKGMKNAENAILSGCSAGGLTSILHCDSFKALLPMGAKVKCFSDAGYFINVKDISGAPHIEEFFGDVVRLHGSAKNLPLSCTSRLKPNLCFFPQNVVQHVRTPLFLVNAAYDSWQIKNILAPSVADPRGVWRNCKLDILRCSSKQLQTMQGFRLGFLRALYALGPSSSRGYFINSCYAHCQTEVQETWFRADSPKLANKTIAKALGDWFFDKNPFQKIDCPYPCDKTCHNRIFNPNVHPFDIDM*

NbL17g16660.1 pectin_acetylesterase_8−like [MW − SP = 42.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF12353 Eukaryotic translation initiation factor 3 subunit G

Protein sequence:
MAVEAINQPKLRWGELEDDAEDLDFLLPPKQIFGPDDNGVKKVVEYKFNAEGNKVKITTTTRIRKLANARLSKGAVERRSWSKFGDAVHEDVGARLTMVSTEEIILERPRAPGSKQDEAKSTGDSLAQIGKAGAVLMVCRTCGKKGDHWTSKCPFKDLAQPSDTFMDKPPSAEAPAAGAGPQKGAYVPPSMRGGGAERGSGGGTEMRRRNEENSVRVTNLSEDTREADLLELFHPFGHVSRVYVATDQKTGMSRGFGFVNFVNREDAERAINKLNGYGYDNLILRVEWAAPRTN*

NbL17g16590.1 eukaryotic_translation_initiation_factor_3_subunit_G−like [MW = 32.27 kDa]
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Peptide counts over 4 repeats

1 119 237 355 589

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00264 Common central domain of tyrosinase

PF12142 Polyphenol oxidase middle domain
PF12143 Protein of unknown function (DUF_B2219)

Protein sequence:
MASSSTLPLCANKTLSSSFTNTNSSFFAKPSQLFLHGKRNQNFKFSCNANSSETDKNLDAVDRRNVLLGLGGLYGAANLAPLATAAPIPPPDLKSCSKAHINDQEEVSYSCCPPIPSDMDSVPYYKFPSMPKLRIRPAAHAADEEYIAKYQLATSRMRELDKDPFDPLGFKQQANIHCAYCNGAYKIGGKELQVHFSWLFFPFHRWYLYFYERILGSLINDPTFGLPYWNWDHPKGMRIPPMFDREGSSLYDARRNQSHRNGTIIDLGFFGTEVQTTQLQQMTNNLTIMYRQMITNAPCPLLFFGQPYPLGTDPSPGMGTIENIPHTPVHIWVGSRPNENNVSHGEDMGNFYSAGLDPLFYSHHANVDRMWSEWKALGGKRRDLTNKDWLNSEFFFYDENRNPFRVKVRDCLDSKKMGFDYAPMPTPWRNFKPIRKSNPGKVNLSSVPPASKVFPISKLDRAISFSIDRPSSSRTQQEKNEQEEMLTFNNIKYDDSKYIRFDVFLNVDKTVNADELDKAEYAGSYTSLPHVHGDNATHVTSVTFQLAITELLEDIGLEDEDAIAVTVVPKTGGEEISIQGVEIKLVDC*

NbL17g16540.1 polyphenol_oxidase_E_chloroplastic−like [MW = 66.53 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00288 GHMP kinases N terminal domain

PF08544 GHMP kinases C terminal
PF10509 Galactokinase galactose−binding signature

Protein sequence:
MGTEESKKRPLVFAYYVTGHGFGHATRVVEVARNLILAGHDVHVVTGAPDFVFISEIQSPRLFLRKVLLDCGAVQADALTVDRLASLEKYSETAVVPRASILATEVEWLKSIKADFVVSDVVPVACRAAADAGIPSVCITNFSWDFIYAEYVMAAGNHHRSIVWQIAEDYSHCEFLIRLPGYCPMPAFRDIIDVPLVVRRLHKSRKEVRKELGIGEDVKVVILNFGGQPAGWKLKEEYLPTGWLCLVCGASESQQLPPNFIKLAKNAYTPDIMAASDCMLGKIGYGTVSEALAYKLPFVFVRRDYFNEEPFLRNMLEYYQGGVEMIRRDLLTGHWKPYLERAMTLNPCYEGGTNGGEVAARILQDTAYGKNYTLDKLSGPRRLRDAIVLGYQLQRVPGRDLCIPDWYANAENELGLRTGSPTAVTTENNSLADSYRQDFEILHGDILGLSDTPSFLKSLAGLDALVDSPTKRGKHSMRERKAAAGLFNWEEDIFVARAPGRLDVMGGIADYSGSLVLQMPIREACHVAVQKIHPSKQRLWKHALARQQAKGQGPTPVLQIVSYGSELSNRGPTFDMDLSDFLEGDEPITYEKSRQYFARDPSQRWAAYVAGTVLVLMKELGIRFENSISLLVSSAVPEGKGVSSSASVEVASMSAIAAAHGLNISPRELALLCQKVENHVVGAPCGVMDQMTSACGEANKLLAMVCQPAEVLGLVDIPGHIRVWGIDSGIRHSVGGADYGSVRIGAFMGREIVKSIASKLLSQSLSTNGNHTDESEDDGVELLEAEASLDYLCNLSPHRYEAMYAKMLPESILGESFVEKYTDHRDPVTTIDKTRNYGVRAAARHPIYENFRVKAFKALLTSVTSDDQLNALGELLYQCHYSYSDCGLGSDGTNRLVQLVQEMQHSKASKSGEGTLYGAKITGGGSGGTVCVIGRNSLKSSEQILEIQRRYKAATGYLPILFEGSSPGAGKFGYLRIHRRNPPKQN*

NbL17g16350.1 L−arabinokinase−like [MW = 108.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01092 Ribosomal protein S6e

Protein sequence:
MKFNIANPTTGCQKKLEIDDDQKLRAFFDKRISQEVSGDALGDEFKGYVFKIMGGCDKQGFPMKQGVLTPGRVRLLLYRGTPCFRGYGRRNGERRRKSVRGCIVSPDLSVLNLVIVKKGENDLPGLTDTEKPRMRGPKRASKIRKLFNLSKEDDVRKYVNTYRRNFTTKTGKKASKAPKIQRLVTPLTLQRKRARIADKKKRIAKAKSEAAEYQKLLASRLKEQREKRSESLAKKRSRLSAASKPSIAA*

NbL17g16320.1 40S_ribosomal_protein_S6−like [MW = 28.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00875 DNA photolyase PF03441 FAD binding domain of DNA photolyase

Protein sequence:
MNLNVMIKQPLSLTKLTTSSLSQLNHTLFKFSGSNMHSSFSGGGRATVQHVPELSPEEMDRVCEQTFQRYTTSASGLGKRKGKGVAIVWFRNDLRVLDNEALFRAWVSSEAILPVYCVDPTLFGTTHYFGLPKTGALRAQFIIECLTDLKRNLVKRGLDLLIQHGKPEEIIPSLAKAFKAHTVYAHKETCSEEVKVQKLVTRNLQEFVPPSSGGVGNEPRSLNATKLELVWGSTMYHIDDLPFGCESLPDVYTQFRKSVESKSRIRNCIRLPASLGPPPEVGDWGCVPQVTELGLQSEKVSKGMKFIGGESAALGRVHDYFWKKDLLKVYKVTRNGMLGPDYSTKFSPWLASGSLSPRFIYEEVKRYEKERQSNDSTYWVLFELIWRDYFRFLSIKQGNLLFHAGGPRKVDINWSQDQTMFDAWRRGQTGYPLIDANMKELDTTGFMSNRGRQIVCSFLVRDMGIDWRMGAEWFETCLLDYDPCSNYGNWTYGAGVGNDPREDRYFSIPKQAQNYDPEGEFVAYWLPELRALPREKRHSPGMMYLKPIVALKHGYTKKTGDSKMPYGSRRAKPEDNQHKGHGGRRTY*

NbL17g16290.1 cryptochrome_DASH_chloroplastic/mitochondrial [MW = 66.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MRIMGMKDGIWISVILGFLVLGKVYGIGANWGTQATHPLPPNIVVKLLKDNGIQKVKLFDADADIFKALSGSGIEVMVGIPNEMLYSLANSLGAAEKWVEKNISSFVSSNSVDIKYVAVGNEPFLSQFNGTFLSTTFPALQNIQAALIKAGLGNRVKVTIPLNADVYESSSEKPSTGDFRQDIHDLMVNIVKFLNDNGGAFTVNIYPFISLYNDPNFPADYAFFDGYSNAIDDNGKIYNNVFDANHDTLLWALQKNGYPNMSIIIGEIGWPTDGDNYANLKAAQRFNQGFMTHISGGKGTPMRPGPIDAYLFSLIDEDAKSIQPGNFERHWGIFYFDGTPKYNLSLAANNGGLVPASGVRYLARQWCVLLPSASLDDPQLADSVGYACSHADCTSLGHETSCADLDTRGNISYAFNSYYQENDQLPTACKFPNLSMVTNTDPSPPGGNCKFKIMIQASSPKNHKSNAFTSRPVNMMFLVIISLLSVL*

NbL17g16230.1 glucan_endo−13−beta−glucosidase_5−like [MW − SP = 50.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00490 Delta−aminolevulinic acid dehydratase

Protein sequence:
MASAAMMNSPCNIGSVKFEVAVKPSPNLLCARPSIRLNRRRVLTIRSSNEGHDNGSGSGPLRKMGLSDEECEAAVVAGNAPEAPPVPPKSAAPAGTPIGSSLPINRRPRRNRRSPAVRAAFQETNISPANLVYPLFIHEGEEDTPIGAMPGCYRLGWRHGLVEEVSKARDVGVNSIVLFPKVPDALKTSTGDEAYNENGLVPRAIRFLKDKYPDLVIYTDVALDPYSSDGHDGIVREDGVIMNDETVHQLCKQAVAQARAGADVVSPSDMMDGRVGAIRAALDAEGFQHVSIMSYTAKYASSFYGPFREALDSNPRFGDKKTYQMNPANYREALVELQADESEGADILLVKPGLPYLDIIRLLRDKSALPIAAYQVSGEYSMIKAGGVLKMIDEERVMMESLMCLRRAGADIILTYFALQAGRCLCGEKR*

NbL17g16140.1 delta−aminolevulinic_acid_dehydratase_chloroplastic−like [MW = 46.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MHCNQYLHLVLLVSVISTSSCVNAQLQWDFYRNSCPNVESIVRSAVEDKFKQTIVTAAATLRLFFHDCFIQGCDASIILRSSGNNTAEKDHPDNLSLAGDGFDTVIKAKAAVDNVPSCKNKVSCADILAMAARDVIALAGGPHYAVELGRRDGRMSSQTSVQNNLPHSNFDLQKLLPMFASRGLSIRHLIALSGAHTLGFSHCNQFSSRLYNFNSTHKVDPTIDVTYAKKLQEMCPQDALPGVVIPMDPDTPQLFDNTYYKNLQRGKGLFTSDQTLVTKRGSRRIVNIFASNKTAFERVFIAAMSKLGRFGVKTGNLGEIRKDCAVVN*

NbL17g16130.1 peroxidase_16−like [MW − SP = 33.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MILAGFSSAICTRPIVSFSNTIRGVHNHGRVACLATSVSSTSMTVARDDENELESQKYELLKIIQDTQRGLVTTADQRSIIEEAMVVVESFDAGKEIDLSKLDGTWRLQYTSASDVVILFESAARLPFFQVGQIFQKFECKSESREGLVRNVIKWSVPRLLEENEGATLVVSARFSCVSARNIYLKFEEISLQNINISEDLQAVIAPAILPRSFLSLQVLQFIRSFKAQVPVTSPERRSVGGLYYLSYLDNNMLLGRAVGGGGVFVFTRAQSLTF*

NbL17g15990.1 probable_plastid−lipid−associated_protein_10_chloroplastic [MW = 30.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14249 Tocopherol cyclase

Protein sequence:
MESIYDFSTISSISQPKKNLGFSWTVTNSATSVTNGKILSLTKFKNLCTFSSTLKLQCQKSRHACVVNAVAGADSSVEMTKEENREAVKPVYSSTPSNRPLRTPHSGYHFDGSSRKFFEGWFFKVSIPECRQSFCFMYSVENPAFPKKLSSFEELQYGPRFTGVGAQILGPDDKYICQYTQESSNFWGSRHELMLGNTFIAQNSARPPNKEVPPQEFNRRVVEGFQVTPLWHQGSIRDDERTDYTEIVKTASWEYSTRPIYGWGDVNSKQKSTAGWPAAFPVFEPHWQICMAAGLSTGWIEWDGQRYEFQNAPSYSEKNWGGAFPRKWFWVQCSVFEGAIGDVALTAGGGLRQLPGLSQTFENAALIGIHYGGIFYEFVPWNASINWEISRWGKWHIFGENKTHTVELEATAEDPGTTLRAPTDEMGLAPACRDTCFGDLRLRLWERKSNGSKGKVILDVTSNMAGLEVGGGPWFNTWKGKAEMPEIVTRAINVPVDLDGIFGLTPFLKPPGL*

NbL17g15960.1 probable_tocopherol_cyclase_chloroplastic [MW = 57.53 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00378 Enoyl−CoA hydratase/isomerase

PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain
PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MEIGNDGVAVITVHNPPVNALTLSALEELKRCYQEAIDSDTVKAIVLSGADGRFCGGLDISVVENVHKHGDISLLPDASIGLVVNKMENGKKPSVAAIQGFALGGGLELAMGCSARIATAKADLGLPELKLGVIPGCGGTQRLPRLVGTSKAVDMLMSSKTITSEEGKELGLIDAIVSSEELLTVARCWALDIVEGRQSHCNSLEKTDKLGPKDESLEILKSARQRYRAPHYSACLDVIEEGIISGGISGVLKEDKVFKELVLSNTAKGLLHIFLAERATSKVPGVTDIGLKPRRIEKVAVVGGGLMGSGIATALIMSNMNVVVKEINHEYLLKAVKSVEANLQGLVTRGQLNQDKMKKTLALLKGTLDYEDLKDVDMVIEAVNEVVSLKQSIFEDIEKVCSSDCIFASNTSTISLDVIGERTSSQDRILGIHLFSPAHMMTLVEIVRTENTSPQVIVDVIRFTKTMKKVPIVVKNCTGFAVNRSFFPYMQGPDLLANLGVDIFRIDRVITEFGMRLGPFQLQDLSGYGIFLAGVKEFVAAFPDRAFQSPLVQLMVENGREGKKNGKGYYTYKKGSKPEADPSVIQVVEESMRFTNIAPGGKPISVTDEEILEMIFFPVVNEACRVIEEGIVVRASDIDIASVHGFKYPSETGGIMFWADTIGSEYIYSKLKTWHEAYGDFYKPSTFLEQRAVKGLPLGGSC*

NbL17g15920.1 peroxisomal_fatty_acid_beta−oxidation_multifunctional_protein_AIM1−like [MW = 76.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10255 RNA polymerase I−associated factor PAF67

Protein sequence:
MAASYEYEDGGFQQQSDSSGYDPNFVPDSVKSFVVHLYRHIREKNVYEIHQMYESSFQTLSERMFKETPWPSVDAVAPYVDNDHVFCLLYREMWFRHLYARLSPTLKQRIDSWDNYCSLFQVVLHGVVNMQLPNQWLWDMVDEFVYQFQAFCQYRAKMKNKTAEEIALLKQYDQAWNVYGVLNFLQALVEKSTIIQILEREKEGLEEFTATDGYDYSGGSNVLKVLGYFSMIGLLRVHCLLGDYHTGLKCLRPIDITQQGVYTSVIGSHITTIYHYGFANLMLRRYVDAIQEFNKILLYIYKTKQYHQKSPQYEQILKKNEQMYALLAISLSLCPQVKLVEETVNSQLREKYGEKMARMQRYDDEAFALYDELFSYACPKFITPSAPSFEEPLVNYNQDAYRLQLKLFLYEVKQQQLLAGVRTFLKVYSTISLGKLANYMEVDEPTLRTILMTYKHKTHAVDSDGKITSNADVDFYIDEDMIRVVESKPAKKYGDYFLRQIVKLEGIMTDIDRIKLD*

NbL17g15860.1 eukaryotic_translation_initiation_factor_3_subunit_L−like [MW = 60.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MNMSQQSPSPSADRRLSVLARHLEPSSCATVESSIVAAPTSGNAGTNSVFSHIVRAPEDPILGVTIAYNKDSSPMKLNLGVGAYRTEEGKPLVLNVVRQAEKLLVNDRSRVKEYLSITGLADFNKLSAKLILGADSPAIQENRVTTVQCLSGTGSLRVGAEFLARHYHQRTIYIPQPTWGNHPKVFTLAGLSVKSYRYYDPATRGLNFQGLLEDLGSAPSGAIVLLHACAHNPTGVDPTIDQWEQIRRLMRSRGLLPFFDSAYQGFASGSLDTDAQSVRMFVADGGEVLVAQSYAKNMGLYGERVGALSIVCRNADVASRVESQLKLVIRPMYSNPPIHGASIVATILKERNMYHEWTLELKAMADRIIRMRQQLFDALRARGTPGDWSHIIKQIGMFTFTGLNSEQVAFMTKEYHIYMTSDGRISMAGLSSRTVPHLADAIHAAVARAR*

NbL17g15850.1 aspartate_aminotransferase_cytoplasmic [MW = 49.32 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

PF05383 La domain
PF08777 RNA binding motif

Protein sequence:
MDKTLNEETIKKVIRQVEFYFSDSNLPKDGFLKRTVDESDDGLVSLALICSFSRMRSHLGLGASKQEEISDDTIQAVAEALKASSFLKISEDGKRVGRVTELSKPEEVIEQIDVRTIAVSPLEYSVKLEDVESFFGQHGKVNSVRLPHHVADKRMFCGTALVEFAGEEDAANVVKQNLVYEGVELELKPKKDSDVERANEEKEVEHNRPHLGPNSKNNAKPEPDYPKGLIIAFKLKRKSSTEQNGNHQAAAESASAPETQGNKETTKDNVEVTEEKVSEDKDEDNNEKGDEKDAENGSGETDVQNPEAVEKSVESPTEEDDQAPAEEKLSIAACKDNKDIVMREDLKSVFQKFGTVKFVDFTIGSESGYIRFENEGAAQKARAAGVLAEEGGLTVKNFIAALDPVTGDAEKEYWSMFRNNQDKRRDFNKGNRGRGGRYNRGGKHSRPRGNDSGGRPNKFQKVRT*

NbL17g15830.1 la_protein_1 [MW = 51.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05670 NFACT protein RNA binding domain

Protein sequence:
MVFYFKARPESGDYTIFMGLDKYENEELIKYGFPEDIWFHVDKMSSAHVYLRLNKGQTFDDIPESVLEDCAQLVKANSIQGNKVNNVDVVYTPWQNLKKTASMDVGQVSFHNPKMVRTVKVEKRINEIVNRLNRTKVERKPDLKAEREAVNAAERAERKQQLREKKRREDMDRLEKERQAEMRSYKNLMVADKMTSNKDIASTNKSLQELEEDFM*

NbL17g15800.1 coiled−coil_domain−containing_protein_25 [MW = 25.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00830 Ribosomal L28 family

Protein sequence:
MAFRSREIMKKLVKNIGGEQNLASGVKQQLEKCVPKSKVVMGRAQRGLFAGRHIQFGNRVSEKGGNTSRRNWKPNVQEKRLFSYILDRHIRVKVTTHALRCIDKAGGIDEYLLKTPYHEMDTELGLFWKAKIEKLYEELGKMEVVFFTPEDEAKLEEQFREVKLEERAARREARRKMYGWSPKSELKADSEGTDGEGYLQSDFHEGMVANA*

NbL17g15610.1 54S_ribosomal_protein_L24_mitochondrial [MW = 24.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01196 Ribosomal protein L17

Protein sequence:
MTKFRKLNRPTGHRMSMLRTMVSQLVKHERIETTVAKAKEVRRLADNMVQFGKEGSLSAARQAAAFVRGDDVIHKLFTELAYRYKDRAGGYTRVLRTRIRVGDAAPMAYIEFIDRENELRQSKPPNPQPPQRPAMDPWTRSRLSRQFAPPKEEKSSDSDI*

NbL17g15510.1 50S_ribosomal_protein_L17−like [MW = 18.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13472 GDSL−like Lipase/Acylhydrolase family

Protein sequence:
MVGPQRPQFVLFGSSIVQISYSNGGWGSILSDIYARKADVILRGYYGWNSRRALQVLDQVFPKDAAVQPTLVIVYFGGNDSMGPHSSGLGPHVPLPEYTENMRKIATHLKSLSENIRIIFLSCPPVDEARVRENTSSYFSELVRTNELCRQYSDACIELCNEMNLKVVDLWTALQKREDWLTSCFTDGIHLAEAGSKIVVEEIIKVLKEAEWTPSLYWKSMPTEFAEDSSYDLVLADGKTTINPSEWTYHREIQWD*

NbL17g15420.1 GDSL_esterase/lipase_CPRD49−like [MW = 29.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17067 Ribosomal protein S31e

Protein sequence:
MASLLIGSLPMASNSMVPISPKLSFSHSHSIAGTVSITATPSSFSANSSSLPLIYCGRGDKKTAKGKRFNHSFGNARPRNKKKGRGPPRVVAPPAAPKRDPFDDGQVIKIEINE*

NbL17g15310.1 30S_ribosomal_protein_S31_chloroplastic [MW = 12.09 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00428 60s Acidic ribosomal protein

PF00466 Ribosomal protein L10
PF17777 Insertion domain in 60S ribosomal protein L10P

Protein sequence:
MAPKATKAEKKIAYDSKMCQLLDEYTQVLVAAADNVGSTQLQNIRKGLRGDSIVLMGKNTMMKRTIRVHAEKTGNNTILNLIPLLVGNVGLIFTKGDLKEVSEEVAKYKVGAPARVGLVAPVDVVVPPGNTGLDPSQTSFFQVLNIPTKINKGTVEIITPVELIKKGDKVGSSEAALLAKLGIRPFSYGLVVLSVYDNGSVFSPEVLDLTEDDLVEKFAMGVSMVTSLSLAISYPTLAAAPHMFTNAYKNVLAIAVETDYSFPLADKVKEYLEDPSKFAAVAAAPVAAAGSGAAPAAAKEEEKKDEPAEESDDDMGFSLFD*

NbL17g15230.1 60S_acidic_ribosomal_protein_P0 [MW = 34.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00412 LIM domain

Protein sequence:
MSFIGTQQKCKACEKTVYPVELLSADGVNYHKSCFKCSHCKGTLKLSNFSSMEGVLYCKPHFEQLFKESGNFNKNFQSPVKSAEKLTPELTRSPSKAAGMFSGTQEKCATCGKTAYPLEKVTVENQSYHKTCFKCSHGGCSLSPSNYAALNGILYCKPHFSQLFKEKGSYNHLIKSASMKRPAATVPDS*

NbL17g15030.1 LIM_domain−containing_protein_WLIM2b−like [MW = 20.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family

Protein sequence:
MALSAIATVTRHYGLCSPSSFSSPPLIHITRTRKLVTRRVSLPTTMSSFKPNSPPPQNQPSTENNLTAPYGSWKSPITADIVSGSSKRLGGFAVDSVGHLFWLESRPTESGRAVIVKEPGKPGEDPVDVTPTNFAVRTLAQEYGGGDFYISGDSLIFSNYKDQRLYIQSISSTGSAPLPLTPDYGGQSVCYADGVFDSRFNRYVTVREDKRESGINAITTIVSVNLSNNSAQEPRLLVGGNDFYASPRIDPKGERMAWIEWGHPNMPWDRSELWVGYISDNGDVQKRICVAGRDPILVESPAEPRWSSQGELFFVTDRKNGFWNIYKWVESSNEVLPVYSLNAEFTRPLWIFGMKSYDFLEHPSQNTLIACSYRENGNSYLGVLDISLGKISVLDIPFTDINNISSGVHSLYVEGSSAVHPSSIAKITLDDQREKVIDFKIMWSSSSISEMYTSYYSWPELMKFPTDIPGQSAYAYFYPPTNPNYQASHGEKPPLLMRSHGGPTAEARGCLNLSVQYWTSRGWAYVDVNYGGSTGYGREYRERLLGKWGIVDVNDCCNCAKFLVDSGRVDGERLCITGSSAGGYTTLAALAFKDVFKAGASLYGIGDLQLLRAETHKFESHYIDNLVGDEKAYFERSPINFVNRFSCPIILFQGLEDKVVSPDQARKIYLALKEKGFPVALVEYEGEQHGFRRAENIKFTLEQQMVFFARLVGHFEVADEITPVKIDNFD*

NbL17g14540.1 uncharacterized_LOC104238289 [MW = 81.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01419 Jacalin−like lectin domain

Protein sequence:
MSFENHGKQTSSFGPWGGENGLHWDDGIYSTIRQLEIAHGTGVDSLKVEYDKNGTSVWSEKHGGSGGAKTDKVRLNYPDEFLTCLHGYYGSLHERGPVFVRSLTFQSNKRTYGPYGVQQGTYFTLPISSGKVVGFHGKSGWYLDAIGVYVEPIHKSLPTNSIVQSQQRHSIVHSQQSVVQGFENYEYSMIQGSLGKNFDLIVAVRHKDENGNILPPTTLSRQTSASDHDSSSTGPNKKVATVVPAPIERVPSKSVKGVVTYCPWGGSGGSVFDDGIYDGVRQIYLSRNVGIVSIRACYEKNREPVWGSKNGGTGGFKTEKIIFDYPSEILTHITGYYGPAMIMGPNIIQSLTFHTTKGKHGPYGEEQGQQFSTKLKEGIIVGFHGRKGLFLDALGVHVLEGKVVSCLPPSPTQTSIKPSAASVPSLPAPAPPKSIKPDAAIVPSLPAPAPPKSIEPKPAFVTEVDDRPQWSFRLGKNGLTEEGVQRIVKDPAPYGPGPWGGDGGKPWDDGVFTGIKQIILTQSSEGICCIEIEYDRNGQSVWSVKHGANAGKCTNRVKLEYPHEVLTCITGFYGPISKDMGLKVIKSLTFHTTRRKFGPFGEELGTYFTSATTEGKVVGFHGRSGMYLDAIGVHMQHWLGNQKTSKHSLMKMFY*

NbL17g14340.1 jacalin−related_lectin_3 [MW = 71.29 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00400 WD domain, G−beta repeat

PF04053 Coatomer WD associated region
PF06957 Coatomer (COPI) alpha subunit C−terminus

Protein sequence:
MLTKFETKSNRVKGLSFHSKRPWILASLHSGVIQLWDYRMGTLIDRFDEHDGPVRGVHFHKSQPLFVSGGDDYKIKVWNYKLHRCLFTLLGHLDYIRTVQFHHEYPWIVSASDDQTIRIWNWQSRTCISVLTGHNHYVMCASFHHKEDLVVSASLDQTVRVWDIGALRKKTVSPADDILRLSQMNTDFFGGVDAVVKYVLEGHDRGVNWASFHPTLPLIVSGADDRQVKIWRMNDTKAWEVDTLRGHMNNVSCVLFHPRQDIIVSNSEDKSIRVWDATKRTGLQTFRREHDRFWILACHPEMNLLAAGHDSGMIVFKLERERPAFSVSSDSLFYVKDRFLRVYEYSTQKDTQLIPIRRPGSNSVNQGPRTLSYSPTENAILICSDTDGGSYELYVVPKDSYGRGDTVQDAKRGSGGSAVFVARNRFAVLEKSTNQVLVKNLKNEIVKKSLLPMATDAIFYAGTGNLLCRAEDRVVIFDLQQRIILGELQTSFVRYIVWSPDMESVALISKHSIIIADKKLVHRCTLHETIRVKSGGWDDNGVFIYTTLTHIKYCLPNGDCGIIKTLDVPVYITKIYGNTVFCLDRDGKNRPIIIDSTEYVFKLCLLRKRYDQVMSMIRNSELCGQAMIAYLQQKGFPEVALHFVKDERTRFNLALESGNIEIALESAKKIDEKDHWYRLGVEALRQGNAGIVEYAYQKTKNFERLSFLYLITGNLEKLSKMMKIAEVKNDVMGQFHDALYLGDVRERVKILENAGHLPLAYITATAHGLNDTAEHLAEELGDNVPSLPKGKKASLLLPPTPILGGGDWPLLMVTKGIFEGGLDIAGRGGQEEYEEAADADWGESLDIGEVENLQNGDISMVLGDEEGQEGNDDEEVGWDLEDLDLPPDTDTPKTTANARSSVFVTPTPGMPVSQIWVQKSSLAAEHAAAGNFDTAMRLLSRQLGVRNFSPLKASFIDLHVGSHTHLLAFSSTPVISVAIERGWSESASPNVRGPPALIFNFSQLEEKLKAAYKATTGGKFSDALRLFLSILHTIPLIVVESRREVDEVKELIVIVKEYVLGLQMELKRKELKDNPIRQQELAAYFTHCNLQIPHLRLALQNAMSICYKAGNLSSASNFARRLLETNPTNESQARTARQVLQAAEKNMRDVSQLNYDFRNPFVVCGATYVPIYRGQKDVTCPYCGSHFVLSQQGQLCTVCDLAVVGADASGLLCWPAQTR*

NbL17g14280.1 coatomer_subunit_alpha−1−like [MW = 137.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MESPFKSDILKGKVALLTGGGSGIGLEISTQFGKHGASVAIMGRRKTILDSAVSYLQSLGIPAIGFEGDVRKQEDAKRVVELTVKHFGKLDILVNAAAGNFLVSPEDLSPNGFRTVLDIDSVGTFTMCHEALNYIKKGGLGRNSTSGGIILNISATLHYTASWYQIHVAAAKAAVDAVTRNLALEWGTDYDIRVNGIAPGPIGDTAGMRKLVPDEINNKTREYMPLYKLGEKYDIAMAALYLASDAGKYINGTTIIVDGGLWLSRPRHLPKDAVKELSRTVEKRSRNAPVGVPSSKL*

NbL17g14160.1 peroxisomal_24−dienoyl−CoA_reductase [MW = 31.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00162 Phosphoglycerate kinase

Protein sequence:
MASATASHSLCGIPATSSSTTNKSIAPSSARFLAKTPPRGLGFAGAAADSLFTNHVATKLRSLKSSSKPVRGVASMAKKSVGDLTAAELKGKNVFVRADLNVPLDDNQNITDDTRIRAAVPTIKHLMANGAKVILSTHLGRPKGVTPKYSLAPLVPRLSELLGIQVVKAEDCIGPEVEKLVASLPEGGVLLLENVRFYKEEEKNEPEFAKKLASLADLYVNDAFGTAHRAHASTEGVTKFLKPSVAGFLLQKELDYLVGAVSNPKRPFAAIVGGSKVSSKIGVIESLLEKCDILLLGGGMIFTFYKAQGLSVGSSLVEEDKLELATSLLEKAKAKGVSLLLPSDVVIADKFAPDANSKIVPASAIPDGWMGLDIGPDSVKTFNDALDTTKTVIWNGPMGVFEFDKFAVGTEAIAKKLADLSGKGVTTIIGGGDSVAAVEKVGVASVMSHISTGGGASLELLEGKVLPGVVALDEADAPVAV*

NbL17g14140.1 phosphoglycerate_kinase_chloroplastic [MW = 50.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00581 Rhodanese−like domain

Protein sequence:
MASGLLSRSLFAPRFLKSSTFYKPQFFLSAFNKKPFYSQAAPTYFSYKVVGSVTCCAASSRVGTRPTFSTLAVSTNEPVVSVDWLHENLKEPDVKVLDASWYMPDEQRNPLQEYQVAHIPGALFFDVDGISDRTSNLPHMLPSEEAFAAAVSALGIENKDGVIVYDGKGIFSAARVWWMFRVFGHDRVWVLDGGLPRWRASGYDVESSASGDAILKASAASEAIEKVYQGQTVAPITFRTKFQPNLVWTLDQVRKNIEETTYQHIDARSKARFDGVAPEPRKGIRSGHVPGSKCIPFAQMLDGSYTLLSTDELKKKFDQEGISLDKPVITSCGTGVTACILALGLHRLGKTDVPVYDGSWTEWGAHPDTPVSTSEA*

NbL17g14120.1 thiosulfate/3−mercaptopyruvate_sulfurtransferase_1_mitochondrial−like [MW = 41.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01379 Porphobilinogen deaminase, dipyromethane cofactor binding domain PF03900 Porphobilinogen deaminase, C−terminal domain

Protein sequence:
MEKFATLNASNLSSASLLPIAFSSPCLKSAVLAQRSRVHVTRASIAVEQQAQTKVAVIRVGTRGSPLALAQAYETREKLIASYPDLAEEGAIQIVIIKTTGDKILSQPLADIGGKGLFTKEIDEALINGEIDIAVHSMKDVPTYLPEKTILPCNLPREDVRDVFISLTAGSLAQLPSGSTIGTASLRRKSQILHRYPSLNVLENFRGNVQTRLRKLNEGVVQATLLALAGLKRMNMTENVTSILPIEDMLPAVAQGAIGIACRTDDETMANYIASLNHEETRLAVACERAFLKTLDGSCRTPIAGYACRGEDGDCIFKGLVASPDGTRVIETSRKGPYTFEDMIRLGEDAGKELLAEAGPGFFGN*

NbL17g14000.1 porphobilinogen_deaminase_chloroplastic−like [MW = 39.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02410 Ribosomal silencing factor during starvation

Protein sequence:
MEVHSCIHPLSCTPSTGILVSGGRTEAKFAANPRKPHSLPLNFCNYVPFSSKDYDLGRSSSAEFSRMAIGSDVSEGTDDMFDDLLKKHGKVVYRRNDQNSATEEIDDDAESLSFAVAVAKVASDVKAGDIKVLFVKPLVYWTRFFIIATAFSRPQIDAIGTRIRDMAEVQYGRVASGDFKPNSWTLLDFGDVVVHIFLPQQREYYNLEEFYGNAAPIELPFENQQLRGSKGY*

NbL17g13990.1 protein_Iojap_chloroplastic [MW = 25.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01926 50S ribosome−binding GTPase PF06071 Protein of unknown function (DUF933)

Protein sequence:
MARMACSHLLPSMAVPLKSSIFNTSLRLSEPAHHIFLIKRRFSVAKISMSLRAGIVGLPNVGKSTLFNAVVENGKAQAANFPFCTIEPNVGIVAVPDTRLNVLSDLSKSKRAVPASIEFVDIAGLVKGASLGEGLGNKFLSHIREVDSILQVVRCFEDNDIVHVNGKVDPKSDIDVINLELVFSDMDQIEKRIEKLKKGRAKDSQAKVKEEAEKSALEKILPALMDGKPARSVSLSEFEKDSIKHLCLLTMKPVIFVANVAESDVAEPENNPHVKEVLQTASELNSGVVTISAQVESELSELPLEERIEYLKSLGVDESGLGNLIRETYGLLGLRTYFTSGEKETKAWTILEGMTAPQAAGVIHSDFEKGFIRAETVAYNDFVSAGSFAAAREKGLLRLEGKDYVVQEGDIMLFRFNV*

NbL17g13950.1 ribosome−binding_ATPase_YchF−like [MW = 45.68 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

PF00098 Zinc knuckle
PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MSVMIVTSLGEMVLDLFTDRCPLTCKNFLKLCKIKYYNGCLFHTVQKDFTAQTGDPTGTGSGGDSVYKFLYGEQARFFGDEIHLDLKHSKMGTVAMVSAGENLNASQFYITLRDDLDYLDGKHTVFGEIAEGLDTLNRINEAYVDEKGRPFKNIRIKHTYILDDPFDDPAQLSDLIPDASPEGKPKDEVEYDVRLEDDWVPMDEQLGIQELEEVLHAKEAHSRAVVLESVGDIPDAEIKPPDNVLFVCKLNPVTEDEDLHTIFSRFGTVTSAEIIRDFKTGDSLCYAFIEFEDKEACEQAYYKMDNTLIDDRRIHVDFSQSVAKLWSQYRRKDHMGKGRGCFKCGSLDHVAKDCTVDATKQQSNYVLKQDNKQRGGDGNSRYEMVFDEDAVRSPKGNKRGRYYEDGKHHENHNPKHRELDDDGVRKDRKRDGYERHRQEERSKDYRTEERYRGSVARPSVEQERDYSGRNDLDYRRNSDYDNHKSGRERPDHDKRHADKVRHRDKGNRRECEKRDQKDEVEYGGGHADEVRYRDNRNEGGYEKRQLDSRNRGRGEEQDRGKRGLEGDRAHDREREHDHDRHRDRARDRDRGRRN*

NbL17g13940.1 peptidyl−prolyl_cis−trans_isomerase_CYP59 [MW = 69.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14712 Snapin/Pallidin

Protein sequence:
MSNEVPEKQPCDTAEHDPTSVAVDGDDINSDRLNSALAKGLSTIISSIIREFDDSAAATSRSQDQLSSSLDRLTGELDKLLEDAPLPFIMQHAARISGVRKRITSLNSLLKSIQRRLDNIDHTLSAGLIHVNRGWWARPRESKQSSLTRSWRRFKSLSQCQ*

NbL17g13920.1 uncharacterized_LOC107785455 [MW = 17.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04725 Photosystem II 10 kDa polypeptide PsbR

Protein sequence:
MASTVMSLKPAAFSVEKTAVKGLPSLARSSSSFRVQASGVKKLKTDKPYGINGSMSLRDGVDASGRKPKGKGVYQFVDKYGANVDGYSPIYNTDDWSPSGDVYVGGTTGLAIWAVTLVGILAGGALLVFNTSALAQ*

NbL17g13870.1 photosystem_II_10_kDa_polypeptide_chloroplastic [MW = 14.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
MERKEGEETIIAENGKIVATPQKDGSICGFDSLHHLLQASLSPQLFQEVCRILLGLNCGKKVEPIALPQPVKSLSSEHDFDLQAFSFSADRESLRGPRIVRVGLIQNSISLPTTAPFLDQRRAIFKKLTPIIDAAGSSGVNVLCLQEAWTMPFAFCTREKKWCEFAESIDGESTQFLQEFAQKYNMVIVSPILERDVYHGETLWNTAVIIGNHGNIIGKHRKNHIPRVGDFNESTYYMEGNTGHPVFDTAYGKIAVNICYGRHHPLNWLAFGLNGAEIVFNPSATVGELSEPMWPIEARNAAIANSYFVGSINRVGTEVFPNPFTSGDGKPQHADFGHFYGSSHFSAPDSSCTPSLSRHKDGLLISEMDLNLCRQLKEKWGFRMTARYEVYADLLARYVKHDFEPQVISDPLLYKNA*

NbL17g13800.1 beta−ureidopropionase [MW = 46.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06747 CHCH domain

Protein sequence:
MPRRSSGRSAPRPAPRAAPRPAPAPAHHAPPPAPMQSSGGGSMLGGIGSTIAQGMAFGTGSAVAHRAVDAVMGPRTIQHETVASAVPAAAAAPTTVGAASDACGMHSKAFQDCINSSGSDIGKCQFYMDMLSECRRNSMLNA*

NbL17g13780.1 uncharacterized_protein_C6C3.02c−like [MW = 14.27 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 79 157 235 313 391

Protein length

Gel Slice

2.4 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 79 157 235 313 391

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSWWWSGAVGAAKRKIEQDDAPVQKYQSVALIIGVTGIVGNSLAEILPLSDTPGGPWKVYGVARRPRPSWNADHPIEYIQCDISNPEDTQSKLTLFSDVTHVFYVTWASRSTEIENCETNGKMFKNVLNAIIPNCPNLSHICLQTGRKHYHGPFELFGKVGHDTPHHEGLPRLPVHNFYYTLEDILFEEVKKKEKLTWSVHRPGLIFGFSPYSLMNIIASLCVYAAICKHEGLKLKFPGVKSAWDGYSDCSDADLIAEHQIWASVDPNAKNEAFDVSNGDVFKWKHLWGILAEEFEVEAEEFDENKKGWRLEEMMKDKGEIWDEIVKENGLVPNKLEQVGGWWFADIVLNDECPLDTMNKSKEHGFLGFRNSKNAFISWIDKIKAYKIVP*

NbL17g13730.1 3−oxo−Delta(45)−steroid_5−beta−reductase−like [MW = 44.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MSWWWAGAIGAAKKKFEEDDAPPKYQSVALIIGVTGIVGNSLAEILPLADTPGGPWKVYGVARRPRPSWNADHPIDYIQCDISNPEDTQSKLSLLTDVTHIFYVTWASRSTEVENSEINGKMFQNVLSVIIPNCPNLRHICLQTGRKHYLGPFELYGKVAHDSPFHEDLPRLDAPNFYYTLEDILFKEVEKKEGLTWSVHRPGTIFGFSPYSLMNIVGTLCVYAAICKHEGLPLKFPGVKPAWGGYSDCSDADLIAEHQIWAAVDPYAKNEAFNVSNGDVFKWKHFWKVLAEQFGVEATEFDEVNRCTLAEMMKDKGPVWDEIVKENGLTATKLEDVGVWWFVDLILAGDCPLDTMNKSKEHGFLGFRNSQKAFISWIDKVKAYKVVP*

NbL17g13720.1 3−oxo−Delta(45)−steroid_5−beta−reductase−like [MW = 43.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
FSSTLFQPEKSVLAKSKNKNVTMASSLLLSPLSSLTVTENRELGSGKSTFVSNPNLSFATSVHSRRPNGVRGYCYRSPVAKSLDHIPQKFRHENLNGGLLDNYKSAPQYLYGLSPSQMDMFMTEDNPARRQAESVTEDSISSANNYLSNGGMWSMSGMNDRGPSKYSMSVSMYRGGARGSGRPRTAPPDLPSLLLDARIVYLGMPIVPAVTELLVAQFMWLDYDNPSKPIYLYINSSGTQNEKMETVGSETEAYAIADTMAYCKSDIYTVNCGMAYGQSAMLLSLGKRGFRAMQPNSSTKLYLPKVSKSSGAVIDMWIKAKELDANTEYYLELLAKGIGKPKEEIEKDIQRPKYLRAQEAIDYGIADKIIDSRDNAFEKRVYDEILAQSRAMRKAGPGAQAAPSGFR*

NbL17g13670.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_1_chloroplastic [MW = 44.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03283 Pectinacetylesterase

Protein sequence:
MSKLFMGFWAAFFLFSKLVYSYEVEEEFFFNKTDGPFFDSVYETSAAAGGINPTPLMIGLTLIPGAAARGAVCLDGTLPGYHIHPGSGSGANSWLIQLEGGGWCNTVRNCVYRKTTRRGSSKFMEKQIPFTGILSNKAEENPDFFNWNRVKVRYCDGASFAGDSENKAAQLQFRGQRIWEAAMAELMSKRMRNAQQALLSGCSAGGLASILHCDEFRTLFPSSTKVKCLSDAGLFMDATDVSGGHALRNLYQGVVNVQGLQKTLPSTCTNKLDPTSCFFPQNLIGNIKTPLFLLNAAYDSWQVQSSLAPPVADPKGLWHDCKLNNEQCSASQIQFLQGFRNDMLNAVKGFAASTQNGLFINSCFAHCQSERQDTWFADDSPLIDNKPVALAVGDWYFDRAGVKSIDCAYPCDKTCHNLVFK*

NbL17g13420.1 pectin_acetylesterase_10−like [MW − SP = 43.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00759 Glycosyl hydrolase family 9

Protein sequence:
MYGRDPWGGALEINATDSATDDDRSRNLLDFDKAALSRNLDETQQSWLLGPTEQKKKKYVDLGCIIVSRKVFKWTLGCIVAAALIAGLVTLIVKTVPKHRHRSPPPDNYTLALRKALMFFNAQRSGKLPKHNNVSWRGSSGMQDGKSDDSTMFKNLVGGYYDAGDAIKFKTVPKHRHRSPPPDNYTLALRKALMFFNAQRSGKLPKYNNVSWRGSSGMQDGKSDDSTMFKNLVGGYYDAGDAIKFNFPQSFALTMLSWSVIEYSAKYEATGELSHVKDIIKWGTDYLLKTFNSSADTIDRIVAQVGKGDTSGGPDPNDHYCWVRPEDIDYPRPVTECHSCSDLAAEMAAALASASIVFKDNKVYSQKLVHGARTLFKFSREQRGRYSSGNEAAIFYNSTSYWDEFVWGASWLYYATGNTSYLQLATTPGIAKHAGAFWGGPDYGVLSWDNKLTGSQVLLSRLRLFLSPGYPYEDILSTFHNQTGIIMCSFLPYFSSFNRTKGGLIQLNHGRPQPLQYVVNAAFLATLYSDYLAAADTPGWYCGPNFYSTDVLREFALTQVNYILGKNPRKMSYVVGFGNRYPKRVHHRGASIPKNKVKYNCKGGWKWRDSSKNNPNTLVGAMVAGPDKNDGFHDVRTNYNYTEPTLAGNAGLVAALVALSGDKSVGIDKNTIFSAVPPMFPTPPPPPAAWRP*

NbL17g13300.1 endoglucanase_25−like [MW = 76.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07058 Microtubule−associated protein 70

Protein sequence:
MSEFVSGDGSEEFSYGENGGGNVRETTPLTVSASFKGSRRRTAVMRPSLDADEFLNLLHGSDPVKLELNRLENEVRDKDRELTEAQAEIKALRLSERLREKAVEELTDELSRVDEKLKLTESLLESKNLEIKKINDEKKASMAAQFAAEATLRRVHAAQKDDDMPPIEAILAPLEAELKLARQEIAKLQDDNKALDRLTKSKEAALLDAERTVQSALAKASMVDDLQNKNQELMKQIEICQEENKILDRMHRQKVAEVEKLTQSVRELEEAVLAGGAAANAVRDYQRKVQEMNEERKTLDRELARAKVTANRVATVVANEWKDANDKVMPVKQWLEERRFLQGEMQTLRDKLAVTERAAKSEAMLKEKYQLRLKVLEETLRSSSSATRSTPDGRSSSNGPARRQSLGGAENISKLTSNGFLPKRSPSFQLRSSGSSTVLKNAKGTSKSFDGGSRSLDKGKNLLNGTGPNFNSSKSCDVAKDNETENNSWKSSQVEKNSDTQVTEREDSIPGILYDLLQKEVIALRKAGHEKDQSLKDKDDAIEMLAKKVETLTKAMEVEAKKMRREVAAMEKEVAAMRVEKDHENRAKRFGNSRGPANSSQLLPGRNVARSGLTRNTQ*

NbL17g13110.1 microtubule−associated_protein_70−2−like [MW = 69.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01118 Semialdehyde dehydrogenase, NAD binding domain PF02774 Semialdehyde dehydrogenase, dimerisation domain

Protein sequence:
IFGRLRKGISCLNLEPPFSPPSLPAKMNTPALSVRHNHFLHGGATAIPRPRSITTSTSPFRVRMSLQENGPSVAVVGVTGAVGQEFLSVLSDRDFPYRSMKLLASKRSAGKSMKFEDRDYTVEELTEDSFVGIDIALFSAGGSISKKFGPLAAQKGTIVVDNSSAFRMYENVPLVIPEVNPEAMAHVKLGSGKGALIANPNCSTIICLMAVTPLHRCAKVKRMVVSTYQAASGAGAAAMEELVQQTREVLEGKEPTCNIFNQQYAFNLFSHNAPVQPNGYNEEEMKLVKETRKIWNDMDVKVTATCIRVPVMRAHAESVNLQFEKPLDEDTARDILKNAPGIIIIDDRASNRFPTPLEVSNKDDVAVGRVRRDVSQDGDYGLDIFVCGDQIRKGAALNAVQIAEMLL*

NbL17g13050.1 aspartate−semialdehyde_dehydrogenase−like [MW = 44.42 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00954 S−locus glycoprotein domain

PF01453 D−mannose binding lectin
PF07714 Protein tyrosine and serine/threonine kinase

PF08276 PAN−like domain

Protein sequence:
MIFCSKKKKTKLMITCNQNLQYVLINILVLYAFYFGLCIGICNITSTQYLRDPATLWCPGNIFKLGFFSPQNSSYRYVGIWYNFSETTVVWVANRDKPLKDSSGVVKISEDGNLVVMNGDQGTLWSSNISSTSHTTNSIAQLQGGNLVLLDNSNGRIIWQSYQHPSDTFLPKMKIPINSEKTREKTGLRSWKSPLDPSFGDFSSSITTNLPQLLIWKGKYPHWRSGQWNGQIFIGVKNMRSVHTGGYNVVDDEEGTVYLTGLADRKEAVRFTLEPNGNLVQSNWDENERNWKIPWLAITDDCDVYGTCGPFGSCNSLDSPICSCLRGFNPKNREEWEKGNWSSGCVRRKPLQCEEKKKTSKEDEFVKMEFTKVPDFAEWLPSKMEDECRSQCLRNCSCLAYAFDAGIGCMSWSRSLIDIQQFQRAGTTLYIRVAYSELDHPREIRLVAVLVIVSFLIVCIGVFVCWFWIPRRRGQIRFQLKRNHQLDGKKISLEENITTKVDLDDLPMFKFEVLAMSTDQFHENNKLGQGGFGPVYKGILADGKEIAVKRLSTASGQGMEEFMNEVLVISKVQHRNLVKLLGCCIEKEEKMLIYEYLPNKSLDVFLFDPTHKRILDLSKRLHIIEGIGRGLLYLHRDSRIKIIHRDLKPSNILLDNEFNPKISDFGMARIFKSNQDQAETRKVAGTYGYMAPEYAIKGTFSEKSDVFSFGVLLLEIMCGQKVASFWNEDIPLSLLGYAWELWKENNISKFIDPVIWDPDFELVLKRCIHICLLCVQEFARDRPTISTVLSMLSSEVTSLPAPLQPAFANFFEDNGGSVNYVTLTDLNGR*

NbL17g12900.1 G−type_lectin_S−receptor−like_serine/threonine−protein_kinase_At1g11330 [MW = 94.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05676 NADH−ubiquinone oxidoreductase B18 subunit (NDUFB7)

Protein sequence:
MEVQGSSKKMIATQAEMVEAKVPLSYRDQCAHLLIPLNKCRQSEFYLPWKCEDERHSYEKCEYELVMERMLQMQKIRQQQKGQQSIPLFPKTANA*

NbL17g12790.1 NADH_dehydrogenase_[ubiquinone]_1_beta_subcomplex_subunit_7−like [MW = 11.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13456 Reverse transcriptase−like

Protein sequence:
MKEETGFFVVKKGDLVGVYRNLSDCQTQVGSSICDPPVSVYKGYSMPKDTEEYLLSCGLKHAFYSIRAADLTEGLFGTLVPCPFQQPSSSKSGAPEHMPKKRSQEAMWSEYTDANGSAVISNDSLRKHIKLDLPKGDQALSSGRSCTLEFDGASKGNPGQAGAGAVVRADDGSLICRLREGLGIATTSVAEYRGFILGLKYAHSKGFTSIRAQGDSKLVCMQIQGLWKVKNKNISTLFQQAKQLKDRFLSFRIIHVLRESNCDADQQANLAVGLPDGHIQEEIEK*

NbL17g12650.1 uncharacterized_LOC109243108 [MW = 31.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MGLTFTKLFSRLFAKKEMRILMVGLDAAGKTTILYKLKLGEIVTTIPTIGFNVETVEYKNISFTVWDVGGQDKIRPLWRHYFQNTQGLIFVVDSNDRDRVVEARDELHRMLNEDELRDAVLLVFANKQDLPNAMNAAEITDKLGLHSLRQLSLVHPEHLCNFWRGTLRGA*

NbL17g12600.1 ADP−ribosylation_factor_2 [MW = 19.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00549 CoA−ligase PF02629 CoA binding domain

Protein sequence:
MARQATRLIANLSTKLNSSSPTPSASSSLWQQYRFFGSPPPPPAVFVDKSTRVICQGITGKNGTFHTEQAIEYGTKMVGGVTPKKGGTEHLGLPVFNTVAEAKAETKANASVVYVPPPFAAAAIMEAMEAELDLVVCITEGIPQHDMVLVKAALKKQSKTRLIGPNCPGIIKPGECKIGIMPGYIHKPGRIGIVSRSGTLTYEAVFQTTAVGLGQSTCVGIGGDPFNGTNFVDCLEKFVADPQTEGIVLIGEIGGTAEEDAAAFIKESGTQKPVVAFIAGLTAPPGRRMGHAGAIVSGGKGTAQDKIKALKEAGVTVCESPAKIGASMLDVFKQRGLV*

NbL17g12510.1 succinate−−CoA_ligase_[ADP−forming]_subunit_alpha−2_mitochondrial−like [MW = 35.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAAMASTTSTSRVPYPLPLSSVRCTLISSVNTTRSFPSSSSSLACKKLWLSTGTRGKPGFRTSSSSSTTLRIRCGGLREIKEDEFSDVVLKSDRPVLVEFVATWCGPCRLIGPAMESVAEVEYKEKITVVKIDHDANPKLIEEFKVYGLPTLILFKDGKEVPYSKREGAITKVKLKEYLDGLLKTVSIA*

NbL17g12450.1 thioredoxin_X_chloroplastic [MW = 20.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02996 Prefoldin subunit

Protein sequence:
MASGGGRTLEIEKMSVEQLKALKEQADLEVNLLQDSLSNIRTATTRLEIASNALHDLSIRPQGKKMLVPLTASLYVPGTLDDADKVLVDVGTGYFIEKTMTEGKDYCERKINLLKSNYEQLLDVATKKKSIADETGVILQAKLRQLAPPAR*

NbL17g12420.1 probable_prefoldin_subunit_5 [MW = 16.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13855 Leucine rich repeat

Protein sequence:
MARISHLPSAILLIFSLSLIQIVVVQCKTLKRDVKALNEIKASLGWRVVYAWVGDDPCGDGDLPPWSGVTCSTQGDYRVVTELEVYAVSIVGPFPTAVTNLLDLTKLDLHNNKLTGPLPPQIGRLKRLKILNVRWNKLQDVIPPEIGELKQLTHLYLSFNNFKGEIPKELANLPELRYLHLHENHFTGRIPPELGTLQHLRHLDVGNNRLVGTIRELIRIEGCFPVLRNLYLNNNYLTGGIPAQLANLTNLEILYLSYNKMTGVIPYSIAHIPKLTYLYLDHNQFSGRIPEAFYKHPFLKEMYIEENTFRPGVKPIGLHEVLELTDADFLV*

NbL17g12400.1 probable_leucine−rich_repeat_receptor−like_protein_kinase_At1g35710 [MW − SP = 34.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01245 Ribosomal protein L19

Protein sequence:
MWRSLSSQLRTLTPSLSPPKCNLFVTASVSSSSPISEIFRPSVALYLRHFSSDFGNASTKKEVELGNFESRLNLSVHSKHYSEESLASPYKVSRSCLSQDTTMVPNFPRRFLTTGATSVDKVPEDASSSLATPRIKFKRLDKQAAHIMQILDKEAVEEVKAQSPIPDIKPGYIVQLKVEVPENKRRVSIVKGIVIARRNAGLNTTFRLRRLVAGVGVENLFHLYSPNIKEMKVLDKKKVRRAKLYYLRDKMNALKKH*

NbL17g12290.1 50S_ribosomal_protein_L19−like [MW = 29.01 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF03483 B3/4 domain

PF03484 tRNA synthetase B5 domain
PF17759 Phenylalanyl tRNA synthetase beta chain CLM domain

PF18262 Phe−tRNA synthetase beta subunit B1 domain

Protein sequence:
FGVSLKNRSRQVFTPNTLPFFPSLSDFRPPPLFATMPTVSVGRDRLFEALGSTYTYEEFDELCFKFGIELEEATTEKAMQRKEKHLEEEATEDDGEIIYKIEVPANRYDLLCLEGLAQALRIFGGLDPIPTYKVADVGKESMLEMHVGKETSKIRPYVVCAVLRGVTFDESRYNSFIDLQDKLHQNICRRRTLVAIGTHDLDTIEGPFTYEALPPSEINFMPLKQTRNFRADELMEFYKSDLKLKKFLHIIENSPVYPVIYDCKRTVLSLPPIINGAHSAITLKTKNLFIECTATDLTKANVVLNTMVTMFSVYCERKFEVEPVKVTYPDGKSFVYPDLSIYKMNVPLSYITGIIGVQLPENEVASLLNKMQLRAVESVSENAEVKFVVSVPPTRSDVLHPCDVAEDVAIAYGYNEIPKRRPASLKPLPLSQFSDLIRSEIAMAGYTEVLTWILCSKKEISSMLNSEEDKSAVIIADSRTSEFEVVRTNLMPGLLRTVGHNKDHPKPMKIFEVGDVVLLDGTKDVGAVNRRHLAALYCGANSGFELIHGLVDRIMEATGTSFVSPGDCEGYYIERSEEPAFLQGRQAKIVYKGNRIGTFGIVHPKVFLLVFKLYTPSMQRIFYYHVT*

NbL17g12260.1 phenylalanine−−tRNA_ligase_beta_subunit_cytoplasmic [MW = 70.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHQFESKADAGASKTYPQQAGTIRKNGHIVIKGRPCKVVEVSTSKTGKHGHAKCHFVAIDIFTGKKLEDIVPSSHNCDVPHVNRTDYQLIDISEDGFVSLLTENGNTKDDLRLPTDDNLLTQIKDGFAEGKDLVVSVMSAMGEEQICALKDIGPK*

NbL17g12240.1 eukaryotic_translation_initiation_factor_5A−2 [MW = 17.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00163 Ribosomal protein S4/S9 N−terminal domain PF01479 S4 domain

Protein sequence:
MVHVAFYRNYGKTFKKPRRPYEKERLDAELKLVGEYGLRCKRELWRVQYALSRIRNAARMLLTLDEKDPRRIFEGEALLRRMNRYGLLDESQNKLDYVLSLTVENFLERRLQTLVFKTGMAKSIHHARVLIRQRHIRVGRQVVNVPSFMVRLDSQKHIDFSLISPFGGGRPGRVKRKNQKAAAKKASGGDGDEEDEE*

NbL17g12070.1 40S_ribosomal_protein_S9−2−like [MW = 23.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MCRDKRVSIFIAYIALLCLASNGTYAFEPEFGSTRVVFQTNYGDIEFGFYPSVAPKTVEHIFKLVRLGCYNTNHFFRVDKGFVAQVADVVGGRSAPMNEEQRAEAEKTVVGELSEVKHVRGILSMGRYDDPDSGTSSFSMLLGDAPHLDGKYAIFGKVTKGDETLRKLEQLPTRREGIFVMPTERITIQSTYYYDTNMEICEEERSLLKRKLSAAAVEIEKQRMKCFP*

NbL17g12060.1 peptidyl−prolyl_cis−trans_isomerase_CYP23 [MW − SP = 22.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01459 Eukaryotic porin

Protein sequence:
MVKGPGLYSDIGKKARDLLYSDYASDHKFTVTTYSSTGVAITSSGLKKGELFLADVNTQLKNKNVTTDVKVDTNSNVYTAITVDEPAPGLKTIVSFVLPDQKSGKVELQYLHEYAGISTGIGLTASPLVNFSGVAGNNTVALGTDLSFDTASGNFTKCNAGLSFSTSDLIASLALNDKGDTLSASYYHSVKPVTNTAVGAELTHSFSSNENTLTIGTQHLLDPLTTVKARVNSYGKASALIQHEWRPKSLFTVSGEVDTRAIEKSAKIGLAVALKP*

NbL17g12000.1 mitochondrial_outer_membrane_protein_porin_of_36_kDa [MW = 29.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGRGVSSGGGQSSLGYLFGSGEAPKSTPTNPQAVQSEAQPINKEPSPKPVAAAPLADATKQIPAGIQSIRADGQNTGNFITDRPSTKIHAAPGGGSSLGYLFGGGSS*

NbL17g11850.1 protein_SPIRAL1−like_1 [MW = 10.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
GLAEEVNEGILHAAFIPFGDIKDVKTPLDMATQKHRSFGFVTFLEREDASAAMDNMDGAELYGRVLTVNYALPEKIKGGEQGWAAQLIWADADTWFERQQQEEEMKRLQDEQRAAMQAAEELHRKKMAEERDGEKDEETNKQDDPMAMAEAEVLKQNATS*

NbL17g11810.1 peptidyl−prolyl_cis−trans_isomerase_E [MW = 18.12 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 73 145 217 289 360

Protein length

Gel Slice

4.4 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 73 145 217 289 360

Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MATATPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKTINVPEGFDYELYNRNDINRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKDINALEQHIKNLLCPSTPHFFNTLYDPYREGADFVRGYPFSMREGAATAVSHGLWLNIPDYDAPTQLVKPRERNTRYVDAVMTIPKGTLFPMCGMNLAFNRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGIKTGLPYIWHSKASNPFVNLKKEYKGIYWQEEIIPFFQAVTLPKECTTVQQCYVELAKQVKAKLSNVDSYFTKLAEAMATWIEAWDELNPTGENLAKLSISNDKTK*

NbL17g11800.1 alpha−14−glucan−protein_synthase_[UDP−forming]_2−like [MW = 40.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04909 Amidohydrolase

Protein sequence:
MGVVRVNSLEPLVWTPFPSLNSFNLPWVFVSSPRKHSRVRPLTSSKGDQRETQVMSKIIDSHLHVWASPEEAAEKYPYFPGQVPSLPGHVDYLLECMEEAGVDGALIVQPINHKFDHSYVTSVLKKFPSKFVGCCLANPAEDGSGIKHLEDLVLKDGYRAVRFNPYLWPTGEKQMTNEVGKALFSKAGELGVPVGFMCMKGLDLHLQEIEELCTEFPSTVVLLDHLAFCKLPNNDEERPSFSELLKLSRFPQVYVKFSALFRVSRNRYPYEDLSQVLAQLVSSYGAHRVMWGSDFPYVVPECGYKEAREAVHLLANQGHLPPSATEWILGKTIMQLFDGKWSSVVTC*

NbL17g11490.1 2−pyrone−46−dicarbaxylate_hydrolase−like [MW = 39.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MATFAFGATKIHSTRYFSLPNTYSTCGTSFNPVSLLFFKKNLAIDSAPNLFCHSLCSQKVLPQKIFHSQRILAMAVNVEKAAPRYAVVTGANKGIGFETVKQLANSGVTVILTARNEKRGMEATSLLNKQGFSNVVFHQLDVQDAQSIESLAKFIQTQYGRLDILVNNAGASGVVVDEATLKALNIDPVDWLAGKAANVVQVAMKTTYESAKLCLDTNYYGVKNVTEALLPLLQNSRSAKIVNVSSLRSELKRVPNEDRRKELGDIENLTEDKIEKILQKFLHDLKQDALEVNGWQIMLPAYSISKVSLNAYTRVLARRYPKICINCVHPGYVNTDINWHTGTMPVEEGAEGPVMLALLPDGGPTGCYFDRTVVAQF*

NbL17g11450.1 short−chain_dehydrogenase/reductase_2b−like [MW = 41.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
MASTTKITGVIATTFLLFLILVSSGEAQISPMGAASGPSMAMAPAAPSPGLDCLSVLVNMSSCLTFVEQGSNLSKPDKECCPELAGLVDSNPICLCQLLGDPDKLGVQIDISRALKLPNICSVETPPVSTCAALGIPVAAPTASDELAPALSPGGLASSPTTENNDKNAAQTMAFSKMNIVLGFGIMFFTTIF*

NbL17g11440.1 non−specific_lipid_transfer_protein_GPI−anchored_2−like [MW − SP = 16.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00736 EF−1 guanine nucleotide exchange domain

Protein sequence:
MAVTFSDLHTESGLNSVNDHLSGRTFISGDQLTKDDIKVYGAVLEQPSSDLYPNASQWYQAVSAKLASSFPGKAVGVRIGSQAAPAEAAPAKEAAKAADDDDDDDIDLFGEETEEEKKAAEAREATKASTKKKESGKSSILLDVKPWDDETDMKKLEEAVRSVQQEGLTWGASKLVPVGYGIKKLQIMLTIVDDLVSVDNLVEEHLTVEPINEYVQSCDIVAFNKI*

NbL17g11330.1 elongation_factor_1−beta−like [MW = 24.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MADQLTDDQISEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMINEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGFISAAELRHVMTNLGEKLTDEEVDEMIREADVDGNGQINYEEFVKVMMANRRRRRIEESKRGYSISQSNGRKSRKRDRCTIL*

NbL17g11260.1 calmodulin−7−like [MW = 20.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATNANSSPNNTATHNAIVKPMLLPEIGPDGIARESPVIAYTEKIIEEEQLQLRKYIDENYSKIRDVERELMNLNMEMKLTAGPKKAALELMRKKIEMSTERIRVARLKEEQARKAWEAASQAVKDEEATKQKLCEDLNSLVLESSNSQLARLEELKRRLEAMNPSRASTAPAPDQNPVEPVQSSRTQGVSSVKDTQQPSSGSSGNTSKEGNDRSSGAENGQNQLPSLAEARVKKKINLQGRGKGIGIVPKGRGSTAPGWTGAGFDVDGRS*

NbL17g11170.1 uncharacterized_LOC104119948 [MW = 29.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MAEKIQQSTQGQSFSLQDRVAIVTGSSRGIGKAIALHLASLGANVVINYSSNSTKADDVVTQINSTFNSSPRAIAVKANISDPDQVKSLFDSAKSAFQSPVNILINCAGVLDGKYPSILNTTLEDFDRTFEVNARGAFICCKEGASRIKRGGGGRIICLTTSLAAAFRPGYGAYTASKAAVEAMVKILAKELKGTGITANCVAPGPIATEMFYDGKTEEMIKRVIDECPHGRLGQTEDVAPVVGFLAADASEWVNGQIIRVNGGYI*

NbL17g10900.1 short−chain_type_dehydrogenase/reductase−like [MW = 28.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MKRMTLEEKIGQMTQIERKVATADVMKQNFIGSVLSGGGSVPAPKASAQVWTNMVDEIQKGSLSTRLGIPMIYGIDAVHGHNNVYGATIFPHNVGLGVTRDPDLVKRIGAATALEVRATGIPYAFAPCIAVCRNPRWGRCYESYSEDHRIVRSMTEIIPGLQGDLPAKSKNGVPYVGGKTKVAACAKYFVGDGGTLHGVDESNTVVSSNSLFSIHMPAYYDSLRKGVATVMVSYSSWNGRKMHANRDLVTAFLKDKLKFRGFVISDWQGIDRITDPPHANYSYSVQAGIMAGIDMIMVPENYREFIDSLTSQVKANIIPMSRIDDAVKRILRVKFVMGLFENPMSDPSLANQLGSQEHRELAREAVRKSLVLLKNGKTPSQPLLPLPKKAPKILVAGTHADNLGYQCGGWTIEWQGVAGNDLTIGTTILTAIKKTVDPSTQVVYQQNPDANFVKSNKFSYAIVVVGEVPYAEMFGDSSNLTIAEPGPSTISNVCGAVKCVVVVVSGRPVVLEPYVSKMDALVAAWLPGTEGQGVADALFGDYGFTGKLARTWFKRVDQLPMNFDDAHVDPLFPFGFGITTKPVKGY*

NbL17g10840.1 lysosomal_beta_glucosidase−like [MW = 63.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MASNRSESIPADAADSNGDRRKVALVTGITGQDGSYLTEFLLDKGYEVHGLIRRSSNFNTQRVNHIYIDPHNAHKARMKLHYADVTDASSLRRWLDTILPDEVYNLAAQSHVAVSFEIPDYTADVVATGALRLLEAVRSHISATGRSHIRYYQAGSSEMFGSTPPPQSEATPFHPRSPYAVSKCAAHWYTVNYREAYGIFACNGILFNHESPRRGENFVTRKITRAVGRIKIGLQSKLFLGNLQASRDWGFAGDYVEAMWMMLQQEKPDDYVVATEESHTVEEFLEVAFGYVGLNWKDHVVIDKRYFRPTEVDNLKGDSSKARKVLGWKPRVGFEQLVKMMVDEDVELAKREKVLVDAGYMDAQQQP*

NbL17g10520.1 GDP−mannose_46_dehydratase_1 [MW = 41.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01979 Amidohydrolase family

Protein sequence:
MEFCIRVQLLIPLVYVIALFPTIFAVVSASNEFCDATFAYGDSGCNVPPSVSPKILIKGGTVVNAHHKEVTDVYLEDGIIVAVQPNIKVGDGIKVIDATGMFVMPGGIDPHTHLAMEFMGSETIDDFFSGQAAALAGGTTMHIDFVIPINGSLSAGYEAYVEKAKRSCMDYGFHMAITKWDETVSEDMEIMVKEKGINSFKFFLAYKGSFMVNDELLMEGLKKCKSLGALAMVHAENGDAVYEGQKRMIELGITGPEGHTLSRPPVLEGEATARAIRLAGFVNTPLYVVHVMSIDAMEEIARARKSGQRVVGEPVVSGLVLNDSVLWDPDFHFAARYVMSPPIRAAGHGTALQGALAMGLLQVVGTDHCTFNSTQKALGIGDFRKIPNGVNGMEERMHLVWDTMVASGQISVTDYVRITSTECARIFNIYPRKGAILVGSDADIIILNPNSSFEISSKSHHYRTDTNVYEGWRGKGKVEITIAGGRIVWENDELKVVPGAGKYIEMPPFSYLFDGIDKADAKYLASLRAPVKRSTT*

NbL17g10510.1 dihydropyrimidinase [MW − SP = 55.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12999 Glucosidase II beta subunit−like PF13015 Glucosidase II beta subunit−like protein

Protein sequence:
MEIRAVSLLLLMCYALCLALIGRSESLHSKGFSPQDENYYNGLSSGAIKCKDGSKKFTKDQLNDDFCDCPDGSDEPGTSACPNGKFYCKNAGLIPLSIYSSRVNDRICDCCDGSDEYDGKTKCPNTCWEAGKVAREKLNKKIATYQEGATLRKKEVEEAKLAIAKEETELSKLNNEKKILKELVEQLKERKEQIEKAEEEERLKREKEEKDQKESENANVETTKSEEKTAVQEDAVNNDVHDKIGLLNGSPSDVVERPDEDMDKIEHDDQSHKDEIEQVPEDSQEKDTTENTESLSKEELGRVIGSRWLGKKSEQANEEVDAGTKSNYDSSDEGPTDTHEEEYHGYDSEDDEHKYEDDETEDPVEDLGGEDHDSSSSYKAESDDDSDFSDVTATSNPSWMEKIQRTMKSIFHSVNLFQTPVNISDAAHIRKEYDESSAKLSKVLSKISRLEKKLKQDFGPEKEFYSFYGQCFESKQNKYTYKICPFKEATQVEGYSTTRLGNWDKFEDSYRTLQFSSGDKCWNGPDRSLKVKLRCGLKNELTDVDEPSRCEYMAFLSTPALCLEEKLKELQDKLDMMNKEQPQSHDEL*

NbL17g10120.1 glucosidase_2_subunit_beta−like [MW − SP = 64.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01077 Nitrite and sulphite reductase 4Fe−4S domain PF03460 Nitrite/Sulfite reductase ferredoxin−like half domain

Protein sequence:
MTTSFGAAINIAVADDPKHQIQKFTGLKSTSNSLLLSRRLHVFQSFSPSNPSSIVRAVSTPAKPAAVEPKRSKVEIFKEQSNFIRYPLNEEILNDAPNINEAATQLIKFHGSYMQYDRDERGGRSYSFMLRTKNPGGEVPNRLYLVMDDLADEFGIGTLRLTTRQTFQLHGVLKKNLKTVMSTIINSMGSTLGACGDLNRNVLAPAAPFTKKDYMFAKQTADNIAALLTPQSGFYYDVWVDGEKVMTAEPPEVVKARNDNSHGTNFPDSPEPIYGTQFLPRKFKIAVTVPTDNSVDIFTNDIGVVVVSNEDGEPQGFNIYVGGGMGRTHRMETTFPRLAEPLGYVPKEDILYAVKAIVVTQRENGRRDDRRYSRLKYLLSSWGIEKFRSVTEQYYGKKFEPCHELPEWEFKSYLGWHEAGDGSLFCGLHVDNGRVKGAMKKALREVIEKYNLNVRLTPNQNIILCNIRQAWKRPITTVLAQGGLLQPRYVDPLNLTAMACPAFPLCPLAITEAERGIPDILKRVRAIFERVGLKYSESVVIRITGCPNGCARPYMAELGLVGDGPNSYQIWLGGTPNQTSLAKTFKDKVKVQDLEKVLEPLFFHWRRKRQSKESFGDFTNRMGSEKLGEFVEKWEGIPESSSRYNLKLFADRETYEAMDALASIQDKNAHQLAIEVVRNYVASQQNGKSMD*

NbL17g10110.1 sulfite_reductase_1_[ferredoxin]_chloroplastic [MW = 77.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF13865 C−terminal duplication domain of Friend of PRMT1

Protein sequence:
MAEAALNMSLDDLIKKNKTDTGGKRRGRGRGGASGPGPARRFPNRSANRAAPYSTAKAPEAAWNHDMFAAADQAFPFGQAGGDQAASSISTGTKLYISNLDYGVSNEDIKELFSEAGDLKRYAIHYDRSGRSKGTAEVVFSRRQDALAAVKRYNNVQLDGKPMKIEIVGTNIATPAAPAFNGAFGFGDTNGGPRTDQARSGGFGRSRGGRGRGRGFRGGSRGRGRGDRGEKVSAEDLDADLMKYHSEAMQTN*

NbL17g09950.1 THO_complex_subunit_4A−like [MW = 26.78 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 22 43 64 104

Protein length

Gel Slice

5.3 7.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 22 43 64 104

Pfam domains

Pfam Description
SP Sequon TM Domain PF15511 Centromere kinetochore component CENP−T histone fold

Protein sequence:
MSGRGKGGKGLGKGGAKRHRKVLRDNIQGITKPAIRRLARRGGVKRISGLIYEETRGVLKIFLENVIRDAVTYTEHARRKTVTAMDVVYALKRQGRTLYGFGG*

NbL17g09920.1 histone_H4 [MW = 11.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
MASSSSTKTLLSLSLFLTLCALSQATYSSLILTLVNNCPYTIWPAIQANAGHPVLERGGFALHTLTHRSFAAPATHWSGRIWARTGCSYAHGKFYCATGDCGGRIECDGLGGAAPATLAQFALHHGHADFSSYGVSLVDGFNIPLTVTPHEGKGQCPVVGCRAEILQTCPAVLQLRSHGGHGAVVGCKSGCEAFKTDELCCRNHFNSPQTCKGSSYSQFFKHACPATFTYAHDRPSLMHECSSPRELKVIFCH*

NbL17g09880.1 osmotin−like_protein [MW − SP = 24.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MRIINEPTAAAIAYGLDKKASSAGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKTSVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGVGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERARTKDNNLLGKFELSGIPPAPRGVPQINVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIERMVQEAEKYKSEDEELKKKVEAKNALENYAYNMRNTIKDDKISSQLPAADRKKIEDAIDEAIKWLDSNQLAEVDEFEDKMKELEGICNPIIAKMYQGGAGGATMDEDGPSVAGGAGNGSGAGPKIEEVD*

NbL17g09850.1 heat_shock_cognate_70_kDa_protein [MW = 52.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00831 Ribosomal L29 protein

Protein sequence:
MARIKVHELRGKSKTDLLAQLKDLKAELALLRVAKVTGGAPNKLSKIKVVRLSIAQVLTVISQKQKTALREAYKNKKYLPLDLRPKKTRAIRKRLTKHQASLKTEREKKKEMYFPIRKYAIKV*

NbL17g09630.1 60S_ribosomal_protein_L35−like [MW = 14.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00689 Cation transporting ATPase, C−terminus
PF00690 Cation transporter/ATPase, N−terminus

PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MGKGGENYGKRENIGGKSVSEKETFPAWSKDVKECEEKYEVDRNRGLSEDEVVKRRQIYGFNELEKHEGQSILRLILDQFNDTLVRILLGAAVISFVLAWLDGEEGGEKEITAFVEPLVIFLILIVNAIVGVWQESNAEKALEALKEIQSETACVIRDGKRISSLPAKELVPGDIVELKVGDKVPADMRVLSLISSTLRLEQGSLTGESEAVSKTTKVVPEDVDIQGKKCMVFAGTTVVNGNCICLVTQIGMDTEIGNVHLQIHEAAQNEEDTPLKKKLNEFGEALTAIIGVICALVWLINVKYFLSWEFVDGWPRNFKFSFEKCTYYFEIAVALAVAAIPEGLPAVITTCLALGTRKMAAKNALVRKLPSVETLGCTTVICSDKTGTLTTNQMAVSKLVAMGAKANTVRSFNVEGTTYDPFDGKIQDWPMGRMDSNLEMIAKIAAVCNDSGVENSGQHYIASGLPTEAALKVLVEKMGLPDGLRSNSSSSDKDGLRCSYTWNKIEQRIATLEFDRDRKSMGVITISPSGRKSLLVKGAVENLLERSSYVQLQDGSVVELDLSSRNHILQSLHEMSSKALRVLGFAYKEDLPEFSTYNGDEDHPAHELLLNPANYPSIESKLIFVGLAGIRDPPRKEVRGAIEDCRRAGIRVMVITGDNKNTAEAICREIGVFGSHEDISSRSLTGKEFMELANPKGHIRQSGGLLFSRAEPRHKQDIVRLLKEDGEVVAMTGDGVNDAPALKLADIGIAMGIAGTEVAKEASDMVLADDNFSTIVSAVGEGRSIYNNMKAFIRYMISSNIGEVASIFLTAALGIPEGLIPVQLLWVNLVTDGPPATALGFNPPDKDIMRKPPRRSDDSLISAWILFRYLVIGLYVGVATVGVFIIWFTHGSFLGIDLSGDGHSLVTYSQLANWGQCKTWDNFTASPFTAGSQVISFDKPCDYFVEGKVKAMTLSLSVLVAIEMFNSLNALSEDGSLLTMPPWVNPWLLLAMSVSFGLHFLILYVPFLAQVFGIVPLSLNEWLLVLAVALPVILIDEILKFIGRCTSGIRTSARRPTKPKEE*

NbL17g09530.1 calcium−transporting_ATPase_4_endoplasmic_reticulum−type−like [MW = 116.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13426 PAS domain

Protein sequence:
MEKQQNKQSPPLIPPLPRDPRGSLEVFNPSTYSISRPKNPVFRLSQPSWNNNWAEPELEPIKRSSSIPETEEESEPIVSNNNDIKEETIATSWMAIKDPIIITPISTSQLSSPITQTAVSPAAAASVDENGAAAQRAAEWGLVLKTDDETGKLKGVKVRNSGDDPNGKAENSRRNSGNSIRSSGEFSDDGAGKERGFPRVSEDLRDALSTFQQTFVVSDATKPDYPILYASAGFFKMTGYTSKEVIGRNCRFMQGSDTDPEDVAKIREALQSGSAYCGRLLNYKKDGTPFWNLLTIAPIKDDNGKVLKFIGMQVEVSKHTEGAKDKMVRPNGLPESLIRYDARQKEMASNSVTELLEVMKKPRARALSESTNRPLLRKSGGGTEQDRQDIMGISNKLNLQNKAPARRHSHAGTRTTNVQMEKINEIPDKKPKKPSRLSFIGIKKKGRSSTTTADDDFEARMTMDNDDDYDDDDESDNDGRPDSVDDKVRKKEMRKGIDLATTLERIEKNFVITDPRLPDNPIIFASDSFLELTEYSREEILGRNCRFLQGPETDPATVKKIRQAIDNQTDVTVQLINYTKTGKKFWNLFHLQPMRDQKGEVQYFIGVQLDGSQHVEPLHNSIPEDKATESAKLVKETAENVDEAVRELPDANSKPEDLWRNHSKVVHAKPHRKDSPSWQAIQKVLDSGEPIGLKHFKPIKPLGSGDTGSVHLVELCGTGQCFAMKAMDKSIMLNRNKVHRACAEREILDMLDHPFLPALYASFQTKTHICLITDYYPGGELFLLLDRQPTKVLKEDAARFYAAEVVVALEYLHCQGIIYRDLKPENVLLQSGGHISLTDFDLSCLTSCKPQLLLPEINQKKKHQKSQQNPIFMAEPMRASNSFVGTEEYIAPEIITGAGHTSAVDWWALGILLYEMLYGYTPFRGKTRQKTFSNILHKDLKFSGSIQVSLQGKQFMYRLLHRDPKNRLGSREGANEIKQHPFFRGVNWALVRCMNPPKLDAPQAEKEAKDINPEMEDLQTNVF*

NbL17g09400.1 phototropin−1−like [MW = 114.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00793 DAHP synthetase I family

Protein sequence:
MDSSTLLFNQLKTAEPFFLLAGPNVIESEDHILYMAKHLKDITSKLGLKFVFKSSFDKANRTSSKSFRGPGLAEGLKILEKVKATYDLPIVTDVHESIQCEAVGRVADIIQIPAFLCRQTDLLVAAAKTGKIINIKKGQFCAPSVMANSAEKVRLAGNQNVMVCERGTMFGYNDLIVDPRNFEWMREANCPVVADITHSLQQPAGKKLEGGGVASGGLRELIPCIARTAVAVGVDGIFMEVHNDPLSAPVDGPTQWPLRHLEELLEELVTLGVRELAKGSSSSKLISLHFVIRTQKFGYL*

NbL17g09360.1 2−dehydro−3−deoxyphosphooctonate_aldolase_1 [MW = 32.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MATARIVSLKALVHGVSAWSSHSQVLLRSRTLTSTVRAYSAATSPPSKAVVYDQHGSPAIVTRVTELPPVEIKENDVCVRMLAAPINPSDINRIEGVYPVRPPMPAVGGYEGVGEVHDVGSAVKGLSTGDWVIPSPPSSGTWQTYVVKEQTVWHKIDKRTPMEYAATVTVNPLTALRMLEDFVTLKPGNSIVQNGATSMVGQCFIQLARLRGIHSINIIRDRAGSDEAKEYLKKLGADEVYTESQLEVKNVRGLLGSISEPALGFNCVGGNAALLVLKFLKQGGTMVTYGGMSKRPITVSTSSFIFKELTLTGFWLQRWMSSDKAEECRSMIDYLLGLCRDGKLKYELEVAPFDDFHSALEKAMGKRGSQPKQVLKF*

NbL17g09290.1 probable_trans−2−enoyl−CoA_reductase_mitochondrial [MW = 41.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05873 ATP synthase D chain, mitochondrial (ATP5H)

Protein sequence:
MSGAGKKIADVTFKAGRTIDWEGMAKLLVTDEARKEFSNLRRAFDDVNSQLQTKFSQEPEPINWEYYRKGIGSRLVDMYKEAYESIEIPKFEDTVTPQYKPKFDALLVELKEAEQKSLKESERLEKEVAEVQELKKKLSTMTAEEYFEKHPELKKKFDDEIRNDYWGY*

NbL17g09070.1 ATP_synthase_subunit_d_mitochondrial−like [MW = 19.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MGKEKFHINIVVIGHVDSGKSTTTGHLIYKLGGIDKRVIERFEKEAAEMNKRSFKYAWVLDKLKAERERGITIDIALWKFETTKYYCTVIDAPGHRDFIKNMITGTSQADCAVLIIDSTTGGFEAGISKDGQTREHALLAFTLGVKQMICCCNKMDATTPKYSKARYDEIVKEVSSYLKKVGYNPDKIPFVPISGFEGDNMIERSTNLDWYKGPTLLEALDQINEPKRPSDKPLRLPLQDVYKIGGIGTVPVGRVETGVLKPGMVVTFGPTGLTTEVKSVEMHHEALQEALPGDNVGFNVKNVAVKDLKRGFVASNSKDDPAKGAASFTSQVIIMNHPGQIGNGYAPVLDCHTSHIAVKFAEILTKIDRRSGKEIEKEPKFLKNGDAGMVKMLPTKPMVVETFSEYPPLGRFAVRDMRQTVAVGVIKSVDKKDPTGAKVTKAAQKKK*

NbL17g08990.1 elongation_factor_1−alpha [MW = 49.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MKRCTLPFAFILLCCIFLLSSIFIARAEVITLTADTFNDKINEKDTAWFVKFCVPWCKHCKNLGTLWDDLGKAMEGEDEIEVGQVDCGTHKPVCNKVDIHSYPTFKLFYNGEEVAKYQGPRDIESLKIFALEEAEKAATKAEAGDDKEL*

NbL17g08980.1 protein_disulfide−isomerase_5−1 [MW − SP = 13.76 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 119 237 355 473 590

Protein length

Gel Slice

3.2 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 119 237 355 473 590

Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASANAISTASIIPSPSKQGALKNRRVNQLQGQKFSNRNAKNNRFVVKACAKEILFDQKSRSALQAGIDKLADAVGLTLGPRGRNVVLDEYGTPKVVNDGVTIARAIELPDAMENAGAALIREVASKTNDSAGDGTTTASVLAREIIKLGLLSVTSGANPVSLKKGIDKTVLGLIEELEKKARPVKGRDDIKAIASISAGNDESIGTMIADAIDKVGPDGVLSIESSSSFETTVHVEEGMEIDRGYISPQFVTIPEKLIVEFENARVLVTDQKISAIKDIIPLLEKTTQLRSPLLIIAEDVTGEALATLVVNKLRGILNVATIKAPGFGERRKALLQDIAIVTGAEYQATDLGLLIEGTPVEALGIARKVTITKDSTTIIADAASKDEIQARIAQLKKELSETDSVYDSEKLAERIAKLSGGVAVIKVGAATEAELEDRKLRIEDAKNATFAAIEEGIVPGGGAAFVHLSTCVPAIKDKLEDADEKLGADIIQRALVAPASLIAQNAGIEGEVVVEKVREAEWEMGYNAMTDKYENLVDAGVIDPAKVTRCALQNSASVAGMVLTTQAIVVEKAKPKVAAPAAPQGLTV*

NbL17g08910.1 ruBisCO_large_subunit−binding_protein_subunit_alpha [MW = 62.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
MAKSTFVLLLVVSVIVLFYTSAFAEAGEGDASAFVKKTVSSHSIVIFSKSYCPYCRKAKAVFKELKQKPYVVELDERDDGWSIQDALSEIVGRRTVPQVFINGKHIGGSDDTVEAYENGELAKLLGLSAKKDDL*

NbL17g08830.1 glutaredoxin−C4 [MW − SP = 12.08 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 147 293 439 729

Protein length

Gel Slice

3.6 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 147 293 439 729

Pfam domains

Pfam Description
SP Sequon TM Domain PF00704 Glycosyl hydrolases family 18 PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MTKHHFLFCVLFLALFQTSIASGIAIYWGQNGNEGTLNETCASGRYSYVNLAFLNIFGNGQTPEINLAGHCDPAGNGCAAVGPELKLCQNLGVKVMLSIGGGGGNYSLASTEEAKIFARYLWNTFLGGNSTFRPLGSAILDGIDFDIELGSSLYYDDLAKYLKDYGKIGKKVYLTAAPQCPFPDRLLGTALNTGLFDNVWVQFYNNPPCQYTPNNTDNIENSWIRWTSSLNATRIFLGLPAAPQAAGSGFIPADVLIREILPVIKKSSKYGGVMLWSRFWDEQSGYSASILEDLDPTRNGSATNVPSTSSIPPVLSPAPSPNLTPRSSDSSQRTSLKWWIWLIVAIGLTIFIGLSSLCYLLLRKGKAKVTALLLLNQTTNRAKRRKMDKKMSEEVQFYSFESLGIATNNFSLGNKLGEGGFGPVYQGKFSDGQEVAIKRLSTSSGQGVLEFKNEILLIAKLQHTNLVRLLGYCTQGEERVLVYEYMHNKSLDFFLFDTNKKERINWGTRFRIIEGVAQGLLYLHKYSRLTVVHRDLKASNILLDSNMNPKISDFGMARIFGQQESEANTKRIVGTRGYMSPEYALRGIVSTKTDVFSFGVLLLEIVSGKKNNSCYDSEHPLNLIGLAWELWREERALELLDGTLIESCSCDEVLRCIHVGLLCVQDYAKDRPSMSSVVSMLTNESRKPPPPPERPGFFIERGDQQAQRSEEAERYSINGLSISELKGR*

NbL17g08820.1 cysteine−rich_receptor−like_protein_kinase_10 [MW − SP = 78.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04551 GcpE protein

Protein sequence:
MAAGAVAASFTGLRSRENGVGFAKCVDFVRVSDVQRVKFRRIKVSVIRNANPGPETIELQPASEGSPLLVPRQKYCESIHKTVRRKTCTVMVGNVALGSEHPIRIQTMTTTDTKDVAATVEQVMKIADAGADIVRITVQGKKEADACFEIKNSLVQKNYNIPLVADIHFAPPIALRVAECFDKIRVNPGNFADRRAQFEQLEYTEEDYQKELEHIEEVFTPLVEKCKKYGRAIRIGTNHGSLSDRIMSYYGDSPRGMVESAFEFARICRKLDFHNFVFSMKASNPVVMVQAYRLLVAEMYVQGWDYPLHLGVTEAGEGEDGRMKSAIGIGTLLQDGLGDTIRVSLTEPPEEEIDPCRRLANLGKRAAEIQQGVAPFEEKNRRYFDFQRRSGELPAQKEGDEVDYRGVLHRDGSVLMSVSLDQLKAPELLYRSLAAKLVVGMPFKDLATVDSILLRELPPVDDKDSRLALKRLVDISMGVITPLSEQLTKPLTNVMVLVTLKELSGGAQKLLPEGTRLVVSVRGDESKDELEILKSTDVTMILHHLPYTEEKIGRVHAARRLFEYLSQNSLNFPVIHHIHFPNDTHRDDLVIGAGANAGALLVDGLGDGILLEAPDQDFDFLRNTSFNLLQGCRMRNTKTEYVSCPSCGRTLFDLQEISAQIREKTSHLPGVSIAIMGCIVNGPGEMADADFGYVGGAPGKIDLYVGKTVVKRGIQMEHATDALIQLIKDNGRWVDPPKEE*

NbL17g08580.1 4−hydroxy−3−methylbut−2−en−1−yl_diphosphate_synthase_(ferredoxin)_chloroplastic [MW = 82.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF02770 Acyl−CoA dehydrogenase, middle domain
PF02771 Acyl−CoA dehydrogenase, N−terminal domain

Protein sequence:
MHKLFVARSLTSALCKNQKQQQLAAFSTSLLFDDTQKQFKESVAQFAQENIAPHSEKIDKTNYFPQDVNLWKLMGDFNLHGITVPEEYGGLGLGYLYHCIAMEEISRASGSVGLSYGAHTNLCINQLVRNGSHEQKQKYLPKLISGEHVGALAMSEPNAGSDVVSMKCKADRVEGGYVLNGNKMWCTNGPTAQTLVVYAKTDVTAGSKGITAFIIEKGMKGFSTAQKLDKLGMRGSDTCELVFENCFVPEENILGQVGKGVYVLMSGLDLERLVLSSGPVGLMQACLDVVLPYVKQREQFGRPIGEFQFIQGKVADMYTSLQSSRSGVLCCHTSSISFSLLTLINNFMYLFVFIVHNRAYVYSVARECDSGNINTKDCAGVILIAAERATQVALQAVQCLGGNGYVNEYPTGRLLRDAKLYEIGAGTSEIRRMIIGRELFKEQ*

NbL17g08320.1 isovaleryl−CoA_dehydrogenase_mitochondrial [MW = 48.67 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 50 99 148 197 246

Protein length

Gel Slice

3.6 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 50 99 148 197 246

Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MNMMDSTPAKSSLMSPEADIQRTQYPYVTGTSIVGIKYKDGILLAADMGGSYGSTIRYKSVERLKSVGKHSLLGASGEISDFQEISRKLDELILYDNMWDDGNSLGPKEVHNYLTRMMYNRRNKFNPLWNSLVLGGVKNGQKYLGTVSMIGVHYEDDHVATGFGNHLARPILREEWHENLSYEEGVKLLEKCMRVLLYRDRSAVNKLQIAKITEEGVTVSQPYSLKTFWNFSAFQNPTVGAEGSW*

NbL17g08300.1 proteasome_subunit_beta_type−4−like [MW = 27.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF12848 ABC transporter

Protein sequence:
MVSDAAKKRDAQKKAAAAARRGGKGAAASSKTVATASKAAPETNGVDNLTNEVGHLHISDRNCTGVLCSHPLSRDIRIQSLSVTFHGHDLIVDSELELNYGRRYGLLGLNGCGKSTLLTAIGLRELPIPEHMDIFHLSREIDASDMSALEAVINCDEERLKLEKEAEALAGQDDGGGEQLERIYERLEAMDAATAEKRAAEILFGLGFDKKMQAKKTCDFSGGWRMRISLARALFMNPTILLLDEPTNHLDLEACVWLEESLKNFERILVVISHSQDFLNGVCTNIIHMQNKKLKLYTGNYDQYVQTRSELEENQMKQYKWEQEQIASMKEYIARFGHGSAKLARQAQSKEKTLAKMERGGLTEKVGRDSVLVFRFTDVGKLPPPVLQFSEVAFGYTPENLIYKNLDFGVDLDSRIALVGPNGAGKSTLLKLMIGDLFPTDGMVKRHNHLKIAQYHQHLAEKLDMDMSALQYMMREYPGNEEEKMRAAIGRFGLTGKAQVMAMKNLSDGQRSRVIFAWLAYRQPHMLLLDEPTNHLDIETIDSLAEALNEWDGGMVLVSHDFRLINQVAHEIWVCENQAVTRWEGDIMDFKKHLKKRAGLGE*

NbL17g08290.1 ABC_transporter_F_family_member_1−like [MW = 67.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MEKSGYGRDGIYRSLRPPLFLPKDQNLSMVSFLFRNVSSFPEKPALFDADSGQNLTFSQFKTIVSKISHGLIHQFGIKKNDVVLIFAPNSIQFPGCFFGVIALGAIATTVNPMYTVSELSKQIKDCKPKLIITVPELLDKISGFNLPILLMGHKKNSNFSGVTFTELVDKAGYVNLDNSGIKQSDTAALLYSSGTTGISKGVVLSHGNFIAASLMITADQDLKGEMHNVFLCVLPMFHVFGLAVIMYAQLQRGSAIVSMAKFDLEMILKSVDKYRVTHLWIVPPVVLALAKNPVVKKYNLTSLRNIGSGAAPLGKELMEECAKNFPQVVVLQGYGMTETCGIVAVESPYVGPRHTGSAGTLVPGVEAQIVSVDKLKPLTPGQLGEIWVRGPNIMQGYFNNPQATKLTIDNQGWVHTGDLGYFDEEGMLYVVDRIKELIKYKGFQVAPAELEGLLVSHPEILDAVVIPFPDAEAGEVPIGYVVRSPNSSLTEEDVQKFIADQVAPFKRLRKVTFVNSVPKSASGKILRRELIEKVRSKL*

NbL17g08240.1 4−coumarate−−CoA_ligase−like_7 [MW = 58.9 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 106 211 316 421 527

Protein length

Gel Slice

3.5 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 106 211 316 421 527

Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MAIDKIFKDEATEEKGERARMASFIGAMAIADLVKTTLGPKGMDKILQSTGRGHSVTVTNDGATILKSLHIDNPAAKVLVDISKVQDDEVGDGTTSVVVLAGELLREAEKLVNSKIHPMTIISGFRMASECARNVLEQKVVDNKQDAEKFRSDLMNIARTTLSSKILSQDKEHFANLAVDAVMRLKGSTNLEAIQIIKKPGGSLKDSFLDEGFILDKKIGVGQPKRIENAKILVANTAMDTDKVKIYGARVRVDSMAKVADLEAAEKEKMREKVQKIISHGVNCFVNRQLIYNFPEELFADAGILAIEHADFDGIERLGLVTGGEIASTFDNPESVKLGHCKLIEEIMIGEDKLIHFSGVEMGQACTIVLRGASPHVLDEAERSLHDALCVLSQTVNDSRVLLGGGWPEMVMAKAVDELAKKTPGKRSHAIEAFTRALLAIPTTIADNAGLDSAELIAQLRAEHHKEESNAGIDVISGSVGDMAELGISESFKVKQAVLLSATEAAEMILRVDEIITCAPRRREGM*

NbL17g08190.1 T−complex_protein_1_subunit_beta−like [MW = 57.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
NCFFVFVSMYNFHQPLINSFSLVGPQSSYLYSSLCVLLPSILQHFNSYHIIISTPLLPLKQSFLSTLIDYISSLFLIMALFLLSLLLLFLFNSSNAQGPPSPGYYPSSKVQSLGFSQGFRNLWGPQHQSLDQSALTIWLDKSTGGSGFKSLKNYRSGYFGTSVKLQPGYTAGIITSFYLSNNQDYPGNHDEIDIEFLGTTPNKPYTLQTNVYIRGSGDGNIIGREMKFHLWFDPTKAYHNYAILWDPNEIIFFVDDVPIRRYPRKNDATFPQRPMYVYGSIWDASSWATEEGRIKADYRYQPFVGKYNNFKIAGCTANENPWCGRSPSGSPSRAGGLSRQQIAAMLWVQRNYKVYDYCRDPRRDHTHTPEC*

NbL17g08130.1 xyloglucan_endotransglucosylase/hydrolase_protein_31−like [MW = 42.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00080 Copper/zinc superoxide dismutase (SODC)

Protein sequence:
MNLSYYIYEYNSKNMLKYINRKPIRKQPSKPKDKNFIQSCCSTPLTNIISLSMAAHTIFTTTSSSTNSLLFPITAPTTNSSPSLHSSFQGVSLNLKSKALQSLTLSAATAPKRLTVFAATKKAVAVLKGNSNVEGVVTLSQDDDGPTTVKVRITGLTPGLHGFHLHEYGDTTNGCMSTGPHFNPDGKTHGAPEDEIRHAGDLGNIVANADGVAEATIVDNQIPLYGPNSVVGRALVVHELEDDLGKGRHELSLTTGNAGGRLACGKKHTWFDSNMK*

NbL17g07970.1 superoxide_dismutase_[Cu−Zn]_chloroplastic [MW = 29.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01281 Ribosomal protein L9, N−terminal domain PF03948 Ribosomal protein L9, C−terminal domain

Protein sequence:
MASTATTCLLHNYSLAKSTNFETPKLSERTSILTIVAQKKAKKIRKIILKEDITQLGKKGELLDVKAGFFRNYLLPLGMAQIVTPTLLKEMKMEDERIEAEKQRVKEEALQLARIFETVGAFKVKRKGGKGKQIFGSVTAQDLVDIIKAQLQREVDKKIVSVPEIRETGEYVAELKLHQDVTARVRLTVFAN*

NbL17g07960.1 50S_ribosomal_protein_L9_chloroplastic [MW = 21.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4

Protein sequence:
MAPKSEKKPAEKKPVAAEEKKAEKAPAEKKPKAGKKLPEAGASGADKKKKRLKKSVETYKIYIFKVLKQVHPDIGISSKAMGIMNSFINDIFEKLAQESSRLARYNKKPTITSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTSS*

NbL17g07940.1 histone_H2B−like [MW = 16.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MHFDTIVGNSLTSNSSAPVVFGCSTSQTGDLTKPDRAIDGIFGFGQQGLSVIAQLSSQGVTPNVFSHCLKGSDGGGGILVLGQIVEPNLVYTPLVPSQPHYNLNLQSIALNGQTLPISPEVFETSSNRGTIVDSGTTLAYLAEEAYDPFINAINQAVSQNVRPLVTKGNQCYLTTSSVGDIFPTVSLTFAGGATMVLSAADYLIQQNSIGGAAVWCMGFQKIPGQGLTILGDLVLKDKIIVYDLAGQRVGWANYDCSQAVNVSATTSRGKTEYVNAGQIGNNSSPCSDSYKLLLSFILTSVLHVLVRGTNSIS*

NbL17g07830.1 aspartic_proteinase−like_protein_2 [MW = 32.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MKMAGRVDLDGNPIKPITICMIGAGGFIGSHLCEKLMSETPHKVLAVDVYSDKIKHLLEPATLPWADRIQFHRINIKNDSRLEGLIKMADLTINLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENGKRLIHFSTCEVYGKTIGAFLPKDSPLRQDPACYVLKEDTSPCIFGSIEKQRWSYACAKQLIERLVFAEGAENGLEFTIVRPFNWIGPRMDFIPGIDGPSEGVPRVLACFSNNLFRREPLKLVDGGESQRTFIYIKDAIEAVLLMIENPARANGHIFNVGNPNNEVTVRQLAEMMTQVYSKVSGESSIETPTIDVSSKEFYGEGYDDSDKRIPDMTIINRQLGWNPKTSLWDLLESTLTYQHRTYAEAVKQAMSKTTAN*

NbL17g07680.1 UDP−D−apiose/UDP−D−xylose_synthase_2 [MW = 43.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07876 Stress responsive A/B Barrel Domain

Protein sequence:
MADEFKHLVLVKFKEDVVVEDILKGLEKLAQEMDIVKSFVWGKDAESHEMLRQGFTHAFLMTFNNKDDYTTFVSHPNHVEFSATFSTVIDKAVLLDFPAISVKAPALA*

NbL17g07450.1 stress−response_A/B_barrel_domain−containing_protein_At5g22580 [MW = 12.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD PF00400 WD domain, G−beta repeat

Protein sequence:
MEEAAQNEKGNPPSTAVTAVEEMEDEPVIGPGPAPHVSKKRPLQFEQAYLDSLPSANLYEKSYMHRDVVTHVSVSGADFFISGSADGHLKFWKKKPIGIEFAKHFRSHLGPIEGLAVSADGMLCCTISNDKSLKIYDVVNFDMMSMIRLPFIPGCVEWVYKLGDVKAKLAVSDRNSSVVHIYDARAGTNEPIITKEIHLCPIKVMKYNHVFDTVISADDKGIIEYWSPATLQFPENVVNFRLKSDTNLFEIVKCKTAVSSIEVSPDGKQFSVTSPDHRIRIFWFRTGKLRRVYDESLEVAQDLQRTDVPLYRLEAIDFGRRMAVEKEIEKTEHAAQPNAVFDESSNFIIYATLLGIKVVNLHTNKVSRILGKVESNDRFLRIALYQGDRSSKKVRKIPAAAANANESKEPLIDPTLLCCAFKKHRIYLFSQREPEEPDDPTKGRDVFNEKPSADELLAVSDIGKSVTTSLPDNVVLHTSMGDIHMKLYPEECPKTVENFTTHCRNGYYDNLIFHRVIRGFMVQTGDPLGDGTGGQSIWGREFEDEFHKSLRHDRPFTVSMANAGANTNGSQFFITTVATPWLDNKHTVFGRVVKGMDVVQSIEKVKTDKNDKPYQDVKILNVTVPKS*

NbL17g07340.1 peptidyl−prolyl_cis−trans_isomerase_CYP71 [MW = 70.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
MKVIAAFLLAVLGGNASPSAADLKKILASVGAEADDDRVDLLLSQVDGKDITELIAAGREKLASVPCGGGGGVAVAAPAGGAAAAAPAAEEKKEEKKEEKEESDDDMGFSLFD*

NbL17g07330.1 60S_acidic_ribosomal_protein_P2A−like [MW − SP = 9.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MSYIMKHKLGWRGLFAGSYSYPKNTHPLPDKRKVQIKARRKKNKKAKEIQVKKMGSTAISTQQVFSNLPKITLLSYSSSSTSIRTGNGQCFWSRRRSAVPPRCCAATAAEVAAKENRQAVVKDGHDILEICRVLNGMWQTSGGWGRIDRNDAVESMLKYAEAGLSTFDMADHYGPAEDLYGIFINRVRRECPPELLETVRGLTKWVPPPVKMTRSFVVQNIDVSRKRMDVASLDMLQFHWWDYTNSGYLDALKHLTDLKEEGKIKTIALTNFDTERLRIILENGIPVVSNQVQHSLVDMRPQQKMAELCQLTGVKLITYGTVMGGLLSEKFLGTNLSIPFAAPPLNTPSLQKYKRMVDAWGGWSLFQELLRTLKTVANKHGVSIPTVAVKYILDQPTVAGSMVGVRLGLSEHIKDVNAVFSLVLDEEDIRSILQVTNKGKDLQKIIGDCGDEYRRA*

NbL17g07320.1 flagellar_radial_spoke_protein_5 [MW = 51.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDVDSQQTMEETILVGDDLMMGPPSPLIPPEIASHVLEGVDLCDGILRNLFLCLQINDIEPFCQDEIALYRQCAERRDKELRQRLQDSEQKLGLSMPLDQAKDRATQLESEVTLLERRLILASGAEGMDGFRQRWSLHGRLTDTKKRLEALKGGMENRKKDEPAEIEPAKKRWFFW*

NbL17g07310.1 uncharacterized_LOC109212815 [MW = 20.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00687 Ribosomal protein L1p/L10e family

Protein sequence:
MSKLQSEALREAISVIKNDCNEKKRKFTETIELQIGLKNYDPQKDKRFSGSVKLPHIPRPKMKICMLGDAQHVEEAEKIGLEYMDVESLKKLNKNKKLVKKLAKKYHAFLASESVIKQIPRLLGPGLNKAGKFPSLVSHQESLESKVNETKATIKFQLKKVLCMGVAVGNLDMEEKQIFQNVQMSVNFLVSLLKKNWQNVRCLYLKSTMGKTQRVF*

NbL17g07190.1 60S_ribosomal_protein_L10a−1−like [MW = 24.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00111 2Fe−2S iron−sulfur cluster binding domain

Protein sequence:
MSTVRLPSTCMFKAAPQTQKKSAFVKIPSSLGSVRSISMSFGLKADSGFRASANVYKVKLVCPDGTEHEFEAPSDTYILDAAEEAGVELPYSCRAGACSTCAGKIESGSVDQSDGSFLDDNQMKEGYLLTCVSYPTSDCVIYTHKEGDLY*

NbL17g07180.1 ferredoxin_root_R−B1−like [MW = 16.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04811 Sec23/Sec24 trunk domain PF04815 Sec23/Sec24 helical domain

Protein sequence:
MAVRATVSRFPGDQDALEESGLPWGVTVSPFASKDENGNPPVYGSDGHLLPRCENCWAYYNTYCEQEQWAWTCALCGTLNGLSSQAVTRYSLPESCPENLSSFIDLELPMDESEEMQARPVYVAAVDLASSEEFLELVKSALLAALEALGPGSLFGLATFSHKIGLYDVQGPIPVVKNVFIPHDSDSALSMELQDVMPLLSFLAPVDTCKDRIASALETLRPTTSWERTSGAGQGLDGVFLGGRGFGAAMEALFNYLGSEYGNTFALARVFAFLSGAPDIGAGQLDTRRYGEQYASKGEDADRALLPEQTPFYKDLAAVAVQSGVCVDIFAVTNEYTDLASLKFLSIESGGSLFLYTSSDDSTLPQDMYRMLSRPYAFNCVLRLRTSPEFQPSHSYGHFFPDPQYENVQHIICCDSFATYAYDFEFANNVGFSRHTSELPMVQIAFQYTVVVPPDELANVGSSSTTRTKHSLKRRLRIRTLQFGVAHSIHEIYDGVDSEVVLSLLVHKVILASLEQGVREGRMLLHDWLVILTAQYNDACKLIQSGHGGSTIVHIDVAFSQCPQLQPLPRLVFALLRNPLLRLHEEGVHPDYRIYLQCLFSGLEPSSLNRAIYPLLTSYASPDKQAYPRHSLSRAALITSGSPIFFLDAFTNLIVFYASTADPSLPFPPPQDCLLRTTINKLKQDRCITPKLTFIKGGQDDATSFENYLIEEQDVEGNGFTSVMGFVSFLEEINQSTLEYMK*

NbL17g07110.1 protein_transport_protein_SEC24−like [MW = 81.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00560 Leucine Rich Repeat PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MGSFLYITTLLLGIISAVQSCPPSDRAALLAFRAALNESSLGIFNTWQGYDCCHGWYGVSCDQLTHRVADINLRGESEDPLFQKAHKTGYMTGTISPAICKLERLSSLTIADWKGITGPIPSCVTSLPFLRIIDLIGNKLTGSIPSEIGRLSRLTVLNVADNNLSGRIPRSLTNLSSLMHLDLRNNRIFGTLPTNFGKLRMLSRALLSGNRLIGKIPYSISYIYRLSDLDLSLNKLSGTIPPSLGKMRVLATLNLDGNNISGTIPPTLINSRINILNLSKNSIEGYIPDSFDERSYFMVMDLSYNKLRGKFPKSISSATFIGHFDVSHNHLCGQIPAGSPFDHLEASSFTYNDCLCGKPLKPCR*

NbL17g06950.1 DNA−damage−repair/toleration_protein_DRT100−like [MW − SP = 37.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07944 Beta−L−arabinofuranosidase, GH127

Protein sequence:
MKSLIFFKLLKVLIFSMLFVCVLSKECTNTFTQLSSHTFRYDLLSSNNGTLKNEIFSHYHLTPTDDSAWSNLLPRKILREEDELNWIMMYRKIKNSGELKEIDGFLSEVSLHDVKLEPNSDYGVAQQTNLEYLLMLDVDKLVWSFRKTAGFETVGEPYGGWEAPNGELRGHFVGHYLSATAQMWASTHNDSLEEKMSAVVSVLSACQEHMGTGYLSAFPSELFDRFEAIEPVWAPYYTIHKILAGLLDQYTLAGNAQALRMTTWMVDYFYNRVQTVISKYTIERHWDSLNEETGGMNDVLYRLYRVTGDSKHLLLAHLFDKPCFLGRLAVKADDISGFHANTHIPIVVGSQLRYEITGDPLYKEIGMFFMDILNSSHSYATGGTSVNEFWSDPKRLASTLNTENEESCTTYNMLKVSRHLFRWTKEMAYADYYERALTNGVLSIQRGRDPGVMIYMLPLHRGGSKARSYHGWGSPFNDFWCCYGTGIESFSKLGDSIYFEEKGNSPGLYIIQYISSSLDWKSGQVLVSQSVEPVVSWDNRFRVTITVSSKGSASSTLNLRIPSWTDSTSAKASLNGEDLSLPPPGNFLTITRSWGSGDIITLELPMSLRTEPIKDDRPEYASIQAILYGPYLLAGHSSGDWDIESKSASSLSDLITPVPADYNSHLISLAQESDNGTFVLTSTNHSIQMEMYPEPGTDSALSATFRLISTDKESIDLSKPQDFVGKLVMLELFDFPGMFIAHQGQEQSLHITQSSDGDGSWFRLVAGLDEKDGTVSLESDAQNGCYIYSGVDYKDISSIKLYCNSESLDSEFKQAASFKLGNGITKYHPISFVAKGAMRSFVLAPLLSFRDESYTVYFNVW*

NbL17g06930.1 uncharacterized_LOC109227436 [MW − SP = 94.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MAEGEDIQPLVVDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDYLMKILTERGYMFTTSAEREIVRDVKEKLAYVALDFEQELETAKSSSSVEKSYELPDGQVITIGAERFRCPEVLFQPSLIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWISKAEYDESGPAIVHRKCF*

NbL17g06820.1 actin−104 [MW = 41.72 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF08492 SRP72 RNA−binding domain

PF13432 Tetratricopeptide repeat
PF17004 Putative TPR−like repeat

Protein sequence:
ILFPFSLRFLPIELMHPPLYVFQRLCVLLSDEIYSRRRRRSRIASQMAPKPKEKPKASAATAAISVEDLFTSLNRHIQRSEFEQAVKVSDQIIAAAPGDEDAIRCKVVALVKGDCIEEALVAINEFSKMASSVDLSFFKAYCLYRQNKLDEALESLKGHEGSDESMLLESQILYRLGKMGASVDIYQKLQKSKIDSLEINLIAGLVSAGRASEVQGTLDSLRVKATSSFELAYNTACSLIEREKYKDAEQLLLSARRIGQEALMEENFADDDVEIELAPIAVQIAYVQQILGNTQEAVAAYTDLVKRNLADDSSLAVAVNNLIALKGPKDVADGLRKLDKLIEKSDGPEKFQLARGLDLKLSQKQREAIYTNRVLLLLHSNKMDQARELVGALPGIFPISLMPVLLQAALHVRENKAAKAEEILGQYADKFPDKSNIILLARAQVAAAAGHPQIAADSLAKIPDIQHKPATVATLVSLKERAGDIDGADAVFDCAIRWWSNAMTEDSKLNIIMQEAAAFKLRHGRKEDAARLYEELVKSHGSIEALVGLIQTAAHGDVEKAEAYEKKLKPLPGLKAIDVDSLEKTSGAKHAEKGPTAAVTEIYEAKNKDKAKKKRKRKPKYPKGFDPANPGPPPDPERWLPKRERSSYRPRRKDKRAAQIRGSQGAVAKEAASSSDAKSNQPANPKGASQNAGTEQPKASSKSRKKSRK*

NbL17g06660.1 signal_recognition_particle_subunit_SRP72−like [MW = 77.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02338 OTU−like cysteine protease

Protein sequence:
MKAGFLKMEDTPKVEDLLPEGPTDSASEKIPETLEEMLSRHRKEISQLQDKEIAMKKAAAKGSKAEQKAKKKQVDEEVAKLSANLKERHAGELSSLGYSGGSNSGKEKGNLDTLVKAIAGVSVGGQTDHSKPSKSVKRREKRAQQEAAREQRIQEEQSSIVSDRVIENEKLDSKLEPLGLMVNEIKPDGHCLYRAVENQLAIRSGGSSPYTYLELRQMVAAYMRKHATNFLPFFLSENVEGGESDDSLVERFENYCGEVESTAAWGGQLELGALTHILKKHIMIFSGSFPDVEMGKEYKSDNGSGSSTSSIMLSYHMHAFGLGEHYNSVVPSSA*

NbL17g06570.1 OTU_domain−containing_protein_6B−like [MW = 36.71 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00534 Glycosyl transferases group 1

PF00862 Sucrose synthase
PF05116 Sucrose−6F−phosphate phosphohydrolase

Protein sequence:
MAGNEWINSYLEAILDVGPPINDPKSSSLLLRERGRFSPARYFVEEVITGFDETDLHRSWVRASSIRDSQERNTRLENMCWRIWNLTRKKKQLEGEEAQRVAKRHRERERARREAIVDMSDLSDGEKVDMVGDLSAHGDSVRGRMSRVSSVDAMANWANQYMEKKLYIVLISLHGLIRGENMELGRDSDTGGQVKYVVELARALGVMPGVYRVDLLTRQVSAPDVDWTYGEPTEMLNLIDSSDTMHEVGESGGAYIIRIPFGPKDKYVPKELLWPHIPEFVDGALSHIVQMSKVLGEQTGSGQPLWPVVIHGHYADAGESAALLSGALNVPMVLTGHSLGRDKLEQLLKQGRQPKEEINATYKIMRRIEAEELSLDVSEMIITSTQQEIEEQWNLYDGFDPKLERKLRARMKRNVSCYGRFMPRAMVIPPGMEFHHIVPHEGDMDGETEGNEHNVGNADPPIWLEVMRFFTNPHKPMILALARPDPKKNLITLVKSFGECRQLRELANLTLVMGNRDVIDEMSGTNSSVLVSILKLIDKYDLYGQVAYPKHHKQSDVPEIYRLAAKSKGVFINPAFIEPFGLTLIEAAAHGLPIVATKNGGPVDIHRVLDNGLLVDPHDQHSVADALLKLVADKQLWARCRGSGLRNIHLFSWPEHCKTYLARVMSCKQRQPRWQRNEDESSDSEPDSPGDSLRDIKDLSLSLKLSLDGDKNEKSGTSVTALDFVENASNKKSQLDDVVSPLPVSRSMEKAEQSKFSLSRRRKLVVIAADCDTVAGLADITKIITETVKKDNSDSHCGFILSTALNITEVQSFLELAKFKSHDFDAYICNSGGEVYYPCLNSEEKSPGPPFTVDSDYQSHIDYRWGGEDLRKTIIRWADSLNDKVKNNAEIAIKEIDSASSHCYSFRINDQSLVPPVKEVRRLLRIQALRCHAIYCQSGSKLNVIPVLASRTQALRYMFIRWGINLSNLVVFVGESGDTDYELLLGGIHKTVILKEVCSDASKVHSNRNYPLEHVLPAKNPSIVECGCCSNEDINVALNNLGFL*

NbL17g06500.1 probable_sucrose−phosphate_synthase_1 [MW = 117.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00957 Synaptobrevin PF13774 Regulated−SNARE−like domain

Protein sequence:
MAILYALVARGSVVLAEYSTTSTNASVIARQILEKIPGNNDSNASYSQDRYIFHVKRTDGLTVLCMADEVAGRRIPFAFLEEIHQRFVRTYGRAVLSAQAYAMNDEFSRVLSQQIEYYSSDPNADRINRLKGEMSQVRNVMIENIDKVLERGDRLELLVDKTANMQGNTFRFRKQARRFRSTVWWRNVKLTVALIFLLLVIIYVILAFVCHGLTLPTCLK*

NbL17g06470.1 vesicle−associated_membrane_protein_711 [MW = 25.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain

Protein sequence:
MFAAENGLKGDSRLQGISQAIRVVPDFPKPGIMFQDITTLLLNHKVFKDTVDIFVDRYKEMDISVVAGIEARGFMFGPSVALAIGAKFVPLRKPGKLPGKVIAESYELEYGKDCLEMHVGAVQQGDKAVILDDLVATGGTLSAAIKLLERMGAEVVECGCVIGLPEVKGQSRLKGKPLYILVEPRELEDF*

NbL17g06440.1 adenine_phosphoribosyltransferase_5−like [MW = 20.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00430 ATP synthase B/B' CF(0)

Protein sequence:
MANMIMASSKVLITCSSSPRTKLSLPQIPIPKLPFPKLPKSPLTLSLPSNFKSISVILASSLAFAPPSLAEEIEKASLFDFNLTLPIIMAEFLFLMFALDKLYFSPLGKFMDERDSAIKEKLNSVKDTSAEVKQLEDQAAAIMKAARAEISAALNKMKKETQLEVEQKIAEGRKKVEAELQEALASLDRQKEETIKSLDSQIAALSDEIVKKVLPVSN*

NbL17g06410.1 ATP_synthase_subunit_b'_chloroplastic−like [MW = 23.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07651 ANTH domain

Protein sequence:
MAPTTIRKAIGAVKDQTSIGLAKVASNMAPELEVAIVKATSHDDEPASEKYIREILHLTSVSRGYVSACVSLISRRLGKTRDWIVAIKCLMLIHRLLNDGDIVFQQEIMYATRRGTRLLNLSDFRDEAHSNSWDHSAFVRTYALYLDQRLELMVFERKQNGSTGGEIERYGSREERWRSPPSSNRGNGYDYGEFRDEPAYGMRKSRSSGDVRESTQERKDVTPLREMNPEKIFGKMTHLQRLLDRFLSCRPTGLAKNERMVLVALYPMVKESFQLYADICEVLAVLLDKFFDMEYQDCIKAFDAYASAAKQIDELVGFFNWCKDIGVARSSEYPEVQRITSKLLDTLEEFVRDRAKATKSPERKVEALPAPPEEPAPDMNEIKALPAPEEYTPSPPPEPEPPKPVVQETGDLVDLREEGVTADDQGNKFALALFAGPGINNGSWEAFPGNGETQVTSAWQNPAAEVGKADWELALVETASHLSNQKAALGGGLDPLLLNGMYDQGIIRQHVSTAQLSGGSASSVALPGPGKSATPVLALPAPDGTVQTVGQDPFAASLTVPPPSYVQMADFEKKQQLLVQEQVVWQQYARDGMQGQTSLSKINTGGYYGPQTAAMPYGMPPVNGVGLPPAAGYYYTPY*

NbL17g06350.1 putative_clathrin_assembly_protein_At2g25430 [MW = 70.4 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 69 137 205 339

Protein length

Gel Slice

4.0 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 69 137 205 339

Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
LDNAKKKNARLRMSHTVAVDRWVLSSGASSFTSTSNFYFPTKFAPNLHLGANPIRASATTNGSNESVVCKSLLCGRRALLSLATLSLVMPCDRVNNSFAAIAADESLRLREEIRKVLSKGKAAGVLRLVFHDAGTFEIDEKIGGMNGSIVLELDRPENKGLKKSVKILEKAKSQIDVVQPVSWADIIALAGAEAVSLCGGPSIPIQLGRIDSMMPDPEGKLPEESLDATSLKQCFERKGFSTQELVALSGAHTLGSKGFGNPVVFDNAYFKILMEKPWLSSAGMTSMVGLPSDRALVEDDECVRWISKYAEDQSLFFEDFKNAYTKLVDTGATWKKSL*

NbL17g06280.1 putative_L−ascorbate_peroxidase_6 [MW = 36.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05183 RNA dependent RNA polymerase

Protein sequence:
MGSEGSEKDLVVTQISVGGFDNDVNAKMLSEYLEEQVGQVWRCRLKISATPPDSYPTYDVDAARVHRMKDYEKVVPHAFVHFASSESAKYALAAAGGNGLILGKKPLIVSLGPENPYRLNQRRRTTMPFKFSDVSVEMGVLVSKDDFVVGWRGPRTGVDFFVDPFNGACKILFTKDTAFSFRGEAKHAIIKCNFKIEFMVREINEIKKFKDFTSLVILLQLASSPLVFYRTADDDIEESVAFDLLDDDDQWIRTTDITGSGAIGRCNTYRISIRPRNGPSFEKAMAYFSFHRVPMVEMCNRKMLRVRDEPDFGVSMSDPFFCFQNEGISFKVMFLVNAVLHKGIVNQHQMTNEFFYLLRSHQEEVNLAALKHMFSYKWPVNDAIQKLVGIQKWLLKNPKLLERTGELDDIVEVRRLVITPTKAYCLPPTVELSNRVLRNYKHVADRFLRVTFMDEGMRNLNRNVLTYYAATIVREITSNSNPQRTAIFQRVKSILSRGFHLCGRKYSFLAFSANQLRDRSAWFFAEDPKIRVPGIISWMGRFSNRNVAKCAARMGQCFSSTYATVEVPSSEVNSELPDIERNGYVFSDGIGMISADLALEVAEKLHLSVNPPSAYQIRYAGCKGVVACWPTKNDGILLSLRPSMKKFDSNHTILEICSWTRFQPGFLNRQIVTLLSSLDVKDGIFWEMQKEMISGLNKMLVDSDVAFDVITASCAEAGNTAAIMLSAGFKPQSEPHLRGMLSSIRASQLGDLRNKARIFVPSGRWLMGCLDELGELEQGQCFIQVSSPSLENCFIKHGPKFSDIKKNLQVVKGLVVIAKNPCLHPGDVRILEAVDVPGLHHLYDCLVFPQKGDRPHSNEASGSDLDGDLYFVTWDENLIPPSKKSWIPMNYEPAEVKQLGRQVNHMDIIDFFSKNMVQESLGEICNAHVVHADLSEFGALDEKCLKLAELAALAVDFPKTGKLVTMPFDLKPKMYPDFMGKEEFQSYKSKKILGKLYRQVKDVCDTEGEVSAGLELVPNDIPYDSSLEIPGSTVFMGDAWNCKCSYDGQLHGLLGQYKVNREEEVVTGHIWSMPKYSAKKQGELKERLKHAYNMLRKEFRNVFERMDPDFDLLPDDEKNDMYERKASAWYQVTYNPHWVARSLELQLPDAVSSTVMLSFAWIAADYLARIKIRHRGLQYSDSTKPINSLGRYLVDKI*

NbL17g06180.1 RNA−dependent_RNA_polymerase_6 [MW = 135.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MGDNKENDAYEEELLDYEEDDEKLPDSVTGKVNGESAKKGYVGIHSSGFRDFLLKPELLRAIVDSGFEHPSEVQHECIPQAILGMDVICQAKSGMGKTAVFVLSTLQQIEPVAGQVAALVLCHTRELAYQICHEFERFSTYLPDIKVAVFYGGVNIKLHKELLKNECPHIVVGTPGRVLALARDKDLSLRNVRHFILDECDKMLESLDMRRDVQEIFKMTPHDKQVMMFSATLSKEIRPVCKKFMQDPMEIYVDDEAKLTLHGLVQHYIKLSETEKNRKLNDLLDALDFNQVVIFVKSVSRAAELNKLLVECNFPSICIHSGMTQEERLTRYKGFKEGHKRILVATDLVGRGIDIERVNIVINYDMPDSADTYLHRVGRAGRFGTKGLAITFVSSASDSDVLNQVQERFEVDIKELPEQIDTSTYMPS*

NbL17g06080.1 DEAD−box_ATP−dependent_RNA_helicase_56−like [MW = 48.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAMAQWFLLLCIFFISASASNVQTKVTDNPADELVAAVNSNRTGSKLSSLYSNPGLACLALQYIKAYQGECSAVGGPDAKKPAESEFAETFAPNCDVKASSLAQITGRFLACQSKYAEPSEAFNDILIRNSKSLDILNSKNHTEVGAAVSGSDGGGPYFWCVLFSNGKPKSSFVTEGGEPKVTRPGCFSGANDQCNGGNTLSRTIHLWPTALGSFAALLYAL*

NbL17g05800.1 uncharacterized_LOC107805848 [MW − SP = 21.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00153 Mitochondrial carrier protein

Protein sequence:
MADMNQHPTVFQKAANQLHLSSSLSQDVHARHGCVQPAVYQKRFAYGNYSNAGLQTCQATQDLSLITSNASPVFVQAPQEKGLAAFATDFLMGGVSAAVSKTAAAPIERVKLLIQNQDEMLKAGRLSEPYKGIGDCFGRTIKDEGIGSLWRGNTANVIRYFPTQALNFAFKDYFKRLFNFKKDRDGYWKWFAGNLASGGAAGASSLLFVYSLDYARTRLANDAKASKKGGERQFNGLVDVYRKTLKSDGIAGLYRGFNISCVGIIVYRGLYFGMYDSLKPVLLTGNLQDSFFASFGLGWLITNGAGLASYPIDTVRRRMMMTSGEAVKYKSSFDAFSQIVKNEGPKSLFKGAGANILRAVAGAGVLAGYDKLQVIVFGKKYGSGGA*

NbL17g05670.1 ADPATP_carrier_protein_mitochondrial [MW = 41.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
MRIGFVFLSSTLSSSSQIGSSIARSIVRPTPSLLLHRPFHIIPNRTTTRSNNLQFSARTTITASVSSMASSFKPEQARVPPALQLPSPSITKFKIGLCQLAVTSDKERNIIHARTAIEEAAEKGAKLVVLPEIWNSPYSNDSFPIYAEDIDAGSDASPSTAMLSEVARLLKITIVGGSIPERSGDKLYNTCCIFGVDGKLKAKHRKIHLFDIDIPGKITFKESKTLTAGETPTVVDTEVGRIGIGICYDIRFQELAMLYAARGAHLICYPGAFNMTTGPLHWELLQRARAVDNQLYVATCSPARDAGAGYVAWGHSTLVGPFGEVLATTEHDEAIIISEIDYSQIELRRTNLPLEKQRRGDLYQLVDVQRSNSQ*

NbL17g05660.1 omega−amidasechloroplastic [MW = 40.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01433 Peptidase family M1 domain

PF11838 ERAP1−like C−terminal domain
PF17900 Peptidase M1 N−terminal domain

Protein sequence:
MAEHKYNQFKGQPRLPKFAVPKRYDLRLKPDLVACKFTGAVDISVDVVSDTKFIVFNAAELSVDPKSVLFKSSTKVFQALEVGLIEEDEILVVEFGESLPLGVGVLSMVFEGTLNDRMKGFYRSTYEHDGEKRNMAVTQFEPADARRCFPCWDEPACKATFKITLDVPSELVALSNMPAEEEKVTGNLKTVQYQESPIMSTYLVAFVVGLFDYVEDYTSDGIPVRVYCQVGKANQGSFALHVAVKTLPLFKEYFGAPYSLPKLDMIAIPDFAAGAMENYGLVTYRETALLYDDKHSAAANKQRVATVVAHELAHQWFGNLVTMEWWTHLWLNEGFATWVSYLATDSLFPEWKIWTQFLEEATEGLRLDGLAESHPIEVDINHAGEIDEIFDAISYRKGASVIRMLQSYLGPESFQRALASYIKRYACSNAKTEDLWSVLQEESGQPVNKLMNSWTKQQGYPVVSVKIKDQKLECDQTQFLLSGSHGDGQWIVPLTLCCGSYEARKSFLMQEKSEALDVKGLLGSSSSKGNPWIKVNVDQTGFYRVKYDDELSARLRYAIESKCLSTNDKYGILDDSYALSMACHQSLSSLLALMASFREELDYTVLSNLISISCKVSRIAADAVPDLKDHIKLFFINLFQFSAERLGWDPKQGESHLDAMLRGELLNALAAFGHDETINEAIRRFYIFLDDRNTPVLPPDLRRAVYVAVMQRVNKSDRSGFEALLRVYRETDLSQEKTRVLSSLASCRDPEIILEILNFLLCSEVRSQDCVHGLAVSLEGRETAWKWLQDKWDHIHKTYGSGFLLTRFISATVSPFSSYEKAKEVEEFFASRTKPYIARTLKQSIERVHINANWVQSIQKEKNLSEAVMELVYGKY*

NbL17g05460.1 aminopeptidase_M1 [MW = 99.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain

Protein sequence:
MASSAEPKLEKKEVEEEVVEENPNAAADDEDTGAQVAPIVKLQEVAVSTGEENEDVLLDLKSKLYRFDKEGNAWKERGAGTVKLLKHKETGKVRLVMRQSKTLKICANHLVLPTMTIQEHAGNEKSCVWYAADFADGELKEETFCIRFASIENCKSFKEKVEEIAESQQTKSEESEGAAAAATELIEKLSVESKDKEDKESPAPTEEKENKKEENADEKN*

NbL17g05430.1 ran−binding_protein_1_homolog_c−like [MW = 24.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MAGLAPEGSQFDARQYDAKMTELLGTEQEEFFTSYDEVYDSFDAMGLQENLLRGIYAYGFEKPSAIQQRGIVPFCKGLDVIQQAQSGTGKTATFCSGVLQQLDYSLVECQALVLAPTRELAQQIEKVMRALGDYLGVKVHACVGGTSVREDQRILQSGVHVVVGTPGRVFDMLRRQSLRPDHIKMFVLDEADEMLSRGFKDQIYDIFQLLPPKIQVGVFSATMPPEALEITRKFMNKPVRILVKRDELTLEGIKQFYVNVDKEEWKLETLCDLYETLAITQSVIFVNTRRKVDWLTDKMRSRDHTVSATHGDMDQNTRDIIMREFRSGSSRVLITTDLLARGIDVQQVSLVINYDLPTQPENYLHRIGRSGRFGRKGVAINFVTKDDERMLFDIQKFYNVVIEELPANVADLL*

NbL17g05330.1 eukaryotic_initiation_factor_4A−14−like [MW = 46.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03641 Possible lysine decarboxylase

Protein sequence:
MESNNRSKFKRICVFCGSNPGHRKVFSDAAIDLGNELVSRKIDLVYGGGSVGLMGLISQRVYEGGCHVLGVIPKALVPIEISGESVGDVKIVSDMHERKAEMASQADAFIALPGGYGTMEETLEMITWAQLGIHKKPVGLLNVEGYYNSLLTLFDNGVEEGFIKPGARDIVLAAPTARELLSKMEQYTPSHDHVAPHESWQMEELAYPKEQSP*

NbL17g05300.1 cytokinin_riboside_5'−monophosphate_phosphoribohydrolase_LOG8−like [MW = 23.27 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
MVKFTAEELRNIMDYKHNIRNMSVIAHVDHGKSTLTDSLVAAAGIIAQEVAGDVRMTDTRADEAERGITIKSTGISLYYQMTDESLKNFKGERNGNEYLINLIDSPGHVDFSSEVTAALRITDGALVVVDCVEGVCVQTETVLRQALGERIRPVLTVNKMDRCFLELQVDGEEAYQTFSRVIENANVIMATYEDPLLGDVQVYPEKGTVAFSAGLHGWAFTLTNFAKMYASKFGVDESKMMERLWGENFFDPATKKWTTKNSGSATCKRGFVQFCYEPIKQIINTCMNDQKDKLWPMLQKLGVTMKSEEKELMGKALMKRVMQTWLPASTALLEMMIFHLPSPSTAQRYRVENLYEGPLDDQYANAIRNCDPDGPLMLYVSKMIPASDKGRFFAFGRVFAGKVCTGMKVRIMGPNYVPGEKKDLYVKNVQRTVIWMGKKQETVEDVPCGNTVAMVGLDQFITKNATLTNEKEVEAHPIRAMKFSVSPVVRVAVQCKLASDLPKLVEGLKRLAKSDPMVLCSIEESGEHIIAGAGELHLEICLKDLQDDFMGGAEIIVSDPVVSFRETVLEKSCRTVMSKSPNKHNRLYMEARPLEEGLAEAIDDGRIGPRDDPKVRSKILSEEFGWDKDLAKKIWCFGPETTGPNMVVDMCKGVQYLNEIKDSVVAGFQWASKEGALAEENMRGICFEVCDVVLHADAIHRGGGQVIPTARRVIYASQLTAKPRLLEPVYLVEIQAPEQALGGIYGVLNQKRGHVFEEMQRPGTPLYNIKAYLPVIESFGFSGTLRAATSGQAFPQCVFDHWDMMSSDPLDAGTQAHQLVLDIRKRKGLKQAVTPLSEFEDKL*

NbL17g05280.1 elongation_factor_2 [MW = 93.97 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
MVKFTAEELRNIMDYKHNIRNMSVIAHVDHGKSTLTDSLVAAAGIIAQEVAGDVRMTDTRADEAERGITIKSTGISLYYQMTDESLKNFKGERNGNEYLINLIDSPGHVDFSSEVTAALRITDGALVVVDCVEGVCVQTETVLRQALGERIRPVLTVNKMDRCFLELQVDGEEAYQTFSRVIENANVIMATYEDPLLGDVQVYPEKGTVAFSAGLHGWAFTLTNFAKMYASKFGVDESKMMERLWGENFFDPATKKWTTKNSGSATCKRGFVQFCYEPIKQIINTCMNDQKDKLWPMLQKLGVTMKSEEKELMGKALMKRVMQTWLPASTALLEMMIFHLPSPSTAQRYRVENLYEGPLDDQYANAIRNCDPEGPLMLYVSKMIPASDKGRFFAFGRVFAGKVCTGMKVRIMGPNYVPGEKKDLYVKNVQRTVIWMGKKQETVEDVPCGNTVAMVGLDQFITKNATLTNEKEVEAHPIRAMKFSVSPVVRVAVQCKLASDLPKLVEGLKRLAKSDPMVLCSIEESGEHIIAGAGELHLEICLKDLQDDFMGGAEIIVSDPVVSFRETVLEKSCRTVMSKSPNKHNRLYMEARPLEEGLAEAIDDGRIGPRDDPKVRSKILSEEFGWDKDLAKKIWCFGPETTGPNMVVDMCKGVQYLNEIKDSVVAGFQWASKEGALAEENMRGICFEVCDVVLHADAIHRGGGQVIPTARRVIYASQLTAKPRLLEPVYLVEIQAPEQALGGIYGVLNQKRGHVFEEMQRPGTPLYNIKAYLPVIESFGFSGTLRAATSGQAFPQCVFDHWDMMSSDPLDAGTQAHQLVLDIRKRKGLKQAVTPLSEFEDKL*

NbL17g05260.1 elongation_factor_2 [MW = 93.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MAHLLSTTCYLDVSSSNKLHFKSINQCSTPIPTSFNMGISFSPLKKLSLQRKKSVQYVVRASAVSMSQEAKTWNDSGSQQTTDGASTGKKVVVIGGDGYCGWATALHLSNKGYEVAIVDNLIRRLFDHQLGLDSLTPISSIHNRIRRWKSLTGKDIQLFVGDICDFDFLAEAFKSFEPDAVVHFGEQRSAPYSMIDRSRAVFTQHNNVIGTLNVLFAIKEFREDCHLVKLGTMGEYGTPNIDIEEGFITITHNGRTDTLPYPKQASSFYHLSKVHDSHNIAFTCKAWGIRATDLNQGVVYGVRTDETAMHEDLVNRLDYDAVFGTALNRFCVQAAVGHPLTVYGKGGQTRGYLDIRDTVQCVEIAIANPAKSGEFRVFNQFTEQFSVNELAALVTKAGEKLGLEVKTISVPNPRVEAEEHYYNAKHTKLIELGLQPHLLSDSLLDSLLNFAVQYKDRVDTKQIMPSVSWKKIGAKPKTVAA*

NbL17g05150.1 UDP−sulfoquinovose_synthase_chloroplastic−like [MW = 53.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02347 Glycine cleavage system P−protein

Protein sequence:
MERARKLANRAILKRLVSESKQSRANEIPSSAPLYRPSRYVSSLSPYTFQARNGKNMLHGNGNFNKQHVRSISVEALKPSDTFPRRHNSATPQEQTQMAEFCGFPSLDSLIDATVPQSIRIDSMKFSKFDEGLTEAQMIEHMSKLASMNKVFKSYIGMGYYNTFVPPVILRNIMENPAWYTQYTPYQAEISQGRLESLLNYQTMITDLTGLPMSNASLLDEGTAAAEAMAMCNNIFKGKKKTFLIANNCHPQTIDICKTRADGFGIKVETVDLKDIDYNSGDVCGVLVQYPGTEGEILDYGEFIKNAHAHGVKVVMASDLLALTMLKPPGEFGADIVVGSAQRFGVPMGYGGPHAAFLATSQEYKRMMPGRIIGVSVDSSGKPALRMAMQTREQHIRRDKATSNICTAQALLANMAATYAVYHGPEGLKTIAQRVHGLAGTLAAGLKKLGTVEVQDLPFFDTVKVKCADAKAIADVAYKNEINLRVVDNNTITVAFDETTTLEDVDNLFKVFALGKPVTFTAQSIAQEVENLIPSGLVRETPYLTHQIFNSYHTEHELLRYLHKLQSKDLSLCHSMIPLGSCTMKLNATTEMMPVTWPNFTNIHPFAPTEQAAGYQEMFNDLGDLLCTITGFDSFSLQPNAGAAGEYAGLMVILAYHMARGDHHRNVCIIPVSAHGTNPASAAMCGMKIVAVGTDAKGNINIEELRKAAEANKDKLSALMVTYPSTHGVYEEGIDEICKIIHDNGGQVYMDGANMNAQVGLTSPGFIGADVCHLNLHKTFCIPHGGGGPGMGPIGVKKHLAPFLPSHPVVPTGGIPSPDKSEPLGTISAAPWGSALILPISYTYIAMMGSKGLTDASKIAILNANYMAKRLEKHYPVLFRGVNGTCAHEFIIDLRGFKNTAGIEPEDVAKRLIDYGFHGPTMSWPVPGTLMIEPTESESKAELDRYCDALISIREEIAQIEKGNADINNNVLKGAPHPPSMLMADAWVKPYSREYAAFPAPWLRNAKFWPTTARVDNVYGDRNLICTLLPVSQMVEEEAAANA*

NbL17g05050.1 glycine_dehydrogenase_(decarboxylating)_mitochondrial [MW = 113.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10604 Polyketide cyclase / dehydrase and lipid transport

Protein sequence:
MSRPQVPHGLKEEEFIELEPLILNYHTFDHLPNTCTSLITQRIEAPANVVWPFVRRFDNPQKYKHFIKSCKMTGDGGVGSMREVSVVSGIPASTSTERLEILDDEKHILSFKVVGGEHRLNNYRSVTSVNEFKKNGKAYTIVLESYIVDIPEGNTGEDTKMFTDTVVKLNLQKLGVVAMAALHGQE*

NbL17g04950.1 abscisic_acid_receptor_PYL2−like [MW = 20.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01058 NADH ubiquinone oxidoreductase, 20 Kd subunit

Protein sequence:
MALLARNAHRLSQTTPLYQRSIHTTLPALSQQSSSSTPATYARAPPPSTSSPAGISKTAEYVISKVDDLMNWARRGSIWPMTFGLACCAVEMMHAGAARYDFDRFGVIFRPSPRQSDCMIVAGTLTNKMAPALRKVYDQMPEPRWVISMGSCANGGGYYHYSYSVVRGCDRIVPVDIYVPGCPPTAEALLYGVLQLQKKINRRKDFLMWWTK*

NbL17g04900.1 NADH_dehydrogenase_[ubiquinone]_iron−sulfur_protein_7_mitochondrial−like [MW = 23.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MEACCGAAMMGSVQQPVWVKSPAFPSKGAAGIPARVKLCSAKPCRTSPNEGSLLTGSPTSSVSVGARSSFEDYGLSEADPDVRAIIDKEKKRQFRSLELIASENFTSRAVMEAVGSCLTNKYSEGLPGKRYYGGNEYIDELETLCQERALAAFSLDGKQWGVNVQPLSGSPANFAVYTAVLNPHDRIMGLDLPHGGHLSHGFMTPKRRVSATSVYFESMPYRLDESTGILDYKMHEKTANLFRPKLIIAGASAYPRDFDYPRLRKIADAVGAFLMMDMAHISGLVAASVLANPFEYCDIVTTTTHKSLRGPRGGMIFFKKDPVLGVDLESAINNAVFPGLQGGPHNHTIGGLAVCLKHAKSPEFKAYQNQVVSNCRALASRLTELGYKLVSGGSDNHLVLVDLRPLGTDGARVEKILDMASITLNKNSVPGDKSALVPGGIRIGSPAMTTRGFTEKEFVAVADFIHEGVQITLEAKKSVSSTKLQDFLKFVTAPDFNLIDRVADLQRRVEAFTSQYPLPGL*

NbL17g04850.1 serine_hydroxymethyltransferase_3_chloroplastic−like [MW = 56.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06201 PITH domain

Protein sequence:
MACLHDHDCADHNCSSDWSLFKHIDLSKVSALNEAVRGSVKSVFKPWEQRLNTSEGHLESNEGDPELIVFIPFTADVKIKSIAIVGGADGTSPAKMRAFINRDGIDFSDAQSMQPVQEWDLAENLQGVLEYQTRYSRFQSVGNITLHFPDNFGGDTTQIHYIGLKGEATQMKRDVVANIVYEVVPNPSDHKTRAEGGGGLSHVE*

NbL17g04840.1 PITH_domain−containing_protein_1 [MW = 22.52 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 105 209 313 518

Protein length

Gel Slice

3.2 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6 7

Peptide counts over 4 repeats

1 105 209 313 518

Pfam domains

Pfam Description
SP Sequon TM Domain PF01650 Peptidase C13 family

Protein sequence:
NKNKHIATPTFYITASSSLFFLVSPEVIMIRYIAGTLFLIGLALNVAVSESRNVLKLPSEVSRFFGANQSNVGGHADDSVGTRWAILLAGSNGYWNYRHQADICHAYQLLKKGGLKDENIVVFMYDDIANNEENPIPGVIINSPHGEDVYKGVPKDYTGDDVTVDNFFAVILGNKTALSGGSGKVVNSGPNDHIFIFYSDHGGPGVLGMPTDPYLYANDLIDVLKKKHASGTYKSLVFYLEACESGSIFEGLLPEGLNIYATTASNAEESSWGTYCPGEYPSPPIEYMTCLGDLYSISWMEDSELHNLRTESLKQQYHLVKERTATGNPVYGSHVMQYGDLHLSKDALYLYMGTNPANDNYTFMDDNSLRVSTAINQRDADLLHFWHKFHKAPEGSVRKVEAQKQLNEAISHRLHLDNSIALVGKLLFGIEKGPEVLSSVRPAGQPLVDDWDCLKSFVRKFETHCGSLSQYGMKHMRSIANICNVGIKMEQMVEASAQACPSVPSNTWSSLQRGFSA*

NbL17g04760.1 vacuolar−processing_enzyme−like [MW = 57.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALTLLLFLVFVVNPLSISGYSDDDSELILFHQDYSPPAPPPPPPHPPSVSCEDDLGGVGSLDTTCKIVSNVNITKSVYIEGKGNFYVLPNVTINCTFTGCEIGINVTGNFTLGENSVILAGTFQLAADNATFSNSSAVNTTGLAGSAPAQTSGTPQGVEGAGGGYGGRGACCLTDEKKIQDDVWGGDAYGWSTLQMPWSYGSKGGTTSKVVDYGGGGGGKIMLLVDKFLEVNGSVLVDGGDGGVKGGGGSGGSIYIKAYKMTGHGRISASGGDGFAGGGGGRVSVDIFSRHDEPEIFAYGGSSRGCPENAGAAGTFYDNVPRSLTISNHNKSTSTDTLLLDLPQPLLTNVYIRNHAKAAVPLLWSRVQVQGQISLLCNGALSFGLARYAMSEFELLAEELLMSDSVIKVFGALRMSVKMFLMWNSRMIIDGGGDQNVETTMLEASNLIVLKESSQIRSNANLGVHGQGLLNLSGPGDAIEAQRLVLSLFYSVNIGPGSVLRGPSRNATADAVKPKLNCDSPGCPFELLHPPEDCNVNSSLSFTLQICRVEDILVEGLIEGSVVHFHRARTVNVQPFGIISTSGMGCIGGVGKGSVLSNGLGSGAGHGGEGGYGYYNGSCIGGGITYGDLNLPCEPGSGSGNSSLAGSTAGGGVLVMGSWEHPLMYLSVKGKVDSDGDSFEESFRKKGYLTRDQYIGPGGGSGGSILLFLKSLHLGESGTMSSLGGSSSSSGGGGGGGGRIHFHWSDIPTGDVYQPIATVNGSIHTRGGLGGEQGGSGGSGTLSGKPCPKGLYGIFCEECPLGTFKNVTGSDRALCVSCLSDELPHRAVYISVRGGVTERPCPYKCVSERYHMPHCYTALEELIYTFGGPWLFVLLLLGLLILLALVLSVARMKFVGVDESPGPAPTQQGSQIDHSFPFLESLNEVLETNRVEESQSHVYRLYFLGPNTFSEPWHLSHTPPQQIKEVVYEGAFNTFVDEINTIAAYQWWEGAVHSILCILVYPLAWSWQQWRRRMKLQRLREFVRSEYDHACLRSCRSRALYEGLKVAATPDLMLAYLDFFLGGDEKRSDLPPSLHQRFPMSLLFGGDGSYMAPFSLNNDNVITSLMSQSVPPTTWYRLVAGLNAQLRLVRRGSLSTMFRPVLRWLETFANPALRVYGIRVDLALFQATTDSYTQFGLSVCVIEEETGLVSFEGLDEGSRSEHLSSDSSTDRQNSPRYLGDESNLRGDDKNTVKRKFYGGILDINSLKMLKEKRDLFYILSFLIHNTKPVGHQDLVGLVISILLLGDFSLVLLTLLQLYSISLADVFLVLFVLPLGILFPFPAGINALFSHGQRRSAGLARVYALWNITSLINVIVTFVCGYVHYSTQSSRKLPYFQPWNMDESEWWIFPFALVLCKCIQLQLVNWHVANLEIQDRSLYSNDFELFWQS*

NbL17g04650.1 uncharacterized_LOC109241480 [MW − SP = 151.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02686 Glu−tRNAGln amidotransferase C subunit

Protein sequence:
MGSSIKAVHLLKPATDSFFFNFAKNGISSLPLPINQRRSYSVKSSVLEPPDVPRLAETARISLTPQQVEEFAPKIRQVIDWFGQLQAVDLQSIEPAIRADTEGDNLRDDVPEKFENREALISAVPSFEEPYIKVPKVLNKE*

NbL17g04640.1 glutamyl−tRNA(Gln)_amidotransferase_subunit_C_chloroplastic/mitochondrial−like [MW = 15.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00235 Profilin

Protein sequence:
MSWQTYVDDHLLCEIEGNHLTSAAIIGQDGTVWAQSANFPQFKPEEITGIMNDFAEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVDQGL*

NbL17g04560.1 profilin−2 [MW = 14.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MISFTRPYFLRKALGLFLLGQRGRGILKIRVVMESTLKEISSNGDSVLDMKDKCGVAGGVEDMYGEDRATEDQPITPWTFSVASGYSLLRDPHYNKGLAFTEEERDAHYLRGLLPPTVLSQELQEKRLIHNLRQYQVPLQRYMAMMDLQERNERLFYKLLIDHVEELLPIVYTPTVGEACQKYGSIFRRPQGLFISLKEKGKILEVLKNWPEKTIQVIVVTDGERILGLGDLGCQGMGIPVGKLSLYTALGGVRPSVCLPITIDVGTNNQKLLDNEFYIGLKQKRATGQEYAELLEEFMSAVKQNYGEKVLIQFEDFANHNAFDLLAKYRTTHLVFNDDIQGTASVVLAGLIASLKLLGGTLADHTFLFLGAGEAGTGIAELIALEITKRTSVPLEEARKKIWLVDSKGLVVSSRLESLQHFKKPWAHDHEPVKELIDAVKAIKPTVLIGTSGVGKTFTKEVVETMASLNPKPLIMALSNPTSQAECTAEEAYTWSKGHAIFASGSPFDPFEYEGRTFVSGQANNAYIFPGFGLGIIMSGTIRVHDNMLLAASEALAGQVTEEDYLKGRIYPPFTNIRKISAHIAAEVAAKAYELGLATRLPRPTDLEKYAESCMYTPVYRTFR*

NbL17g04500.1 NADP−dependent_malic_enzyme−like [MW = 69.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01709 Transcriptional regulator

Protein sequence:
MAYSSSSVRAFSSLLYRFSNGVYLKPRLSCTLKSAVLLSGKISSSSCYSYSDKWVLPMELQSCSSVRKIWTFSPLCMGRRSSKIAGRKTAQDLKKAKLYSKIGKEVVSAVKKGGPSPISNTALAALIEKVKELDIPKDIVERNIKRASEKGQEAFMEKIYEVYGYGGVGIIVEVLTDKVNRSVAAVREVVKDCGGKMADSGSIMFKFRRARVANVKVTDIDRDQLLTIALDAGAEDIIEPSMDDYDTEANSSESRVYKVVSSADNYPVILSKLQEEGIKFEPDNGSELLPITPIEVRKHSISEFYSSNLVALVNLLRGEYYFNHEILQKEFNN*

NbL17g04360.1 probable_transcriptional_regulatory_protein_At2g25830 [MW = 36.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07575 Nup85 Nucleoporin

Protein sequence:
MPGLMSESDDLAMVPVSPEPENHPAVIYPLHHGLKSPIHRLSISWARGNTLQVSVLGKPQLDTATDVDGQEGGSGRVVEVKLSNSGDEEVDAARWRRIAYGSVTPFALLQSCKHSLSAMSLDNHPYKAQWWEHVIEYTKEINSLLSDRKSPPRSIIEDPKSVVNGTAEPMCLKAAWELLEIFYVDKESQSWIPERLLDWLADYDPLFSGTVPTIHSKLVDFQQELADVQVVEEDPNYWEAIASALSVGWLGTVVKLLRLHGSYRFDQLGSRETENGLVEAVAVLISKMPRMRPNLREENLGECCKTKPDFMKAWEKWRAQITKLDCSSYWLQCDHQQTREGLKNLIQIMLGSPSVLSNATFNWMELFISHFLYVRPFTAGLESMYNLAQKCMQLKPISSPHKLFGLVLGILGENTEVVLAECSRSFGPWMMAHAVELLTAGSTHAEILLHEEQSKLGGISIEELHKLVYAQVLSSHAFTWQIAPIYLTSCIKQGIGLLENLFYKQPVQHSQILLKSIEICRLYELDTISSNIMRIAGVHHWKHGRKGSGVFWLQQARDEFRLNRIAKQLFDFVGKSVSDEGFKQWEGLIELLGSESRTAGGLEFLNKYRDFRRSLLQVHGDTPTDGARNAAEALVSLMKNPSTPQRFWLPLLYDSLKLLNWQERPLLNVSQTQLLLNKLQELSMARLRPDFVEADLPSDSLSSVRLALATNLGRAILEE*

NbL17g04330.1 nuclear_pore_complex_protein_NUP85 [MW = 81.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MALQIFSPKIQQPLKSTIPSCTSSSNGRSVFVPCAYSSSRRIALFQLSTAITQSQLFNGKAPESIDTEGKVIESGTIAELAQSNIALSDENTSEWIKKDKRRMLHAVYRVGNLDKTIKFYTECLGMKLLRKRDIPEEGYSNAFLGYGPEETNFAVELTYNYGVDKYDIGTGFGHFGIAVEDVAKTVDLVKAKRGTWNLIQSKVGGTIIALVEDPDGYKFELLQRGPTPEPFREVMLRVGDLDRSINFYKKAFGMELLRKRDNPDNKNTIAVLGYGPEDKNAVLVLTYTYGVKSYDKGNGYAQIAVGTDDVYKTAEAIKLYGGEIVLEPGPLPGINTKIMACVDPDGWKTVFVDNADFMKELE*

NbL17g04140.1 probable_lactoylglutathione_lyase_chloroplast [MW = 40.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MKNSRTKSLSLLLLVLLCAIFNISLSLTDGLLKNGNFEMPLAKGDLNGTVVLKHNAIPEWSISGFVEYIKAGQKQGDMLLVVPEGYAAVRLGNEASIKQVLNVTKGMYYSLTFSAARTCAQEERINVSVTPDFGVLPIQTLYSSSGWDSYAWAFQAEFSQVEVLLHNPGVEEDPACGPLIDSIAIRSLYPPKATNKNLLKNGDFEEGPYIFPNTSWGVLVPPNIEDDHSPLPAWMVESLKAVKYLDSDHFSVPQGKRAIELVAGKESAIAQVARTTIGKMYELSFKVGDASNSCEGSMIVEAFAGRDTLKVPYESKGKGGYKRAVLRFKAASNRTRIMFLSTYYHTRSDDFVSLCGPVVDDAKLLSVRNPRRFL*

NbL17g04060.1 uncharacterized_LOC107794167 [MW − SP = 38.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MALPGQQAVDYPSFKLVIVGDGGTGKTTFVKRHLTGEFEKKYEPTIGVEVHPLDFFTNCGKIRFYCWDTAGQEKFGGLRDGYYIHGQCAIIMFDVTARLTYKNVPTWHRDLCRVCENIPIVLCGNKVDVKNRQVKAKQVTFHRKKNLQYYEISAKSNYNFEKPFLYLARKLAGDPNLHFVESPALAPPEVQIDLAAQQQHEAELAAAASQPLPDDDDETFD*

NbL17g04020.1 GTP−binding_nuclear_protein_Ran−A1 [MW = 25.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
NNHRMKGIVAKTNLLLEMEHSLMSTRSYFLVFSSFTFLLILLSFSVEKSHALEAKETIESHFHTLQLTSLLPSSSCSTATKGKRRGASLEVVNRQGPCTQLNQKGAKAPTLTEILAHDQARVDSIQARVTDQSYDLFKKKDKKSSNKNKSVKESKANLPAQSGLPLGTGNYIVNVGLGTPKKDLSLIFDTGSDLTWTQCQPCVKSCYAQQQPIFDPSASKTYSNISCTSTACSNLKSATGNSPGCSSSNCVYGIQYGDTSFSVGFFAKDKLTLTPKDVFDGFMFGCGQNNRGLFGKTAGLIGLGRDPLSIVQQTAQKFGKYFSYCLPTSRGSNGHLTFGNGNGVKSSKAVKNGIIFTPFASSQGATFYFIDVLGISVGGKALSISPMLFQNAGTIIDSGTVITRLPSTAYSSLKSTFKQFMSKYPPAPALSLLDTCYDLSNYTSISIPKISFNFNSNANVDLDPNGILITNGASQVCLAFAGNGDDDSIGIFGNIQQQTLEVVYDVAGGQLGFGYRGCS*

NbL17g03950.1 aspartyl_protease_family_protein_At5g10770−like [MW = 55.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02230 Phospholipase/Carboxylesterase

Protein sequence:
MVRRLSKYAATPMSDPPKTHYFWRIRHAPIDFFEESEQHSQKLLLILLSYMLCSWSQLFESLPLPNVKWICPTAPTRPVAAFGGFPCTAWFDVGDISEDAPDDLEGLDFSAAHVANLLSTEPADVKLCVGGFSMGAAAALYSATCHAFKQYGNGSPYPLNLSAVVGLSGWLPCSRTLRNRMQGMNDAGRRAASLPILLCHGTGDDVVAYQHGEKSARILSSSGFQNLTFRNYQGLGHYTIPEETDEVCCWLAANLSLGGT*

NbL17g03930.1 acyl−protein_thioesterase_2−like [MW = 28.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13639 Ring finger domain

Protein sequence:
MERRQSEEELKQKLQELQKQLGKKQMFEEAVSSIRSLLLQYYPSASPSLRHSFYTAVCRVATILKTRYTMPGFWNAGLRLFLEAEHLVSESSEKKHVQSCISQAREQLAEVQNESQNTTATENGSNRSAGYLFEGHLTVDPEPEQPGWLVQSNLLTAAATLFAGESSEGHLAGADASEGSRNILEELVARLDNIIPEILDDGPAAPRAPPASKKVVANLPVTTVTDEFLTKMGADAECAICREVLVVDDKMQELPCKHMFHPPCLKPWLDEHNSCPICRHELLTDDHHYESWKEREKEAEEERKGAANAVREGEYMYV*

NbL17g03820.1 E3_ubiquitin−protein_ligase_AIP2−like [MW = 35.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00124 Photosynthetic reaction centre protein

Protein sequence:
MTAILERRESESLWGRFCNWITSTENRLYIGWFGVLMIPTLLTATSVFIIAFIAAPPVDIDGIREPVSGSLLYGNNIISGAIIPTSAAIGLHFYPIWEAASVDEWLYNGGPYELIVLHFLLGVACYMGREWELSFRLGMRPWIAVAYSAPVAAATAVFLIYPIGQGSFSDGMPLGISGTFNFMIVFQAEHNILMHPFHMLGVAGVFGGSLFSAMHGSLVTSSLIRETTENESANEGYRFGQEEETYNIVAAHGYFGRLIFQYASFNNSRSLHFFLAAWPVVGIWFTALGISTMAFNLNGFNFNQSVVDSQGRVINTWADIINRANLGMEVMHERNAHNFPLDLAAIEAPSTNG*

NbL17g03660.1 photosystem_II_protein_D1−like [MW = 38.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MATALLSSPPLPLSSSSNHSILPTRLKNQSKILWKQKKCGKIRACSEFCKEPALDYGISRRDLAFIALSSSLSLIFPLSGFSAEEESKMSSFVDDVNSYSYVYPIELPSKKFVFKWVETRKPERYSSAAPLSPDARLRIVSERVDIIDNLIISVSIGPPNSQFLKSKEKSTWTAKDVADSVLSDKSALRVTSTQRLAESSLLDAHTSEIDGEPYWYYEYLVRKSPTKTAQETNLFRHYAASTAERDGYLYTFSASALGKQWDKMGPFLEKSVASFRLLPPTESYVPPYKDPWRFW*

NbL17g03500.1 psbP_domain−containing_protein_5_chloroplastic−like [MW = 33.34 kDa]
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Peptide counts over 4 repeats

1 117 233 349 465 580

Pfam domains

Pfam Description
SP Sequon TM Domain PF12222 Peptide N−acetyl−beta−D−glucosaminyl asparaginase amidase A

Protein sequence:
MAILIFFCIISFIAPFASSLEHHSHFTKQSLRQNNTSSQQYLEISRPLPFANLTPSCTFHILSHNFSHTIGLPPVSVLYSPPANCSWTHVSLEFNASSKGFQYDRIAAVWLDGAELLRTSTPEPTDHGVFWSVTKDVTRYSSILVNANKSVSVMLENLVNDIYTGVYHVNVSFLYYDVKAVDNPIQMGANNLKSSYEKPADLIIPIKSGNGSEGFWFRILNESELHGQKIILPSNTYKAVIEIYVSSHGYDEFWYSNPPDSYIQNNSLTTRRCHGSYREVLLNIDENLAGSVVPFPVIFTGGINPLYWEPLVSIGAFDLPSYDIDLTSFLGLLLDGQDHFFGLGVADSIPFWLVGANLHLWLASNEVQAKTFDLGTPKFKIERSSSFIGLDGSFEVELKRKSEISSWVNSSAGNLTTLVSRELKFKNKINFYLNGTEKHIKQKVEEEIEVRVLSISGSTISKTKVKRKYPLTITSKTLPSTENGTSLMLSDLDHEWKEKKKLDGGSSSTLTNRQQCNGWMVVQDHNVLYGGATTQQSYSYEGEAGCYSRSITAANGKLMNDTANSLCAAPLKFDSFSAL*

NbL17g03090.1 peptide−N4−(N−acetyl−beta−glucosaminyl)asparagine_amidase_A−like [MW − SP = 62.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain PF07541 Eukaryotic translation initiation factor 2 alpha subunit

Protein sequence:
MATNSPNLECRMYEAKYPEVDQAVMIQVKSMADSGAYVSLLEYNNIEGMILFSELSRRRIRSISSLIKVGRIEPVMVLRVDHERGYIDLSKRRVSEEDIQGCEERYNKSKLIHSIMRHVAETMNIDLEDLYVHVGWPLYRKYGHAIEAFKQIVNDPDPILNSLTREIKETGPDGQEVTKVVPALSEEVKDVLVKNIRRRMTPQPLKIRADIEMKCFQFDGVIHIKEAMRKAEAAGNQDCPVKIKLVAPPVYVLNAQTLDKEQGIAVLSKAIAACTQEIERHKGKLTVKEAPRAVSEREDKLLAEQMAKLGRENEERSGDEDSEEEEDTGMGEIDLEKSGTGITD*

NbL17g03070.1 eukaryotic_translation_initiation_factor_2_subunit_alpha−like [MW = 38.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03208 PRA1 family protein

Protein sequence:
MATPATLPISSPQSTVAAGAQSQPPIATPAFRSFISRLSSSIRQGFAQRRPWYELLDRTSFARPDSVAEAASRVRKNFSYFRVNYISLLAGVLALSLLSHPFSLLVLLALLGGWFFLYLFRPSDQPVVILGRTFSDRETLGILVVSTIVVVFLTSVGSLLISALLVGLAIVCAHGAFRVPEDLFLDDQEPGNVGFLSFLGGAASSAAAAAAAAPAVAARV*

NbL17g02910.1 PRA1_family_protein_B1−like [MW = 23.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00364 Biotin−requiring enzyme

Protein sequence:
MESAAVLRSFHHSVGTTSHMRSVIEMPGVIPMNNVVFSKSTKLPLKGSSNGAKLVSSTNKHSRLIRSCAKTSETTVTTKCDGAVLTDSNRRASTEKSPLLTATFPKGFEALITEVCDDTEVAELKLKIGDFELHLKRNIEAPIVPAPVVSTPPTPPPSASKPSTASTAAAPATSLGKSSSEKISPFTNVAEKSAKLAALETTGASGYVLVSCPTVGSFRRARTLKGKKQPPACKEGDVIKEGQIIGFLDQFGTEHPVRSDAAGEVLKILFNDGEAVGYGDPLIAVLPSFRGI*

NbL17g02890.1 uncharacterized_LOC104234041 [MW = 30.72 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 102 203 304 504

Protein length

Gel Slice

3.1 5.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80

Peptide counts over 4 repeats

1 102 203 304 504

Pfam domains

Pfam Description
SP Sequon TM Domain PF00709 Adenylosuccinate synthetase

Protein sequence:
MNLSTLRLDPTPITSTVATHRNGTLGFSGTYNCRLLQVYQRKRTSYSSFVVCSAKPVAPPSAAVVDSKESELSRIESLSQVSGVLGCQWGDEGKGKLVDILAKHFDIVARCQGGANAGHTIYNSEGKKFALHLVPSGILNEETLCVIGNGVVVHLPGFFKEIDGLESNGVSCQGRILVSDRAHLLFDFHQEVDGLREAELAKSFIGTTKRGIGPCYSSKVIRNGIRVSDLRHMDTFPQKLDLLLSDAASRFKGFNYGPDMLREEVERYKKFAERLEPFITDTVHFMNDALSQKKKILVEGGQATMLDIDFGTYPFVTSSSPSAGGICTGLGIAPRVVGDLIGVVKAYTTRVGSGPFPTEILGKGGDLLRFAGQEFGTTTGRPRRCGWLDIVALRFCCQINGFASLNLTKLDVLSDLSEIELGVSYRQPDGTPVESFPSDLRLLDQIKVEYEVLPGWQTDISSIRKYSELPKAAREYVERIEELVGVPIHYIGVGPGRDALIYK*

NbL17g02740.1 adenylosuccinate_synthetase_chloroplastic−like [MW = 55.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

Protein sequence:
MEMSIASSSSTTPTFSILNSSNCSKKISCFSTPFIKKHFFGSTLPSCLSAKVPFKVNPVRTSIKCAVSEATEAPSEKKSQLMRRSDIRNIAIVAHVDHGKTTLVDSMLKQAKVFRDNQFVQERIMDSNDIERERGITILSKNTSITYKDTKINIIDTPGHSDFGGEVERILNMVEGVLLVVDSVEGPMPQTRFVLKKALEFGHAVVVVVNKIDRPSARPEFVVNSTFELFIELNATDEQCDFQVIYASGIKGKAGLSPENLGDDLGPLFEAVVRCIPGPKINKDGALQMLATNIDYEEHKGRIAIGRVHAGSLRRGMDVKICTTEDECRFGRVSELFVYEKFSRVPAETVEAGDICAVCGIDDIQIGETIADKSEGKPLPAIKVEEPTVKMSFSVNTSPFVGREGKYVTSRNLRDRLYRELERNLAMKVEDGETADTFIVSGRGTLHITILIENMRREGYEFMVGPPKVINRKDGDKLLEPYEIATVEVPEEHMGSVVELLGRRRGQMIDMQGLGSEGTTLLKYKIPTRGLLGLRNSILTASRGTAILNTIFDSYGPWGGDISTRDLGSLIAFEDGTSTSYALMSSQDRGQLFIGPGVDVYKGQIVGIHQRPGDLALNVCKKKAATNVRSNKEVTVVLDTPLDYSLDDCIEYIQEDELVEVTPSSIRMLKNPKSAKKTR*

NbL17g02570.1 GTP−binding_protein_TypA/BipA_homolog [MW = 74.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00185 Aspartate/ornithine carbamoyltransferase, Asp/Orn binding domain PF02729 Aspartate/ornithine carbamoyltransferase, carbamoyl−P binding domain

Protein sequence:
MAISSTFSSHVFHGKILVPPPRMSYSNFGGNNLWLKQPVHCKPTCLLADLSKSKLPFAVELFKKCGNQCVMPTNRGGFQCRALEVKNKSLTMVGSKFQLDDVIEAQQFDRDTLSAIFEVAQEMEKIEKNSMGSEILKGYLMATLFYEPSTRTRLSFESAMKRLGGEVLTTENAREFSSAAKGETLEDSIRTVEKYSDIIVMRHFESGAAKRAAATASIPIINAGDGPGQHPTQALLDVYTIEREIGKLDGIKVALVGDLAYGRTVRSLAYLLAKYQDVKIYFVSPDVIKMKDDIKDYLTSMGVQWEESADLVDVASKCDVVYQTRIQRERFGERVDLYEEARGKYIVDLAVLNAMQKHAVVMHPLPRLDEITVDVDEDPRAAYFRQAKNGLYIRMALLKLLLLGW*

NbL17g02560.1 aspartate_carbamoyltransferase_1_chloroplastic [MW = 45.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03405 Fatty acid desaturase

Protein sequence:
MALKLNPTTFQSIKTTTFPCSPLRSHRVFMASTLRPPSVEGGNVKKPFSPPREVHVQVTHSMPPEKREIFDSLQDWAESNILVHLKPVEKCWQASDFLPDPASEGFEEQVKELRERCKEIPDDYFVVLVGDMITEEALPTYQTMLNTLDGVRDETGASLTPWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGMDPRTENNPYLGFIYTSFQERATFVSHGNTARHAKEHGDLKLAQVCGIIAADEKRHETAYTKIVEKLFEVDPDGTVQAVADMMRKKISMPAHLMYDGRDDNLFEHFSAVAQRLGVYTAKDYADILEFLVGRWEMEKLTGLSGEGRIAQDYVCGLAPRIRKLEERAQARAKQKAPVPFSWVFGREIKL*

NbL17g02410.1 stearoyl−[acyl−carrier−protein]_9−desaturase_chloroplastic [MW = 44.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00724 NADH:flavin oxidoreductase / NADH oxidase family

Protein sequence:
MEKNTAQVPEGKQQDIPLLTPYRMGIFQLSHRVVLAPLTRQRSYGNVPQPHAILYYSQRTTKGGLLIAEATGVSDTAQGYPQTPGIWTKEQVEAWKPIVNAVHAKGGIFFCQIWHVGRVSHKDFQPNGQPPISSTDKPLTPQIRANGVDVAECTPPRRLSTDEIPQIVNDFRLAAKNAIEAGFDGVEIHGAHGYLIDQFMKDQINDRTDHYGGSLENRCRFAHEIVEAVVNEIGADRVGIRLSPFASYMESGDSNPSALGLYMAESLNKYGIAYCHMVEPRMKTVGEKVECSESLVPMRKAFKGTFMVAGGYDRGDGNKAVVEDRADLVAYGRLFLANPDLPRRFELDVPLNKYNRDTFYISDPVVGYSDYPFLETTA*

NbL17g02110.1 reductase_1−like [MW = 42.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00782 Dual specificity phosphatase, catalytic domain

Protein sequence:
RKYGKKKKSGPSEVKREMGTLWNSTCCLWIVTTSPLQKNPLLFPSLSKKNACNFSNKSFQISCKLSESEVEENYTSKKVSSSSSNKMEEYNLAMKRMMRNPYEYHHDLGMNYTLITENLIVGSQPQKVEDIDHLKKEENVAFILNLQQDKDIEFWGIDLQSIVRRCSELGIYHMRRPAKDFDPDSLRVVLPEAVSSLEWAISEGKGRVYVHCTAGLGRAPAVSIAYMFWFCGMDLNAAYDTLTSKRPCGPNKRSIRAATYDLAKNDHWKEPFENLPDYAFADVADWERKLIQDRVRGLRNT*

NbL17g02080.1 phosphoglucan_phosphatase_LSF2_chloroplastic [MW = 34.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSQQPSVVLATASYDHTIKFWEAKSARCYRTIQYPESQVNRLEITPDKRFLAAAGNPHIRLFDINSNSPQPLKSFDSHTNNVMAVGFQCDGNWMYSGSEDGTVKIWDLRAPGCQREYESRAAVNTVVLHPNQTELISGDQNGNIRVWDLRANSCSCELVPEVDTAVRSLTIMWDGSLIVAANNRGTCYVWRLLRGTETMTNFEPLHKLQAHDGYILKCLLSPELCEPHRYLATASSDHTVKIWNVDGFTLEKTLIGHERWVWDCVFSVDGAFLITASSDTTARLWSTSTGKDIKVYQGHHKATVCCALHDGPEPSS*

NbL17g01880.1 protein_LST8_homolog [MW = 35.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MFQIQLLLSLLTLSFTTQSYSSTSQLSILQSKPNSLSISVTKFGAAGDGIHYDTVPIQKAINACSTAVSKRHRQCHVIFPPGNYLTATVFLKSSVLLDIDRNATILGGTRLEDYPNERKRWYVVLAEDAADVGITGGGEINGQGLKFVQRFDNKKNVMVSWNHTGACLGDECRPRLVGFIGCRNIDISDVRLIEPALWCLHLVRSDNTSISDVTIYGDFNSPNNDGIDIEDSNNTVITRCNINTGDDAICPKSSTGPVHNLTATNCWIRTKSSAIKLGSASFYTFKNFLFENITIFESHRGLALQIRDGGNVSDITFSNINTSTRHYHSSWWGRAEPIYVTTCPRDATSKAGSISNLLFVNITSTSENGIFLSGSGGGVLSNLKFINMNLTYKRWTKYPDGWVDYRPGCQELVKHQTAGFMMEHIDGLVFENVVMKWSNDESMRWNNPLDFRPSTVNNISMLNFYSRSYQQ*

NbL17g01640.1 probable_polygalacturonase_At3g15720 [MW − SP = 50.29 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 85 169 253 418

Protein length

Gel Slice

3.9 5.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats

1 85 169 253 418

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00043 Glutathione S−transferase, C−terminal domain

PF00647 Elongation factor 1 gamma, conserved domain
PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MALVLHSGSNNKNALKALIAAEYTGVKVELTKNFEMGVSNKAPEFIKMNPIGKVPVLETPDGPVFESNAIARYVTKLKPDNPLFGSSLIEYAQIEQWNDFSATEIDANIAQWLYPRLGYRVFIPPAEEAAVAALKRALGALNIHLASNTYLVGHSITLADIIMVCNLSYGFRYIMTKSFTKEFPHVERYFWTVVNQPNFCKILGEVKQAESIPAPQSKKPALAKEPAKPKAKEEPKKELKKEEPKFEEEEEAPKPKAKNPLDLLPPSKMILDEWKRLYSNTKTNFREVAIKGFWDMYDPEGYSLWFCDYKYQDENTVSFVTLNKVGGFLQRMDLARKYAFGKMLVIGSEAPYKVKGLWLFRGKEIPKFVMDECYDMELYEWKEVDINDEAQKERVNQMIEDCEPFEGEALLDAKCFK*

NbL17g01460.1 elongation_factor_1−gamma_2−like [MW = 47.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGLRAIPFTASQNVIMPNYLGGSEYFPSTILPRSKLVFAVSAKAKKEDTEEPKEKKKQSLFSSVTEALDFSQVRSAKDAELIDKAREATQSGERMSSEQYGALRRKIGGTYKDFFKSYVEVKGEYVEEGWIDKTCKVCKKDTRGEARQVDNFGRYAHVACLENSKSGNFFTNIFSR*

NbL17g01390.1 uncharacterized_LOC107819606 [MW = 19.86 kDa]
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Peptide counts over 4 repeats

1 127 253 379 505 631

Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain PF03765 CRAL/TRIO, N−terminal domain

Protein sequence:
MAEETKKPASETTPETTQEVVVSDVPVPEKEASTPQPEPVPVPETPEKPATPAPEESTEAEADKEKDAVAESASFKEESNKVEELPNPEQKALAELKQLVQEALNKHEFTAPPPPPPAKEEVKKPDAETAEPAAADAVEEEKKEEPAVAAAETTAAADVPAETPATAEPVKEEEKKETPPPAPAPVVEEKKETPPPAPAAVEEKKEEEKAIPPPAAPAAAEPSEKVTEKVAAVVEDDGAKTVEEIKETIVEVTAAAAPPAPAEEPAVPAAAEEEKPTEEPKEEIPQEEVSIWGIPLLADERSDVILLKFLRARDFKVKEAFAMLKSVVAWRKEFKIDELLVEDLSGLGLEKVVYNHGVDKEGHPVCYNAFGAFQDNELYQNTFADKEKMNKFLRWRIQFMEKSIRNLDFSPDGICTFVQVIDLKNSPGLYLFKKELRQATNRAVQLLQDNYPEFVAKQVFINVPWWYPAYYRMTNALFTTRTKSKFVFAGPSRSAETLLKYIVPEQVPAQYGGLSREGEQEFTTAEAATEDTIKPTSKHTIEFPVTEKTSLVWEARVIGGNVSYGAEFVPSAEGGYTIIVEKSRKVAAADETVITNTYTTVEPGKIVLTFDNQTSKRKKLVYRSKTMPSD*

NbL17g00940.1 patellin−3−like [MW = 69.35 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain PF03765 CRAL/TRIO, N−terminal domain

Protein sequence:
MADTAPPEHTLQPPPTAEEDTPPPPPPPAVEPAATEPPLASVEVEPVKQESVTEAEEHQPAVTVVEKDTPLTEPPPEEPTLVAAEQVSVTLPEKVAEGVSVTESDKSKPADVKKIPESLVSFKEESNKVSDLSDSERKSLEEFKFLVQESIKNQTFTTETPAKIQETQTPSTEITDLPQEVSIWGIPLLKDDRTDVILLKFLRARDFKVEDSFAMLKKTILWRKEFNIEELVDEDLGDDLDKVVFMHGHDKEGHPVCYNVYGEFQNKELYNKTFGDEEKRNKFLRWRIQFLERSIRKLDFNPGGINTIFQVSDLKNSPGPGKRELRLATRQAMHLLQDNYPEFVAKQVFINVPWWYLAFYTMISPFMTQRTKSKFVFAGPSKTAETLYKYVSPEQLPVQYGGLSVDYCECNPEFTVSDPVTEIIVKPATKQTVEIIVNEKCIIVWELRVLGWDVTYSAEYVPNTDSGYTVNIQKPRKMTPTDEPVVSSSFKIVELGKILLTIDNPTSKKKKLLYRYKDKPYSTEHL*

NbL17g00930.1 patellin−3 [MW = 59.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01738 Dienelactone hydrolase family

Protein sequence:
MESALLYTAPATTSSGSSLFNRRGAFLPPLDHLSFSKSYVKCWGFSLSFRKPRKYKIFSCNVKVEDEACELVNGVELSIEDGVDSIDAYLCNAVKNNNGTGILLLSDIFGYEDSFTRDFAYRVACNGYNVLVPDLFRGNPWGKDKPQASFEQWRGSLDKQRVVRDIFTSTKWMVDEFVAAGISKKLGVIGFCFGGGLLIDILAQDQGSQFGVGISFYGTRIDVSVASKIKVPLLLIAGDNDSLCPVNVLKEVDKNANGCKVVVFEGRGHGFAHRPQSLDDDKDAEEAFLMMRNWLHDGLVSEY*

NbL17g00900.1 carboxymethylenebutenolidase_homolog [MW = 33.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02428 Potato type II proteinase inhibitor family

Protein sequence:
MAVHRVSFLALLLFFGMSLLVSNVEHAKACTRECDTRIAYGVCPRLEEKTNNRICTNCCAGKKGCKYFSDDGTFVCEGESDPRNPKPCPRNCDGRIAYGICPLSEEKKNNRLCTNCCAGTKGCNYFSADGTFVCEGESDPRNPKACPRNCDPRIDYRVCPRSEEKKNDRICTNCCSGKKGCKYFSDDGTFVCEGESDPRNPKGCTFECDPRIAYGICPLSEEKKNNRLCTNCCAGKKGCNYFSSNGTFICEGESEYGSKVVEYVGEVEDDLQKSKVAVS*

NbL17g00510.1 uncharacterized_LOC104227417 [MW − SP = 27.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase

Protein sequence:
MASCSSLSFTSTSSNSTSRKHSPSSLVPSHRPFTSSHLSFSKSSSLHSRQTLFRTHCRRVPPPNGASFLVLGCARKAEPLRIMISGAPASGKGTQCELITERYGLVHIAAGDLLRAEIAAGSENGKQAKEYMDKGKLVPDEIVVTMVKERLNGPDSQEKGWLLDGYPRSSSQAKALKEFGFQPDLFILLEVPEEILVERVVGRRLDPVTGKIYHLKYSPPETEEIAARLTQRFDDTEEKVKLRLHTHHQNVEAVLSLYKDITVKVNGSASKQDVFAQIDDALTQLREQKQGKLGTVAA*

NbL17g00400.1 adenylate_kinase_chloroplastic [MW = 32.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17830 STI1 domain

Protein sequence:
MENIGIVSSPKMVLGLSSNPMNSVITSKPFFGLPHLPKKPSKNARITRPTACFEIVSSFQGPRLTKKIVLEKIGRDCFASTTTSGGQQTSSVGVNPQFSAPSPSSQVGSPLFWIGVGVGFSALFSWVASYLKKYAMQQAFKTMMGQMNNNQNSPFGNTAFSPGSPFPFPPPPSMSGAASSSPPPPASSASFASQPVTVDVSATKVEEPPAVNVKKNDTEAERVPKKNAFVDISPDETFQKGAFEDYKESTETASVTVDQVTQNGAASKSGFGASTSDSTGFGANTSNTTGFGANTSGSTSSTEKSNPLMSVEALEKMMEDPTVQKMVYPYLPEEMRNPTTFKWMLQNPQYRQQLQDMLNNMGGNPEWDNRMVDSLKNFDLSSPEIKQQFDQIGLTPEEVISKIMANPDVAMAFQNPRVQAAIMDCSQNPLSIAKYQNDKEVMDVFNKISELFPGVSGSP*

NbL17g00380.1 protein_TIC_40_chloroplastic [MW = 49.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12899 Alkaline and neutral invertase

Protein sequence:
MEGTGLKSVGSHCSISEMDDYDLSKLLDKPRLNVERQRSFDERSVSELSIGLSRGLDNYESAYSPGRSALDTPASSARNSFEPHPMVAEAWDALRRSLVHFRGQPVGTIAAVDHASEEVLNYDQVFVRDFVPSALAFLMNGEPDIVKNFLLKTLQLQGWEKRVDRFKLGEGVMPASFKVLHDPVRNTDTIMADFGESAIGRVAPVDSGFWWIILLRAYTKSTGDVSLAETPECQRGMRLILSLCLSEGFDTFPTLLCADGCSMIDRRMGVYGYPIEIQALFFMALRSALAMMKHDTEGSEFIERIVKRLHALSYHMRNYFWLDFQQLNDIYRYKTEEYSHTAVNKFNVIPDSIPEWVFEFMPTRGGYFIGNVSPARMDFRWFALGNCIAILSSLATPEQASAIMDLIEARWDELVAEMPLKISYPALENHEWRLITGCDPKNTRWSYHNGGSWPVLLWLLTAACIKTGRPQIARRAIDLAESRLSKDVWPEYYDGKVGRYIGKQARKYQTWSIAGYLVAKMLLEDPSHLGMIALEEDKQMKPVIKRSASWTC*

NbL17g00350.1 alkaline/neutral_invertase_CINV2 [MW = 62.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03690 Uncharacterised protein family (UPF0160)

Protein sequence:
MLSAFTRTLLQNPKLFTFKHQNPLAFSLVMATANSSSFSPVSSPSNHVPLKKVGTHNGSFHCDEALGCFMIRLTNKFYNAQIVRTRDTQVLETLDAVLDVGGVYDPSRDRYDHHQKGFQEVFGHGFTTKLSSAGLVYKHFGKEIIAKELQVDEEHPDVHRLFLAIYKSFMEAIDAVDNGINQYDTDQPPRYVNNTHLSSRVGRLNLDWIEPDQSSEKENEAFERAMNLAGSEFLDRVRFHVRSWLPARSIIMECLAARHKIDPSGEIVVFTTFCPWKLHLFELEEEMKIDPPIKYALYQDDRSKGWRVQAVGVAPDRFESRKALPAQWRGLRDDELSKETGIPGCVFIHMSGFIGGNQSYEGALAMARAALKL*

NbL17g00240.1 UPF0160_protein [MW = 42.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MYYYRKTTSALVLKVCKTWTKTLLTSEVLGNTCIKLQQHNHCFVAQAGANASPEVQRMGDNRSSRITRVLFCGPHFPASHNYTREYLQGYPFVQVDDVPLENVPAVIGDYEICVVKSFRMNSDVLSRAKSMKLIMQFGVGLEGVDINAATEHGIKVARIPGGATGNAASCAEMAIYLILGLLRKQHQLKISVEQRKLGEPIGDNLEGKTVFILGFGNIGIHLAKRLRPFDVKILATKRSWSRQAQDSSKSEAPYVENGSYDDLVDERGNHDDILKFASKADIVICCLAMNKETAGIVNNDFISAMKKGAILINIARGGLLDYDAVFHHLKSGHLGGLGIDVAWAEPFDPDDAILKFPEVIITPHVAGVTEKSYRYMAKVVGDVALQLHAGEPFTGIEIVN*

NbL17g00170.1 hydroxypyruvate_reductase−like [MW = 43.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MSSIMAATATHQVKIPGFSGLKLDKKAPCFVSREKCYSNKGVLRQKYRPMKIANEKVVGIDLGTTNSAVAVMEGGQPTIVTNAEGQRTTPSVVAYTKNGDRLVGQIAKRQAVVNPENTFFSVKRFIGRKMTEVDEESKQVSYRVMKDENGNVKLECPAIGKQFAPEEISAQVLRKLVDDASKFLNDKVAKAVVTVPAYFNDSQRTATKDAGRIAGLDVLRIINEPTAASLAYGFEKKNNETILVFDLGGGTFDVSVLEVGDGVFEVLSTSGDTHLGGDDFDKRTVDWLAQNFRKEEGIDLLKDKQALQRLTEAAEKAKIELSTLTQTNISLPFITATADGPKHIETTLTRAKFEELCTDLLDRLKTPVQTALKDANLSFKDIDEVVLVGGSTRIPAVQNLVRKMTGKEPNVSVNPDEVVALGASVQAGVLAGDVSDIVLLDVTPLSLGLETLGGVMTKIIPRNTTLPTSKSEVFSTAADGQTSVEINVLQGEREFVKDNKSLGRFRLDGIPPAPRGVPQIEVKFDIDANGILSVTATDKGTGKKQDITITGASTLPKDEVDRMVQEAEKFAKEDKEKRDSIDTKNQAESVVYQTEKQLKELGDKVPADVKDKVESKLRELKDAISGGSTQTIKDTMAALNQEVMQLGQSLYSQPDAAAGPGPAGASGSRGKDDGDGEVIDADFSESN*

NbL17g00160.1 stromal_70_kDa_heat_shock−related_protein_chloroplastic−like [MW = 74.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02977 Carboxypeptidase A inhibitor

Protein sequence:
MSSSISLIKFAFFIMFFSAINISWIQEMTVMAHRDFPQEIAMVKTKLPPLTDFITCGKACSSDSDCSDGWRCTYCIYQNEVVIVSPVPIYRAAGYYCES*

NbL16g27900.1 uncharacterized_LOC109206410 [MW − SP = 7.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01257 Thioredoxin−like [2Fe−2S] ferredoxin

Protein sequence:
MFGRLAAQRLNEIRTAFRRTPQASRSFSTALNYHIDSPDNNSDLPWEFNDTNKEKVKEILSFYPSNYKQSAVIPLLDLAQQQNGGWLPVSAMNAVANVIEVAPIRVYEVATFYTMFNRTKVGKYHLLVCGTTPCMIRGSRGIEEAILKHLGVKRNEVTKDGLFSVGEMECMGCCVNAPMMTVADYSNGSEGYKYNYYEDLTPKRAVEIVEAFRKGEKPQRGTQNPGRINCGPEGGNTTLLGEPKAPPCRDLDACSAE*

NbL16g27730.1 NADH_dehydrogenase_[ubiquinone]_flavoprotein_2_mitochondrial−like [MW = 28.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00436 Single−strand binding protein family

Protein sequence:
MALEQSIALTNTFFSSTPRRPFSRTHVPVKSLSFRLFSPLKKASRETELAERGSIRCSFDYNRNGNSDVHVYEYERFAGRSQYPRPSEIQWNKELCNSVQLIGNVAAPVQIKHLNSGKIVAWTRLAVRKSQNDTTWVNLTFWDELASVANQYVEKGHQIYVSGRLISDTVEGDDGKQQTYYKVVVQQLNFVEKTSPSVASYNGDSNSMTPSRKQNNYPANTTGSTEELWQAFFANPLDWWDNRKNKRSPNYPDFKHKDTGEALWVEGRYNPTWVKSQLAVLDSKMESFHDQNGSANADFMSMENFQF*

NbL16g27710.1 protein_OSB2_chloroplastic−like [MW = 35.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MATSLSTPKLSTTLSSPTLHTLLYKHKFSLLSLSNPIKPLHFNFLTHSRSNPSSLSYTRRRFTAPRAESSNGADAPRHYDFDLFTIGAGSGGVRASRFASNFGASVAVCELPFDTISSDSTGGVGGTCVLRGCVPKKLLVYASKYSHEFEESCGFGWNYEVEPKFDWSTLIANKNAELQRLMGIYKNILKNAGVTLIEGRGKVVDPHTVDVDGKLYSAKNILISVGGRPFIPDIPGSEYAIDSDAALDLPTKPNKIAIVGGGYIALEFAGIFNGLKSEVHVFIRQKKVLRGFDEEIRDFVGEQMSLRGIEFHTEESPQAIVKSADGSLSLKTSRGTVEGFSHIMFATGRRPNTKNLGLETVGVKMTKNGAIEVDEYSRTSVPSIWAVGDVTDRINLTPVALMEGGALAKTIFAEEPTKPDYRNVPAAVFSQPPIGQVGLTEEQAIKEYGDIDVYMANFRPLKATISGLPDRVFMKLIVCAKTSKVLGLHMCGDDAPEIVQGFAIAVKAGLTKADFDATVGIHPTSAEEFVTMRTPTRKVRRSPPEGKAEHDIKAAAGV*

NbL16g27660.1 glutathione_reductase_chloroplastic [MW = 60.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family

Protein sequence:
MASTEEPVVANEVAVEPAAPEPVMEEEKNPPAKSETSKKEPKAKKPAAPRKKTASVHPPYFEMISDAIVTLKERTGSSQYAITKFIEDKQKNLPPNFKKLLLNQLKKFVASGKLVKVKSSYKLPSARSASAASKPADASAPAKKKTAVAKAAKAKPAAKSKAAAKPKAKPAAKAKPAAKAKPAAKAKPAAKAKPAAKAKPAANAAKSAAKSKPKPKPKATVAAKPKATPVKAKAAPKPKAKETKPAKVAKTATRTTPSRKAAPKAAPAKKEPAKKTPAKSVKSPAKKASTRRGRK*

NbL16g27590.1 histone_H1−like [MW = 30.63 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00533 BRCA1 C Terminus (BRCT) domain

PF00644 Poly(ADP−ribose) polymerase catalytic domain
PF00645 Poly(ADP−ribose) polymerase and DNA−Ligase Zn−finger region

PF02877 Poly(ADP−ribose) polymerase, regulatory domain
PF05406 WGR domain

PF08063 PADR1 (NUC008) domain

Protein sequence:
MENPPKPWKAEYAKSSRSSCKTCKNPIDKEVFRLGKMVQATQFDGFIPMWHHAGCILRKAKQIKSLEDVEGVDQLRWEDQQKIREYVEGGGSGSSNIPAPAAMECGIEVSRTSRASCRHCNQKIVKGEVRLSSKPEGQRAKSLAWHHAKCFCEISSTTQVEKFSGWDSLSAVDQAVVLSLFKSSSSTGNKAEPKEELARESTSKAGAKRKKASNNSEKSKIAKAEADVSASKNVLDRNTNNVKDELSKASELESQLEAQTKALWALKDDLKKHVSSGEFREMLEANDQESTGSELDLRDRCADGMLFGALPKCPLCSGHLRYSGGMYKCHGYLSAWSKCSYSATDIKRVKGKWKIPEETSEYLLKWNKSQKLKKPERILPPATPSKASVSQAANGLSQSSKGENLGDLKVALAGSSKESRENWKSKIEEAGGQLHAKIKKDTNCLVAIGMLDDQDAEIKKARRMKVPIVREDYLVDSIERKKKLPFALYKLEAYEETGSMVTIKVKGRSAVHESSDLQDSGHILEDKTSIYNTTLNMSDLSSGINSYYILQIIEEDKGSECYVFRKWGRVGNEKIGGNKLEEMSKSDAIQEFKRLFLEKTGNSWEAWEQKTNFQKQPGRFYPLDIDYGVDKNPTTKRNLNDANSKLAPPLMELMKMLFNVETYRAAMMEFEINMSEMPLGKLSKKNIQKGFEALTEIQNLLSGTNHDPAIKETLLVDASNRFFTIIPSIHPHVIKDEDDFKLKIKMLEALQDIEIASRLVGFDIDNDDSLDDKYKKLHCDISPISHHSEDYRVIEKYLQSTHAPTHKDWILEVEEVFSLEREGEFDKFAPHREKLKNRMLLWHGSRLTNFVGILSQGLRIAPPEAPATGYMFGKGLYFADMVSKSAQYCFTDRKNPVGFMLLSEVALGEVYELKKAKYMDKPPKGKHSTKGLGKTVPESSEFVKWRDEVVVPCGKPVPSNIKNSELLYNEYIVYDTAQVKLQFLVKVRFNYKR*

NbL16g27480.1 poly_[ADP−ribose]_polymerase_1 [MW = 112.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00790 VHS domain PF03127 GAT domain

Protein sequence:
MDKLNKLKMASSSLGERLKTGGAQMSRMVSAKMKEILQGPTPESKMVDEATLDTMEEPNWGLNLRICGMINSEEFNGTEIVKAIKKKLVMSKSPVSQRLSLDLLETCTSNCEKVFSEVASEKVLDDMVKMIEDPKTETGSRVKVVELITAWGESEDLRYLPVFRQTYMNLKRQYPLESHTNEQLLSPPESYPIPHTGLRNHEHTAYIGESTEEKKEFLVVTRNSLEILSSILTSEVDPKPIKDDLAVSMLENCKQSLAVIQRIVESTSGDEGLMFEALNLHDELRQVISKYEEMEAALESGEKLPKTPEDGSGLPNTAPEAGEKLPKTPEKGSGLPNVADISEANLEKPSLNACESHAVAPTNEENNRSHPEVVKPDISGE*

NbL16g27250.1 TOM1−like_protein_2 [MW = 42.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF15985 KH domain

Protein sequence:
MASKPLPTRSTFIDKSVVPGDVILDLSKLIDQTIKLGGGLHQEHDAITVVKAGILRFSKPNKYWIESSHKRYIPTAGDTVLGIVVDTRADNFFVDIKGPMVAFLPVLAFEGGTRRNIPKFEVGTLIYARVVKANTGMNPELSCMDASGKAAEFGLIKDGYMFESSTGLSRMLLSSPTCPVLEGLGKKLAFEIAVGLNGRVWVNAEHQSTIILVANAIMNSESLTPVQQKIMVERLLDRVN*

NbL16g27240.1 putative_exosome_complex_component_rrp40 [MW = 26.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07498 Rho termination factor, N−terminal domain

Protein sequence:
MFSQVPKMSSAIDFTSKNLPGFGFPEGSCLPCSGLSGRAVTSCGEYKHFSKVLILNLKSPYKSTSFICNASFSNHKRNPDFSRQNKFSRGRNRQNEERDSYDSLEESEMLSSRNGPLLTASNTSKFQATATPGPREREIVELFRKVQAQLRERAAIKEEKKSEELQGKGKESETVDSLLKLLRKHSVQKGKKTNSNRSSNFVLDQPDQSNVFFEERAGSSTELNSDVNHVAQDSGTPVVNRPKSNFQRRSPVSRTKFQPVYHEGDTDNLVASTATDKTEKDIHLDPELGRTPKNKVDSTAHPDIEPIFSDEDVFDEMADDDTAKMFENVDANDDEEQHQVGEELAEMKLTELRAIAKSRGLKGYSKLKKVELIELLSADQV*

NbL16g27200.1 rho−N_domain−containing_protein_1_chloroplastic [MW = 42.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07933 Protein of unknown function (DUF1681)

Protein sequence:
MSFEEDEESFEHTLLVVREVSVYKIPPRPTSGGYKCGEWLQSDKIWTGRLRVVSCKERCEIRLEDPNSGELFAACFVPPGQRESSVESVLDSSRYFVLKIEDGRGKHAFIGLGFNERNEAFDFNVALSDHDKYVKRENEKEVGDGEAGDDNHIDIHPAVNHRLKEGETIRISVKNKPSSGTGMLSAVGLMAGTTGAVKKTPALAPPPSGGNKIKSPLPPPPNDPATARKTSTSPSIALKENTKHSTDPLSDLAEIERSLPSAAGSRSSKPTAAGWAAF*

NbL16g27140.1 uncharacterized_protein_At1g03900−like [MW = 30.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter

Protein sequence:
MEGKSSSIQVNGMQFSYDFQSPIFFDFSLKISPGSRCLLVGANGSGKTTLLRILAGKHMVGGRDVVKVLNFSAFHDTRLVCDGDLAYLGESWSKNVGSAGEIPLQGDFSAEHMIFGVEGVDPVRREKLVELLDINLQWRMHKVSDGQRRRVQICMGLLHPYKVLLLDEVTVDLDVVARMDLLDFFKEECEQRGATIVYATHIFDGLESWATDLVYIQDGVLKRSEKLSELPDLKSSPNLLSVVENWLRSETTIEKKKPVIAPPKVQKSSPFGSSPFQSSRHMAYFR*

NbL16g27120.1 ABC_transporter_I_family_member_21−like [MW = 32.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01929 Ribosomal protein L14

Protein sequence:
MVSLYKPFKRFVEIGRVALINYGKDYGKLVVIVDVVDQNRALVDAPDMVRSQINFKRLSLTDIKIDIKRIPKKKTLVEAMEAADVKTKWENSSWGRKLIVQKRRAALNDFDRFKLMLAKIKRAGVVRQELAKLKKTAA*

NbL16g27090.1 probable_60S_ribosomal_protein_L14 [MW = 15.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02115 RHO protein GDP dissociation inhibitor

Protein sequence:
MMESGNKEEAGPSRGLNFNEDQRKEELEEVDSEEDEHNQDPAADIIATSYAPGPLLSLKDQIEKDKEDESLRRWKEKLLGCLESDLNGQMEPEVKFHSVGILSSDFEEINTPLPIKEGQRKSVLFTLKEGSEYRLKLTFSVLHNIVSGLAYTNTVWKAGLQVDQSKGMVGTFAPQREPYIHMLEEETTPSGALARGTYTAKLMALDDIGETRIHILNKQNSHRLLIERVLVMIVHGVFTLSNYGDLQ*

NbL16g27000.1 rho_GDP−dissociation_inhibitor_1−like [MW = 27.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02450 Lecithin:cholesterol acyltransferase

Protein sequence:
MRGGHVCIVVSFLLLLAAVSGEFAGDYSKLSGIIIPGFASTQLRAWSILDCPYSPLDFNPLDLVWLDTTKLLSAVNCWLKCMMLDPYNQTDHRECKSRPDSGLSAITELDPGYITGPLSSVWKEWVKWCIEFGIEANAIIAVPYDWRLSPSKLEERDLYFHKLKLTFETALKLRGGPSIVFAHSLGNNVFRYFLEWLKLEIAPKEYLRWLDDHIHAYFAVGAPLLGAIETVKATLSGATFGLPVSEGTARLMFNTFGSSMWMLPFSKYCTTDNVYRRHFSGGERKYHHAYHCDEHELQSNYSGWPTNIINIEVPSIRGDKAYPSFVEIAQANLSGMECGFPTQLSFSAREVSDGTFFKAIKDYDPDSERLLYLLQKSYHADPILNPLTPWERPPLKNIFCIYGIDSKTEVGYYFAPSGKPYPDNWIITDVIYEIEGSLYSRSGNLVEGNPGATSGDETVPYHSLSWCKNWLGPKVNITRTPQSEHDGSDVQVHQNIEHQHGEDIIPNMTRLPTVKYITYYEDSESFPGKRTAVWELDKANHRNIVRSPVLMRELWLEMWHDIHPDKKCNFVTKAKRGPLRDEDCYWDYGKARCAWPEHCEYRYLFGDVHLGQSCRLKNSTYDLLSHYV*

NbL16g26980.1 phospholipid−−sterol_O−acyltransferase−like [MW − SP = 69.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00238 Ribosomal protein L14p/L23e

Protein sequence:
MSKRGRGGSAGNKFRMSLGLPVAATVNCADNTGAKNLYIISVKGIKGRLNRLPSACVGDMVMATVKKGKPDLRKKVMPAVIVRQRKPWRRKDGVFMYFEDNAGVIVNPKGEMKGSAITGPIGKECADLWPRIASAANAIV*

NbL16g26880.1 60S_ribosomal_protein_L23−like [MW = 15.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MQAITRKLGHQSLKHSPAISSFKSLYPPSDDHYYGSRFASNVATSGSGHLARKGTGGRSSVSGIVATVFGATGFLGRYVVQELAKMGTQVLVPFRGSEDSPRHLKLMGDLGQIVPMKYNPRDENSVKAVMAKANVVINLIGREYETRNYSFEEVNHHMAEQLAMIAKEHGGIIRFIQVSCLGVSPTSPSRMLRAKAAAEEAVAHELPEATIMRPAVMIGTEDRILNPWAHFAKKYGFIPLFGDGSTKIQPVFVADVASAIVASLKDNGISMGKVYELGGPDVYTMHELAELMFDMIREWPRYVNVPFPIAKALASPREFLLNKVPAPMPTPTIFNLDAIEALATDKIVSKDALTFEDLGLVPHKVKGYPVEFLIQYRKGGPNYGSTVSERVSPESYP*

NbL16g26760.1 NADH_dehydrogenase_[ubiquinone]_1_alpha_subcomplex_subunit_9_mitochondrial [MW = 43.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MATQGPVITCKAAVAWEPNKPLVIEEVQVAPPQAGEVRVKVLYTALCHTDAYTWSGKDPEGLFPCVLGHEAAGIVESVGEGVTEVQPGDHVIPCYQAECRECKFCKSGKTNLCGKVRAATGVGVMMNDRQSRFSINGKPIYHFMGTSTFSQYTVVHDVSVAKIDPVAPLEKVCLLGCGVPTGLGAVWNTAKVEPGPLLLSLAWAQLVLLWRRVQRLLVLRELLGLILTAKSLIEPKSLV*

NbL16g26700.1 alcohol_dehydrogenase_class−3−like [MW = 25.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MATLGQLLPSCGGAVLNSRTLLPSPFPSPTRTRNFRVKMSIPATQASIVLPENCIILGCGSVGVDFLAAVASYPNPDDKIRSTSFQVQGGGNTGNALTCAARLGLTPRIISKVSNDSQGKGILEELEADGVDSSFIVVSDGGNSPFTYIIVDNQTKTRTCIHTPGYPPMIPTDLSQSNLLSSLAGAKLVYFDGRLHETAAVVAEEANNRGIPILIDTERKREGLDHLLSFASYVVCSTKFPQEWTEASSIPSALVSMLLRLPKAKFVIVTLGKDGCIMLQRTEMENVHSEEMDVDNLFEKLNQEKDTSATVPACISSNVVKLHAKGIGTISGRLLVGTAESIPQTELIDTTGAGDAFIGAVLYSICANIPPEKMLPFAAQVAAIKCRALGARAGLPHYTDHRLTPFLV*

NbL16g26680.1 ribokinase−like [MW = 43.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MDRYQKIEKPKQELPINENEIRITSQGLVRNYITYATTLLQERRGKEIVLKAMGQAISKTVAIAEIIKRRMPQLHQDTAISSVSITDVWEPLEEGLLPVEQTRHVSMISITLSAKELNANSPGYQAPSGVEVEQMKPQYRNYQPQLQQQPPRQTRAVYYAGNEDSYGRGRGRGRGRGRGWSRGGYGNYQENGDYSNWGRGGGRGGWGYPGSEYGRGRGGGGRGYGRGRGRMGPRPRGGGNQA*

NbL16g26420.1 ribonuclease_P_protein_subunit_p25−like_protein [MW = 26.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02569 Pantoate−beta−alanine ligase

Protein sequence:
MAGKEPVIITDKEEMRKWTRTMRSKNHTIGFVPTMGYLHEGHLSLVQEAQKHADLIVVSIYVNPGQFSPNEDLSTYPSDFQGDIQKLKSVANGVDVVFHPKNLYDYGNSEMGLIRSAERINEKENEGLKVVSCVEDKGMGHETWVRVEILEKGLCGKSRPVFFRGVATIVTKLFNIVEPDIAVFGKKDYQQWRIIQRMVRDLDLGIKVIGSDIVREHDGLAMSSRNVKLLPEDRQKALSISRALSKAKVEAEKGHVNCGELINSAIQTIDEAGGRVDYAEIVEHESLEPAETIKRPVVFCVAAWFGKVRLVDNMEINI*

NbL16g26410.1 pantoate−−beta−alanine_ligase−like [MW = 35.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00957 Synaptobrevin PF13774 Regulated−SNARE−like domain

Protein sequence:
MGQQSLIYSFVARGTMILAEYTEFTGNFTSIASQCLQKLPASNNKFTYNCDAHTFNYLVEDGFTYCVVAVESVGRQIPIAFLERTKEEFTKKYGGGKAATAVANSLNREFGPKLKEQMQYCVDHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTQGTTMRRKMWLQNMKIKLIVLGIIIALILIIVLSVCGGFNCH*

NbL16g26400.1 vesicle−associated_membrane_protein_722 [MW = 24.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05903 PPPDE putative peptidase domain

Protein sequence:
MAEEGHKVSLNVYDLSQGLARQLSTTFLGKAIEGIWHTGVVVYGHEYYFGGGIQHAPAGTTPYGTPIRVVDLGVTHVPKDVFEMYLQEISPRYTAETYSLLTHNCNNFSNEVAQFLVGATIPDDILNLPNEVMNSPMGALIMPMIQQLESTLRANAVPQAPQFRPPTVASASQQMVSGGKSQVGEDKSGSVVKPAKREKKPVGEQEKTPANTAVSDPLGDSRSKVQEEITREFAAIMATGTLRASEAAALATKRVMQRYGHTTAALN*

NbL16g26330.1 desumoylating_isopeptidase_1−like [MW = 28.82 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 28 55 82 109 137

Protein length

Gel Slice

4.0 4.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 28 55 82 109 137

Pfam domains

Pfam Description
SP Sequon TM Domain PF00173 Cytochrome b5−like Heme/Steroid binding domain

Protein sequence:
MGGETNVFTLAEVSQHNNAKDCWLVISGKVYDVTKFLDDHPGGDEVLLSATGKDATDDFEDVGHSSSARAMLDEYYVGDIDSATIPTKTKYTPPNQPHYNQDKTSEFVVKLLQFLVPLIILGVAFGIRFYIKQSSA*

NbL16g26250.1 cytochrome_b5 [MW = 14.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
MAAAVPAQQPVSAQVVGNAFVQQYYHILHHSPGLVFRFYQDISKLGRPEDDGSMSITTTMQAINEKILSLSYADCRAEIRSVDSQESFNGGVHVLVTGYLTGKDTLIRNFSQTFFLAPQDRGYFVLNDMFRYVEIVNQQDAVQAPETDVLAPGTTEQFVADTPPAQENHISEQSTPSAEEANGGEVYNPPENDNVPVVQEEVPVAEVVDEAQGDSQMAAESNIIVEDMPKKSYASIVMHLKESAATFSPPPAPAPRKIVPKSVGQMSQRPAAAPADNPVLSSDFVDNVNNQEGEADGYSIYIKGLPMSATAAMLEDEFKKFGPIKNGGIQVRSNRQHGFCFGFVEFEVELAVQKAIEASPVLIGGRQAVVEEKKSTNSRGNTRPRYPSGRGSGFRNDGGRGRGNYGGGRGYSRGDFNGRSEFNKGGNRGGSANRGGDGYLRTDNMGGNSGRMNHGGGMPNGAAKNMPPRVSATA*

NbL16g25980.1 putative_G3BP−like_protein [MW = 50.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MENEKSNDVLHVVMFPFFAFGHISPFVQLANKLSSHVVKVSFFTASGNASRVKSMLNSAPTTNIVPLTLPQVEGLPPGSESTAELTPVTAELLKVALDLMQPQIKTLLTHLKPHFVLFDFAQEWLPKMADELGIKTVFYSVFVALSTAFLTCPARVPEPNKYPSLEDMKKPPPGFPHTSVTSVKTFEARDFLYIFKSFHGGPTVYDRVLSGLKGCSAILAKTCSQMEGPYIEYVKAQFNKPVFLVGPVVPDPPSGKLEERWSSWLNKFEAGTVIYCSFGSETFLKDEQIKELALGLEQTALPFFLVLNFPANVNFSVELNRALPEGFLERVKDKGIIHSGWVQQQHILAHSSVGCYVCHAGFSSVIEALVNDCQVVMLPQKGDQFLNAKLVSGDMKAGVEVNRRDEDGYYGKEDIKEAVEMVMVEIDKQPGELIRENQKKWKEFLLNKDIQCKFIEDLVQEMMAMTKVSST*

NbL16g25960.1 anthocyanidin_3−O−glucosyltransferase [MW = 52.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08240 Alcohol dehydrogenase GroES−like domain PF13602 Zinc−binding dehydrogenase

Protein sequence:
MAGKVMHALQYNSYGGGAAGLKHVEVPVPTPKKDEVLLKLEATSINPVDWKIQKGVLRPLLPPKFPFIPTTDVGGEVVEVGSSVKDFKVGDKVVAMLNTLNGGGLAEYAVAKESLTVPRPAEVSAAEGAGLPVAGVTALQALVNPAEVKLDGSGPRKNILVTAASGGVGHYAVQLAKLGNTNVTATCGARNFDFVKSLGADEVLDYKTPEGAALKSPSGQKYDAVIHCTTGIPWSTFEPNLSAKGKVIDLTPGPSAMWTYAVKKLTFSKKQLVPLLLIPKKEDLDLVVRLVKEGKLKTVIDSKHPLSKAEDAWSRSIDGHATGKIIVEP*

NbL16g25940.1 putative_quinone−oxidoreductase_homolog_chloroplastic [MW = 34.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MINDVANNDWFLVLLLRWRSAVAILDLLYIFSGRKERRRGDSQCEETESTMKFSRALYAASVLFVLLLITIVTAKKSGDVTELRIGVKFKPKSCQLKAHKGDRVSVHYSGKLTDGTVFDSSYERNDPIEFELGSGQVIKGWDQGLLGMCVGEKRKLKIPAKLGYGESGSPPKIPGGATLVFDTELVAVNGKKSAADSEL*

NbL16g25880.1 peptidyl−prolyl_cis−trans_isomerase_FKBP15−1−like [MW = 21.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase PF00515 Tetratricopeptide repeat

Protein sequence:
MDEDFDIPAMDEDMDLPDESPIMKVGEEKEIGKEGLKKKLVKEGEKWDTPEPGDEVEVHYTGTLLDGTKFDSSRDRGTPFKFTLGQGQVIKGWDQGIKTMKKGENAIFTIPPELAYGESGSPPTIPPNATLQFDVELLSWVSVKDICKDGGIFKKILTEGEKWENPKDLDEVLVKYEARLEDDGSLIGKSDGVEFAVQEGHYCPAIAKAVKTMKKGEKVQLTVKPQYGFGEKGKPASTDGGAVPPNATLLINLELVSWKTVSSVTNDKKVIKKILKEGEGYEKPNEGAMVKLKLIGKLQDGSVFLKKGHDGENEDDLFEFMTDEEQVIDGLDRAVMSMKKGEVALLIIAPEYAFGSSESKQDLGVVPPNSTVYYEVELVSFVKEKESWDMNTPEKIEAAGKKKEEGNALFKAGKYARASKRYEKAAKFIEYDTNFSEEEKKQSKALKITCNLNNAACKLKLKDYKQAEKLCTKVLETESTNVKALYRRAQAYINMVDFDLAEFDIKKALEIDPANRDVKLEYKALKEKVREYNRKDAKFYGNMFSKLNKLDVNSNNSASKEPQPMSIDSKA*

NbL16g25870.1 peptidyl−prolyl_cis−trans_isomerase_FKBP62−like [MW = 63.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01230 HIT domain

Protein sequence:
MDKSAPARRRLALLFSHLRPATSPPKSNCFNRLVVTNCTSTSNSENSENGCIFCKIVRGESPAIKVYEDDVCLCILDTNPLSCGHSLIIPKCHFSSLKETPPSVVASMFSKVPAISSAVIKATGYDSFNLLVNNGEAAGQVVFHTHIHIIPRKASDCLWASESLRRRPLKLDQEAKKLGENIRENLPSLGNIEDSKGQVSDLIGN*

NbL16g25810.1 adenylylsulfatase_HINT3 [MW = 22.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04526 Protein of unknown function (DUF568)

Protein sequence:
PKYPPTHSSTFAQNMASHFHLFLASLVVLLFISPSTSLTCSSQTFSSNTKFTNCTDLPSLKSFLHWTFDPTKSTLSVAFIASPASPDGWIAWGLNPTAPAMVGTQSLIAFKDPKGAMVVKTYNLTSYKSITESKLLYNVLDSKAESSNGTMKIFATLELPENTTTVNQVWQVGPAVNDGKPVVHKFDTENLASKATLDLAATSSAGEGNKNAGSSASNSNSNSSSQSGNETGGSSRILKSENGIFAFLFFLGVLLLQL*

NbL16g25790.1 cytochrome_b561_and_DOMON_domain−containing_protein_At3g25290−like [MW − SP = 23.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03188 Eukaryotic cytochrome b561 PF04526 Protein of unknown function (DUF568)

Protein sequence:
MSSPAISFAVFLVIASLLISPSLSQTCSSEKFTNNKVYTRCSDLPALKSFLHWTYNAENSTLDVAFVAPPDKPDGWIAWAINPKNTGMVGAQTLFAFKNSKGEMVVKTYDISSYTSIKESSKLWFDVKDSAAEFSGGLMRLFATLVLPEKGKTTLNHVWQVGPSVTNGFPAKHDFQPANLNSKGTLDLVSGESKTGASGNSKVKRKNIHGILNAISWGILFPIGIIIARYMRTFKSADPAWFYLHVSCQCSAYIIGVAGWATGLKLGSESKGITYDTHRNIGIALFSFATLQVFALLLRPKKDNKYRFYWNIYHHGVGYTMLILSLINVFKGLDILDPATKWRSAYIGILVVLGAIAVLLEVITWIVVLKRKSNKSTKPYDG*

NbL16g25770.1 cytochrome_b561_and_DOMON_domain−containing_protein_At3g25290−like [MW − SP = 39.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAEEEVGEEYLFKIVVIGDSAVGKSNLLSRFARDEFDHNSKATIGVEFQTQVVEIDGKEIKAQVWDTAGQERFRAVTSAYYRGAVGALIVYDISRKTTFENIKRWLDELNTHCDTTVARMLVGNKCDLENIRDVSVEEGKNLAEEEGLFFIETSALDSTNVNTAFEVVIREIYKNLSRKVLNSDSYKAELSVNRVSLANGTDMSKQNASCCSR*

NbL16g25750.1 ras−related_protein_RABA5b−like [MW = 23.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01657 Salt stress response/antifungal

Protein sequence:
MAFLYYSFLLMILLFCICTVESVDPLGNFCDDATKFNNAKTSANIGKVLAELLSVSSKDSFSTTSYGDATNQVYGLYQCRGDISSNECLRCIKDAAKEIRKRCPDKTDARIWYDFCFLRYNTKNFLGQVETAPGIFFYNVDFVSDTDFFNKKLVQLKNQITAEATVPKNKGLGKGKSILSPFLTLYALMQCTRDIPEIDCAQCLAIAVGNFPTICLNRRGCRILYNSCYVRYELYPFFFPLDPKEKLANVSMNYYTMKISRP*

NbL16g25740.1 cysteine−rich_repeat_secretory_protein_55−like [MW − SP = 27.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02221 ML domain

Protein sequence:
MAMIAVELFVGLLLLLCLLSPLTSAESTDFEYCKDIFSSEMEHLSNKKANYPVKVSGIDITPYPVSGGKKTTFSISASTGKNLTGGKLVIDVNYLFFHVHHEAIDLCKETSCPASGDFLISHSQELPGFTPPGSYTLTMKMVDDKNQQLSCISFGFSIGFIAESQALAADS*

NbL16g25690.1 putative_phosphatidylglycerol/phosphatidylinositol_transfer_protein_DDB_G0282179 [MW − SP = 15.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSVSCFSFAATASTSSISSLYFFTQKPKFSIDHLSLSTYNTHFNFKINSTKLKAHFPISSLYRSLIFLSTCASVSDGVEFVQEDEEEVALSAQEEEEIEEKEESVESESVEGGRLYVGNLPFSMTSSQLSEIFAEAGTVANVEIVYDRVTDRSRGFAFVTMGSVEEAREAIRLFDGSQVGGRTVKVNFPEVPRGGEREVMSAKIRSTYQGFVDSPHKLYVANLSWALTSQGLRDAFADQPGFMSAKVIYDRSSGRSRGFGFITFSSAEAMESALDTMNEVELEGRPLRLNVAGQKAPLSSPPVVETSPENDSENSELLSSLSS*

NbL16g25650.1 33_kDa_ribonucleoprotein_chloroplastic [MW = 35.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MATLHCHCFRMLPSSPPDRINLPLHQFPLPKNHGAHGRKKLLRFRCRSSSDNNEEYLLDAPVSVGDGFSFSGGKYSDEPSPADEWFKKGKFVKAHPVSGTGEKAKDPLFGLTMGGGSQASTDLFRWFCVESGSTDNSTIVLVHGLPSQAYSYRKVLPILEKNYHAIAFDWLGFGFSDKPQPRYGFDYTLDEYMASLESIINALTDKKVTLVVQGYFSPIAIKYASNHQEKLNGLILLNPPLTMQHANLPSTLSVLSNFLLGEIFCQDPLRASDKTMLSCGPYQIKEDVAMVYRRPYLTSGSAGFALNAISKAMKKQLKGYVEDSRAILMDNNWKVQTTVCWGQRDRWLSFDGVEDFCKESKHRLVELPMSGHHVQEDSGEELGQLLAGTVEKSSSSL*

NbL16g25540.1 epoxide_hydrolase_3 [MW = 44.25 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MFSGLPNHFCLFFLSLLLCLITVCLAGDPYIYYDWTVSYITASPLGVQQQVIGINGQFPGPILNVTTNWNVVVNVKNDLDEPMLLTWNGIQQRKDSWQDGVSGTNCPIPAGWNWTYEFQVKDQIGSFFYFPSLNFQRAAGGYGGITVNNRKIISLPFATPDGDITLFISDWFIKSHKVSCKLQLELRQDIENGVGLRAPDSILFNGLGPYRYDNALVSGGIAFLSVNVEPGKTYRLRVHNVGVSTSLNFRIQNHNLLLVETEGSYTVQQNYTSLDIHVGQSYSFLVTMDQNASSDYYIVASPRFVNSSGWSKSVGVAVLHYSNSQGPASGPLPDPPNESDTFFSMSQARSIRWDVSASAARPNPQGSFRYGEITVTDVFVLHNRPAELIEGKRRTTLSGISYLAPSTPLKLAQQFNIPGVFKLDFPNKMMNRPAKVDTSVINGTYKAFVEIIFQNIDTTVQSYHLDGYAFFVVGMDYGLWTENSRSTYNKWDGVARCTTQVFPGAWTAILVFLDNDGIWNLRAQNLDSWYLGQETYISVVNPETTDKNDIPLPANVIYCGALSPLQKDQAHRVNFSGAPSLRKPIKLIFVAFVVALIESFMR*

NbL16g25440.1 monocopper_oxidase−like_protein_SKU5 [MW − SP = 64.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18029 Glyoxalase−like domain

Protein sequence:
MAEEVQNGGAENGAAKAVTVTFTAMKPQLIVEAPKAGDAVQFYKTAFGAEEVNRVNHPKRKAEQELPLILSAELKLGSTTFLVSDSDLTDDSSAPVKTASGCIFCLETEDVEGAVAKAVTAGAVSEGEIAEGDGACYGGRVGKLKDPYGNVWLVCSPSKKYE*

NbL16g25360.1 uncharacterized_protein_At5g48480−like [MW = 16.93 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF12436 ICP0−binding domain of Ubiquitin−specific protease 7
PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
INDRYEFPLELDLDRENGKYLSPDADKSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEDMKRALEEQYGGEEELPQTNPGFNNAPFKFTKYSNAYMLVYIRESDKDKIICDVDEKDIAEHLRIRLKKEQEEKEDKRRHKAQAHLYTIIKVARDEDLKEQIGREIYFDLVDHDKVHSFRIQKQMPFNLFKEEVAKELGIPVPFQRFWIWAKRQNHTYRPNRPLSPQEELQTVGQLREVSNKTNTAELKLFLEVNHGLDLLPIPLLEKSKDDILLFFKLYDPAKEELRYIGRLFVKSSSKPTDILGKLNELAGFAPDQEIELFEEIKYEPSVMCEPLDKKASFRFSQIEDGDIICFQKKPSPEVEEQVRYPDVSSFLEYVKNRQIVHFRALEKPKEVDFCLELAKSNTYDEVVDKVAQRLGADDPSKIRLTPHNCYSQQPKPNPIKYRSVDHLVDMLIHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHSTKDEIEILNIRLPKQSTVGDVLNEIKSKVDLSRQDAELRLLEVFYHKIYKIFPLTEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKETPQNQMQVQNFGEPFFLVILEGETLAEIKVRIQKKLQVPDEEFSKWKFAFLSLGRPDYLQESDIVSSRFQRRDVYGAWEQYLGLEHADNTPKRAYSVSQNRHTFEKPVKIYN*

NbL16g25210.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 83.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00443 Ubiquitin carboxyl−terminal hydrolase PF00917 MATH domain

Protein sequence:
MTILNSQPLDHQEEEEMLVPRADMVEGPQPLVEGPQPMEVTPTENASAVENQAVDEPQASRFTWTIDNFSRLSVKKLYSELFSVGSYKWRVLIFPKGNNVDCLSMYLDVADSATLPYGWSRYAQFSLAVVNQVNPKYTVKKETQHQFNQRESDWGFTSFMLLSELYDTNKGYLVNDRVVIEADVAVRKVIDYWTYDSKKETGYVGLKNQGATCYMNSLLQTQYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDKSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHMNYIECINVDFKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEEHGLQ

NbL16g25200.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 43.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF02913 FAD linked oxidases, C−terminal domain

Protein sequence:
MTFFSLFSRFRSCSKPICNNLQRTSNFQRPQIPSSSLAEPVICSRKPSSNNSWIASLIPLAFAVSAGSLALHSHSLSLSDAPLFDPNSVKIGGKDSTDYVVKGYHREIPPQLIEELKAICQDKMTLDEDERYAHGKPQNSFHKAVNIPDVVVYPRSEEEVSKIVRSCNKHKVPIVPYGGATSIEGHTLSPNGGICIDMTLMNRVKALHVEDMDVVVEPGIGWMELNEYLKRYGLFFPLDPGPGATIGGMCATRCSGSLAVRYGTMRDNVINLKVVLADGEVMRTASRARKSAAGYDLTRLMIGSEGTLGVITEITLRLQKLPESSVVAMCNFPTIKDAADVAIATMHSGIQVSRVELLDEVQVRAINLANDKKLPEVPTLMFEFVGTEAHSREQTQIVQKIASQHNGSDFVFAEEPDEKKELWKIRKEALWACFAMEPNSEAMITDVCVPLSHLAELISRSKQELDASPLTCTVIAHAGDGNFHTIVLFDPSKKEQRREAERLNHLMVHTALSMEGTCTGEHGVGTGKMKYLEKELGMENLRTMKKIKVALDPNNIMNPGKLIPPHVCF*

NbL16g25160.1 D−lactate_dehydrogenase_[cytochrome]_mitochondrial [MW = 62.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05116 Sucrose−6F−phosphate phosphohydrolase PF08472 Sucrose−6−phosphate phosphohydrolase C−terminal

Protein sequence:
MPSLTLRFSFSGFPRSRCCSTPTPKLSSFTSFQTEVNFRSIMDRLTSAARLMIVSDLDHTMVDHHDPENLSLLRFNALWEANYRKNSLLVFSTGRSPTLYKELRKEKPMLTPDITVMSVGTEIAYGNSMEPDDGWEAFLNNKWDRKIVTEETNKFPELTLQSETEQRPHKVSFYVQKDKAQDIMRTLSKRLEERGLDVKIIYSGGMDLDILPQGAGKGQALAYLLKKLKSEDKLPNNTLACGDSGNDAELFSIPDVYGVMVANAQEELLQWRAANAKDNPKVIHATERCAAGIIQAIGHFNLGPNTSPRDFTDMSDCKMENFVPAYEVVKFYLFFEKWRRGEIENSDLHLSNLKAVCRPSGTFVHPSGVEKSLEDCINTLRTCHGDKQGKQFCIWVDQVLPTQVGSDSWLVSFKKWELCGEERQCCITTVLLSSKNLTVADGLTWTHVHQTWMQGAAATDSAAWFF*

NbL16g25090.1 sucrose−phosphatase_1 [MW = 52.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MAKEEPNAGSVVVEGTSEVRDDNEVVNESASSLLKEDEEKVDDLTLDEPPTEAAKKKKKKNKSKKKKEPPQQTDPPSIPISELFPSGEFPEGEIQQYKDDNLWRTTSEEKRELERLEKPTYNSVRQAAEVHRQVRKYIRQIAKPGMLMIDLCETLENMVRKLISENGLQAGIAFPTGCSLNWVAAHWTPNSGDKTVLQYDDVMKLDFGTHIDGRIVDCAFTVAFNPMFDPLLEASREATNTGIKEAGIDVRLCDVGAAIQEVMESYEVEINGKVFQVKSIRNLNGHSIGQYQIHAGKSVPIVKGGEQTKMEEGEFYAIETFGSTGKGYVREDLECSHYMKNFDIGHIPLRLPRAKQLLATINKNFSTLAFCRRYLDRLGETKYLMALKNLCDAGIVQPYPPLCDIKGSYVSQFEHTILLRPTCKEVVSRGDDY*

NbL16g25060.1 methionine_aminopeptidase_2B−like [MW = 48.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MDSQIYGFLFTLILFFSITGATLQENPSAKHQMSAHQINSNSVLIALLDSHYTELSELVEKALLLQTLEEAVTKHNITIFAPKNEALERDLDPEFKRFLLEPGNLKSLQKLLLFHMIPTRIQSLHWPKTELKPRHHSTLCPGDEHISVLRKSGDRMVSMAKVISVDDIIKPDGIIHGIERVLIPKSVQQEFNTRRSLRSISAVLPEGAPEVDPRTNRLKKKPTILVPAGAPPVLPIYSAMAPGPSLAPAPAPGPGGPHHHFDGESQVKDFIQTLLHYGGYNEFADILVNLTSLATEMGRLVSEGYVLTVLAPNDEAMAKLTTDQLSEPGAPEQIMYYHLIPEYQTEESMYNAVRRFGKVKYDTLRLPHKVVAQEADGSVKFGVAKGSAYLFDPDIYTDGRISVQGIDGVLFPVEEIKAAPVAAPVAKVVAKPRRGKLMEVACSVLGSFC*

NbL16g25050.1 fasciclin−like_arabinogalactan_protein_17 [MW − SP = 47.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00226 DnaJ domain PF07743 HSCB C−terminal oligomerisation domain

Protein sequence:
MWTKKLRLLTSFRVALLRREITTFSVSPSQLDFPVSSSISPQVDQLPQRYFVRNNLDFSGRFHFCSEAAQKLTCWNCNVVSSTTTPFLVCNACGSVQPVDQSVDYFHIFGLEKKYGIEGENLERKYKDWQRKLHPDLVHTKSEKEREYAAEQSARVIDAYRTLSDPLSRAIYILKLEGVHVDEEERIDDLELLAEIMELRETVEEAANAQALKQIQGEIQGKFEQSSISFANALQKRKYEEAVAATQRMTYYKRANEEIVKKL*

NbL16g25020.1 iron−sulfur_cluster_co−chaperone_protein_HscB_mitochondrial [MW = 30.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01717 Cobalamin−independent synthase, Catalytic domain PF08267 Cobalamin−independent synthase, N−terminal domain

Protein sequence:
MASHIVGYPRMGPKRELKFALESFWDGKSSAEDLKKVAADLRSSIWKQMADAGTKYIPSNTFSYYDQVLDTTAMLGAVPARYNWAGGEIAFDTYFSMARGNASVPAMEMTKWFDTNYHFIVPELGPDVNFSYASHKAVDEYKEAKGLGVDTVPVLIGPVSYLLLSKPAKGVEKSFPLLSLLDKILPIYKEVIAELKAAGASWIQFDEPTLVLDLQAHQLEAFTKAYAELESSLSGLNVLTETYFADVPAEAFKTLTALKGVTAFGFDLVRGTQTLDLIKGGFPSGKYLFAGVVDGRNIWANDLAASLNLLQSLEGIVGKDKLVVSTSCSLLHTAVDLINETKLDDEIKSWLAFAAQKVVEVNALAKALAGHKDEAFFSANAAAQASRKSSPRVTNEAVQKAATALKGSDHRRATNVSARLDAQQKKLNLPVLPTTTIGSFPQTVELRRVRREYKAKKISEEEYVKAIKEEIKKVVVLQEELDIDVLVHGEPERNDMVEYFGEQLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPNPMTVFWSTTAQSMTKRPMKGMLTGPVTILNWSFVRNDQPRFETCYQIALAIKDEVEDLEKAGITVIQIDEAALREGLPLRKAEHAFYLNWAVHSFRITNVGIQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSTEEIADRVNKMLAVLDTNILWVNPDCGLKTRKYAEVKPALENMVSAAKAIRTQLASTK*

NbL16g24920.1 5−methyltetrahydropteroyltriglutamate−−homocysteine_methyltransferase [MW = 84.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain PF00970 Oxidoreductase FAD−binding domain

Protein sequence:
MEFFERPEAQFIIGVAVAIAAAGAAAYYYSSKKPKVCLDPERFKEFKLVKRTQISHNVAKFRFELPTPTSVLGLPIGQHISCRGKDSQGEEVVKPYTPTTLDSDVGYFELVIKMYPQGRMSHHFREMREGDYMAVKGPKGRFKYQPGQVRAFGMLAGGSGITPMFQVARAILENPNDKTKVHLIYANVTYEDILLKEQLDGLAANYPDRFKIYYVLNQPPEVWSGGVGFVSKEMIQNHCPAPASDIQILRCGPPPMNKAMAAHLEALGYTPEMQFQF*

NbL16g24840.1 NADH−−cytochrome_b5_reductase_1−like [MW = 31.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02446 4−alpha−glucanotransferase

Protein sequence:
MREMPWRGAGVAIPMFSVRSEADLGVGEFLDLKLLVDWAVESGFHLVQLLPINDTSVNCMWWDSYPYSSLSVFALHPLYLRVEAISENIQEDIKQEIREARVQLDKKDVDYEAAMSTKLSIAKKIFAREKESILNSKSFLEFFSENQEWLKPYAAFCFLRDFFETSDRSQWGRYSEFSKEKLEKLISKESLHYEVVSFHYYIQFHLHLQLSEAAEYARKKGVVLKGDLPIGVDRNSVDTWVYPNLFRMNTSTGAPPDYFDKNGQNWGFPTYNWEEMSKDNYVWWRARLTQMGKYFTAYRIDHILGFFRIWELPDHAMTGLCGKFRPSIPISQEELESDGLWDFNRLTQPYIGHELLQEKFGASWTIIASTFLNEYRKGLYEFKEECNTEKKIASVLKSFLETSMLVESEEKLRRKLFDLLQNVALIKDPEDLRKFYPRFNIEDTTSFKDLDHHSQNVLKRLYYDYYFQRQEGLWRQNALKTLPVLLNSSNMLACGEDLGLIPSCVHPVMQELGLVGLRIQRMPSEPGLEFGIPSQYSYMTVCAPSCHDCSTLRAWWEEDEERRHRLFQAVVGSDELPPDQCTPEIVHFVLRQHVEAPSMWSIFPLQDLLALKEDYTTRPAVEETINDPTNPKHYWRYRVHVTMESLLDDKDLMKKIKDLVRGSGRCYPQKDLVESGQANGVGSAKLPLWSELPSLA*

NbL16g24700.1 4−alpha−glucanotransferase_DPE2 [MW = 81.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01218 Coproporphyrinogen III oxidase

Protein sequence:
MLTPILSVPSSSSTPTSQFPHSLYSSSSFLSKPLHLPFTVSYKTAKKPTPDYSFKVQAMIEKEVAESHKPDTFLRESDMGSNVTSNSSSIRGRFEKMIREAQDSVCLAIEKADGGAKFKEDVWSRPGGGGGISRVLQDGAVFEKAGVNVSVVYGVMPPEAYRAARPTDNGNVKPGPIPFFAAGVSSVLHPKNPFAPTLHFNYRYFETDAPKDAPGAPRQWWFGGGTDFTPAYIFEEDVKHFHSVQKAACDKFDASFYPRFKKWCDDYFYIKVKASVPLETCFCWLLELAIESSKILAFLLKYLLGLFTSHP*

NbL16g24500.1 oxygen−dependent_coproporphyrinogen−III_oxidase_chloroplastic [MW = 34.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13532 2OG−Fe(II) oxygenase superfamily

Protein sequence:
MNDFTVGSVPTVFYIPDFITDSEHDQLLNNINGAPISKWKSLKNRRLQNWGGVVHEKGLIAQDLPPWLTRITERINEKSGLFPSSINHVLINEYLPNQGIMPHQDGPAYYPVVAILSLGSPVVMDFTPRPNLRSCVGTHGNGVDEKISDPEAAVMNSGEQLDNCLPFSIVLMPRSLLIFKDLVYSDYLHGIKDSEVQRCNEAVNLTNAQNDGVVQHLSGSVKALDSDETVIYRANTRVSLTCRVVTKVCKNIFKL*

NbL16g24490.1 alpha−ketoglutarate−dependent_dioxygenase_alkB_homolog_6 [MW = 28.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04845 PurA ssDNA and RNA−binding protein

Protein sequence:
MEGNSGASGGGGGGGGNDVELLCKTLQVEHKLFYFDLKENPRGRYLKISEKTSATRSTIIVPFNGISWFLDLFNYYVNSDDDQQDVFSKELQLDTKVFYFDVGENRRGRFLKVSEASVSRNRSTIIVPAGSAQDEGWAAFRNILAEINETSRLFISPNQQTSEPSDRLGLSDDVGAGFISSHSSQSGPTADLSVERTIDLPAADEVSNLGVSKVIRADQKRFFFDLGSNNRGHFLRISEVAGSDRSSIILPLSGLKQFHEMVGHFVEISKDRLEGITGANVRTIDSPQR*

NbL16g24470.1 transcription_factor_Pur−alpha_1−like [MW = 31.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MAIENSNNGVNACAVKRPKTKIVCTLGPASRSVPMIEKLLRAGMNVARFNFSHGSHDYHQETIDNLRQAMENTGILCAVMLDTKGPEIRTGFLKDAKPVQLKQGQEITISTDYSIKGDENMICMSYKKLAEDVKPQSVILCADGTITFTVLSCDKENGMVRCRCENTAVLGERKNVNLPGVIVDLPTLTDKDKDDILNWGVPNHIDMIALSFVRKGSDLVQVRKLLGEHAKNILLMSKVENQEGVANFDDILLNSDAFMVARGDLGMEIPIEKIFLAQKVMIYKCNIQGKPVVTATQMLESMIKSPRPTRAEATDVANAVLDGTDCVMLSGETAAGAYPDLAVGTMAKICIEAESTIDYPDVFKRIMSNAPVPMSPLESLASSAVRTANSAKAALILVLTRGGSTAKLVAKYRPGMPILSVVVPEIKTDSFDWTCSDESPARHSLIFRGLVPVLHAGSARASHEESTEEALDFALQHAKTKGLCKQGDSVVALHRVGTASVIKIVTVK*

NbL16g24360.1 pyruvate_kinase_cytosolic_isozyme [MW = 55.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MASSFRRIGKLASISSKNQSRGFSSAVDHTLKKSDGISPSKSVNLFTAINQALHIALDSDPRAYVFGEDVGFGGVFRCTTGLADRFGKQRVFNTPLCEQGIVGFAIGLAAMVNRAIAEIQFADYIFPAFDQIVNEAAKFRYRSGNQFNCGGLTIRAPYGAVGHGGHYHSQSPESFFCHVPGIKVVIPRSPHQAKGLLLSSIRDPNPVVFFEPKMLYRMAVEEVPEDDYMLPLSEAEVIREGSDITLVGWGAQLSTMEQACIEAAKEGISCELIDLKTLIPWDKETVEASVKKTGRLLVSHEAPVTGGFGAEISASIVERCFTRLEAPVARVCGLDTPFPLVFEPFYLPTKNKILDAIKSTVNY*

NbL16g24300.1 2−oxoisovalerate_dehydrogenase_subunit_beta_1_mitochondrial−like [MW = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF00481 Protein phosphatase 2C

Protein sequence:
MGLEILEPNTCIRGCCTSPKIPIHLPLPSYSLSHPIARGAESVVYEAILDGKRVAVKKPILSTSEDIDKFHKELQLLCKLDHPGIAKLVAAHAKPPNYMFFFEFYESGNLAGKLHVEEWNPSIRQTLEVATCLAKALQYLHNLGIVHRDVKPANILLDRRLQPRLADFGLAEYKKNLKLVSTENWKSTGKPTGGFHKRNMVGTLIYMAPEVLRKEIQTEKSDVYSFGISLNELLTGVVPYTDLRAEAQAHTVLEMNYTEQQLTAAIVSEGLRPVLADLRSGASVSLLSLIERCWDGDPQSRPSFDDIVVELGSILEDEIGTNHTEMASADSFISSNGSDGANIQSYQENISWFGQGKEFSKRVPTALAASAWLDYSDEQVYSPVLSWGSFASCGRRETMEDRHFLMPQLCDEKDIHVFAIFDGHRGSAAAEFSAGALPGFLQNLGSISSPSDALFEAFIKTDVAFRTQLDSCRKRKGAIQKDWHPGCTAIAALIVKNKLIVANAGDCRTILCRAGNPYALSRDHVASCHEERERIIRAGGLVKWQVDTWRVGDAALQVTRSIGDDDLKPAVTAEPEITLTTLSAEDEYIVMASDGLWDVVSETDVVNIIRDTVKEPGMCSKRLATEAAERGSKDNITVIVVFLRPVSTAERIY*

NbL16g24290.1 protein_kinase_and_PP2C−like_domain−containing_protein [MW = 72.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASTFAGMSSVGPLAAPSTSSNKLSSVANISSSSFGSRRNVILRKARSPKIFAAAKELYFNKDGSAIKRLQVGMNKLADLVGVTLGPKGRNVVLESKYGAPKIVNDGVTVAREVELEDPVENIGAKLVRQAAAKTNDLAGDGTTTSVVLAQGLVAEGVKVVAAGANPVLITRGIEKTTKALVAELKNMSKEVEDNELADVAAVSAGNNPEVGSMIAEAMSKVGRKGVVTLEEGKSAENSLRVVEGMQFDRGYISPYFVTDSEKMSVEYENCKLLLVDKKITNARDLVGVLEDAIRNGYPILIIAEDIEQEALATLVVNKLRGALKVAALKAPGFGERKSQYLDDIATLTGGTVIRDELGLTLDKADKEVLGHASKVVLTKDATTIVGDGSTQDAVNKRVAQIKNLIEAADQDYEKEKLNERIAKLSGGVAVIQVGAQTETELKEKKLRVEDALNATKAAVEEGIVVGGGCTLLRLASKVDAIKETLENDEEKVGADIVKRALSYPLKLIAKNAGVNGSVVSEKVLSSDNPKFGYNAATGNYEDLMAAGIIDPTKVVRCCLEHASSVAKTFLMSDCVVVEIKEPEPAVAGNPMDNSGYGY*

NbL16g24250.1 chaperonin_60_subunit_beta_2_chloroplastic−like [MW = 63.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
CDPYFDHAKLSQFPRNLTSFPTLFTENVQNNFLSFQIIVQLFQRYIQPVMHHLPPNILTLLSPFSGASRTMGFNLRIQLGILLLLLLSLYTSANNTTVYEILTKYSLPKGLLPDSVKSYSLSKDGNFEVELEKPCYVEFEYLVYYAEKITGKLSIGSITDLEGIQVKRFFLWLNVNEIRVDLPSSGSIYFQVGIINKKLDMNQFETVHSCRDNALALCGVSLRQVLQLPNPVNDMPMLITE*

NbL16g24010.1 uncharacterized_LOC107786789 [MW = 27.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03018 Dirigent−like protein

Protein sequence:
MAKLFHILLISILLFLVAFPATGEEEHIFGKSIKRQFMGLKKEKLSHFKFYWHDVLSGSKPTSMMIIPPPKNTTTGFGQMNMIDNALTLGPELSSKIVGRSQGFYASASQNDVGLMMVMNFAFVEGKYNGSTFTVLGRNSVFEKVREMAVIGGSGLFRFARGYVQASTHSWDMKTGDATVQYDAYVLHY*

NbL16g23980.1 dirigent_protein_22−like [MW − SP = 18.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
SSVSNYSLISILAMALCIKNGFLAALVLVGLLLCSIQMIGAQSIGVCYGKIANNLPSDQDVIKLYNANGIKRMRIYYPDTNVFNALKGSNIEIILDVPNQDLQSLTDVSRANGWVQDNIINHFPDVKFKYIAVGNEVSPGNNGQYAPFVAPAMQNVYNALAAAGLQDQIKVSTATYSGILENTYPPKDSIFREEFKSFTNPIIQFLARHNLPLLANIYPYFGHIYNSADVSLSYALFTQQGTNSAGYQNLFDALLDSMHFAVEKAGGQNVEIIVSESGWPSEGNSAATIENAQTYYTNLINHVKSGAGTPKIPGKTIETYLFAIFDENNKEGDVTEKHFGLFSPDQRAKYQLNFN*

NbL16g23540.1 glucan_endo−13−beta−glucosidase_acidic_isoform_GI9−like [MW = 38.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF03822 NAF domain

Protein sequence:
MNRAKIKRRVGKYEVGRTIGEGTFAKVKFARNSETGENVAIKILDKDKVLKHKMAEQIKREIAIMKLIRHPHVVQLYEVMGSKTKIFIVLEFITGGELFDKIVNHGRMREEEARKYFQQLINAVDYCHSRGVYHRDLKPENLLLDASGNLKVSDFGLSALSQQVRDDGLLHTTCGTPNYVAPEVLNDRGYDGTTADLWSCGVILFVLLAGYLPFDDSNLMNLYNKISAAEFTCPPWISFAAMKLITRILDPNPTTRITAPEILEDEWFKKDYRPPVFDEIEDANLDDVEAVFKDSEEYHVTEKKEEKPTSMNAFELISMSQGLNLGNLFDEQGFKRETRFTSKCPASEIISKIEEAAKPLGFDVSKKNYKMRLQNLKAGRKGNLNVSTEVFQVAPSLHMVEVRKAKGDTLEFHKFYKNLSTSLDEVVWKTEENMEKKK*

NbL16g23410.1 CBL−interacting_serine/threonine−protein_kinase_3−like [MW = 50.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
THTHSSSYSSSMASKISLSPLWNLPISTQKSQYSPQFPLLQQFPSSSSRVFSSKLKSNSHRSVSVSAAVTEESKTSPPSSTSPTSSSKVVLVVGGTGGVGQIVVASLLNRNVKLRLILRDPEKATTLFGEQDEEKLQVWKGDTRSPTGIDPSVFEGVTHVICCTGTTAFPSRRWDGDNTPERVDWEGVRNLVSALPQSLKRIVLVSSIGVTKFNELPWSIMNLFGVLKYKKMGEDFVCNSGLPFTIIRAGRLTDGPYTSYDLNTLLQATAGERRAVLIGQGDKLVGEVSRLVVAEACIQALDVDFTEGQTYEINSIPGDGPGTDTLKWQELFRASHNN*

NbL16g23370.1 uncharacterized_protein_At2g37660_chloroplastic−like [MW = 36.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAKKRKTRASEATAQPVEEEQQNIKQESADLEPEQEQEEYQNDAVEEEEEAVQEGEEELDPEEDDNDEGDDNEEEEEENPGSGNNAVTEVNGGGSEVKKEGGGDEEEDLEDEPLEKLLEPFTKDQLTALIKEALTTYPNLKDNIQKLADKDPAHRKIFVHGLGWDTTAETLTSVFGKYGEIEDCKAVADKVSGKSKGYGFILFKHRSGARKALIEPQKKIGTRMTSCQLASAGPVPAPPPTAAAVPPVSEYTQRKIFVSNVAADLDPQKLLEFFSKFGEVEEGPLGLDKQTGKPKGFCLFVYKSVESARKALEEPHKSFEGHTLHCQKAVDGPKHNKNYHQQHQQPQQHYPQHQQHQQYYQHPAKKGKYSGGSGSGAAASAGHLMAPSGPAPVGFNPAVAPALGQALTALLATQGAGLGIGNLLGGFSGPVNHQGVPPVMNNAGGYGAQGAAGGYGAQPMQYQNPQMQGGARPQGGAPYPGYGGL*

NbL16g23330.1 UBP1−associated_protein_2B−like [MW = 52.03 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 134 267 400 533 667

Protein length

Gel Slice

3.4 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 134 267 400 533 667

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00994 Probable molybdopterin binding domain

PF03453 MoeA N−terminal region (domain I and II)
PF03454 MoeA C−terminal region (domain IV)

Protein sequence:
MGDNGGTRISNKMIPVEEALDIVLSVAQRLPPVTLPIHEALGKILAEDITAPDPLPPYPASIKDGYAVVAADGPGEYSVIAESRAGNDGVGVMITPGTVAYVTTGGLVPDGADAVVQVEDTESISAASSELKRVRILKQTIPGVDIRAVGSDIAQGTIVMQSGERLGAAEIGLLATVGVVTVKVYPSPKVAVLSTGDELVEPTFGRLDSGQIRDSNRAMILTAATQQQCKVFDLGIARDDEQEIETTLDNAFASGIDILVCSGGVSMGDRDFVKPLLQKKGRIFFQKVLMKPGKPITFAEIVPRSSNGTSGKILAFGLPGNPVSCLVCFHLFVVPAIRHISGWANPHLPRVQARVKHSIKTNPFRPEYHRAIISWQLNDGSGSQGFMAESTGCQISSRLLSMKSANALLELPASDTSLPAGALVSAILISDISNSPGSRSLQLPDLSSVQQEHKLAAANTGSCEDSEFRVAILTVSDTVAAGLGPDRSGPRAVSVVNSSSERLGGTSVVATAVVPDDEQKIKNMLQMWSDVDKVDLILTLGGTGCTPRDVTPEATKSMIQKETPGLLYVMMRESLKVTPSAMLSRAAAGIRGSTLIINMPGNPNAVAECMEALLPALKHALKQVRGDKREKHPRHVPHAQAAPTDTWEHSYKLASSGVDHGCSCSH*

NbL16g23230.1 molybdopterin_biosynthesis_protein_CNX1−like [MW = 70.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MGLKGKLIASLEVKSGGHSVHDMFHVNTHHIPNISPSKINHFEIHEGEIMKVGSIISWKYNEDGKEKTVKKVIEAFDPQKKSVTWKVIDGDLLELYNYFTIIISSEDQWTTWTIMYEKKTEDTPEPLASMGVLLDVTKDIDSHLLMK*

NbL16g23040.1 kirola−like [MW = 16.8 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00111 2Fe−2S iron−sulfur cluster binding domain

PF00941 FAD binding domain in molybdopterin dehydrogenase
PF01315 Aldehyde oxidase and xanthine dehydrogenase, a/b hammerhead domain

PF01799 [2Fe−2S] binding domain
PF02738 Molybdopterin−binding domain of aldehyde dehydrogenase

PF03450 CO dehydrogenase flavoprotein C−terminal domain

Protein sequence:
MEETVKNGILVFAVNGQRFELPSVDPSTTLLEFLRTKTCFKSPKLGCGEGGCGACVVLLSKYDPKLKSVENFSVSSCLTLVCSLNGCSITTSEGLGNAKDGFHSIHERFAGFHASQCGYCTPGICMSFYSALVNADKANHRDSSPGFSKLTASEAEKAIAGNLCRCTGYRPIADACKTFVAYVDIEDLGLNSFWKKEDAGNIKVSKLPPYDPSKNLTTFPQFLKSEFATSLDSRRYRWYSPVSVDEFQCLLNSNLAENDASIKLVVGNTSTGYYKETQRYDRYIDLRHIPELSIIELDHTGIKLGATVTISKLISFLKEKNKVTLSSYGKLVCEKLAQHMEKIASPFVRNSASVGGNLVMSQKNGFPSDIATLFLGLGATVCIMTSQRYERLTFEEFLARPPLDSSSVLLSLLVPFKKDGSSLESCSKFLFETYRAAPRPLGNALAYVNAAFLADISPHGNQFLINNIQLAFGAYGTKHATRAKKVEEHLTGKILNINVLSKALKLVKQAVVPEDGTSHSDYRSSMAVSFLFEFLFRFIDVGPAISGVLLSGSTFVEEVSKSNKNGYICEGKAETLLSSAKQVVESSKEYYPVGEPMKKSGASLQASGEAVYVDDIPSPPNCLYGAFIYSTRPLARVKDIHFGSNLLPDGVSCIITFKDIPSRGANVGSKTIFGPEPLFADDLARYAGDRIAFVVAESQRSADVAANMAVVEYDTENVDSPTLTVEEAVQKSSFFQVPPFLYPKRVGEFSKGMAEADHKILSAEMRLGSQYYFYMETQTALAVPDEDNCMVVYASSQCPEYAGSVIASCLGVPEHNIRVVTRRVGGGFGGKAVRAMPVSTACALAAFKLQRPVRIYVNRKTDMIMAGGRHPMKITYSVGFKSNGKITALHLDVLINAGIIEDVSPIIPSNFIGALKKYDWGALSFDIKVCKTNLTSKSAMRGPGEVQGSYIAEAIMEHVASVLSSEVDSIRKQNIHTFESLKLFYERSAGDIGDYTLPGMMDRLATSSSFVQRSEMIEKYNQKNIWKKRGISRVPLVYESTQRPTPGKVSILSDGSIVVEVGGIEIGQGLWTKVKQMTAYGLSLIESSWSEELVEKVRVIQADTLSLVQGGFTAGSTTSESSCEAVRLCCNVLVERLTPLKKTLQEENGSVDWTTLIRQAHMQAVNLAANSYYVPASSSMQYLNYGAAVSEVEIDILTGETKILQSDIIYDCGQSLNPAVDMGQIEGAFVQGIGFFMLEEYLTNTEGLVVSDSTWTYKIPTIDTIPKNFNVQVLNSGHHEKRVLSSKASGEPPLLLASSVHCATRAAIKAARKQLKLWGKLDESDSEFYLDVPATLPVVKTQCGLDYVEKYLESLLHHKIGDGLSTF*

NbL16g23010.1 indole−3−acetaldehyde_oxidase−like [MW = 149.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11347 Protein of unknown function (DUF3148)

Protein sequence:
MALSFTSISKCQSSKLFSHGSILQPHLKFYNLVTKCDLNETSADSKLDSKKLGIGSPIIVIEAPKLLKTAASVPCLRPNDGLVKPGDVGRIVSRKPMDVWAIRLSIGTYLIDRKYFKPLELEN*

NbL16g22990.1 uncharacterized_LOC107782810 [MW = 13.57 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF07646 Kelch motif
PF13418 Galactose oxidase, central domain

Protein sequence:
MDVDSSMPSEPDQDPNNGGPTLEQPKDTSPAGESPVTTAPVAGPRCAPTYTVVQAVMEKKEDGPGPRCGHTLTAVPAVGEEGSSNYIGPRLILFGGATALEGNSAASAPAPSSPGSAGIRLAGATADVHCYDVLTNKWSRLTPIGEPPTPRAAHVATAVGTMVVIQGGIGPAGLSAEDLHVLDLTQQQRPRWHRVVVQGPGPGPRYGHVMALVGQRYLMAIGGNDGKRPLADVWALDTAAKPYEWRKLEPEGEGPPPCMYATASARSDGLLLLCGGRDANSVPLASAYGLAKHRDGRWEWAIAPGVSPSPRYQHAAVFVNARLHVSGGALGGGRMVEDSSSIAVLDTAAGVWCDTKSVVTSPRTGRYSADAAGGDAAVELTRRCRHAAAAVGDLVFIYGGLRGGVLLDDLLVAEDLAAAETTSAASHAAAAAAASNMQEGRITGRYGYGDERTRETVPEAVNDGSVVLGNPVAPPVNGDMFTDISTENAVLQCSRKLGKGVEYLVEASAAEAEAITAALAAAKARQQGNGEVELPDRDRGAEATPSGEQASTLIKPDSNNSTSAGVRLHHRAVVVAAETGGALGGMVRQLSIDQFENEGRRVSYGTPENATAARKLLDRQMSVNSVPKKVIAHLLKPRGWKPPVRRQFFLDCNEIADLCDSAERIFSSEPSVLQLRAPIKIFGDLHGQFGDLMRLFDEYGSPSTAGDIAYIDYLFLGDYVDRGQHSLETMTLLLALKVEYPHNVHLIRGNHEAADINALFGFRIECIERMGERDGIWAWHRINRLFNWLPLAALIEKKIICMHGGIGRSINHVEQIENIQRPITMEAGSIILMDLLWSDPTENDSVEGLRPNARGPGLVTFGPDRVMEFCNNNDLQLIVRAHECVMDGFERFAQGHLITLFSATNYCGTANNAGAILVLGRDLVVVPKLIHPLPPASPENSPERMEDTWMQELNANRPPTPTRGRPQTANDRGSLAWI*

NbL16g22950.1 serine/threonine−protein_phosphatase_BSL3−like [MW = 104.34 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF06807 Pre−mRNA cleavage complex II protein Clp1

PF16573 N−terminal beta−sandwich domain of polyadenylation factor
PF16575 mRNA cleavage and polyadenylation factor CLP1 P−loop

Protein sequence:
MAYRGTNVNPLAATGGSTTVRQVKLDKECELRIETSLDSPLRLRLLTGTAEIFGTEIPPEIWLTIPPRLKFAVFTWYGATIEMDGPTETDYTADETPMISYINVHAVLDGRRNRAKASPSGSDASQGPRVVVVGPTDSGKSTLSRMLLSWAAKQGWKPTFVDLDIGQGSITIPGCVAATPIELPIDPVEGIPLEMPMVYFFGHVTPSANIDHYKVLVKELAQTLERQFSGNAESRASGMVINTMGWIEGVGYELLLHAIDTFNATVILVLGQEKLCSMLKDVLKNRPNVDVVKLQKSGGVVSRNAKVRQKARGYRIREYFYGPSNDLSPHSNVVNFSDLFIYRIGGGPQAPRSALPIGAEPAADPTRLVLVSINRDLLHLVLAVSYANEPDQIISSNVAGFIYITDVDMHRKKITYLAPCAGELPSKYLIVGTLTWIEN*

NbL16g22940.1 protein_CLP1_homolog [MW = 48.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MAGGRVDLDGNVIKPMKICMIGAGGFIGSHLCEKLMNETPHTVLAVDVYSDKIKHLLEPADLPWTGRIQFHRINIKNDSRLEGLIKMADLVVNLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENGKRLIHFSTCEVYGKTIGAFLPEDSPLRQDPAYYVLKEDVSPCIFGSIEKQRWSYACAKQLIERLIYAEGAENGLEFTIVRPFNWIGPRMDFIPGIDGPSEGVPRVLACFSNNLLRHEPLKLVDGGHSQRTFIYIKDAIEAVLLMIENPARANGQIFNVGNPNNEVTVRQLAEMMTQVYSKVSGESPPETPTIDVSSKEFYGEGYDDSDKRIPDMTLINRQLGWNPKTSLWDLLESTLTYQHRTYAEAVKQAMSKTTAN*

NbL16g22840.1 UDP−D−apiose/UDP−D−xylose_synthase_2−like [MW = 43.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00687 Ribosomal protein L1p/L10e family

Protein sequence:
MSKLQSDALREAITVIKSASNEKKRKFTETIELQIGLKNYDPQKDKRFSGSVKLPHIPRPKMKICMLGDAQHVEEAEKIGLEYMDVESLKKLNKNKKLVKKLAKKYHAFLASEAVIKQIPRLLGPGLNKAGKFPSLVSHQESLESKVNETKATIKFQLKKVLCMGVAVGNMDMEEKQIFQNVQMSVNFLVSLLKKNWQNVRCLYLKSTMGKTQRVF*

NbL16g22720.1 60S_ribosomal_protein_L10a−1−like [MW = 24.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MASIGTGYDLSVTTFSPDGRVFQIEYAGKAVDNSGTVVGIKCKDGIVLGVEKLIASKMMLPGSNRRIHSVHRHSGMAVAGLAADGRQIVARAKSEATNFESTYGEPIPVKELAERVASYVHLCTLYWWLRPFGCGVILGGYDRDGPQLYLVEPSGVSYRYFGAAIGKGRQAAKTEIEKLKLSEMTCRQGVIEVAKIIYGVHDEAKDKAFELEMSWICDESNRQHQKVPDDILEEAKTAAKAALEEMDAD*

NbL16g22580.1 proteasome_subunit_alpha_type−3−like [MW = 27.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02915 Rubrerythrin

Protein sequence:
MATEMALLKPITKFNTFNTTTTSRLSNHRLPFTVRMSATTTPPTSKPTKKAQKQGIKESLLTPRFYTTDFDEMETLFNTEINKNLNEAEFEALLQEFKTDYNQTHFVRNKEFKEAADKIQGPLRQIFVEFLERSCTAEFSGFLLYKELGRRLKKTNPVVAEIFSLMSRDEARHAGFLNKGLSDFNLALDLGFLTKARKYTFFKPKFIFYATYLSEKIGYWRYITIYRHLKANPEYTCYPIFKYFENWCQDENRHGDFFSALMKAQPQFLNDWKAKLWSRFFCLSVYVTMYLNDCQRTDFYEGIGLNTKEFDMHVIIETNRTTARIFPAVLDVENPEFKRKLDRMVEINQKILAVGETDDIPLVKNFKRIPLIAALASELLAAYLMKPIESGSVDFAEFEPQLVY*

NbL16g22570.1 magnesium−protoporphyrin_IX_monomethyl_ester_[oxidative]_cyclase_chloroplastic−like [MW = 47.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain PF19026 HYPK UBA domain

Protein sequence:
MTAQSPEEILAAHLEQQKIESEEPIIEDEDDDDDDDDKDEDDAEEDGDASGRSKQSRSEKKSRKAMIKLGMKPIPGVSRVTVKKSKNILFVISKPDVFKSPASDTYVIFGEAKIEDLSSQLQSQAAEQFKAPNLSNVISKPEPSTVAQDDEDVDETGIEPKDIELVMTQAGVSRAKAVKALKGADGDIVSAIMELTN*

NbL16g22490.1 nascent_polypeptide−associated_complex_subunit_alpha−like_protein_1 [MW = 21.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MALTNQGSNKLRMELISKEFIKPVSPTPNHLKSYDYSILDQCAPSNYIPILLYYPPPPPSPHEDNEKPNNTMVNSSRLKHLKKSLSEILARYYFLAGRLRNDTASVDCNDEGIPFLEAFVHNQCLEDIVNNPYTENKLKKSLLPHNIESFSSTILLLVQVTFFECGGMVVGILPTHKVLDMSSVLTFLTDWTSLARQDDPNFVLSPLVPIAKLLPPRNECPPSHSTEGAFSRGALTNVYDFNPSRIAFLKTKAASENIPKPSRVNVVTSVIWKCLTAHSKRPSTLVHLVNMRKRVDPPMHDHYIGNFVGFSEASKDENEKEIANMVALMRKGLAKFDNDCVKRLKGDEAIGTILEHVKDAVDLNSRKGVDLYYFTSWCGYSFYDVNFGWGNPIKFSTTEGKFKNMIMLMDTKDGGVEAWVTLSEDDMEIFEKNTELLTYATLKASFPDRE*

NbL16g22420.1 vinorine_synthase−like [MW = 50.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGAKFWEVVCAEHGIDSTGRYEGDADLQLERINVYYNEATCGRFVPRAVLMDLEPGTMDSIRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDSVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYRALTVPELTQQMWDSKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMLNVQNKNSSYFVEWIPNNVKSTVCDIPPTGLKMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATADEEGEYYEDEEEAQED*

NbL16g22270.1 tubulin_beta−2_chain [MW = 50.21 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MESWLRFFVLLACLSPAFAITRHYKFNVVMRNMSRLCSTKPIVTVNGRFPGPTVYAREDDRVLIKVVNHVKYNVSIHWHGIRQLRTGWADGPAYITQCPIQPGQSYIYNFTITGQRGTLFWHAHVLWLRSTVHGAIVVLPKRGVPYPFPKPNHEAVVVLAEWWKSDTEAVINEALKSGLAPNVSDAHTINGHPGPVSNCPTQGGYTLSVKPGKTYMLRVINAALNEELFFKIAGHKMTVVEVDATYVKPFKTDTIVIAPGQTTNVIVTADQSFGKYMVAASPFMDAPIAVDNITATATLHYSGALGSSPTTLTSTPPQNATSVANNFLDALKSLNSKKYPAKVPQTVDRSLFFTVGLGINPCPTCKQANGSRVVASVNNITFVMPTVALLQAHFFGINGVFTTDFPANPPFVFNYTGTSPTNLATTKGTKVYRLPYNATVQLVLQDTGIIAPENHPIHLHGFNFFLVGKGLGNFNSKTDPKNFNLIDPVERNTIGVPSGGWVAIRWRADNPGVWFMHCHLEVHTTWGLKMAFLVDNGKGPNESLLPPPKDLPKC*

NbL16g22210.1 laccase−4−like [MW − SP = 58.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01237 Oxysterol−binding protein

Protein sequence:
MASNNDEKQSGSSGGGGFFSSIASSLSNLGSAMSKSVNGMLGYEGLEVVNPEGGNEDAGAEAQRGRWKAEDRDNYWKMMQKYIGADVTSLVTLPVIICEPMTNLQKMAELMEYAHLLDLADECEDPYMRLVYSASWFISVYYALQRTWKPFNPILGETYELVNHAGITFIAEQVSHHPPMGAAHAENEHFIYDITSKVKTKFLGNSVEVYPLGRSRLTLKKSGVVLDLVPPPTKVHNLIFGRTWIDSPGEMILTNLTTGDKVLLYFQPCGWFGAGRYEVDGYVYNSEEEPKILMTGKWNESLSYQPCDLEGEPLPGSTMKEVWRTADAPKNDKFQYTYFAHKINSFDTAPKKLLASDSRLRPDRYALEKGDLSKASSEKSRLEERQRADRRTREAKGDEFKPKWFNLSNEVCPTPWGDLEVYEYNGKYHEHRAAIDSSGHAEEADVKTTEFNPWQYEDSVVSA*

NbL16g22110.1 oxysterol−binding_protein−related_protein_3A [MW = 52.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MEVNGETTRWNFKENENFLAASGISIRGVLNKLMQSLDPSDTRPVIPLGHGDPSAFPCFRTTPVAVDAISDSVRSAKFNGYSSTVGILPARKAVAEYLSQDLPNKLSPDDVYLTIGCTQAIEVILNVLARPTANILLPRPGFPYYEARAVFSNLEMRHFDLLPESEWEVDLNAVESLADENTVAIVIINPGNPCGNVYTYQHLKEVAEMARKLGILVIADEVYDHLTFGSKPFVPMGIFGSIAPVITLGSISKRWIVPGWRLGWLVTNDPNGILKKHGVIDSITGFLNISSHPATFIQGAIPQIIQNTKDDFFFKIVNMLRETADICYDRIKDIPCITCPSKSQGSMFVMVKLHLNLLVDIEDDLDFCLKLAKEESLIILPGVAVGLKNWLRITSACEPSSLEDGLKRLNAFYQRHAKKQ*

NbL16g22070.1 tyrosine_aminotransferase−like [MW = 46.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01412 Putative GTPase activating protein for Arf

Protein sequence:
MAASRRLRDLQAQPVNKICVDCSQKNPQWASVSYGVFMCLECSGKHRGLGVHISFVRSVTMDSWSEIQLKKMELGGNDSLNKFMAQYGIQKETDIVTKYNTNAASVYRDRIQSLAEDKPWRDPPVVKEGNNSSSKPKPPLSGSRNGNYGGNSDSGWDNWDSFDAGGVNGGNNSSNMRRNQTVSDFRSGGGSGGGPARSRSTNDFTQDQYEASAANKDNFFARKMAENESRPDGLPPSQGGKYVGFGSSPAPMPRNNYNNNLQGDVLSAVTQGFGRLSMIAASAAQELGSKVKEGGYDNKVNETVNVVARKTTVIGQKGWGIMKGVLALASQKVEEYAEGGPNGKDNSWQRSENGQNGYYPEFSKESKGWNSPGGAQSSGRHSNSVSSGSWDDWDSKDNRKQTSTKGATSSNDDGWAGWDDGKDDGYDNFQSASNNKHVGYGGKSESKWTDRGFL*

NbL16g22030.1 probable_ADP−ribosylation_factor_GTPase−activating_protein_AGD6 [MW = 49.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00276 Ribosomal protein L23 PF03939 Ribosomal protein L23, N−terminal domain

Protein sequence:
MAPAKADVAKKGDPKAQAVKAAKAVKSGSTFKKKSTKIRTKVTFHRSKTLKKDRNPKYPRISAPGRNKLDHYGILKYPLTTESAMKKIEDNNTLVFIVDIKADKKKIKDAVKKMYDIQTKKVNTLIRPDGTKKAYVRLTPDYDALDVANKIGII*

NbL16g21970.1 60S_ribosomal_protein_L23a−like [MW = 17.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
FGRIDDSFSVGSLKAYLAEFISTLLFVFAGVGSAIAYNKLTADAALDPAGLVAVAVCHGFGLFVAVAVGANISGGHVNPAVTFGLAVGGQITILTGLFLH

NbL16g21880.1 TIP2−1−like [MW = 10.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family PF14374 60S ribosomal protein L4 C−terminal domain

Protein sequence:
MATAAAIPTTTVQSFENDVATDGGAVPLPAVMRAPIRPDVVTYVHANISKNSRQPYAVSKKAGHQTSAESWGTGRAVSRIPRVSGGGTHRAGQAAFGNMCRGGRMFAPTKIWRRWHRKIPVNQKRYAVASAIAASAVPSLVLARGHRIESVPELPLVVSDSVESIEKTSSAIKALKQIGAYPDAEKAKDSHAIRPGKGKMRNRRYISRKGPLIVYGTEGAKLVKAFRNIPGVEICHVERLNLLKLAPGGHLGRFVVWTKSAYEKLDEIYGSFDKPSEKKKGYVLPRAKMVNADIARIINSDEVQSVVRPIKKDVKRATLKKNPLKNLNVLLKLNPYAKTARRMSLLAEAQRVKAKKEKLDKKRHQVTKEEASAIRSASSAWYKTMISDSDYAEFDVFTKWLGVSQ*

NbL16g21800.1 60S_ribosomal_protein_L4−1−like [MW = 44.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MATTNNKNLTITEKVYARVRLANEADISHIYKLFYQIHEYHNYTHLYKATESSLCDLLFKANPNPLFYGPSILLLEVSPTSFENTKNDEKFKPVLKTFDLRATVEDKEAEEFKSKSCGDEKEDVFIAGYAFFYANYSCFYDKAGIYFESLYFRESYRKLGMGSLLFGTVASIAANNGFASVEGIVAVWNKKSYDFYVNMGVEIFDEFRYGKLVGDALQKYADKEKV*

NbL16g21520.1 tyramine_N−feruloyltransferase_10/30 [MW = 25.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02575 YbaB/EbfC DNA−binding family

Protein sequence:
MAISASATLTPQFPNCHRTSIDHKLPSSSSFSFRKSNSSTLPIGPLSISSGDGQKARRSFHVQGLFGGKKDSNSDDNSSKAGILGNMQNLYETVKKAQMVVQVEAVRVQKELAAAEFDGYCEGELIKATLSGNQQPVRIEITDAAMDLGPEKLSLLVTEAYKDAHQNSVLVRTIKLACRMVAFDHLVSTFLILRFYT*

NbL16g21460.1 nucleoid−associated_protein_At4g30620_chloroplastic−like [MW = 21.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MAGFSRNVLSSSSSIVAVLFFLLLSFSEARDHLVGGKTDSWKIPSSESDSLNRWAEKSRFLIGDSLVWKYDGKTDSVFEVSKRDYVTCNTSSPIAVHNDGNTKIELTHSGAYYFISGAKGHCEQGQKLIVVTLSESNMRRFMGAPAPSQTEFDAPAMAPTSNSATLKAGLVMAFGVLMGFFFLNEGYSH*

NbL16g21420.1 early_nodulin−like_protein_1 [MW − SP = 17.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01191 RNA polymerase Rpb5, C−terminal domain PF03871 RNA polymerase Rpb5, N−terminal domain

Protein sequence:
MSKHQFLQKYGDNMKREDLVIQKAKRNNSSELIYVFFPEEAKVGVKTMKTYTERMKKEDVFQAILVVQQNLTPFARTCISEISTKFHLEVFQEAELLVNIKNHVLVPEHQPLTPEEKKTLLERYTVKETQLPRIQITDPIARYYGLKRGQVVKIIRPSETAGRYITYRYVV*

NbL16g21370.1 DNA−directed_RNA_polymerases_II_and_IV_subunit_5A−like [MW = 20.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00312 Ribosomal protein S15

Protein sequence:
MAATTKLLQLRPKLKPFPEPNPIFRHFFSSNSNSDHPQIPNNTPPPPSEPPHQPPTPKPFSFSSMASNPRNQNPSSKTPSLEEIRKNLAEFRRRTDSIPPPPSFQEIYKRNVNNAPRPGPTGKFDLSAIRTNLRNFNNNNNSNNQNNENRGKLFDSISLSRYKDSFKLRPNMDKVIGGSENLPVSIFGKEMMRDKDGGDKEGMRPEFVRMYSHGELGEKLKMLRPAKKKEGEKGWFSLKELNDRLAKLRETEEKESESRMADSVFSEIKKSLVKMSTDDEEKAKRTMIQRLDVLGQLGGTPSFMLHPPKEELVEKYFHPDNMSSEEKMKLELQKVRDEFKMSESDCGSSRVQVAQLTTKIKHLSSVLHKKDKHSRKGLQAMVQKRKKLLKYLRRTDWDSYCLVLSKLGLRDNPDYKF*

NbL16g21360.1 uncharacterized_LOC104225434 [MW = 48.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF00664 ABC transporter transmembrane region

Protein sequence:
MTFKPLDWYCQPVATGVWSKAVENAFGAYTPCGTNTLVISVSHLVLLALCLYRLWKMTKDLSVQRFRLRSNYYNYMLGLLAAYCTAEPLFRLVMGISALNVDGQPGLAPYEIISLTIEALAWCSMLVMIVLETKVYVRESRWSVRFGVIYSLVGDVVMLNLILTVKEYYNGSVLYLYISEVAVQVLFGLLLLFYIPNTDPYPGYSPLRSESFDNTAYEELPGAEQICPERHVNIFAKITFSWMNPLMQLGYKRPLTEKDVWKLDTWDRTETLNNSFQKSWAEEAQRPKPWLLRALNRSLGGRFWWGGFWKIGNDASQFIGPLILNQLLQSMQQGDPAWIGYIYAFTIFVGVVFGVLCEAQYFQNVMRVGFRLRSTLVAAVFRKSLRLTHESRKKFASGKITNLMTTDSEALQQICQSLHTIWSAPLRITVALVLLYQQLGVAALLGALMLVLMFPVQTYVISKMQKLTKEGLQRTDKRIGLMNEVLAAMDTVKSYAWENSFQSKVQGVRNDELTWYRKAQLLAALNSFILNSIPVVVIVISFGVFSLLGGDLTPARAFTSLSLFAVLRFPLFMLPNIITQVVNANVSLKRLEELLLAEERILLPNPPLEPGLPAISIKNGCFSWESKVEKPTLSNINLDIPIGSLVAVVGGTGEGKTSLISAMLGEVPSVSDSMVVVRGTVAYVPQVSWIFNATVRENILFGSAIDAARYDRAIDVTALRHDLELLPGGDLTEIGERGVNISGGQKQRVSMARAVYSNSDVCIFDDPLSALDADVGRQVFERCIKGELKGKTRVLVTNQLHFLSQVDRIILVHDGMVKEEGTFECLSNNGVLFQKLMENAGKMEEYTEEKENDDNDKSSKPVANGETNGVSKEVGKDSKKGGKSVLIKQEERETGVVSWNVLARYKNALGGSWVVVILFLCYFLIEALRVGSSTWLSFWTDQSSSTRYTAGFYNLIYSLLSLGQVMVTLTNSFWLITSSLYAARKLHDAMLNSILRAPMVFFHTNPLGRIINRFAKDLGDIDRTVAPFVSMFLGQVFQLISTFVLIGIVSTMSLWAIMPLLVLFYGAYLYYQSTAREVKRLDSISRSPVYAQFGEALNGLATIRAYKAYDRMANINGKSVDNNIRFTLVNMGGNRWLGIRLETVGGLMIWLTATFAVAQNGRAENQQAFASTMGLLLSYALNITSLLTAVLRLASLAENSLNAVERVGTYIDLPSEGPAIIEGSRPPPGWPSAGSIRFENVVLRYRPELPPVLHGISFTIPPSDKVGVVGRTGAGKSSMFNALFRLVEPERGRILIDDCDVSKFGLTDLRKVLGIIPQAPVLFSGTVRFNLDPFNEHNDADLWESLERAHLKEVIRRNTLGLDAEVSEAGENFSVGQRQLLSLARALLRRSKILVLDEATAAVDVRTDALIQKTIREEFKSCTMLIIAHRLNTIIDCDRILLLDAGQVLEYDTPEVLLQKEETAFSRMVQSTGAANAQYLRSLVLGGEEGNSIGRDKQLDGQRRWLASSRWTAAAQFALAVTLTSSQNDLVQLEIEDEDNILKKTKNAVITLQGVLEGKHDKEIEDTLDQYQVSRDRWWSSLYKMVEGLAMMSKLARNRLHQAELEVEEKAINWDRAEM*

NbL16g21340.1 ABC_transporter_C_family_member_2−like [MW = 180.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MRECISIHIGQAGIQVGNACWELYCLEHGIQPDGQMPGDKTVGGGDDAFNTFFSETGAGKHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLISGKEDAANNFARGHYTIGKEIVDLCLDRIRKLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERLSVDYGKKSKLGFTIYPSPQVSTSVVEPYNSVLSTHSLLEHTDVSILLDNEAIYDICRRSLDIERPTYTNLNRLISQVISSLTASLRFDGALNVDVNEFQTNLVPYPRIHFMLSSYAPVISAEKAYHEQLSVAEITNSAFEPSSMMVKCDPRHGKYMACCLMFRGDVVPKDVNAAVATIKTKRTIQFVDWCPTGFKCGINYQPPTVVPGGDLAKVQRAVCMISNSTSVAEVFSRIDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDLAALEKDYEEVGAEGDDEGEGEDEDEY*

NbL16g21330.1 tubulin_alpha−2_chain−like [MW = 49.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01655 Ribosomal protein L32

Protein sequence:
MAVPLLNKKIVKKRVKQFKRAQSDRRITVKPSWRRPKGIDSRVRRKFKGCVLMPNIGYGSDKKTRHYLPNGFKKFVVHNASELDVLMMHNRTYCAEIAHNVSTRKRKEIVERAAQLDVVVTNKLARLRSQEDE*

NbL16g21320.1 60S_ribosomal_protein_L32−1−like [MW = 15.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01241 Photosystem I psaG / psaK

Protein sequence:
MAATMMTSLPQFNGLKPKTFSTSPVQGLVAVQPMRRKGQGALGARCDFIGSPTNLIMVTSTSLMLFAGRFGLAPSANRKATAGLKLEVRDSGLQTGDPARFTLADTLACGVVGHIIGVGVVLGLKNIGAL*

NbL16g21290.1 photosystem_I_reaction_center_subunit_psaK_chloroplastic [MW = 13.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MAASLQFTPTPLNQLQFHSKILPKQAAKWGTIRCSTASPTKSYNITLLPGDGIGPEVISVAKNALQLVASLEGFNIGFEEMHVGGAALDAVGVPLPDETLNSAKKSDAILLGAIGGYKWDNNERQLRPEMALLRLRGALKVFANLRPATVLPQLVDASTLKKEVAEGVDLMVVRELTGGIYFGEPRGISTNENGQEIGFNTEVYAVYEIERIARIAFETARKRRGKLCSVDKANVLEASMLWRKIVTALASEYPDVELSHMYVDNAAMQLVRNPKQFDTVVTNNIFGDILSDEASMITGSIGMLPSASLGETGPGLFEPIHGSAPDIAGQDKANPLATVLSAAMLLKYGLGEEKAAQRIEAAVLDALNRGFRTGDIHSAGHKLVGCKEMGEEVLKSIDSKTPAAV*

NbL16g21230.1 3−isopropylmalate_dehydrogenase_2_chloroplastic−like [MW = 43.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12706 Beta−lactamase superfamily domain

Protein sequence:
MTAVENGSAEPQSALIFLGTGCSSAVPNALCLIRPSDPPCSVCSQSLTVPPEQNPNYRCNTSLLIDYFKDNGEHKYILIDVGKTFREQVLRWFTRYKIPQVDSIILTHEHADATLGLDDIRAVQPFSPTNDINPTPVYLTQYSMDSIDQKFPYLVQKKLKEGQEIRRVAQLDWQIIENDCETPFVASGLEFVPLPVMHGEDYVCLGFLFGKNFRVAYISDVSRFLPTTVSYISKHSGQQLDLLILDTLYKNGSHNVHLCLTQTLEALKMLCPKRALLIGMTHEFDHHKDNEFLVEWSRREGIEVQLAHDGLRVPVDL*

NbL16g21110.1 putative_hydrolase_C777.06c [MW = 35.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MAMKRPLQCMLRRIYMRGGSLRSFSALPEGTTTTSPSQNLIDLEYECSAHNYHPIPIVFSRAKGSSIWDPEGKKYLDFLSAYSAVNQGHCHPKIMKALAEQAQTLTLSSRAFYNDKFPVFAEYITNMFGYDMVLPMNTGAEGVETALKLAKKWGYMKKRIPRNEAIIVSCCGCFHGRTLAAISMSCDNEATHGFWPLLPGQLKVDFGDAVALEKLFKEKGDQIAGFLFEPIQGEAGVIIPPEGYLKAVRDHCSKYNILMIADEIQSGLARSGRLLACDGEEVRPDIVILGKALGGGVLPVSAVLADKDVMLCIQAGEHGSTFGGNPLASAVAIASLDVIRDEGLAERYGLLWSKLDIERSAQMGEQLRHQLMKVQGQFPNFIKEVRGKGLFNAVELNSKALLPVTAYDICMKLKERGILAKPTHDSIIRLTPPLSMSLEELQEGSKALHDVFELDLPKMQKEKPATVSHATSSFCDRCGRNLYGSS*

NbL16g21000.1 ornithine_aminotransferase_mitochondrial−like [MW = 53.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13365 Trypsin−like peptidase domain

Protein sequence:
MVVLGVVSPQYILPLIPICKTQIPPNSSETQHLTRRKAALIFTSSLVSSFIYTSHHSATAFQVDEFQQDEDRIVQLFEETSPSVVFIKDLELAKGSNGSTTVLANDENAKVEGTGSGFIWDKFGHIVTNYHVIAKLATDQSGLQRCKVSLVNAKGESIAKEAKIVGVDPAYDLAVLKVDVEGDEVKPISVGTSRGLRVGQSCFAIGNPYGFENTLTTGVVSGLGREIPAPNGAAIKGAIQTDAAINAGNSGGPLIDSSGHVIGINTATFTRRGSGMSSGVNFAIPIDTVVRTIPYLIVYGTTYKDRY*

NbL16g20970.1 protease_Do−like_5_chloroplastic [MW = 32.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01920 Prefoldin subunit

Protein sequence:
MASSAALRDLQRDLENKANDLSKLQKDISKNHQIRKKYTIQLGENELVLKELDLLNEDANVYKLIGPVLVKQDLAEARANVKKRIEYISAELKRLDGTLQDLEEKQNSKRKRILKFQQKIQSLQAGKGKA*

NbL16g20800.1 prefoldin_subunit_6−like [MW = 14.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01775 Ribosomal proteins 50S−L18Ae/60S−L20/60S−L18A

Protein sequence:
MVTYKFHQYQVVGRALPTENDEHPKIYRMKLWATNEVRAKSKFWYYLRKLKKVKKSNGQMLAINEIFEKNPTKIKNYGIWLRYQSRTGYHNMYKEYRDTTLNGGVEQMYTEMASRHRVRHHCIQIIKTATIPAKLCKRESTKQFHDSKIKFPLVFKKVRPPSRKLKTTYKATRPNLFM*

NbL16g20750.1 60S_ribosomal_protein_L18a−like [MW = 21.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08547 Complex I intermediate−associated protein 30 (CIA30) PF13460 NAD(P)H−binding

Protein sequence:
MSATTATFSPVAFSNNKNPYNPIWRKPNSLPNPIWTTSANTSFISRATSSSSSPETENEKKNKKKKKKVVTENEELKQEVVPEPEQEQQQELQASSVSVIKRLDDVNPVGLGRRSRQMFDEVWRKFSGLGQISRTIRSDDESTLLIREGGPMCEFAIPGAQNTTVLVVGATSRIGRIVVRKLMLRGYTVKALVRKADPDVVDMLPRSVELVTGDVGDPSSLKDAVQGCSKIIYCATARSSITGDLIRVDHQGVYNLTKALQDYNNKLAQQRAGKSSKSKLLIAKFKSEDSLNGWEVRQGTYFQDVVASKYDGGMDATFEFTERGEAIFSGYVFTRGGYVELSRKLSLPLGYTLDRYEGLVFSVGGNGRSYVVILEAGPSADTTQSKLYFARISTKAGFCRVRVPFSSFRPVSPDDPPLDPFLVHTLTIRFEPRRQRPIDGPSGVNQDLRSFQLIMEYIKALPTGQETDFVLVSCTGSGIEPTRREQVLRAKRAGEDSLRRSGLGYTIIRPGPLMEEPGGQRALIFDQGNRISQGISCADVADICVKALHDSTARNKSFDVCYEYVAEPGKELYELVAHLPDKANNYLTPALSVLEKNT*

NbL16g20710.1 uncharacterized_LOC109214655 [MW = 66.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04190 Protein of unknown function (DUF410)

Protein sequence:
MSRERAKRATLPPAQENIEKLENLVKQGNYYGAQQMFKSISARYVSAERYSEALDILQCGACLQLENGQVTCGSELALLFVETLVKGEVSYNEETLDRVRKIYEKFPRPSVPQNLDLADDDDMQKLSEAIAAAKTRVECCSSFLKASIKWSAEFGAHKHGSPELHEMLADYIYSQSTEVDMVKVSFHFVRGRNLKKFASTIINFMGKCYPGEDDLAIARAILMYLSLGNLRDANKLMEEVEKEMEAKHLGFPQSELMQFVNYLLLTLQRDALPLFNMLRQSYKSSIDRDPLLNELLDEIAKKFYGVQRKNPLQGIFGDIFKMMGGE*

NbL16g20690.1 Golgi_to_ER_traffic_protein_4_homolog [MW = 37.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01588 Putative tRNA binding domain

Protein sequence:
MNVMGIGAANWLKGSGTLLLSCRTNSITAIASRSRPNYCSSSLLHHKNKNNNTIFSTNCHKIGHWNNDLNTKLYFKFYCTAPSNVSAPEQDSLLEEDEETKLRKIKDAANTLDIRVGRVLKAWRHEEADSLYVEEVDVGEVEPRIICSGLVKYVPLDHLQERNVIVLANLKPRNMRGVKSNGMLMAASDASHENVELLEPPEGSVPGERIWFGSADEKENLPEVATPNQVAKKKIWELVQPNLKTDGACVAALGMHSMRTSTGVVVSGSLKDARIS*

NbL16g20680.1 aminoacyl_tRNA_synthase_complex−interacting_multifunctional_protein_1−like [MW = 30.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00996 GDP dissociation inhibitor

Protein sequence:
MDEEYDVIVLGTGLKECILSGLLSVDGLKVLHMDRNDYYGGESTSLNLVQLWKRFRGSDKPPAELGSSRDFNVDMIPKFIMANGALVRVLIHTDVTKYLYFKAVDGSFVYNKGKVHKVPATDMEALKSPLMGIFEKRRARKFFIYVQDYNESDPKTHEGMDLTRVTTRELIAKYGLDDNTVDFIGHALALHRDDRYLDEPAQDTVKRMKLYAESLARFQGGSPYIYPLYGLGELPQAFARLSAVYGGTYMLNKPECKVEFDEEGKVCGVTSEGETAKCKKVVCDPSYLPSKVRKVGKVARAIAIMSHPIPNTNDSHSVQIILPQKQLGRKSDMYLFCCSYTHNVAPKGKFIAFVSTEAETDNPESELKQGVNLLGPVDEIFYETYDRSEPVNEPSLDNCFISTSYDATTHFESTVDDVLNLYTKITGKVLDLNVDLSAASAAEE*

NbL16g20660.1 guanosine_nucleotide_diphosphate_dissociation_inhibitor_2−like [MW = 49.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MAAIIQGIGAATALSSANSLDSYKSLFANSRTSFSERKGRFCVVRSDGRLSYGLNRGGGGRAEQIITNAVVAKEDTAAASTSSKPGHELLLFEALREGLEEEMDRDHTVCVMGEDVGHYGGSYKVTKGLAPKYGDLRVLDTPIAENSFTGMGIGAAMTGLRPVIEGMNMGFLLLAFNQISNNCGMLHYTSGGQFKIPVVIRGPGGVGRQLGAEHSQRLESYFQSIPGIQMVACSTPYNAKGLMKAAIRSDNPVILFEHVLLYNLKERIPDEEYVLNLEEAEMVRPGEDVTILTYSRMRYHVMQAAKTLVDKGYDPEVIDIRSLKPFDLHTIGNSVKKTHRVVIVEECMRTGGIGASLTAAITENFHDYLDAPIVCLSSQDVPTPYAGTLENWTVVQPPQIVTAVEQLCQ*

NbL16g20610.1 pyruvate_dehydrogenase_E1_component_subunit_beta−3_chloroplastic−like [MW = 44.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05871 ESCRT−II complex subunit

Protein sequence:
MQKLGEFKLPNFFHYPPYFTLQPVRETREKQIQLWKELIIDFCRTQKVFVIGLEEHFPLFSNPAIERSLSHEAREAFLSALVSDGRAEWMDKGHRKCLILWHRIQDWADLIVNFVKEYGLEDSVMTVEEICSGTESRGTELYGMDRTVLMRALKLLEHKGKLAIFKGTSADDEGVKFSL*

NbL16g20560.1 vacuolar_protein_sorting−associated_protein_25−like [MW = 20.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05770 Inositol 1,3,4−trisphosphate 5/6−kinase ATP−grasp domain PF17927 Inositol 1,3,4−trisphosphate 5/6−kinase pre−ATP−grasp domain

Protein sequence:
MCGVKGIVLDASVLLAADKYDDENGDVSLGPGADYILRQLRYSKILTGISYGPDLSGYKVRLLQEKARLYSYNCFVFQSTAIDNFVSEVSLAWGNHSGSYMHVVSSYMDEEISPLISSDWLFTVLRSPRKPSDVEYSSGTENPGKIFINKLEELPLTICSLNKKKQAMGKEVKTVGYLMKPSREEDFAKRGAFPLNPTPNGLTFVALNYELPISWQLKEVDGVLHKSTDDIIAVEMSSSSDFENKVTYTEGMEQLQRYIRCHPDCCVIDPFSNIYPVLDRLKIQQILGGLENLNTKSCSKIRGPHFLKVVDFREPKLEDMLADAKLSLPNIVKPQVACGVSDAHSMAIVFKADSYKDLNVPLPAIVQEYVDHSSTMFKFYVVGKKIFFAIKKSTPNADILIKLAEEKELKPLLFDSLKSLPVDKDNQQKSQHEDNDRIDQELVTDAANWLRRVLDLTMFGFDVVIQEGTGDHVIVDVNYLPSFKEVPDEVAIPTFWEAIKEKLTGKKSTEAAILL*

NbL16g20540.1 inositol−tetrakisphosphate_1−kinase_4 [MW = 57.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00347 Ribosomal protein L6

Protein sequence:
MKTILSSETMDIPDGVKIKVKAKQIEVEGPRGKLTRNFKHLNLDFQLIKDEETGKKKLKIDAWFGSRKTTAAIRTALSHVDNLITGVTKGYRYKMRFVYAHFPINASITGGNKAIEIRNFLGEKRVRKVDMLDGVTVVRSEKVKDELVLDGNDIELVSRSAALINQKCHVKNKDIRKFLDGIYVSEKGRIAEEE*

NbL16g20470.1 60S_ribosomal_protein_L9−1−like [MW = 21.99 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00703 Glycosyl hydrolases family 2

PF02836 Glycosyl hydrolases family 2, TIM barrel domain
PF02837 Glycosyl hydrolases family 2, sugar binding domain

PF02929 Beta galactosidase small chain
PF16353 Domain of unknown function (DUF4981)

Protein sequence:
MSSLISQMVLPSSNGYKAWEDPNFFKWRKRDSHVPLHCHESVEGSLRYWNERNKVDLLASKSAVWDDDAVSRALDCAAYWVNGLPFVKSLSGFWKFWLAPGPSDIPLNFYGISFQDSSWGTIPVPSNWQMHGYDRPIYTNTIYPFAFNPPKVPDDNPTGCYRIFFFLPEEWEDRRIFLHFEAVDSAFYAWVNGVPVGYSQDSRLPAEFEITGFCHPCGSEERNCLAVQVMRWCDGSYLEDQDHWWLSGIHRDVLLLAKPKTFIADYFFRTNMAEDFSYADIEVEVKIDNSFENKDIVNFTIEASLYESGNWLSRSDHIDLLSANIADLELVLSSDPCLGFKGYMLVGKVQAPKLWSAEQPNLYTLVVTLKDASGNLVDCESCQVGMRKISKAPKQLLVNGHPVVIRGVNRHEHHPRLGKTNLESCMVKDLVLMKQNNINAVRNSHYPQHQRWYELCDLFGMYMIDEANIETHGFFDYPNYKHPTQESCWAAAMMDRVVGVVERDKNHASIIIWSIGNEASYGPNHAALSGWVREKDTSRLVHYEGGGARTSSTDIVCPMYARVSKIVEIAKDPTEQRPLILCEYSHAMGNSNGNLHKYWEAIDSTFGLQGGFIWDWADQGLLKEGPRGKMCWAYGGDFGDIPNDLNFCLNGIVWPDRSPHPALHEVKFLYQPIKVSFKEGIVKITNMHFFDTTQALEFNWILHGDGCELGSGILPLPVIEPQRSHETKWESGPWFSAWTSSSAAEICLTITAKLLHTTRWANSGHLISSTQVLLPNRRRVVPRIIKSTDATLLGEVLDDMIKLGQNNCWELKFNKRTGGIEGWKVKGVSVMNQGIYPCFWRAPTDNDKGGGSLSYLSRWKAANLDKVIFVNKSCSIESMNGHEVKISATYHGIAKAEEQTPSNAATFSVLFEVDMTYLIYGSGDVVLECNVKPCPDLPPLPRVGIEFQLDSTIDQVKWYGRGPFECYPDRKSAAHLSIYEQTVSEMHVPYVVPGECSGRADVRWVTFENKDGEGLYASMHGDSPTMQMNASYYSTAELERTTHNEDLKKSENIEVHLDHRHMGLGGDDSWSPCVHDEYLIPAMPYSFSIRFFPKTAATTGADIYKSQFLEE*

NbL16g20450.1 beta−galactosidase−like [MW = 125.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MDGPAHQADTVMSDAAAAQQPAPPPQPVSGIDNIPATLSHGGRFIQYNIFGNIFEVTAKYKPPIMPIGKGAYGIVCSALNSETNEHVAIKKIANAFDNKIDAKRTLREIKLLRHMDHENIVAIRDIIPPPQREAFNDVYIAYELMDTDLHQIIRSNQGLSEEHCQYFLYQILRGLKYIHSANVLHRDLKPSNLLLNANCDLKICDFGLARVTSETDFMTEYVVTRWYRPPELLLNSSDYTAAIDVWSVGCIFMELMDRKPLFPGRDHVHQLRLLMELIGTPSEAEMEFLNENAKRYIRQLPLYRRQSFVEKFPHVNPAAIDLVEKMLTFDPRRRITVEDALAHPYLTSLHDISDEPVCMTPFNFDFEQHALTEEQMKELIYREGLAFNPEYQHM*

NbL16g20410.1 mitogen−activated_protein_kinase_homolog_NTF4 [MW = 45.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MATFINNPLTSLCSNTNKSEANLFRICPLRAQTLGISKFIPNRKVTFPSIVCKAVSVQPKSATEVEGLNIAEDVTQLIGNTPMVYLNTIVKGCVANIAAKLEIMEPCCSVKDRIGFSMISDAEEKGLISPGKTVLVEPTSGNTGIGLAFIAASRGYKLILTMPASMSLERRVLLKAFGAELVLTDPAKGMKGAVSKAEEILNNTPDAYILQQFDNPANPKIHYETTGPEIWEDTKGKIDILVAGIGTGGTISGAGRFLKEQNPNIKIIGVEPTESNVLSGGKPGPHKIQGIGAGFIPGNLDQDVMDEVIEISSDEAVETAKQLALQEGLLVGISSGAAALAAIQVGKRRENEGKLIAVVFPSFGERYLSTILFQSIREECEKMQPES*

NbL16g20390.1 cysteine_synthase_chloroplastic/chromoplastic [MW = 41.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05811 Eukaryotic protein of unknown function (DUF842)

Protein sequence:
MDAIAAAEETIMTEGLRQKLNEVNTAAQTQLSGVQDYVHFNLQQAYFKCAYECFDRRRKREEIDNCVEYCSVPVLQAQNLVENEMANFQEKMNRSLRVCQDKYETAKLQKSSDATKVVESCVDQSVQDSIKTLPHLVGKLKVSLGVTD*

NbL16g20370.1 uncharacterized_LOC107775190 [MW = 16.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00682 HMGL−like

Protein sequence:
HYFGQFIGITIPQSQQTLFSCWPFLQQIKEKNKMASIHANPLNSLNTSLSSHSKNTFHHSFFSFMPSITKRCHCPYTSTTVRCANIRRPRPKYKPGRFSDPNYVGIFDTTLRDGEQSPGAAMTSKEKLEIAHQLAKLGVDVIEAGFPAASDADFELVKLVAQEVGNNVDEEGYVPVICALARATKKDIDRTWEALKYAKKPMITTFIATSEIHMKYKLKMSKEEVVEKARSMVAYAKTLCEDVRLGIEDAARSDKEFLYHILGEGIKAGATAISLGDTVGSNLPSEYAQLISDIKANTPGIQDVIICTHCHDDLGLATANTLAGICAGARLVDVTMNGIGERAGNACLEEIVMALKYRGEQVLGGIYTGINTKHVFMTSKMVEEYSGLKLQAHKAIVGANAFSHESGIHQDGVLKNRQTYEFVSPEDVGFQREHGISLGRLSGRHALKSKMLELGFEFEGKELDDIFWRFKSMAEKKKVNSISDISIMQCSNLLFMLFVQIFFQFFDIVNMFVAYLIYLPCIYLSENYRGRPKSTCI*

NbL16g20300.1 2−isopropylmalate_synthase_A−like [MW = 59.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08149 BING4CT (NUC141) domain

Protein sequence:
MIGLDVDTHRVFALSKKFRKTNSLHQLNPFNGVVAVGHSGGTVSMWKPTSAASLVKIIAKGYQVKKVAFRPYEDVLGIGHSMGWSFIIIPGSGEPNFDSWVASPFETSKQRREKEVRSLLDKLPPETIMLDPTKIGTVRSTRKKEQPTKDDKEAEMEAAIEEAKSMPMKAVV*

NbL16g20000.1 probable_U3_small_nucleolar_RNA−associated_protein_7 [MW = 19.07 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 56 111 166 221 275

Protein length

Gel Slice

3.2 6.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 56 111 166 221 275

Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MSLSSFSTIPTAKFRLKSTPLTLHSPFLHRLPLRALKTHKPTSLHISKSSISASLEAGVGVMATKLGMMSFFEESGTVVPVTVVGFREGNIVTQIKTEATDGYNAVQVGYRRVRDRKLTKPEMGHLEKSGIIPLRHLQEFRLQSIDGFEVTQKLDFGELFKEGDLVDVSGTTIGKGFQGGIKRHNFKRGQMTHGSKSHRQLGSIGAGTTPGRVYKGKKMPGRMGGTKRKIRKLKIVKIDDQLNIIMIKGALPGKPGNLLRIAPAKIVGKNIPKS*

NbL16g19980.1 50S_ribosomal_protein_L3_chloroplastic [MW = 29.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
MGLTGAFVVTLIVVAVAFPVNGCSPEDIAALLDFKAALNEPYLGIFNTWTTGTNCSDWYGISCDPITQRVANIVLRGESEDPIFEKAGRSGYMTGSLSPSLCKLDMLTTLVVADWKDISGEIPTCLTSLQNLRILDLIGNKISGEIPTDIGQLSELKILNLGDNQISGSIPSSIVTLGRLIHLDLSNNMLTGEIPSDIGKMSMLSRAIMNNNQISGSIPTSIAKLYRLVDLDLSMNQISGSIPAELGSMPVLTVLNLDSNQISGSIPTNLLTSSGLNILNLSRNSLEGILPDIFVPTTYFTHLDLSYNNLGGSIPKTLSSAKYVGHLDLSNNHLCGSIPEGSFFNSLEASSFSNNDCLCGSPLLSC*

NbL16g19800.1 DNA−damage−repair/toleration_protein_DRT100−like [MW − SP = 36.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00380 Ribosomal protein S9/S16

Protein sequence:
MAAAVAVASPMESVQCFGRKKTAVAVTHCKRGRGLIKINGVPIELVQPEILRYKAFEPILLLGRHRFAGVDMRIRVKGGGHTSQIYAIRQSIAKALVAFYQKYVDEQSKKEIKDILVRYDRTLLVADPRRCEPKKFGGRGARARFQKSYR*

NbL16g19660.1 40S_ribosomal_protein_S16−like [MW = 16.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MAMSTLLSLSFHSPKPNSEPIISTKPFSLSRRLVFLAGSSTSLCLFLSSISSAETKSSSSFLSGISNTKSWFQFYGDGFSVRVPPQFEDLTEPEDYNAGLSLYGDKAKPKKFAARFASSDRSEVLSVVIRPSNQLKITFLEAKDITDLGSLKEAAKIFVPAGATLYSGRSIKIKEDEGFRTYYFYEFARDEQHVALVAAVNSGKAYIAAATAPESKWNDDGLKLRSAAVSLMVL*

NbL16g19620.1 uncharacterized_LOC107811196 [MW = 25.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00305 Lipoxygenase PF01477 PLAT/LH2 domain

Protein sequence:
MFPIKNIVDGLIGHNETKKVKGIVVMMKKNALDFTDIAGSVVDGVLEFLGQKVSLQLISSAHGDPANDLQGKHSNPAYLENWLTTITPLTAGESAYGVTFDWDEEFGLPGAFIIKNLHLTEFFLKSVTLEDVPNHGEVHFVCNSWVYPANKYKSDRIFFANKAYLPSETPAPLRKYRENELLTLRGDGTGKLEAWERVYDYAFYNDLGDPDQGAQHVRPILGGSSDYPYPRRGRTGRPPTRTDPESESRIPLLLSLDIYIPRDERFGHLKLSDFLTYALKSMVQFILPELHALFDGTPNEFDSFEDVLRLYEGGIKLPQGPLFKALISSIPLEMVKELLRTDGEGIMKFPTPLVIKEDKTAWRTDEEFGREMLAGVHPVIIRNLQEFPPKSKLDPQVYGNQDSTITIQHIEGRLDGLTIDEAIKSNRLFILNHHDTIMPYLRRINTTTTKTYASRTLLFLQDNGSLKPLAIELSLPHPDGDQFGAISKVYTPADEGVEGSIWELAKAYVAVNDSGVHQLISHWLNTHAVIEPFVIATNRQLSVLHPIHKLLHPHFRDTMNINAMARQILINAGGVLESTVFPSKYAMEMSAVVYKNWIFPDQALPTDLVKRGMAVEDSSSPHGIRLLIQDYPYAVDGLEIWSAIKSWVTEYCSFYYKSDDSILKDNELQAWWKELREEGHGDLKDEPWWPKMENSQELIDSCTIIIWTASALHAAVNFGQYPYAGYLPNRPTVSRRFMPEPGTSEYELLKTNPDKAFLRAITAQLQTLLGVSLIEILSRHTSDEIYLGQRDSPKWTKDEEPLAAFERFGNKLSDIENRIIEMNGDQIWRNRSGPIKAQYTLLFPTSEGGLTGKGIPNSVSI*

NbL16g19580.1 linoleate_9S−lipoxygenase_6 [MW = 97.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family PF00696 Amino acid kinase family

Protein sequence:
METADSTRTFVRNVKRVIVKVGTAVVTRTDGRLALGRLGALCEQIQELNSQGYEVILVTSGAVGVGRQRLRYRKLLNSSFLDLQKPQSELDGKACAAVGQNGLMALYDSLFSQLDMTSAQLLVTDNDFRDPDFRRQLNDTVNSLLSLKVIPIFNENDAISTRKAPYEDSSGIFWDNDSLAALLALELKADLLVLLSDVEGLYSGPPRDPDSKLIHTYIKERHEKVITFGDKSRVGRGGMTAKVKAAMYAAYAGIPVVITSGFAVDNIIKVLHGKCIGTLFHRDANKWASTGEIGAREMAVAARECSRRLQALSSQERSKILQDIADALEANEKAILAENEADVVAAQQAGYEKSLISRLALKPGKISNLAKSVRVLANMDEPIGRILRRTEVADGLILEKSSSPLGVLLIIFESRPDALVQIASLAVRSGNGLLLKGGKEAKRSNAILHKVITSAIPGTVGERLIGLVTSREEIPELLKHDDVIDLVIPRGSNKLVSQIKASTKIPVLGHADGICHVYVDKSADMDMAKRVVVDAKTDYPAACNAMETLLVHKDLAQNGGLNDLIVELQTKGVSLYGGPKASSLLKIPEARTFHHEYGSLACTVEVVEDVYAAIDHIHQHGSAHTDSIITKDQEAAEIFLRQVDSAAVFHNASTRFSDGFRFGLGAEVGISTSRIHARGPVGVEGLLTTRWLARGTGQIVDGDKAVVYTHKDLSGLEIA*

NbL16g19540.1 delta−1−pyrroline−5−carboxylate_synthase [MW = 77.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MMEELSERVNNMNISGGDLQKKNRIQVSNTKKPLFFYVNLAKRYMQQYNDVELSALGMAIATVVSIAEILKSNGFAVEKKIMTSTVDVKDGSRGRPVSKAKIEVLLGKSEKFDNLMAAAAERELGDGEEQS*

NbL16g19530.1 uncharacterized_protein_At2g34160−like [MW = 14.5 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 107 213 319 529

Protein length

Gel Slice

3.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00514 Armadillo/beta−catenin−like repeat

PF01749 Importin beta binding domain
PF16186 Atypical Arm repeat

Protein sequence:
MSLRPNARTEVRRNRYKVAVDAEEGRRRREDNMVEIRKSKREENLQKKRREGLQPNQQFSLPAHTTVEKKLENLPAMVAGVWTEDGNQLEATTQFRKLLSIERSPPIEEVIQAGVVPRFVQFLVRDDYPQLQFEAAWALTNIASGTSEHTKVVIESGAVPIFVKLLGSPSDDVREQAVWALGNVAGDSPKCRDLVLSCGALVPLLSQLNPNAKLSMLRNATWTLSNFCRGKPQPAFDQTRPALPALQQLIHLTDEEVLTDACWALSYLSDGTNDKIQAVIDSGVCPRLIELLLHPSPSVLIPALRTVGNIVTGDDMQTQCIINHQSLPRLLNLLNGNHKKSIKKEACWTISNITAGNREQIQSVIEAGIIGPLVNLLQNAEFDIKKEAAWAISNATSGGSHEQIKYLVSQGCIKPLCDLLICPDPRIVTVCLEGLENILKVGEAEKNLGRTADVNLYAQLIDDAEGLEKIENLQSHDNQEIYEKAVKILETYWLEEDDEKLPPGDAPQQGFQFGDGDVSVPSGGFSFN*

NbL16g19450.1 importin_subunit_alpha−2−like [MW = 58.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00338 Ribosomal protein S10p/S20e

Protein sequence:
MAYAAMKATKPGLEEPQEQIHKIRITLSSKNVKNLEKVCADLVRGAKDKRLRVKGPVRMPTKVLNITTRKSPCGEGTNTWDRFELRVHKRVIDLFSSADVVKQITSITIEPGVEVEVTIADS*

NbL16g19390.1 40S_ribosomal_protein_S20−2 [MW = 13.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain

Protein sequence:
MSELVARTGRHQQRYEAGYRLIAGCIPFRFRNMEENGGDTAEKVVEVLMINSTSGPGLLFPKGGWENDESVEDAAIREAIEEAGVRGDLVHFLGYYFFKSKTLQDEYSPEGLCRAAMFALLVKEELECWPEQRLRRRSWLTIPEAIQCCRHPWMRQALEEGFSKWHDSGMASTMNNED*

NbL16g19360.1 nudix_hydrolase_16_mitochondrial−like [MW = 20.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00310 Glutamine amidotransferases class−II

PF01493 GXGXG motif
PF01645 Conserved region in glutamate synthase

PF04898 Glutamate synthase central domain

Protein sequence:
MAVNSVANVPQLLYANGQSPKIVAGSKDGVFVDFFGLYCKSSKRARRRIGYAAANRRSLINNKWNALNAALDLERVATNASQQCSDIVPKVADLDDIISERGACGVGFIANLDNKASHGIVKDALVALGCMEHRGGCGADNDSGDGSGVMTSIPWDLVNDWAEKEGIAVFDKLHTGVGMIFLPKDCNQMNEAKKVISNIFNNEGLEVLGWRPVPVDSSVVGYYAKETMPNIQQVFVRIVKEENVDDIERELYICRKLIERAVNSEIWGNELYFCSLSNQTIVYKGMLRSEVLGRFYYDLQSELYTSPFAIYHRRFSTNTSPRWPLAQPMRFLGHNGEINTIQGNLNWMQSREASLKSTVWRDRENEIRPFGNPKASDSANLDSAAELLIRSGRAPEEALMILVPEAYQNHPTLSIKYPEVLDFYNYYKGQMEAWDGPALLLFSDGKTIGACLDRNGLRPARYWRTKDNVVYVASEVGVLPMDESKVTMKGRLGPGMMISVDLSSGQVFENTEVKKRVALSNPYGEWVKENLRSLKPVNFLSTTVMDSEIILRRQQAYGYSSEDVQMVIESMAAQGKEPTFCMGDDIPLAVLSQKPHMLYDYFKQRFAQVTNPAIDPLREGLVMSLEVNLGKRGNILEVGPENASQVILPSPVLNEGELESLLKDSHLKAHVLPTFFDVGKGVEGSLKRSLYKLCEAADEAVRNGAQLLVLSDRSDELEATRPSIPILLAVGAVHQHLIQNGLRMSASIVADTAQCFSTHQFACLIGYGARLILSAVCPYLAFETCRQWRLSTKTVNLMRNGKMPTVTIEQAQKNFCKAVKSGLLKILSKMGISLLSSYCGAQIFEIYGLGKEVVDVAFCGSKSSIGGLTLDELARETLSFWVKAFSEDTAKRLENYGFIQFRQGGEYHGNNPEMSKLLHKAVRQKSGSAYSVYQQHLSNRPVNVLRDLLEFKSDRSPIPVGRVEPASAIVRRFCTGGMSLGAISRETHEAIAIAMNRLGGKSNSGEGGEDPIRWKPLTDVVDGYSPTLPHLKGLQNGDTATSAIKQVASGRFGVTPTFLANADQLEIKIAQGAKPGEGGQLPGKKVSAYIARLRNSKPGVPLISPPPHHDIYSIEDLAQLIYDLHQVNPRAKVSVKLVAEAGIGTVASGVAKGNADIIQISGHDGGTGASPVSSIKHAGGPWELGLTETHQTLIENGLRERVVLRVDGGFKSGFDVMMAAAMGADEYGFGSVAMIATGCVMARICHTNNCPVGVASQREELRARFPGVPGDLVNYFLYVAEEVRGMLAQLGYEKLDDIIGRTDILRPRDISLMKTRHLDLSYILSNVGLPEWSSSMIRNQEVHSNGPVLDDVLLADPKIFDAIENEKVVNKTVEIYNIDRAVCGRIAGAVAKKYGDTGFAGQLNITFTGSAGQSFACFLTPGMNIRLIGEANDYVGKGMAGGELVVTPVENTGFCPEDATIVGNTCLYGATGGQVFVRGKAGERFAVRNSLAQAVVEGTGDHCCEYMTGGCVVVLGKVGRNVAAGMTGGLAYILDEDDTLISKVNKEIVKIQRVVAPVGQMQLKSLIEAHVEKTGSTKGATILKEWDKYLPLFWQLVPPSEEDTPEASAEYEQAAAGQVTLQSAEIPLK*

NbL16g19330.1 ferredoxin−dependent_glutamate_synthase_chloroplastic [MW = 177.69 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 89 177 265 353 442

Protein length

Gel Slice

3.1 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 89 177 265 353 442

Pfam domains

Pfam Description
SP Sequon TM Domain PF00415 Regulator of chromosome condensation (RCC1) repeat

Protein sequence:
MAADGSSERAVSRKVLQISAGASHSVALLSANVVVSWGRGEDGQLGLGDAEDRFSPTQVSALDEQQIVSVTCGADHATAYSEALKQVYSWGWGDFGRLGHGNFSDLFAPQPIKALHGICIKQIACGDSHCLAVTMEGEVQSWGRNQNGQLGLGTTEDSLVPQKIEAFKGIPVKMVAAGAEHTAAVTEDGELYGWGWGRYGNLGLGDRNDRLVPVKVSATVGEKMVMVACGWRHTICVSSSGALYTYGWSKYGQLGHGDFEDHLFPHKVQALHDSFTSQISGGWRHTMALTADGELYGWGWNKFGQVGVGDNVDHCSPVQVKFPHDQKVILISCGWRHTLAVTERQNVFSWGRGTNGQLGHGESVDRNVPRIIEALSVDGSSGQQIGSSTFDPSAAEKSWVSPTERYAVVPNENVPKQTVTSVKGNGNDVNVPENDVKRIRL*

NbL16g19310.1 ultraviolet−B_receptor_UVR8−like [MW = 47.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00479 Glucose−6−phosphate dehydrogenase, NAD binding domain PF02781 Glucose−6−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MVTLYSSPSTHSSGAVASCSNSSIGLYNYHHNKQIAVSSILSRKFGSLQINQKPFLNAVRMQDGAVAIPPRKIENETPLKKLKNGISPVAPPREQKDTVDFDSNKAKSTVSITVVGASGDLAKKKIFPALFALYYEGCLPEHFTIFGYARSKMTDVELRNMVSKTLTCRIDKSENCGEKMEQFLERCFYHSGQYDSQENFAELDKKLKEHEAGRFSNRLFYLSIPPNIFINAVRCASLSASSAHGWTRVIVEKPFGRDSESSAALTRSLKQYLNEDQIFRIDHYLGKELVENLSVLRFSNLIFEPLWSRQYIRNVQFIFSEDFGTEGRGGYFDHYGIIRDIMQNHLLQILALFAMETPVSLDAEDIRNEKVKVLRSMRPLQLDDVIIGQYKSHTKGDVTYPGYTDDKTVLKDSLTPTFAAAALFIDNARWDGVPFLMKAGKALHTRSAEIRVQFRHVPGNLYNKNFGSDLDQATNELVIRVQPNEAIYLKINNKVPGLGMRLDRSNLNLLYSARYSKEIPDAYERLLLDAIEGERRLFIRSDELDAAWSLFTPVLKELEDKKIVPEYYPYGSRGPIGAHYLAARYKVRWGDLV*

NbL16g19100.1 glucose−6−phosphate_1−dehydrogenase_chloroplastic [MW = 67.31 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01512 Respiratory−chain NADH dehydrogenase 51 Kd subunit

PF10531 SLBB domain
PF10589 NADH−ubiquinone oxidoreductase−F iron−sulfur binding region

Protein sequence:
SSRSQFRLSLSISRPLFLCCLINHSPKAPIKGLLSLQRTALVQRSSERWGLYGRLFSTQAASTASTPQPTPPPPPPEKTHFGGLKDEDRIFTNLYGLHDPYLKGAMKRGDWYRTKDLVLKGSDWIVNEMKKSGLRGRGGAGFPSGLKWSFMPKTTDGRPSYLVVNADESEPGTCKDREIMRHDPHKLLEGCLIAGVGMRARAAYIYIRGEYVNERKSLEKARKEAYEAGLLGKNACGTGYDFDVYIHFGAGAYICGEETALLESLEGKQGKPRLKPPFPANAGLYGCPTTVTNVETVAVSPTILRRGPEWFASFGRKNNAGTKLFCISGHVNKPCTVEEEMSIPLKELIERHCGGVRGGWDNLLAVIPGGSSVPLIPKNICEDVLMDFDALKAVQSGLGTAAVIVIDKSTDIVDAIARLSYFYKHESCGQCTPCREGTGWLWMIMERMKVGNAKLEEIDMLQEVTKQIEGHTICALGDAAAWPVQGLIRHFRPELERRIREHADRELQHAAAA*

NbL16g18660.1 NADH_dehydrogenase_[ubiquinone]_flavoprotein_1_mitochondrial [MW = 56.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase PF05191 Adenylate kinase, active site lid

Protein sequence:
MAASLEDVPSESLLSEVLRRLRCSSKPDKRLILVGPPGSGKGTQSPIIKDEFCLCHLATGDMLRAAVAAKTPLGIKAKEAMDNGQLVSDDLVVGIIDEAMKKASCQKGFILDGFPRTVAQAEKLDEMLQKQGTKIDKVLNFAIDDAILEERITGRWIHPSSGRSYHTKFQPPKLPGVDDITGEPLIQRKDDTAEVLKSRLDAFHRQTEPVINYYSKKGVVASLHAEKPPKEVTSEVKNVLSS*

NbL16g18640.1 adenylate_kinase_4 [MW = 26.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MASDKKIKIGINGFGRIGRLVARVALQRDDVELVAVNDPFISTDYMTYMFKYDSVHGQWKHHELKVKDEKTLLFGEKSVRVFGIRNPEEIPWAEAGADFVVESTGVFTDKDKAAAHLKGGAKKVVISAPSKDAPMFVVGVNEKEYKPEYDIVSNASCTTNCLAPLAKVINDRFGIVEGLMTTVHSLTATQKTVDGPSMKDWRGGRAASFNIIPSSTGAAKAVGKVLPALNGKLTGMAFRVPTVDVSVVDLTVRLEKEASYDEIKAAIKEESEGKLKGILGFTEDDVVSTDFVGDSRSSIFDAKAGIALSKSFVKLVSWYDNEWGYSSRVIDLICHMASVA*

NbL16g18420.1 glyceraldehyde−3−phosphate_dehydrogenase_cytosolic [MW = 36.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEVAMSSLNPLVRLPLSNSRTHEDFSIVKHSLFSTRTTQKKQRQLHGGRLLVVEAKGKKGGMAARQYQRMAPPIPKIEDDGNPKFVIFVRMANVYLWYPLNIVTGGTTAKIMVAAKDNFLGKYVYKDTLARNLAAVIYNDEKNIKKLAMKQHRVLKSATEFRYGYKLVENNNLRAALSTTDVIELPTPDQLKTVVDKVKDFFGDAKESFGKLTALPTSESSEEDSPKEGPK*

NbL16g18340.1 protein_HHL1_chloroplastic [MW = 25.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
MGIPIIFLLLLAPLFTFSTPVPDPEIIVQEVNDKIFNASRRNLGYLSCGTGNPIDDCWRCDPNWEKNRQRLADCAIGFGKQAIGGRDGKIYIVTDTSDDPVNPKPGTLRYGAIQNEPLWIIFGRDMVIKLKEELMLNSFKTIDGRGASVHIAGGPCITIQYVTNIIIHGLNIHDCKQGGNAYVRDSPEHYGWRTLSDGDGVSIFGGSHVWVDHCSLSNCRDGLIDAIRGSTAITISNNYMTHHNKVMLLGHSDSFTRDKNMQVTIAFNHFGEGLVQRMPSENCRCRHGYFHVVNNDYTHWEMYAVGGSASPTINSQGNRFLAPNDIFNKEVTKHEDAAESEWKNWNWRSEGDLMLNGAFFTRSGAGASKSYAKASSLSARPSTLVSSITLNAGALGCKKAKRC*

NbL16g18190.1 probable_pectate_lyase_5 [MW − SP = 42.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MALAFDEFGRPFIILREQEQKTRLRGLDAQKANISAGKAVARILRTSLGPKGMDKMLQSPDGDVTITNDGATILEQMDVDNQIAKLMVELSRSQDYEIGDGTTGVVVMAGALLEQAEKLLERGIHPIRVAEGYEMASRIAVEHLERVANKFEFGLNDVEPLIQTCMTTLSSKIVNRCKRSMAEIAVKAVLAVADLERKDVNLDLIKVEGKVGGKLEDTELIYGIVVDKDTSHPQMPKQIEDAKIAILTCPFEPPKPKTKHKVDIDSVEKFQTLRQQEQKYFDDMVQKCKDVGATLVICQWGFDDEANHLLMHRNLPAVRWVGGVELELIAIATGGRIVPRFQELTPEKLGKAGVVREKSFGTTKDRMIYIEHCANSKAVTIFIRGGNKMMIEETKRSIHDALCVARNLIRNNSIVYGGGSAEISCSIAVEAAADKHPGVEQYAIRAFADALDSVPMALAENSGLQPIETLSAVKAQQIKENNPCCGIDCNDVGTNDMREQNVFETLIGKQQQILLATQVVKMILKIDDVISPSEY*

NbL16g18180.1 T−complex_protein_1_subunit_epsilon−like [MW = 59.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17135 Ribosomal protein 60S L18 and 50S L18e

Protein sequence:
MGIDLKAGGKSKKTKRTAPKSDDVYLKLLVKLYRFLVRRTGSKFNAVILKRLFMSKTNKPPLSLSRLISYAKGKEDKIAVIAGTITDDVRAYDVPTLKVCALRFTKTARARIEKAGGECLTFDQLALRAPLGQNTLLLRGPKNAREAVKHFGPAPGVPHSHTKPYVRSKGRKFERARGRRNSRGYKV*

NbL16g18060.1 60S_ribosomal_protein_L18−2−like [MW = 20.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
NMGVVHLVPKILALFLIITFHCSSPFAARPNTFCDITPFPDLCKYFLPQNKSTNIYDYVRLSIHLSSSATTQFLDSINSYLNSKNTTSQSSIFVLQDCQLLIGLSFDFLSNVAATISQPGNTLQGSEFNDVETLLSASITNQQTCLDSLQITPSAADIASQIFPTLANGSMMYSVSLALFKYGWLPNSPTRGGRKLLQINGISSVNVTQMVVVNPDGSGNYTTINDAIAAAPNNTKAGNGYYKIYVVAGVYQEYVSIPSNKKYLMMVGDGINKTIITGNHSVVDGWTTFNSATFAVVGEGFLAMNITFQNTAGAIKHQAVAVRNGADLSTFYSCSFEGYQDTLYTHSMRQFYRECDIYGTIDFIFGNAAVVFQNCNIYPRLPLQGQFNPITAQGRTDINQNTGTSIHNCTIKAAPDLSSSNGTTQTYLGRPWKEYSRTVYMQSFMDSLINPAGWAAWSGDFALSTLYYAEYNNTGPGSNTSSRVTWPGYHVINSTDAISFTVSNFIAGDFWLPATGVPYTGDLL*

NbL16g18040.1 probable_pectinesterase/pectinesterase_inhibitor_41 [MW − SP = 54.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALTHTLHPKPIISVVVKPFRYCPSSSSLPLYSRKFQNGEIFLGTTFSRIQTYHNSLPALTRRLFLPSVSGLWDALTSGNSARDAVIAIRKGMQLFRQGDVLGSVVEFDKAIELDPRQKAYLWQRGLSLYYLDRYEEGAEQFRLDVAQNPNDTEESIWCFLCEAQLYGVGEARKRYLELMLCVQVGRDSRPVMREAYNMFKDGGNPEKLWLVRIFSLTTNYSLILKLVAAFSSGQPNEYFYASLYAGLYYESQNESDAAKVHLIAACQSAYGSRSDDYMAALAKVHCKCRNWNLN*

NbL16g18030.1 uncharacterized_LOC107803223 [MW = 33.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MQSSISLSFSSHSTICRSDCSTAAVAVGSFLTPRSLRFCGLRKEAFKSLNSSLPIRLTGHCCSNNNRISASSANGAPSSSKAKGGFDYDLVIIGAGVGGHGAALHAVEKGLKTAIIEGDVVGGTCVNRGCVPSKALLAVSGRMRELQNEHHMKSFGLQIAAAGYDRQAVADHANNLASKIRGNLTNSMKALGVDILTGFGTVLGPQKVKYGDTVITTKDIIIATGSVPSVPKGIEVDGKTVITSDHALKLEFVPNWIAIIGSGYIGLEFSDVYTALGSEVTFVEALDQLMPGFDPEIGKLAQRVLINPRKIDYHTGVFASKITPARDGKPVLIELIDAKTKEPKDTLEVDAALIATGRAPFTQGLGLENINVQTQRGFVPVDERMQVIDANGELVPHLYCIGDANGKMMLAHAASAQGISVVEHVTGKDHILNHLSIPAACFTHPEISMVGLTEPQAREKAEKEGFEISIAKTSFKANTKALAENEGEGLAKLIYRPDNGEILGVHIFGMHAADLIHEASNAIALGSRIQDIKYAVHAHPTLSEVIDELFKSAKVKTNASRPIAEPVAA*

NbL16g17960.1 dihydrolipoyl_dehydrogenase_2_chloroplastic−like [MW = 60.26 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02190 ATP−dependent protease La (LON) substrate−binding domain
PF05362 Lon protease (S16) C−terminal proteolytic domain

Protein sequence:
MLKALTSSCLQSRFHAVTTAFTPQLRRGTDSNTPLLRVLGSLRSSNRRGPYLSRRFFCSESTDGSESNSEAAASEAKPAEEGGDADSKASAIVPTVFKPEDCLTVLALPLPHRPLFPGFYMHIYVKDPKVLAALLESRKRQAPYAGAFLMKDEQGTDPNVVSASDTDKNIYELKGKDMLNRLHEVGTLAQITSIKDDQVILIGHRRIRMTEVVSEEPLTVKVDHLKEQPYNKDDDVIKATSFEVLSTLRDVLKTSSLWKDHVQTYIQHIGDFNYARLADFGAAISGANKLQCQQVLEELDVHKRLQLTLELVKKEMEISKIQESIARAIEEKISGEQRRYLLNEQLKAIKKELGLETDDKTALSAKFRERLEPNKEKIPVHVMQVIEEELTKLQLLEASSSEFNVTRNYLDWLTALPWGSYSDENFDVLRAEQILDEDHYGLTDVKERILEFIAVGKLRGTSQGKIICLSGPPGVGKTSIGRSIARALNRKFYRFSVGGLSDVAEIKGHRRTYIGAMPGKMVQCLKSVGTANPLVLIDEIDKLGRGHAGDPASAMLELLDPEQNANFLDHYLDVPIDLSKVLFVCTANVVEMIPNPLLDRMEVISIAGYITDEKMHIARDYLEKATRETCGIKPEQVEVTNSALLALIENYCREAGVRNLQKQIEKIYRKIALKLVREDGEIEPQNTEVDEVKAESIHLSDEIKSKEEIQAGAESANGSSDDEASENNAEAEAEGAENQMQKSANEDTCLQHTQETEKATESEASKTVNKVVVDSPNLADYVGKPVFHAERIYDQTPVGVVMGLAWTSMGGSTLYIETSLVEQGEGKGALNVTGQLGDVMKESAQIAHTVARTILLEKEPDNQFFANSKLHLHVPAGATPKDGPSAGCTMITSLLSLAMKKPVKKDLAMTGEVTLTGKILPIGGVKEKAIAARRSDVKTIIFPSANRRDFDELAPNVKEGLDVHFVDDYKQIFDLAF*

NbL16g17940.1 lon_protease_homolog_1_mitochondrial−like [MW = 108.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MAHSCVATTSSISKFNISSDSSTIPEAYPNTLSFNTLQFRNLKVKNRGKSTVKAVYSGANWDSGITSPTGIWSIRDDLQVPSSPYFPAYAQGQGPPPMVQERFMSVISQLFQYRIIRCGGAVDDDMANIIVAQLLYLDAVDPTKDIVMYVNSPGGSVTAGMAIFDTMRHIRPDVSTVCVGLAASMGAFLLSAGTKGKRYSLPNSRIMIHQPLGGAQGGQTDIDIQANEMLHHKANLNGYLAYHTGQSLEKINQDTDRDFFMSAKEAKEYGLIDGVILNPMKALQPIAAAAEQ*

NbL16g17920.1 ATP−dependent_Clp_protease_proteolytic_subunit_5_chloroplastic−like [MW = 31.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04359 Protein of unknown function (DUF493)

Protein sequence:
QAVMCVISCNTERIKALLRYQDKRQKTINKMACGTLRSIFLTEPWRPVPRKSTRAFFHTQKCSKTNLISCGCKLINYKRSQCLKCSNNKSPLASDGDPDQGPPQEAVLKAISEVSKSEGRVGQTTNVIIGGTVQDDATNEWLALDKKVNSYPTERGFTAIGTGGDDFVQAMVVAVESVIQQPISEASVDPPDVHDDVDGFVGKVRQKLSSGGKYVSVNIGPIEVVSSEQVQAVYNAMRKDDRMKYFL*

NbL16g17830.1 uncharacterized_LOC109210602 [MW = 27.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MSGTGEKGSATTKTPADFLKSIRGRPVVVKLNSGVDYRGKFSATILLSHHIHGFSSSSILACLDGYMNIAMEQTEEYVNGQLKNKYGDAFIRGNNVLYISTSKRTQGEGA*

NbL16g17670.1 sm−like_protein_LSM36B [MW = 11.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MLKLGVLVVVLYFLVCLGDNRKSVEGLGVNWGTMASHPLEPKIVVQMLKDNGIKKVKLFDADKTTMNALAGTDIEVMVAIPNDQLLTMTDNDRAKDWVRRNVTRYNIKSGVNIRYVAVGNEPFLTAYNNSFVNLTFPALQNIQNALNEAGVGDYIKATVPLNADVYFSPESNPVPSAGRFRPDIAELMTQIVQFMNKNEAPFTVNIYPFLSLYANEHFPFDFAFFDGASNPVVDNGVEYTNVFDANFDTLYSALKAVGYGNMTILVGEVGWPTDGDKNANSNNAYRFYKGLFSRLAANKGTPLRPGYIEVYLFGLIDEDAKSIAPGNFERHWGIFRYDGQPKFAMDISGQGQDKHLVAAKNVQYLPKRWCMLNPNANNLSILANNIDYACTFSDCTALGYGSSCNNLDANGNASYAFNMYYQVQNQLDLSCDFQGLAMVTDKNISQGTCNFIIQTGIYSVSSKVLPGIVVLLSGFTFLLL*

NbL16g17620.1 glucan_endo−13−beta−glucosidase_8−like [MW − SP = 51.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00208 Glutamate/Leucine/Phenylalanine/Valine dehydrogenase PF02812 Glu/Leu/Phe/Val dehydrogenase, dimerisation domain

Protein sequence:
MNALAATNRNFKLAARLLGLDSKLEKSLLIPFREIKVECTIPKDDGSLASFVGFRVQHDNARGPMKGGIRYHPEVDPDEVNALAQLMTWKTAVANIPYGGAKGGIGCSPSALSNSELERLTRVFTQKIHDLIGIHTDVPAPDMGTNPQTMAWILDEYSKFHGYSPAVVTGKPIDLGGSLGRDAATGRGVLFATEALLKEHGKSIAGQRFVIQGFGNVGSWAAKLINEQGGKIVAVSDITGAIKNENGLDIASLLKHVKENRGVKGFNDARPIDPHSILVEDCDVLIPAALGGVISRDNANDIKAKYIIEAANHPTDPEADEILAKKGVVILPDIYANSGGVTVSYFEWVQNIQGFMWDEDKVNAELKTYMIRGFKDVKDMCKTHNCDLRMGAFTLGVNRVARATVLRGWEA*

NbL16g17580.1 glutamate_dehydrogenase_B [MW = 44.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01200 Ribosomal protein S28e

Protein sequence:
ALCELLLAVVAFNSFFISSKYQGGTIKYRKTSAAVLLEIHIMESATKHAIVVKVMGRTGSRGQVTQVRVKFLDDQNRFIMRNVKGPVREGDVLTLLESEREARRLR*

NbL16g17540.1 40S_ribosomal_protein_S28 [MW = 11.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13839 GDSL/SGNH−like Acyl−Esterase family found in Pmr5 and Cas1p PF14416 PMR5 N terminal Domain

Protein sequence:
MDTAKYTPINGGKTLFTDLKAHFSFLKTKRTVTCAYGFMFVFVAVTFFLAFSPSPNSSSPWFTNIFSLSSSTSTSGTIPTTSAPISSDQSYGSHFSSVYSYFFPSSSQQVQNFTTPRSQNSTFEPPNLQKELGIGKNVTSNNDSHDKVQVLKTPLKPSVNVTLQKSSSGSNQESSSVKNQPQSKDFDDKVGVSKANQSSNSAPKSSSGTNKESSSAKNKTQSKDFDDKDGVLKANQSSNSAPKSSSGTNKESSSPKNQTQNNGNVGVLKANQTTNSAPKSANGSKEKEIEVVKSNFTSSFVKKQSNGTNLDVSAKKKDEDVVKSLLDCDFFDGKWVKDESYPLYKPGSCSLIDEQFNCFLNGRPDSNYIKMKWKPNACTLPRLNGTHMLELLRGKRLVFVGDSLNRNMWESLVCILRNSVEDQKKVYEEFGRHHFRTEASYSFLFEEYNCRVEFFVSPFLVQEWEFADKKGAKKETLRLDLIGQSADQYKSADILIFNTGHWWTHEKTSLGKDYYQEGSHVYSELDVLEAFRKALTTWGRWIDSHVNPHKTFVLFRGYSASHFSGGQWNSGGACDHETEPIKNNTYLTPYPSKMNVLERVLRGMETQVSYLNVTRMTDYRKDGHPSIFRKQKLTNEEKKSELLFQDCSHWCLPGVPDAWNELLYAKLLVNQHMKKQDDKKT*

NbL16g17380.1 protein_trichome_birefringence−like [MW = 76.6 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00562 RNA polymerase Rpb2, domain 6

PF04560 RNA polymerase Rpb2, domain 7
PF04561 RNA polymerase Rpb2, domain 2

PF04563 RNA polymerase beta subunit
PF04565 RNA polymerase Rpb2, domain 3

PF04566 RNA polymerase Rpb2, domain 4
PF04567 RNA polymerase Rpb2, domain 5

Protein sequence:
MGMGGDSTMSNPTNDLSHGIDKRYLASPIKNLVDKYQLVPEFLKVRGLVKQHLDSFNYFVKTEIKKIVQANREIRSILDPNIYLKYNDVHIGEPSIMVDGVTEKLNPQKCRLCDITYAAPIYVNIEYTTGSHGQISVQTKKNVAIGRMPVMLRSCCCVLYGKDEEELAKLGECPLDPGGYFVIKGTEKVILIQEQLSKNRIIIDTDKKGCVQASVTSSTEKTKSKTIVKMEKEKVYLELNMFKTKVPIMIVMKAMGMESDQEVVQMIGRDPRFSALLLPSIEECADLKVYTQQQALEFLESDKMLKMPSYSAGPVEKGARALSILRDIFLANVPVHQHNFRKKCIYVAVMMRRMMEAILNKDAMDDKDYVGNKRLELSGQLLSLLFEDLFKTMNDEARKIVDALLARSNRSSRLDISPLIAKDSITVGMERTLSTGNWDVKRFRMHRKGMTQVVARLSYIGSLGHMTKISPQFEKSRKVSGPRALQPSQWGMMCPCDTPEGEACGLVKNLALMTHVTTDEDEQPIISLCYCLGVEDLEQLSAEELHMPSSYLIILNGLILGKHRSPHRFANAMRKLRRSGKVGEFISIFVNEKQRSVYIASDGGRVCRPLVIADKGVSRIKEQHMKELRDGVRNFDSFLRDGLIEYLDVNEENNSLIALYEKEATPETTHIEIEPFTILGVCAGLIPYPHHNQSPRNTYQCAMGKQAMGNIAYNQLSRMDTLIYLLVYPQRPLLTTRTIELVGYDKLGAGQNATVAVMSYSGYDIEDAIVMNKSSLDRGFGRCIVMKKYSATCLKYENNTSDRIIKPQRQGYEAERMQILDEDGLASPGEIIRPHDIYINKESPTVTRTPVSSPMSLPDSAYKPSRQTYKGPDGETPVVDRVALHSDKNNNLCIKFMIRHTRRPEIGDKFSSRHGQKGVCGTIVQQEDFPFSERGICPDLIMNPHGFPSRMTVGKMIELLGSKAGVSCGRFHYGSAFGEPSGHADTVDTISETLVKHGFSYNGKDFIYSGITGMPLQAYIFMGPIYYQKLKHMVLDKMHARGSGPRVMITRQPTEGRSRNGGLRVGEMERDCLIAYGASMLIYERLMISSDPFEVQVCRKCGLLGYYNYKLKTGICSMCKNGENISTMKLPYACKLLIQELQSMNIVPRLKLAEA*

NbL16g17260.1 DNA−directed_RNA_polymerase_III_subunit_2 [MW = 129.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00120 Glutamine synthetase, catalytic domain PF03951 Glutamine synthetase, beta−Grasp domain

Protein sequence:
MAQILAPSAQWQMRMTKSSTDANPLTSKMWSSVVLKQNKRLAVKSSAKFRVFALQSDSGTVNRVEQLLNLDVTPYTDKIIAEYIWIGGSGIDMRSKSRTISKPVKHASELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVICDAYTPAGEPIPTNKRHKAAQVFSDSKVVSEVPWFGIEQEYTLLQQNVKWPLGWPVGGYPGPQGPYYCGAGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEFQVGPSVGIEAGDHIWCARYILERITEQAGVVLSLDPKPIEGDWNGAGCHTNYSTLSMREEGGFEVIKKAILNLSLRHKEHISAYGEGNERRLTGKHETASIDKFSWGVANRGASIRVGRDTEKQGKGYLEDRRPASNMDPYVVTGLLAETTILWEPTLEAEALAAQKLALNV*

NbL16g16760.1 glutamine_synthetase_chloroplastic [MW = 47.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08538 Protein of unknown function (DUF1749)

Protein sequence:
MDLSTSASFSSSSSSSWFSGIVRGRSASVKMSNKNPAAAAGGADSVSGADPITGKRQFRGVMFKYGPKAIQVAFKTGDYKQQVIFIGGLTDGFLATDYLEPLAIALDKEKWSLVQFLLSSSYSGYGTSSLRQDSTELDQLISYLINKEDSEGVVLLGHSTGCQDIVYYMRTNAACSRAVRAAILQAPVSDREYKATLPDTASMIDLASNMISEGRESELMPRDANPDAPITAFRYHSLCAYNGEDDLFSSDFSDDQLKQRLGHMSNTPCQVIFSMGDEYVPDYVDKKALVDRLCRAMGGAEKVEIEHGNHSLSNRVAEAIEAIMSFVKREGPSGWDDPWN*

NbL16g16660.1 UPF0613_protein_PB24D3.06c [MW = 37.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MASSCCLHAILLCSLLFITSTTAQSETSFRPKGLILPITKDALTLQYLTQIQQRTPLVPVSLTLDLGGQFLWVDCDQGYVSSTYRPARCRSAQCSLAGAGSGCGQCFSPPKPGCNNNTCGLLPDNTITRTATSGELASDTVQVQSSNGKNPGRHVSDKDFLFVCGSTFLLEGLASGVKGMAGLGRTRISLPSQFSAEFSFPRKFAVCLSSSTNSKGVVLFGDGPYTFLPNREFANNDFSYTPLFINPVSTASAFSSREPSSEYFIGVKSIKINEKVVPINTTLLSIDNQGVGGTKISTVNPYTILETSIYNAVTNFFVKELVNITRVASVAPFRACFDSRNIASTRVGPAVPSIDLVLQNENVFWRIFGANSMVQVSENVLCLGFVDGGVSPRTSIVVGGYTIEDNLLQFDLARSRLGFTSSILFRQTTCANFNFTSIA*

NbL16g16530.1 basic_7S_globulin−like [MW − SP = 44.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00909 Ammonium Transporter Family

Protein sequence:
MDTSWEASVTDSINAIYLLFSAYLVFVMQLGFAMLCAGSVRAKNAMNIMLTNVVDAVVGSISYYLFGFAFAFGDASNSNPFIGTNYFALKDIPSSSYDYSFFLYQWAFAIAVAGITSGSIAERTQFTAYLFFSFFLTGFVYPVAAHWLWSSHGWLSPNSDSLLFGSGAIDFAGSGVVHLAGGIAGLWGSIIEGPRVGRFDAFGNPVKMRGHNATLVVLGTFLLWFGWFGFNPGSFDKILVPYPNKIDQGNWTSVGRTAVTTTLAGSTAGIVTLFGRRLLVGHWDATDVCNGVLGGFVAITSGCSVVEPWAAIVCGFCAAWVLIGLNILALKLKFDDPLEAAQLHGGCGAWGLIFTGLFAKEEFVLQAYNSGKTQVVRPYGLILGGGWGLFGAQVVELLSIVVWVSLTMGPLFYTLQKLGILRITADEEVAGLDISSHGGYAYEANQEESGPRFYGEYLRMQHQS*

NbL16g16480.1 ammonium_transporter_1_member_3 [MW = 50.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12481 Aluminium induced protein

Protein sequence:
MLGVFSSSIVSPPDELVAAGSRTPSPKIKAEALVKRFVQNNSSAVSMQIGDHVQLAYTHYNESSVLPRSFAVKDDIFCLFEGSLDNLGSLRQQYGLAKSANEVMLVIEAYKALRDRAPYPPNHVVGHLEGNFTFIVFDKSTSTLFVATDQVGKVPLYWGITADGYVAFANDADLLKGACGKSLASFPQGWFDRLFFSFRQSDLSSGITIEGIMLIYFVLYILFLNSISFVCIFRVFLLYISWRIEKLREPQK*

NbL16g16470.1 stem−specific_protein_TSJT1−like [MW = 28.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01256 Carbohydrate kinase

Protein sequence:
MQSVMSSGPSLEADAVSILRSIIPGLEPNKHKGQAGKIAVVGGCREYTGAPYFSAISALKIGADLSHVFCTKDAAPVIKSYSPELIVHPILEESYSIRDEEKSSIAAKVIAEVEKWMERFDCLVVGPGLGRDPFLLDCVSNIMKHARECNVPMVIDGDGLFLVNNCLDLVSGYPLAVLTPNINEYKRLVQKVLNSEVNDQNGTNQLLSLAKGIGGVTVLRKGKSDFISDGKTACAVSIYGSPRRCGGQGDILSGSVAVFLSWARQCAAKGEVSMNPTILGCVAGSALLRRAASLAFESKKRSTLTGDIIECLGRSLQEICPV*

NbL16g16450.1 ATP−dependent_(S)−NAD(P)H−hydrate_dehydratase [MW = 34.29 kDa]
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1 131 261 391 521 651

Pfam domains

Pfam Description
SP Sequon TM Domain PF04833 COBRA−like protein

Protein sequence:
MAPITFLSLFLLISLAVQVAGQTTAVAEAPAPAFDDCNGIFLQYVFTSGSKIKPSDPKNQPYKFQSILSIINNGLDELKLWRVFVGFQHDEVLVSASNVVLADGSSLPAKVGNGTVFAGFPNADLKTAIETAGDATQTSVQVQIKGTQFGVGSPNVPMPSNISLVNDGFICPKPSMQGKSVMQVCCTRDPKFKTNLTLDEKFSPRQDGDLTIMYDILRTYDSNYWAQVKIANHNPLGRLDNWRLSWDWMKDEFIWEMKGAYPSVVDTSDCVFGPQGQFYQSLDFSNGLNCERRPTIIDLPLEKTNDTKLGMIPFCCRNGTILPPAMDPSKSASAFQINVFKMPPDLNRSSFTPPQNWKIEGRLNPDYKCGPPVRVSPSQFPDPSGLLPDTAAFASWQVVCNITQPKGASPRCCVSFSAFYNESIIPCPTCSCGCPSNTARTCSAKAPALLLPSQALLVPFENRTKMSVAWADINHLPVSNPLPCGDNCGVSINWHLFTDYRGGWSARITLFNWDDTSFADWFTAVQLDKAALGFDAVYSFNGTILDGVNNTLFMQGLEGLNYLVAETDGANPEKDPRVPGKQQSVISFTKKNIPGINIPGGDGFPTKVYFNGEECSLPKILPTSSSSRRISSFTVTTSILALVVFMLMRQ*

NbL16g16350.1 COBRA−like_protein_7 [MW − SP = 68.92 kDa]
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Peptide counts over 4 repeats

1 107 213 319 425 530

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00514 Armadillo/beta−catenin−like repeat

PF01749 Importin beta binding domain
PF16186 Atypical Arm repeat

Protein sequence:
MSLRPSARSEVRRNRYKVAVDAEEGRRRREDNMVEIRKSKREESLLKKRREGLQPQQQPFPANLHTSTVEKKLESLPSMVAGVWSNDNNLQLEATTQFRKLLSIERSPPIEEVIQSGVVPRFVEFLMREDFPQLQFEAAWALTNIASGTSENTRVVIDHGAVPIFVKLLGSPSDDVREQAVWALGNVAGDSPRCRDLVLSNGALIPLLSQLNEHAKLSMLRNATWTLSNFCRGKPQPPFEQVRPALSALQRLVHSNDEEVLTDACWALSYLSDGTNDKIQAVIEAGVCPRLVELLMHPSPSVLIPALRTVGNIVTGDDLQTQCIIEHGALACLLSLLTHNHKKSIKKEACWTISNITAGNKEQIQAVIEAGLIAPLVNLLQTAEFDIKKEAAWAISNATSGGTHEQIKFLVSQGCIKPLCDLLVCPDPRIVTVCLEGLENILKVGEAEKANTGGINYYAQLTDDAEGLEKIENLQSHDNNEIYEKAVKILETYWLEEEDETLPAGDETQAGFNFGGNDIQVPSGGFKFG*

NbL16g16320.1 importin_subunit_alpha−2−like [MW = 58.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MVVERDIDDLPKNEANYTALTPLWFLDRAAMVYPNRKSLVHGSVEYTWLQTYRRCRQLASALTKRSVTFGSTVAVIAPNIPAMYEAHFGIPMAGAVLNAVNVRLNADTIAFLLGHCSAAVVMVDQEFFPLAEESLKVLENKSKGKSNRPLLIVIADKNCDPAPVQYALEKGAIEYEQFLETGDPQFPWKPPQDEWQSIALGYTSGTTASPKGVVLHHRGAYLMAMSNAVVWSMKEGAVYLWTLPMFHCNGWCFTWTIAAICGTNICLRQVTAKAVYSAITHLGVTHFSAAPVVLNTIVNAPKEETILPLPRLVQVSTAGASPPPSVLAAMTQRGFRVLHTYGLSETYGPSTICTWKPEWDLLPIDVQARLNARQGVRYVSLEKLDVINSKDMTPVPADGKTMGEIVFKGNVVMKGYLKNPKANEAAFAGGWYHSGDLAVKHPDGYIEIKDRSKDIIISGGENISSVEVENILYQHPAILEVSVVARPDEQWGESPCAFVTLKPNVKETDQQQSAEDIMNFSRSKMPRYWVPKSVVFGPLPKTATGKIQKHLLRAKAKEMGPVGKSRL*

NbL16g16250.1 acetate/butyrate−−CoA_ligase_AAE7_peroxisomal−like [MW = 62.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MFVLDWFYGVLASLGLWQKDAKILFLGLDNAGKTTLLHMLKDERLVQHQPTQYPTSEELSIGNIKFKAFDLGGHQIARRVWRDYYAKVDAVVYLVDAYDRERFPESKKELDGLLSDESLANVPFLILGNKIDIPYAASEDELRYHLGLTGVTTGKGNVNLAGTNVRPIEVFMCSIVRKMGYGEGFKWMSQYIK*

NbL16g16230.1 GTP−binding_protein_SAR2 [MW = 21.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MEGGRFVGVAVDFSACSKKALKWAIDNILRKGDHLILVTVRPEGHYEEGEMQLWEATGSPLIPLSEFCDAHTMKKYGVNPDPETLDMVTLAARQKEIMVVLKIYWGDAREKLCEAIDKTPLSCLVIGNRGLGKLKRAIMGSVSNYVVNNATCPVTVVKHADV*

NbL16g16190.1 uncharacterized_protein_C167.05−like [MW = 17.84 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00360 Phytochrome region

PF00512 His Kinase A (phospho−acceptor) domain
PF00989 PAS fold

PF01590 GAF domain
PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

PF08446 PAS fold

Protein sequence:
MASGSRTKHSHQSGQGQVQAQSSGTSNVNYKDSISKAIAQYTADARLHAVFEQSGESGKSFDYSQSVKTTTQSVVPEQQITAYLTKIQRGGHIQPFGCMIAVDEPSFRVIAYSENACEMLSLTPQSVPSLERPEILTVGTDVRTLFTPSSSVLLERAFGAREITLLNPIWIHSKNSGKPFYAILHRVDVGIVIDLEPARTEDPALSIAGAVQSQKLAVRAISHLQSLPGGDVKLLCDTVVESVRELTGYDRVMVYKFHEDEHGEVVAESKRPDLEPYIGLHYPATDIPQASRFLFKQNRVRMIVDCHATPVRVVQDESLMQPLCLVGSTLRAPHGCHAQYMANMGSIASLTLAVIINGNDEEAVGGRSSMRLWGLVVGHHTSARCIPFPLRYACEFLMQAFGLQLNMELQLASQLSEKHVLRTQTLLCDMLLRDSPTGIVTQSPSIIDLVKCDGAALYCHGKYYPLGVTPTEAQIKDIVEWLVTYHGDSTGLSTDSLADAGYPGAASLGDAVCGMAVAYITSKGFLFWFRSHTAKEIKWGGAKHHPEDKDDGQRMHPRSSFKAFLEVVKSRSLPWENAEMDAIHSLQLILRDSFKDAEASNSKAVVHAQLGEMELQGIDELSSVAREMVRLIETATAPIFAVDVEGRINGWNAKVAELTDLSVEEATGKSFVHDLVHKESQETAEKLLFNALRGEEDKNVEIKLRTFGSEQLKKAVFVVVNACSSKDYTNNIVGVCFVGQDVTGQKVVMDKFIHIQGDYKAIVHSPNPLIPPIFASDENTCCSEWNTAMEKLTGWSRGEIIGKMLVGETFGSCCRLKGPDAMTKFMIVLHNAIGGQETDKFPFSFFDRNGKYVQALLTANKRVNMEGQIIGAFCFIQIASPELQQALRVQRQQDKKCYSQMKELAYLCQEIKSPLNGIRFTNSLLEATELTENQKQYLETSTACERQMSKIIRDVDLENIEDGSLTLEKEEFFLGSVIDAVVSQVMLLLRERSVQLIRDIPEEIKTLTVHGDQVRIQQVLADFLLNMVQYAPSPDGWVEIQLQPNMRQISDEVTVVHIEFRIVCPGEGLPPELVQDMFHSSRWVTKEGLGLSMCRKILKLMNGEIQYIRESERCYFLIILDLPMTDRGSKSVG*

NbL16g16150.1 phytochrome_B−like [MW = 125.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00288 GHMP kinases N terminal domain

PF08544 GHMP kinases C terminal
PF10509 Galactokinase galactose−binding signature

Protein sequence:
MARHEELPIPIFSDLEPVYGGGSQLEEAELRFKNLKAKFIDLFGQPPHVYARSPGRVNLIGEHIDYEGYSVLPMAIRQDTIVAIRKHDSSESEKLLRIANVNSDKYTVCNYPADPLQEVDLKNHKWGHYFICGYKGFYEYAKLKGIDVGEPVGLDVIVDGTVPTGSGLSSSAAFVCSSTIAIMASVGINISKQEIAQLTCECERHIGTQSGGMDQAISVMAKSGFAELIDFNPIRATDVQLPAGGTFVIAHSLAESQKAVTAAVNYNNRVVECRLAAIVLGIRLGMEPHEAISNVKTLSDVEGLCISFAGTHGSSDPVLAVKELLHEEPYTSKEIENIAQQKLESVFAASPTSLDVLRAAKCYKLHQRAAHVYSETKRVHAFKDTVSSELSDKDMLKKLGDLMNESHNSCSVLYECSCPELEELVKICRDNGALGARLTGAGWGGCAVALVKESLVPQFILNLKEQFYQSRIDKGTINKNDLGLYIFASKPSSGAAIFKF*

NbL16g16030.1 galactokinase−like [MW = 54.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain

Protein sequence:
MASLTQQFGGLKCPPISTARVESKKLKVNPINHQNKKANKARIVAQAAAVVTNAQTRERQKLKEMFEDAYERCRTAPLEGVAFTVEDFHSALEKYDFDSEVGTKVKGTVFSVDANGALVDITAKSSAYLPLREASLHTIKHVEEAGIFPGLREEFVVVGENEADDSLVLSLRSIQYDLAWERCRQLQAEDVVVKGKVVGANKGGVVALVEGLRGFVPFSQISTKSTAEELLEKELPLKFVEVDEEQSRLVLSNRKAMADSQAQLGIGSVVLGTVQSLKPYGAFIDIGGINGLLHVSQISHDRVSDIATVLQPGDTLKVMILSHDRERGRVSLSTKKLEPTPGDMIRNPKLVFEKAEEMAQTFRQRIAQAEAMARADMLRFQPESGLTLNSDGILGPLTSELPEDGLDLSEIPPAEDL*

NbL16g15970.1 30S_ribosomal_protein_S1_chloroplastic−like [MW = 45.59 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00270 DEAD/DEAH box helicase

PF00271 Helicase conserved C−terminal domain
PF00397 WW domain

Protein sequence:
MATAEAASLGPRYAPDDPTLPQPWKGLIDGSTGLLYYWNPETNVTQYEKPSALPPPLPPGQPPEAATPKLAPIPGASTVQQNDAHGQQSQQACTQQGEQMIQMSQHSQVTQQPHGSQGVSIGQQQGSAAGPAMQQVPFTLQFRPQMIQQPGHQMLSQMGQSPNQPGPHVSQPVMQQIMPQQLGPQTQAFPGVQMGQPHGYQFSHHQTPQHITYPQNLPPQGQQIPQQNQHVPQNQQLSHQQEHKTGFQQREDVDFPHGRQVGFSPQQVQQTGASSAQNLPGGSGSVIRPQMSAQPAQALPFGVSSINIQQPSSLGQWQQNANDSGHKPPGPRFPSEMGSGMVHGQELDTPPVGSKGYEDNSFGRGGNEYYYTSNMDGRMGPPPQQPKLAAIPIARNQHETRMGDPPLQNPAPVLPSGFNSTGGPPMQNIYGQAAGGPPFSNPNLMRPPAALSGPPGAIHPSPVEVYLQKHEVTATGGDVPAPFMTFEDTGFPPEILREIHVAGFTSPTPIQAQTWPIALQNRDIVAIAKTGSGKTLGYLIPAFVHLTRCRNNPRNGPTVLVLAPTRELATQIQDEALKFGRASRVSCTCLYGGAPKVHQLKELERGADIVVATPGRLNDILEMKRIDFRQVSLLVLDEADRMLDMGFEPQIRKIVNEIPPQRQTLMYTATWPKEVRKIAGDLLRSPVQVNIGNVDQLAANKSITQYVEVVPQMEKQRRLEQILRSQERGSKAIIFCSTKKLCDQLARSIGRSFGAAAIHGDKSQGERDWVLNQFRSGKTPILVATDVAARGLDIPDIRVVINYDFPTGIEDYVHRIGRTGRAGATGISYTFLSDQDWKYAPDLVKVLEGANQHVPPNVREMALRAGGRDRGGMNRFDLVEGDGSRTRWDSGGRGGMRDGAYGGRGGMRDGGFGGRGGMRDGGFGSPGGMRDGGFGGRGVRESNFGGRGGRESNFGGRGGRDGHFGGRGGMRDNYFGGRGGRGGAVGGWDRNARYDSSDMRGRDRGRGRGHFDNRRDMPSRSRGRSYSPSPERVRTWGSRSRSRSRSRSRSRSRSYSRSYSRSRSYSPRYSRSRSRSRSHDRYQRRPRQSKFDQMEPDPGMSNVQVVPSGMPPLSVGAPIDGISGAAPVEFKPIMEVAPESGMSPMSPGT*

NbL16g15950.1 DEAD−box_ATP−dependent_RNA_helicase_40−like [MW = 125.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase PF10436 Mitochondrial branched−chain alpha−ketoacid dehydrogenase kinase

Protein sequence:
MAAKKLYESFSKGLFEEVQRWGSMKQTGVSLKYMLEFGSTPTARNLLISSQFLHKELPIRIARRAIDLQNLPYGLSLKPAVLKVRDWYLDSFRDLRSFPDIKDQNDELEFTRMIKMIKVRHNNVVPMMALGVQQLKKDLDLKVDYKDLDEIHQFLDRFYMSRIGIRMLIGQHVALHDPNPPPDCVGYIHTKMSPLEVARSASEDARCICSREYGSAPDVHIYGDPDFTFPYVPTHLQLMVFELVKNSLRAVEERFMDSDKVAPPIRIIVADGLEDVTIKVSDEGGGIPRSGLPKIFTYLYSTARNPLDEHSDLETTDVATLSTLAGYGYGLPISRLYARYFGGDLQIISMEGYGTDAYLHLSRLGDSQEPLP*

NbL16g15820.1 pyruvate_dehydrogenase_(acetyl−transferring)_kinase_mitochondrial−like [MW = 42.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MAGTSLSLSLPSAAITNRISAEGNTLNRHANIMACSASENTFCHQERSGMRRAFLLGVGALLLPTSPLLAQGKPENYEIFVDKQDGYSYYYPSDWREFDFRGHDSAFKDRYLQLQNVRLSFIPTDKSDIHDLGPMEEVVANLVKHVYSAPNQVANIMEMRERSTNGKNYCTFEYVLTSPNFSRAAFATIAIGNGRYYTLIVGANERRWRKFRNKLKVVADSFQVLDMI*

NbL16g15720.1 photosynthetic_NDH_subunit_of_lumenal_location_1_chloroplastic [MW = 25.81 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain)

PF00364 Biotin−requiring enzyme
PF02817 e3 binding domain

Protein sequence:
MASLLHSKSPGLSFSSTISSPSSLRRFSSSAAAFPARQYKLPTVQSKIREIFMPALSSTMTEGKIVSWTKSEGDVLSKGESVVVVESDKADMDVETFYGGILAAIVVNEGETAPVGAPIGLLAETEDEIAEAKIRAKGQSATPKLETSPPATTTSVAAAPAPAAPKVAGTSKIVATPYAKKLAKQHKVDINKVTGTGAFGRITPEDVEKAAGITKSIPSATTVAAPIPSAAAPAKASPTSFPDIPGSTVVPFTTMQIAVSKNMMESLSVPTFHVGYPVSTNSLDALYEKVKPKGVTMTALLAKAAAMALAQHPVVNATCKDGKSFTYNSSINIAVAVAINGGLITPVLQDADKLDLYLLSQKWKELVDKARAKQLQPHEYNSGTFTLSNLGMFGVDRFDAILPPGQGAIMAVGASKPTVVSDSEGFFSVKNKMLVNVTADHRIIYGADLAAFLQTFSKIVENPESLTM*

NbL16g15670.1
dihydrolipoyllysine−residue_acetyltransferase_component_4_of_pyruvate_dehydrogenase_complex_chloroplastic−like [MW =
48.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00591 Glycosyl transferase family, a/b domain

Protein sequence:
MKGKEKGKGCRTGKIKCCRKVEGLNDAVDIVGTGGDGANTVNISTGAAILAAACGAKVAKQGNRSSSSACGSADVLEALGVTIELKPDGVKKCVEEVGIGFMMSPYYHPAMKIVTPVRRKLRVKTIFNILGPLLNPAWVPFAVVGVYKEDIVSKMAKALQSYGLKRALFVHSEGLDEMSPLGPGVVLDVTAEKIEKFSFDPLDFGIPRCTLGDLRGGGPEHNAGVLRRVLSGETGPMADALDIATLVKTYDICHHSLSAGRWHKNMLLGLCLLHSFGCILASKDLVQNILYSHSDVALHHYKHMPLMILNAAAALLVSRRVGNLAEGVAVARTTHQSGKALDTLNHWMMFQVHLMLLEYRG*

NbL16g15340.1 anthranilate_phosphoribosyltransferase_chloroplastic−like [MW = 38.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MEGEAITRIMVGVNESTIKGYPHASISSKGAFEWTLKKIVRNNTSGFKLLFLHVQVPDEDGFEDMDSIFASPEDFKVLKHRDKIRGLHLLECFVNRCHEIGVPCEAWIKQGDPKEVVCLEVKRVQPDLLVVGCRGLGPFQRIAKRLPFPGRSLEFGSIGVSTGLQLVISVSSRISKAYFRCEITIPELD*

NbL16g15300.1 universal_stress_protein_A−like_protein [MW = 21.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00542 Ribosomal protein L7/L12 C−terminal domain PF16320 Ribosomal protein L7/L12 dimerisation domain

Protein sequence:
MASTLATITLSAPSHPIPNSPHASISFPKQILKFTIPSPKLHHHRRLTSLRSLAAVEAPEKVVGLGDEISNLTLADAQKLVEYLQDKLGVTAASFAPAAVSAVPAAAEAPAVVEEKTEFDVIIEEVPSNARIAAIKAVRALTNLALKEAKELIEGLPKKFKEGISKDEAEDAKKQLEEAGAKVSIA*

NbL16g15290.1 50S_ribosomal_protein_L12_chloroplastic−like [MW = 19.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01959 3−dehydroquinate synthase II

Protein sequence:
MAIVLPSLSVSYPKFPGKWKNCRYADFSSQKGTISRVKMCAITTSKSKKIVWIWTENKQVMTAAVERGWNTFIFPSNRQALALDWSSIAMISPLFIEEGGLFDHEHQRVAAFAEVSSPPQLQQLQILEEQADNIVVDLLDWQVIPAENIVAAFQGTQKTVLAVSKTQSEAQVFLEALEHGLGGVVMKVEDVGAILDLKGYFDRRNEEDSLLNLTKAKITHVQSTGMGDRVCVDICSLMRPGEGLLVGSFARGLFLVHSECLESNYISSRPFRVNAGPVHAYVAVPGGKTSYLSELKSGKEIIVVDQRGMQRTAIVGRVKIETRPLILVEAEVESKNESYSILLQNAETVGLVSPLQEEGYQRTTIPVTSLKVGDEVCLLVQGGARHTGIEIKEFIVEK*

NbL16g15050.1 3−dehydroquinate_synthase_homolog [MW = 43.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00343 Carbohydrate phosphorylase

Protein sequence:
MATSSCCVTANGAELYKHCASNSRLIGFNARNRSSKLFLTRTSDFRGVKRCFHVKSVSSEPKQKVQDPVTEEGAESVLSSFAPDAASVASSIRYHAEFTPLFSPERFELPKAFFATAQSVRDSLLINWNATYDFYEKMNMKQAYYLSMEFLQGRALLNAIGNLELTGSYAEALKNLGHNLENVASQEPDAALGNGGLGRLASCFLDSLATLDYPAWGYGLRYKYGLFKQQITKDGQEEVAEDWLELGSPWEIVRNDVSYPIKFYGKVTTGSDGKRYWIGGEDIKAVAYDVPIPGYKTKTTINLRLWSTQVPSGDFDLSAFNSGEHTKACEAQANAEKICYILYPGDGSVEGKILRLKQQYTLCSASLQDIIARFERRSGDRIKWEEFPEKVAVQMNDTHPTLCIPELMRILIDLKGLSWKEAWNITKRTVAYTNHTVLPEALEKWSYELMEKLLPRHVEIIQMIDEELVHEIVSKYGSLELDKLEKKLAAMRILENFDLPSSVADLFTKPERLVDADTETVEVSDKVEVVTNDELVKNGEYDTDKKTSVKPELGAKDIDKKTTMVPEPAVIPPKMVRMANLCVVGGHAVNGVAEIHSEIVKEEVFNEFYELWPEKFQNKTNGVTPRRWIRFCNPPLSSIITKWTGTEDWVLNTEKLAELQQFADNEDLQIEWREAKRSNKIKAVSFLKEKTGYSVIPDAMFDIQVKRIHEYKRQLLNIFGIVYRYKKMKEMTAAERKAKYVPRVCIFGGKAFATYVQAKRIVKFIADVGATINHDPEIGDLLKVIFVPDYNVSVAELLIPASDLSEHISTAGMEASGTSNMKFAMSGCIQIGTLDGANVEIREEVGEENFFLFGAQAHEIARLRKERAEGKFVPDERFEEVKEFVRAGAFGSYNYDDLIGSLEGTEGFGRADYFLVGNDFPSYIECQERVDEAYRDQRRWTKMSILNTAGSSKFSSDRTIREYAKDIWNIEPVKLP*

NbL16g14910.1 alpha−14_glucan_phosphorylase_L−1_isozyme_chloroplastic/amyloplastic [MW = 110.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17767 Nicotinate phosphoribosyltransferase (NAPRTase) N−terminal domain PF17956 Nicotinate phosphoribosyltransferase C−terminal domain

Protein sequence:
MAAAIANGLKKEQTRPNNCAVISGPTNPMVTPLLTDLYQFTMAYSYWKAGKHDERAVFDLYFRKNPFGGEYTIFAGLEECIKFIAHFKLTEDEIAFIRSSLPPTCEGAFYDYLRGINCSDVEIYSIPEGSVVFPKVPLMRIEGPIAVVQLLETAFVNLINYASLVTTNAARHRFVAGKSKLLLEFGLRRAQGPDGGISASKYCYMGGFDATSNVAAGKLFGIPLRGTHSHAFVSSFLSPDEITDKSLKHHDGSSVCKDFVSLVKMWLNKLKGSHILGGIFSETNQSELAAFTSYGLAFAGSFLALVDTYDVMRSGVPNFCAVALALNDLGYRAVGIRLDSGDLAYQSCEARKFFQTIEKEFGVSGFGKMSITASNDLNEETLDALNKQGHEVDSFGIGTHLVTCYAQPALGVVFKLVEINNQPRIKLSEDVTKVSIPCKKRCFRLYGKEGFPLVDIMAGENEPPPKVGERILCRHPFSESKRAYVVPQRVEELLKCFWPGSSDKKREDLPPLKEIRERCIKQLEQMRPDHMRKLNPTPYKVSVSAKLYDFIHFLWLNEAPVGELQ*

NbL16g14470.1 nicotinate_phosphoribosyltransferase−like [MW = 62.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02769 AIR synthase related protein, C−terminal domain

PF13507 CobB/CobQ−like glutamine amidotransferase domain
PF18072 Formylglycinamide ribonucleotide amidotransferase linker domain

PF18076 Formylglycinamide ribonucleotide amidotransferase N−terminal

Protein sequence:
MATSAWDITATEFLQGFDRQKLALPRHSSKQTNRLLWGTLPRQSLVKYSHKNLSLRSHIPAKIRAVVSRDISSVVNEDVQEVAEKVIHLYRVPFLQDSATSELLKLVQAKVSNQIIGLKTEQCFNIGLNSDISSEKLSVLKWVLGETYEPENLGSESFLDEEKRKLPDAYIIEVGPRLSFTTAWSANAVSICHACGLKEINRMERSRRYLLYVDGSLLDSQINEFASMVHDRMTECVYVEKLTSFKTSIVPEEVRYIPVIERGRKALEEINEKMGLAFDEQDLQYYIKLFRDDMKRNPTNVELFDIAQSNSEHSRHWFFTGKLVIDGQPVDRTLMQIVKSTLLANPSNSVIGFKDNSSAIKGFQVKQLRPIKPGSACFLGMITSDLAILFTAETHNFPCAVAPYPGAETGAGGRIRDTHATGRGSFVVASTAGYCVGNLHIEGSYAPWEDPSFTYPANLASPLQILIDASNGASDYGNKFGEPLIQGYCRTFGMRLPSGERREWLKPIMFSAGIGQIDHLHLSKGEPEIGMLVVKIGGPAYRIGMGGGAASSMVSGQNDAELDFNAVQRGDAEMAQKLYRVVRACIEMGDNNPIISIHDQGAGGNCNVVKEIIHPQGAKIDIRAIVVGDHTMSVLEIWGAEYQEQDAILVKPESRDLLQAICARERVSMAVIGTINGEGRIVLEDSVAIEKSRSSGLLPPPPAVDLELEKVLGDMPKKTFEFRRMNNLREPLDIAPATTVLDSLKRVLRLPSVCSKRFLTTKVDRCVTGLVAQQQTVGPLQIPLADVAVIAQTYTDFTGGACSIGEQPIKGLLDPKAMARLAVGEALTNLVWAKVTSLSDVKASGNWMYAAKLDGEGAAMYDAAVALSEAMIELGIAIDGGKDSLSMAAHSSGELVKAPGNLVISTYVTCPDITKTVTSDLKLGDDGVLLHIDLAKGKRRLGGSALAQVFDQIGDESPDLDDVSYLKTVFNEVQNLISDELISAGHDISDGGLLVNALEMAFAGNCGIRLDLTSLESSVTQTLFAEELGLLIEVSRKNLDLVLEKLRSGAVSANIIGQVTSSPIVELMVDGVTHLNEKTSVLRDMWEETSFQLEKLQRLASCVELEKEGLKNRHEPSWKLSFTPAFTDDKYMTAVSKPKVAIIREEGSNGDREMAAAFYAAGFEPWDVAMSDLLNGVITLDEFRGIVFVGGFSYADVLDSAKGWGASIRFNQPLLNQFQTFYNRPDTFSLGVCNGCQLMALLGWVPGPQVGGVFGAGGDPSQPRFVHNESGRFECRFTSVTIEESPAIMFKGMEGSTLGVWAAHGEGRAYFPDDSVFNHIVGSNLAPVKYCDDDGTPTDIYPFNLNGSPLGVAAICSPDGRHLAIMPHPERCFLMWQFPWYPKNWDVEKKGPSPWLRMFQNAREWCS*

NbL16g14460.1 probable_phosphoribosylformylglycinamidine_synthase_chloroplastic/mitochondrial [MW = 154.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01266 FAD dependent oxidoreductase

Protein sequence:
MSVTPALAFPAISVPRNIKFRHLKPQKLYVIRSSSSQSPSMDTPQPKKVAVCGGGVIGVCTAYFLSKKGAAVTLIEQSSVACAASGKAGGFLALDWCDGGPLASLARASFNLHRSLAEELDGSHSYGYRPLTTLSVSVTELSSSSSSSSSNRTGPLPSWVNGPAKSPRTIGSTNSTAQVHPQLFTKRLLTKAMEEHGVEVVIGKAERVEMAEGKTKGIVLEDGREIVADAVVLALGPWTKRFSILGSLFGVYGIKAHSIVLEPKEPNRITPHALFLTYYPAHGGKPMDPEVYPRPTGEVYICGMSAREEVPDDPGQVIPVPESINALKRVAASVSSHLVEGEAAVTAEQACILPCSEDDVPIIGEVPGIKGCYVATGHSCWGILNGPATGAAMAELILDGQANIVDLSQFTPARFASSLKK*

NbL16g14390.1 putative_oxidoreductase_TDA3 [MW = 44.35 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MSRFTMLVVLVLVLLCLCHLSVAITGSSSNKKSTYIVHVSNSQMPESFEDHTHWYDSSLKSVSDSAEMLYVYNNVVHGFSARLTVQEAESLERQSGILSVLPELKYELHTTRTPSFLGLDRSADFFPESNAMSDVIVGVLDTGVWPESKSFNDTGLGPVPDSWKGECESGTNFSSSNCNRKLIGARYFSKGYETTLGPVDVSKESKSARDDDGHGTHTATTAAGSIVQGASLFGYASGTARGMATRARVAVYKVCWIGGCFSSDILAAMDKAIDDNVNVLSLSLGGGNSDYYRDSVAIGAFAAMEKGILVSCSAGNAGPSPYSLSNVAPWITTVGAGTLDREFPAYVSLGNGKNFSGVSLYKGDLSLSKMLPFVYAGNASNTTNGNLCMTGTLIPEKVKGKIVLCDRGINPRVQKGSVVKEAGGVGMILANTAANGDELVADAHLLPATTVGQMTGEAIKKYLASDPNPTATILFEGTKVGIKPSPVVAAFSSRGPNSITQEILKPDIIAPGVNILSGWTGAVGPTGLAEDTRRVRFNIISGTSMSCPHVSGLAALLKGAHPDWSPAAIRSALMTTAYTVYKNGGALQDVSTRKPSTPFDHGAGHVDPVAALNPGLVYDLRADDYLNFLCALNYTSIQINSIARRNYNCETSKKYSVTDLNYPSFAVVFPEQMTAGSGSSASSVKYTRTLTNVGPAGTYKVSTVFSPSNSVKVLVEPESLVFTHANEQKSYTVTFTAPSTPSTTNVFGRIEWSDGKHVVGSPVAISWT*

NbL16g14350.1 subtilisin−like_protease_SBT1.7 [MW − SP = 78.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MSKARVYTDVNVLRPREYWDYEALTVQWGGQDDYEVVRKVGRGKYSEVFEGINVNSNEKCIIKILKPVKKKKIKREIKILQNLCGGPNIVKLLDIVRDQHSKTPSLIFEYVNSTDFKVLYPTLTDYDIRYYIYELLKALDYCHSQGIMHRDVKPHNVMIDHELRKLRLIDWGLAEFYHPGKEYNVRVASRYFKGPELLVDLQDYDYSLDMWSLGCMFAGMIFRKEPFFYGHDNQDQLVKIAKVLGTDELNAYLHKYQLELDPQLEAMVGRHSRKPWSKFINADNQHLVLSEAIDFLDKLLRYDHQDRLTAREAMAHPYFLQVRAAENSRMRTQ*

NbL16g14340.1 casein_kinase_II_subunit_alpha−2 [MW = 39.35 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12812 PDZ−like domain

PF13180 PDZ domain
PF13365 Trypsin−like peptidase domain

Protein sequence:
MKEDLCMDIDPPSFKENSLATAEDWRKALDKVVPAVLVLRTTACRAFDTESAGVSSATGFVVDKRRGIILTNRHVVKPGPVVAEAMFVNREEIPVYPIYRDPVHDFGFFRYDPGAIQFLSYEEIPLAPDAAAVGVEIRVVGNDSGEKVSILAGTLARLDRDAPQYKKDGYNDFNTFYMQAASGTKGGSSGSPVIDWQGRAVALNAGSKLSSASAFFLPLERVVRSLKFLQEGGYFSTDTWAAVTIPRGTLQVTFLHKGFDETRRLGLQHETEQLVRNSTPPSETGMLVVDSVVPGGPAQNHLEPGDVLVRMNGEVVTQFLKMETLLDDSVEQKIELQIERGSTPLTVDLLVQDLHSITPDHFLEVSGAVIHPLSYQQARNFRFNCGLVYVAEPGYMLFRAGVPRHSIIKKFAGEGISRLEDLISVLSKMSRGARVPLEYISYKERHQRKSVLVTIDRHEWYAPPQIYKRDDSSGLWTVKLALRQESPLLLSGIYPVEQDLSNHTGSCIGGVKDYIPEQVSQE

NbL16g13950.1 protease_Do−like_7 [MW = 57.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00101 Ribulose bisphosphate carboxylase, small chain PF12338 Ribulose−1,5−bisphosphate carboxylase small subunit

Protein sequence:
MASSVLSSAAVATRSNVAQANMVAPFTGLKSAASFPVSRKQNLDITSIASNGGRVQCMQVWPPINMKKYETLSYLPDLSQEQLLSEIEYLLKNGWVPCLEFETEKGFVYREHHKSPGYYDGRYWTMWKLPMFGCTDATQVLAEVGEAKKEYPQAWVRIIGFDNVRQVQCISFIASKPDGY*

NbL16g13890.1 ribulose_bisphosphate_carboxylase_small_chain_chloroplastic [MW = 20.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MAESTREENVYMAKLAEQAERYEEMVEFMEKVAKTVDVEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVSSIKEYRGKIEAELSKICDGILNLLESHLIPVASTAESKVFYLKMKGDYHRYLAEFKTGAERKEAAENTLLAYKSAQDIALAELAPTHPIRLGLALNFSVFYYEILNSSDRACNLAKQAFDDAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDTTVSLSFLPPSLPPSLALSHTEKYKPTNADAPTHKHCYAH*

NbL16g13840.1 14−3−3−like_protein_E [MW = 31.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MTKQQANWSPYDNNGGTCVAVAGADYCVIAADTRMSTGYNILTRDYSKIIKLADKCVLASSGFQADVRALQKVLAARHLIYQHQHNKQMSCPAMGQLLSNTLYYKRFFPYYAFNVLGGLDNEGKGCVFTYDAVGSYERVGYSSQGSGSTLIMPFLDNQLKSPSPLLLPAKDAVTPLSESEAIDLVKTCFASATERDIYTGDKLEIVILNADGVRREEMDLRRD*

NbL16g13610.1 proteasome_subunit_beta_type−1−like [MW = 24.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01725 Ham1 family

Protein sequence:
MAAAARTVGSGVVLPRPVTFVTGNAKKLEEVRAILGQSIPFQSLKLDLPELQGEPEDISKEKARIAAKEVNGPVLVEDTCLCFNALKGLPGPYIKWFLQKIGHEGLNNLLLAYEDKTAYAMCVFSLALGPNSEPLTFVGKTLGRIVPARGPNDFGWDPIFQPHGYDQTYAEMPKEGKNKISHRGKALELVKSHFAEARYTFQTDTTA*

NbL16g13590.1 inosine_triphosphate_pyrophosphatase [MW = 22.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MYRFAANLASKARVARTSTQHIGGRLNWSRNYAAKDIRFGVEARAMMLQGVEELADAVKVTMGPKGRNVVIEQSWGAPKVTKDGVTVAKNVEFKDKIKNVGASLVKQVANATNDVAGDGTTCATVLTRAIFAEGCKSVAAGMNAMDLRRGITMAVDSVVTNLKSRARMISTSEEIAQVGTISANGEREIGELIAKAMERVGKEGVITIQDGKTLFNELEVVEGMKLDRGYISPYFITNQKNQKCELDDPLILIHEKKISSVNAVVKALELALKRQRPLLIVAEDVDSEALATLILNKLRAGIKVCAIKAPGFGENRKANLQDLAILTGGQVVTEELGLNIENVELEMLGSCKKVAISKDDTVILDGAGEKKSIEERCEQIRSTIELSTSDYDKEKLQERLAKISGGVAVLKIGGASEAEVGEKKDRVTDALNATKAAVEEGIVPGGGVALLYAAKELDKLETANFDQKIGVQIIQNALKTPVHIIASNAGVEGAVVVGKLLEQDDTDLGYDAAKGEYVDMVKAGIIDPLKVIRTALVDAASVSSLLTTTEAVVVELPKDEKETPAMGGGMGGMDY*

NbL16g13290.1 chaperonin_CPN60−2_mitochondrial [MW = 61.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04422 Coenzyme F420 hydrogenase/dehydrogenase, beta subunit N−term PF04432 Coenzyme F420 hydrogenase/dehydrogenase, beta subunit C terminus

Protein sequence:
MALLTGNLPSLPFNFSIISSSSQESKTVKIREDWRKKSRPIPPGGTYPAKDHCSQCGLCDSYYIAHVKNACAFLGDGMSRIEALEPTVHGRGRKEDSLDEIYMGVYENLLYARKTQPVEGAQWTGIVTTIAVEMLKAGMVEAVVCVQSDPEDRFTPQPVLARTPEEVIAAKGVKPTLSPNLNTLALVEAAGVKRLLFCGVGCQVQALRSVEQYLNLEKLYVLGTNCVDNGKREGLDKFLKAASSEPETVLHYEFMQDYKVHLKHLDGHIEEVPYFCLPANELVDVIAPSCYSCFDYTNGLADLVVGYMGVPKYSGISMMQHPQYVTVRNERGREMLSLVENLLEITPTISSGNRRPFVVETVKADDEAKFGRGPAQPAPKFVGNLIAFFLNIVGPKGLEFARYSLDYHTIRNYLHVVRKWGKERADRHMPAYAKKIVSMYNQSGEIDQMLSSK*

NbL16g13240.1 7−hydroxymethyl_chlorophyll_a_reductase_chloroplastic [MW = 50.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
AVDDMAAASATTFSVGSATSFGSTKSQSKAFVAKYNTRNYLRNFSGLKAEAFVRCELESSFLGRESAAALRQSIPPKAQIVKQRCINHVQPQASYKVAILGAAGGIGQSLALLIKMSPLVSSLHLYDIAKVKGVAADLRHCNTPAQVFDFTGASELANCLKGVDVVVIPAGVPRKPGMTTDDLFNINANIVKGLVEAVADNCSDAFIHIISNPVNSTVPIAAEVLKQKGVYDPKKLFGVTTLDVVRANTFVTQMKKLRLIDVDVPVVGGHTGITILPLLSKTKPSTTFTDKEVQELTVRIQNAGTEVVEAKAGAGSATLSMAYAAARFVESSLRAIDGDADVYECTYVESNLTELPFFASRVKLGRNGVEALISSDLNGLTEYEQKALEALKPELKASIEKGIAYAQKETVTA*

NbL16g13200.1 malate_dehydrogenase_chloroplastic−like [MW = 43.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MQLLLSKAFLFLHTTRTFSSFSTMAISTPTSICLSSKPRLKGVVFDMDGTLTVPVIDFQAMYKAVLGHDEYLAVKSKNPSGIDILHHIENWSPDKQRRAYEIIADFEKQGQDRLQIMPGTAELCSFLDSKNIRRGLITRNVKDAVDLFHVRFGVKFSPALSREFRPYKPDPAPLLHICSTWEVQPNEVMMIGDSLKDDVACGKRAGAFTCLLDETGRYDAPEYANVEHQPDYKVSSLVEIQSLLERHFELAS*

NbL16g13130.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_At2g33255 [MW = 28.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02637 GatB domain PF02934 GatB/GatE catalytic domain

Protein sequence:
MALTFLRGIQLSPSMLYPSSYFARKHGVLYCCMRSAQTQTATQEKEQPKLNVSTQNQSKTVDTILKDYEAVIGIETHVQLSTLTKAFCSCPYNYGSPPNTSVCPVCMGLPGALPVLNSKVIECAVRVGLALNCKLSLSSKFDRKQYFYPDLPKGYQISQFDIPIASGGYLDVDLPVEFGGGHRKFGVTRVHMEEDAGKLLHTGGGSYSQVDLNRAGVPLLEIVSEPDMRTGIEAAEYAAELQRLVRYLGVSNGNMQEGSLRCDVNISVRPIGQLEFGTKVEIKNLNSFSSVSRAIDYEISRQVLLHSQGQVDEIVPETRLWEEGAQKTVTMRKKEGLADYRYFPEPDLPGVTLTEEYVENIRESLPEVPEAKRRRYEDMGLSMQDVLFLANDMNIAEFFDATIAAGADVKLAANWIMGDIAAYMKNEKVTINEIKLSPQELGELIASIKDGTISGKIGKEILFELMAKGGTVKGLIKEKDLVQIVDTAEIEKMVDKVIADNPKQLEQYRGGKTKLQGFFAGQVMKESKGKANPKLLNKILLEKLNATS*

NbL16g13010.1 glutamyl−tRNA(Gln)_amidotransferase_subunit_B_chloroplastic/mitochondrial [MW = 60.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase)

Protein sequence:
MASSAITLSSTSFINKKDVGLSTFSSQPSFCIQTAKKKIVSKKIFSVMSPQQIERKPATTGSVKTEMTMTEKILAKACGKPEVTPGENVWANVDVLMTHDGCGPGTVGIFKKQFGQNAKVWDPEKIVVIPDHFVFTANERAHRNLDTLRDFCTEQNIKYFYDIKDRGNFQVNPDYKGVCHIALAQEGHCRPGEVLLGTDSHTCNAGAFGQFATGIGNTDAGFVLGTGKLLVKVPPTLRFVMDGEMPNYLLAKDLMLQIIGEISVAGATYKTMEFAGTTAESLNMEERMTLCNMVVEAGGKNGVIPADKTTYDYLKDKTTVPYEPVYSDGGARFLKEYRIDISKLEPLVAKPHSPDNRALARECKDVKIDRVYIGSCTGGKTEDFMSAAKLFQAHGKKVKVPTFLVPATREVWMDIYSLPVPGSGGKTCSQIFQEAGCYEPASPSCGACPGGLPDTYGRLNEPKVCVSTTNRNFPGRMGHIEGQIYLASPYTAAASALTGYVTDPREFLM*

NbL16g12970.1 3−isopropylmalate_dehydratase_large_subunit_chloroplastic−like [MW = 55.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase)

Protein sequence:
MLSTMASSAVVSSSTLQVINKRDVGLSAFSSQPSFCIQTTKKRVVSKKIFSVTQQTERKPATTGAVKTGMTMTEKILARASDKPEVSPGDNVWVNVDVLMTHDIGGPASFGVFKEQFGQKAKVWNPEKIVIIPDHYIFTADERANRNVDVLRDYCSEQNIKYFYDIKDRGNFRANPDYKGVCHIALAQEGHCIPGEVLLGTDSHTCTAGAFGQFATGIGTTDAGFVLGTGKLLLKVPPTLRFVMDGQMPSYLLAKDLMLQIIGEISVSGATYKTMEFVGTTVESLSMEERMTLCNMVVEAGGKNGVIPTDKTTYDYLKDKTSVPYEPVYSDEGARFLKEYRIDISKLEPLVAKPHSPDNRALARECKDVKIDRVYIGSCTGGKTEDFMAAAKVFLASGKKIKVPTFLVPATQKVWMDIYTLPVPGSGGKTCSQIFQEAGCETPASPSCAACLGGPQDTYARLNEPKVCVSTTNRNFPGRMGHIEGQIYLASPYTAATSALTGKITDPREFLM*

NbL16g12960.1 3−isopropylmalate_dehydratase_large_subunit_chloroplastic−like [MW = 55.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
MATPFHLPVTAAQVGTYFVGQYYQMLQTQPDFVHQFYSDASTVLRIDSSTRETASGMLQIHTLVMSLHYTGIEIKTLHSLESWNGGVLVMVSGSVHVKGINRSRKFVQTFFLAPQEKGYFVLNDIFHYVDEEQILQHPVPYLGQTSLDSKLNVSTAIQEQVPNYMLGGEIQAREFAAPKIQDNGPVNNYSFPEERLQHVPEAEKILEDNFAAQSNGSLQSTINAVQEHLSSPIEEPVAEPQKHTYASILQVTKGQPAQGGPAQSSFNKPTLPPSEWQHVSEPPSLSSVPSTNAIERSITEATEEASAVEDEVEVKSVYVKNVPTTMAAYEIEEEFKKFGKLKPDAVAIRTRKDIDVCYAFVEFEDVTGVQNAIEASTVQIGGHQLYIEGRRPNRNNLIRGRGRGRGRVSYSMDGRGRYGSRGFGRGGQDGGDRDYGRSRGNGYYRQAPRQERAYSGNQQSLRNEQYSWE*

NbL16g12910.1 putative_G3BP−like_protein [MW = 52.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAATAATAVASSFSSTLHSIRSKTWPNYNSDHLLKVPSTRTPKITLVFSSSCEVTSVFKKWRVVPRLAAAVAQEEAAAVTVEEEEAEVVAVEEEVVVEEKEGEGSEESSSKGEGVNTKLYFGNLPYLCDSAQLAGIVQDYATPELVEVLYDRETGKSRGFAFVTMSSLEDCKTVIENLDGRQDLLTSGVWGRTLRVNFSDKPKPKEPLYPETEYKLFVGNLAWSVTSESLAQAFQEYGTVVGARVLYDGETGRSRGYGFVSYENREQQENALQNLNGVELDGRAMRISLAQGKKQ*

NbL16g12900.1 RNA−binding_protein_CP33_chloroplastic [MW = 32.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00342 Phosphoglucose isomerase

Protein sequence:
NELNNLHPITRRRPKIKFSYRNRADFAPSPISHLPSKPSIFVYHHQQTIRILKLFHVKSNQIWMASPALICDTEPWKELRAHVEDINKTHLRDLMNDTSRCQSMMMEFDGILLDYSRQRATAGTLNKLFSLAEAARVKEKINRMFNGERINSTENRSVLHVALRAPRDAVINSDGKNVVPEVWQVLDKIRDFSERVRSGAWVGATGKALKDVVAIGIGGSFLGPLFVHTALQTEAEAIECARGRQLRFLANVDPIDVARNITGLNPETTLVVVVSKTFNTAETMLNARTLREWISSALGPQAVAKHMVAVSTNLKLVEQFGIDPNNAFAFWDWVGGRYSVCSAVGVLPLSLQYGFPIVEKFLKGASSVDQHFYSTPFEKNIPVLLGLLSVWNVSFLGYSARAILPYSQALEKFAPHIQQVSMESNGKGVSIDGVPLPYETGEIDFGEPGTNGQHSFYQLIHQGRVIPCDFIGVVKSQQPVYLKDEVVSNHDELMSNFFAQPDALAYGKTPEQLQKENVAEHLVSHKTFSGNRPSLSILLPSLNAYNIGQLLAIYEHRVAVQGFVWGINSFDQWGVELGKSLASQVRKQLHASRKKGESVEGFNFSTKTLITTYLEASADVPSDPSTLLPKI*

NbL16g12820.1 glucose−6−phosphate_isomerase_cytosolic [MW = 70.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
SVLIPHSSSVSSLFCFSLTLIMGVTTYTHEASTTVSPARLFKALVLDADNLIPKLMSQVVKNIETVEGDGGVGSIKKMNFVEGGPIKYLKHKLHVIDNKNLVTKYSLIEGDVLGDKLESITYDVKFETSANGGCICKTSTEYHTKGDYVFKEEEHNEGKDKAMELFKAVEDYLLANPTVYA*

NbL16g12780.1 pathogenesis−related_protein_STH−2−like [MW − SP = 16.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MGVTTYTHEVTTSASPTRLFKAIVLDSENLVPKLMPKVVKNIEIVEGDGGAGSIKKMNFVEGSPIKYLKHKIHVIDDKNLVTKYSLIEGDVLGDKLEFVTYDIKFEASGNGGCICKTSTEYHTKGDYVFKEEEHSEGKDQAMELFKTVEDYLIANPSLYV*

NbL16g12770.1 pathogenesis−related_protein_STH−2−like [MW = 17.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02560 Cyanate lyase C−terminal domain

Protein sequence:
MEKQSNKANMVASLMSVKQKSGKTFSQIAEETGLTNVYVAQLLRRQAQLKPETAPKLKVALPSLSDEQLHDMMEAPLRSYDPNLIQDPTVYRLNEAVMHFGGSIKEIINEEFGDGIMSAIDFFCSVDKVKGVDGKDRVVVTFDGKYLPHTEQKSEHMVSRLMRKE*

NbL16g12620.1 cyanate_hydratase [MW = 18.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00830 Ribosomal L28 family

Protein sequence:
MATIISLSGPVVSGQRTFSVTKRASLPKLKLSSELCFVTSQLSGLKISSTHFSSSTAPLSVPFKPSLQPVARRICPFTGKKSNRANKVSHSNHKTKKLQFVNLQYKRIWWEAGKRYVKLRLSTKALKTIEKNGLDAVAKKAGIDLSKK*

NbL16g12590.1 50S_ribosomal_protein_L28_chloroplastic [MW = 16.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MASLLQYSTLPLSHNHCSSFLPSLSCHFSKRYNINTQKLLEKKKYHIKKSLICQSNIDEVTFTKPPGSKEAKAELIGSLKLKLLSAVSGLNRGLAASEEDLKKADAAAKELESCAGAVDLSADLDKLQGRWKLIYSSAFSGRTLGGSRPGPPTGRLLPITLGQVFQRIDVLSKDFDNIVELELGAPWPLPPAELTATLAHKFELIGSSTIKITFEKTTVKTTGNLSQLPPLEVPRIPDQFRPPSNTGSGEFEVTYIDSDTRVTRGDRGELRVFVIS*

NbL16g12530.1 probable_plastid−lipid−associated_protein_6_chloroplastic [MW = 30.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MMRGRSDGAQKTRLLTSVAVVAVFVVILYVYFGSKGNGESALEYGSRSLRKLGSSYLGGDDDSDLSSKQDEKFGLEDGEDGIISKSFPVCDDRHSELIPCLDRHLIYQMRLKLDLNLMEHYERHCPLPERRYNCLIPPPAGYKVPIKWPRSRDEVWKANIPHTHLAHEKSDQNWMVVKGDKINFPGGGTHFHYGADKYIASIANMLNFPNNNLNNGGKIRTVFDVGCGVASFGGYLLSSDIIAMSLAPNDVHQNQIQFALERGIPAYLGVLGTKRLPYPSRSFEFAHCSRCRIDWLQRDGILLLELDRVLRPGGYFAYSSPEAYAQDEEDLRIWREMSALVERMCWKIAEKRNQTVIWVKPLNNDCYMERPAGTQPPLCRSDDDPDAVWGVNMEACITPYSEHDHKVSGSGLAPWPARLTSPPPRLADFGYTTEMFEKDMELWQRRVEHYWNLLSPKISSDSLRNIMDMKANLGSFAAALKDKDVWVMNVVSKDGPNTLKIVYDRGLIGTTHDWCEAFSTYPRTYDLVHAWSVFSDIEKKGCSGEDLLLEIDRILRPSGFVIFNDKQHVIDFVKKYLSALHWEAVADPTSDPDQEGDDIVFIIQKKMWLTSESIRDTE*

NbL16g12430.1 probable_methyltransferase_PMT3 [MW = 70.25 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00289 Biotin carboxylase, N−terminal domain

PF00364 Biotin−requiring enzyme
PF02785 Biotin carboxylase C−terminal domain

PF02786 Carbamoyl−phosphate synthase L chain, ATP binding domain

Protein sequence:
KMGRATINLGVIAVALSSLSSLSVTPLDHTTPFLIAMSVMAFILRRKIYQKPHIFQQTLLYSTTPSLKSSNNQRIEKILIANRGEIACRIIKTAKRLGIRTVAVYSDADRDSLHVKSADEAFRIGPPPARLSYLNSSAIVEAANRSGSQAIHPGYGFLSESADFAQLCEDEGLSFIGPPASAIRDMGDKSASKRIMGAAGVPLVPGYHGDEQDIDFMKLEADKIGYPILIKPTHGGGGKGMRIVHSPNEFADSFLGAQREAAASFGISTILLEKYITKPRHIEVQIFGDKQGNIIHLYERDCSVQRRHQKIIEEAPAPNVSSDFRSHLGQAAVSAAKAVNYHSAGTVEFIVDTVSGQFYFMEMNTRLQVEHPVTEMIVGQDLVEWQIRVANGEPLPLTQSEVPFSGHAFEARIYAENVPKGFLPATGVLHRYCPVTVTSAVRVETGVVEGDTVSMHYDPMIAKLVVWGQDRLAALIKMKDCLSKFQVAGLPTNIDFLIKLASHRAFQNGEVETHFIERYKDDLFIDGANSISAQEAESAVKHAASIVAACICQKELATLRDKASGGLHLWYGNPPFRVHHFAKRKVDLEWENKYNNSGSDLLTVSITYLPDGKYLVETGESNSPGLEIQVTQLSNNDYRVEVNDLSLNVCLAAYSKDQIEHIHIWQGNCQHHFKQRMGLEICDDDETIDKPARMATSYPSGTVVAPMAGLLVKVLVKDGEKVQEGQPLLVLEAMKMEHVVKAPSNGYVRGLEVKVGQSVQDGVKLLAIKD*

NbL16g12270.1 methylcrotonoyl−CoA_carboxylase_subunit_alpha_mitochondrial [MW − SP = 82.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13374 Tetratricopeptide repeat

Protein sequence:
MRTFFPSESCKETHLKSINPQSWLQVERGKLSKVSSESASSIETLIKVPEPPILPFFKPVDYVEVLAKIHEQLESCLPQERSTLYLLQFQVFKGLGEVKLMRRSLRSAWSKASTVYEKLVFGAWLKYEKQDEELISDLLSTCGKCAKEFGAIDIAFEMPAYKILSSSGVVTTNEDLCPRTVSFRIGDEKIACNRQKIAGLSAPFHAMLNGCFTESLCEEIDLSENDISPLAMRVISEFSSTALLDEISADLLLEILVFANKFCCESLKDACDRKLASLVCCRQDASELLECALEENSPVLAASCLQVFLRELPDSLKDSQVVELLSNTTKQQRSIMIGPASFSLYCLLSEVSMNLDPRSDESVRFSETLVDSAETSQQKMVAYHRLGCIKFLRKELDEAEQLFEAAFNLGHTYSVVGLARLGQIRGHKRWAYEKLSSVISSSTPLGWMYQESSLYCDGEKRLDDLGKATELDPTLTYPYMYRAASLMRKQNVQAALSEINRILGFKLALECLELRFCFYLALEDYRLAICDIQAILTLCPDYRVFEGRVAALQLRTLLREHVESWTEADCWLQLYDRWSSVDDIGSLSVIYQMLESDAAKGVLYFRQSLLLLRLNCPDAAMRSLHLARQHASSEHERLVYEGWILYDTGHCEEGLQKAEESISIKRSFEAYFLKAYALADSSPDASCSSTVISLLEEALRCPSDRLRKGQALNNLGSVYVDCGKLDAAADCYINALKIRHTRAHQGLARVYFLRNDKVAAYDEMTKLIEKAKNNASAYEKRSEYSDRDRTKADLEMVTRLDPLRVYPYRYRAAVLMDNHKENEAIAELSRAIAFKADLHLLHLRAAFHEHIGDVMGALRDCRAALSVDPNHQEMLELHSRVNSQEP*

NbL16g12180.1 ETO1−like_protein_1 [MW = 100.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MAGKGGKGLLAGKTTAAAAAAAANKEKDKKRPVSRSSRAGLQFPVGRIHRQLKSRTSAHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEELDTLIKGTIAGGGVIPHIHKSLINKTAKE*

NbL16g12050.1 probable_histone_H2A_variant_1 [MW = 14.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MQPYGIQGMLKEGHKHLSGLDEAVLKNIDACKQLSAITRTSLGPNGMNKMVINHLDKLFVTNDAATIVNELEVQHPAAKILVLAGKAQQEEIGDGANLTVSFAGELLQGAEELIRMGLHPSEIIIGYNKAINKTIELLDELVEKGSENMNVTDKNEVISRMKSAVASKQFGLEDVLCPLVAEACIQVCPKNPANFNVDNVRVAKLLGGGLNNSSIVRGMVLKSDAVGSIKRIEKAKVAVFVQGVDTSATETKGTVLIHSAEQLENYAKTEEAKVEELIKAVADSGAKVIVSGGAVGEMALHFCERYKLMVLKISSKFELRRFCRTTGAVALLKLSQPNADDLGYVDSVSVEEIGGVRVTVVRNEEGGNSVSTVVLRGSTDSILDDLERAVDDGVNTYKAMCRDSRIVPGAAATEIELASKLKEFSFKETGLDQYAIAKFAESFEMVPKTLAENAGLNAMEIISSLYAEHASGNTKVGLNLEKGACEDISALSIWDLYVTKFFALKYAADAVCTVLRVDQIIMSKPAGGPSRRDQPAGMDED*

NbL16g11980.1 T−complex_protein_1_subunit_theta−like [MW = 58.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDDSCAVCAETLEWVAYGACGHKDVCSTCVARLRFICNDRRCCICKTEATVVFVTKALGEYTRIISDFTVFPYEPKEGRIGSYWYHEDAQAFFDDLDHYKMIRAMCRLSCSVCDKMEGPDGDGMKKRARFRNIEQLKGHLFHQHKLLMCSLCLEGRKVFICEQKLYTRAQLNQHIDTGDSEVDGTESERGGFMGHPLCEFCRTPFYGDNELYSHMSTEHYTCHICQRQHPGQYEYYKNYDDLEIHFRSNHFLCEDESCLAKKFVVFQSETELKRHNTLEHGGRMSRSQRSAALQIPTSFQYRRSNEQDSRRRGRSFRRDNSENELVMAIQASLEAANADGRPRDTSSNRRVVSDYTETNDEDFLIASFESLATDSVEPASRYRQAVSQASGNSQLQESSFPPLAVPPATNQSRPQSDALPKNTMASRLHGKQKKTTKPSSSSPAWPATGHTPPVIGHQRAWPVVSSASGSSSSSRHSKAATDDPSPPVITTQHAWPAVNGAIGSASGSSQIKPPSSSSRYSKAATDNPSAPVITREHAWPAVSGATGSTSGSSQIKLPSSSSRYSKAATDNPSAPVITREHAWPAVGGATGSTSGSSQIKPSTVDGPPPSSYLSSVAALSSLVHEASSSSVGSSKNWYQSNRISHSTSAPNLVQSGSFDSSVSDFPPVSAAQTRKLPARGQQAVTNVEDVQTANKSLVERMRLALQFDQDKFAAFKDISAEYRQGIIDAETYLAYVEQFGLSHLILELARLCPDAERQKELIDTFNANLGGTIPLQNFQSGGNQLKDGNSSKKDKGKLLNAGNGTSKGNVADNIISTVRKLQSSHKIPEDDVEVLSKDGYRSTKAKSKLTLSESEELKSRGEPLRLQARQNGLSARDESNHSSGNNDGKSKQRKKTSKFHRVRLGDGSVETLLNLKSLDPDADPDRKEISDEHSDPPEGLPVRGVWRNGGGHKLVAMTSKGPKK*

NbL16g11750.1 zinc_finger_protein_598−like [MW = 105.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MTTTPVANHPNIFTHRSPPSSSSSSPSAFLTRTSFLPFSSICKRNSVNCNGWRTRCSVAKDYTVPSSAVDGGPAAELDCVIVGAGISGLCIAQVMSANYPNLMVTEARDRAGGNITTVERDGYLWEEGPNSFQPSDSMLTMAVDCGLKDDLVLGDPNAPRFVLWKGKLRPVPSKLTDLPFFDLMSIPGKLRAGFGAIGLRPSPPGHEESVEQFVRRNLGGEVFERLIEPFCSGVYAGDPSKLSMKAAFGKVWKLEETGGSIIGGTFKAIKERSSTPKAPRDPRLPKPKGQTVGSFRKGLRMLPDAISARLGSKLKLSWKLSSITKSEKGRYRLTYETPEGVVSLQSRSIVMTVPSYVASNILRPLSVAAADALSNFYYPPVGAVTISYPQEAIRDERLVDGELKGFGQLHPRTQGVETLGTIYSSSLFPNRAPKGRVLLLNYIGGAKNPEILSKTESQLVEVVDRDLRKMLIKPKAQDPVVVGVRVWPQAIPQFLVGHLDTLSTAKAAMSDNGLEGLFLGGNYVSGVALGRCVECAYEVASEVTGFLSRYAYK*

NbL16g11520.1 protoporphyrinogen_oxidase_chloroplastic [MW = 59.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13839 GDSL/SGNH−like Acyl−Esterase family found in Pmr5 and Cas1p PF14416 PMR5 N terminal Domain

Protein sequence:
ELTIFSMSAKTRTSCSCWFSFLNLYFFLVFFPLITLSYEHQQLTNCNLFEGSWIFDNSYPLYDSLQCPFIDPGLNCLKNGRNDQDFLKYRWQPTDCDLPRFNGEDLMQKFRGKSFMFVGDSLSNNQWQSLACMLHVAVPNSNYTFDRTRNRSVLSFPEFEFTVTFLKNGFLIDLVVEETGRVLKLDSLSRSDQWKGVDFLIFNSYHWWIHTGNLQTWDYFQVGDKIYKEMDHMEAYKIALTTWANWVDSNIDPAMTKVFFQGISAVHYHGKDWNEPMVQDCRGQTKPIEGSNYPGDRYPGEAVVKNVLSNMTKSVYLLDITLLTQLRKDGHPSRYANGETDCSHWCVAGVPDAWNELLYTILLQK*

NbL16g11450.1 protein_trichome_birefringence−like_42 [MW = 42.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04321 RmlD substrate binding domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
ETHPSIFPDFSATKRSRKFTVVTSCNKMSTYTPKNILITGAAGFIACHVANRLVRSYPDYKIVVLDKLDYCSNLKNLIPSRSSPNFKFVKGDIASADLVNYLLITESIDTIMHFAAQTHVDNSFGNSFEFTKNNIYGTHVLLEACKVTGQIRRFIHVSTDEVYGETDEDAVVGNHEASQLLPTNPYSATKAGAEMLVMAYGRSYGLPVITTRGNNVYGPNQFPEKLIPKFILLAMRGKTLPIHGDGCNVRSYLYCEDVAEAFEVILHKGEVGHVYNIGTTKERRVIDVAKDICKLFNMDPDKSIEFVENRPFNDQRYFLDDQKLKELGWSERTLWEEGLKKTIEWYTKNPDWWGDVSGALLPHPRMLMMPGGIERHLDGAEKYDSGSSEFSAKSNETKTVAPAPKSSEMPQKSPFKFLIYGRTGWIGGLLGKLCEKQGIPYEYGKGRLEDRSKLLADINALKPTHVFNAAGVTGRPNVDWCESHKPETIRTNVAGTLNLADVCREHGLLMMNFATGCIFEYDAKHPEGSGIGFKEEDTPNFAGSFYSKTKAMVEELLKEYDNVCTLRVRMPISSDLNNPRNFITKISGYNKVVNIPNSMTILDELLPISIEMAKRNLKDIWNFTNPGVVSHNEILEMYKKYIDPAFTWANFTVEEQAKVIVAARSNNEMDASKLKKEFPELLPIKESLIKYVFEPNKKTSA*

NbL16g11430.1
trifunctional_UDP−glucose_46−dehydratase/UDP−4−keto−6−deoxy−D−glucose_35−epimerase/UDP−4−keto−L−rhamnose−reductase_RHM1
[MW = 78.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01070 FMN−dependent dehydrogenase

Protein sequence:
MGEITNVMEYEEIAKQKLPKMVFDYYASGAEDQWTLAENRNAFSRILFRPRILIDVSKIDLSTTVLGFKISMPIMIAPTAMQKMARPEGEYATARAASAAGTIMTLSSWATSSVEEVASTGPGIRFFQLYVYKDRNVVAQLVRRAERAGFKAIALTVDTPRLGRREADIKNRFTLPPFLTLKNFEGLDLGKMDEANDSGLASYVAGQIDRSLSWKDVQWLQTITSLPILVKGVLTAEDARIAVQAGAAGIIVSNHGARQLDYVPATIMALEEVVKAAQGRVPVFLDGGVRRGTDVFKALALGASGVFIGRPVVFSLAAEGEAGIRKVLQMMRDEFELTMALSGCRSLKEITRNHIVADWDAPRAALPAPSL*

NbL16g11330.1 peroxisomal_(S)−2−hydroxy−acid_oxidase [MW = 40.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATQALLSSSSISSSVENARQILGGRPTQSSTKKTSFVVRAASTPPVKQGANRPLWFASKQSLSYLDGSLPGDYGFDPLGLSDPEGTGGFIEPKWLAYGEIINGRFAMLGAAGAIAPEILGKAGLIPPETALPWFQTGVIPPAGTYNYWADNYTLFVLEMALMGFAEHRRFQDWAKPGSMGKQYFLGLEKGLGGSGEPAYPGGSFFNPLGFGKDEKSMKDLKLKEVKNGRLAMLAILGYFIQGLVTGVGPYQNLLDHLADPVNNNILTNFKFH*

NbL16g11260.1 chlorophyll_a−b_binding_protein_8_chloroplastic [MW = 29.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00281 Ribosomal protein L5 PF00673 ribosomal L5P family C−terminus

Protein sequence:
MASEKKLSNPMREIKVQKLVLNISVGESGDRLTRAAKVLEQLSGQSPVFSKARYTVRSFGIRRNEKIACYVTVRGDKAMQLLESGLKVKEYELLRRNFSETGCFGFGIQEHIDLGIKYDPSTGIYGMDFYVVLERPGYRVARRRRCKARVGIQHRVTKDDAMKWFQVKYEGVILNKSSNIQ*

NbL16g11160.1 60S_ribosomal_protein_L11−1 [MW = 20.74 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 24 47 70 93 116

Protein length

Gel Slice

3.6 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 24 47 70 93 116

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGKSFVVVLLVAMLLMSTEHSMAQKRDPVCAALCALQCGTRPVCLARCMARCFLNASNDTLDESHSTSLEARNRVCNVGCSLGHCSEFLFQYITRSLELACQTAVRTIAWATML*

NbL16g11070.1 uncharacterized_LOC107795773 [MW − SP = 9.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGKSFVVVLLVAMLLMSTEHSMAQKRDPVCAALCALRCGTRPVCLARCMARCFLNASNDTLDESHSTSLEARNRVCNVGCSLGHCSEFLFQYDNEKFGTCMSNCSENYCMGNNALEKA*

NbL16g11060.1 uncharacterized_LOC107795773 [MW − SP = 10.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MISFALFLTKNVASRLNPTRINSEIISAIEDLATIGRDTVTTDTSLSATWRLLWTTEKEQLYIIKTAAPFFGTKAGDVLQVIDVEKGTLNNVITFPPDGVFFVRYTIDVASSQRVNFRFTSAVLRGKNWEFPLPPFGQGWFETVYLDDEIRVVKDIRQDYLVVERAPYTWKE*

NbL16g10770.1 probable_plastid−lipid−associated_protein_11_chloroplastic [MW = 19.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05648 Peroxisomal biogenesis factor 11 (PEX11)

Protein sequence:
MSTLDVARAELALAVLYLNKAEARDKICRAIQYGSKFLSDGQPGTAQNVDKSTSLARKVFRLFKFINDLHALISPNAPGTPLPLILLGKSKNALLSTFLFLDQIVWLGRTGIYKDKERTELIGRISLFCWMGSSICTALVEIGELGRLSGSLKKLEKGLKNTDKHKNEQYQSKIQKSNERSLALIKAGMDIVVAVGLLQLAPKKVTPRVTGAFGFVSSLISCYQLLPSPPKIKAS*

NbL16g10490.1 peroxisomal_membrane_protein_11C [MW = 25.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGDLYALDFDGVLCDSCGESSLSAVKAAKVRWPSLFNGVDSSLEDWIVDQMHVVRPVVETGYENLLLVRLLLETRIPSIRNSSVAEGLTVEGILENWAKIKPIIMAEWDEDRDFLIDLFGKVRDEWMDNDLATWIGANRFYPGVPDALKFASSKLYIVTTKQSRFADALLRELAGITIPAERIYGLGTGPKVKVLKKLQEMPEHQGLTLHFVEDRLATLKNVIKESELDGWNLYLGDWGYNTQKEREEAASIPRIRLLGLSDFSNKLK*

NbL16g10300.1 uncharacterized_LOC109231095 [MW = 30.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MKKDSINVVMVPWLAFGHLQPFFQLSIALAKEKINVSFISTPKNIKRLPKIPYNLAPLVNLVEFPLPSVDGSPLPADAEASVDVSADQMLYLYQAFNLLKEPVKNFIADKKPDWVIADFVPDWVADIARELNIPLLKFSVFTASSRVFFGPPKPRSRPGQVKNGSKPLHELLTSPPPWVDFPSMVAFRKYEALDLISVLRAENESRETLLGHDAFIEGACRAVAIRTCMEFEGEYLDTYNKVAGKPVIPIGLLPPEELPADERTLDCQPNWQKICKWLDEQKPRSVLFVGFGSECKLSKNQVYEIANGVKLSGLPFFWILQRPSWALNDIDALPSGFGASTEGRGLVHIGWAPQKEILAHPSIGGSLFHGGWGSTIETLRYGHVLVVLPFVFDQGLNARLLVEKGVAIEVKRNEEDGSFSGNDIATSLREAMVSEDGEELRARAGKADGIFGDQNLHDSYVKNFVEYMRINGEMKV*

NbL16g10200.1 putative_UDP−rhamnose:rhamnosyltransferase_1 [MW = 52.96 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 95 189 283 469

Protein length

Gel Slice

2.6 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats

1 95 189 283 469

Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MTTKDSINVVMVPWLAFGHLQPFFQLSIALAKEKVHVSFLSTPRNIKRLPKLPPNIAPLVNLVEFPLPSLDDKSLLPKDAEATLDIPADKVQYLTVAYDLLQQPIKHFIIREKPDWIIVDFSPYWIAEIARDLEIPMLQFSMFTAATLLFFGQLDHEGQEEPKPLHELLLSPPPCGDFKSTVAYKKYEVAELFAAIAAENASGKSSMEREAIMGKACRAMALRTCAEFEREYLVSPRKYKKPLIPIGLLLPEKLPVGENDLALPQWHKMSKWLDEQKPRSVVFVGFGSECRFTKNQVYEIANGLQLSELPFFWILQKPSWALNDVDALPSGFGAATEGRGFVYIGWAPQKEILAHPSIGGSLFHAGWGSTIETLRHGHVLVVLPFVFDQGLNARLLVEKGVAIEVKRNEEDGSFSGNDIAMSLREAMVLEEGEELRARARKAAAIFGDRKLQDSYVRNFIEFLKSNGN*

NbL16g10190.1 UDP−glycosyltransferase_91C1−like [MW = 52.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04667 cAMP−regulated phosphoprotein/endosulfine conserved region

Protein sequence:
MSEMEDVKDQIDEAEKAMPSTKQEEEVVKKKYGGIMPKKPPLISKDHERAYFDSADWALGKQGVAKPKGPLEALRPKLQPTNQQTRYRKSPYAPSEGEDGSNAPPEDPTANE*

NbL16g10160.1 uncharacterized_LOC109218791 [MW = 12.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEALNAARLTPLSVFSDRRNEPKKIPFKNLSNSATFSSNSANSLDGLSRKVQGGLAVLSSVFTTSLANALTYEEALQQSTTSSSTADFDANAFVETVTNFVSENPLVIAGGFAILALPLVLSQVLSNDNKPKSWGVESAKKAYAKLGDDESSELLDIRGPVELKQVGSPDIRALKKKPVTFVYKGEDKPGFLKKLALKFKEPENTTLFILDKFDGNSELIAELVTANGFKAAYAIKDGAEGPRGWKNSGLPWILPKKTLSLDLGNLSDALDGVPVDGSDAIAVGLGVAAATVLGFLVFSEVETILQVLGSAALIQLVSTKLLFAEVRKKTLQQVDAFVTTNIAPKELVGDIKQIGMALLPTPVTSKSLPAPAETTPEINSVPKPEVKVEALTGISKPLSPYPSYSDLKPPTSPMPSQPSGSAEKTEAVSKVELSAESTPEINSVPKLEVKAEALAGSSKSLSPYPNYPDLKPPTSPTPSQA*

NbL16g09900.1 rhodanese−like_domain−containing_protein_4_chloroplastic [MW = 50.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02985 HEAT repeat PF13646 HEAT repeats

Protein sequence:
MAMVDEPLYPIAVLIDELKNDDIQLRLNSIRRLSTIARALGEERTRKELIPFLSENNDDDDEVLLAMAEELGVFIPYVGGVEHAHVLLPPLETLCTVEETCVRDKAVESLCRIGSQMRESDLVDWFVPLVKRLAAGEWFTARVSACGLFHIAYSSAPEMLKAELRSIYSQLCQDDMPMVRRSAATNLGKFAATVESTYLKSDIMSIFDDLTQDDQDSVRLLAVEGCAALGKLLEPQDCVAHILPVIVNFSQDKSWRVRYMVANQLYELCEAVGPEPTRTDLVPAYVRLLRDNEAEVRIAAAGKVTKFCRILSPELAIQHILPCVKELSSDSSQHVRSALASVIMGMAPVLGKDATIEHLLPIFLSLLKDEFPDVRLNIISKLDQVNQVIGIDLLSQSLLPAIVELAEDRHWRVRLAIIEYIPLLASQLGIGFFDDKLGALCMQWLQDKVYSIRDAAANNLKRLAEEFGPEWAMQHIIPQVLDMTTSPHYLYRMTILRAISLLAPVMGSEITCSKLLPVVITATKDRVPNIKFNVAKVLQSLIPIVDHSMVEKTIRPSLVELAEDPDVDVRFYANQALQSIDNVMMSG*

NbL16g09580.1 serine/threonine−protein_phosphatase_2A_65_kDa_regulatory_subunit_A_beta_isoform [MW = 65.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MALSTNRTVNHLLKPLSAAIWATRRLSSDTITVETSLPFTGHNIDPPSRAVETSANELMTFFKDMAEMRRMEIAADSLYKAKLIRGFCHLYDGQEAVAIGMEAAITKKDCIITAYRDHCLFLGRGGGLYESFAELMGRKDGCSKGKGGSMHFYKKESGFYGGHGIVGAQVPLGIGLAFAQKYSKEEHVTFAMYGDGAANQGQLFEALNMAALWDLPAILVCENNHYGMGTAEWRAAKSPAYYKRGDYVPGLKVDGMDALAVKQACKFAKEHALKNGPIILEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIRKLVLAHDIATEKELKDIEKEKRKVVDEAIAKAKESPMPDPSELFTNVYVKGFGVESFGADRKEVRTALP*

NbL16g09440.1 pyruvate_dehydrogenase_E1_component_subunit_alpha_mitochondrial [MW = 42.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MPSNADVDRQIEQLMECKPLAEAEVKILCDQARAILVEEWNVQPVKCPVTVCGDIHGQFYDLIELFRIGGNAPDTNYLFMGDYVDRGYYSVETVTLLVALKVRYRDRITILRGNHESRQITQVYGFYDECLRKYGNANVWKYFTDLFDYLPLTALIESQIFCLHGGLSPSLDTLDNIRSLDRIQEVPHEGPMCDLLWSDPDDRCGWGISPRGAGYTFGQDIASQFNHTNGLTLISRAHQLVMEGFNWCQDKNVVTVFSAPNYCYRCGNMAAILEIGENMEQNFLQFDPAPRQIEPDTTRKTPDYFL*

NbL16g09420.1 serine/threonine−protein_phosphatase_PP2A−2_catalytic_subunit−like [MW = 35 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01399 PCI domain

PF18055 26S proteasome regulatory subunit RPN6 N−terminal domain
PF18503 26S proteasome subunit RPN6 C−terminal helix domain

Protein sequence:
MSSSYLPATTDSLAQASEATSPSDAISILYRILDNPSSASEALRIKEQAISNLSDLLRQENRAEELKNLLTQLRPFFSLIPKAKTAKIVRGIIDAVAKIPGTSDLQVTLCKDIVEWTRKEKRTFLRQRIEARLAALLMENKEYSEALTLLSGLIKEVRRLDDKLLLVEIDLLESKLHFSLRNLPKAKAALTAARTAANAIYVPPAQQGSIDLQSGILHAEEKDYKTGYSYFYEAFEAFNALEDPQAIYSLKYMLLCKIMVNQSDDVAGITSSPKVGLQYQGPEVDAMKAVADAHSKRSLKLFETALRNFKAQLDEDPIVHRHLSSLYDTLLEQNLCRLIEPFSRVEIAHMAELIELPGDHVEKKLSQMILDKKFAGTLDQGAGCLIIFEDPKPDAIYPATLETVSNMGKVVDSLFVRSSRIIA*

NbL16g09180.1 26S_proteasome_non−ATPase_regulatory_subunit_11_homolog [MW = 47.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHQFESKADAGASKTYPQQAGTIRKNGYIVIKARPCKVVEVSTSKTGKHGHAKCHFVAIDIFTGKKLEDIVPSSHNCDGPHVNRTDYQLIDISEDGFVSLLTENGSTKDDLRLPTDENLLTQIKDGFAEGKDIVVSVMSAMGEEQICALKDIGPK*

NbL16g09160.1 eukaryotic_translation_initiation_factor_5A−2−like [MW = 17.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07983 X8 domain

Protein sequence:
LTPSSNLHRHSCCVVYTTPFPHAPFSTFSLLSSSFPLHLFLLLLLQKALGQNIILFHDLATTIMATFVLFSVLFLAITGHSSAMFCICKDGVSDQQLQKNIDYACGAGADCTPILQNGACFNPNTIKNHCNYAVNSYYQRKGAAGASCDFSGTATTTPNPPTTTGSGCVYQSTPGNTGGGTTTPTIAPPGSTTPTIAPPGTTTPTIAPPGTTIPTTAPPGTTTPGIGTGGTGTGIATTPGTNNQVFGFGPSGSGISSTDGNAAGHFKNSVFLTTALLAISLLICLRA*

NbL16g09080.1 PLASMODESMATA_CALLOSE−BINDING_PROTEIN_3−like [MW = 29.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MAGESMAPTPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKIIKVPEGFDYELYNRNDINRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKDINALEQHIKNLLCPSTPHFFNTLYDPYREGADFVRGYPFSMREGAPTAVSHGLWLNIPDYDAPTQLVKPRERNTRYVDAVMTIPKGTLFPMCGMNLAFNRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGMGIKTGLPYIWHSKASNPFVNLKKEYKGIYWQEEIIPFFQSATLPKDCTSVQQCYIELSKQVKDKLSKVDPYFTKLADAMVTWIEAWDELNPTGEGLAKLSISNVPVK*

NbL16g09020.1 alpha−14−glucan−protein_synthase_[UDP−forming]_2 [MW = 41.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MASDNQDNEIVTDLYPHIRVYKNGDVERFYHLHNVFYVPPSPDQDPDTGVSSKDITISSHVSARLYLPKNTTSSDKKKLPIIVFYHGGGLILNSAFFNVFHRFLNLLVSESNSIAVSVEYRLAPEHDVTTVFEDSWTALQWVASGKDLWLTNYGDFNKIFLVGESGGANIVFNVVMRAGREKLNGDVKICGSILACPCFLIPHENVDVKDLMAYKLLTNVICPKIEPLDCPMINPLCKMAPSLSGLGCSKLFVCLAEKDEWGPGEMELQFVEGVKKSGWNGEFVFFVVEGEGHSFFILDPETEKARDLIKRFANFIQVK*

NbL16g08920.1 2−hydroxyisoflavanone_dehydratase−like [MW = 35.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain

PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain
PF12697 Alpha/beta hydrolase family

PF13378 Enolase C−terminal domain−like
PF16582 Middle domain of thiamine pyrophosphate

Protein sequence:
MSPTLAISNNMHQQNDNTQFSCRLQDCANINILWASLLIEECTRLGLTYFCIAPGSRSSPLAIAASTHRATSCIACIDERSLAFHAVGYARSSHKPAVVITSSGTAVSNLHPAVVEASQEFVPLVLLTADRPPELHDVGANQAINQVNHFGPFVRHFFNLPAPADDISARMVLTSIDSAVHIATTSPSGPVHINCPFREPLENTPRTWNPSCLRGLDSWMSTSVPFTSYIQVRQSYRCNYGTLMDEALEVIKKANRGLLLLGTIHREDDIWAALLLAKHLSWPVVVDILSGLRLRKYFVPFPEFEDRILFIDHLDHMLLSDSVRDWMKADVIIQIGSRITSKRVAQLLESCFPCSYIMVDNHPSRHDPSHIVTHRIQCAISQFADYLITACSPQVSSKWKGFLRALNTVAAWDISSLINSEHSLTEPYVAQMILEAIHCESAVFFGNSMPIRDADMYACSSVESTQDEAIFNSGLPCQWIQVAANRGASGIDGLLSTAVGFAVGCNKRVLCIVGDVSFLHDTNGLSLLRNQMLRKPMTIVVINNRGGAIFSLLPLANMTARSILDQYFYTSHDVSIHNLCLAHGVKNLKVQSKMELQGALLASQMNKEDFVIEVESTIDANAAFHSMLRKFSQQGVDHAFNRFSKLHFLNSMNDGLIPSKVGKLQYSKYRIQLSSPPTSSSATHISTYQREGFIISLFLEDGNTGYGEVAPLEIHKENLLDVEEQLQFLMHVVEGVTIDHFLPLLKGSFSRWLWQSLGIQPNSIFPSVRFGLEMAVLNAIAAREGSSLLNVLYQQTVESSGGSLDVKVCALLESNGGPYEMALLATTLVKEGFTAIKLKVARQADPTVDIAIIKEIRKKVGWEIELRADANRSWNYDEAVKFGLSVKDSGLQYIEEPVNDEDDIIKFCEETGLSVALDETINSIRKNHLKVLAKYTHPMIVAFVIKPSVVGGFENAALLARWAHQQGKTAVISATFESSLGLSALIQFSGYVDLLKLDTNRMLNKEGNSCTAHGLGTYQWLREDVSRKPLVIGCNPCNGTVEASVTEAGQLLQHFQFNQNAVVCDCTFREVHTYEFVADLEGISVCLNVQEIGKNDDSNVIVFLHGFLGTGGDWISIMKAISGSARCIAVDLPGHGRSKLLSQDYGSEEPKLSIMAFANILQQLFDSLRCQKVILVGYSMGARISLYMALKCNDMVAGTVIISGSPGLIEEEARKVRRAKDDFAACFLDSSGLEPFLDVWYSGDLWNSLRTHPHFTKTLASRLQHCDLKNLGRVLSDLSVGRQPPLWEDLKSCRVPLQFIVGEKDAKFRRIAQNMRDTICQSTDTTNIPEIVEIPYSGHAAHIENPLSVISAISEFIREVEFRS*

NbL16g08900.1 protein_PHYLLO_chloroplastic [MW = 150.95 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00393 6−phosphogluconate dehydrogenase, C−terminal domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase

Protein sequence:
MATPTRIGLAGLAVMGQNLALNIAEKGFPISVYNRSTSKVDETVERAKKEGNLPLYGFHDPESFVLSIQKPRVIIILVKAGAPVDQTIKTLSAYMEKGDCIIDGGNEWYENTERREKEMAEKGLLYLGMGVSGGEEGARNGPSLMPGGSFEAYKNIEDILLKVAAQVDSGPCVTYIGEGGSGNFVKMVHNGIEYGDMQLIAEAYDVLKSVGKLSNDELQQVFSDWNKGELLSFLIEITADIFGIKDDKGDGYLVDKVLDKTGMKGTGKWTVQQAAELSVAAPTIASSLDSRFLSGLKDERVQAAKVFKASGVSDILVDQSVDKNQLIDDVRKALYASKICSYAQGMNLIRAKSVEKGWDLKLGELARIWKGGCIIRAIFLDRIKGAYDRNPDLANLLVDEEFAKEMVERQSAWRRVVCLAINSGISTPGMSSSLAYFDSYRRERLPANLVQAQRDYFGAHTYERTDVQGSYHTEWFKIARQSKN*

NbL16g08880.1 6−phosphogluconate_dehydrogenase_decarboxylating_1 [MW = 53.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MTDVTDDIAEEISFQGFEDDCRLLQSLLNDVLNREVGPQFMEKVERTRVLAQGACNMRMAGIEDTAELLEKQLASELSKMTLEEALAIARTFSHYLNLMGIAETHHRVRKARGEAQLSKSCDDIFNHLLQSGVPPDQLYDTVCKQAVEIVLTAHPTQINRRTLQYKHIRIAHLLEYNDRPDLGIEDREMLIEDLVREMTSIWQTDELRRHKPTPVDEARAGLHIVEQTLWKAVPHYLRRVSNALKKHTGRPLPLTCTPIRFGSWMGGDRDGNPNVTAKVTKDVSLLSRWMAIDLYVREIDSLRFELSMNQCSERFARLAHEILEKGNTSEDHVESWNHSSNWSQSKHQGQHAPPFPTQLPTGADLPSCTENVESHYPRLALPGTEFIPLKNQDSQSTSKVSPLAGDSIKNAEKAHGNGNITPRAASQLLAQRKLFAESQVGRASFQKLLEPSSSQRPGIAPYRIVLGDVKEKLLKSRKRLELLLEDLPCDHDPWDYYETSDQLLEPLLLCYDSLQSCGSGVLADGRLADLIRRVATFGMVLMKLDLRQESGRHSEALDAITKYLDMGTYSEWDEEQKLDFLIKELKGKRPLVPPTIEVPPDVKEVLDTFKVAAELGSDSLGAYVISMASNASDVLAVELLQKDARLAAAGELGRPCPGGTLRVVPLFETVKDLREAGSVIRRLLSIDWYREHIIKNHDGHQEVMVGYSDSGKDAGRFTAAWELYKAQEDVVAACNEYGIKVTLFHGRGGSIGRGGGPTYLAIQSQPPGSVMGTLRSTEQGEMVQAKFGLPQMAVRQLEIYTTAVLLATLRPPQPPREQKWRNLMDDISNLSCRSYRSTVYENPEFLAYFHEATPQAELGFLNIGSRPTRRKSTGGIGQLRAIPWVFAWTQTRFVLPAWLGVGAGLKGVCDKGHTEDLRAMYREWPFFQSTVDLIEMVLGKADIPIAKHYDDVLVSETRRELGADLRRELLTTGNYVLLVTGHEKLSANNRSLRRLIESRLPYLNPMNILQVEILKRLRRDEDNTKLRDALLITINGIAAGMRNTG*

NbL16g08690.1 phosphoenolpyruvate_carboxylase_4 [MW = 117.38 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF00627 UBA/TS−N domain
PF09280 XPC−binding domain

Protein sequence:
MKIFVKTLKGSHFEIEVKPEDTVADVKKNIETVQGSDVYPAGQQMLIHQGKVLKNGTTLEENKVAENNFIVIMLTKSKSSPGEGSATSAAPTAKVPQSSTPTPSSTPAPTAAQVPVASPSPTPAPAPAPAPSAAPASTAVPGSDVYGQAASSLVAGNNLDGAIQQILDMGGGMWDRDTVVRALRAAFNNPERAVEYLYSGIPETAEVPPVGGSPPSAQAGNQPAQPLPAAQPAPVPAGGPNADPLNLFPQGLPSLGSNTGGANTLDFLRNSQQFQALRAMVQANPQILQPMLQELGKQNPQLMRLIQEHQADFLRLINEPVEGGGEGNILGQLAAAMPQAIQVTPEEREAIERLEQMGFDHDLVLEVFFACNKNEELAANYLLDHMHEFEE*

NbL16g08610.1 ubiquitin_receptor_RAD23c−like [MW = 41.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01055 Glycosyl hydrolases family 31

PF13802 Galactose mutarotase−like
PF16863 N−terminal barrel of NtMGAM and CtMGAM, maltase−glucoamylase

Protein sequence:
MCFSSLFSTSPFTFLLILILCIAGVNFVNTTPSKIGQGYKLISIEKSPDGGLIGHLQVKEKNNIYGPDIPHLQLYVKHETDERLRIYITDAEEQRWEVPYNLLPRESPPSLKQTIGRSRKNLLPLATSDYSGNELIFSYTIDPFSFSVKRKSNGQTLFNSSSDDSDPYNHLVFKDQYLEISTKLPKRASLYGLGESTQPHGIKLYPNDPYTLYTTDVSALNLNIDLYGSHPMYMDLRNVNGEAYAHAVLLLNSNGMDVFYRGDSLTYKVIGGVFDFYFFSGPTPPAVVDQYTSFIGRPAPMPYWSFGFHQCRWGYHNLSVVEDVVENYQKAKIPLDVIWNDDDHMDGKKDFTLNPVNYPRPKLLSFLEKIHARGMKYIVIVDPGIGVNNSYGVYQRGIANDVFIKYEGKPYLAQVWPGAVNFPDFLNPKTVEWWGDEIRRFHELVPVDGLWIDMNEVSNFCSGLCTIPENRICPNGTGPGWICCLDCKNITNTKWDDPPYKINASGIQAPIGYKTIATSAVHYNGVREYDAHSIYGFSQSIATHKALQGLEGKRPFILSRSTFVGSGHYAAHWTGDNKATWDDLRYSISTMLNFGLFGVPMVGSDICGFYPAPTEELCNRWIEVGAFYPFSRDHANYYSPRQELYQWESVAESARNALGMRYKLLPYFYTLNYEAHTTGAPIARPLFFSFPNLPQLYDVSTQFLIGSSVMVSPVLDEGKTEVKALFPPGTWYDIFDMTRAIVTTEPRYLTLDAPLNVVNVHLYQNAIIPMQRGGMITKEARMTPFTLIVTFPSGTKDLQAKGNLFLDDDELPEMKLGNGHSTYIDFYATASNGTVKLWSEVQEGKFALDKGWFIEKVIVLGTNGIDGAFEINVDGQPIEDTTKVQFITAQHRYIDNSDDEGDKRKSMMMDIHGLELPLGKNFVMSWKM*

NbL16g08600.1 alpha−xylosidase_1−like [MW − SP = 101.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MSQTLVSPLMRIVQTTPTSIANPLWPNHHQPPSTFPFISHRELPVKRLQSSTSKLRSFSARAFDLKGSQGMSEFHEIELKVRDYELDQYGVVNNAIYASYCQHCRHELLERLGISADTVARDGDALALTELSLKYLAPLRSGDRFVVKVRISDSSSVRLFFEHFIFKLPGQEPILEATGTAVWLNKNYRPVRIPSEFRSKYVQFLRQEASK*

NbL16g08500.1 acyl−acyl_carrier_protein_thioesterase_ATL3_chloroplastic−like [MW = 24.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01194 RNA polymerases N / 8 kDa subunit

Protein sequence:
MLCDRWNECFSFQKFKLEIPNPRIADWQVRCFTCGKVIGNKWDQYLDLVLASYDKKDGQTAEAEALDALGLVRYCCRRMLMTHVDLIEKLLNYNTLGKSEGS*

NbL16g08230.1 DNA−directed_RNA_polymerases_II_IV_and_V_subunit_10−like [MW = 11.84 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03097 BRO1−like domain PF13949 ALIX V−shaped domain binding to HIV

Protein sequence:
MAAPSSTTNVMLSISEKKTVSLDLYRPLRNYIVYNYSEREAQNLEDDLQTLKEYRSDIERAGSTDSTSSLPARRDLLQNYYKALCAVESRFPISPDQDHINSVTFTWFDAFKNKNKAAQQNIHLEKAAVLFNLGAVHSQMGLGFDRSSVEGRRQASHSFIAAAGAFAFLRDNVAMKASMGSSTTVDVSVECAGMLERLMLAQAQECVFENSIAKGNTPGVCAKISRQVGLFYEEALAALSVAPLNQHFDKAWLAHVQLKAALFYAEASYRYSLELHEKEEIAEEIARLKSGVNALSEARKTSPRGAAQQLLDAMNKLEASLNLNLERAMKENDRVYLMRVPPASSLSPLPAFSLVKPMQMNDVLDASKEKMFASLVPDNSAKALSRYTEMVDDVIRTQAEKLQQGSELARVRLREMDLPDSILALDGNLSLPVALKEDVEAVQICGGPAGLAAELQQLRDLKRVNQELLVQTEEHLQKEATEDAQFRTQFGTRWTRPQSTTLTKNLLDRLNRFAANLKQAAESDARIERSVRDHAALMSILDRHPIESALPTLARPIMSLDATEDAVVGALKQSLRHLETLGAQRAGLEDMLKEMKRKDDILPKLMTSTGSHEDLFRKEIAKYDHICEEIAQNLEAQEQLLLQIQAQNEEFASIFNLEDYKASRERIYKQIEAAISKYREIKENINEGLKFYVTLQEAITNVKQQCSDFVMTRSIQCQEMMEEVQRRISGLSFQDGKSSGGHAYPSVGQPHQAPRANPQLPTDTGNIPNPSRPQHPTYQPPQQPTMSGYSQTPPYGSPQPPAPPYNFPGQGQPYPHPQHQQQPPQSHEYGQPAYPGWRGPYYNAPPQQSGAMPRPPYTAPSPYPHPPPHQSGYYRQ*

NbL16g08210.1 ALG−2_interacting_protein_X−like [MW = 97.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSASDKELEEQLAEAGNKLRQPPSSLEELIILLDQVESSLSKVEQSPAKSMHDALSPLMKALVANDLLRHSDLDVKVAVASCISEITRITAPDAPYDDEKMKDVFQLIVSSFENLHDQSSRSYNKRVLILETVAKVRSCVVMLDLECDKLITEMFQHFLKAIREDHPENIFSSMATIMTLVLEESEEVPLELLTPLLASVKKDNEEVTPIAKRLGEQVFANCAEKLKPYLTQAVESLHLSLDEYNKIVTSVCEGTLPAVDHINDSVPKEQLAAEGKLADLPEAAPATQGDGSKVATASSDEAGQMAESIREEARSEDIDPTVNRSPKSIISNGVSQENVGSTAEPELLANAVDHDEADLPASKTPSKSESDDLRAGKSTNSESKSEQTAKKRGRRTNSSNSAESSHQAPDDSEKEAEKLPDHQNNQNKNDQSSASEDPAEQSNSLEEPETTLQDSAPKESEGEAVNVAPSSTVLSLPGESAPKKGGRQKEDSLNQEECVSEKESEATSDLEVKQVRRPSKKAPAEPSHKENEGGSTSDVEAKKQKKSDKKIDTKNKNQVGPSVRNKEDSKKRGRGKASPETAPPQESPDDSAKHECNEEDIPKTSAKKKPSSGKGRERVPSPESPDNSAKHENNEEETPRTSAKRKQRSSGKDKVSGTVQHGESLVGKKIKVWWPLDKEFYEGVVEKFDSAKKKYRVAYTDGDVEIINLTEERWKLVEDDPMSEGEQIASADAASERQKKKKPRNAESSVKHEKVEASPKSKSKDTTTKSSGQKSKDDGKLKNNLNDGTSKSGGRTDDTTSSKSRAQSKKSSGKSVNDTEKPSARSKDVSSSTPKSKSKQDTPSVTANKSKQETVTTAVKSKNKTPQSGGKPSGNGMEKLKFSSSKVKGSGNEKEKATNLAKDPDSSSKGKLSSASKDGESEAKSGKKRGRGKN*

NbL16g08100.1 neurofilament_heavy_polypeptide [MW = 101.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MGLGGREVAISLDGVRDKNMMQLKKMNTAIFPVRYNDKYYTDAIASGDFTKLAYYSDICVGSIACRLEKKEGGAVRVYIMTLGVLAPYRGLGIGKMLLNHILNLSAKQNVSEIYLHVHTINEDALNFYKKFGFEVTDKIQNYYTNITPPDCFVLTKFITQTKK*

NbL16g07920.1 probable_N−acetyltransferase_san [MW = 18.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MALSSVKPLSSIFSNSNTPLFTPAKTQQSLKKNNIDLSLSRRDLMNVGLCAMPLVLSPPPPSIAREVAVGSYLPTSPTDPSFVLFKATPKDTPALRAGNVQPYTFILPPTWKQTRVANILSGNYCQPKCAEPWVEVKFEDEKQGKVQVVASPLIRLTNKPNATIEDIGTPEKVIASLGPFVTGNTLDPDELLQTAIEKRGDLTYYKYVLETPYALTGSHNLAKATAKGNTVVLFVVSANDKQWSSSQKTLEAILDSFEV*

NbL16g07840.1 psbP_domain−containing_protein_6_chloroplastic−like [MW = 28.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
TFPSSGSSFDFGTSSFNQMADESCLEYDLGNVYDTDNVHGTEDAHNMDNIQETDNVLESSLPLEEVQVESLQGHEIKLEPEEVQILSLGGDPIKLEADEVQDVSLQGHPIKLESEEVKVAENGSGGGEEKRWPGWPGENVFRMLVPSKKVGGIIGRKGEYIKKTCEETKARIKILDGLPGSTERAVMISAKEEPSLSIPPAMDGLLKVHKRIIDVDHDSTNTPSGSGKPVSTRLLVAATQAAILIGKQGATVKSIQDESHCTIRILGGEHLPIFALPDDSIVEIQGEPAGVHKAVEMIATHLRKFLVDRSVIGVFEKLMQMPNARAHQNMPLPGSTEPWGPPPSSFPLSAGGPGFGANPQYMPPPRQYDNYFPRVDRPLDMQPHPAPPVYGRDVSVGSHANVQPQQSIVSKVTQNIQIPLSYADAVIGASGSNISYIRRTSGATIAVQETRGVPDEMTVEINGSASQVLTAQQLIQNSIADATNSMQNAAAGPPSQGYNPYPSQVPVYSSQSSATGHAGQAPAADYGSVYGGSYGY*

NbL16g07410.1 poly(rC)−binding_protein_3−like [MW = 57.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
QQIALPNATCISHICRKFYNTIPDTTIFSQQLSLTAATLLIFNCQKVSFIPLNTHKFLSSCHYSFLGVTITIDIIEMEIKADGSDGSLVLIKQGAEARVFESTFVGRRCIVKERFSKKYRHPTLDSKLTIKRLNAEARCMTKARRLGVTTPVLYAVDPVTHTLTFEYVEGPSVKDIFLGFGLVGVDDERMTDIATQIGNAIGKLHDGGLVHGDLTTSNMLMRSSANQLVLIDFGLSFTSTLPEDKAVDLYVLERALLSMHSSCGNVMDQILAGYKKSSKQWSSTFNKLAQVRQRGRKRTMVG*

NbL16g07280.1 EKC/KEOPS_complex_subunit_bud32−like [MW = 33.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01282 Ribosomal protein S24e

Protein sequence:
MADKAVTIRTRKFMTNRLLARKQFIIDVLHPGRANVSKAELKEKLARMYEVKDPNAIFVFKFRTHFGGGKSTGFGLIYDSVENAKKYEPKYRLIRNGLDTKVEKSRKQMKERKNRAKKVRGVKKTKAGDAKKK*

NbL16g07220.1 40S_ribosomal_protein_S24−1 [MW = 15.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MGASSSVPQKSIHEFTVKDCKGKDVDLNIYNGKVLLVVNVASKCGFTNSNYTQLTELYNKYKDKGFEVLAFPCNQFLKQEPGTSEEAQQFACTRFKAEYPIFQKVRVNGPDAAPVYQFLKSSKGGFLGSSIKWNFTKFLIDKEGKVIKRYGSTTTPLAIEADIQKALGEV*

NbL16g07120.1 probable_glutathione_peroxidase_5 [MW = 18.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02041 Auxin binding protein

Protein sequence:
CKKPVTRQAAHFEPFLLDLSRRFLQPSGKVMRVKFPVCRFIVTMASHIIILVAVFWFASAGASHCSINGLPLVRNISELPQENYGRSGFSHTTIAGSVLHGMKEIEVWLQTFAPGSRTPIHRHSCEEILIVLKGQGTLYLTPSSHSKYPGNPQEFHIFPNSTVHIPVNDVHQVWNTGEHEDLQVLVVISRPPVKVFMYDDWSMPHTAAKLKFPYYWDEECYQTTSRKDEL*

NbL16g07060.1 auxin−binding_protein_T92 [MW = 26.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MSSTGEIKSVGGRGKAKGSKKSVSRSLKAGLQFPVGRIARYLKKGRYAQRLGSGSPIYLSAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEELSKLLGKVTIANGGVLPKIHPNLLPNKNGKGKLEAGTQSQEF*

NbL16g06970.1 histone_H2AX−like [MW = 15.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01487 Type I 3−dehydroquinase

PF01488 Shikimate / quinate 5−dehydrogenase
PF08501 Shikimate dehydrogenase substrate binding domain

PF18317 Shikimate 5'−dehydrogenase C−terminal domain

Protein sequence:
MGFRQDLLVYTTLECESLEEMAVCMQKAKEEGADLVELCIDSLTFSHISQVEHLLKQRTLPSIVSFRPNSPRYSCRENWKKTCVQVLNLAVELDVEFVEVDREVACDEVICELMTKRSNCKIIASSHVNDGNPTKERLCNLITNLQSSGADIIKLVIDVAYITDVAPVFHMLTHCQVPLIARAAGDRGLISQLLGPKYGAFFVCGSLGVKSTPGLPALTSIKDVYKLEYVNPDTRVFGVISNPVGHSKGPLLHNPAFRHTGYNGIYVPLLVDNIKEFFRVFSCNDYAGFSVGLPHKEAAVRCCDEVDPLAKSIGAVNTIIRRPSDGKLIGYNTDCEACVTAIEEALRERQKTNGHASNVSPIAGKLFVLVGAGGAGRAIAFGVKSRGARVVIFNRKYERAKALAAAVSGEALPYEQLNDFCPEKGMILANASAVGMQPRTDQTPISKEALKSYELVFDAVYTPRNTRLLQEATEVGAAVVGGVEMFVRQAIGQFKLFTNGLAPEDFMRRIVYEQF*

NbL16g06920.1 bifunctional_3−dehydroquinate_dehydratase/shikimate_dehydrogenase_chloroplastic−like [MW = 56.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13365 Trypsin−like peptidase domain PF17815 PDZ domain

Protein sequence:
MAAATANSWITVLTSTGGGTSRCSLSSHRLFSTTLRPSSFFLPKASTQNQNHNKNVLKKSFERSKNEGPFANADGRSSTNEAGRSQLASIKSFGLQRKGKGVLLESKEQQVETSSIQDAAFLNAVAKVYCTHTAPDYSLPWQKQRQYTSTGSAFMIGDGKLLTNAHCVEHDTQVKVKKRGDDTKYVAKVLARGVECDIALLSVESKDFWEGAEPLRFGRLPRLQDAVTVVGYPLGGDTISVTKGVVSRIEVTSYAHGSSELLGIQIDAAINPGNSGGPAFNDDGDCIGVAFQVYRSDDAENIGYVIPTTVVSHFLEDYERNGKYCGFPCLGVLLQKLENPALRACLKVPSNEGVLVRKVEPTSDVSNVLKEGDVIVSFDGVHVGSEGTVPFRSSERIAFRYLISQKFSGDSVELGIIRAGEFMKVQAVLKPRVHLVPYHIEGGQPSYLIVAGLVFTPLSEPLIEEEEDSIGLKLLTKARYSLAKFEGQQIVVLSQVLANEVNIGYEDMSNEQVLKLNGTRIKNIHHLAHLVDSCKGKYLVFEFEDNFLVVLEREAALDASASILKDYGIPAERSSDLMGAYVDSIEQSEATNQQNFGDSPVSNMEFGSEGLLWA*

NbL16g06900.1 protease_Do−like_2_chloroplastic [MW = 66.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MATAEEKPVMVVGLDDSQHSFYALEWILDHLFGPSPNSHAAPFKLLIVHAKPTATSAIGLAGPGGADLLPYVEADLRKISSRVAEKAKQICSAKSVNDVVVEVMEGDARNVLCDAVEKHHASILVVGSHGYGVLKRTVLGSVSDYCAHHAHCSVMIVKRPKVKA*

NbL16g06810.1 universal_stress_protein_PHOS34−like [MW = 17.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00232 Glycosyl hydrolase family 1

Protein sequence:
MQRLDLPMMLVLMALHFAVVVFGANDDDFNRNAFPASFIFGSGSSAYQVEGAAFEDGRTPSIWDTFSHAGAYNGANGDIACNAYHKYKEDVQLMVDTGLEAYRFSISWSRLIPNGRGHVNPKGLQYYNSLINELVSHGIQPHVTLCHDDVPQVLEDEYGGWLSEKIINDFIAYADICFKEFGDRVLHWTTVNEANVFALGGYDLGFTPPGRCSPHVGIGPCSRGNSSTEPCIVAHNMLLTHSSVFRLYKRKYKSIQHGFVGLNIFAYRFIPHTNAKADEGATLRAYAFYLGWFMSPLIFGDYPVTMKDRVGSRMPTFTRQESEQVKGAIDFIGLNHYATLPVKDRPSAFERDYRDFSTDAAIQLVFEQGGVTPKGEYPWTQPGLRAVLEYFKKTYGNLPIYIHENGQTTPRNATLNDTGRVEYLHAYIRNLLDAMRNGSNVRGYFSWSFLDGLELLDGYKSAYGLYYVDLDDENLTRYPKLSQHWYSNFLKGKSRKSGVDLVIGKEVSHSSESKFSS*

NbL16g06800.1 beta−glucosidase_11−like [MW − SP = 55.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01280 Ribosomal protein L19e

Protein sequence:
CIRPRYHRCSCEKREVGGERKMVSLKLQKRLAASVLKCGRGKVWLDPNEGNEISVANSRQNIRKLVKDGFIIRKPTKIHSRSRARRMKEAKRKGRHSGYGKRKGTREARLPTKVLWMRRMRVLRRLLRKYRESKKIDRHMYHDMYMKVKGNVFKNKRVLMENIHKTKAEKAREKTLSDQFEARRAKNKASRERKFARREERLAQGPGERPIQPAAATATPQAQPAQGSKKSKK*

NbL16g06720.1 60S_ribosomal_protein_L19−3−like [MW = 27.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MEMEQKLSSVAKRLTSSPIQQLSYLAEKCNAINLAEGFPDFPAPSYLKDAAISAIRSDFNQYRHVQGICDYVANQVKQMHGLDVDPLTDIVVCCGQSEAFAAAMFAIINQGDEVILFDPSYETYETCIRLAGGVPVYVALDPPRWNLDPDKLAKSFTGRTKAIVLNSPHNPTGKVFSKDELEIIAGACRTLDILAVTDEVYEHITFDGERHTSIATFPGMQKRTIITSSLSKSFSVTGWRIGWAIGPACFASAIRNIHVKITDSAPAPFQEAALTALRSSPEYFDALRQDYESKRDYLTQVLTKVGFQVPFMPKGSFFLFMELPGTCTLSDVEFVEELIKQAGVVAVPGHVFFHTNSSLLEDFSSTAISYHRRYIRFAFCKSEETLAAASQKLTELVDGSGRLKLF*

NbL16g06700.1 methionine_aminotransferase−like [MW = 44.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF06418 CTP synthase N−terminus

Protein sequence:
MWILTRFAFWVPARTFRRAAAQQIPAARRAVSSWQKEKVEKMKYVVVTGGVVSGLGKGVTASSIGVVLKACGLRVTSIKIDPYLNTDAGTMSPFEHGEVFVLDDGGEVDLDLGNYERFLDVTLTKDNNITTGKIYQSVLEKERKGDYLGKTVQVVPHITDAIKDWIESVSLVPVDGEEGPADVCVIELGGTVGDIESMPFIEALRQLYFSVGQDNFCLIHVSLIPVLGVVGEQKTKPTQHSVRELRALGLIPHFLACRSAQPLLENAKQKLSQFCHVPVANILNIHDVPNIWHIPLLLQNQSAHDAILKQLDLLSVARHVDLQEWTRRAETSDNITKSVSIAMVGKYVGLTDSYLSVVKALMHACIACSLKPSIDWIAASDLEDDTANLNPEAHAAAWKTLRGAACVLVPGGFGDRGVKGMMLAARYARENSVPYLGICLGMQISVIEFARSVLHLEKANSEEFDPQTPERVVIFMPEGSKTHMGSTMRLGSRRTLFRTPDCITAKLYNNSEYVDERHRHRYEVNPEIVGSLEEAGLKFVGRDESGNRMEILELPDHPFYIGVQFHPEFKSRPGRPSAPFLGLVLAATGQLEAYVKRQQNGSVYAIHQQ*

NbL16g06670.1 CTP_synthase−like [MW = 67.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08718 Glycolipid transfer protein (GLTP)

Protein sequence:
MEGTVFAPALEGIKHVKSEEGVMLTKPFLDVCKHILPIIEKFGAAMTLVKSDIGGNITRLENKYLSNPTKYTNLYSMVQEEVEAKTAKGSSSCTNGLLWLARAMDFLVELFRNLLEHGDWAMSQACSDSYSKTLKKFHGWLASSSFSVAMKLAPDRKKFMDVICGTGDIDSDMGQFCTTFSPLLEENHKFLASVGMDDLKAS*

NbL16g06550.1 glycolipid_transfer_protein_1 [MW = 22.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00549 CoA−ligase PF08442 ATP−grasp domain

Protein sequence:
MVRGMLRKLANQSLSVAGKWQQQQLRRLNIHEYQGAELMGKYGINVPKGVAVASLGELKKAIQDVLPNQNEVVVKSQVLAGGRGLGTFKNGFQGGVHIVKADQAEEIAAKMLGQILVTKQTGAQGKVVSKIYLCEKMSLVNEMYFSIILDRATAGPLIIACRKGGTSIEDLAEKFPDMIIKVPVDVFKGISDEDAAKVVDGLSPKVADRNDSIEQVKKLYKLFCESDCTMLEINPLAETSDNKLVAADAKLNFDDNAAYRQKDIFSLRDSSQEDPREVAAAKADLNYIGLDGEIGCMVNGAGLAMATMDIIKLHGGTPANFLDVGGNATEGQVVEAFKILTADEKVKAILVNIFGGIMKCDVIASGIANAAKQAQLKVPVVVRLEGTNVEQGKRILKESGMTLITAEDLDDAAEKAVKALA*

NbL16g06530.1 succinyl−CoA_ligase_[ADP−forming]_subunit_beta_mitochondrial [MW = 45.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00238 Ribosomal protein L14p/L23e

Protein sequence:
MSKRGRGGSAGNKFRMSLGLPVAATINCADNTGAKNLYIISVKGIKGRLNRLPSACVGDMVMATVKKGKPDLRKKVMPAVVVRQRKPWRRKDGVFMYFEDNAGVIVNPKGEMKGSAITGPIGKECADLWPRIASAANAIV*

NbL16g06510.1 60S_ribosomal_protein_L23 [MW = 15.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
MASSYSAPIGATQVGSYFVQQYYQVLQQQPDYVHQFYTDASSIVRVDGDSSESASALVQIHTLIMSSSFSGIKIMTINSLESWNGGVLVVVSGSVKMKDLSGWRNFVQTFLLAPQEKGYFVLNDVFHFVNEEGSELPQAPVGLQNNLDAQPTASYPLAEPPAHDYSLEVEATEYVNSVHIQENDGVEEYSYPEHDHEHQSEAEVEAEPDEPEAEAEVPEEAHLREETTQVRSLEEETALPNNVVKVVPEPEPAAEEPVGEPSKFSYAAILRAPKGKPAPSIRIQPSYTKTAPPVSEWQPPVEQSHSMPPAVANVSLDLTEEGSSQEGEPKSVYVRNLPSTVSSLDILQEFKNFGKIKQDGVFLRNRTDVGVCYAFVEFEEVQGVQNAIKASPIQLAGRQVYIEERRPISNGISRGGGRSGSGRGRGGRPGGRTFGRGSNPDDRVKSNGFRGI*

NbL16g06460.1 putative_G3BP−like_protein [MW = 49.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02427 Photosystem I reaction centre subunit IV / PsaE

Protein sequence:
MASCNMASAASNFLVATPNVASNTSTPRSTMLFFSSKNNGSTAPRLIVRAAEEAASPAAATTAEPAEAPVKAAKPPPIGPKRGTKVRILRKESYWYKGTGSVVACDQDPNTRYPVVVRFNKVNYANVSTNNYALDEIEEVK*

NbL16g06390.1 photosystem_I_reaction_center_subunit_IV_A_chloroplastic [MW = 15.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MPSPIFATICLVVLIGTFVTCTEARAFFVFGDSLVDNGNNNYLLTSARADSPPYGIDYPTHRPTGRFSNGFNIPDLISQELGAEPTLPYLDPELTGDKLLVGANFASAGIGILNDTGVQFANIIRISQQLQNFEQYQARVSALLGEEQTQMLVNKALVLITLGGNDYVNNYFFTPVSARRLQYNLEDFSVYIISEYRKILMRLYDLGARRVLVTGSGPLGCVPSSLASRSSNGECAEEPQRASAIFNPLLVEMIQSLNQELGSDVFVAANAVDMQNDFIRDPQAFGFITSKVACCGQGPYNGVGICSAASNLCPNRDVYAFWDPFHPTERANKIIVQTIFTGSDKYMTPMNLSTIMAIDSL*

NbL16g06360.1 GDSL_esterase/lipase_LTL1−like [MW − SP = 36.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF16450 Proteasomal ATPase OB C−terminal domain
PF17862 AAA+ lid domain

Protein sequence:
MGQGTPGGLNRQQPGDRKNDGDKKEKKFEPAAPPARVGRKQRKQKGSEAAARLPTVTPLTKCKLRLLKLERIKDYLLMEEEFVANQERLKPQEEKTEEDRSKVDDLRGSPMSVGNLEELIDENHAIVSSSVGPEYYVGILSFVDKDQLEPGCAILMHNKVLSVVGLLQDDVDPMVSVMKVEKAPLESYADIGGLDAQIQEIKEAVELPLTHPELYEDIGIKPPKGVILYGEPGTGKTLLAKAVANSTSATFLRVVGSELIQKYLGDGPKLVRELFRVADDLSPSIVFIDEIDAVGTKRYDAHSGGEREIQRTMLELLNQLDGFDSRGDVKVILATNKIESLDPALLRPGRIDRKIEFPLPDIKTRRRIFQIHTARMTLADDVNLEEFVMTKDEFSGADIKAICTEAGLLALRERRMKVTHPDFKKAKDKVMFKKKEGVPEGLYM*

NbL16g06330.1 26S_proteasome_regulatory_subunit_4_homolog_A [MW = 49.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
MATALYFLCPLLIMMMLFITATASESIEEEKQFQSLRNSTMANRLSENDELKHEHAEVDPEAIASMVAMSIRNSTERRKLGYFSCTTGNPIDDCWRCDRHWVRNRKRLADCSIGFGRNAIGGRDGRYYVVTDSGDDDPINPRPGTLRHAVIQDEPLWIVFKHDMVITLKQELMMNSFKTIDARGVNVQIAYGACITIQFVTNIIIHGLHIHDCKPTGNAMVRNSPSHYGWRTMADGDGISIFGSSHIWIDHNSLSNCADGLIDAIMGSTAITISNNYFTHHNEVILLGHSDSYIRDKVMQVTIAFNHFGEGLIQRMPRCRHGYFHVVNNDYTHWEMYAIGGSADPTINSQGNRYLAPVNPFAKEVTKRVEPWEGSWKHWNWRSEGDLMLNGAYFTASGRAAPRSYARASSLAAKSSSMVGTITSNAGALSCHIGFQC*

NbL16g06310.1 probable_pectate_lyase_8 [MW − SP = 46.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01643 Acyl−ACP thioesterase

Protein sequence:
MLSRATYQANAAISDHTHHCSNRFFNSNSISIPHRKSFVSTSVARTGPVRAVATNETKSKRFTYEPSLADRLRLGSMTDDGMSYKEKFIVRCYEVGINKTATVETIANLLQEVGCNHAQMVGFSTDGFATTHTMRKLHLIWVTARLYIEIYKYPAWSDVIEIETWCQSEGRVGTRRDWILRDCATGDVIGRATSKWIMMNQDTRRLQKVADEVRDELSIYFPKELRLAFPEENNGSLKKIAKLEDPAEYSKLGLVPRRADLDMNQHVNNVTYIGWVLESMPQEIIDTHELETITIDYRRECQHDDVVDSLTSYEPIEDAASLEIEGAANGSGTAPKDLNKSFLHLLRLSSDGLEINRCRTEWRKKPARI*

NbL16g06060.1 oleoyl−acyl_carrier_protein_thioesterase_1_chloroplastic−like [MW = 42.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01501 Glycosyl transferase family 8

Protein sequence:
MALRSSYRTPFSDRNIAVYGTGIRLTFKLFASFLTVSVFFLLALSFFFTSSSDPSDLSVGNSHVLYRGESLRRSVLALKSDPLKPRLDQIKKQADDHRALALAYASYARKLKLENSKLVRVFAELSRNFTDLISKPSYRTLFDSDGNSMNESVLRQFEKEVKERIKVTRQVVAEAKESFDNQLKIQKLKDTIFAVNEQLTKAKKQGAFSSLIAAKSIPKSVHCLAMKLMEERIAHPDKYTDDMKPTPPEFEDPNLYHYAIFSDNVLAASVVVNSAVKHSKDPSKHVFHVVTDKMNLGAMQVMFKMKDYNGAFIEVKSVEDYKFLNSSYVPVLKQLESAKLQQFYFENKLENATKDTTNMKFRNPKYLSILNHIRFYLPELYPKLHRILFLDDDIVVQKDLTGLWKIDMDGKVNGAVETCFGSFHRYAQYMNFSHPLIKEKFNPKACAWAYGMNFFDLDAWRREKLTEEYHYWQSLNENRTLWKLGTLPPGLITFYSTTKPLDKSWHVLGLGYNPSISMDEINNAAVVHFNGNMKPWLDIAMNQFRPLWTKYVDYENEYVQACNFGL*

NbL16g06030.1 galacturonosyltransferase_8 [MW = 65.39 kDa]
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1 95 189 283 377 471

Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
MAAVAAAAQPVSAQVVANAFVQQYYHILHHSPGLVFRFYQDISKLGRPEDDGSMGITTTMQAINDKILSLNYGDFRAEIKSVDAQESFNGGVHVLVTGYLTGKDNLILNFCQTFFLAPQDRGYFVLNDMFRYVENVSQHDAVQVPVTDVEVPVTPQQIVADPPPIEENDIPEQSTPPVEEADVGEVYNPPENGDVPIVEEEVPVSEVVDEVQDGSEVVVESDTKAGEVPKKSYASIVMHLKESAATFSPPPAPSRKPMAKRIEQVNQPDATATDGPVSSSDSVNNINDPEGEAADGYSVYIKGLPMSATVALLADEFKKFGPIKNGGIQVRSNRQQGFCFGFVEFEVESAVQKAIEASPVLIGGRQAVVEEKRSTNSRGNTRGRFQSGRGAGFRNDGGRGRGTYGGGRGYGRDDFNGRNEFNNRGGSRGGSSNRGGDGYRRTDNTGGRMNHGGGVPNGTAKAAPRYSAAA*

NbL16g06020.1 putative_G3BP−like_protein [MW = 50.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase PF00515 Tetratricopeptide repeat

Protein sequence:
MEEDFDIPPAEGMDEDMDLPDDPIMKVGEEKEIGNQGLKKKLVKEGEGWETPESGDEVEVHYTGTLLDGTKFDSSRDRGDRGDPFKFTLGQGQVIKGWDQGIKTMKKGENAIFTIPPELAYGESGSPPTIPPNATLQFDVELLSWVSVKDICKDGGIFKKILVEGEKWENPKDLDEVLVKYEALLENGTVVGKSDGVEFTVQDGYFCPALAKAVKTMKKGEKVQLTVKPQYGFGEKGKPASSDGGAVPPNATLEINLELVSWKIVSSVTDDKKVVKKILKEGEGYEKPNEGAVVKLKLIGKLQDGTVFIKKGHDGENEDELFEFKTDEEQVIDGLDRAVMTMKKGEVALLTIAPEYAFGSSESKQDLAVIPPNSTVHYEVELVSFVKDKESWDMNTQEKIEAAGKKKEEGNALFKAGKYTRASKRYEKAAKFIEYDTSFSEEEKKQSKALTISCNLNNAACKLKLKDYKQAEKLCTKVLELESTNVKALYRRAQAYMNMADLDLAEFDIKKALEIDPDNRDVKLEYKALKDKVKEFNKKDAKFYGNMFAKLNKLETANSSKSAPKEPEPMSIDSKA*

NbL16g05940.1 peptidyl−prolyl_cis−trans_isomerase_FKBP62−like [MW = 64.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01201 Ribosomal protein S8e

Protein sequence:
MGISRDSMHKRRATGGKKKAWRKKRKYELGRQPANTKISSNKTVRRIRVRGGNVKWRALRLDTGNYSWGSEATTRKTRILDVVYNASNNELVRTQTLVKSAIVQVDAAPFKQWYLQHYGVDIGRKKKGAAKKETAEEGEGAAAAEETKKSNHVARKLEKRQKDRKLDAHLEEQFGAGRLLACISSRPGQRGRADGYILEGKELEFYMKKLQKKKGKAGAGGAA*

NbL16g05930.1 40S_ribosomal_protein_S8 [MW = 25.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01883 Iron−sulfur cluster assembly protein

Protein sequence:
MVSELINANPIVYEKKERRARSGQSVDEYAAETIDQLEIFDHLRDIKDPEHPYSLEELKVITEDAIEVDDERSYVRVTFTPTVEHCSMATVIGLCLRVKLMRSLPSRYKVDIRVAPGTHATEAAVNKQLNDKERVAAALENPNLVDMVDGCLAPSFE*

NbL16g05790.1 protein_AE7−like [MW = 17.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MARINAYFLHYNILLLSFLAFSFLVIEGVPENALITQIPGFNGTFPSKHYAGYVTINENRRKKLFYYFVESEKDPTKDPVVLWLNGGPGCSSFDGFVYEHGPFNFELGKTSESLPILHNNPYSWSKVSNVIYLDSPVGVGFSYSGNESDYKTGDLKTASDTHSFLLKWFEIYPEFLKNPFYISGESYAGIYVPTLSYEVAKGIDAGVMPVLNFKGYMVGNGVTDDIIDGNALVPFAHGMGLISDELFEEVTTLCNGNFYEPASNNCSDKLSQVDQDVADLNLYDILEPCYHSKDSTVISTGNSRLPMSFRKLGETERPLPVRKRMFGRAWPFRAPVREGHVPTWPEILNGVDVPCTDDRVATAWLNNEEVRKAIHAKETTVIGPWELCTGKIHLIHDSGSMIKYHKNLTARGYRALIYSGDHDMCVPFTGSEKWTRSLGYKIVDDWRPWYVSEQVAGYIQGYDNNLIFLTIKGAGHTVPEYKPREALAFYARWLEGKNI*

NbL16g05780.1 serine_carboxypeptidase−like_20 [MW − SP = 53.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14204 Ribosomal L18 C−terminal region PF17144 Ribosomal large subunit proteins 60S L5, and 50S L18

Protein sequence:
MAFIKVQKTRAYFKRFQVKFKRRREGKTDYRARNRLINQDKNKYNTPKYRLVVRFTNKDIIAQIVSASIAGDMILASAYANELPRYGLEVGLTNYAAAYCTGLLLARRVLKKLEMDEEYQGNLEANGEDYSVEPAESRRPFRALLDVGLIRTTTGNRVFGALKGALDGGLDIPHSEKRFAGFSKDSKQLDADVHRNYIYGGHVATYMKTLIEDEPEKYQSHFSEYIKKGLEADGLEEMYKKVHAAIRADPTFKKSDKQPPKQHKRYNLKKLTYEERKAKLIERLNALNSAAGNDDDDDEDDE*

NbL16g05660.1 60S_ribosomal_protein_L5 [MW = 34.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01196 Ribosomal protein L17

Protein sequence:
MASASRTWSISCLKSALPSIQPISSSSLRLSCGPSPSGLRICKLKPSSGSSSILLHSFVGLAPLHPLLSLSSPDSTSFEHSFTLIDNGSRVFAMRHGRKVPKLNRPPDQRRALLRGLTTQLLKHGRIKTTKARARAVRKYVDKMITMAKDGSLHKRRQALGFIYEKQIVHALFAEVPDRYGERNGGYTRIIRTLPRRGDNAPMAYIELV*

NbL16g05560.1 50S_ribosomal_protein_L17_chloroplastic [MW = 23.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00847 AP2 domain

Protein sequence:
MRFVAFQSCILPMHYIFEWRAGSYLLCLDLLSLTLFSCFGPCCRIVILKGNLSSLMWTAEKDADATDSSDDEGQDIARRVKRHVTEINFMPSPNLICEKKRRLVSPDTDVTRRKKFRGVRQRPWGRWAAEIRDPTRGKRVWLGTYDTPEEAATVYDEAAVKLKGPDAVTNFPKVITADITETESVTDGGEKSENDFTLSPTSVLRNDYFTPFSDLGFCEVDAFGFDVDSLFRQPEFGMSEKYYGEEFGEFDFDDFALEAR*

NbL16g05490.1 pathogenesis−related_genes_transcriptional_activator_PTI6−like [MW = 29.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01873 Domain found in IF2B/IF5

Protein sequence:
TNKGNRNASRHYPNPRERERERERKKRTCIFIGCEDKRITRLKVMAEEDNQNELKEEVADIAPFDPTKKKKKKKVVIQDPDDSVDSLAEKTENLSVSEGLEATFSGKKKKKKPAHSDLLSDEKESVGEDVDDHLGDDEAAGEIVLQQYPWEGTDRDYEYEELLGRVFNILRENNPELAGDRRRTVMRPPQVLREGTKKTVFVNFMDLCKTMHRQPEHVMTFLLAEMGTSGSLDGQQRLVIKGRFAPKNFEGILRRYVNEYVICNGCKSPDTILSKENRLFFLRCEKCGSGRSVAPIKAGFVARVGRRKAGT*

NbL16g05480.1 eukaryotic_translation_initiation_factor_2_subunit_beta−like [MW = 35.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01283 Ribosomal protein S26e

Protein sequence:
MTFKRRNGGRNKHGRGHVKFVRCSNCGKCCPKDKAIKRFLVRNIVEQAAVRDVQEACAFETYTLPKLYLKMQYCVSCAIHSKVVRVRSRTDRRVREPPQRFRRPRDDAPKPGQAPRVPGAAPTAAART*

NbL16g05410.1 40S_ribosomal_protein_S26−3−like [MW = 14.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
MAKSSGILATAATLVSLTVFLMSVKVTARELPIHSYLKIQDRLSISQLYDTSNYGVLQIDNGLARTPQMGWSTWNFFACNINETVIKETADALVSTGLASLGYTYVNIDDCWSRLTRDLKGQMIPDPKTFPSGIKALADYVHSKGLKLGVYSDAGAFTCQVRPGSLFHEKNDAELWASWVSFLSVSSVAHSHCYRMSPNIVINTIMTIPAVELHIQMGVDYLKYDNCFNLGLPPQKRYPPMRDALNATGRTIFYALCEWGVDDPAKWAGKIGNSWRTTDDINDTWASMTTIADINDKWASYAGPGGWNDPDMLEVGNGGMNYHEYKGHFSIWALMKAPLIIGCDVRNITAETLEILSNKEVIAVDQDPLGVQGRRVYASGSDGCEQIWAGPLSGNRLAVVLWNRCSNAATITAKWSAIGLESSIGVSVRDLWKHEVVSENTVGSFSARVDAHGCEMYILTPKRETLASKI*

NbL16g05260.1 alpha−galactosidase_3−like [MW − SP = 48.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00641 Zn−finger in Ran binding protein and others

Protein sequence:
MAGTYGYEGGGSAPPSGVGGYGGSGGGGGGGYGGSGGGGYGSGGGGYGGASGGYGGSGGSYGSGGGRDGGGGGRGGGGGYGGSSHSRGGGGGGYQGGGDRGGRGGGGRGGGSGKEGDWRCPNPSCGNLNFARRVECNKCGAPSPAGSDDRGGRGGSGYNKGGSGGGYGNSRGGRGDNYDDRNAGGGRTGSYGGSQGRDGGGYTQGPPHPPPSYGAADSNYPPPSNTYGRNPDAVPPPTSYVGGPASYPPSYGAPGGYGGDKTANARGGGRGGPPGGYDGGYGGGQRNAGGYDISPAEAPEKVKQCDETCGDFCDNARIYISNLPPDVTIEELRELFGSIGQVARIKQKRGYKDQWPWSIKLYTDEQGKNKGDAVLSYEDPSAAHSAGGFFNNHDFRGYKISVAMAEKSAPKPAPAFGSGRGGRGGYGGGGGRRDNYRDSGGSGPDRQSHGGNRSRPY*

NbL16g05170.1 transcription_initiation_factor_TFIID_subunit_15b [MW = 44.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11523 Protein of unknown function (DUF3223)

Protein sequence:
MAETEPEVAAAPAAEAVAQAEKEETSAQDMDVEAQSADDAPENGGSKRPREEDENEPENEDASKKLKADKSVEEERLENLDGSETVVDEEKKNVSGPASVGPKNFGSSVEMFDYFYKLLHSWSPNLNLNKYEHLVLLDLLKKGHLEPERKIGTGIRAFQIRFHPQFKSRCFFVIREDGSVDDFSFRKCVDHILPLPENMQVKHEANKGLAHSGKGGGRKGGGHGRDRGNGGKSRY*

NbL16g05080.1 protein_DCL_chloroplastic−like [MW = 26.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATVTSQASAAVFRPTATKTRFLSGASGKLNKEVFFKPSTSSYNSFKVEAKKGEWLPGLTSPTYLDGRLAGDNGFDPLGLSEDPENLKWFVQAELVNGRWAMLGVAGMLLPEVLTSAGLLNVPKWYDAGKSEYFASSSTLFVIEFILFHYVEIRRWQDIKNPGSVNQDPIFKSYSLPPNEVGYPGGIFNPLNFAPTLEAKEKEIANGRLAMLAFLGFLVQHNVTGKGPFDNLLQHLSDPWHNTIIQTFAN*

NbL16g05060.1 chlorophyll_a−b_binding_protein_4_chloroplastic−like [MW = 27.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03009 Glycerophosphoryl diester phosphodiesterase family

Protein sequence:
MVSPSVVPCIFLLLFVGCSARPLYPLPGRRNDRNKQPLQTFRAYNIAHRGSNGEIPEETAAAYMRAIEEGTDFIETDILASKDGALICFHDVTLDDTTDITSHKEFANRKRTYEVQGINTTGFFLVDFTLEELKLLRVKQRYPFRDQQYNGEFSIITFDEFISIALDSHRVVGIYPEIKNPVFINQQVKWPGGKRFEDKFVETLKKYGYRGSYMSKQWLKQPAFIQSFAPTSLIYISNQTDLPKIFLIDDVDMPTQDTNQSYWEITSDSYLDFIKEYVVGIGPWKDNIIPVSSNYLQTPSDLVARAHAHNLQVHPYTFRNENKFLHFNFSEDPYNEYDYWINKIGVDGLFTDFTGSLHHYQEWTNPFASGEKEATRLLHKIELMLSKFKYFN*

NbL16g04760.1 glycerophosphodiester_phosphodiesterase_GDPD6 [MW − SP = 43.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04414 D−aminoacyl−tRNA deacylase

Protein sequence:
QNYLCNKKGGWVAGLSASDGMAKIGFLRLLSRTSIFLHPRRILSSNFRRNHCKRMVTLIVATTIDPASIGPASALLAMPGWHPGPPIQDMASFVNQDVRLLKHDRSIVREDYLDKHWEEATGETVDEVIFLSKHTAASKRPALTVHPIGVPHLKEGEETPVGGKPAWAALPNPRIGPWFRLLKSIAESQNLTPEFEVTLEATHHGPLTNAPTMFVEIGSTEEYWKRQDAAQAIALLVWEGLGLNGGAAVGDWSRFRYGSQQKILLGIGGGHYVPRHMDIVLKDGVWVGHLLAGYSLPMEDPGPTKAPANLEVGGTWRQAIRVAFDTTRAAFPKGEVLAHIDNKSFKGWQKNAIVGFLAEQNIKVGKPSDFY*

NbL16g04660.1 D−aminoacyl−tRNA_deacylase−like [MW = 40.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00016 Ribulose bisphosphate carboxylase large chain, catalytic domain PF02788 Ribulose bisphosphate carboxylase large chain, N−terminal domain

Protein sequence:
MSCREGFMSPQTETKASVGFKAGVKEYKLTYYTPEYQTKDTDILAAFRVTPQPGVPPEEAGAAVAAESSTGTWTTVWTDGLTSLDRYKGRCYRIERVVGEKDQYIAYVAYPLDLFEEGSVTNMFTSIVGNVFGFKALRALRLEDLRIPPAYVKTFQGPPHGIQVERDKLNKYGRPLLGCTIKPKLGLSAKNYGRAVYECLRGGLDFTKDDENVNSQPFMRWRDRFLFCAEALFKAQSETGEIKGHYLNATAGTCEEMIKRAVFARELGVPIVMHDYLTGGFTANTSLAHYCRDNGLLLHIHRAMHAVIDRQKNHGIHFRVLAKALRMSGGDHIHSGTVVGKLEGERDITLGFVDLLRDDFVEQDRSRGIYFTQDWVSLPGVLPVASGGIHVWHMPALTEIFGDDSVLQFGGGTLGHPWGNAPGAVANRVALEACVKARNEGRDLAQEGNQIIREAAKWSPELAAACEVWKEIVFNFAAVDVLDK*

NbL16g04550.1 ribulose_bisphosphate_carboxylase_large_chain [MW = 53.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00006 ATP synthase alpha/beta family, nucleotide−binding domain PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
PNIYNALVVQGRDSVGQPINVACEVQQLLGNNRVRAVAMSATDGLTRGMEVIDTGAPISVPVGGATLGRIFNVLGEPVDNLGPVDTSTTSPIHRSAPAFIQLDTKLSIFETGIKVVDLLAPYRRGGKIGLFGGAGVGKTVLIMELINNIAKAHGGVSVFGGVGERTREGNDLYMEMKESGVINEENIAESKVALVYGQMNEPPGARMRVGLTALTMAEYFRDVNEQDVLLFIDNIFRFVQA

NbL16g04540.1 ATP_synthase_subunit_beta_chloroplastic [MW = 25.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00401 ATP synthase, Delta/Epsilon chain, long alpha−helix domain PF02823 ATP synthase, Delta/Epsilon chain, beta−sandwich domain

Protein sequence:
MTLNLSVLTPNRIVWDSEVEEIVLSTNSGQIGILPNHAPIATAVDIGILRIRLNDQWLTMALMGGFARIGNNEITVLVNDAEKGSDIDPQEAQQTLELAEANVKKAEGRRQKIEANLALRRARTRVEAINPIS*

NbL16g04530.1 ATP_synthase_epsilon_chain_chloroplastic−like [MW = 14.61 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 56 111 166 221 277

Protein length

Gel Slice

3.0 3.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 56 111 166 221 277

Pfam domains

Pfam Description
SP Sequon TM Domain PF03587 EMG1/NEP1 methyltransferase

Protein sequence:
MGRPYKVKGEKRKKKEVNYDKEEIEETLEEESAKRVRTEHTAADTEAAERVVDLLAGIPVVSTDQSTKPGVIFIIEKASLEIAKIGKTYQLLNSDEHANFLKKNNKNPSDYRPDIAHQAMLTILDSRVNKARRLKALYVKTEKGVLFEVKPHVRIPRTFKRFAGIMLQLLQKLSITAVGKREKLLRVIKNPVSQYLPIDCRKIGFSHSSEKLVDIQDYVNGINNETNLVFVVGAMAHGKIEKDYVEDYISVSDYPLSAAYCISMVTNAVERKWKIL*

NbL16g04380.1 ribosomal_RNA_small_subunit_methyltransferase_NEP1−like [MW = 31.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01251 Ribosomal protein S7e

Protein sequence:
MYTSKQKIHKDKDAEPTEFEESVAQALFDLENTNQELKSELKDLYINSAAQIDVSGNRKAVVIHVPYRLRKAFRKVHVRLVRELEKKFSGKDVIFIATRRIARPPKRGSAAQRPRSRTLTSVHDAILEDLVVPAEIVGKRTRYRIDGSKIMKVFLDPKERNNTEYKLEIFSAVYRKLSGKDVVFEYPITEA*

NbL16g04330.1 40S_ribosomal_protein_S7−like [MW = 22.06 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MDNIEEDIKALQLDSSEDSVMVNAEDGKPEEAIKPEKTNGEDSAMAEEREAGDVEKPDMPENELKDEAHPDLEPKNVEPKGVAGKEASPTEDIQDEVEVNKKRHLNVVFIGHVDAGKSTIGGQILLLSGQVDDRTIQKYEREAKDKNRESWYMAYIMDTNEEERVKGITVEVGRAHFETDTTRFTILDAPGHKSYVPNMISGASQADIGVLVISARKGEFETGYERGGQTREHVQLAKTLGVTKLLVVVNKMDDPTVNWSKERYDEIESKMVPFLRSSGYNVKKDVQFLPISGLLGSNLKTRMEKSVCPWWNGPCLFETLDAVEVPPRDPNGPLRMPIIDKFKDMGTVVMGKIESGSIREGDNLLVMPNKAAVKVLAIFCDEDKVRHVGPGENVRVRLSGVEEDDILSGFVLCSVAKPIHAVTEFVAQLQILELLDNAIFTAGYKAVLHIHSVVEECEIVELMQQIDLKTKKPMKKKPLFVKNGAIVLCRVQVNNLICVEKFSDFAQLGRFTLRTEGKTVAVGKITALPTVADNA*

NbL16g04290.1 eukaryotic_peptide_chain_release_factor_GTP−binding_subunit_ERF3A−like [MW = 59.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSESLVLRGTMRAHTDWVTAIATPIDNSDMIVTSSRDKSIIVWSLTKDGPQYGVPRRRLTGHGHFVQDVVLSSDGMFALSGSWDGELRLWDLQAGTTARRFVGHTKDVLSVAFSIDNRQIVSASRDKTIKLWNTLGECKYTITDGDSHSDWVSCVRFSPNNLQPTIVSGSWDRTVKIWNLTNCKLRSTLAGHSGYVNTVAVSPDGSLCASGGKDGVILLWDLAEGKKLYSLEAGSIIHSLCFSPNRYWLCAATESCIKIWDLESKSIVVDLKVDLKQESEMCAEGTAAAKNKIIYCTCLSWSADGSTLFGGYTDGLIRVWGIGRY*

NbL16g04260.1 guanine_nucleotide−binding_protein_subunit_beta−like_protein [MW = 35.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain PF13489 Methyltransferase domain

Protein sequence:
MAAIDIAAAPEQEREIQKSYWIEQAAELTLEAMMLDSEASDLDKEDRPEVLSLLPSYEGKSVLELGAGIGRFTGDLAEKAGQLTALDFVEGVIKKNESINGHHKNVKFMCADVTSPDLTFSPESVDLIFSNWLLMYLSDKEVQDLAERMVKWLKFGGYIFFRETCFGQLGDKGKNNPTHYREPRFYTKVFNECNSNYDAGKSYELALIGFKCIGAYARTKKNQNEICWIWQKVHSADDRGFQHFLDTVQYKSNGILRYERVFGHSFVSTGGIDTTREFVAMLDLQPGQKVLDVGCGIGGGDFYMAEKYEVYVVGIDLSVNMISLAFERAVGRKCAVEFEVADCTTKTFPEGTFDVIYSRDTILHIQDKPALFRSFYKWLKPGGKVLISDYCKKAGPASEEFAEYIKQRGYDLHDVEAYGQMLRDAGFNDVVAEDRTEQFIKVLQKELDTVEKERESFIQEFSEKDYNDIVGGWKAKLIRSTSSGEQRWGLFIAKK*

NbL16g04140.1 phosphoethanolamine_N−methyltransferase_1−like [MW = 56.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MATNTTKPSVYLQDMEEVKKVFARFDANGDGMISGDELSGVLKALGSDTSPDEVERMMAEIDTDRDGCINLEEFADFCKSDDSVDGGAKELKEAFDLYDQNHNGLISAAELHQILNRLGQNCTVQDCTRMITSVDADGDGNVSFEEFKQMMCNNSKI*

NbL16g04130.1 calcium−binding_allergen_Ole_e_8−like [MW = 17.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
MKVIAAYLLAVLGGNSCPKAKDLKNILGSVGAEADDDRIELLLSQVEGKDITELIAAGREKLASVPAGGAGVAVAAPTGGAAAAPAAEEKKEEKKVEEKEESDDDMGFSLFD*

NbL16g03910.1 60S_acidic_ribosomal_protein_P2A−like [MW − SP = 9.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01777 Ribosomal L27e protein family

Protein sequence:
MVKFLKPNKAVIILQGKYAGRKAVIIRAFDEGTRDRPYGHCLVTGISKYPKKVIRKDSAKKQAKKSRVKAFIKLVNYNHIMPTRYTLDVDLKDVVNVDVLQSRDKKVTAAKEAKARLEERFKTGKNRWFFTKLRF*

NbL16g03870.1 60S_ribosomal_protein_L27−like [MW = 15.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MASLVAVQHKQPSFAVLPSSHSDFNGAKLISSLQFKRKPCQPKGALHVTASSAKKILIMGGTRFIGVFLSRLLVKEGHQVTLFTRGKAPISQQLPGESDQDYADFSSKLLHLKGDRMDFNFVKSSLSAEGFDVVYDINGREAVEVEPILDALPNLEQYIYCSSAGVYLKTDYLPHFEADAVDPKSRHKGKLETESLLESRDVNWTSVRPVYIYGPLNYNPVEEWFFHRLKAGRPIPIPNSGLQITQLGHVKDLATAFIQVLGNEKASKQVFNISGEKYVTFDGLAKACAKAGGFPEPEIVHYNPKEFDFGKKKAFPFRDQHFFASVEKAKAVLGWKPEFELVEGLTDSYNLDFGRGTYRKEADFSTDDLILGKSLVLN*

NbL16g03830.1 chloroplast_stem−loop_binding_protein_of_41_kDa_b_chloroplastic [MW = 42.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03629 Carbohydrate esterase, sialic acid−specific acetylesterase

Protein sequence:
MASTLENEAHSPKSIFILSGQSNMAGRGGVDKHKHWDGVVPNECSPDASRIFRLSADLHWEVACEPLHHDIDAKKTCGVGPGMSFANAIKDRVEAIGLVPCAVGGTAIKEWAHGEHLYENMVKRARASVHQDGEIKALLWYQGESDTLSQHCAETYKANIEKLIHNVRADLDLPSLPIIQVVIASGDDKYIEKIREAQMGVDLPNVVCVDAMGLQLKEDNLHLCTEAQVKLGQMLADAYLTHFAPQQPSVASS*

NbL16g03810.1 probable_carbohydrate_esterase_At4g34215 [MW = 27.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01207 Dihydrouridine synthase (Dus)

Protein sequence:
MEYRNKLVLAPMVRVGTLPFRLLAAQYGADITYGEEIIDHKIIKCERRVNDVLGTTDIVEKGTDNVVFRTCPEERNRVVFQMGTSDAMRALKAAEIVCKDVAAVDINMGCPKSFSISGGMGAALLSKPELIHDILTTLRRNLDVPVTCKIRLLKSPQDTVELARRIERTGVSALAVHGRKVQDRPRDPAKWSEIADVAASLSIPVIANGDVFEYEDFQRMRDATGASSVMVARGAIWNASIFSSEGKIPREDVKREYVRKSILWDNDIKSTKHTLKEMIMQYSSLGLPEGQAVIKSDTLADLAQLYGEEKYYEYVTESWRSR*

NbL16g03800.1 tRNA−dihydrouridine(20)_synthase_[NAD(P)+]−like [MW = 36.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MAANGVSSGLIVSFGEMLIDFVPTVSGVSLAEAPGFLKAPGGAPANVAIAVTRLGGKSAFVGKLGDDEFGHMLAGILKQNGVQADGINFDKGARTALAFVTLRADGEREFMFYRNPSADMLLTPGELNLDVIRSAKVFHYGSISLIVEPCRSAHLKAMEVAKEAGALLSYDPNLRLPLWPSAEEARKQIKSIWDKADVIKVSDVELEFLTGSDKIDDESAMSLWHPNLKLLLVTLGEKGCNYYTKNFHGGVEAFHVKTVDTTGAGDSFVGALLTKIVDDQSILEDEARLKEVLRFACACGAITTTKKGAIPALPTESEALTLLKGGA*

NbL16g03740.1 fructokinase−2 [MW = 34.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
IFRINKKLVVFVGFKLPPLIAMTLSLLSPSPYALCFLGSTSSSSAEFTGHFRRLWTSRRRTGPALPVLTRASSEKDDDKPAFNPFGFVTDNPSSRSAIQMPESPAEDGNVGQMLYRIEDKGKEYGSYVKSGKFRWFVRETGSSESRRGTVIFLHGAPTQSYSYRVVMSQMADTGFHCFAPDWIGFGFSDKPQPGYGFDYTEKEFHEEFEKLLEVLGVTSPFFLVVQGFLVGSYGLTWTLKNTSKISKLAILNTPLTVSSPIPGLFQQLRIPFFGEFTCQNAVMAERFIEAGSTYVLKLEKADVYRLPYLASSGPGFGSVYRILERPCSPPHLSDLPRALLETARKAKFNEIASQISSGFASGSWDKPILVAWGISDKYLPQSIAEEFQKANPDSVKLKLIEGAGHMPQEDWPEKVVDALRMFFR*

NbL16g03630.1 haloalkane_dehalogenase−like [MW = 47.36 kDa]
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1 345 689 1033 1718

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12807 Translation initiation factor eIF3 subunit 135

PF13424 Tetratricopeptide repeat
PF15044 Mitochondrial function, CLU−N−term

Protein sequence:
MAPRSGRGKGNKAKTDKKKKEEKVIPSILDICIITPYETEIVLKGISTDKILDVRKLLAANVETCNFTNYSLSHEVKGPKLNDKLDVATLKPCLLRMVEEDYTEESQAVDHVRRLLDIVACTTRFAKAKAEKVTTPSAASSGTESRAKKHKAQRNASSRPASPSDGVVPLSPSASAAQEENEMVAIHPIPKLSDFYEFFSLSNLSPPILSLKRVDCNDAKTRRDGDYFELQIKICNGKTLQVVAAAKGFYTLGKPLMRSHCLVDLLQQLSQAFANAYESLMKAFTEHNKFGNLPYGFRANTWLVPPSVVDSASNFIPLPVEDESWGGNGGGQGRNGEHDHRSWATDFAVLANLPCKTEEERVVRDRKAFLLHNLFLDVSIFKAVSAIYKVMDSTSRGTSNCALGSVLSEDCIGDLSITVKRDFMDASLKEAKVIGSRDFNESAKDVAQRNLVKGVTADESVVIHDTSSLGMVSVRHCGYTAIVKVVGDIKVDKSLPQDIRIDDQPDGGANALNINSLRLLLNKPITAGFSRGGQLPPSDLDDHANSMSLVHKIIKDGLSKLKGMDDKSKGSIRWELGSCWVQHLQKQETPSEDTVGNDGKAEPTVKGLGRQFKMLKKRETRPSNVSSMDDNEADDVTASTLNAESGSTELSNGTPKCETEWRRFVSQEVYLRLKESGMDLHLKSVDELVEMARKYYDEVAIPKLVTDFASLELSPVDGGTLTDFMHLRGLQMRSLGRVVELAKKLPHIQSLCIHEMVTRAFKHVLRAVIASIDNVANLSAAIASSLNFLFGSSTTEDSDENHILKMQWLREFLFERFSWRLKDEFQQLRKLSILRGLCHKVGLELIPKDYDMESPYPFSKTDVTSIVPLCKHVGCSSADGRTLLESSKVALDKGKLEDAVMYGTKALAKLIAVCGPYHRATASAYSLLAVVLYHTGDFNQATIYQQKALDINERELGLDHPDTMKSYGDLSVFYYRLQHIELALKYVNRALFLLHFTCGLSHPNTAATYINVAMMEEGMGNVHIALRYLHEALKCNQRLLGVDHIQTAASYHAIAIALSLMEAYSLSVQHEQTTLQILQAKLGAEDLRTQDAAAWLEYFESKALEQQEAARTGAPRLDATIASKGHLSVSDLLDYISPSQGSKTIEAQRKRRSKVLPVDDQSQKGQHDGRSNNPLDHDVTENPVTVVEVNKKEDDSERVATQELEGSNSTRNEESVEINEETSSDEGWQEANSKTRTGHGSGKVFNRRQPGLAKINTNLEYFFPRDSSSRKDVISQGQKVAPKIGLGEFSPVKQLKAASFSSSEKSTKLSAKMTVAEVSHTSNITVPSPPASLATMASKSLSYKEVAVSPPGTVLKPLLEKVEELNEDKTDSQICVSPTETSEEDAKQSVTIEVTPANDRDGQGIHEDEGQISGSESDKSSLEPEGFSCSSNEEKSLRSNGSKLSAAAEPFNPGAYHLTNMLISAAVTNVYDVRANQGMLTDPVGFPSIAERVPCGPRSSLYHRTSHSRMKNGYVKYQSPVAEISSYDYPRIMNPHAPEFVPSKARPTCAATEDSRVAVDADSLTGLNNSVTIVSAEEKLDKKATIDVRNARSTKSRLHAEREELARQIQNSFIVKSKQNTSDGPSEFPVSTKKSEFLVTAAKASANDSAIKLHCGSEGKKELLTEANKYSEAKTVDVNKNKHEDGDGFLPVMKRRRNRRHFAQGINGLYSQQSICA*

NbL16g03620.1 clustered_mitochondria_protein_homolog [MW = 188.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01928 CYTH domain

Protein sequence:
LFQGFITFIPFMSNALRFLKNLSFPSLCRSPHSAISTAPINKPITSMEVEVKLRLPNAVSHQRVSSILSPYHLKTQAQENIFFDGANSELSSKLAVLRLRFYDLDAQCIVSLKAKPVISNGISRIEEDEEPIDPSIGRACVSDPWRLLLIDSSRVIQRVRDEYGIGDKGLVCLGGFRNVRAVYEWKGLKLELDETHYEFGMNYEIECESSDPERAKDMLEELLKSHGIEYSYSTVSKFAIFRSGKLPQ*

NbL16g03600.1 triphosphate_tunel_metalloenzyme_3−like [MW = 28.08 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF03129 Anticodon binding domain
PF09180 Prolyl−tRNA synthetase, C−terminal

Protein sequence:
MAGKDSNRGKKKEVKKETGLGLSSKKDENFGEWYSEVVVSGEMIEYYDISGCYILRPWAMSIWEILHTFFDAEIKKMKIKNSYFPLFVSPGVLQKEKDHIEGFAPEVAWVTKSGESDLEVPIAIRPTSETVMYPYFSKWIRGHRDLPLRLNQWCNVVRWEFSNPTPFIRSREFLWQEGHTAFATKEEADAEVLDILELYRRIYEEFLAVPVSKGKKSELEKFAGGLYTTTVEAFIPNTGRGIQGATSHCLGQNFAKMFEINFENEKGEKAMVWQNSWAYTTRTIGVMIMVHGDDKGLVLPPKVAATQVIVIPVPYKDANTQGIFDACAATVKNLNESGIRAEADYRDNYSPGWKYSHWEMKGVPLRIEIGPKDLANNQVRAVRRDNGAKADIPVANIAEQVKNVLASIQQNLFDVAKQKRDACVQVVKTWDEFAEALSQKKLILAPWCDEEDVEKDVKARTKGEMGAAKTLCSPFDQPELPEGTLCFASGKPAKKWTYWGRSY*

NbL16g03580.1 proline−−tRNA_ligase_cytoplasmic−like [MW = 57.03 kDa]
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Peptide counts over 4 repeats

1 194 387 580 773 967

Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase) PF00694 Aconitase C−terminal domain

Protein sequence:
MYISSSTAPSKPRFSSSSISTILSSSSSASFYRPSCSSSCFFSNQQHRSLSFSSAVRSLRWNWKSPISLKAQIRTTATTPVLNSSHPKLSIMAAENPFKEILTVLPKPGGGEFGKYYSLPALNDPRIDKLPYSIRILLESAIRNCDNFQVKKEDVEKIIDWENTAPKLVEIPFKPARVLLQDFTGVPAVVDLACMRDAMNKLGSDSDKINPLVPVDLVIDHSVQVDVARSENAVQANMELEFQRNKERFAFLKWGSNAFRNMLVVPPGSGIVHQVNLEYLGRVVFNREGLLYPDSVVGTDSHTTMIDGLGVAGWGVGGIEAEATMLGQPMSMVLPGVVGFKLSGKLRSGVTATDLVLTVTQMLRKHGVVGKFVEFYGDGMSELSLADRATIANMSPEYGATMGFFPVDHVTLLYLKLTGRSDETVEMIEAYLRANNMFVDYNEPQHEKVYSASLHLDLADVEPCVSGPKRPHDRVPLKEMKSDWHSCLDNKVGFKGFAVPKDAQEKVVKFSFHGQDAELKHGSVVIAAITSCTNTSNPSVMLGAALVAKKACDLGLHIKPWVKTSLAPGSGVVTKYLLQSGLQKYLNQQGFHIVGYGCTTCIGNSGDLDESVASAISENDIVAAAVLSGNRNFEGRVHPLTRANYLASPPLVVAYALAGTVDIDFEEEPIGVGNDGKSVFFKDIWPSTEEIAEVVQSSVLPDMFKSTYEAITKGNNMWNQLSVPAAKLYSWEPSSTYIHEPPYFKDMTMDPPGPHGVKDAYCLLNFGDSITTDHISPAGSIHKDSPAAKYLIERGVDRRDFNSYGSRRGNDEIMARGTFANIRIVNKLLNGEVGPKTIHIPTGEKLSVFDAAMKYKSAGQGTIILAGAEYGSGSSRDWAAKGPMLLGVKAVIAKSFERIHRSNLVGMGIVPLCFKAGEDAETLGLTGHERYTIDLPKNISEIRPGQDVTVRTDTGKSFTCIVRFDTE

NbL16g03320.1 aconitate_hydratase_cytoplasmic−like [MW = 105.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00899 ThiF family

Protein sequence:
KIPLLHTLYFTFTLLLRKKQAEFCSYTTMAEPKVKYDRQLRIWGEQGQAALEKASICLLNCGPTGSETLKNLVLGGVGSITVVDGSKVEVSDLGNNFMVDEASVGQSKAKCVCAFLQELNDAVKAKFIEEYPEELIETNPSFFSQFTLVIATQLVEDSMVKLDRICREGNIILLFARSYGLMGLVRISVKEHTVIESKPDHFLDDLRLNNPWSELRRFAETIDLNATDAVVHKHTPYIIILVKLAEEWANTHGGNLPSTREEKRQFKDLIKSKMITADEENYKEAVEASYKLFSPQGTGPNLQKIIDDSCTEVDSSSSDFWVMVAALKEFIANEGGGETPLEGSIPDMTSSTELYINLQKTYQAKAEADFLVMEQKVRNLLKKIGRDPASISKANIKSFCKNARKLAVCRYRLIEDEFNSSVQPELQKYLIDEDYGTLQEANSLKVLPENTAVGLYILLRAADRFAANYNKFPGQFDGEMDEDISRLKTTAVGLLNDLGCNGSALSEDLINEMCRYGASELHAVAAFVGGVASQEVIKLITRQFIPMSGTFIFNGIDLKSQLLLL*

NbL16g03310.1 NEDD8−activating_enzyme_E1_regulatory_subunit_AXR1−like [MW − SP = 60.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MENFPIINLEKLNGSEKAATMEMIKDACENWGFFELVNHGIPHEVMDTVEKLTKGHYKKCMEQRFKELVASKGLEGVQAEVTDMDWESTFFLRHLPVSNISEVPDLDDQYREVMRDFAKRLENLAEELLDLLCENLGLEKGYLKKVFYGSKGPNFGTKVSNYPPCPKPDLIKGLRAHTDAGGIILLFQDDKVSGLQLLKDGQWIDVPPTRHSIVVNLGDQLEVITNGKYKSVMHRVIAQKDGTRMSLASFYNPGSDAVIYPAPALVEKEAVESKQVYPKFVFDDYMKLYAGLKFQAKEPRFEAMKSIESDVKMDAIATA*

NbL16g03230.1 1−aminocyclopropane−1−carboxylate_oxidase_1 [MW = 36.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MAISRLVSLSQKIVKPSSPTPSSQRIHKLSIMDQMGTHTYMPLSLFYPKQDTASSLEPTMVSQILEKSLSKVLTAYYPFAGRVRDNSFVECNDMGVDLSQIRIDCPMSSIFNHPRTDIDKLIFPKDTWSTSIDSLFVAQLNHFECGGIVLSACISHKVADAYSMINFLTDWALVARDSEAKPSPLFNGASIFQSANYSAPPLVADPSPKQNASKRYHFSASKLKALKARSQIPPTTVEAVTAFICKCANTPTFKPSLLIQAVHLRGTNNDALVPAGLVGNAVLPYLVSAANEEDLKLQRLIGELREGKEKVRHMLKDIKSEDVLYSRVSELATQINERTSSNDFSIYRFSSLRKLPFHDLNFGWGRPKIVDIATSPMNMFYLLENQNGDGVDVLVNLEEGEMSLFESNEELLQFASLS*

NbL16g02880.1 acylsugar_acyltransferase_3−like [MW = 46.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
LPFPSPYPLLVFSALLLLHPSFIYPSLHRKFNHIHFHIHQLFLPNMATSFSATKLLQPLPPLNSSARSTDKNTLLSNQFKDSSFFLGSTHKLSLKKPFSSPHSQRRSKHVFAVSEAVKDKKLKNDSSLSNLLITKEEGLELYEDMVLGRAFEDMCAQMYYRGKMFGFVHLYNGQEAVSTGFIKLLKKEDSVVSTYRDHVHALSKGVPARQVMSELFGKTTGCCRGQGGSMHMFSKEHNVLGGFAFIGEGIPVATGAAFTSKYKREVLKEADCDHVTMAFFGDGTCNNGQFFECLNMAALWKLPIIFVVENNLWAIGMSHLRATSDPEIWKKGPAFGMPGVHVDGMDVLKVREVAKEAVARARRGDGPTLVECETYRFRGHSLADPDELRDPAEKNHYAARDPISALKKYMFENNLVNEAELKAIDKKIDELVEDAVEFADESPHPVRSQLLENVFADPRGFGIGPDGRYRCEDPKFTEGTAHV*

NbL16g02770.1 pyruvate_dehydrogenase_E1_component_subunit_alpha−3_chloroplastic−like [MW − SP = 51.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
IWLKIPLLELPRVLLSSKGSTNSIFNTLKTHTSVTQSVVDNTSFPVKKAMATTQLTASFISAKGFASFEGLRSTSNVKVVSFAPLKQNNRLSRGLAVKAATTVAPKYTSVKPLGDRVLVKIKTAEEKSVGGILLPTSAQSKPQGGEIVAVGEGRSIGKTKVEISVKNGTQVLYSKYAGTEVLFDGSTHLILKEDDIVGILETDDIKDLQPLNDRILIKVAEVEEKTAGGLFLSEAAKEKPSIGSVIAAGPGPLDEEGNRKSLSVSPGNTVLYSKYAGNDFKGADGSDYVTLRASDVIAVLS*

NbL16g02690.1 20_kDa_chaperonin_chloroplastic−like [MW = 31.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MVETVTTPFWWRCTQFHHPRRWLPAVFITHKAIITALWIAFLITLFWWQMDSTTAGILIFRRVFPMRQLPKLRHVAFNLTDFGGVGDGVTVNTAAFEKAVLAISRKGGGQLNVPPGYWLTAPFNLTSHMTLFLAEGAVILGVDDEKYWPLMPPLPSYGYGREHRGPRYGSLIHGQNLKDVVITGHNGTINGQGQAWWKKFRQKLLNHTRGPLVQIMWSTDILISNITLQDSPFWTLHPYDCKNVTIRNVTILAPIAGAPNTDGIDPDSCEDVLIENCYISVGDDGIAIKSGWDQYGIAYGRPSKNILIQNLVIRSNVSAGVSIGSEMSGGVSNVTVENVLIWNSRRAVRIKTAPGRGGYVRDISYRNLTFENVRVGIVIKTDYNEHADEKFDPKAVPVLKDISYTSIHGEGVRVPVQIHGSKEIPVKNVTFRDMSVGLSYKKKHIFQCAFVQGRVVGTIFPAPCENLDLYDEQGHLIRRSDSQNATDIDYDI*

NbL16g02640.1 probable_polygalacturonase [MW = 55.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06172 Cupin superfamily (DUF985)

Protein sequence:
MASDSTEPTASKIVAKLNLKPHPEGGFYSETFRDFSVTLSKSHLPPTYKVDRPISTCIYFLVPSGTSSHLHRIPCAETWHFYMGEPLTVMELNETDGKVKLTCIGPDPLADDQLVQYTVPPNVWFGAFPTRDFSISADMKVTKAPARDGEKHFSLVGCTCAPAFQFEDFELAKRSELVSRFPAHESLISLLTFLE*

NbL16g02600.1 uncharacterized_LOC107785378 [MW = 21.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MSRGSGGGYDRHITIFSPEGRLFQVEYAFKAVKAAGITSIGVRGKDSVCVVTQKKVPDKLLDQTSVSHLFPITKYLGVLATGMTADARTLVQQARNEAAEFRFKYGYEMPVDVLSKWIADKSQVYTQHAYMRPLGVVAMILGIDEEKGPQLFKCDPAGHFFGHKATSAGSKEQEAINFLEKKMKNDPAFSYEETVQTAISALQSVLQEDFKASEIEVGVVKKEDPIFRVLTTEEIDEHLTAISERD*

NbL16g02550.1 subunit_alpha_type−6 [MW = 27.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00189 Ribosomal protein S3, C−terminal domain PF07650 KH domain

Protein sequence:
MDTPVTQISKKRKVGDVFSFFVKFQCTVVHLLEYLILEVLVNQFVADGVFFAELNEVLTRELAEDGYSGVEVRVTPVRTEIIIRATRTQNVLGEKGRRIRELTSVVQKRFKFKENSVELYAEKVSNRGLCAVAQAESLRYKLLGGLAVRRACYGVLRFIMESGAKGCEVIVSGKLRAQRAKSMKFKDGYMISSGQPVKEYIDSAVRHILMRQGVLGIKVKIMLDWDPKGKQGPTTPLPDLVTIHSPKEEKDYARTSVVVPDVVPTMLPTDIPIPVPVV*

NbL16g02480.1 40S_ribosomal_protein_S3−2−like [MW = 31.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MSFLFGKRKTPAELLRENKRMLDKSIREIERERQGLQTQEKKLIAEIKKSAKQGQMGAVKVMAKDLIRTRHQVEKFYKLKSQLQGVSLRIQTLKSTQAMGEAMKGVTKAMGQMNRQMNLPALQRIMQEFEMQNEKMEMVSEVMGDAIDDALEGDEEEEETEELVNQVLDEIGISMNNELVNAPSSAVAAPAAKNKVAQAEASEHDDGGIDSDLQARLDNLRKM*

NbL16g02460.1 vacuolar_protein_sorting−associated_protein_2_homolog_1−like [MW = 25.12 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
FFTLSLSLSLSNSSSSAFSLSIWLLLAGNHHYLHSGTDYNPLNYILVSISMAVFPNSRFVFYALFFASILSQYQVLSEPTEEKQALLAFLSQIPHANRVQWNSSSSACTWFGVECDPTNSFVYSLRLPAVGLVGQIPANTLGRLSQLRVLSLHANRLSGSLPSDFSNLELLRSLYLQNNRFSGGFPESLIGLTRLNRLDISSNNFSGNIPFSINNLTHLTGLLLHNNGFSGNLPSINPSGLVDFNVSNNQLNGSVPTTLSKFPASSFTGNIDLCGGPLPPCTPFFPSPSSSPSPSDVEHKFKRSKKLSTAAIVGIAVGSGLGLLILLLFLFLCLRRKLTKKESTIKTQKPPTTTAAAFTGAGEAGTSSSKDDLTAEGERNKLVFFNGGGGYSFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVVVTRKEFEQQMDVLGKMKHENVLPLRAFYYSKDEKLLVSDYVPAGSLSSLLHGSRGSGRTPLDWDSRMRIVLSAARGISYLHISGKIVHGNIKASNVLLKQDNNQDYACVSDYGLNPLFSTTATPVNNHRVAGYRAPEVLETRKVTFKSDVYSFGVLILELLTGKAPNQASLGEEGIDLPRWVQSVVREEWTAEVFDVELMRYHNVEEEMVQLLQIGMACVAIVPDQRPTMVEVVRMIEEMNRDDGLRQSSDDPSKGSESQTPPQESRDSPRGVTP*

NbL16g02390.1 probable_inactive_receptor_kinase_At2g26730 [MW = 77.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01253 Translation initiation factor SUI1

Protein sequence:
MAEKPQPVEVLYCGVCGLPAEYCEFGCEFEKCKPWLIQNAPDLYPDLLKDANGKDADKVSDQLQSTSISEGSSTSKQEEVKRLPGGKIKKKERQEIVIEKVTRNRRKSITTIKGLDLFGVKLSDASKKLGKKFATGASVVKGPTEKEQIDVQGDISYDIVDFITETWRDVPASAVFFIEDGKKVPAM*

NbL16g02310.1 translation_machinery−associated_protein_22−like [MW = 20.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF00988 Carbamoyl−phosphate synthase small chain, CPSase domain

Protein sequence:
MDCSIRIQNPLSTTTITSALFSNKKTANFRVFAVRCSSKTLSSDGAASGLVERPWKVADARLVLEDGSIWKAKSFGASGTQVGEVVFNTSLTGYQEILTDPSYAGQFVLMTNPHIGNTGVNFGDEESMQCFLAGLVIRSLSISTSNWRCKETLDEYLAKRNIMGIYDVDTRAITRRLRQDGSLIGVLSTENTKSDEELLKMSRTWDIVGVDLISGVSCKSPYEWIDRTASDWEFNVNGRNKTFNVVAYDFGIKHNILRRLASYGCKITVVPSTWPASETLKMKPDGVLFSNGPGDPSAVPYAVETVKELIGKIPVFGICMGHQLLGQALGGKTFKMKFGHHGGNHPVRNLRNGCVEISAQNHNYAVDPESLPEGVEVTHVNLNDGSCAGLASSKMKLMSLQYHPEASPGPHDSDPVFAEFIQLMKQEKVKA*

NbL16g02290.1 carbamoyl−phosphate_synthase_small_chain_chloroplastic [MW = 47.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01301 Glycosyl hydrolases family 35 PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MLRTNVLLLLFLVICSLVVSLVKATVSYDDRAIIINEQRRILISGSIHYPRSTPEMWPDLIQKAKDGGLDVIETYVFWNGHELSPGKYNFEGRYDLVKFIKLVQKAGLYVNLRIGPYVCAEWNFGGFPVWLKYIPGMEFRTDNQPFKVAMQGFVQKIVNMMKSEKLFEPQGGPIIIAQIENEYGPVEWEIGAPGKAYTKWTAQMAVSLKTGVPWIMCKQEDAPDPVIDTCNGFYCEGFRPNKPYKPKMWTEVWTGWYTKFGGPVPQRPVEDIAFSVARFVQNNGSFFNYYMYHGGTNFGRTSSGLFIATSYDYDAPLDEYGLLNEPKYGHLRDLHKAIKLCEPALVSSYPIVTKIGNNQEAHVYRSKSGNCAAFLSNYDSKYSVKVTFQNKPYDLPPWSISILPDCKTAVYNTAKVSTRSSSIKMTSTGSGLSWQSYNEETPTADDSDTLSANGLWEQKNVTRDSSDYLWYMTDVNIASGEGFLKYGKDPYLTVMSAGHVLHVFINGKLSGTVYGTLDNPKLTYSGNVKLRAGINKISLLSVSVGLPNVGVHFDTWNAGVLGPVTLSGLNEGKRDLTKQRWSYKVGLKGESLSLHTLSGSSSVEWIKGSLVAQKQPLTWYKATFNAPGGNDPLALDMASMGKGEIWINGEGVGRHWPGYIAQGDCGKCNYAGTFNEKKCQTNCGQPSQRWYHVPRSWLKPSGNLLVVFEEWGGDPTGISLVRRSR*

NbL16g02270.1 beta−galactosidase−like [MW − SP = 78.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
MGFLKWVVAFFSLCTYLATPTLSDSLLNKEELANISANFLNLAKRTDLFDWMVKIRRTIHENPELGFEEFETSKLIRNELDKMGIFYKYPVAVTGVVGFIGSGKPPFVALRADMDALPIQEEVEWEHKSKIPGKMHACGHDAHVAMLLGAAKILQEQRDDLQGTVLLVFQPAEEGGGGAKKMLESRILDNVDAIFGLHISVVHPIGTVTAKSGPILAGSGFFEAVINGKGGHAAIPQHTIDPILAASNIIVSLQHLVSREADPLDSQVVTVGKFKGGGAFNVIPDSVTIGGTFRAFSKESFTQLKQRIVEVITRQAAVQRCNATVNFDTNNKPFYPVTVNDKTLHEHFKNVAGQMLGTEKIRELKPLMGTEDFSFFAEAIPGYFYFVGMTDETKGRFESGHNPLYRVNEDALPYGVALHASLATTYLLDHQLKVTTQDRNVHDEL*

NbL16g02040.1 IAA−amino_acid_hydrolase_ILR1−like_4 [MW − SP = 46.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MYRIASFRLSSLKARQVNRVLTRFSSSAAVATKPSGGLFSWLTGEKSSQQPPLDFPLNDVKLSPPLPDYVEPGKTEITTLANGLKVASETSVNPAASIGLYVDCGSIYETPASYGATHLLERMAFKSTLNRSHLRIVREIEAIGGNVTASASREHMIYTYDALKTYVPQMVEMLVDCVRNPAFLDWEVVEQLEKVKAEISEYSKNPQHLLLEAVHSAGYAGPYGNSLMATEATINRLNSTVLEEFVAENYTAPRMVLAASGVEHGELLKIAEPLLSDLPKVATSEVPKPVYVGGDYRRQADAEMTHFALAFEVPGGWMSEKESMTLTVLQMLMGGGGSFSAGGPGKGMYSRLYLRVLNQHPQIQAFSAFSSIYNDTGLFGIQATTTSDFGPQAVDVAVKELIAIANPGEVDQVQLDRAKQSTKSAILMNLESRMVASEDIGRQLLTYGERKPVEHFLKAIDAVSAKDIASVAQKLISSPLTMASYGDVLSLPSYDAVSNRFHSK*

NbL16g01990.1 mitochondrial−processing_peptidase_subunit_alpha [MW = 54.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00235 Profilin

Protein sequence:
INSDDEFRHIPHTHILSKKHHRKINMSWQTYVDEHLLCDIEGNHLTAAAIVGHDGAVWAQSSNFPQFKPEEIKAIMNDFEEPGTLAPTGLHLGGTKYMVLQGEAGVVIRGKKGPGGITIKKTNMAILIGIYDEPMTPGQCNLVVERLGDYLLEQGF*

NbL16g01960.1 profilin−1−like [MW = 17.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MIRGFRVIIFSTSLLLLILGICRASRVGVCYGRNADDLPTPDKAVQLIQLHNIKYVRIYDSNIQVLKAFANTGIELMIGIPNSDLLAFAQFQSNANTWLKNSILPYYPATKITYITVGAELTEAPNSTSALVIPAMQNVLTALRKAGLHKRIKISSTHSLGVLSRSFPPSAGAFNSSHAFFLKPMLEFLAENQSPFMIDLYPYYAYRDSSNNVSLDYALFEASSEVIDSNTGLLYTNMFDAQLDAINYALMGLNFKTVNIMVTETGWPSNGSPKETAATPDNAQTYNTNLIRHVINNTGTPAKPGVAIDTYVFSLFNENRKPGLASERNWGLFFPDQTSVYNLDFTGKGAIDVTTDGNATSSNGTWCIASSSVSEADLQNALSWACSSGNVDCSAIQPSQPCFEPDNIASHASYAFNSYYQQNGATDIACSFGGVGIRTNKNPSYDNCLYETTGGKKAIATNATASPTKSSSSHRRSSQWTQHILLAFPLFLLVLF*

NbL16g01950.1 glucan_endo−13−beta−glucosidase_13−like [MW − SP = 51.37 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00750 tRNA synthetases class I (R)

PF03485 Arginyl tRNA synthetase N terminal domain
PF05746 DALR anticodon binding domain

Protein sequence:
MSSIILSLKLPPLLSLSPPPSAQLLNSNFSPFSLNSRILIATSRRFFGAVEVSSRTISTMETDKESIGSLKQQLAKLFEESLRAAFPDISDVQPLVAICNDPKNGDYQCNNAMSLWNKIKGKGTQFKGPQPVGKAIVENLPASDMIENCSIAGPGFINIVLARQWIAKSVQKMLIDGIETWAPKLPVKRTVVDFSSPNIAKEMHVGHLRSTIIGDTLARMLEFSNVEVLRRNHVGDWGTQFGMLIEFLFEKFPNWEAGSTPEIGDLEAFYKASKQRFDIDPDFKERAQKAVVSLQGGDEKYRKAWAQICEISRKEFQKVYERLGVHLEEKGESFYNPYIPKALELLNEKGLIEESEGARVIFIERKKIPLIVVKRDGGFNYASTDLTALWYRLSEEKADWMIYVTDVGQREHFEMFFSAAKRAGWLPSNENDYPKASHVGFGLVLGEDGKRFRTRSTEVVKLVDLLDEAKSRCKLALEERGKAKEWTAEELDQTAEAVGYGAVKYADLKNNRLTNYTFNFDQMLSDKGNTAVYLLYAHARICSIIRKSSKDIEELKKSGAMGLAHQDERMLGLHLLQFPEIVEEACTNLLPNLLCEYLYKLSEDFTKFYTNCQVVGSDEETSRLLLCEATALVMRKCFHLLGITPVYKI*

NbL16g01930.1 arginine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 73.29 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02225 PA domain

PF04253 Transferrin receptor−like dimerisation domain
PF04389 Peptidase family M28

Protein sequence:
TISAKIQESTISTLCKNLLTNSNNLIQMYNLAIYTFIAIATSISFLFLPCPPKPYYHSLFISDSFSDNSSIANNLYILTKRPHVAGSKANAEAAKYVLSILSSCNIKSHVTSYDVALTYPVSRSLILTPSSSEKPIEFGLFQEIYENDPYADVANEVLPTFHAYARSGNATGPMVYANYGRVEDYATLFEMGVNVSNTVVLARYGKIYRGDIVHNAYAAGAIGVLVFTDKKDYGGAKWFPDDKWMPPSGVQVGSVYDGTGDPTTPGWPSTGECERLTNKEVGDSGNVPLIPSLPISSADGDAIIRTIGGKEANVDWQGGKDSPIYRVGPGPAIANLSYEGQQVISTIQNVIGVIEGEEEPDRFVILGNHRDAWTFGAVDPNSGTAALLEIAQRLEKLQRKGWRPRRTIVLCNWDAEEYGLIGSTEWVEENREMLASRVVAYLNVDCAVQGGHFRASANPQLDELIIQVSQQIKDPDNSSQTIYQSWLDSGNDTTVKLGRLGGAGSDYAAFVQHIGIPALDLSFGDGYPVYHSMYDDFVWMKKFGDPMFHRHVAVASFWGLLALRLADDEILPFNYLTYAYELQKSAVQLEAEISENGIKLVPLYVSIEKFRKAAIRIEDDVKAVKAKRSWESLRELNDRLIMTERAFTDKDGLPSRTWYKHLIYAPARHDDYGSNSFPGVSDAIEKARSLNSTDSWRSVQHEVWRVARAITQASLVLIGRLT*

NbL16g01910.1 probable_glutamate_carboxypeptidase_2 [MW = 79.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MVRIIPMASSIRPSLSSLNKFSGSSRFCVSLLSHNSQRKFGSFHLGSAVPQLQSFGLKASNLLRDKGGSFSVIAAGNMAQASTTTTQENVLEWVKQDKRRMLHVVYRVGDLEKTIKFYTECLGMKLLRKRDIPEERYTNAFLGYGPEDSHFVIELTYNYGVDKYDIGSGFGHFGIAVEDVSKTVELVKAKGGKVSREPGPVKGGKTVIAFIEDPDGYKFELLERGPTPEPLCQVMLRVGDLDRAINFYEKAYGMRLLRTRDNPEYKYTIAMLGYGPEDSSAVMELTYNYGVTEYDKGNAYAQIAIGTDDVYKTAEAIRLCGGKITREPGPLPGISTKIVACLDPDGWKSVFVDNVDFLKELE*

NbL16g01720.1 probable_lactoylglutathione_lyase_chloroplastic [MW = 40.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00378 Enoyl−CoA hydratase/isomerase

PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain
PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
HPSLSDSANPQYCSLSSSFPFIFCFTEFPNFVPSELTAVQMAEVKVTMEVGTDGVAVITISNPPVNALAIQIFAGLKEKWNEAAKRNDVKAIVLTGHGGRFSGGFDINVFQKVHTTGDISILPGVSVDLVVNTMEDGKKPAVAAVEGLCLGGGLELALGCHARIAAPRTQLGLPELSLGVLPGSGGTQRLPRLIGLSKAIEMMMTSKPIMSEEGKKLGLIDAIVPSKELLKVARQWALDIAERRKPWVCSLHRTDKIGSLSEAQEVLKSSRQQVKQTARNMPQHLACLDVIEEGIVHGGYNGVLKEAKVFEDLVLSDTSRGLVHVFFAQRATSKVPNVSDIGLKPRPTKKVAIIGGGLMGSGIATALVLSNIFVILKEINPEYLQKGIKAVEANIRGLVARKKLQQDKASKALSIVKGVLDYSEFKDVDMVIEAVIENVPLKQQIFSDIEKVCPPHCILATNTSTIDLNLIGEKTRSQDRIIGAHFFSPAHVMPLLEIVRTEKTSAQAILNLMAVGKSIKKVPVVVGNCTGFAVNRTFFPYAQSAHILANLGVDVYRIDSQITSFGLPIGPFQLQDLAGYGVAVATGKEFASAFPDRTFKSPLLDLLIKSGRNGKNNGKGYYIYKKGEKPKPDPSVLPIIEESRRLTNIMPGGKPISVTDQEIVEMILFPVVNEACRVLEDGVVVRASDLDVASVLGMSFPSYRGGIVFWADTVGAGHIYKSLKKWSELYGNFFKPSRFLEERAANGIPLSAPASTPSSSSRSRM*

NbL16g01600.1 peroxisomal_fatty_acid_beta−oxidation_multifunctional_protein_AIM1 [MW = 82.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MVQSNGNLESHFQIPKIKFTQLFINGEFVDSVSGNTFGTIDPRNEELIARIAEGDKADIDLAVKAAREAFDNGPWPRLSPMERRNIILKFADLIMEHAEEIAALDAIDAGKLFAAGKTIDIPSAAQFMRYYAGAADKIHGTTLKMSRDIQGYTLLEPIGVVGHIIPWNFPTQMFVMKVGPALAAGCTMVVKPAEQTPLSALYYAQLAKQAGVPDGVINVVTGFGSTAGAALCSHMDVDKISFTGSTEVGRLVMQAAALSNLKPVSLELGGKSPFIVFDDVDVDKVAPLAMIGILYNKGEVCVAGSRLFIQEGIYDKFVKKLVEITKTWVVGDPFDPNSHQGPQVDKKQFERVLSYIEHGKREGATLLTGGNTLDRKGYFVEPTIFADVEDHMIIAKEEIFGPVLSVMKFKTVEEVIKRANCTQYGLAAGVMTNNLNIANTVSRSIRAGVIWINCYFAFDPDCPYGGYKSSGFERDLGMEGLHKYLQVKSVATPIHNSPWL*

NbL16g01450.1 aldehyde_dehydrogenase_family_2_member_C4 [MW = 54.59 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01883 Iron−sulfur cluster assembly protein

PF06155 Gamma−butyrobetaine hydroxylase−like, N−terminal
PF10609 NUBPL iron−transfer P−loop NTPase

Protein sequence:
MTQLLQAPSSPTLTFHHSTSQPKAGLYVAEKSFLQSTQRHVRSLNISCTCSTLSSFTAKAASNGACASTVSGQTAESEVLKALSQIIDPDFGTDIVSCGFVKDLLVDEDLGEVSFRLELTTPACPIKDMFEQKANEVVAALPWVKKVNVTMSAQPAKPMYAGQLPAGLQTISNVIAVSSCKGGVGKSTVAVNLAYTLADMGARVGIFDADVYGPSLPTMVSPENRILEMNAEKRTIIPTEYMGVKLVSFGFAGQGRAIMRGPMVSGVINQLLTTTEWGELDYLVIDMPPGTGDIQLTLCQVVPLTAAVIVTTPQKLAFIDVAKGVRMFSKLKVPCVAVVENMCHFDADGKRYYPFGRGSGSQVVQQFGIPHLFDLPIQPTLSASGDSGMPEVVADPQGEVSRTFQELGVCIVQQCAKIRQQVSTAVSYDRSIKAIKVKVPDSDEEFYLHPATVRRNDRSAQSVDEWTGEQKLQYSDIPDDIEPEEIRPLGNYAVEITWPDGFNQIAPYDQLQMMERLVEVPQLTPA*

NbL16g01430.1 fe−S_cluster_assembly_factor_HCF101_chloroplastic−like [MW = 57.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MAKTFLLFTILPLLFTISLSSAIPNPTPSEAHRELIKYGFPIGLLPQNVNGYALNKTSGNFVVSLGATCKITLPPDNYLATYSKKITGKIVENRIAELDGISVRAFFKWWGITGIRSSGENLVFEVGMVTAKYPSKNFDESPECEGKKHSSS*

NbL16g01420.1 uncharacterized_LOC107801219 [MW − SP = 14.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKEKTQAPISSLCFLLFFYLSLLILAFSQHTNAEFKVSESGPLTDFEAQYIKHRQLLYYRDEFGDRGEKVTIDPSFVFENNRIKNAYIALQAWKQAIISDPFNLTENWVGPNVCNYTGMFCAPAIDNPKIRTVAGIDLNHGDIAGYLPEELGLLVDLGIFHINSNRFCGTIPKKFKNLKILFELDLSNNRFAGKFPYVVLSLPKLIFLDIRFNEFEGNVPSQLFDKPLDAIFINHNRFMFELPDNFGNSPVSVIVLANNKFHGCLPASIGNMSNLNEVIMMNNGLRSCLPTEIGMLKNLTVFDVSFNQLMGPLPEKFGELVNLEQLNVAHNMLSGSIPKSICQLPKLENFTYSYNFFTGEPPVCLGLPEFDDQRNCLPNRPVQRSPAQCKAFLSKRIHCGAFKCHKFIPALPPPPPLSPPLPAPPPPVVVPISPSPPVLSPPPPPPSPPPPVYSPPPP

NbL16g01390.1 leucine−rich_repeat_extensin−like_protein_4 [MW − SP = 47.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MALPNQQTVDYPSFKLVIVGDGGTGKTTFVKRHLTGEFEKKYEPTIGVEVHPLDFFTNCGKIRFYCWDTAGQEKFGGLRDGYYIHGQCAIIMFDVTARLTYKNVPTWHRDLCRVCENIPIVLCGNKVDVKNRQVKAKQVTFHRKKNLQYYEISAKSNYNFEKPFLYLARKLAGDANLHFVESPALAPPEVQIDLAAQQLHEQELLQAAAQPLPDDDDEAFE*

NbL16g01280.1 GTP−binding_nuclear_protein_Ran−B1 [MW = 25.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01126 Heme oxygenase

Protein sequence:
MASITPLSQSQPLYEKTQFTLLKTPQNQFCSIPFSRFTQSSKLSLKKSRMVVVSATTAAEKSNKRYPGEAKGFVEEMRFVAMKLHTKDQSKEGEKEPEGQPMAKWEPSVEGYLKFLVDSKLVYDTLEKIMEKAPFSEYAEFRNTGLERSEALAKDLEWFRLQGYAIPEPSAPGLNYARYLEELSEKDPQAFICHFYNTYFAHSAGGRMIGRKVAEKILNKKELEFYKWDGDLSQLLQNVREKLNKVAENWTREEKNHCLEETEKSFKFSGEILRLILS*

NbL16g00840.1 oxygenase_1_chloroplastic−like_(LOC107792958)_mRNA_HQ690822.1_Nicotiana_tabacum_heme_oxygenase_1 [MW =
32.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
FTVSFLVCLLLFFWGEKLVWWKMASSVEKNEVVSIELPAPPGWKKKFLPKTGGTPKKNEIVFTAPTGEELTTKKQLEQYLKSHPGGPSVAEFDWGTGDTPRRSSRISEKAKVSPSPAESEPAKKRSRKSSASKKDSNEVPEETEAAKDDDMEEAEEHEKDTVAVEAEKDVEQKQDENQDETQDGESELEKKEEAEATEKDVSEKDEIKSSENDGKKDESQNADGKVEDAPSEETQVEKDVEMADNVGHSKDVEEAPGDKVADDLEATKTNEEEKDVPVEEKVANSLLKQ*

NbL16g00780.1 methyl−CpG−binding_domain−containing_protein_11−like [MW − SP = 28.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATVCLSNPKSFLPSLQSSSLSNLNVQKINVKRQLIMCKAENNVPNFNNLIISKRSLSISIASSLLLSLAGNGFFNANAAILEADEDDELMEKVKRDRKKRLERQGIINSSTKEKGYLQDLVYKLSIVGQAIEKNDLSAASSVLGQSTDADWVQKVNSAFNKFSGSDEEKTEIDSFNSSLSFLVSSVTKNDIEGTKTAFLASASAFEKWTTLTGLIEELKGL*

NbL16g00770.1 thylakoid_lumenal_16.5_kDa_protein_chloroplastic−like [MW = 24.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14547 Hydrophobic seed protein

Protein sequence:
TNHQFTSYLYNTILFVPKPQPIPSCLSFPHMKMESSKIKCLLFISMLFLSSFTPILGCGYCGKPSHKHKKPKTTSPSIKPPINLPPIGIPPVTVPPIVKPPINLPPVIPPVIKPPIGIPPVTVPPVVKPPINLPPVIKPPIGIPPVVKPPINFPPVVPPVIKPPIGIPPVTVPPVLKPPIGLPPIVKPPINLPPIGIPPVTVPPVITPSPKGKPCPSPPTTKATCPINTLKLGACVDLLGGLVHIGIGDPVVNECCPILHGLVELEAAACLCTTLKIKLLNLKIFVPLALQLLVTCGKTPPPGYTCSL*

NbL16g00730.1 repetitive_proline−rich_cell_wall_protein_1−like [MW = 32.45 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MLFHLLFSSSVVFLTLIDKGNAGITSSFIRNEWPSVDIPLDNEVFAVPKGYNAPQQVHITQGDYEGKSVLISWITPDKPGPSQVRYGLSEGKYEFTAEGSVTNYTFYNYTSGYIHQCFLDGLEYDTKYYYEIGSGNSARKFWFETPPKVDPDASYKFGIIGDLGQTYNSLSTLQHYMDSGAKSVLFVGDLSYADRYKYHDVGVRWDTWGRFVEQSAAYQPWIWSAGNHEIEYMPYMGEVTPFKSYLYRYPTPYQASKSSSPLWYSIRRASAHIIVLSTYSPFVKYTPQWKWLREELKNVDREKTPWLIVLMHVPIYNTNVAHFMEGESMRSVFEGWFVEHKVDVIFAGHVHAYERSYRVSNIHYNVSSGDPYPVPDKAAPVYVTVGDGGNQEGLASTFRDPQPDYSAFREASYGHSTLEIKNRTHALYHWNRNDDGKKVKIDSFVLHNQYWGSNHQRRKLNKNHLHSVILNRASTAQL*

NbL16g00670.1 bifunctional_purple_acid_phosphatase_26−like [MW − SP = 52.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03030 Inorganic H+ pyrophosphatase

Protein sequence:
MGATILPDLGTEILIPVCALIGIGFALVQWVIVSKVTVSTDKLSSASGDGKHGSYAEALIEEEEGINDHSVVNKCAEIQNAISEGATSFLFTEYQYVGVFMVAFAILIFLFLGSVEGFSTKSQACTYDSSKMCKPALATAVFSTISFLLGGVTSVVSGFLGMKIATYANARTTLEARKGVGKAFIVAFRSGAVMGFLLAANGLLVLFIAINLFKLYYGDDWEGLFEAITGYGLGGSSMALFGRVGGGIYTKAADVGADLVGKVERNIPEDDPRNPAVIADNVGDNVGDIAGMGSDLFGSYAESSCAALVVASISSFGVNHELTAMLYPLLVSSVGILVCLLTTLFATDFFEVKAVKEIEPALKKQLVISTVLMTFGIALVSWIALPSTFTIFNFGIQKEVQSWQLFLCVGVGLWAGLIIGFVTEYYTSNAYSPVQDVADSCRTGAATNVIFGLALGYKSVIIPIFAIAVSIFVSFSFAAMYGIAVAALGMLSTIATGLAIDAYGPISDNAGGIAEMAGMSHRIRERTDALDAAGNTTAAIGKGFAIGSAALVSLALFGAFVSRAGISTVDVLTPKVFIGLLVGAMLPYWFSAMTMKSVGSAALKMVEEVRRQFNTIPGLMEGTAKPDYATCVKISTDASIKEMIPPGALVMLTPLIVGILFGVETLSGVLAGSLVSGVQIAISASNTGGAWDNAKKYIEAGASEHARTLGPKGSDPHKAAVIGDTVGDPLKDTSGPSLNILIKLMAVESLVFAPFFATHGGLLFKIF*

NbL16g00610.1 pyrophosphate−energized_vacuolar_membrane_proton_pump [MW = 80.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02847 MA3 domain PF02854 MIF4G domain

Protein sequence:
MQADQTVISLRPGGGGGNRSRVLVGPRFETSSSTINSDLLRPHVGSFKTGDRFESHERVQYTRDQLLQLREVVTQQLPEVILQIKQEIEAELFGEDASRGRVDSNVQVQSQGRYSEPDNRDWRNRSTQSAPIEERSWEALRENREFGGRFDSRQQEANQYNRQEQLSSQFGRANISANQGGGPAPTLIKAEVPWSVRRGTLSDKDRVLKTVKGILNKLTPEKFDLLKGQLIDSGITSADILKGVISLIFDKAVLEPTFCPMYAQLCSDLNGKLPPFPSDEPGGKEITFKRVLLNNCQEAFEGADQLREEVRQMTAPEQDLERKDKERLIKLRTLGNIRLIGELLKQKMVPEKIVHHIVQELLGQDPKSCPEEENVEAICQFFNTIGKQLDEKQISRHINDTYFNRLKELSTNPQLASRLRFMVRDVLDLRANNWVPRREEVKAKTINEIHWEAEKSMGLRPGATASIRNARAIPSGAQGNLAAVGFRPGTGGMMPGMPGVRKMPGMPGMDNDNWEVQRSRSMPRGVQPPLIGKSPSLNTRQLPQGSGGIISGRSSALLQGSGGPPIRPSGYASAMEPVPQVPGPVRPSPATTVPSVAEKPRAPAARSNPEELKRKTVSLLEEYFNVRLLDEALQCIEELKSPDFYPEVVKETISLGLDKSPPRVEPVAQLLEYLFAKKVFTAIDLATGCVNFASLLDDLAMDLPKAPANFGEIVAKLVLTGVVDFKLVHEILKKVTDDLYQKDLFVAITGVITSSPAGQGVVDSQAPDIEACKNLLQ*

NbL16g00550.1 eukaryotic_translation_initiation_factor−like [MW = 86.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MKINIKESTMVKPSKPTPTKKLWNSNLDLIVGRIHLLTVYFYKSNEISPNFFDFRIMKEALSNVLVSFYPMAGRLAKVNNNEKERIEINCNREGVLFIEAEIDEFIDYFGDDFTPSLEIKKMLIPNIDTSGDISSFPLVIFQVTRFKCGGVSIGCGVFHTLSDGISSLHFINTWSEVARGLSVTVSPFIDRSLLRARDPPTPSYKHVEYHPPPTLKSSSEHVHGQVNGPKFSTTAMFKITSDQLTLLKTKSKHEGSRYEVLAAHIWRCTCKARALDDDQLTKLHVATDGRSRLFPPLPPGYLGNVVFTATPIAKSGEILSEPLMNTAQRIHTALARMDDEYLRSAIDYLELQTDLSKLIRGPTYFASPNLNINSWTRLPVHDSDFGWGKPVHMGPACILYEGTVYILPSPSDDKNLRLAVCLDADHMPLFEKYLYDF*

NbL16g00540.1 shikimate_O−hydroxycinnamoyltransferase−like [MW = 49.28 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00883 Cytosol aminopeptidase family, catalytic domain PF02789 Cytosol aminopeptidase family, N−terminal domain

Protein sequence:
MAALRVFSVASTSTSSSSFHCYPSVFTKFKSSPTWAVSFSVTPLLCSRRAKRMAHSIARATLGLTHPNQIEAPKISFTAKEIDLVEWKGDILAVGATEKDLARDENSKFQNPTLQKLDSKLGGLLSEASSEEDFSGKSGQSTVLRLPGLGSKRIALVGLGSSVSSTAAYRSLGEAVAAAAKSAQASNIAVALASTDELSAESKLSSASAIVTGATLGIFEDNRFKSESKKLTLKSLDILGLGTGPEIEKKLKYAEDVCAGVIFCRELVNAPANVLTPAVLAEEAKKIASTYSDVLSAKILNVEQCKELKMGSYLAVGEASANPPHFIHLCYKPTGGEIKKKLALVGKGLTFDSGGYNIKTGPGCLIELMKFDMGGSAAVLGAAKALGQIKPAGVEVHFIVAACENMISGTGMRPGDIVTASNGKTIEVNNTDAEGRLTLADALVYACNQGVEKIVDLATLTGACIVALGPSIAGVFTPSDDLAKEVAAASEVSGEKLWRMPLEESYWETMKSGVADMVNTGGRQGGAIVAALFLKQFVDEKVQWMHIDLAGPVWNDKKKNATGFGVSTLVEWVLKNSTN*

NbL16g00490.1 leucine_aminopeptidase_2_chloroplastic [MW = 60.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHHFESKADAGASKTYPQQAGTIRKNGYIVIKGRPCKVVEVSTSKTGKHGHAKCHFVAIDIFNGKKLEDIVPSSHNCDVPHVNRTDYQLIDISEDGFVSLLTENGNTKDDLRLPTDEALLSQVKGGFEEGKDLVLSVMSAMGEEQINAVKDIGTKN*

NbL16g00460.1 eukaryotic_translation_initiation_factor_5A−1/2 [MW = 17.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I

Protein sequence:
MASIIVPPSSSKSSFIQINAKNTSLSPHTHQKTLAFPILPGSGGSALRIRSEKLLKRTPFALSQNSSATCIELSDTNKRTKSPIIVIDNYDSFTYNLCQYMGELGCNFEVYRNDELTVDELKKKNPRGILISPGPGAPQDSGISLQTVLELGPTVPLFGVCMGLQCIGEAFGGKIVRAPYGVMHGKSSPVYYNEGGEDGLFAGLSNPFTAGRYHSLVIDKDTFPKGALEITAWTEDGLIMAARHKVYRHLQGVQFHPESIITTEGMTIVRNFVKMIERKEEAEAQD*

NbL16g00370.1 anthranilate_synthase_beta_subunit_1_chloroplastic−like [MW = 31.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08212 Lipocalin−like domain

Protein sequence:
MATKLMEVVKKLDVEKYMGRWYEIASFPSRFQPKNGVNTRATYTLNSDGTVHVLNETWCDGKRGYIEGTAYKADPKSDEAKLKVKFYVPPFLPIIPVTGDYWVLHIDENYHYALIGQPSRNYLWVLCRQNYLDDEMYNQLVEKAKEEGYDVSKLHKTPHTNPPPEDDDAPKDTKGIWWIKSILGK*

NbL16g00260.1 temperature−induced_lipocalin−1−like [MW = 21.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase PF09353 Domain of unknown function (DUF1995)

Protein sequence:
RIFVVVVNRLISDIVFPPNQGVSSSMALASVTMNFPFISTHNNYHNLSSTPIFSPLCTNNNNPSSNFSPSSSLNYIHLSSSTVYSKQLTNSQYVHKPTQFRKNHKIKVICARGEPLKVMISGAPASGKGTQCELIVQKFGLVHISTGDLLRAELSAGTDIGNKAKEYMNSGRLVPDEIVTAMVTARLSREDAKEKGWLLDGYPRTLAQAESLERLNIRPDIYIVLDVPDEILIDRCVGRRLDPLTGKIYHVTNFPPETEEIKVRLITRPDDTEEKVKSRLQIYKKNAEAILPVYLDIMNKVDGNRGKDAVFEEIDSLLSLVQKEEEDANKLEKSEITSTQVDMASSGKDWRGIPTRLNNIPHSREIREYFYTDVLQATQRAVNDGKTRLKIEISIPELNPATDVYRIGTLMELIRVLALSFADDGKRVKVCVQGSMGDGALAGMPLQLAGSRKILEYMDWGDYGALGTFVNIGSIGGKEVEKQDDLFILVAPQNAVGNCIIDDMRAMTDAAGSRPVILVNPKLKDLPGSSGIMQTMGRDKRLEYAASFEICYHFRLLYYAGTQYPIMGALRMSYPYPYELYKRVDESPGKEKYVALATFASRPSIDEMNNAFEGKSRNQEKKAEGFWGFLSGIL*

NbL16g00210.1 adenylate_kinase_5_chloroplastic−like [MW = 70.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16543 DRG Family Regulatory Proteins, Tma46

Protein sequence:
MPPKQSKADLAKKQKVVEDKTFGLKNKNKSKNVQKYVQSLKQNAVPKPDPKKLDAKKKKEEEKAKEKELNELFKVAISQPKVPLGVDPKSILCEFFKAGQCAKGFKCKFSHDLNVQRKGEKIDVFSDKRDEDGKETMEDWDQETLEKVVASKSQEYNKNKPTDIVCKYFLEAVEKKQYGWFWVCPNGGKECHYRHALPPGYILKSQMKALLQEEADKMPIEEEIDEQRAKLTASTPLTTELFMEWKKKKMEEREASLAKQRADRAKNDRMSGRELFMSDASWFVDDVGAYDKYERDEESGEPPKDTARDEASSSMPARNIDDGGEASHNNEVNDNYDDDDDDDDDDDDDLDVDELNELEATLSKTSLQINEPGGHA*

NbL15g25260.1 zinc_finger_CCCH_domain−containing_protein_11−like [MW = 42.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family PF14374 60S ribosomal protein L4 C−terminal domain

Protein sequence:
MATAAAIPTTTVQALENDMATDGAVPLPAVMKAPIRPDVVTYVHSNISKNARQPYAVSKKAGHQTSAESWGTGRAVSRIPRVPGGGTHRAGQAAFGNMCRGGRMFAPTKIWRRWHRKIPVNQKRYAVASAIAASSVPSLVLARGHRIETVPELPLVVSDSIEGIEKTNNAIKALKQVGAYPDAEKAKDSHAIRPGKGKMRNRRYFCRKGPLIVYGTEGAKLVKAFRNIPGVEICHVDRLNLLKLAPGGHLGRFVIWTKSAYEKLDSIYGSFDKPSEKKKGYLLPRPKMVNADLARIINSDEVQSVVRPIKKDVNKRATLKKNPLKNLNVLLKLNPYAKTARRMSLLAEAQRVKAKKEKLDKKRHQITKEEASAIRSASHSWYKTMISDSDYAEFDNFTKWLGVSQ*

NbL15g25240.1 60S_ribosomal_protein_L4−like [MW = 44.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF12819 Malectin−like domain

Protein sequence:
MESSFFFFFWFLFLLINGSQAQPGFVSLDCGGKDNFTDELGLEWTPDTQMISGDIANISVLNETRTQYMTLRYFPADNRKYCYTLDVIPRNRYLVRATFLYGNFDNNNFYPKFDISLGATRWATIVISDANTMEYQELIFLATDPSISVCLSNATTGQPFISTLELRRFNGSIYMNEFENDFFMSVSARINFGAESDDPVRYPDDPFDRIWASDTIKRANYLVDVAAGTERVSTKMPIDVNTVNGELPPQKAMQTAVVGRNGSLTYRLNLDGFPGFGWAFVYFAEIEDLDPSDTRKFRLVLPGDPDISKLVVNIQENAHGKYRLYEPGYFNLSLPFVLSFRFGKTADSTMGPLLNAMEINRYVKRTGGSLDGPVISSLISRYSSANWTSEGGDPCLPVPWSWIHCDSSILPRITSIKLSGKNLTGNIPPELTKLSGLVELWLDGNSLTGPIPDFTGCPNLQIIHFENNQLSGELPSSLEGLTSLKELYVQNNRLTGSVPSGLLNNGVILNYTGNINLRKGDNNHSRKKIIIGSTVGASALLLATIASCILLQKGKKSSPKQGRLEQNLPPQRFVSSFGDAATEAAHCFTLAELEEATRNFEKKVGSGGFGVVYYGKLKDGKEIAVKVLTNNSFQGKREFSNEVALLSRIHHRNLVQFLGFCQEDGKSILVYEFMHNGTLKEHLYGPQLPDRSINWIRRLEIAEDAAKGIEYLHTGCVPSIIHRDVKTSNILLDKNMRAKVSDFGLSKLAVDGASHVSSIVRGTVGYLDPEYYISQQLTDKSDVYSFGVILLELISGQEAISNEKFGLNCRNIVQWAKLHIESGDIQGIIDPALHNDYDIQSIWKIAEKALMCVQPHGSMRPSISEVIKEIQDAISIERGAEAVREGSSDDISRHSMHSSLHAGSMDLGASDHYLSIDESITRPTAR*

NbL15g25210.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g67720 [MW − SP = 100.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00164 Ribosomal protein S12/S23

Protein sequence:
MGKTRGMGAGRKLKSHRRRQRWADKSYKKSHLGNEWKKPFAGSSHAKGIVLEKIGIEAKQPNSAIRKCARVQLIKNGKKIAAFVPNDGCLNYIEENDEVLIAGFGRKGHAVGDIPGVRFKVVKVSGVSLLALFKEKKEKPRS*

NbL15g25120.1 40S_ribosomal_protein_S23 [MW = 15.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAANNYNRFLLLLLPLLLHIYYVRSELQFNYYSESCPRAEEIIKEQVAQLYHKHGNTAVSWIRNLFHDCMVKSCDASIYLDTANGQESEKNSPKNFGMRNFKYVETIKKALESECPNTVSCADIVALSARDGLLWLGGPRVEMRTGRKDSKESYLAEVENSIPNHNDSMSSVLSRFQSIGVDTEGTVALFGAHSVGRVHCVNLVHRLYPTVDPTLDPDYAKYLKGRCPTPNPDPEAVLYSRNDRETTMILDNMYYKNILNHKGLLIVDQELVSDPNTSPFVEKMAADNGYFHDQFARALVILSENNPLTGDQGEIRKVCRYVNSA*

NbL15g24940.1 peroxidase_21 [MW − SP = 33.75 kDa]
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Peptide counts over 4 repeats

1 218 435 652 1084

Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MADSSGKSHETVKNCKTEAAAAALDGKELTPEELEKKKKKEEKAREKELKKLKAAQKAEAAKKFVCIKAQGASNVSKTAKKKSSKREGEEENPEDYVDPETPLGEKKRLSRQMAKTFNPSAVEKSWYSWWEKSNFFVAEPNSSKPPFVIVLPPPNVTGALHIGHALTAAIEDTIIRWRRMSGYNTLWVPGMDHAGIATQVVVEKKIMRERNLTRHDIGRENFVSEVWNWKNEYGGTILQQLRRLGASLDWSRECFTMDEKRSKAVTEAFVRLSNEGLIYRAPRMVHWDCVLRTAISDIEVEYTDIKERTLLSVPGYEEPVEFGVLTSFAYPLEGGLGEIVVATTRIETMLGDTAIAIHPEDKRYSHLHEKFAIHPFNGRRLPIVCDEILVDMNFGTGAVKITPAHDPNDFEVGQRHKLEFISIFTDDGNISSNAGPNFEGMPRFKARVAVTEALKEKGLYRDAKNNEMRLGICSRSNDVVEPLIKPQWFVNCQSMAKQALDAVTDDDNRKMEIIPKQYVAEWKRWLENIRDWCISRQLWWGHRIPAWYVTLHDDKQKEFGVCDDHWIVARNEEEARDLACRKFSGKEIVGLTQDPDVLDTWFSSGLFPLSVLGWPDDTADFKTFYPTSVLETGHDILFFWVARMVMLGIKLGGDVPFTKVYLHPMIRDAHGRKMSKSLGNVIDPLEVINGIELAGLHKRLKEGNLDAKEFERAKEGQAKDFPSGIPECGADALRFALVSYTAQSDKINLDIQRVVGYRQWCNKLWNAIRFAMSKLGEDYTPPAKIVPREMPFSCQWIISALNKAIAKTVSSLESYDFSDAATAVYSWWQFQLCDVFIEVIKPYFACDNPEFVSARRFAQDTLWLCLDNGLRLLHPFMPFVTEELWQRLPASGNSIKKESIVISDYPSTIESWNNDSVEAEMEKVSSIVKGLRSKRALLPPKERFARREAFALCRTNDIVETIKSRELEICTLAALSSLKVSSNSEAAPTQWLTEVVDESVTVFLEEKGTTINPKDEVERLKKKREETRKQYENLNKVMSASGYKEKVPANVHEDNTSKLGVLKQELESFEENIERLRRQIEAL*

NbL15g24920.1 valine−−tRNA_ligase_mitochondrial_1−like [MW = 123.32 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00226 DnaJ domain

PF13432 Tetratricopeptide repeat
PF14559 Tetratricopeptide repeat

Protein sequence:
MEPLIKKLWSFDYFVAWRGFLFSALILNFVFACQFLFLQPLVSALETKPGDAAALFERVSQNVKVKKYSEALNDLNSAIEADPALSEAYWRRASLLRQLCRYDESERSYKKFLEMKPGDSAAEKELSQLHQSKSAFDSATNLLDTGDIIKALEYIDKVVLVFSPACSKAKLLKAKLLLSDKDYSSVISETGYILKEDEDNLEALLLRGRAYYYLADHDVALRHYQKGLRSDPEHGELKKAYFGLKSLLKKTKSAEDNASKGKLRVAVEEYKAALTMDPNHSAHNVNLHLGLCKVLVKLGRGKDAISSCTEALELDGELIDALVQRGEAKLLTEDWEGAVADLKEAAEKSPQDRNIREALMRAERSLKLSQRKDWYKILGVSKTASVSEIKKAYKKLALQWHPDKNVENREAAENKFREIAAAYEVLGDEDKRTRYDQGEDIDDMGSGMGGGGFNPFGGGGQQYTFHFEGGFPGGGFGGFHF*

NbL15g24890.1 dnaJ_protein_P58IPK_homolog [MW = 53.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MESRPKSLPPFMLFYCLLSSAIITVQSSFPKEALPTKSGYLTVNSTTGSAIFYTFYEAQKSSTKLNLSETPILIWLQGGPGCTSMLGNFYELGPYSVSSSFRHNVEHLSLDPNPGSWNRIFGLLFLDNPIGTGFSIASSPDEIPRNLHDVARHLFTATREFIALDPLFKTRPIYFTGESYAGKYVPAFGYYTVKKNAGLPKSRQLNLAGVAIGNGLIDPETQVGTHALSAYYSGLINEKQKTQMESLQKEAIQLAKNGNWSEATSARSKVLGTLTNMAGLATLYDFRRLKPYEDELVAKFLSNVEIKRALKANESIVFEVCSDLVGKALHEDVMKSSRYMVEFLVKNTKVLLYQGQCDLRDGVVSTEAWMKKMKWDGIEKFLEAERKVWRVNDGLAGYVQKWESLSHVVVMNAGHLVPTDQAVNSQVMIEDWVLEKGLFATGQIKQKPSNIGKSL*

NbL15g24880.1 serine_carboxypeptidase−like_50 [MW − SP = 47.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MSIFFGEQMAKDTEVGTEYAPKDYQDPPPAPLIDPEELGKWSFYRAIIAEFIATLLFLYITVLTVIGYKSQIDPDHKGEECGGVGILGIAWAFGGMIFVLVYCTAGISGGHINPAVTFGLFLARKVSLVRAIMYMLAQCLGAICGCGLVKAFQKAYYVKYGGGANTLNDGYTTGTGLGAEIIGTFVLVYTVFAATDPKRNARDSHVPVLAPLPIGFAVFMVHLATIPVTGTGINPARSFGAAVIYGKDKAWDDQWIFWVGPFIGAAIAAFYHQFILRAGAVKALGSFRSNA*

NbL15g24820.1 PIP2−1−like [MW = 31.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
NGPEISSIKHHISSAHKYPHKHYYILLTSTTGEKIFNLFCFKTLSSMASSASSLHFLSLTPQTLPLPKPTSQTTSLSFFSLPPSSLNLSLSSSSSFFSSRFVRKVTLSDFDQIEDVEDGDDGVEEERNFSPDLKIFVGNLPFSADSAALAELFERAGNVEMVEVIYDKLTGRSRGFGFVTMSSKEEVEAACQQFNGYELDGRALRVNSGPPPEKRENSSFRENSSFRGGSRGGGSFDSPNRVYVGNLAWGVDQDALETLFSEQGKVVDAKVVYDRDSGRSRGFGFVTYSSAEEVNNAIESLDGVDLNGRAIRVSPAEARPPRRQF*

NbL15g24670.1 29_kDa_ribonucleoprotein_A_chloroplastic [MW = 35.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MASNGHVNGGENFELCEKSSAIDPLNWEMAAESLRGSHLDEVKKMVNEFRKPMVKLGGETLTVAQVAAIAVRDKSVNGVKVELSEEARAGVKASSDWVMDSMNKGTDSYGVTTGFGATSHRRTKNGGALQKELIRFLNAGVFGNRTETSHTLPHSATRAAMLVRINTLLQGYSGIRFEILEAIAKLINSNITPCLPLRGTITASGDLVPLSYIAGLLTGRPNSKAVGPNGETLNAEEAFRVAGVNGGFFELQPKEGLALVNGTAVGSGMASMVLFDSNILAVMSEVLSAIFAEVMNGKPEFTDHLTHKLKHHPGQIEAAAIMEHILDGSSYVKAAQKLHEMDPLQKPKQDRYALRTSPQWLGPQIEVIRSATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNARLALASIGKLMFAQFSELVNDYYNNGLPSNLTASRNPSLDYGFKGAEIAMASYCSELQFLANPVTNHVQSAEQHNQDVNSLGLISARKTAEAVDILKLMSSTYLVALCQAIDLRHLEENLKNAVKNTVSQVAKRTLTMGANGELHPARFCEKELLRVVDREYLFAYADDPCSCNYPLMQKLRQVLVDHAMNNGESEKNVNSSIFQKIGAFEDELKAVLPKEVESARAALESGNPAIPNRITECRSYPLYRFVRKELGTELLTGERVRSPGEECEKVFTAMCTGQIIDPMLECLKSWNGAPLPIC*

NbL15g24630.1 ammonia−lyase−like [MW = 78.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MEYKGILLGMGNPLLDISAVVDQDFLNKYDIRPNNAILAEEKHLPMYDELASKSNVEYIAGGATQNSIRVAQWMLPFPGATSYMGSIGKDKFGEKMKNNAKDAGVNVHYYEDDAPTGTCAVCVLDGERSLVANLSAANCYKVDHLKRPENWALVEKAKFYYIAGFFLTVSPESIQLVAEHAAANNKIFSMNLSAPFICEFFRDPQEKALPYMDFVFGNETEARTFSKVHGWETDNVEEIALKISEWPKASETHKRITVITQGADPVVVAENGKVKLFPVIPLPKEKLVDTNGAGDAFVGGFLSQLVQGKPVEDCVRAGCYASNVIIQRSGCTYPEKPDFA*

NbL15g24610.1 adenosine_kinase_2−like [MW = 37.48 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02359 Cell division protein 48 (CDC48), N−terminal domain
PF02933 Cell division protein 48 (CDC48), domain 2

PF17862 AAA+ lid domain

Protein sequence:
PLKKNISQTKKTNSQNSKTMSNKAESSASKGTKRDYSTAILERKKSPNRLVVDEAVNDDNSVVSLHPETMEKLQLFRGDTILIKGKKRKDTICIALADDTCDEPKIRMNKVVRNNLRVRLGDVVSVHQCSDVKYGKRVHILPIDDTIEGVTGNLFDAFLKPYFLEAYRPVRKGDLFLVRGGMRSVEFKVIETDPPEYCVVAPDTEIFCEGEPVSREDENRLDEVGYDDVGGVRKQMAQIRELVELPLRHPQLFKSIGVKPPKGILLYGPPGSGKTLIARAVANETGAFFFCINGPEIMSKLAGESESNLRKAFEEAEKNAPSIIFIDEIDSIAPKREKTNGEVERRIVSQLLTLMDGLKSRAHVIVMGATNRPNSIDPALRRFGRFDREIDIGVPDEVGRLEVLRIHTKNMKLAEDVDLERIGKDTHGYVGADLAALCTEAALQCIREKMDVIDLEDESIDAEILNSMAVTNEHFSTALGTSNPSALRETVVEVPNVSWEDIGGLENVKRELQETVQYPVEHPEKFEKFGMSPSKGVLFYGPPGCGKTLLAKAIANECQANFISVKGPELLTMWFGESEANVREIFDKARQSAPCVLFFDELDSIATQRGSSSGDAGGAADRVLNQLLTEMDGMNAKKTVFIIGATNRPDIIDPALLRPGRLDQLIYIPLPDEDSRHQIFKACLRKSPLSKDIDLRALAKYTQGFSGADITEICQRACKYAIRENIEKDIERERRRKDNPEAMEEDVDDEVPEIKPAHFEESMKYARRSVSDADIRKYQAFAQTLQQSRGFGTEFRFSEASTGATGTADPFATSAGGADEDDLYS*

NbL15g24490.1 cell_division_cycle_protein_48_homolog [MW = 91.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00708 Acylphosphatase

Protein sequence:
MALVSPSTSSFATEKVTSCFTNSLFKSHFTKPWQCQKRNLFIFILTQNVTNIHRPTRVSFQLPLLLHLRLVPRFSSLPFSSPFLVPCTSLPLLHGFRSPYFSSPMSSLTSDNNSNATPDVKTVRAVIKGRVQGVFYRDWTVENAKELGLKGWVRNRRDGSVEALFSGSPEKVQEMEQRCRRGPPAAIVTGLDVFPCDDDPGTGFECKQSG*

NbL15g24390.1 uncharacterized_LOC109229140 [MW = 23.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07837 Formiminotransferase domain, N−terminal subdomain

Protein sequence:
MFHDQSLSYTPPNSFFSKNKKNKMLKLMLACCKVYISESRNRAALQSIEKAAKLFPEVLIVNKFEDEIYNRVGYTLVSKLSPNPSTESCPLKNASFAMVKAAFETIDLQQHCGTHPRLGVVDHVCFHPLAITSLDLVASTAKSLAFEVGSNLQVPTYLYGAAHQEGRSLDSIRRELGYFRPDSKENQWAGGPKWQTLQLKPDEGPSRATQATGVITIGATRWVDNYNIPVFTNDISIVRRIAKRVSGRGGGFPSVQSMALTHGGGTIEVACNLLEPARNGGDQVQLEVERLAREEGIAVGKGYYTDFSEDKIIESYLKLVQHSD*

NbL15g24320.1 glutamate_formimidoyltransferase [MW = 35.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13326 Photosystem II Pbs27

Protein sequence:
MSSPTLITPSTSTPKPLTPIRSKLSSTTTTANAATVSASLPSTRRREFLSLAAGILSPALLLPATSAFAASDEEYVREASEVIKKVRSTLSMEKGDPNIADSVTDLREASNYWVAKYRREKALLGRASFRDIYSALNAVSGHYVSFGPTTPIPAKRKQRILEEMDTAEKALQRGR*

NbL15g24260.1 photosystem_II_repair_protein_PSB27−H1_chloroplastic−like [MW = 19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MALQAASLLPSAFSMHKEGKSCATLKDSSLFGVTLSYNQKSKFIPPAASNKELTKKIAAVPIRAQTAATTPAVNQSTSEQKKILRKGNVIITGASSGLGLATAKAIGETGEWHVIMACRDFLKAEKAAKSVGIPKENYTVMHLDLASLESVRQFVDTFRRSGRPLDALVCNAAVYLPTAKEPTFTADGFELSVGTNHLGHFLLSRLLLDDLKQSDYPQKRLIIVGSITGNTNTLAGNVPPKANLGDLRGLSGGLNSLNCSPMIDGGEFDGAKAYKDSKVCNMLTMQEFHRRFHEENGIAFASLYPGCIAETGLFRNHIPLFRALFPPFQKYITKGYVSEAEAGKRLAQVVRDPSLSKSGVYWSWNSTSSSFENQLSKEASDAEKARKLWEVSEKLVGLA*

NbL15g24190.1 protochlorophyllide_reductase_chloroplastic−like [MW = 43.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MDTSAVVRGFLGQSQLEAALTGMDLVIIPAGIPRKPGMTRDDLFKINAGNVRTLCEGNAKCCPNAIVNLISNPVNSTVPIAAEVFKKAGTYDPKKLLGVTSLDVVRTNTFVAEVLGLDPREVDVPVVGGHAGVTILPLLSQVKPPCSFTQEETEYLTKRIQDGGTEVVEVCVHYLQFSIY*

NbL15g24160.1 malate_dehydrogenase_glyoxysomal [MW = 19.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00677 Lumazine binding domain

Protein sequence:
MATVSSSVASLSKPLNPSISSPQNPTIFNLRNPQLNRVKFPQTLSLKSPSISHLFIKPPKAQQSRISSTPVTSLFTGIVEEIGEIKQLGFDKHDSFTMKIKANLILEDINLGDSISVNGTCLTVADFDKQLSEFSVGLAPETLRKTSLIELEQGSIVNLERALKPSTRMGGHFVQGHVDGTGQIVELKPEGDSLWVKVKSSKEILRYIVPKGFIAVDGTSLTVVDVSEEEDCFNFMLVAYTQQNVVIPMKKVGQKVNLEVDILGKYVERLLSSGFVNAIKSS*

NbL15g24070.1 riboflavin_synthase−like [MW = 30.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MEVNGETTRWNFKENENLLAASGISIRGVLNKLMQSLDPSDTRPVIPLGHGDPSAFPCFRTTPVAVDAISDSVRSAKFNGYSSTVGILPARKAVAEYLSQDLPNKLSPDDVYLTIGCTQAIEVILNVLARPTANILLPRPGFPYYEARAVFSNLEMRHFDLLPESEWEVDLNAVESLADENTVAIVIINPGNPCGNVYTCQHLKEVAEMARKLGILVIADEVYDHLTFGSKPFVPMGIFGSIAPVITLGSISKRWIVPGWRLGWLVTNDPNGILKKHGVIDSITGFLNISSDPATFIQGAIPQIIQNTKDDFFFKIVNMLRETADICYDRIKDIPCITCPSKPQGSMFVMVKLHLNLLADIEDDLDFCLKLAKEESLIILPGVAVGLKNWLRITFACEPSSLEDGLKRLNAFYQRHAKKQ*

NbL15g24000.1 tyrosine_aminotransferase−like [MW = 46.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATAEAPSTAATTEKKKPVFVKVDSLKPGTHGHNLTVKVVHSNTVKATGGAGRGGRSSASLNPRGPARLAECLVGDDTGSILFTARNEQVDMMKPDATVILRNAKIDMFKGSMRLAVDKWGRVEVTEPADFGVNEENNLSLVEYELVNVEE*

NbL15g23810.1 uncharacterized_protein_At4g28440−like [MW = 16.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01851 Proteasome/cyclosome repeat PF17781 RPN1/RPN2 N−terminal domain

Protein sequence:
MSKTPDPNSTGTSGSAGGDKSAREEATIKVPFKDPKKKDDKKDEDLSEEDLALKQQLELYVERVQDTDPGLQKVALESMRQEIRTSTSSMTSVPKPLKFLRPHYGTLKGYYEKMPDSDMKTLLADILSVLALTMSAEGEWESLKYRLLGSQGDIGSWGHEYVRNLAGEISQEYAKRQGEEGPIDDLMELVQQIVAFHMKHNAEPEAVDLLMEVEDLDLLVEHVDSTNYKRTCSYLTSSAKYLPGPDDMLVLDIAYTIYMKFEEYPSALVTALYLDNMQYVKQVFTSCDDLLQKKQFCYILARHGQTFELDEEMCAEDEEREGLQEIINNAKLSEGYLTLARDIEVMEPKTPDDIYKPHLLDGRASAGASVDSARQNLASTFVNAFVNAGFGQDKLMTVPSEASSGGASTSWLFKNKEHGKASAAASLGMILLWDVDSGLAQIDKYFHSTDTHVIAGALLGVGIVNCGIKNECDPALALLAEYTDKEDPSIRIGAIMGLGLAYAGSHNEQIRSKLTPILGDSKASLDVLAFTAISLGLVYVGSCNEEIAQAIIFALMERSESELGEPFARMLPLGLGLLYLGKQESAEATAEVSKTFNEKIRKHCDMTLLSCAYAGTGNVLKVQHFLGQCAQHFEKGEAFQGPAVLGIAMVAMAEELGLEMAIRSLEHLLQYGEQNIRRAVPLALALLCISNPKVNVMDHRAGLVMIQTPK*

NbL15g23780.1 26S_proteasome_non−ATPase_regulatory_subunit_2_homolog_A−like [MW = 78.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MAQKTLHHILLSLIPLFFILFPQIQAQSPTAPAPAPTGPIDIFGILKKAGQYNTFIKFLNETQVGMQINNQVNNSNQGMTVFAPSDNAFTNLPAGTLNKLNDQQKVQLIQYHVLPKFYSFDDLQTVSNPVRTQATGQKGEPFGLNFTGQNNQVNVSSGTVETNIYNAIRKDPPLAVYQLDKVLIPLAFSDAKTPSSDDAPAPTDDSAKSGSTADKTKAQEPSPAPNGAKTINVGVFGLISGVFLFFMGALS*

NbL15g23630.1 fasciclin−like_arabinogalactan_protein_9 [MW − SP = 23.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00009 Elongation factor Tu GTP binding domain PF00679 Elongation factor G C−terminus

Protein sequence:
MVGPLLRSLWSTTRTSFSSSSHYSRITPLSYARAFSAATATATAAESAPGGALDPGRLRNVAVIAHVDHGKTTLMDRLLRQCGADIPHERALDSIDLERERGITIASKVTSISWKDKELNMVDTPGHADFGGEVERVVGMVEGAVLVVDAGEGPLAQTKFVLAKALKYGLRPILLLNKVDKPAVTEERCNEVESLVFDLFANLGASEEQLDFPVLYASAKEGWASSTYTKCPNDVKDMSHLLDAIIGHVPPPSASIEAPFQMLVSMMEKDPYLGRVLTGRVSCGVVRVGDRVHGLKKTEDGTVKLEEGKILKLMKKKGMRADPVDSAGAGDIVSMAGLSSPTIGHTVANVEVMTALPTVVLDPPTISMTFGVNDSPLAGSDGIHLTGGKIGDRLLAEAETNLAINVLPSTSESYEVQGRGELQLGILIENMRREGFELSVSPPKVMYKVEKGVKLEPIEEVTIEVDDEHVGLVMEALSHRRGEVTDMGPVPGNTGRTRMCLTCPSRGLVGYRSVFSSDTRGAGFMHRAFLTYEKYRGPLGNVRKGVLVSMGRGLITAHALMNLEARGILFVAPGMETYDGMIIGEHSRDTDLDVNPVRTKELTNVRAACKDENVRLTPPAQMSLEEAIGYVASDELIEVTPKAIRLRKRYLEVNKRKQMSKRPKD*

NbL15g23580.1 GTP−binding_protein_TypA/BipA_homolog [MW = 72.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07933 Protein of unknown function (DUF1681)

Protein sequence:
MDKEKKITEEERSPEIEEEPIEVPLFQVPECYVYLIPPRKSAASYRADEWNVNKWAWEGTLKVLSKGEECIIKLEDKETGELYARAFLRDGEPHPVEPVIDSSRYFVLRIEENIGGRLRHAFIGIGFRERPEAYDFQAALHDHMKYLNKKKTAEEMEQQYQKSSSVDYSLKEGETLKLQIKNKTGGSTIRSKFFEQGLNNLSLEEKANRKDSTILIKPPPPPPAPLSPVDTAAMSPPVSPSKFSLEQSAETKDSASAKEQTNTPESLKDQGPQDVEDDDFGDFQAAG*

NbL15g23440.1 uncharacterized_protein_At1g03900−like [MW = 32.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01450 Acetohydroxy acid isomeroreductase, catalytic domain PF07991 Acetohydroxy acid isomeroreductase, NADPH−binding domain

Protein sequence:
MAAAAAATSFSISTSSPTSSSKSLKPSLAGNLGFLSSSIPSLKHLRAKSAVSCGSSSSSGAALDARMVSAPAAVKAPVSLDFETSVFKKEKITLAGHDEYIVRGGRDLFKYLPDAFKGIKQIGVIGWGSQGPAQAQNLRDSLAEAKSDIVVKIGLRKGSSSFAEARTAGFSEENGTLGDIYETISGSDLVLLLISDAAQADNYEQVFSRMKPNSILGLSHGFLLGHLQSMGLDFPKNISVIAVCPKGMGPSVRRLYVQGKEINGAGINASFAVHQDIDGRATDVALGWSVALGSPFTFATTLEQEYKSDIFGERGILLGAVHGVVESLFRRFTVNGMNDELAYKNTVECITGIISKTISTKGMLAVYNSLTEEGKKEFEAAYSASYYPCMEILYECYEDVATGSEIRSVVLAGRRFYEKEGLPAFPMGKIDQTRMWKVGERVRAKRPAGDLGPMYPFTAGVFVALMMAQIEILRKKGHSYSEIINESVIESVDSLNPFMHARGVSFMVDNCSTTARLGSRKWAPRFDYILTQQALVAVDNNAAINQDLISNFLSDPIHGAIEVCAQLRPTVDISVTADADFVRPELRQ*

NbL15g23370.1 ketol−acid_reductoisomerase_chloroplastic [MW = 63.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01687 Riboflavin kinase PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MGDLHSANNNVQANISAVIFDLDGTLISTEHLTKEILKEFLAGYGKVPDKEKEKKRLGMAQIEYAIGIVNDYDLPLTPDQYIEAIMPFYHDKWLQAKALPGANRLIRHLHKHGVPFALASNSKRKNIDGKVALQEGWKECFSVILGSDQVKSGKPSPDIFLEAAKQMGADAAHCLVIEDSVIGVKAGKAARMKVVAVPSFHSEFDQYSIADSVLRSLLELKPEVWGLPPFEDWVDNALLVEPVSFRGLYRNGLLHDFTDDGPSALPDQVFGLYFGWGRLEAHKFIKIVLGSGWGHGCCSSKRKMQACIVDSSDEQIQECKMEVVIVGYIRGSRDEGKWDKIEILEEDKSIASAALNRSEFSLGAFQSLFSEVAL*

NbL15g23360.1 bifunctional_riboflavin_kinase/FMN_phosphatase−like [MW = 41.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASSKERENFVYVAKLAEQAERYDEMVDAMKSIANMDVELTVEERNLLSVGYKNVVGSRRASWRILSSIEQKEESRGNEQNVKRIKEYRQKVETELTSICNDIMVVIDQHLIPSCTAGESTVFYHKMKGDYYRYLAEFKSGNDKKEVAELSLKAYQSATTAAEAELPPTHPIRLGLALNFSVFYYEIMNSPERACHLAKQAFDEAISELDSLNEDSYKDSTLIMQLLRDNLTLWTSDLPEDAEDAQKGDATNKASGGEDAE*

NbL15g23350.1 14−3−3_protein_9 [MW = 29.54 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 194 387 580 773 965

Protein length

Gel Slice

5.3 6.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 194 387 580 773 965

Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MSRKIEKMASIDAQLRLLAPAKVSEDDKLVEYDALLLDRFLDILQDLHGEDIRETVQECYELSAEYEGKHDLQKLEELGRTLTSLDAGDSIVVTKAFSNMLNLANLAEEVQIAYRRRSKLKKRDFSDEASALTESDIEETLRKLVGQLNKSPQEVFDALKNQTVDLVLTAHPTQSVRRSLLQKHARVRDCLTQLYAKDITPDDKQELDEALQREIQAAFRTDEIRRTPPTPQDEMRAGMSYFHETIWKGVPKFLRRVDTALKNIGINERVPYNAPLIQFSSWMGGDRDGNPRVTPEVTRDVCLLARMMAAKLYFSQIEDLMFELSMWRCNDELRARADELHRTSKRDTKHYIEFWKQIPPNEPYRVLLADVRDKLYNTRERARQLLANGYSDVSEESTFTNVEQFLEPLELCYRSLCACGDRPIADGSLLDFLRQVSTFGLSLVRLDIRQESDRHTDVLDAITRHLGIGSYKEWSEEQRQEWLLSELSGKRPLFGPDLPKTDEIADVLDTFNIIAELPADNFGAYIISMTTAPSDVLAVELLQRECHVKSPLRVVPLFEKLADLESAPASVARLFSIDWYKNRINGKQEVMIGYSDSGKDAGRLSAAWQLYKAQEELVNVAKEFGVKLTMFHGRGGTVGRGGGPTHLAILSQPPDTIHGSLRVTVQGEVIEQSFGEEHLCFRTLQRFTAATLEHGMNPPVAPKPEWRALLDEMSVVATKEYRSLVFQDPRFVEYFRLATPELEYGRMNIGSRPAKRKPSGGIESLRAIPWIFAWTQTRFHLPVWLGFGAAFKHVIEKDVRNLQMLKDMYNGWPFFRVTLDLIEMVFAKGDPGIAALYDKLLVSEDLWPLGERLRSKYEETKSFLLQVAGHKDLLEGDPYLRQRLKLRDSYITTLNVCQVYTLKRIRDPSYNVKVRPHLDKEIMESSKPAAELVKLNPMSEYAPGLEDTLILTMKGIAAGMQNTG*

NbL15g23300.1 phosphoenolpyruvate_carboxylase−like [MW = 110.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04852 Protein of unknown function (DUF640)

Protein sequence:
MSNFDRGKELVEGSSRSPGDQPATLSRYESQKRRDWNTFGQYLRNQRPPVSISQCNSSHVLEFLRYLDQFGKTKVHLQGCIFYGQPEPPAPCTCPLRQAWGSLDALIGRLRAAYEENGGSPETNPFASGAIRVYLREVKECQSKARGIPYKKKKKKIGGTSDSKGDDDSTSSHHPFS*

NbL15g23290.1 protein_LIGHT−DEPENDENT_SHORT_HYPOCOTYLS_10−like [MW = 19.8 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 65 129 193 257 320

Protein length

Gel Slice

3.4 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 65 129 193 257 320

Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MASLTRNVLLTFLCVLLGFACFSNAQLSANFYGRSCRNLQTIVSSAMRQAVNREPRLGASILRLFFHDCFVNGCDASLLLDDTATFTGEKNANPNRNSARGFEVIDTIKTQVEAACPNAVSCADILALAAREGVVLLGGPSWAVPLGRRDARTASQSAANTQIPAPTSSLSTLLSMFSAKGLNARDMTALSGGHTIGQARCTTFRTRIHNDTNIDAQFATKRKATCPSSGGGANLAPLDIQTPNRFDNDYYQNLVARRGLLHSDQELFNDGSQDALVRSYSTNGAAFRSDFAAAMVRMGNISPLTGNNGEIRRNCRAIN*

NbL15g23210.1 peroxidase_P7−like [MW − SP = 31.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00281 Ribosomal protein L5 PF00673 ribosomal L5P family C−terminus

Protein sequence:
MASEKKLSNPMREIKVQKLVLNISVGESGDRLTRAAKVLEQLSGQSPVFSKARYTVRSFGIRRNEKIACYVTVRGEKATQLLESGLKVKEYELLRRNFSETGCFGFGIQEHIDLGIKYDPSTGIYGMDFYVVLERPGYRVARRRRCKSRVGIQHRVTKEDAMKWFQVKYEGVILNKSSNIQ*

NbL15g23130.1 60S_ribosomal_protein_L11−1−like [MW = 20.76 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF01434 Peptidase family M41
PF17862 AAA+ lid domain

Protein sequence:
MHTPSPGGPGNPLAFGQSKAKFQMEPNTGVTFDDVAGVDEAKQDFMEVVEFLKKPERFTAVGARIPKGVLLDGPPGTGKTLLAKAIAGEAGVPFLSISGSEFVEMFVGVGASRVRDLFKKAKENAPCIVFVDEIDAVGRQRGTGIGGGNDEREQTLNQLLTKMDGFEGNTGIIVVAATNRADILDSALLRPGRFDRQVCVDVPDIKGRTEILKVHAGNKKFDSDVSLEVIAMRTPFFSGADLANLLNEAAILAGRRGKTAITSKEIDDSIDRTVAGMEGTVMTDGKSKSLVAYHEVGHAICGTLTPGHDAVQKVTLIPRGQAKGLTWFIPADDPTLISKQQLFARIVGGLGGSAAEEVIFGEPEVTTGAAGDLQQITGLAKQMVVTFGMSELGPWSLMDSSAQSGDVITRMMARNSMSEKLAEDIDGAVKRLSDNAYEIALTHIRNNREAIDKIVEVLLEKETMTGDEFRAILSEFVEIPAENRVAPVVPTPAAV*

NbL15g23060.1 ATP−dependent_zinc_metalloprotease_FTSH_2_chloroplastic [MW = 52.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03088 Strictosidine synthase

Protein sequence:
MNASKLSLSATTLLALVSVISLQLRTCVETTSNNLLPKAEIIQLKGAVGPESIAFDPNGEGPYTGVADGRILKWQEQAQTWADFAVTSSERNNCTRPSAPEMEHIFVGPKGGLATTLVQEFEGKPLIFTNDMDIDDQNNVIYFTDSSTKYQRRQFSAAFVSGDTTGRLMKYDKSTKKVAVLLRGLALANGVALNKDGSFLLVSETGNCRIIRYWIKGPYAGRHDIFADVPGLPDNIRINSRGEFWVSLNAKTSATAIKLSAEGRMLEVLEDEEGKTLRYISEVEEQYGKLWFGSVMMPFLGVYGLS*

NbL15g22940.1 protein_STRICTOSIDINE_SYNTHASE−LIKE_10−like [MW − SP = 31.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00009 Elongation factor Tu GTP binding domain PF11987 Translation−initiation factor 2

Protein sequence:
MTNMASLVSLGSVCGCSSGGQFEGSFSLVRRVSLANNFRNFNRIWVGKRWRYVSVCRYSVTTDFVAADQGTSISLDSSSRSNKEDDADLLLKPSPKPQLKPGPKPGPALGMGPVSRNGPVSSSGSDDEKGNPNEEERSKVIESLGEALEKAEKLQTNRKANVLVNNKSSANARTAQTNSKPVDSDDSSNRKSKTLKSVWKKGNPVAAIQKVVKPPPPKQEPMADSGIRKSESQTVAPLKPPQPPQKVQPQLQARPSAAPPPPVIKKPVILKDVGAAAKPPPTDEIESAGKTKERKTILVDKFASKKPAVDPMIAQAVLAPPKPGKSPPPGRFREEFRKKSGASGGQRRRMVDDGIPDEEASELDVSIPGAAARKGRKWTKASRKAARLRAAKESAPVKVEILEVGEEGMPTEELAYNLATSEGEILGLLYSKGIKPDGVQTLSNDMVKMVCKEYEVEVIDAATVKVEEMARKKEIFDEDDLDKLQDRPPVITIMGHVDHGKTTLLDHIRKTKVAASEAGGITQGIGAYKVQVPIDTKPQICVFLDTPGHKAFGAMRARGARVTDIAIIVVAADDGIRPQTNEAIAHAKAAGVPIVIAINKIDKDGANPERVMQELSSIGLMPEDWGGDVPMVQISALKGENIDDLLETVMLVAELQELKANPQRNAKGTVVEAGLDKSKGPVATFIVQNGTLKGGDIVVCGEAYGKVRALFDDKGKRVDEAGPSIPVQVIGLNNVPVAGDEFEVVGSLDVAREKAEARGESLRTERLSAKAGDGKITLSSFASAVSGGTGLDLHQLNIILKVDLQGSIEAVRQALQVLPQDNVTLKFLLQATGDVTASDVDLAVASKAIIFGFNVKTPGSVKSYADNKGVEIRLYKVIYELIDDVRKAMEGLLESVEEQVPIGSAEVRAVFSSGSGRVAGCMVTEGKVVEDCGIRVVRKGKEVHVGVLESLRRVKEAVKEVNAGLECGIGVEEFDDWEVGDILEAFNSVQKRRTLEEASASMAAALEEVGISL*

NbL15g22840.1 translation_initiation_factor_IF−2_chloroplastic−like [MW = 108.26 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 195 389 583 777 970

Protein length

Gel Slice

3.3 4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07967 C3HC zinc finger−like

Protein sequence:
MKEEAISSSHDPQLPHKASSPPPIHTPAASSVGASSPAVPANAGGTDWFAHPQGSKAAALSRIGSQPMRTSMSTSAGGSALGSSQPSCRPWERGDLLRRLSTFRPTNWFGKPKASSSLTCARRGWVNVDVDTIECEACGANLRFVSSATWTPDEADIAGEEFAKKLDEGHKATCPWRGKTCAESLVQFPPTPPSALIGGYKDRCDGLLQFPSLPIVAASAIEHIRISRSSEIDRLLAHSQAFGGMEPIFRSEIMSGTETNIEDVFLVYSHAHKVISLCGWEPRWLPNIQDCEEHSAQSARSGYSIGPTKYHTSLQDFIHGENVLPASKKENSSKNKAVGTRSTKGESRSPLLDCSLCGATVRIWDFLTVVRPACFAPNTNDIPETSKKMALTRGVSAASGISGWVAADGMGKEQTEDLDEAATTEEGRSLSNIGVDLNLTMAGGLSSSQVNIDARPEQFQDVHKRRHSIIGQPSSSEVGGHAASYESRGPSSRKRNLEEGGSTVDRPQLPVQPADSVEGTVIDRDGDEVNDGSQYSAGPSKRACQSDAFGPQLTSYGKDSSGAGPSLSLGFEIGRDASRDDAFGRGQEQLTGMPSTRDSTHVSSVIAMDTVHSADDDSMESVENLPGDFDDVNFPSTSVLRSADPVETSELNYSNQAQQSTCPAVVRSAGEMGVSSTNDEEVVNTDTATGNVRDGPSVGISGGSIGMGASHEAEIHGTDASVHRADSVAGDVEAVAEITENQGQTGEFAPDPGLMGDYVPEEVDRVDPNGDSQDLTSRSVGRADSGSKIVGSAKAESIESGERTRHIQPTLPNSPHPSLSCNAVVYSAYEASKDEVTQNNAPASDDCGFFESGYMLANGTGPPIGESNYDEAVEFDPIKHHNFFCPWVNGNVAAAGCSSSGSSSSNAGAIALCGWQLTLDALDSFQSLGLVPVQTVESESAASLYKDDHRATARKLLAHHSFSKCHGQN*

NbL15g22830.1 uncharacterized_LOC104238148 [MW = 102.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00483 Nucleotidyl transferase

Protein sequence:
MASIGALKSSPSPQNCINERRNDATRAMSFRNLSFSSSHLSGDKLMSMATLHSQQRHSSERRSPLIVSPKAVSDSQNSQTCLDPDASRSVLGIILGGGAGTRLYPLTKKRAKPAVPLGANYRLIDIPVSNCLNSNISKIYVLTQFNSASLNRHLSRAYASNMGGYKNEGFVEVLAAQQSPENPNWFQGTADAVRQYLWLFEEHNVLEFLVLAGDHLYRMDYEKFIQAHRETDADITVAALPMDEKRATAFGLMKIDEEGRIIEFAEKPKGEQLKAMKVDTTILGLDDERAKEMPFIASMGIYVISKDVMLNLLRDKFPGANDFGSEVIPGATSLGMRVQAYLYDGYWEDIGTIEAFYNANLGITKKPVPDFSFYDRSAPIYTQPRYLPPSKMLDADVTDSVIGEGCVIKNCKIHHSVVGLRSCISEGAIIEDSLLMGADYYETDADRRFLAAKGSVPIGIGKNSHIKRAIIDKNARIGDNVKVKFLEFSCFSDLRFMKSSFRHAKYLQPCVLDSICSNIVTLSRGFFFVSG*

NbL15g22750.1 glucose−1−phosphate_adenylyltransferase_small_subunit_chloroplastic/amyloplastic [MW = 58.89 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MKITMGANSALLCLVSVLFMLLLSPTFAIKKSYVVYMGAHSHGKEVSSIDYDRVRDSHHEFLGSYLRSTDKAKEAIFYSYTKHINGFSAMLEDDEAVEISKHPQVVSVFLNRGRKLHTTRSWNFLGLENDGVIHPSSLWKKARFGEDTIIGNLDTGAWPESESFIDEELGPIPSKWRGICQNDSDHTFQCNRKLIGARYFNQGYATLAGSLNSSFNTPRDTDGHGSHTLSTAGGNFVQGASVFGYGNGTAKGGSPKARVAAYRVCWPPIMGNECFDSDILAAFDMAIHDGVDVLSVSLGGDAGAYVNDSVAIGSFHAVKHGIVVVTSAGNSGPGPGTVSNVAPWLITVGASTMDRQFPSYIILGNQKQYKGESLSVETLPKGKFFPIINAASAKAPHASTDDARLCKAGALDPKKVKGTILVCLRGDNARVDKGQQAALAGAVGMVLANDYASGNEIIADPHVLPATQISYTDGLELFAYVNSTSTPTASITHPKTQLGTKPAPVMAAFSSIGPNTVTPEFLKPDITAPGVSIIAAYTGAEGPTNQDFDKRRVKFNSVSGTSMSCPHVSGIVGLLKTLYPTWSPSAIKSAIMTTARTRDNAIEPVLNASYIKTSPFAYGAGHVRPNRAMDPGLVYDLTIDDYLSFLYTQGYNETQIKTFTEGPFKCAKPVNFIDMNLPSITVPNLNVSVTVTRTLKNVGSPGTYKARIRRPIGISAVVEPNSLEFKNIGEEKSFKLTLKAKGSKGLKDYVFGQLIWSDSKHYVRSPIVVKST*

NbL15g22710.1 subtilisin−like_protease_SBT5.3 [MW − SP = 80.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
ARFHFISFLPNKKNLLFQKDIISDYSLSTTKNPNPYYKGLTMADENITNGEVYDDAPVEIAVDETSDAVSKTSALKQKIAALEQEKSELLHENDVIKQRIEKLKSSIEESQSEKSELLKKVENFESENKVLGSVAARVSELETEVSRLQHDLIAAMNDLHGSNSELSGVKSTLEGLKSSENEKTMKLDAIESERNLLLSKLEKLEASGNNQRGEVEVKEEEIRGLKKHIEELEGTVVNNEEWEKEKKELHMVKEELEKRVKEMISRAAELEKKLEEKEKVITERLVASNINGIPVGDFDKVGYFGAEVNLPVVAASSVVAVAVIGVVCYLKYGRKA*

NbL15g22480.1 peroxisomal_and_mitochondrial_division_factor_2−like [MW = 37.63 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF11721 Malectin domain
PF13855 Leucine rich repeat

Protein sequence:
MSIMLLKSIFSSSLLLVFFTVYCLAATNSNSKLHPAEVKALKEIAKKLGKRDWDFNKDPCSGEGNWSVAVTVKGIESSVACDCSFNNNSTCHVTSIALKAQNISANVPPEFAQLRHLKQLDLSRNYLNGSIPSQWASLRLLGLSVMGNHLSGPFPKVLTKIPTLRNLSIEGNRFSGSIPPEIGNLAHMEKLMLSSNEFTGVLPPTLAKLTNLTDLRISDNNFTGKIPKFISNWTKIEKLHIQGCSLEGPIPSAISSLTSLIDLRISDLKSGKSGFPPLDNLESMKVLILRKCLIHGEIPEYIGDMKKLKTLDLSFNSLSGEIPSSFTQLSKVDFMYLTGNKLTGPVPGWILSRNKNVDVSYNNFTWETTAPIECPRGSVNLVESYSALGQESNKVHPCLKHDFPCSEPTNKQQYSLYINCGGKEVSIKNGTSRKTYEADLEARGASMYYSRHNWAFSSTGNFMDNDVDSDVYIDTNVSALLNVKAPEVELYKTARASPLSLTYYGQCLMNGNYTVKLHFAEIIFTNDTSFNSLGERIFDVYLQEKLVLKDFNIAKEAGGPAKPIVKTFSAAVTSHTLKIHFYWAGKGTTGIPVRGVYGPLISAISVDPNFTPPLPATQRSKIHVGILAGAIAGSLFLFLLIIGILYKTGCPGEKVSADKELQGLDLQAGLFTLRQIKAATKNFDPANKIGEGGFGSVYKGLLSDGTVIAVKQLSSKSKQGTREFLNEVGMISAVQHPNLVKLYGCCIQGNQLLLVYEYMENNCVSRALFGKGPIYKMKLDWPTRRKICLGIARGLAYLHEESSMKIVHRDIKTSNILLDKDFNPKISDFGLAKLHEDDNTHISTRIAGTVGYMAPEYAMRGYLTSKADIYSYGVVALEIVSGKSNTNYRPAEDCVYLLDWAYVMQERGSILELVDPDLGSNYSAQEAMVVLNVALSCTNASPTLRPTMSQVVSMLEGQTLVEDVLSDPGISKTGSGFRSMRSHFWQTQSLSTDGTRTDSTVSIGDGEETGILQRVESSVLSNK*

NbL15g22260.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g07650 [MW − SP = 109.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03088 Strictosidine synthase

Protein sequence:
MNTSKLLFSATTALTLISVILAFNSENMLKQTPIPSTQNLLPKSEIIQLKGAVGPESIAFDPNGEGPYTGVADGRILKWQEQAQTWANFAVTSSERNNCTRPSAPEMEHICGRPLGLRFDKKTGDLYIADAYLGLQVVGPKGGLATPLVKEFEGKPLMFTNDIDIDNQNNVIYFTDSSTKYQRREFFAAFENGDATGRLMKYDKSTKKVTVLLRGLAFANGVALNKDRSFLLVSETANFRIIRYWIKGQYAGRHDIFADVPGFPDNIRINSRGEFWVALNAKTSATAIKLSTEGRMLEVLEDEEGKTLRDISQVEEKFGKLWFGSVTMPFLGVYGLFSSL*

NbL15g22250.1 protein_STRICTOSIDINE_SYNTHASE−LIKE_10−like [MW − SP = 35.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain PF13410 Glutathione S−transferase, C−terminal domain

Protein sequence:
MADEVVLLDTYVSVFGMRVRFALAEKGIKYEYKEQDLLNKTPLLLQMNPIHKKIPVLIHNGKPICETLIIVQYIDEVWKDKSPLMPSDPYERAQARFWADYIDKKIYDAGRKIWTTKKEDQEAANKEFIECWKLLEGELGDKPYFGGESFGFVDMALIPYYCWFPTYEKFGNFSIEAECPKIVAWAKRCMQKESVSKSLADPDKVYDFVVMLRQRFGIV*

NbL15g22220.1 probable_glutathione_S−transferase [MW = 25.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04832 SOUL heme−binding protein

Protein sequence:
MPEEISSFGSLHSQNTKKKQKMQAVMNFFMRLAFFLILVSKLSNGYSTNNLQPVKLDFYPPSCNRIECPNYDLIQSGKDYEIRRYNSSMWMSTAPIDDINLYSATRTGFLRLFDYIQGKNGYQEKIEMTAPVITEVKPSDGPFCASSFVVSFYVPKKNQPNPPPAKGLHVQKWSNTYVAVRQFGGFVADVDVAKEAAALSASIADTKWAAAVEKSHAADNTTMYTVAGYNSPFEFKDRVNEIWFTFDLEKASAI*

NbL15g22010.1 heme−binding_protein_2−like [MW = 28.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily

Protein sequence:
MILRFRCCRLFASPFDTPVIHSFKPKQHWASSLIRAQMGSYSTTSSCPKLVFRQLFEKESSTYTYLLADALHPQKPALLIDPVDKTADRDLALIKELGLTLIYAINTHVHADHVTGSGFIKTKLPGVKSIISKASNAKADLLVEPGDKIHFGDIFLEVRATPGHTLGCLTYITGNGSNQPHPRMAFTGDALLIRGCGRTDFQGGNSDKLYDSVHSQIFTLPKDTLVYPAHDYKGFTVSTVGEEMQYNPRLSKDKETFKNIMQNLNLSYPKMMDVAVPANMVCGLQETKSEAC*

NbL15g21940.1 persulfide_dioxygenase_ETHE1_homolog_mitochondrial−like [MW = 32.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MMSVTCHNLEIGRTPLEFLACGCSSNNKVLRNVSRGGFNARKLLSCRQETGRCRLFSTKASLSGVAPVLDLNKSAKPISLASVFEVVADDLLTLNKNLQNIVGSENPVLMSAAEQIFGAGGKRVRPALVFLVSRATAAISGLKELTAEHRRLAEIIEMIHTASLIHDDVLDESDIRRGKDTVHQLYGTRVAVLAGDFMFAQSSWYLANLENLEVIKLISQVIKDFASGEIKQASNLFDCDVELEEYLLKSYYKTASLIAASTKGAAIFSGVDRDISEQMFQYGKNLGLSFQVVDDILDFTQSAEQLGKPAGSDLAKGNLTAPVLFALEKEPKLRNIIESEFRDADSLEEAINLVKTTGGIQRAQDLAKEKADLALQSLKCLPSSPFRAALEEIVKYNLERIE*

NbL15g21900.1 solanesyl−diphosphate_synthase_3_chloroplastic [MW = 44.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01641 SelR domain

Protein sequence:
VHGLAEQGNIPLHEYQKLPIAHIFLFKNQFIWYMSMASRTIPSSLSSAVNFSSKSQITSKPLSCVTFGALNRPRSRISVSIRAMGSSASSQKPDSAQGASKVDYSSVSDEEWRKQLTNEQFYITRQKGTERAFTGEYWNTKTPGTYHCVCCDTPLFESSTKFDSGTGWPSYYQPVDNNVKSKMDLSIIFMPRQEVVCAVCDAHLGHVFDDGPPPTGKRYCINSAALKLKPK*

NbL15g21850.1 peptide_methionine_sulfoxide_reductase_B1_chloroplastic−like [MW = 25.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04321 RmlD substrate binding domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MSYTPKNILITGAAGFIASHVANRLVRSYPDYKIVVLDKLDYCSNLKNLNPSRSSPNFKFVKGDIGSADLVNYLLITESIDTIMHFAAQTHVDNSFGNSFEFTKNNIYGTHVLLEACKVTGQIRRFIHVSTDEVYGETDEDAVVGNHEASQLLPTNPYSATKAGAEMLVMAYGRSYGLPVITTRGNNVYGPNQFPEKLIPKFINLAMRGKPLPIHGDGSNVRSYLYCEDVAEAFEVVLHRGEVGHVYNIGTKKERRVIDVAKDLCKLFNKDPDASIQFVENRPFNDQRYFLDDQKLKNLGWSERTTWEEGLKKTMDWYISNPDWWGDVSGALLPHPRMLMMPGGVERGAEKDDSGSSECSGNPNQTRMAVPASKIGNPPNKSPYKFLIYGRTGWIGGLLGKLCEKQGIPYDYGRGRLQDRSQLLADIHAVKPTHVFNAAGVTGRPNVDWCESHKTETIRTNVAGTLNLADVCKEHGLLMMNFATGCIFEYDAAHPEGSGIGFKEEDTPNFAGSFYSKTKAMVEELLKECENVCTLRVRMPISSDLSNPRNFITKISRYNKVVNIPNSMTILDELLPISIEMAKRNLKGIWNFTNPGVVSHNEILEMYKKYINPDFTWANFTLEEQAKVIVAARSNNEMDASKLKKEFPELLPIKESLVKYVFEPNRKTAA*

NbL15g21780.1 probable_rhamnose_biosynthetic_enzyme_1 [MW = 75.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01453 D−mannose binding lectin

Protein sequence:
MSPSLPTRLVASLFLFSQIFCSIAQVPVENTFKFVNEGELGPFVVEYQADYRVFSGIFTNPFQFCFYNTTPNAWTLALRMGTVRSESLMRWVWEANRGNPVKENATFALGTDGNLVLAEANGRIVWQTNTAKKGVSGFKLLPNGNFVLHDSKGKFIWQSFDHPTDTLLVGQSLRLSGPNKLVSRASVKKNANGPYSLEVKPKIFGIYNKTKLHVELAWFDFKNSTLESVKLNSGNQRVKLDYRLAKSTTRNSHVMAFTEINTTLTYLRLEIDGNLRAYTFFEDKEEDRFRWRVTYSML*

NbL15g21490.1 secreted_glycoprotein_EP1−like [MW − SP = 31.36 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 194 387 580 773 965

Protein length

Gel Slice

3.8 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 194 387 580 773 965

Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MATRNLEKLASIDAQLRLLVPAKVSEDDKLVEYDALLLDRFLDILQDLHGEGLKETVQECYELSAEYESKRDKKKLEELGNVLTSLDPGDSIVVAKSISHMLNLANLAEEVQIAYRRRQKLKKGDFLDENNAMTESDIEETIKRLVVALKKSPQEVFDALKNQTVDLVFTAHPTQSIRRSLLQKHARIRNCLAQLYAKDITPDDKQELDEALQREIQAAFRTDEIRRTPPTPQDEMRAGMSYFHETIWKGVPKFLRRVDTALKNIGINERVPYSAPLIQFSSWMGGDRDGNPRVTPEVTRDVCLLARMMAANLYYSQIDDLMFEMSMWRCNDELRVRADELHSSSKRDEKHYIEFWKQIPPSEPYRVILGDVRDKLYHTRERTRQLLSNGFSDIPEEATYTNIEQFLEPLELCYRSLCACGDRPIADGSLLDFLRQVSTFGLSLVRLDIRQESDRHTDVFDAITQHLEIGSYREWSEEHRQEWLLSELSGKRPLFGPDLPKTEEIAEVLDTFHVVSELPSDCFGAYIISMATAPSDVLAVELLQRECHVKRPLRVVPLFEKLDDLEAAPAAVARLFSIEWYKNRINGKQEVMIGYSDSGKDAGRMSAAWQLYKAQEELIKVAKKYGVKLTMFHGRGGTVGRGGGPSHLAILSQPPDTIQGSLRVTVQGEVIEQSFGEEHLCFRTLQRFTSATLEHGMNPPLSPKPEWRALLDEIAVVATEKYRSIVFKEPRFVEYFRLATPELEYGRMNIGSRPSKRKPSGGIESLRAIPWIFAWTQTRFHLPVWLGFGAAFKYALNKDVKNLHILQDMYNKWPFFRVTIDLVEMVFAKGDPGIAALYDKLLVSEDLWSFGELLRANYEETKSLLLQIAGHKDLLEGDPYLKQRLRLRDSYITTLNVCQAYTLKRVRDPNYLVTLRPHITKEYMESKPAAELVKLNPRSDYAPGLEDTLILTMKGIAAGMQNTG*

NbL15g21470.1 phosphoenolpyruvate_carboxylase−like [MW = 110.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00929 Exonuclease

Protein sequence:
MATGFCRVPLLRRFLVSPPVLPFSYSLQPSRKISISASRSTTEESTSSLIQPTPSRTRWKPTCLYFTQGKCTKMDDPMHIDKFNHNCSLELMQNAAGLKNLRQQELEYFLVLDLEGKVEILEFPVLLFDAKTMDVVNFFHRFVRPTKMHEDRINEYIEGKYGKLGVDRVWHDTAIPFGEVIEQFEVWLGERQLWRNEPGGCLNKAAFVTCGNWDLKTKVPQQCKVAGTKLPPYFMEWINLKDVFLNFYKRRAKGMLSMMRELQMPLLGSHHLGIDDAKNIARVLQHMLSDGALVQITARRNPHSPEKVEYLFEDRIV*

NbL15g21320.1 uncharacterized_exonuclease_domain−containing_protein_At3g15140−like [MW = 36.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01649 Ribosomal protein S20

Protein sequence:
MAGACLSSSSSCWNLTSKFNTLSLNGPHPNAAALKPLSFSANTSLNLFSKGSVSLTSVQMPFRRSIVCEAAPTKKADSAAKRARQAEKRRLYNKAKKSEVKTRMKTVLEALDTLKKKTDAQSEEVISVEKLIAEAYSAIDKAVKAGSLHRNTGARRKSRLARRKKAVEIHHGWYVPAPVEEPALVATA*

NbL15g21250.1 30S_ribosomal_protein_S20_chloroplastic−like [MW = 20.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
MTGREIIHKIKERVGLSSSDTGKGKSKMSKHITHGYHMVEGKSHHTMEDYVFAQFKQVDDNELGLFAIFDGHLSHEIPDYLRSHLFNNILNEPNFWVEPESAIRRAYRITDSTILDKATDLGKGGSTAVTAILINGQKLVVANVGDSRAVICENGVAKQLSIDHEPGRERKIIEDRGGFVSNFPGDVPRVDGQLAVARAFGDKSLKMHLSSEPDVMVELIDENTEFLILASDGVWKVLSNQEAADCIKSIKDARSAAKHLNEQALAKGSTDDISCVVVRFQ*

NbL15g21170.1 probable_protein_phosphatase_2C_39 [MW = 31.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MANITSIGVIGAGQMGSGIAQLAAVNDIDVWLYDTDSEALIKAQNSISINIQRLLSKGQLSQEKSADAVRRLRCSSRLEDLHSVDFVVEAIVESEQVKKSLFSNLDKIVKSSAILASNTSSISITRLASATSRPCQVIGMHFMNPPPIMKLVEIIRGADTSEDTYCATKCLAERFGKTVICSQDYSGFIVNRILMPMINEAFHTLYTGVATKEDIDTGMKLGTNHPMGPLELADFIGLDVCLSIMKVLHVGLGDDKYAPCPLLVQYVDAGRLGKKRGIGVYDYRSAAADTGKSPRL*

NbL15g21150.1 3−hydroxybutyryl−CoA_dehydrogenase [MW = 32.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGIDVEAKLVHVPVEAGSEQSNILKENGKVNHGSGITEPIKFGSHGTEEPKKEEVSRTPVSNVPKDAVEDWPEPKQIHSFYLVKFRRFEDPKLKANIELAERELQKKNQARSQIIEKLKAKRAERSKVIEQRKSLSAENKEFWSTIDEKRKEMEPLQQALGQLRGPRDAGRERGPIVCSSEQELNSLIKSLQYRIQHESIPLNEEKQILREIKQLEGTREAVKEKAAARAQIHESLGEKESIQNQVKLMSVGLDGVRKGQQEVKAKLKQIDDQIDAISKQINLLDEELKEVVEKRDKTYEHIQELRKQREDGNSSFYQNSNVLHKVKQLADQKDVEALKELSVTEVDKFMSLWCGKKPFRDDYERRLLQSLDIRQLSRDGRMRNPDEKPQVLPEVPTVSRTEVPARANAKLVKEDHASVDAAPVQKEQKEKSSKQPNDAYVKNTKRAEKKDVVDEEEEIYGLEKIPKDINSKKNEVDEATLKEMKKEEEIAKNRQAMERKKKLAEKAAAKAAKKAQLEAEKKLKEREKRARKKGGSSVADQEPTEEPTETLAEVAEEEKAEENVETTAAPKVKARKENTVRHRATRARGSELPKAILKRKKATNYWLWAGAPAALVVLILLVVGYIYLHK*

NbL15g21060.1 proton_pump−interactor_1−like [MW = 71.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAGLLETIKVPRASALPSSSLAPVAGSSFSSPRSSVRFSQFRGLKIQPTRSSVSNTSCSKNIRRGARIVCEAQNTALEVGAVNDKTWKSLVVESDIPVLVEFWAPWCGPCRMIHPVIDELAKEYAGKLKFFKLNTDESPSTATELGIRSIPTVMIFKNGEKKDAVIGAVPKSTLTTCIEKFL*

NbL15g20960.1 thioredoxin−1−like [MW = 19.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06838 Methionine gamma−lyase

Protein sequence:
MAVLCNAISACPITHTLRVTSSKVAVCSSSRVSVPQLHLSDSPFVPEVNKAVDSLSKEFREVDNLVARNTARVLRAFQRVRVGSHHFGGSTGYGHEEAGGREALDEAFAEIFGAESAIVRAQFFSGTHAITCALFAFLRPGDELLAVAGAPYDTLEEVIGKRDSGGLGSLKDFGVEYREVPLAENGGLDWDALKTSLRPHTKCALIQRSCGYSWRRSLSVTEIGQAISIIKMQNPSCLVMVDNCYGEFVDDIEPPMVGADLIAGSLIKNPGGTIAPCGGYVAGRKRWVEAAAARLSAPGLGVDCGSTPGDIMRTFFQGLYLSPQMVGEAIKGSFLIAEVMAARGYKVQPLCRVKRHDTVQAVQLGSRERLLSFCEAVQRSSPVSSFIRPVAGATAGYASEVIFADGTFIDGSTSELSCDGPLREPFSVFCQGGTHWTQWGLVLGEVLKSL*

NbL15g20620.1 uncharacterized_protein_YnbB−like [MW = 48.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00635 MSP (Major sperm protein) domain

Protein sequence:
MAIADHHKPHNSDGKRWKLCPFWQSGTTSSSSSSTQNLHSQNHSHQNGVGSNNSRSTSSVTSVARSLLPSRRRLRLDPANNLYFPYEPGKQVKSAVKIKNTSKTYVAFKFQTTAPKSCYMRPPGGILEPGESVIATVFKFVEHPENNEKSVDQKSKVKFKIMSLKVKEGTDYVPELFDEQKDQVTIERVLRVVFLDPERPSPALEKLKRQLAEAEAALESRKKPPVETGPKVVGEGLVIDEWKERREKYLARQQVEAVDSV*

NbL15g20500.1 vesicle−associated_protein_4−1−like [MW = 29.39 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00627 UBA/TS−N domain
PF02148 Zn−finger in ubiquitin−hydrolases and other protein

PF17807 Variant UBP zinc finger

Protein sequence:
MEVLRSNLGRVRIPEPTNRIYKHECCISFDTPKSEGGLFVDMNAFLAFGKDYVGWNYEKTGNSVYLHIKQTKKTEDADDRPSKKPTLLAIGIDGGFDNSEPQYEEAYEIVILPDYVTLPFPSVELPEKVRLAVDAVLLAEGAERKEQLASWTADKKLVSKYATDLLQLDNGVVVPPVGWKCAKCDKTENLWLNLTDGTILCGRKNWDGTGGNDHAVNHYRETCYPLAVKLGTITADLEGADVFSYPEDESVVDPLLAQHLAHFGIDFSSLQKTEMTTAERELDQNINFDWNRIQETGEDVEPLFGPGYTGLVNLGNSCYLAATMQVVFSMHSFCLKYYSDQSLKAAFSMAPADPTVDLNMQLTKLAHGLLSGKYSAPALEKDDTTSAASSPKQEGIRPRMFKSVIAASHPEFSTMRQQDALEFFLHFIDQVERMNSGKPDFDPSRSFKFGIEERLQCPSGKVAYNRRNDYILSLNIPLEKAINKKELAEFQILKSKTAAEGKELSADEIVRPRVSLKDCLDCFSAPEEVHEFYSTALKARTTAIKTAGLTSFPDYLVLHMRKFVMEEGWVPKKLDVYIDVPETIDISGMRSNGIQPGEELLPDSDAGDGEQSTKLLANEDIVAQLVSMGFNLLHCQKAAINTSNSGVEAAMNWLLEHMNDSDIDAPISQNVQNPDIDQSKIDTLVSFGFEEKLACRALKASGGDVERATEWIFSNPSASDVSDMDAANSGGAAVDPLLPDGGGRYRLLGFVSHIGTSTQCGHYVAHIHKDGRWVIFNDEKVGVSKNPPLDMGYLYFFERLES*

NbL15g20480.1 ubiquitin_carboxyl−terminal_hydrolase_14−like [MW = 88.94 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00954 S−locus glycoprotein domain

PF01453 D−mannose binding lectin
PF08276 PAN−like domain

Protein sequence:
MAMDTFLFSLLICSLVLIQKVNGQGDTITTTQFIKDGQTIVSAGGTFELGFFSPGETSTNRYVGIWYKKPSVITPVWVANRVAPVTNKSGVLNVIQSGLVVLVNDTNATAWSTNSSTTVQNPVAQLLDTGNFVVTDADDPNPENFLWQSFDYPSNTLLAGMKHGTDLGTGLERYLSSWRSNDDPAPGEYTYHCDPTGYPQNLMRKAPNVTFRAGPWNGLRWSGAPSMVNNWIISFGLIMNSREIYYNYELVNKSVISTPVIKPFGKTMCIIRIEKTQSWVNYHSADADDCDTYKLCGAYSTCNILSDPFCQCLDKFEPKHPDDWIRSDWSSGCVRKRSLNCTADGFLKYSGVKLPDTRFSWFNETMTLDECRAVCLRNCSCMGYTNLDIRNGGSGCLLWIGELVDIRQLSQSGQDIYIRMSASDIDVAGSAGSNGKKAFILAVALPLLVALILLGLGVGLILYKRRREDPVITTKGRLDGHSNKNDNSNQSHSEDFELPLFDLFTLTKATDNFSFENKIGEGGFGQVYKGVLEDGQEVAVKRLSKIRARTSRVQE*

NbL15g20400.1 G−type_lectin_S−receptor−like_serine/threonine−protein_kinase_At4g27290 [MW − SP = 58.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MAGRGKTLGSAAAKKATTRSSKAGLQFPVGRIARFLKAGKYAERVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEELSKLLGDVTIANGGVMPNIHNLLLPKKTGGSSKPSADED*

NbL15g20240.1 probable_histone_H2A.1 [MW = 13.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01253 Translation initiation factor SUI1

Protein sequence:
MRCSHTKQYDGPSHRVSWLSPYVSDRPNERSIFKEGFTLKLSFFLCALTFTVFARTYPEFGVFSITIVFISPNPNLRISCCKLFHLPRSEHPSFEICVRLLSSTTQPSFMSDLDAQIPTAFDPFAEANADNSGAGSKDYVHIRIQQRNGRKSLTTVQGLKKEFSYNKILKDLKKDFCCNGTVVQDPELGQVIQLQGDQRKNVSAFLVQAGIVKKEHIKIHGF*

NbL15g20110.1 protein_translation_factor_SUI1_homolog [MW = 25.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01946 Thi4 family

Protein sequence:
LNTVSSPSLHSKQSFIIPILKKEKTHLSRSQALSMATMASTLASSVVTKTNFLDTHKSSFSGVPLFSQARLKPVKSAQQNMTISMSADSSPPPYDLNAFSFNPIKESIVSREMTRRYMTDMITYADTDVVIVGAGSAGLSCAYEISKNPNVQVAILEQSVSPGGGAWLGGQLFSAMVVRKPAHLFLNELGIDYDEQDNYVVIKHAALFTSTIMSKLLARPNVKLFNAVATEDLIVKNGRVGGVVTNWSLVSQNHDTQSCMDPNVMEAKIVVSSCGHDGPMGATGVKRLKSIGMINHVPGMKALDMNTAEDAIVRLTREVVPGMIVTGMEVAEIDGAPRMGPTFGAMMISGQKAAHLALRALGLPNALDGTAESSIHPELILAAADDAETADA*

NbL15g20100.1 thiamine_thiazole_synthase_chloroplastic [MW = 41.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01253 Translation initiation factor SUI1

Protein sequence:
MVDIDVQIPSAFDPFAEDKDSGAPGAKEYVHIRIQQRNGKKSLTTVQGLRKQFSYEKILKDLKKEFCCNGNVVQDKELGKVIQLQGDQRKNVSHFLVTAGVVKKDQIKIHGF*

NbL15g20030.1 protein_translation_factor_SUI1_homolog [MW = 12.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00476 DNA polymerase family A PF01612 3'−5' exonuclease

Protein sequence:
MAFLGFSVQSSPFKPTSYLWFSPHSFSSSRSFWASSGKALHRREDCKTQSVENSSSSLAVLGDSIKQISSHERKLFSSGLQHKIEEDSTYGWIAETNALKASKAKSSYNSYKKISAANCNITASTNRKVKDEFFDVPTEVNTRMMRERITSSYSATTWISGGNLSSKSKPPYNSAGGEKKVVGNWREYENHLPQLSVGLNHSRVNGARSVNKVDGSNVSHYKPISKGSHLNGQLSSKTMEAKLEKVNKLREGHASDQIRHSVNGTETKVVTVRAKGVIQERAMNKMEKNVIQAVTADVMNGAEANAKGVILERATNKMEKNAIQSMETDVVNGTKTRIVSDEGTGVSQVSLRERLGAMYDKVHIVDNLSAAKEVVRKLTSQYRHLFHACDTEAPKIDVKQQTPVDHGEIICFSIYSGPEADFGDGKSCIWVDVLDGGGKNLLVEFAPFFQDPSIRKVWHNYSFDNHVIENYGFKVSGFHADTMHMARLWDSSRRTSGGYSLEALTGDSTVMRDARPVHAERLFHGEGLFGKISMKTIFGRKKLKKDGTEGKVTVIPSVEELQKTERELWICYSALDSISTLMLYESLKNKLSKRIWTFDGVSKGSMYEFYEKYWRPFGELLVQMETEGVLVDRSYLAEIEKVAKAEQQVAANRFRNWAAKYCPDAKYMNVGSDTQLRQLFFGGIQNRKNSDESLPYEKEFKVPNVDKVIEEGKKAPTKFRKIRLHRICDLIDTEMYTASGWPSVSGDALKALSGKVSADFDILDEADDNAEEDPETSIDEALATNNEVPSQEPEVSIYGSAYNAFGGGQKGIEACHAIAALCEMCSIDSLISNFILPLQGQDVSGENGRIHCSLNINTETGRLSARRPNLQNQPALEKDRYKIRQAFVAAQGNSLIVADYGQLELRILAHLANCKSMLDAFKAGGDFHSRTAMNMYTHIREAVENGEVLLEWHPQPGEEKPPVPLLKDAFGSERRKAKMLNFSIAYGKTTIGLARDWKVSVKEAKETVDRWYSDRKEVSDWQEQRKFEAREFRRVHTLLGRARWFPSVKNASGSVKGHIERAAINTPVQGSAADVAMCAMLEISKNARLKELGWKLLLQVHDEVILEGPEESENEAMAIVVDCMSKPFGGKNILRVGLSVDSKCAKNWYSAK*

NbL15g19800.1 DNA_polymerase_I_B_chloroplastic/mitochondrial−like [MW = 128.57 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 73 145 217 289 362

Protein length

Gel Slice

3.1 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 73 145 217 289 362

Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASSSSLLSFFLLFSSFFLLYLKLCVAQSVPAAYMFGDSLVDVGNNNHFGTVIKANFPYNGVDYPGGKSTGRFCNGKNTADFLAEKLGVPTPPPYLADKNNVFAKGVSFASGGAGIFNGTNDDFLSKALHMSQQIQFFSIVQQRLVTQLGSDAAQKQLSKSVFGIVIGSNDIINYFKSDSKLPKTAAPEQYVDQMVSSLQGQLKQLYGLGARKFVIVGVGSVGCIPLLRYQSANKSGECSEQANYWTNKYNQGFQSVLQGLQSELKDFSYSYFDTFNLLLDVIQNPAIYGFREVKAACCGLGRLNANLPCTPISTFCSNRSSHVFWDRYHPTEIANRIIIDSAFDGKQYVFPLNVKQLITL*

NbL15g19580.1 GDSL_esterase/lipase_At5g55050−like [MW − SP = 36.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain) PF00364 Biotin−requiring enzyme

Protein sequence:
AGQADRSIESLFLEVKRKKVPDKESSKRSKAVMLGVLRRKVVSSASSTSCVRKSLHTVRPAVTTSRIPSAAAGETSLVTRQCGHARNFSQLVLPGCSSNLRSERGAVINLWSSPRLPNWRPFCANSGDQVDAVVPFMGESISDGTLAKFLKNPGDRVEVDEPIAQIETDKVTIDVTSPEAGVIQKFVAKEGDTVEPGYKVAIISKSGEGVEHVPASGKPSEKAAPQPSPPAEDKKEEKAKSQVETTPVKEKPKESSPPPPKRSPTELQLPPRERETRVPMTRLRKRVATRLKDSQNTFAMLTTFNEVDMTNLMKLRTDYKDAFVEKHGVKLGFMSGFVKAAVSALKSQPIVNAVIDGDDIIYRDYIDISIAVGTPKGLVVPVLRNAEQMNFAEIEKTINGLAKKANDGSLSIDEMAGGSFTISNGGVYGSLLSTPIINPPQSAILGMHSIVSRPMVVGGNIVPRPMMYIALTYDHRLIDGREAVFFLRRIKDVVEDPRRLLLDV*

NbL15g19490.1
dihydrolipoyllysine−residue_succinyltransferase_component_of_2−oxoglutarate_dehydrogenase_complex_2_mitochondrial [MW =
54.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF00977 Histidine biosynthesis protein

Protein sequence:
MEAASFTSTSQFLTAKSSSSPSSPTTSFSSYSSASQSVCSLRYKPNAKALNCKSSRSFSVRASAGGADDSVVTLLDYGAGNVRSLRNAIKYIGFDIKDVQTPEDILKAKRLIFPGVGAFAPAMDVLNKKGMAEALCTYIEQDRPFLGICLGLQLLFESSEENGPVKGLGLIPGAVGRFDSSKGTRVPHIGWNALDIAKDTQILDDIGKSHVYFVHSYRATPSDDNREWISSTCKYGDNFIASIQRGNVHAVQFHPEKSGDVGLSVLRRFLNPKSGRTQKLVQGNASKLAKRVIACLDVRTNDKGDLVVTKGDQYDVREHTKENEVRNLGKPVDLAGQYYKDGADEVSFLNITAFRDFPLGDLPMLQVLRYASENVFVPLTVGGGIRDFKDGNGRYYSSLEVASEYFRSGADKVSIGSDAVYAAEEYLKSGVKTGKSSLEQISRVYGNQAVVVSIDPRRVYVKDPKAVEFRTVKVRSPGPNGEEYAWYQCTVSGGREGRPIGAYELAKAVEELGAGEILLNCIDCDGQGKGFDIDLIKLISDAVSIPVIASSGAGTVEHFSEVFTQTNASAALAAGIFHRKEVPIPSVKKHLVKEGIEVRM*

NbL15g19480.1 imidazole_glycerol_phosphate_synthase_hisHF_chloroplastic [MW = 65.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11976 Ubiquitin−2 like Rad60 SUMO−like

Protein sequence:
MSGSGVTQQEEDKKPADQAAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDFNSIAFLFDGRRLRSEQTPDEVSVSPFFFTNPHSFHIQNIFPCVFKCQRICSVLSRYFFHILFGSLRWRMGMKLMLCCIRLVDTWVSFISEDFGLNYLRYILAELLRV*

NbL15g19410.1 small_ubiquitin−related_modifier_1−like [MW = 19.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01025 GrpE

Protein sequence:
MSVSRISSRFSRNVLTQCRLYYRQQKQQQQYHLPILSSPFHSVRDIKEKVSLLPDSALQWFGISSSASPQPNEKETSQFQGEGGSKTEKASASADSHIQDEKDESDIDAEDLSRDELVKLVIEKEELLKMKDDEFWKLQDKFLRSYAEMENVMERTKREAENSKKFAIQNFVKALLDVPDNLGRASSVVKESFSKIDASKDTVGAMPLLKTLLEGVEMTDKQLAEVFKKFGVEKYDPTNEQFDPNKHNAVFQVPDPEKAPGVIAVCLKPGYTLHDRIIRPAEVGVTVAVETEADQSTNS*

NbL15g19340.1 GrpE−like [MW = 33.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05697 Bacterial trigger factor protein (TF) PF05698 Bacterial trigger factor protein (TF) C−terminus

Protein sequence:
MATPIAIQFKSSILSFPWPHSLSVNTKAHFLQPNDKNLLSSPLKQTLNSSSRKFSFLQQQQIASTRFVASAAPGVVDSVEKDKLPADIHVTETQEPNSRVRLTVEVPTVVCEDCYGRVIREFMKHSKVPGFRPGKNVPEDILVGYVGKQNVQKAAVESILKRTLPHAMSSVTGKTLEDSIRIATKFADMEKTYVSTNSLRYDVIVDVAPEIKWKPEDAYKNLKVVVELDSDMDAQIASEKEFKRRHKSLGALKIVTDRGLQVGDVAVIDISATTIEQDGSDAKTIPAAESKGFNFDTEDGDNVLPGFLDSIVGIKRGETKSFPLVFPDSWKQEDLRGVHAQFTVECKELFYRDLPEVNDSIADKLIPGCSSIEEVKKALLQRCLEIEQAAKDQATDNAILDQLYKMVEVDIPQSLFEEQGRQLYGAQLLQLQANMKLSEQQLASLSSPRAVNEFLEAQKENITSIIKQNLAVGDIFTRENLQFSTEELVKEVQNSIEEFQKSQQEYDEDRVKQQVQEVLEGAKVLEWLRENADIQYITK*

NbL15g19330.1 trigger_factor−like_protein_TIG_Chloroplastic [MW = 60.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03999 Microtubule associated protein (MAP65/ASE1 family)

Protein sequence:
MAEADAQAPVPDETTCGSLLQKLQQIWDEVGETDDERDNMLLQIDQECLDVYKRKVDQAVKSRAHLLQALADAKVELSRLLSSLGEKTYVGIPEKTSGTIKEQLAAIAPALEKLWEQKDDRIKEFFDVQSQIQKISSEIAGTREQVESLTVDESDLSLKKLDEFQAQLQELQKEKRERLHKVLELVSTVHDLCAVLGMDFFSTVTEVHPSLNDSTGVQSKSISNDTLSSLAKTVLVLKEDKKQRLHKLQELATQLIDLWNLMDTPEEERSLFDHVTCNISASVDEVAIPGALALDLIEQAEVEVERLDQLKASKMKEIALKRQAELEDIYARAHVEIDTEAAREKIMALIDSGNVDPAELLADMDNQIVNAKEEAHSRKEILDKVEKWMAACEEESWLDDYNRDDNRYNASRGAHLNLKRAEKARILVNKIPALVDSLVAKTRAWEQERDTTFTYDGVPLLAMLDEYMMLRHDREEEKRRLRDQKKFHEQISKEETVFGSTPSPARPLGPKKVTGPRPNGSANGPTSRRLSLNSHQNGSRSTNKDGKRDTRPIAPLNYVAMTKDDAASHISGSEHSPSTP*

NbL15g19320.1 65−kDa_microtubule−associated_protein_1−like [MW = 65.32 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 62 123 184 245 306

Protein length

Gel Slice

3.4 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 62 123 184 245 306

Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MSDLDRQIEQLKRCEPLKESEVKALCLKAMEILVEESNVQRVDAPVTICGDIHGQFYDMKELFKVGGDCPKTNYLFLGDFVDRGFYSVETFLLLLALKVRYPDRITLIRGNHESRQITQVYGFYDECLRKYGSVNVWRYCTDIFDYLSLSALIENKIFSVHGGLSPTISTLDQIRTIDRKQEVPHEGAMCDLLWSDPEDIVDGWGLSPRGAGFLFGGSVVTSFNHTNNIDYICRAHQLVMEGFKWMFNNQIVTVWSAPNYCYRCGNVAAILELDENLNKQFRVFDAAPQESRGAPAKRPPPDYFL*

NbL15g19270.1 serine/threonine−protein_phosphatase_PP−X_isozyme_2 [MW = 34.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00307 Calponin homology (CH) domain

Protein sequence:
MDEFSSKESWLQENSSKFSSDLKDGEAYAYLLNVLAPEHCSPATLDVKDPTERANLVLEHAEKMDCKRYIDPKDIVEGSSNLNLAFVAQIFHQRSGLSTDSKKVSFAEMMTDDELISREERCFRLWINSLGINSYVNNLFEDVRNGWVLLEVLDKVSPGSVNWKHATKPPIKMPFRKVENCNQVVRIGKQLKLSLVNVGGNDFVQGNKKLILAFLWQLMRFNMLQLLKNLRSRFRGKEITDADILVWANKKVKSTGRTSKMESFKDKNLSSGLFFLELLSAVEPRVVNWNLVTKGESDEAKKLNATYIISIARKLGCSIFLLPEDIMEVNQKMILTLTASIMYWSLQQTAEEAESTSPASTITDASPVRSTNGSMSPLIAASPDASPAPSISGASSPVVDASPAPSVNGDEESLLIAEVSKLADDDASSDVLASPEQAENVEIPSDVHRDAENAEIPSDVHRDAENAEIPTDVHRDDENAEIPTDVCTDADIAEIPSDTPSSPQLEDTEQQSGLSHEVENEGTKPDNEQ*

NbL15g19240.1 fimbrin−1−like [MW = 58.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03009 Glycerophosphoryl diester phosphodiesterase family

Protein sequence:
MWNLRSISCFLLLCCSVAFVSAQRSNNATSKWLTLSGDAPKVIARGGFSGIMPDSSFNAYALASTISVADWVAWCDVQLTKDGVGICLSDIRLDNSSDVDVLFKNKQNTYLVNGVPQKGWFSVDFNFKDLALVNLKQGVFSRSPRFDGTPQQILTVQDVYSQVKPPGLWLNIQHASFYSQHNLSMRSFVVTLSRSVIVNYISSPEVNFLQSIARRFNPQVTKFVFRFLGEDDIEPSMNQTYGSLLKNLTFVKTFASGILVPKHYIWPVDNSLYLQPHTPVVLDAHKEGLEIFAADFANDVPSAYNYSYDPVAEYLSYIDNGDFSVDGVLSDFPLTPSSSIDCFSHLGKNDKPQVKLQIITSEGASGDYPGCTDLAYTKAASDGADVLDCPVQMTKDGIPFCLGSINLIDKTTAAQSPFSNIATTVPELKITNGILTINLTWTEIQSLKPAISNRWSVFRLFRNPKARNDGNFMSLADFLTFAKNTTSVSGVMISIENAAYLAKQGLGVTGAVLDALSKSGYNNQTAKKVLIQSTDSSVLEEFKKSSYELVYGVGDDIRDIESSTILEIKTFAKSVIITKESVFPSEGAFIIAQTNVVQKLQSSNLTVYVQLFNNEFVSQAWDLFSDSSLELNNYAVGAGIDGVITEYPATAARYRRNRCLGFKDLPPYMSPVQPGGLLGLIASQFLPPAEAPNPILTESDVVEPPLPPVAKINPSNANGSVIAPTPPNGQSSVVASVLMSSVAILLATIVVV*

NbL15g19220.1 glycerophosphodiester_phosphodiesterase_GDPDL3−like [MW − SP = 79.45 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 90 179 268 444

Protein length

Gel Slice

3.5 4.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 90 179 268 444

Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain

Protein sequence:
MINQHTLLVLFVVSFMDSPESVVSPFKGSSVFADSEKQSSEFFIKNPSGLSQGISARRDEADACNVEDFIGVLDVYVHQARDIHNICIYHKQDVYAKLCLTSDPENAVSTQTINGGGQSPVFNENLRLKVRTIKCSVKCEIWMMSRVRNYLEDQLLGFALVPLSDILVKNGKLEKEFSLSSTDLYHSPAGFVQLSVSYNGTSPEVLEIPSLPVSVDTDASRPPDSETPESLLKEFDKIEFPDPKILNENNLMVSEYFNIPGTNLDSQSSDSFVSSDTENQLSSDVDVHMENFPSGVANFHRYPKREFPPTSVSTIDSPSTLHPATSQSSDTQGASKSPGEEYASAPKASRDAERNISETKPSSAFPKPVVAVNIEPEQKVVQQDIVDMYMKSMQQFTESLAKMKLPLEMETRPTTSGNSSSDQTSQTPKSTGSRVFYGSRAFF*

NbL15g19070.1 uncharacterized_LOC109210041 [MW − SP = 46.5 kDa]
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1 313 625 937 1249 1561

Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF00664 ABC transporter transmembrane region

Protein sequence:
ITKPQYRGNLTCPLKSNLEPETPKTKIMEIAKGMSVFQSFSFSLRYVNLDYESLLNPIFLRVISCSLHLGLFLVILGLCCWNTIRRDNYAGHKQSSTRNARFLYYKSTLFCSIGLAIFSFVLCLLTHFYWYRNGWSEEKIITLLDFALKLLAWLSISVFLRTQFLNSCETKYPLVLRVWWGIFFFVSCYCLVIDLVYGKKNQSLPTQFCIPDVVFTLMGLFFCFVGFIVKKESEENILQEPLLNGSVVNGIDSKKSTGDQTVTPYANANIFSLFTFSWMGPLISVGNKKTLDLEDVPQLHFGDSVRGSLPIFREKLESVGGGNSNRVTTFMLVKALVFTARKEIVLSALFVLLYALASYVGPYLIDTLVQYLNGKRDFDNEGYVLVAAFFVAKLVECLAQRHWFFKVQQGGYRARAALVAKIYNKGLTLSCQSKQSHTSGEIINFMTVDAERIGDFGWYMHDPWMVIIQVSLALVILYKNLGLAAIATFVATIIVMLANIPLGSLQEKFQEKLMESKDRRMKATSEVLRNMRILKLQAWEMKFLSRILDLRTTEAGWLMKYVYTSAMTTFVFWVAPTFVSVTTFGAAMLMGIPLESGKILSALATFRILQEPIYNLPDTISMIAQTKVSLDRIASFLSLDDLQPDVIEKLPKGSSDEAIEIVGGNFAWDASISTPLLKDVNLRVLNGMRVAICGTVGSGKSSLLSSILGEMPKLSGTIKLSGTKAYVAQSPWIQSGKIEENILFGKEMQREKYDKVLEACSLKKDLEILSFGDQTEIGERGINLSGGQKQRIQIARALYQDADVYLFDDPFSAVDAHTGSHLFNECIMGLLNSKTVLYVTHQVEFLPAADLILVLFPFSNYCFLNIIHRLNSFDYDISLQVMKDGRISEAGKYDDLLKLRSDFMELVGAHQEALTAIDTVKGEALRKSEEMTGDNTNVQKDKNISDGQNGKVDDIVETKGQIVQEEEREKGSVGFSVYWKYITTAYGGALVPFMLLAQVGFQLLQIGSNYWMAWATPVSKSEPPPVGSSTLIIVYVALGIASALCILARTMLLVTAGYKTASLLFHKMHLCIFRAPMSFFDATPSGRILNRASTDQSAVDLNVPFQVGSFAFTIIQLLGIIGVMSQVAWQVFIVFIPVIAVCIWLEQYYIPSARELARLNGTCKAPVIQHFAETISGSSTIRSFDQESRFQDTSMKLIDNYSRPKFHIAAAMEWLCMRLDMLSLITFAFSLIFLISLPVGTIDPSVAGLAVTYGLNLNIIQAWVVWNLCMMENKIISVERTLQYTALPSEPPLIIESNRPDPNWPSCGEVDFSNLQVRYAPHMPLVLRGLTCTFFGGKKTGIVGRTGSGKSTLIQTLFRIVEPAAGQIKIDGTSISSIGLHDLRSRLSIIPQDPTMFEGTVRSNLDPLEEYSDEQIWEALDKCQLGEEVRKKEGKLYSTVSENGENWSVGQRQLVCLGRVLLKKSKVLVLDEATASVDTATDNLIQQTLRLHFSDSTVITIAHRITSVLDSDMVLLLDHGLIAEYDTPARLLENESSLFAKLVAEYSMRSNSSFENVSDM*

NbL15g18980.1 ABC_transporter_C_family_member_3 [MW = 174.35 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 132 263 394 654

Protein length

Gel Slice

2.9 3.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0
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1 132 263 394 654

Pfam domains

Pfam Description
SP Sequon TM Domain PF08766 DEK C terminal domain

Protein sequence:
MGEGETVTEVAEAPANGNVAVEDKSEAITKGSNVEKDGSKEVQAESKETDKDGAEKMDIDRKEAKETNLEEEVKESKEEKEAEERKEEEEEVNKSNKAEEEEKADQEVEVEEEVNESNKVEEEEKANQEIKGEEEKQEPKNDTMEEDTAEEPDNKDDEKVEKEAGEEKKDKESNEERKDEEGSKKSVKSKGEKDKKRKREVVKKEKDIEPNTPAPSMIDRPVRERKSVERLVASIDRESNKEFRIEKGRGTALKDIPNVAYKLSKRKTEETFKLLHTILYGRRGKAAQIKSNISRFSGFVWHENEEKQKMKVKEKLDKYVKEKLLEFCDVLDIPVSKATSRKEDIVTKLLDFLEAPHAMTSELLAEKEQSSKGKKRKRESKRSPSSASVSSKGSTKSGKKTETASQKAEKKKTVHESEDESEQEDDHEEESEEEKANGVPEKSDDEMSEQAESEKESESENESEEDRKKHKQSSNKSSTKKEPAEKAKTKKPAVAKLPSPAPKKTPSKSPKSSKHNASTDASPKVASAKKKKAEVVKEKSSIPKKSTSKENTGKKIVKGKDKGKEDKLRPSDDELRNAICEILKEVDFNTATFTDILKQLAKRFDTDLTPRKSSIKIMIQDELTKLADEEDDEEEEGDGEKDVKKPSGKGVKA*

NbL15g18830.1 DNA_ligase_1−like [MW = 73.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF18290 Nudix hydrolase domain

Protein sequence:
MEQMLVQNGVKKVQLLPAVNDDHGGVIVELEKPIDPNIFHNMLRNSLHQWKLQGKKGVWIKMPIQLANLVESAVKEGFWYHHAEPHYLMLVYWIPETGNTIPANASHRVGIGAVVLNEKRELLVVQESSGRMKGTGIWKIPTGVVEEGEDVFEAAIREVKEETGIDTEFLEVLAFRQVHKSFFGKSDLFFICMMHPLTFNLQKQDLEIEAVQWMSLEEYAAQPFVLRHGIFKYIKDLCLAKAEGGYLGFTPVPIKSYFDDPTSYLYFNEDGLVQENSAIHL*

NbL15g18820.1 nudix_hydrolase_10−like [MW = 32.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00931 NB−ARC domain PF18052 Rx N−terminal domain

Protein sequence:
RREQKNECVLTSWWSQHHPFALKKSLLSLLELNICSFKVINHRSIDMANVAVEFLVQNLMQLLRDNAELIVGVKDSAESLLQDLNDFNAFLKQTAKSRTENDVHKELVKKIKTVVNSAEDAIDKFVIEAKLHKDKGVGRFVDVKHYKRVYDVAGEIKTIRDKVKEIRLNNALDLQALQDEDQSAKGVQERKPPVVEEDDVVGFEEEADKVINRLLGGSSGLEVVPVVGMPGLGKTTLANKIYKHPDIGYQFFTRIWVYVSQSYRRRELFLNIISKFTRNTKQYHDMCEEDLADEIEDFLGKGGKYLIVLDDVWSPDAWERIRIAFPNNNKSNRILLTTRDSKVAKQCKQCIGIPHDLKFLTEDESWILLEKKVFHKDKCPPELELSGKSIAKKCNGLPLAIVVIAGALIGKGKTSREWKQVDESVGEHLINKDQPENCNKLVQLSYDRLSYDLKACFLYCGAFPGGFEIPAWKLIRLWIAEGFIQYKGHLSLECKAEDNLNDLINRNLVMVMQRTSDGQIKTCRLHDMLHEFCRQEAMKEENLFQEIKLGAEQYFPGKRELATYRRLCIHSSVLEFISTKPSGEHVRSFLSFSLKKIEMPSVDIPTIPKGFPLLRVFDVESINFSRFSKEFFQLYHLRYIAFSSDTIKIIPKHIGELWNIQTLIINTQQRSLDIQANIWNMERLRHLHTNSSAKLPVPVTPRSSKVPLVNQSLQTLSTIAPESCTEEVFARTPNLKKLGIRGKIAVLLEPNKSLLKNVKKLESLENLKLINDSSQTGKGLRLPPSYIFPTKLRKLSLVDTWLEWNDMSILGQMEHLEVLKLKENGFMGECWESVGGFCSLLVLWIERTDLVSWKASADHFPRLKHLVLICCDKLKEIPIGLADIRSFQVMELQNSTKTAAISARGIRDKKDKQTQEGTNNNGFKLSIFPPDL*

NbL15g18490.1 putative_late_blight_resistance_protein_homolog_R1A−3 [MW = 106.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MVDTETFAFQAEINQLLSLIINTFYSNKEIFLRELISNSSDALDKIRFESLTDKSKLDAQPELFIHIIPDKTNNSLTIIDSGIGMTKADLVNNLGTIARSGTKEFMEALAAGADVSMIGQFGVGFYSAYLVAEKVIVTTKHNDDEQYVWESQAGGSFTVTRDTSGENLGRGTKITLFLKEDQLEYLEERRLKDLIKKHSEFISYPISLWVEKTTEKEISDDEEEEEKKDEEGKVEEVDEEKEKEEKKKKKVKEVSNEWSLVNKQKPIWMRKPDEITKEEYAAFYKSLTNDWEEHLAVKHFSVEGQLEFKAILFVPKRAPFDLFDTRKKPNNIKLYVRRVFIMDNCEELIPEYLSFVKGIVDSEDLPLNISREMLQQNKILKVIRKNLVKKCVELFFEIAENKEDYNKFYEAFSKNLKLGIHEDSQNRSKFAELLRYHSTKSGDEMTSLKDYVTRMKEGQNDIYYITGESKKAVENSPFLEKLKKKGYEVLYMVDAIDEYSIGQLKEFEGKKLVSATKEGLKLDESEDEKKKQEELKEKFEGLCKVIKDVLGDKVEKVVVSDRVVDSPCCLVTGEYGWTANMERIMKAQALRDSSMAGYMSSKKTMEINPENAIMEELRKRADADKNDKSVKDLVLLLFETALLTSGFSLEEPNTFGNRIHRMLKLGLSIDEDSGDADADMPALEDPEADAEGSKMEEVD*

NbL15g18400.1 heat_shock_cognate_protein_80 [MW = 80.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSIFGAAAAANTNPNKSTEVQQPPSDSVSSLCFSPKANFLIATSWDNQVRCWEVMGSGTNVGTAPKASISHDLPVLCSAWKDDGTTVFSGGCDKQVKMWPLGGQAVTVGMHDAPVKDLAWIPEMSLLVTGSWDKTLRYWDLRQPNPAHVQQLPERCYALTVKHPLMVAGTADRNLVVFNLQNPQTEFKRITSPLKYQTRCLAAFPDQQGFLVGSIEGRVGVHHLDDSQQSKNFTFKCHREGNEIYSVNSLNFHPVHGTFATAGSDGAFNFWDKDSKQRLKAMSRCSQPIPCSAFNHDGSIYAYAVCYDWSKGAENHNPSTAKTYIYLHFPQESEVKGKPRIGSSGRK*

NbL15g17860.1 protein_RAE1 [MW = 38.28 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
MKNRGMAFSCNGKNSYYSVFLCFFYILGFMFSHSLLEFKPVLAQNSPVFACDITSNPRLANLTFCDASLTVETRVSDLVQRLTLSEKIGFLVSGAGGVSRLGIPRYEWWSEALHGVSYTGPGVHFSSLVPGATSFPQVILTAASFNVTLFETIGKVVSTEARAMYNVGLAGLTYWSPNINIFRDPRWGRGQETPGEDPTLTSKYGAAYVRGLQQTDDGSKDKLKVAACCKHYTAYDVDNWKGIQRYNFNAVVTQQDMDDTFQPPFKSCVLEGNVASVMCSYNQVNGKPTCGDPDLLAGIIRGEWNLNGYIVTDCDSLNEIFNSQHYTKSPEETAALGLNSGVDLNCGSWLSKYTQGAVNQKLVNESVIDRAISNNFATLMRLGFFDGNPRNHIYGNLGPKDVCTPENQELAREAARQGIVLLKNAAGSLPLTPTAIKSLAVIGPNADVTKTMIGNYEGTPCKYTTPLQGLTASVATVYKPGCSDVSCNTAQLDDAKKIASTADAVVMVMGSDQSIERESLDRVNITLPGQQSVLIAEVAKVAKGPVILVIMSGGGMDVQFAVDNPKITSILWVGFPGEAGGAALADVIFGYYNPSGRLPMTWYPQSYADVVPMTIMNMRPDPATNYPGRTYRFYTGPTVFTFGHGLSYSQFKHRLDQAPTFVSIPLEAKHTCRSTKCKSIDSVEQSCSNVGFNVHLRVKNMGKISGSHTIFLFNSPPSVHNAPQKHLLGFKKVRLTPQEERVVKFNVDVCKHLSVHDELGNKKVALGQHVLHIGDLKHSFTVRI*

NbL15g17830.1 beta−xylosidase/alpha−L−arabinofuranosidase_2 [MW = 85.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00350 Dynamin family

Protein sequence:
MAGEESSPESATGSKKMDELEGQWRLYEAYNELHGLAQEFDTPFDAPAVLVVGHQTDGKSALVEALMGFQFNHVGGGTKTRRPITLHMKYNHECDSPLCHLFSDSDPSVSHEKSLQEIQAYIEAENMRLEKETCQFSAKEIIIRIEYKYCPNLTIIDTPGLVAPAPSRKNRALQAQARAVESLVRAKMQHREFIILCLEDCNDWSNATTRRVVMQIDPELSRTVVVATKLDTKIPQFARASDVEVFLSPPASTLDGFMLGDSPFFTSVPSGRVGFGPESVFRSNDEFKQAISSREVEDLVALEEKLGRALSKHERSRIGVSSLRLFLEELLLKRYMDSVPSIIPLLEKEYRSSTRKLSELDQQLGSLNEAKLKEKGRNFHDLFLTKLSLLLKGTVIAPPDKFGETLQDERVNGGAFIGSDGLQFPHKLIPNAGMRLYGGAQYHRAMAEFRFVVGGIKCPPITREEIVNACGVEDIHDGTNYSRTACVIAVAKARDTFEPFLHQLGCRLLHILKRLLPIAVYLLQKEGEYLSGHDVFLRRVADAFNNFAESTEKSCREKCMEDLVSTTRYVTWSLHNKNRAGLRQFLDSFGGSEQSAIIGNSTSTGLSQDLSTASVASDNKQDVKPRTDVKLSHLASGNDSNTSTQTTETRLADLLDSTLWNRRLAPSSERIVYALVQQIFHGIREYFLASTELKFNCFLLMPVVDKLPAMLREDLESAFEDDLDNVFDITNLRHSVGQQKRQTEIELKRVQKLKEKFRYIHEQLNSQQVKFGQ*

NbL15g17790.1 dynamin−like_protein_ARC5 [MW = 86.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASLISLPKLSFFLLLIAIFFSSPSAAQPKCNIKSLYQFGDSLADAGNVIRTPGANIIFRANRAPYGETFFKRPTGRFSDGRIIIDYISSALKLSFLNAYLDSGSTFSQGVNFAVAGATTLNSSFWAARNVRLPVWNTPLAAQLGWFKSHLQSTCGSNCAQTLSNSLVVMGEWGGNDYYNNFFQRKQLPEVRTYVPFVVAGIMRGIKDVIQLGATRILVPGFFPLGCLPLYLTTFPDTNANAYDQLGCLRNYNDFASYHHRYLNRGLDNLRREFPNVRIVYGDYNGAFLTLLQSASSFGFNQNTLLAACCGTGGRYNFNFSNVCGSASVRACSNPAQYVHWDGIHLTDEAHRRITDIIVKDMLSRLGCSV*

NbL15g17720.1 GDSL_esterase/lipase_At1g28590−like [MW − SP = 38.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
SPFPYGNKTIIYKSQFEKGFASSLQPPKAVPCRTRKMSHRKFEHPRHGSLGFLPRKRAARHRGKVKAFPKDDQSKPCKLTAFLGYKAGMTHIVRDVEKPGSKLHKKETCEAVTIIETPPMVIVGVVGYVTTPRGLRCLNTVWAQHLSEELKRRFYKNWCKSKKKAFLKYSKKYETDEGKKDIQAQLEKLKKYSSVIRVLAHTQIRKMKGLKQKKAHLMEIQVNGGTIAQKVDYAYGFFEKQVPVDAIFQKDEMIDIIGVTKGKGYEGVVTRWGVTRLPRKTHRGLRKVACIGAWHPARVSYTVARAGQNGYHHRTEMNKKVYRLGKAGQESHAAITDFDRTEKDITPMGGFPHYGVVKEDYLLIKGCCVGPKKRVVTLRQSLLNQTSRVALEEIKLKFIDTSSKFGHGRFQTTQEKQKFYGRLKA*

NbL15g17660.1 60S_ribosomal_protein_L3−like [MW = 48.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12796 Ankyrin repeats (3 copies) PF17830 STI1 domain

Protein sequence:
KLIRIILLLGKKIHTYEYFIIGRNNKAYALNHISRHHDIRKFLSSCKTVISRLPPTQNTPFSIPFVHTQSSLLSLSSQARNLKKPHILTFLSFPLWPCLSQADKVVPSAAKEDEKPGSSESKKSSESASTEAQTGETRPASAAAAGLQNPFDFSAMTGLLNDPSIKELAEQIAKDPSFNQMAEQLQKTFQGAAVEEGIPNFDSQQYYSTMQQVMQNPQFMTMAEQLGSALMQDPSMSSMLENLTNPSQKNQIEERMARIKEDPSLKPILEEIESGGPAAMMRYWNDQDVLKKLGEAMGFAVAGEGATSAGVSGTDETEEANEDESFIHQCASVDDAEGLKSAIATGADKDEEDSEGRTALHFACGYGEVKCAQVLLESGAKVDALDKNKNTALHYAAGYGRKECVALLLENGAAVTLQNLDGKTPIDVAKLNNQNEVLKLLLKDAFL*

NbL15g17540.1 ankyrin_repeat_domain−containing_protein_2B−like [MW = 48.74 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 39 77 115 188

Protein length

Gel Slice

5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 39 77 115 188

Pfam domains

Pfam Description
SP Sequon TM Domain PF17135 Ribosomal protein 60S L18 and 50S L18e

Protein sequence:
MGIDLKAGGKSKKTKRTAPKSDDVYLKLLVKLYRFLVRRTGSKFNAVILKRLFMSKTNKPPLSLSRLISYAKGKEDKIAVIVGTITDDVRAYDVPTLKVCALRFTKTARARIEKAGGECLTFDQLALRAPLGQNTLLLRGPKNAREAVKHFGPAPGVPHSHTKPYVRSKGRKFERARGRRKSRGYKV*

NbL15g17440.1 60S_ribosomal_protein_L18−2−like [MW = 20.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01776 Ribosomal L22e protein family

Protein sequence:
MSKGTGAAKGGKKKGATFVIDCSKPVEDKIMEIASLEKFLQERIKVGGKAGALGDTVTVTRDKTKITVTSDSTFSKRYLKYLTKKYLKKNNVRDWLRVISSNKDRNVYELRYFNIAENEAEEED*

NbL15g17410.1 60S_ribosomal_protein_L22−3−like [MW = 14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00177 Ribosomal protein S7p/S5e

Protein sequence:
MDAGVVAAPVDATAENKIHSDVMLFNRWTYDDVQINDISVEDYITATASKHPVYMPHTAGRYQAKRFRKAQCPIVERLTNSLMMHGRNNGKKLMAVRIIKHAMEIIHLLTDQNPIQVIVDAVINSGPREDATRIGSAGVVRRQAVDISPLRRVNQAIYLLTTGARESAFRNIKTIAECLADELINAAKGSSNSYAIKKKDEIERVAKANR*

NbL15g17080.1 40S_ribosomal_protein_S5−like [MW = 23.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03372 Endonuclease/Exonuclease/phosphatase family

Protein sequence:
MLSVLRVHLPSDIPIVGCELTPYVLLRRPNKEVISEDVPEAAPVDGYFLRYKWYRIQSDKKVAICSIHPSEQATLQCLGCVKAKIPVAKSYHCSPKCFSDAWQHHRVLHERAASAVNENGNEEEEIFGRFNSTGSGVINSSLTSSQSSGSLANGTTPLYPAAVTQRNGGETWFEVGRSKTYTPTADDIGHALKFECVVVDAETKLPVGPASTILTSRVIPAPCPTPRRMFSVSGVDIPGHLDLDGRLSSSGTFTVLSYNILSEAYATSELYSYCPSWALAWTYRRQNLLREIVGYRADIVCLQEVQSNHFEEFFAPELDKHGYQALFKRKTAEVFNGSINNIDGCATFFRRDRFSHVKKYEVEFNKAAQSLTDAVVPIAQKKTALNRLVKDNVALIVVLEAKFSNQGVDNPGKRQLVCVANTHVNVQQELRDVKLWQVHTLLKGLEKIAASADIPMLVCGDFNSVPGSAPHTLLALGKVDPMHPDLAVDPLGILRPPTKLTHQLPLVSAYSSFARMGVGLGLEQQRRRMDPNTNEPLFTNCTRDFIGTHDYIFYSADSLTVESLLELLDEESLRKDTALPSPEWSSDHIALLAEFRCKPRTRR*

NbL15g17000.1 carbon_catabolite_repressor_protein_4_homolog_1−like [MW = 66.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MAANTTPGLQIRATEQCISASRNISNLSSISFSYESKRKSFKDIRGSSYISLSKPINSSKLAPIKFEKMVTKAISGASEQVPVSGLPIDLRGKRAFIAGIADDNGYGWAIAKSLAAAGAEILVGTWVPALNIFETSLRRGKFDDSRVLPDGSLMEITKIYPLDAVFDSPEDVPEDVKTNKRYAGSSKWTVKEVAECVKRDFGTIDILVHSLANGPEVSKPLSETSRKGYLAAVSASSYSFISLLRHFLPIINPGGATISLTYIASERIIPGYGGGMSSAKAALESDTRVLAFEAGRKHKVRVNTISAGPLGSRAAKAIGFIDMMINYSLENAPLQKELYAEEVGNTAAFLASPLASAITGATVYVDNGLNAMGVGVDSPAFSGLDIPKDNKS*

NbL15g16830.1 enoyl−[acyl−carrier−protein]_reductase_[NADH]_2_chloroplastic−like [MW = 41.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF04030 D−arabinono−1,4−lactone oxidase

Protein sequence:
FLNHKITKNNEEIIFIRKTSTHPQSTVLLNLLKTHQNGGVQMLRSLTSKRSLQSLLLHHHPLLRPNPHPTPFNPRPFSSTPGPTTSESELRKYIGYTLLLLGCGAATYYSFPFPENAKHKKAQLFRYAPLPDDLHTVSNWSGTQEVQTRTFLQPESIEELEGIVKAANEKKQRIRPVGSGLSPNGIGLTRAGMVNLALMDKVLNVNEEKKTVTVQAGIRVQQLVDAIKEYGITLQNFASIREQQIGGIVQVGAHGTGARLPPIDEQVISMKLVTPAKGTIEISKEKDPELFYLARCGLGGLGVVAEVTLQCVERQELVEHTFLSNMKDIKKNHKKFLSENKHVKYLHIPYTDAVVVVTCNPISKSRGPPKHKPKYTTEEALQHTRVLYREALKKYRGQVADSASPEAEPEIDELSFTELRDKLLALDPLNKEHVIEVNKAEAEFWRKSEGYRVGWSDEILGFDCGGHQWVSETCFPAGTLSKPSMKDLDYVEELMQLIAKESVPAPAPIEQRWTACSKSRMSPAYSSADDDIFSWVGIIMYLPTMDARQRRQITEEFFHYRHMTQAQLWDHYSAFEHWAKIEVPKDKEELAALQARLKKKFPVDAYNQARKELDPKRILSNNMLEKLFPSSEAV*

NbL15g16410.1 L−galactono−14−lactone_dehydrogenase_mitochondrial [MW = 71.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MSSNIILDADGSPSRIVLSEPTGSTAEVLFHGGQVVSWKNELREELLFRINKTLWKPPKAIRGGIPISFPQFGSFGSLERHGFARNRVWSLDDSPSPLPAVNSQSTVDLILKSTEEDLKTWPHRFEVRLRVSLTAGKLTLIPRVRNTDNKPFSFTISLRNYLSVSDISEVRVEGLETLDYFDNLQQRERYTEQADAITFDSEIDRVYLSTPKKIAIIDHEKKRTYVIQKEGMLDAVVWNPWDKKAKSLPDLGDEDYKKMLCVDSAAVETPIVLKPSEEWKGRQELSTVSSSYCSGQLDPRKVLYGLA*

NbL15g16300.1 putative_glucose−6−phosphate_1−epimerase [MW = 34.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF02179 BAG domain

Protein sequence:
MRPSGMLVQKREDDSASYYYNYASQDFDLPVPSEFTFGEVKSVISQIIGLEPKVQKLLFRGKEKEDHEYLHLAGVKDNSKVLVMEDKNPVEVKVTTEISRGAEAVAEVRTEVDKLSEQVSAVQAVVFGGSNVEEKDIICLTEMLMRQLLKLDEIDAEGEGKIQRKMEVRRVQSLVETMDAVKARNANPFSNNSNAVSVTTQWETFESGVGSLNAPPPPRPSSTVVTEDWEQFE*

NbL15g16260.1 BAG_family_molecular_chaperone_regulator_4−like [MW = 26.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03473 MOSC domain PF03476 MOSC N−terminal beta barrel domain

Protein sequence:
MAEVIGLGAAAKVKQIFVYPIKSCRGISVSQAPITSTGFRWDRQWLVVNSKGRAYTQRVEPKLALVEVALPTEAFSEGWEPNNDSYLVIRAPGMSPLKIPLSNPSQVTDGVSVWEWSGSALDEGAEAAMWFSTHLGKPCRLVRFSEVKEMRVVDPNYAQGYKVMFSDGYPYLVLSQGSLNALNSLLKEPVPVNRFRPNVLVDGCEPFAEDLWKEIRINNLTFKGVKLCSRCKVPTINQETAVAGSEPTETLTKFRSDKALHPDKKQQGKVYFGQNMVCSDALSRGKGKIIKVGDPVYVLKVVPSSAEAPA*

NbL15g15910.1 mitochondrial_amidoxime_reducing_component_2−like [MW = 34.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13563 2'−5' RNA ligase superfamily

Protein sequence:
MSQGYAIELYFDPALENQVLKAWNVLARRQISTQLIEIESRPHITLFSSPYVDPLKLENVVKSFSSKQESLPLSFGSIGSLPNDDNILFLAPTPTLSLLQFHSQLFEAMKKEGIEIGEEHRPDTWIPYCPVAEEVPKTRMGEAFTVLRDLKLPVAGYAMEIALVEYPPVREVFSFVLGNTVEP*

NbL15g15850.1 uncharacterized_LOC107826751 [MW = 20.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00203 Ribosomal protein S19

Protein sequence:
MADVEGADVAAGQPKKRTFKKFSYRGVDLDALLDMSTDELVKLFPARPRRRFQRGLKRKPMALIKKLRKAKREAPPGEKPEVVRTHLRNMIIVPEMIGSVIGIYNGKTFNQIEVKPEMISHYLAEFSISYKPVKHGRPGIGATHSSRFIPLK*

NbL15g15800.1 40S_ribosomal_protein_S15−like [MW = 17.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MSMLTKLRCITLDVTGTLIAYKGELGDYYCMAAKAAGKQCPDYKRVHEGFKLAYTEMAQKHPCFGFAEKIPNIVWWKTCVRDSFVRAGYEYDEETFEKIFRRIYATFGSSAPYSIFPDSKPFLRWLRERGITVGLVSNAEYRYQDVILPALGLHQGSEWDFGVFSGLEGVEKPDPRLFEIALKRAGNVAPEEVLHIGDSMRKDYLPARSVGMHALLLDRFKTADAVNWRKSGATVLPDLTATKDWLTCEELKCSDM*

NbL15g15540.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_3 [MW = 29.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MSRRYDSRTTIFSPEGRLYQVEYAMEAIGNAGSAIGILSKDGVVLVGEKKVTSKLLQTSTSSEKMYKIDDHVACAVAGIMSDANILINTARVQAQRYTFAYQEPMPVEQLVQSLCDTKQGYTQFGGLRPFGVSFLFAGWDKNYGFQLYMSDPSGNYGGWKAAAIGANNQAAQSILKQDYKDDITREEAVQLALKVLSKTMDSTSLTSEKLELAEVFLSNGKVKYQACSPESLNAMLVRSGLTQPAAEE*

NbL15g15510.1 proteasome_subunit_alpha_type−4 [MW = 27.15 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MGKVALFYLICGILVFGSVSVVNAEDAYRYFTWTATYGTASPLGVPQQIILINGQFPGPKLDLITNENVILNLINKLDEPLLLTWNGIKQRKNSWQDGVLGTNCPIPRNSNYTYKFQMKDQIGSYTYFPSTQLHRAVGGFGALNIYARSVIPVPYAKPAGDFSLLIGDWYKSSHKVLRQILDSGKSLPFPSGLLINGQKQSSFTGDQGKTYMFRISNVGLKNTFNFRIQGHKMRVVEVEGSHVIQSLYDSLDVHVGQSMSVLVTLDQPPKDYYIVASTRFTRTVLTATAVLHYSSSQTSVSGPMPSAPAGQMHWSMLQARTFRWNLTANAARPNPQGTFHYGKITISRTFVLANSAPLINGKLRYAVNRVSYVNPDTPLKLADHFNIPGVFSLNSIQTFPSDGSPYLATAVFPASHHDFIEIVFQNNEATMQSWHLDGYDFWVVGFGSGTWTQASRNKYNLVDAPTRHTAQVYPKSWTAILVSLDNQGMWNLRSAMWDRQYLGQQVYLRVYNPTQSLANEYYIPTNALLCGKAAGRHP*

NbL15g15100.1 L−ascorbate_oxidase_homolog [MW − SP = 57.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF12848 ABC transporter

Protein sequence:
MDLATTFLTGRANLLCPRVLLIPSSNSSVKTTIGTVFSNPRRKNLRISSKLQAIAVETAETEVKDDIESLLSNNSNEEIDYRRSNKQNTSGASSISSGVRLENVSKSYKGVTVLKDVSWEVKKGEKVGLVGVNGAGKTTQLRIISGLEEPDSGNVIKAKNNMKISFLSQEFEVESTRTVKEEFMSAFKEEMEVAERLEKVQKAIEKSVDDLELMGRLLDEFDLLQRRAQAVDLDVVDVKINKMMPELGFAPEDADRLVASFSSGWQMRMSLGKILLQDPDLLLLDEPTNHLDLDTIEWLEGYLNKQEVPMVIISHDRAFLDQLCTKIVETDMGVSRTYEGNYSDFIISRAEWIETQNAAWEKQQKEIEQTRGLISRLSAGANSGRASTAEKKLEKLQDQEQVDKPFIRKQMKIRFPERERSGRTVVNVKNLEFAYEDKVLFKNANLTIERGEKIAIIGPNGCGKSTFLKLIMGSLKPTRGEVVLGEHNVLPNYFEQNQAEALDLEKTVLETVAEAAEDWRLDDIKGLLGRCNFKADMLDRKVSFLSGGEKARLAFCKFMVTPSTLLVLDEPTNHLDIPTKEMLEEAITEYKGTVITVSHDRYFIKQIVNRVLEVKDGTLHDYEGDYDYYLEKNLEARERELEREAEIEDKSPKAKAKSKMSKAEREARKKQKMLAFQAARQKSKKSKNSKRWN*

NbL15g14860.1 ABC_transporter_F_family_member_5−like [MW = 78.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01926 50S ribosome−binding GTPase

PF02824 TGS domain
PF16897 C−terminal region of MMR_HSR1 domain

Protein sequence:
MATVMQKIKDIEDEMAKTQKNKATAHHLGLLKAKLAKLRRELLTPTSKGGGGAGEGFDVTKSGDARVGLVGFPSVGKSTLLNKLTGTFSEVASYEFTTLTCIPGVIMYRGAKIQLLDLPGIIEGAKDGKGRGRQVISTARTCNCILIVLDAIKPITHKRLIEKELEGFGIRLNKEPPNLTFRKKEKGGINLTSTVTNTHLDLDTVKAICSEYRIHNADVHLRYDATADDLIDVIEGSRVYTPCIYVVNKIDQITMEELEILDKLPHYCPISAHLEWNLDGLLEKIWEYLSLTRIYTKPKGMNPDYEDPVILSSKRRTVEDFCDRIHKDMVKQFKYALVWGSSAKHKPQRVGREHELEDEDVVQIIKKV*

NbL15g14840.1 developmentally−regulated_G−protein_3 [MW = 41.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01202 Shikimate kinase

Protein sequence:
MEARVSQSLQLSSWLNSDKVVRKPGGCLRFSEKWNEKPMHRIVISCHLQPRKADRRVALKVSCSSHNVQASVLESGCITASTDEIETLKNKSEEVDEYLDGRCIYLVGMMGSGKTTVGRILAETLGYSFFDCDRLIEQAVGGTTVAEIFKLRGESFFRDNETEVLHKLSAMHRLVVSTGGGAVVRPINWRHMHKGISVWLDVPLDALAKRVTAEGTKSRPLLHEESGDIYDKTLKRLTTLMETRGENYANASVRVSLENIAVKRGKDVCHITPTEITLEVLIQIQNFLKKQESVVVL*

NbL15g14820.1 shikimate_kinase_chloroplastic [MW = 33.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02446 4−alpha−glucanotransferase

Protein sequence:
MAIHNCFSLIPSSFPSPKLELLKNSIFQSPRGIWSKPNFNSGMKISFVGVQFQNGNVPCVGEDLPIEYADWLPKRDPSDRRRAGILLHPTSFPGPYGIGDLGPQAFQFLDWLHLAGCSLWQVLPLVPPGKRGNEDGSPYSGQDANCGNTLLISLEKLVDDGLLKKEELPEPLPIDRINYSTVAEIKDPLIAKAAKRLLSSEGKLKEQLENFRRDPNISSWLEDAAYFAAIDNSLNTISWYDWAEPLKNRHLAALEEVYQSEKDFIDTFIAQQFLFQRQWQKVRDYARSKGISIMGDMPIYVGYHSADVWANKKHFLLNRKGFPLIVSGVPPDAFSETGQLWGSPLYDWKAMEKDGFSWWIRRIRRATDLFDEFRIDHFRGFAGFWAVPSEAKVAMLGRWKVGPGKPLFDAIFQAVGKINIIAEDLGVITEDVVQLRKSIEAPGMAVLQFGFGSDAENPHLPHNHEQNQVVYTGTHDNDTTRGWWDILPQEEKSNVLKYLSNIEEEKISWGLIEAAISSVARIAIVPMQDVLGLGSESRMNIPATQFGNWSWRIPSSTRFDSLDAEAKKLRDILATYGRL*

NbL15g14720.1 4−alpha−glucanotransferase_chloroplastic/amyloplastic [MW = 65.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MTFSENDDEEVITDFHPYYRVYKNGRVHRFYELYGIVEVPPSLEDPDTGVSSKDISISPHISARLYLPKNTVADQKLPVLVYYHGGGLVAGSAFFQTEHRYLNHLVSESNCIAISVNYRLAPEHGLPTLYQDCWDALQWVASHAADKDAEPWITNHGDFNRLFIAGDSAGGNIVFNMTMRAGKESLIGGVKLVGAIFAFPFLLIPSVENIEGSLSYKLWNTICPPSEQGINSPMVNPVSEKGQSLSELGCSRIFLCAGEKDEHVPSEIVTRFAEAVKNSGWKGEVEFIEIEGEVHCFQAANPEAEKSKDLIKRMASFIQRK*

NbL15g14640.1 2−hydroxyisoflavanone_dehydratase−like [MW = 35.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02330 Mitochondrial glycoprotein

Protein sequence:
KTLKPSLPFYLNPEISCQNPPKMAVTNIIRRTASQVVPLAVRVIGRTQSYHQRSSPLFSTVVNRGAASRNFFRSSLPSTLHCYSTKRPSSDESLLKIIQSEILCAEESDEHDEVEEAPEGFPFKIEDHPGQQTVTLIREYQGESIYVEVHMPDLVTGDEDENDNDDNDRERANQSQIPLVVRVSKKNGPSLEFGCTAFADEIAIETLSIKDPNASEDQIAYEGPDFSDLDENLQKAFHKYLEIRGIKPSATNFLHEYMINKDGREYVMWLKNLKKFIEA*

NbL15g14540.1 uncharacterized_protein_At2g39795_mitochondrial [MW = 31.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MLSMDSSAFVPHVAIFPFPAQGHVNSMLKLAQLLSVSNFHVSFLVTVDTHDRLLNHTDVLSRFGSEFHLQELPVGISLDEMNTRDGVAKLHDSLNTIAKPFLREFLAESPVTCVIADGILSMAADVAEEINLPIIYFRTISACAFWSYFSIPELLQAAELPLKENGMDITLTKVKGMEDFLRGRDLPSFCRVSDLTSADFRLLSSETRQTPRARGLILNTFEDLEGPILSQIRTVCPNVYTIGPVHAHLKTRLATKCTSSNSLWQEDENCINWLDTHPPKSVLYVSFGSIAGVTREELLEFWYGLVNSDQNFLWVMRADLIIGQEGKHEILEELEQGTKARGYMADWVPQEKVLAHTAIGGFLTHCGWNSTLESIVEGVPMICWPRFADQQVNSRFIGEVWKMGLDIKDTCDRDIIGKSIRDLMEKRRGEFLQRTEQMASMARRTVNEGGSSYINLDRLIQDIRLMCLPLKQFS*

NbL15g14460.1 7−deoxyloganetic_acid_glucosyltransferase−like [MW = 53.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13266 Protein of unknown function (DUF4057)

Protein sequence:
MDKATPVRNSHTSTADLLTWSDVPPSSNSSATFTPGGASGHHFGSGARSHQPSDGISKVFSGQITTEEAESLNIRKPCSGYKLSNIFSAGGEDGTLESRTDDGSFSSRTSVRIIQQATNGISQISFSTEENISPKKPTTLTEVAKQRELSGNLESESDSKIKKHLSDAKTKELSGNDIFGPPPEVPTRSLAAARSLESKESKDMGEPAPRTVRTSVRVSNPAGGQSSILFGDEPVGKTTKKIHNQKFAELTGNDIFKGDIPPGSADKPLSSAKLKEMSGSDIFSDGKIESRDHLGGVRKPPGGESTISLV*

NbL15g14420.1 uncharacterized_LOC107802020 [MW = 32.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MVSFRVYRPRNRRHSWNWVNLNSKIFVFLNVSALQFLNLWPYFLRHAVVEELAELGATVYTCSRNQAELNERLQEWAEKGLQVKGSVCDASSREQRVQLMENVSSAFDGKLNILVNNVGTNIRKPTTDYAAEEYARLLGTNLESAYHLCQLAHPLLKASGNGSVVFISSVAGLVHISSGSIYGATKGAMNQLTRNLACEWAKDSIRVNGVAPWYIRTSLVEHLLENKTFLDGVISRTPLRRPGESQEVSSLVAYLCLPGASYITGQIIAVDGGFTVNGFEMTSY*

NbL15g14380.1 tropinone_reductase_homolog_At5g06060−like [MW = 31.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDSLMKILTERGYMFTTTAEREIVRDMKEKLAYVALDYEQELETARSSSSIEKNYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWISKGEYDESGPSIVHRKCF*

NbL15g14330.1 actin−7 [MW = 41.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00416 Ribosomal protein S13/S18

Protein sequence:
MSLVANEEFQHILRVQNTNVDGKQKIMFALTSIKGIGRRFANIACKKADIDMNKRAGELTAAELDSVMVVVANPRQFKIPDWFLNRQKDYKDGKFSQVTSNALDMKLRDDLERLKKIRNHRGLRHYWGLRVRGQHTKTTGRRGKTVGVSKKR*

NbL15g14290.1 40S_ribosomal_protein_S18−like [MW = 17.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00696 Amino acid kinase family

Protein sequence:
MAISTSFCRPISSFNAISSPSLCFFKPLHHHFKLDDSFHSLVVKCCSSHMDKSPDHLNGRKPELSPIASFGVTMTDNGTSTPSYRWRRVLLKVSGEALAGDQAQNIDPKITMAIAREVAAVTRLGIEQVAIVVGGGNIFRGSSWAGCSGLDRSSADYIGMLATVMNAIFLQATMESIGIPTRVQTAFRMSEVAEPYIRRRAVRHLEKGRVVIFAAGTGNPFFTTDTAAALRCAEINAEVVLKATNVDGVYDDNPRHNPDARLQDNLTYHDVISKELSVMDLTAITLCQENNIPVVVFNLNKPGNIAKAIKGERVGTLIGDTWNTEAAVS*

NbL15g14280.1 uridylate_kinase−like [MW = 35.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00805 Pentapeptide repeats (8 copies)

Protein sequence:
MAIPSVCLCTKLPPNPNKLQSPNPFPLNHQSSSFSPQVSLNSVESSRNALASFGESISRASFLALLSASLFLASDPALAFKGGGPYGAGVTRGQDLSGKDFSGKTLIKQDFKTSILRQANFKGANLVGASFFDADLTGADLSDADLRGADFSLANVTKVNLSNANLEGALTTGNTSFKGSNIEGADFTDVPLRDDQREYLCKIADGVNPVTGNATRDTLFCK*

NbL15g14200.1 thylakoid_lumenal_15_kDa_protein_1_chloroplastic−like [MW = 23.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MRGLFGASHLLKLSRSTTLLSAPLFENRISHSQLPNSSKTTTFLTLRTFAIMTSGADEFVKGHVHPNGVAVITLDRPKALNAMNLDMDIKYKSFMDEWETDPKVKCVLVDSSSPRAFSAGGDIKQIATKKQQSDMIEVFTAEYPLICKIFGYKKPYISFMDGITMGFGIGLSGHGRYKLITERTVLAMPENGIGLFPDVGFSYIAAHGPGEGTVGAYLALTGNRISTPADALYVGLGTHYVPSANLSTLKEALLATKFSEDPDEEIKELLAKYSSNPDSEPRLKSLLPRIISTFAGNKSIREIIEELENHQQSADTLVVEWAKDALQGLRKGAPFSLCLTQKLFSRVASARGKNENDLSSLNGVMRTEYRIAIRSALRSDFAEGVRAVLVEKDQSPKWNPSCLEDVNLSEVEALFEPLSPDVGELNV*

NbL15g14020.1 3−hydroxyisobutyryl−CoA_hydrolase−like_protein_3_mitochondrial [MW = 46.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MDKKKVVVPLVCHGHSRPVVDLFYSPVTSDGFFLISASKDSSPMLRNGETGDWIGTFEGHKGAVWSCCLDTNALRAASGSADFSAKIWDALTGDELHSFAHKHIVRACAFSEDTNFLLTGGVEKVLRVYDMNRHEAAPREVAKTPGSVRAVTWLHSDQTILSSCTDSGGVRLWDVRTGDIVRTLETKSPVTSAEVSQDGRYITTCDGFSVKFWDANHFGLVKSYNMPCTVESASLEPKYGLKFVAGGEDMWIRVFNFHTGEELACNKGHHGPVHCVRFAPSGESYASGSEDGTIRIWQTGPLTNDDVDMTTNGKVKVSAEEVSRKIEGFQISDERKIKEEDLAD*

NbL15g13940.1 serine−threonine_kinase_receptor−associated_protein−like [MW = 37.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06325 Ribosomal protein L11 methyltransferase (PrmA)

Protein sequence:
MGSSSNGVAPRVDKGVDYANYFCTYAFLYHQKEMLSDRVRMDAYYNAIFENKHHFIGKAVLDVGTGSGILAIWSAQAGARKVYAVEATKMAEHARQLVKTNGLEHVVEVIEGSMEDITLPEKVDVIISEWMGYFLLRESMFDSVICARDRWLNPNGVMYPSHARIWVAPIHSGLVDQKKIDYDRAMDDWYHFVDETQTFYGVDMSSLSKPFTEEQRKYYLETSLWNNLHPNQVIGKPAVIMEIDCLTSSVNDILSLQANISSSITAENSRLCGFGGWFDVHFRGRKESPAKHEIELTTAPSEDLGTHWGQQVFLLHPSIRVSQGDEMTINFSMYRSKENHRLLEVEFGCELRQSSGKSLPSFSKKFHIE*

NbL15g13870.1 protein_arginine_N−methyltransferase_PRMT10 [MW = 42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12799 Leucine Rich repeats (2 copies) PF13855 Leucine rich repeat

Protein sequence:
MSEDEAAPTVLDLTSYQLHDLNSVELPPSLTELDLTTNRLSALDPRIAQLPNLKKLSLRQNLLTDAAVEPLSSSHVISDIEELVLRDNQLKKIPDVEIFKKLLVFDVSFNEISSLNGLSKASSTLRELYVSKNEVTKMEEIEHFHELQILELGSNRLRVMELLENLKNLQELWLGRNRIRTVNLCGLKCIKKISLQSNRLTSMIGFQECVALEELYLSHNGIAKMEGLSTLVNLRVLDVSANKLTEINDIENLRKLEDLWLNDNNIASLVGLAEAVAGAKEKLTTIYLERNPCAQSPNYTSSLRQIFPNIEQIDSEVYA*

NbL15g13740.1 protein_phosphatase_1_regulatory_subunit_pprA [MW = 35.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MFSKIFGKPKQETNALATLDKLNETLEMLEKKEKVLQKKASAEVEKAKDFTRAKNKRAAIQCLKRKRLYEQQIEQLGNFQLRIHDQMIMLEGAKATTETVDALRTGASAMKAMQKATNIDDVDKTMDEINEQTENMKQIQEALATPIGAAADFDEDELEAELEELEGAELEEQLLQPATTAPAAPVHVPAGRQPARPIPQRRTAEEDELAALQAEMAL*

NbL15g13600.1 vacuolar_protein_sorting−associated_protein_32_homolog_2−like [MW = 24.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MYRTASSRLRALKVRGCSRAFARFSSSTAVASKPSGGLFSWITGGRSDSLPPLDFPLKDVQLPPPLPDYIEPGKTEITTLTNGLKIASETSSSPAASIGLYVDCGSIYETPASYGATHLLEHMAFKSTLNRSHLRIVREVEAIGGNVAAAASREHMIYTCDALKTYVPQMVELLVDCVRNPAFLDWEVNEQLEKVKVEIDEYSKNPQHLLLEAVHSAGYSGSYGNSLAATEATVNRLNSTVLEEFVAENYTAPRIVLAASGVEHEELLKVAEPLLSDLPTVPRAEEPTPVYVGGDYRRQADSGMTHFALAFEVSGGWLKEKDAMTLTVLQMLMGGGGSFSAGGPGKGMYSRLYLRVLNAYPQIHAFSAFSSIYNNTGLFGIQAATTSDFAPRAIEVAIKELTAVANPKEVDQVQLDRAKQSTKSAILMNLESRMVASEDIGRQLLTYGERKPVEHFLKAIDAITANDIASVAEKLISSPLTMASYGDVLSLPTYNAVSSRFHSK*

NbL15g13580.1 mitochondrial−processing_peptidase_subunit_alpha−like [MW = 54.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01588 Putative tRNA binding domain PF09334 tRNA synthetases class I (M)

Protein sequence:
MGENCKTIPKLPIPGKRNILITSALPYVNNVPHLGNIIGCVLSADVFARYCRLRGYNAIYMCGTDEYGTATETKALEENCTPKQICDKYHAIHKEVYKWFDISFDEFGRTSTPQQTEVCQAIFKKLFESNWLSENTMQQLYCDNCKKFLADRLVEGNCPTPGCNYDSARGDQCEKCGKLLNPTELMEPKCKVCRNTPCIRDTDHLFLELPLLKDRLEAYVNNMSVAGGWSQNAIYTTHAWLREGLKPRCITRDLKWGVPVPHEKYKDKVFYVWFDAPIGYVSITSCYTTEWEKWWKNPDDVELYQFMGKDNVPFHTVLFPSTLLGTGENWTLMKTISVTEYLNYEAGKFSKSKGIGVFGNDAKDTNIPVEVWRYYLLTNRPEVSDTLFTWADLQAKLNSELLSNLGNFVNRVLSFIAKDSASGYGSIIPDVEGAESHPLTKALGEKVGNYVEQYIEAMEKVKLKQGLKVAMSISGEGNGYLQESQFWKLYKEDRRSCSIVMRTACGLVYLLACLLEPFMPSFSREVLKQLNLPPEMQLSLADEKGDVANSKRPWNIIPAGHKIGTPAPLFKELKDEEVEFYREKFAGSQADRADRALKAETDAKKMAEQLNKTKISDGNKKERAKKSSETKSKAPATVEGEISISRLDIRVGLLTKAQKHPNADSLYVEEIDVGEAMPRTVVSGLVNYIPLEEMQNRKVCVLCNLKPVSMRGIKSQAMVLAASDSDHTKVELVEPPKDAAIGERVTFPGFDGEPDDVLNNKKKIWETVQLDLHTNKELVACYKDLPFTTSSGICKVASISEGSIR*

NbL15g13530.1 probable_methionine−−tRNA_ligase [MW = 90.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00195 Chalcone and stilbene synthases, N−terminal domain PF02797 Chalcone and stilbene synthases, C−terminal domain

Protein sequence:
MVTVEEVRRAQRAKGPATIMAIGTATPSNCVDQSTYPDYYFRITNSEHMTELKEKFKRMCDKSMIKKRYMHLTEEILKENPNICEYMAPSLDARQDIVVVEIPKLGKEAAQKAIKEWGQPKSKITHLVFCTTSGVDMPGADYQLTKLLGLRPSVKRLMMYQQGCFAGGTVLRLAKDLAENNKGARVLVVCSEITAVTFRGPSDTHLDSMVGQALFGDGAAAIIIGSDPVPRVERPLFELVSTAQTLLPDSEGAIDGHLREVGLTFHLLKDVPGLISKNIEKSLMEAFQPLGLSDWNSIFWIAHPGGPAILDQVELKLGLKPEKLRATRQVLSDYGNMSSACVLFILDEMRKASAKEGLGTTGEGLDWGVLFGFGPGLTVETVVLHSVST*

NbL15g13490.1 chalcone_synthase_2 [MW = 42.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00920 Dehydratase family

Protein sequence:
LSNSKESKIKTKSLKHISIFVVYSPLSLLFCPSSLKFPPLNLDTVKPLLLNLHSPPPPSAATMQAQLLSPPTYGPTPTTPTTTLFPKCRPHLKKPPTLTIKATTTTSTPPSPPPPQTTTQKLNKYSGRITEPKSQGGSQAILYGVGLSDEDMSKPQIGISSVWYEGNTCNMHLLKLAEAVKEGVQEANMVGFRFNTIGVSDAISMGTRGMCFSLQSRDLIADSIETVMSAQWYDGNIAIPGCDKNMPGTIMAMGRLNRPSIMIYGGTIKPGHFQGHTFDIVSAFQVYGEYVSGSVSDEERMNVVRNSCPGAGACGGMYTANTMASAIEVLGMSLPYSSSTPAEDPLKLDECRLAGKYLLELLKMDLKPRDIITKKSLRNAMVMVMALGGSTNAVLHLIAIARSVGLELTLDDFQKVSDAVPFLADLKPSGKYVMEDVHKIGGTPAVIRHLLELGYLDGDCMTVTGKTLAENAKLFPSLAEGQQIIRPLSNPIKETGHIQILYGNLAPDGSVAKITGKEGMYFSGPALVFEGEEAMIAAIAEDPLRFKGKVVVIRGEGPKGGPGMPEMLTPTSAIMGAGLGKDCALLTDGRFSGGSHGYVVGHICPEAQEGGPIGLVQDGDVITIDIQKKQMDVQLSDEEFEQRRKNWTPPAYKADRGVLYKYIRNVQSASKGCVTDE*

NbL15g13470.1 dihydroxy−acid_dehydratase_chloroplastic−like [MW = 72.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MYRFAAKLASKASVARNSSHQVGSRLNWSRNYAAKDVKFGVEARGLMLQGVEQLADAVKVTMGPKGRNVVIEQSWGAPKVTKDGVTVAKSIEFMDKIKNVGASLVKQVANATNDVAGDGTTCATVLTRAIFAEGCKSVAAGMNAMDLRRGITMAVDAVVTNLKSRARMISTSEEIAQVGTISANGEREIGELIAKAMEKVGKEGVITIQDGKTLFNELEVVEGMKLDRGYISPYFITNEKNQKCELDDPLILIHEKKISSINAIVKVLELALKRQRPLLIVSEDVEGEILATLILNKLRAGIKVCAIKAPGFGENRKANLQDLAALTGGQVITEELGLNLENVELDMLGKCKKVTISKDDTVVLDGAGEKKAIEERCEQIRSAIELSTSDYDKEKLQERLAKLSGGVAVLKVGGASELEVGEKKDRFTDALNATKAAVEEGIVPGGGVALLYASKELDNLPTANFDQKIGVQIIQNALKTPVHTIASNAGVEGAVVVGKLLEQDDPDLGYDAAKGEYVDMVKSGIIDPLKVIRTALVDAASVSSLLTTTEAVVVELPKEETPSPPMPGGGMGY*

NbL15g13400.1 chaperonin_CPN60−2_mitochondrial−like [MW = 61.09 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 73 145 217 289 361

Protein length

Gel Slice

3.6 4.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 73 145 217 289 361

Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MGCFGCCDDDDMHKAADHGPFMTNNSAGYNAGQRATESAQKETQTVNIQPIAVPSIAVDELKDITDNFGTKALIGEGSYGRVYHGVLKSGQAAAIKKLDSSKQPDREFLAQVSMVSRLKHENVVDLLGYCVDGGLRVLAYEYAPNGSLHDILHGRKGVKGAQPGPVLSWAQRVKIAVGAAKGLEYLHEKAQPHIIHRDIKSSNVLLFDDDVAKIADFDLSNQAPDMAARLHSTRVLGTFGYHAPEYAMTGQLSSKSDVYSFGVVLLELLTGRKPVDHTLPRGQQSLVTWATPRLSEDKVKQCVDARLGTEYPPKAVAKMAAVAALCVQYEADFRPNMSIVVKALQPLLHARSAPTETSNM*

NbL15g13280.1 pto−interacting_protein_1−like [MW = 39.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MAIGSLARRKATTILSSRYLYSTSKYSFSLNRYYSSGSDENDVVVIGGGPGGYVAAIKAAQLGLKTTCIEKRGTLGGTCLNVGCIPSKALLHSSHMYHEAQHSFASHGVKFSSVEVDLPAMMGQKDKAVANLTRGIEGLFKKNKVNYVKGYGKFLSPSEVSVDTVEGGNTVVKGKNIIIATGSDVKSLPGLTIDEKRIVSSTGALALTEVPKKLVVIGAGYIGLEMGSVWGRLGSEVTVVEFGPDIVPSMDGEVRKQFQRSLEKQKMKFILKTKVVSVETVGDGVKLTLEPAAGGDQTTLEADVVLVSAGRIPFTSGLGLDKIGVETDKAGRILVNERFVTNVPGVHAIGDVIPGPMLAHKAEEDGVACVEFIAGKEGHVDYDLVPGVVYTHPEVASVGKTEEQVKARGVDYRVGKFPFLANSRAKAIDDAEGIVKVLAEKETDKILGVHIMSPNAGELIHEAVLALHYGASSEDIARTCHAHPTMSEALKEAAMATYDKPIHI*

NbL15g13180.1 dihydrolipoyl_dehydrogenase_mitochondrial [MW = 53.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MKTLIYLVILLLALTLKTSTRNNLVETTCKNTPNYNLCLKTLLSDKRSASGDVTTLALRAIRAKANQAAEIISKLRQSNPPAAWSVPLKKCAFSYKVILTVSLPEAIEALTKGNPKFAEDGMVGCFGDSQDCEENFKSCFSPLTGLNTAVLELSVVGRAIIRNLL*

NbL15g13110.1 cell_wall_/_vacuolar_inhibitor_of_fructosidase_1−like [MW − SP = 15.67 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 24 47 70 93 115

Protein length

Gel Slice

3.9 4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 24 47 70 93 115

Pfam domains

Pfam Description
SP Sequon TM Domain PF01096 Transcription factor S−II (TFIIS) PF02150 RNA polymerases M/15 Kd subunit

Protein sequence:
MSTMKFCRECNNILYPKEDKEQKILLYACRNCDHQEPAENNCVYRNEIHHSAAERTQVLQDVAADPTLPRTKSVRCSQCGHGEAVFFQATARGEEGMTLFFVCCNPNCGHRWRD*

NbL15g13040.1 DNA−directed_RNA_polymerases_II_IV_and_V_subunit_9A [MW = 13.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF00139 Legume lectin domain

Protein sequence:
MAKNTSLIFFLVFLILMSRTVFSEHEFVYNGFNGIAASYLSVNGIAEIEKTGALRLTNETSRTVGHAFYKSAIKFKNFPNRKVSSFSTAFAFGIVPEYAKLGGHGFAFTISRSKDMKGALPSQYLGLLNSSDIGNFSNHLFAVEFDTVQDFEFGDISDNHVGIDINNLKSNASVNASYFSEGNSTKQKLFLQCGKTIQAWIDYDSNRNVLNVTLSLSSVKPNYSILSFPVDLSPILEEFMYVGFSASTGLLASSHYIFGWSFKMNGKAQSLDLDLLPNLPGPKKDQTTLIVATSLSAVVFLAFGVVLALYIIWKIKNMDEIEPWELEIGPHRFSYKELKKATRDFRDKELLGFGGFGRVYKGTLPKTSTEAAVKRINHDAKQGLQEFVSEIATIGRLRHRNLVQLIGWCRRKGDLLLVYDFMPNGSLDKYIYDEPRIILTWDQRFKIIKGVASGLLYLHEEWEQTVIHRDIKAGNVLLDAEMNGRLGDFGLAKLYEHGANPSTTRVVGTLGYLAPELTKTGKPTTSSDVFAFGALLLEVACGRRPIEAKALPEELILVDWVWDKWKEGAILEVVDPRLNSKYDEMEAVVVLKLGLMCSNNTPSKRPSMRLVVRYLEGEVALPEMLAAPDEYEGKKGGASGMGFEDFEHSYPSSSYFEKVSTWSSVYDGEGDIDIEANAITPLTDSGREDSR*

NbL15g12970.1 L−type_lectin−domain_containing_receptor_kinase_S.4−like [MW − SP = 74.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MKGLSGGGGDVFKSTTLIKFLAFTLLAIAFFYFGKHWSDGSQQQQLIFFNSRQNPTTSQFVSISPNFNKTFDLSSIINDISSIPPPAVEVVLSPPPPPPTTAVERTGIVDENGVMNNEFDIGDFDPEVVENWSVGNETVDDEGGEVHRFRVKKFGLCPASMREYIPCLDNVEAISKLKSTERAEKFERHCPEKGKGLNCLVPPPRGYRAPIPWPRSRDEVWFSNVPHARLAEDKGGQNWITIDKDKFKFPGGGTQFIHGANQYLDQIEKMLPEIAFGRHVRVALDIGCGVASFGAYLLSRNVLTLSIAPKDVHENQIQFALERGVPAMVAAIATHRLLYPSQAFELIHCSRCRINWTRDDGILLLEVNRLLRADGYFIWAAQPVYKHEAVLEGQWEEMVNLTTRLCWNLVKKEGYIAIWQKPLNNSCYLSREEGTQPPLCDQHDDPDNVWYVDLKACIARLPEEGYGANITTWPSRLQYPPDRLKSIQVDSFVSRKELFVAESKFWKEIIESYVRAWHWKKFKLRNVMDMRAGYGGFAAALTENQLDCWVLNVVPVSGQNTLPVIFDRGLLGVMHDWCEPFDTYPRTYDLLHANSLFSIEQKRCNMSTIMLEMDRILRPGGRMYIRDSVAVMDELQDIGKAMGWHVTLRDTSEGPHASYKILTCDKHLLRA*

NbL15g12940.1 probable_methyltransferase_PMT11 [MW = 76.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF16450 Proteasomal ATPase OB C−terminal domain
PF17862 AAA+ lid domain

Protein sequence:
MASADVEKSRREIEREESCSAKATKQGEGLRQYYMQHIHDLQLQVRQKTHNLNRLEAQRNELNSKVRMLKEELQLLQEPGSYVGEVVKVMGKSKVLVKVHPEGKYVVDIDKSIDITKITPSTRVALRNDSYVLHLILPSKVDPLVNLMKVEKVPDSTYDMIGGLDQQIKEIKEVIELPIKHPELFESLGIAQPKGVLLYGPPGTGKTLLARAVAHHTDCTFIRVSGSELVQKYIGEGSRMVRELFVMAREHAPSIIFMDEIDSIGSARMESGSGNGDSEVQRTMLELLNQLDGFEASNKIKVLMATNRIDILDQALLRPGRIDRKIEFPNPNEESRLDILKIHSRKMNLMRGIDLKKIAEKMNGASGAELKAVCTEAGMFALRERRVHVTQEDFEMAVAKVMKKETEKNMSLRKLWK*

NbL15g12860.1 protease_regulatory_subunit_8_homolog_A−like [MW = 47.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
KTKTIHPFFVGPHIYYPNIFIHLKSMSHTLSNTLLSVIFRRRSLFPLFPAVRNRNIPVPFALWISQLRKIMNPEYDYLFKLLLIGDSGVGKSCLLLRFADDSYLDSYISTIGVDFKIRTVEQDGKTIKLQIWDTAGQERFRTITSSYYRGAHGIIITYDITDQESFNNVKQWLSEIDRYASENVNKLLVGNKCDLTDNRAVSYDTAKAFADEIGIPFMETSAKSATNVEQAFMAMAAEIKNRMASQPTSNNARPPTVQIRGQPVNQKSGCCST*

NbL15g12790.1 ras−related_protein_RABD2a [MW = 30.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00208 Glutamate/Leucine/Phenylalanine/Valine dehydrogenase PF02812 Glu/Leu/Phe/Val dehydrogenase, dimerisation domain

Protein sequence:
MNALAATNRNFRQAARILGLDSKLEKSLLIPFREIKVECTIPKDDGTLVSYVGFRVQHDNARGPMKGGIRYHPEVDLDEVNALAQLMTWKTAVVDIPYGGAKGGIGCIPKELSKSELERLTRVFTQKIHDLIGINTDVPAPDMGTNAQTMAWILDEYSKFHGHSLAIVTGKPVDLGGSLGREAATGRGVVYATEALLAEHGKHIKDMTFAIQGFGNVGAWAARIIHERGGKVVAVSDITGAVKNPNGLDIPALLNHKEATGTLAGFSGSDAMSSDELLTHDCDVLIPCALGGVLNRENADSVKAKYIVEAANHPTDPDADEILSKKGVVILPDIYANAGGVTVSYFEWVQNIQGFMWDEEHVNRELKKYMTRAFHNLKNMCKSHNCNLRMGAFTLGVNRVARATQLRGWEA*

NbL15g12760.1 glutamate_dehydrogenase_A−like [MW = 44.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02823 ATP synthase, Delta/Epsilon chain, beta−sandwich domain

Protein sequence:
QFKYHINFLLEIENSFTFGPWIGSSKSVVPPNPRCISKTPITFCKIAVDLRPLIAVIMFRHGSRFLARATTTMKWRRPFSTDLPAESVADSNFIEAWRKVAPNVEPPKTPSAFMAARPATPSSIPSKLTVNFVLPYSSELSGKEVDMVIIPATTGQMGVLPGHVATIAELKPGVLSVHEGNDVTKYFVSGGFAFVHANSFADIIAVEAVPLDRIDPNLVQKGLTDFTQKLSTASTDVEKAEAQIGVDVHSALNAALTG*

NbL15g12740.1 ATP_synthase_subunit_delta'_mitochondrial [MW = 27.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01661 Macro domain

Protein sequence:
MIPPSGTFTRKLCTTLFRSLPPTRKTPRNFQTSRAHSSRNFRSLNPHPTTIHTLIRPIFVISVTRQSTTVARGRRRSSIAGVSTMANGGGNGDGEGSVTFQLTPSSLLKIQKGDITQWSVDRSSDAIVNPANERMLGGGGADGAIHRAAGPELRDACYKVPEVRPGVRCPTGEARITLGFRLPTSHVIHTVGPIYDAVPNPKAYLTNSYRNSLRVAKENNIQYIAFPAISCGVFGYPFDEAATVAISTVKEFGSDLKEVHFVLFSDEIYDAWLKAANELLQN*

NbL15g12660.1 macro_domain−containing_protein_VPA0103−like [MW = 30.74 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00637 Region in Clathrin and VPS

PF01394 Clathrin propeller repeat
PF09268 Clathrin, heavy−chain linker

PF13838 Clathrin−H−link

Protein sequence:
MAAANAPITMKEALTLQSIGVNPQFITFTNVTMESDKYICVRETAPQNSVVIIDMNMPMQPLRRPITADSALMNPNSRILALKAQVPGTTQDHLQIFNIEAKQKIKSHQMPEQVVFWKWITPKMLGLVTQSSVYHWPIEGDSEPVKMFDRTANLSNNQIINYRCDPSEKWLVLIGIAPGSPERPQLVKGNMQLFSVDQQRSQALEAHAASFASLRVPGNDKDSILISFASKTSNAGQVTSKLHVIELGAQPGKPSFSKKQADLFFPPDFADDFPVAMQISHKYGLIYVITKLGLLFVYDLETATAVYRNRISPDPIFLTSEASSIGGFYAINRRGQVLLATVNEATIVPFVSGQLNNLELAVNLAKKGNLPGAENLVVQRFQELFAQTKYKEAAELAAESPQGILRTPDTVAKFQSVPVQAGQTPPLLQYFGTLLTRGKLNAFESLELSRLVVNQNKKNLLENWLAEDKLECSEELGDLVKTVDNDLALKIYIKARATPKVVAAFAERREFDKILIYSKQVGYTPDYLFLLQTILRSDPQGAVNFALMMSQMEGGCPVDYNTITDLFLQRNLIREATAFLLDVLKPDLPEHSFLQTKVLEINLVTFPNVADAILANGMFSHYDRPRIGQLCEKAGLYIRALQHYSELPDIKRVIVNTHAIEPQALVEFFGTLSQEWALECMKDLLVINIKGNLQIIVQVAKEYCEQLGIDACIKLFEQFKSYDGLYFFLGSYLSSSEDPDIHFKYIEAAARTGQIKEVERVTRESNFYDPEKTKNFLMEAKLPDARPLINVCDRFGFVPDLTHYLYTNNMLRYIEGYVQKVNPGNAPLVVGQLLDDECPEDFIKGLILSVRSLLPVEPLVAECEKRNRLRLLTQFLEHLVSEGSQDVHVHNALGKIIIDSNNNPEHFLTTNPYYDSRVVGKYCEKRDPTLAVVAYRRGQCDEELINVTNKNSLFKLQARYVVERMDGDLWEKVLTPENEFRRQLIDQVVSTALPESKSPEQVSAAVKAFMTADLPHELIELLEKIVLQNSAFSGNFNLQNLLILTAIKADPSRVMDYINRLDNFDGPAVGEVAVEAQLYEEAFAIFKKFNLNVQAVNVLLDNIPDINRAVEFAFRVEEDAVWSQVAKAQLREGLVSDAIESFIRADDVTHFLDVIHAAEGADVYHDLVKYLLMVRQKTKEPKVDSELIYAYAKIDRLGDIEEFILMPNVANLPNVGDRLYDGALYEAAKIIFSFISNWAKLASTLLKLNQYQGAVDVARKANSAKTWKEVCFACVDAEEFRLAQICGLNIIVQVDDLEEVSEYYQNRGCFNELISLMESGLGLERAHMGIFTELGVLYARYRYEKLMEHIKLFSTRLNIPKLIRACDEQQHWKELTYLYIQYDEFDNAATTVMNHSPDAWDHMQFKDIVVKVANVELYYKAIHFYLQEHPDLINDLLNVLALRVDHTRVVDIMRKAGHLRLVKPYMIAVQSNNVSAVNEALNEIYVEEEDYDRLHESIELHDNFDQIGLAQKIEKHELLEMRRVAASIYKKAGRWKQSIALSKKDNLYKDAMETASQSGDRELAEELLAYFIEQGKKECFASCLFVCYDLIRPDVALELAWMNNMIDFAFPYLLQFIHEYTGKVDELIKDKIEAQKEAKAKESEEKDVIKQQNMYAQLLPLALPAPPGMGGAGMGGGFVPPQPPPMGGMGMPPMPPFGMPPMGSF*

NbL15g12410.1 clathrin_heavy_chain_1−like [MW = 192.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00782 Dual specificity phosphatase, catalytic domain

Protein sequence:
MPYLVREHLFIGNIGDAAEVLEHGSDEITHILSVLSSTSISFFSEWRSGLSIPAKEIRKEYVGDSGNANAITDENKSSSSPKKLLYSLEHAGKDLKFIRMVAPLRDMENENLLDSLDACLDFIEQSRKEGSVLVHCFAGVSRSAAIIAAYLMKTEQLSQEDAIESLRQSCEFVCPNDGFLVQLKMFEEMGFKVDKSSPIYKRFHLKVLGDSYNRGERIDTSKFGADPGSAAESIPSDADVSLTKETTPARVYRCKKCRRVVALQGNVVDHVPGEGETAFQWHKRRSGNPFNKPDDECSSVFVEPLKWMRTVEEGALEGKLLCAHCEARLGYFNWSGIQCSCGSWITPAFQLHKSRVDISSM*

NbL15g12340.1 dual_specificity_protein_phosphatase_12−like [MW = 40.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
METSVTCCARTKALLPNVSSQHSNSLAAPRSISPSFSSRSLKSSSIFGESLRVAPKSSLKVSRTKNSSLVTKCEIGDSLEEFLTKSTSDKGLIRLMMCMGEAIRTIAFKVRTASCGGTACVNSFGDEQLAVDMLADKLLFEALSYSHFCKYACSEEVPELQDMGGPVEGGFSVAFDPLDGSSIVDTNFTVGTIFGVWPGDKLTGITGRDQVAAAMGIYGPRTTYVLALKDVPGTHEFLLLDEGKWQHVKDTTEIGEGKMFSPGNLRATFDNPDYAKLIDYYVKEKYTLRYTGGMVPDVNQIIVKEKGIFTNVISPTTKAKLRLLFEVAPLGFLIEKAGGYSSDGKQSVLDRVVVNLDDRTQVAYGSKNEIIRFEETLYGSSRLKSAEAVGAAA*

NbL15g12310.1 sedoheptulose−17−bisphosphatase_chloroplastic−like [MW = 42.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17067 Ribosomal protein S31e

Protein sequence:
MAIGAVPMAFSPNLSFSPSLSISSASVSASVSMDVPFANFPLIYCGRGDKKTAKGKRFNHSFGNARPRNKKKGRGPPRVVAPPAAPKRDPFDDGQVVKIEIVES*

NbL15g12220.1 30S_ribosomal_protein_S31_chloroplastic−like [MW = 11.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00169 PH domain

Protein sequence:
MASLWRAVMGNTTRSNDDYDGVEFWSNPERTGWLTKQGEYIKTWRRRWFVLKQGKLFWFKEANITRGSKPRGVIPVADCLTVKGAEDILNKQFAFELSTRADTMYFIADSEKEKEDWINSTGRCIVQHSRSVTHDEILDYDSRK*

NbL15g12210.1 pleckstrin_homology_domain−containing_protein_1−like [MW = 16.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MMLISTKLTIISFPLTTLNSQKKTINLRSKYSTNQTTISPYFNQKMNQESLPPHVLIFPLPLQGPVNSTFKLAELLCFSGLDITFLLTENIHNRLISHTNISSRFERFPGFQIKTISDGLPEDHPRKGSKYMELFDSLKSKTKPLFKDMLTSGWLSSAGKRREVSCIIADGVLGFTCDVANEIGIPIFSIRTISPCCLWIFFCLPQLIESGEYPFKDDDLDEPIKSVPGAETFLRRRDLPDFCRTGDLTDSNVQLYKTEGQENSRAYGLILNTFEELDGHLLSQMRNVCPNIYPIGPLHAHLKNKLSEENNSLPPSSNSIFEEDKSCINWLNNQPPNSVIYVSFGSIATMTKEQLMEFWYGLVNSKQRFLWVIRLDSVAGDDWKNKISVDLAEGTKERGYIVGWAPQEEVLAHPSVGGFWTHCGWNSILETVYEGKPMICWPYFMDQQVNSRFVEAAWKLGLDMKDTCDREIVEKMVKDLMVVRKDEFLERANQMSKFAKECLVEGGSSYSNFERLVNDIKSLSDKVRHY*

NbL15g12090.1 7−deoxyloganetic_acid_glucosyltransferase−like [MW = 60.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13793 N−terminal domain of ribose phosphate pyrophosphokinase PF14572 Phosphoribosyl synthetase−associated domain

Protein sequence:
PTHLELLERQNKKQLKQRHTQRKPKPPKIPISMASSLALPSTSTKGSSLCQSFVPKRTHQPSFVSCERSEPLNGKPRVPIINDGTLPKLLQAKRLENSVSRNNSRLKIFTGTANPSLSKEIAWYMGFDLGKVNIKRFADGEIYVQLQESVRGCDVYLIQSTCPPANENLMELLVMIDACRRASAKTITAVIPYFGYARADRKTQGRESIGAKLVANLITEAGADRVLACDLHSGQSMGYFDIPVDHVYCQPVVLDYLASKKISSNDLVVVSPDVGGVARARAFAKKLSDAPLAIVDKRRQGHNVAEVMNLIGDVKGKVAVMVDDMIDTAGTIAKGAALLHQEGAREVYACCTHAVFRPPAIERLSCGLFQEVIVSNTIPVMEKNYFPQLTVLSVANLLGETIWRVHDDCSVSSIFQ*

NbL15g12020.1 ribose−phosphate_pyrophosphokinase_1−like [MW = 45.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
LCRQPLSSELNFSLCFLPLPHISHTHSLQVLFVFSVATTTLYLSFILPTSSVTCSMATMNLPTGLHAAAKPASLDRLSSAKNVGDLFFSDSRHRKRVNTWNQITAVQSPEHIHGVNNNVYANYVNFNVPSSSGYSLGQESVYLNSPRKTKIVCTIGPSTSSREMIWKLAEAGMNVARLNMSHGDHTSHQRTIDLVKEYNAQFEDKVIAIMLDTKGPEVRSGDVPKPILLKEGQEFNFSIKRGVSTEDTVSVNYDDFINDVDAGDIVLVDGGMMSLAVKSKTSDIVKCEVIDGGELKSRRHLNVRGKSATLPSITEKDWDDIKFGVDNQVDFYAVSFVKDAKVVHELKDYLKSCNADIHVIVKIESADSIPNLHSIISASDGAMVARGDLGAELPIEEVPLLQEDIIRRCQSMQKPVIVATNMLESMIDHPTPTRAEVSDISIAVREGADAVMLSGETAHGKYPLKAVKVMHIVALRTESSLQKSTSSPSQSAAYKSHMGEMFAFHSSSMANTLSTPIIVFTRTGSMAIILSHNRPSSTVFAFTNNERVKQRLALYHGVVPIYMEFSSDAEETFSRAIKLLLSKSLVKDGQYLTLVQSGAQPIWRRHSTHHIQVRKVQS*

NbL15g12010.1 pyruvate_kinase_isozyme_G_chloroplastic [MW = 68.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05739 SNARE domain PF14523 Syntaxin−like protein

Protein sequence:
MSFQDLESGRSLGPRRGYMNGKQDPTQAVASGIFQINTAVSTFQRLVNTLGTPKDTPELREKLHKMRVHIGQLVKDTSAKLKQASETDHHIEVSASKKITDAKLAKDFQAVLKEFQKAQRLAAERETAYTPFVPQAVLPSSYTASEIDVSTEKSPEQRALLVESRRQEVLLLDSEIAFNEAIIEEREQGIQEIQQQIGEVNEIFKDLAVLVHEQGAMIDDIGSNVENAHAATAQGRSLLAKAAKTQRSNSSLTCLLLVIFGIVLLIVIIVLAA*

NbL15g11960.1 syntaxin−22−like [MW = 30.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MASFSNMGAICRITSPPPRSSRALFPTFRSYSYSLISRSRSCRLGIRCSYAEAVREDPSSGAIDVVADVKSERIVVIGGSGFVGSAICKAAVSKGIEAISLSRSGRPSYSDPWVDQVTWMAGDVFYANWDEVLVGATAVISTLGGFGSDEQMQRINGEANIVAVNAAKDYGIPKFILISVHDYNLPSFLLQSGYFTGKRKAESEVLSKYPNSGVVLRPAFIYGKRKVDGFEIPLDLIGEPLEKILRATESFTKPLSSLPASDLLLAPPVSVDDVAYAVINAVKDDDCFGIFTIGQIKEAAAGVKV*

NbL15g11810.1 uncharacterized_protein_At1g32220_chloroplastic [MW = 32.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01553 Acyltransferase PF14829 Glycerol−3−phosphate acyltransferase N−terminal

Protein sequence:
MLILSAPPSSSTLSSSSSSHISRPLISSSSSSSASFSTSLPVVAVKAGARLLSIRKLRCAIFCASKVRGMAAIVEEKKELNSTAASAAAVGVSTSENHELPQSRAFLDARTGEDLLSAIRKAVEDEKLPLNVAEGMEELYQNYRNAVLQSGVPKADEIILYNMALVLDRIFVDVKDAFEFSPHHKAIREPFDYYKFGQNYIRPLLDFRSSYVGNISVFGEIEEKLKQGVNVVLMSNHQSEADPAVIALLLESRHPYIAENIIYVAGDRVITDPLCKPFSMGRNLLCVYSKKHMGDDPKLVEKKRRANTRSLKEMAVLLRGGSKLIWIAPSGGRDRPNPVTKEWYPAPFDASSTDNMRRLVEHAGVPGHIYPLAILCYDIMPPPPQVEKNIGEKRIISFHGAGISVGPKIDFHEVAGALEDPEEAKMVYTKALYDSVNQQYNVLNSAIHGKQGQEASTRSVSLSQPWQ*

NbL15g11780.1 glycerol−3−phosphate_acyltransferase_chloroplastic [MW = 51.37 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 90 179 268 357 446

Protein length

Gel Slice

3.2 6.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats

1 90 179 268 357 446

Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
IEWTNWARTRINNWTDSTSTQTPHPPHVLTSKAFCFGVKTMAASLQFTATPLNQLQFHSKALPKHAAKWGTIRCSAASPTKSYNITLLPGDGIGPEVISVAKNALQLVASLEGFNIGFKEMHVGGAALDAVGVPLPDETLNSAKKSDAILLGAIGGYKWDNNERHLRPEMALLHLRGALKVFANLRPATVLPQLVDASTLKKEIAEGVDLMVVRELTGGIYFGEPRGINTSENGQEIGFNTEVYAAYEIERIARIAFETARKRRGKLCSVDKANVLEASMLWRKKVTTLASEYPDVELSHMYVDNAAMQLVRNPKQFDTILTNNIFGDILSDEASMITGSIGMLPSASLGETGPGLFEPIHGSAPDIAGQDKANPLATVLSAAMLLKYGLGEEKAAQRIEAAVLDTLNRGFRTGDIHSAGHKLVGCKKMGEEVLKSIDSKTPAAV*

NbL15g11460.1 3−isopropylmalate_dehydrogenase_2_chloroplastic−like [MW = 48.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01596 O−methyltransferase

Protein sequence:
MSSRMVLRCTNSFALSQPKFSGCFFPLIYHINVSALTRHVPATALSFCQLQASKLHDSPVTVASDVRYGGKQIISVDSPLYDYILSNVREPKILRELREETATMRGSQMQVSPDQAQLLAILVQILGAKRCIEVGTYTGYSSLAVALVLPEEGQLVACERDGKSIEVAKRYYDQAGVLHKVDVRHGLAADTLKSLIQNGESCRYDFAFVDAEKRMYQDYFELLLQLVRVGGLIVVDNVLWHGRVTDPLVNDSKTLSIRNFNQNLMEDKRVDISMVPIGDGMTICRKR*

NbL15g11380.1 O−methyltransferase_MdmC−like [MW = 32.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MAGFSRNVLSSSLVAVLFFLLLSFSEARDHLVGGKTDSWKIPSSESDSLNRWAEKSRFLIGDSLVWKYDGKTDSVLEVSKRDYVTCNSSSPVAVHNDGNTKIELTHSGAYYFISGAKGHCEQGQKLIVVTLSENNMRRFMAAPAPSPAEFDGPAMAPTSSSASLKPSLFMAFGVLIGFLF*

NbL15g11350.1 early_nodulin−like_protein_1 [MW − SP = 16.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MASFAVFSPICPVFSQAKLNLNCKSSLVSSYKPTLRSTKSSFLQYGFSLPISNFSGSSLKSKVMGTISARAATEKTIYDFTVKDIDGKDVPLSTFKGKVLLIVNVASRCGLTTSNYTELSQVYEKYKTKGLEILAFPCNQFGAQEPGSNPEIKQFACTRFKAEFPIFDKVDVNGPNTAPVYQFLKSSAGGFLGDLVKWNFEKFLVDKNGKVVERYPPTTSPVQIEKDIQKLLAA*

NbL15g11290.1 probable_phospholipid_hydroperoxide_glutathione_peroxidase [MW = 25.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MGGGYWRRSSSLVVLAIVLFGCLSALSIATEEANKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVGFTDGERLIGEAAKNQAAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVNKDGKPYIQVKIKDGEVKVFSPEEISAMILIKMKETAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSVLTIDNGVFEVLSTNGDTHLGGEDFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFDGTDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLEKNQIDEIVLVGGSTRIPKVQQLLKDYFEGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVTISVYEGERSLTKDCRLLGNFDLTGIPPAPRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVREAEEFAEEDKKVKDRIDARNGLETYVYNMKNQINDKDKLADKLESDEKEKIDTAVKEALEWLDDNQSAEKEDYEEKLKEVEAICNPIITAVYQRSGGAPSGSSAEEEDGHDEL*

NbL15g11220.1 luminal−binding_protein_4−like [MW − SP = 70.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain PF08911 NUP50 (Nucleoporin 50 kDa)

Protein sequence:
MGDTENSLQPSKKRAALKEISRDNPGLDDDEDTADQETGTFKRASEEVMASRRIVKVRRNQTTSTTTAPSSNPFAAILLPTESGVSSAVTTSNVESGKPEETGDVGEATGKEEGDVNKEGQKEHDQTSKTSESNVDEPSVNKEKVEIRNEPEKPESAEKKVAEDEKIQDETKEGTVVEKSESESKKDVEVEKTENEEQIDAGGEKSEKGTETASFSSFQQLSSSQNAFTGFAGTGFTSTTFSFGAISKEGSPLGFGSESGAVSGSLFGAKSDQPSFGLTLPTNGNNSLFGNSGSSIVNKGEGTGFPSKEEVSVETGEENEKPVFTADSVLFEFLDGGWKERGKGELKVNVSTAREGKARLVMRTKGNYRLILNASLYPEMKLTNMDKRGLSFACLNSAGDGKEGLSTIALKFKDASIVEEFRAAVAKHKGTSTGSLKTPENSPKASDD*

NbL15g11190.1 nuclear_pore_complex_protein_NUP50A−like [MW = 47.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGSSCFPQSPLSHFLFSSSSLSSSQFTPLLFPPRNAQNCKKKMPATACLHSENQKESDFCSRRTILFVGFSVLPLLNLRATALEGLSVDSQVKAQPQKEETEQTIQGNAENPFFSLLNGLGVFGSGVLGSLYALARNEKAVSDATIESMKNKLKEKEAAFVSMEKKFESELLNEREVRNNQLKRAGEEQQALVNQLNSARSTVTSLGQELQKGKRFAEELKVKIDGLQNNLMQTMDHKKKLQEELKEKLDLIQVLQEKITLLTTEIKDKESSLQNTTSKLAEKESEVDKLSTMYQESQDQLMNLTSEIKELKDEVQKRERELELKRESEDNLNVQLNSLLVERDESKKELDAIQKEYSEFKSISEKKVASDAKLLGEQENRLHQLEEQLGAASAEVCKNKVLIADLTQEKENLQRMLDAELENISKLKLEVQVTQETLEKSRSEASDIAEQLQQSRHLCSKLEAEVSKLQMELEETRTSLQRKIDETKRGAELLAAELTTTRDLLKKTKEEMHTMSNELAAVTENRDSLQTELIDVYKKAERAADELKQEKNIVVTLKKELTFLEAQITREKESRKNLEEELERATESLDEMNRNALALAKELELANSRISRLGDEREVLQKSVSEQKQLSQDARENLEDAHSLVMKLGKERESLEKRAKKLEDEMASAKGEILRLRTQVNSVKAPVNNEEKVEAGEKATVTVKRTRRRKTATQPASQQEGS*

NbL15g11140.1 MAR−binding_filament−like_protein_1−1 [MW = 81.9 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 84 167 250 413

Protein length

Gel Slice

2.9 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 84 167 250 413

Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
RQFFHSQGYFHEQKYIKSSRGAHEISSQHISLSFFQKSQLMKMKKTPILIVLLCATISVVLSVNDGLLPNGNFEQGPKPSQLKGTKVTDPHAIPHWEISGYVEYIKSGQTQGDMLLPVPEGAFAVRLGEDASIKTRIRNVTKGTFYSLSFSFARTCAQEEKLNVSVSPNNEPNDWGMLPMQTMYSSDGWDSYSWGFLAQANEIDIMLHNPAIEKDPACGPLIDFIALKALKNPHRPKGNMLKNGNFEEGPYIFPNTSWGVLIPPNIEDDHSPLPGWMIESLKAVKYIDAAHFTVPEGKRAIELVAGRESAIAQQVITTKGKVYDLMFSVGDASNSCQGSMLIEAFAGQITLRVPYESTGNGGFKRAKLRFKAVSERTRVRFLSTYYHMKSDHSGSLCGPVVDDVRLVGVRYP*

NbL15g11020.1 uncharacterized_LOC107817663 [MW = 45.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MDKKKAVAPLVCHGHSRPVVDLFYSPITPDGFFLISASKDSTPMLRNGETGDWIGTFEGHKGAVWSCCLDKHALRAASASADFSAKLWDALTGDVLHSFDHKHIVRACAFSEDTHLLLTGGFEKILRIYDLNRLDAPPREIDSSPGSVRTVAWLHSDQTLLSSSGDAGGLRLWDVRSGKVVQTLETKFPVTSAEVSQDGRYITTADGSSVKFWDANHFGLVKSHDLPCKVESASLEPKFGNRFIAGGEDMWVHVFDFHTGEEIGCNKGHHGPVHCLRFSPVGDTYASGSEDGTVRIWQLGPLGQNEDNATANGSIANAKDDMGEVTQKIEELDVSEAKKTEETQMDGAVKVADA*

NbL15g11010.1 serine−threonine_kinase_receptor−associated_protein−like [MW = 38.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02617 ATP−dependent Clp protease adaptor protein ClpS

Protein sequence:
MVMETAICGRVALSPHQIFQPKPGDTKPRQKQWTNRNTLMAMPIAGAGKGGGLLEKPVIEKTTPGRESEFDLRKSRKMSPPYRVMLHNDNYNKREYVVQVLMKVIPGMTVDNAVNIMQEAHYNGLAVVIICAQADAEEHCTQLRGNGLLSSIEPASGGC*

NbL15g10750.1 ATP−dependent_Clp_protease_adapter_protein_CLPS1_chloroplastic−like [MW = 17.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MAQFCFFFLLLVSVIFVPCALSRSLSSSNPHSQIFDVAESIKKTVQVLSPTSQTFQQEAIRSNPSNSSSISVSIYPRSALVKPRHKDYASLTLSRLERDSARVSSLTMKLTLSLSNFAHSDLKPVQTMLQSEDLQTPITSGASQGSGEYFTRLGLGQPAKEFYMVLDTGSDITWLQCEPCSDCYQQSDPVFNPSGSSTYSRVSCDDAHCSALEVSACGTNACLYQVSYGDGSFTVGEFATETVSFGNSGAFPKVAIGCGHDNEGLFVGAAGLIALGGGTLSLPSQIKASSFSYCFVDRDSASSSTLDFNSARPGDSVIAPLLRNSRRSTFFYVGLTGISVGGQMLSIPASVFQVDGSGNGGIIVDSGTAVTRLQTTAYNALRDSFVKFTQNLPSSGQFALFDTCYDLSSMKKVSVPTVALHFNGDKTLSLHPKNYLIPVDSSGKFCLAFAPTEGSLSIIGNIQQQGTRVSYDLANNLVGFSPDKC*

NbL15g10740.1 protein_ASPARTIC_PROTEASE_IN_GUARD_CELL_1 [MW − SP = 49.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01409 tRNA synthetases class II core domain (F)

PF18552 PheRS DNA binding domain 1
PF18553 PheRS DNA binding domain 3

Protein sequence:
MAEDAILQFLEKNEEISDSFKFAEQHGFLHEEIVNVIRSLNGFRFVDAQDIRRERWVLTEEGKTYAAVGSPEFQLFSAVPPEGIVREEFAEKLDPAVYKIGCQQAIKNKWVEMAKTQVSRKVQHADDTVKDSLLRIQNGEAVNQEDIDALKRRKLITQQVWKGSSVRKGPNYAPKRKRAATDLTRENLQRGDWKELEFKEYNFSAKGQPVEGGHLHPLLKVRRQIQMIFLNMGFEEMPTNNYVESSFWNFDALFQPQQHPARDSHDTFFLKVPSTTNMLPEEYVERVKQVHESGGYQSRGYGYDWKREEANKNLLRTHTTAVSSRMLRALAQKPFAPKKYYSIDRVFRNEAVDRTHLAEFHQIEGLICDRGLTLGDLIGVLHDFFARLGMSKLRFKPAYNPYTEPSMEIFSYHEGLKKWVEVGNSGMFRPEMLLPMGLPEDVRVIAWGLSLERPTMILYGIDNIRDLFGPKVDIGLIKRNPICRLGI*

NbL15g10620.1 phenylalanine−−tRNA_ligase_alpha_subunit_cytoplasmic−like [MW = 56.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01476 LysM domain

Protein sequence:
MTSKVLFPILIPFLLLFLPHFMLAKSVFEPCNASDSCPSYLSYRLPLDSKISEIAFRFKVNISDLLAANSIDLNQVNQILPEKSFLKVPVLCSCVNGIRRCSSTHYTIGVADTLMSISELYGGLVSAEQIGIANGVDVEHPLATGQSLVIPLPCTCFNNSNNGVASVYMSYVVQSGDDLTRIAAEYGVTIGNLGIINGLGQPQVDPGDILAIPLAACSSANLNWYNESLIVPNGSYALTANNCIKCGCRPTDLSLECSASGIVDKCSHLQCKDSNLFIGERREKHTAFGNCNVTACIYRGHLGGKTFRSLVNSSDVKCLGNQSQHTGLSMASPAADLALSPSPSPSPSPSYFSHSAKSHTSELMNYSPAHRHSKKSLSLALHFNLMVLELILEIFL*

NbL15g10590.1 lysM_domain−containing_GPI−anchored_protein_1−like [MW − SP = 39.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01251 Ribosomal protein S7e

Protein sequence:
GFYLLSEQVIPAHSQICPPLPNTQRSVKMYTSRQKIHKDKDAEPSEFEESVAQALFDLENTNQELKSELKDLYINSAAQIDVSGSRKAVVIHVPYRLRKAFRKVHVRLVRELEKKFSGKDVIFIATRRIVRPPKRGSAAQRPRSRTLTSVHDAILEDLVVPAEIVGKRTRYRIDGSKIMKVFLDPKERNNTEYKLETFSAVYRKLSGKDVVFEYPITEA*

NbL15g10490.1 40S_ribosomal_protein_S7 [MW = 25.17 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 102 203 304 504

Protein length

Gel Slice

3.2 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 102 203 304 504

Pfam domains

Pfam Description
SP Sequon TM Domain PF03129 Anticodon binding domain PF13393 Histidyl−tRNA synthetase

Protein sequence:
MPAILNPSLLILHHHHHPRLSTAILSLRHHLNFSLFSPSRTSFRVYSTSSSSLSIESSANQNVRTGRSGSVSSPPVEHDNAEKIDVNPPKGTRDFPPEDMRLRSWLFHNFREVSKQFGFEEVDFPVLESEALYIRKAGEEIRDQLYCFEDRGNRRVALRPELTPSLARLVIQKGKSVSLPLKWFAIGQCWRYERMTRGRRREHYQWNMDIIGVPDVTAEAELISSIITFFTRIGLTASDVGFKISSRKVLQEVLRCYSVPENMFGRVCIIIDKIGKIPMDDIRKDLQSADMSEVAIEELLQVLSLKSLAKLEEKLGASGEALSDLKQLFSLAEKYGYSEWLQFDASIVRGLAYYTGIVFEGFDREGKLRAICGGGRYDRLLSTFGGDDLPACGFGFGDAVIVELLKERGLLPELNLQVENIVCSLDQELQGAASAVATILREKGQSVDLVLENKPLKWVFKRAARINARRLILVGNAEWQKGMVNVKTLSTGEQVEIKIDELE*

NbL15g10410.1 histidine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 56.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02089 Palmitoyl protein thioesterase

Protein sequence:
MGFQSWFFLILILAVGVPISSSVPFIVLHGIGDQCSHNGVKRFTEELSEWSKSEGYCLEIGNGSWDSWFMTLEDQADVVCSKVKEMKELQDGYNIVGLSQGNLIGRAVIEFCEGGPQVKNFISLGGPHAGTASVPLCGSGIFCIIADSLIKSEIYSAFVQAHLAPSGYLKLPNNIAGYMKACHFLPKLNNEIPSHRNSTYKKRFSSLENLVLIMFEHDTVLIPRETSWFGYYPDGAFDPILPPNKTELYTEDWIGLKTLDDSGKVQYVKVAGNHLQISSSDMRKHVVPYLAENAADGSSVDVESMAMHGLQDESSTIFTFEGSSSYNWPAPVKSFFADLLGLTIDESVS*

NbL15g10300.1 palmitoyl−protein_thioesterase_1−like [MW − SP = 36 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01756 Acyl−CoA oxidase

PF02770 Acyl−CoA dehydrogenase, middle domain
PF14749 Acyl−coenzyme A oxidase N−terminal

Protein sequence:
MEGVDYLADERRKAEFDVNEMKIVWAGSRHNFELSDRISKLVANDPGFSKEGRTMLPRKELFKNTLRKAAYAWKRIIELRLSEEEAAKLRHFVDEPSFTDLHWGMFIPSIKGQGTDEQQKKWLPLAYKMQIIGCYAQTELGHGSNVQGLETTATFDPQTDEFVIHSPTLTSSKWWPGGLGKVSTHAVVYARLITNGKDYGINGFIVQLRSLEDHKPLPGVTVGDIGMKFGNGAYNTMDNGVLRFDHVRIPRDQMLMRVSQVTREGKYVQSDVPRQLLYGTMVYVRQTIVADASSALSRAVCIATRYSAVRRQFGSQNGGQEIQVIGYKTQQSRLFPLLASAYAFRFVGDWLKWLHTDVTQRLQANDFSTLPEAHACTAGLKSLTTTSTADGIEECRKLCGGHGYLCSSGLPELFAVYVPACTYEGDNTVLLLQVARFLMKTVSQLGSGKKPVGTISYMGKIEHLMQCRSDVKQAQDWLKPSVVLEAFEARAARMSVACAQNLSKFDNPEEGFAELAADLAEAAVAHCQLIVVSKFIAKLQQDIPGKGVKQQLEVLCGIYSLFLLHKHQADFLGTGYITSKQASLANDQLRALYSKLRPNAISLVDAFNYTDHFLDSILGRYDGNVYPKLYEAAWKDPLNQSDIADGFHEYIRPVLKQQLRTARL*

NbL15g10190.1 peroxisomal_acyl−coenzyme_A_oxidase_1 [MW = 74.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05641 Agenet domain

Protein sequence:
MDYNDNDYQSHLTGEDSSKVSSVLHPYTLPKFDFDDSLQGHLRFDSLVENEVFLGIPTQEDNQWIEDFSRGSSGIEFSSSAADSCSIPRRNNVWSEATSTESVEMLLKSVGQEEMVPGDTIIEGSDAGNELGCLIQPLESNLKLDDKRDDIKESSSAAPAGESVEFTVTFSKCERTEREGKRIACTAEMQALERIADRCSDIAGERCSGVTAEEKLQTEIKSIDENLGESKTSQDEFLPNKSDRHPSVSVIQSAINECLTDARPVSLEILDSQHNLTSCHSGNTSGLPERHKPEEKQISVSKEKSTGDEKLCGSGVESETCTSNASPISLAASELEVVKELPTDTRMIKLQESCMQRNECSLTADGCKEDASSAEPPEICGLVTVSSKASEDKRQAESNSILREDEEASISRCLDSRDTEDQENGSKGQMEVSAVQISDGLSTCNEKEENILESHIPLNLGMSEACTISELSEPSKPNNGNSNCTYSLEGPSNIQEASISAELIVERPVPENLETRNDADRVSKEDACAGDRASSSVPVGSMDICGESFPCVVDVDTTNEGVSSSKEKEEVLPVENERERSCERDHGVRSSSVGEEPEKISDQSHGSQFEPSALIKQASNAGLEGGSLISGRTPVSVLLPSGSGAIATEIVNHDEKLKPVSVLMGSEHLAEKEKMEVVPSVEAQVPTLKESTAGRPGSLSADEKDASGDCHMDIAPVIVDQNCSIQRNPDTASHVEQAAIAEANSECCRHVEACAMNSGSTIKEGDGAEAVALSRNQEIIVETVELGKVGVQESSDVIGGPKHDSAAFISSALSPSEKKTAETRSSAVVENVAPLVDTIEIGGKAQSTSISSGENASTKADRSFTFDVSPLVVNAKGEADKSITSTQASQLTESKAGDGLILTSGSKQTDTKIVQEISLVSPLLTDKAAQSGGAKGERKARRGSSKSSKENPKKGSQVKEINSLKQLDRRDKSGALFSPSVAAQKLQIEAGNNERNITKSNGAVSFPTSSLPDLNTSSTASVLFHQPFTDLQQVQLRAQIFVYGSLIQGAAPDEACMISAFGTSDGGRGLWDPAWRACVDRIRGQRSHTGNNETPSHPRSGPRTPDQANKQVMHQNKVTTPAAGRASGKAINSRVVSPIIPLSSPLWNIPTPSCDGLPSSGMARGAVIDYKALSPMHPYQTPPVRNFVGHTASWLPQAPFPGSWVASPQISAFPTLPVTEPVKLTPVKESSLSISAGAKHATPVSVAHAGESGILAGASPRDEKKASLLSADQKSRKRKKASGTEDRAHKSLRGTSSESVPAPAVCTQLSSKAPASDNFGQSSSVVVAPLVAQSQTGPAAAPILGHFSTSVVIAPLSSSAPINNSDIPIISTPSSTDLSKREHLGKKALTSECLGKVEESKLQAEEAAASAASAVSHCQDVWSQLDKQKNSVLVADVEVKLTSAAAAVAAAASVAKAAAAAAKIASNAAMQAKVMADEALITCGVSNPDQTSAVSFPNMNNLEGATPASILKGREVSNSSGSIIFAAREAARRRIDAASAASKNAENWDAIVKAAELAAEAVSHAGKIVAMVDPLPLNQLVEAGPDNYWKVSQAPSGHGGKAKKVNGDESGISIVEKIPGIFSKRSEGPSDEDAIPACEPTGVSGNMAEDNVRNEEVIQTPVKGVKKDVRGAKGYSMPEMSKTALIAESLNDSRLASHDVEACGDAASSKMQEGSLVEVFKGSDDGKRAWYSAKVLTFKNGKALVCYTDHQSDEGLEQLKDWVPLDADSDETPRIRPAHPVTALQGAKKRRRAAVKEYTWYVGDRVDAWIDYRWREGVIAEKNKRDETTFSVNFPAYGDTAVVRAWHLRPTLVWKDGDWVEWSRSRLDFSSQGDTPKEKRIKLGNPASEDTGNDSLSEKMVPLVPVTNEPAELLPLSVNEKTFNIGSNKNDNKLNTLRTMRSGLQKEGSKVFGVPKPGKKRKFMEVSKHYVSDRATKSDTAHGSAKFTKYLMPRATGAGGWKNSSRIDPKEKQVTEARQKPPKLNKLPSSNRNLKDNSTTSAGDASGVVGDAVKYSKSEGQQPNVVSSVANAEGGAEGPMKFSSEVLPANIAKKASTSSYRGEDKKKIPVSRMKSSNIEVKDKLIHEVNEPRRSNRRIQPTSRLLEGLQSSLIISKLPSISHDKGNRSHSRGASR*

NbL15g10070.1 uncharacterized_LOC109231245 [MW = 231.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02991 Autophagy protein Atg8 ubiquitin like

Protein sequence:
MVKSSFKQEHDLEKRRAEAARIREKYSDRIPVIVEKAEKSDIPNIDKKKYLVPADLTVGQFVYVIRKRIKLSAEKAIFIFIDNVLPPTGAIISAIYDEKKDEDGFLYVTYSGENTFGDPNEL*

NbL15g09790.1 autophagy−related_protein_8f−like [MW = 14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain

Protein sequence:
MSDCKDQDPRIHAIQSRIRVVPNFPKPGIMFQDITTLLLDPKAFKDTIDLFVERYKSKNISVVAGIEARGFIFGPPIALAIGAKYVPLRKPNKLPGKVFKQEYDLEYGSDCLEMHIGAVEAGERALVVDDLIATGGTLRAAMNLLERAGAEVVECACVIEIPDLKGKEQLNGKPLYVLVESQ*

NbL15g09670.1 adenine_phosphoribosyltransferase_3−like [MW = 20.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00923 Transaldolase/Fructose−6−phosphate aldolase

Protein sequence:
ICTSSDLLQLYMYIDLGFTSPQFNHLSLTHTLPLRGLKMSSSLHSPLYSSLSSSSALQEKKLRNAVNLSKSTLTFKPRRYFPLIRASTGFSSSLDTGLSTELDAVTSHSEIVPDTVIFDDFEKFPPTAATVSSSLLLGICGLPDTKFKSAVDRALADSECYGLENSDLQMSCFFNKALAHVGGDLAKLVPGRVSTEVDARLAYDTHGIVRKVHDLLKAYNEIEVPPERLLFKIPATWQGIEASRVLEAEGIQTHLTFVYSFCQAAAAAQAGASVIQIFVGRLRDWSRNHTGDSEIESALKRGEDPGLALVTKAYNYIHKYGHKSKLMAAAVRNKQDVFNLLGVDYIITPLKVLQSLKESVTPPDEKYSFIRRLSPQSAAAFNFTQDELQKWDQYSFSSAMGPAAVELLTIGMDGYTNQAKRVEEFFGKIWPPPNV*

NbL15g09610.1 transaldolase [MW = 48.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MASCTRSFQITLVCVFLFMGLCFAGDPFKFFNFEVSYIEASPLGVPQQVIAINGKFPGPTMNVTTNDNVVVNVKNKLDEELLLHWSGVQQKKTTWQDGLPGTNCPIPSRWNWTYQFQAKDQIGSFFYFPSLHFQRASGGFGGITINNRDEIPIPFGFPYDDITIMIGDWYTRNHTALRNTLLAGKDLGKPDGVLINGKGPYRYNDTIVPDGIDYETITVHPGKTYRIRVSNVGISTSLNFRIQNHNLLLAEAEGSYTVQQNYTSLDIHVGQSYSFLVTMNQNASSDYYIVASARFVNQSQWQRVTGVGILKYTNSKGKAHGPLPEPPQDEFDKTYSMNQARSIRWNVTASGARPNPQGSFRYGSINVTEIYVIQNKPPTMVDGKRRTTLNGISFVNPKTPIRLADKYKLKGVYKLDFPTAPLTGPPKMETSVINGTYRGFMEIILQNNDTKVHTYHMSGYAFFVVGMDYGVWSNSSRGTYNKWDGIARTTTQVFPGAWTAILVSLDNVGIWNLRTENLDSWFLGQETYIRVVNPEPSNKTEMPMPDNALFCGQLSKLQKPQDISSATSIRGNGSKFIFAMLLLVPAIFSVFY*

NbL15g09590.1 monocopper_oxidase−like_protein_SKU5 [MW − SP = 63.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00805 Pentapeptide repeats (8 copies)

Protein sequence:
MALNSISLLPIKSINISSSSSSSCYGALCPLQPPQKSIKIVCQMERSNNREVKKWKTIVSTALAAAVITFSSNMTAMADLNKFEAETRGEFGIGSAAQFGSADLKKTVHTNENFRRANFTSADMRESDFSGSTFNGAYLEKAVAYKANFSGADLSDTLMDRMVLNEANLTNAVLVRSVLTRSDLGGAIIEGADFSDAVIDLLQKQALCKYASGTNPVTGVSTRKSLGCGNSRRNAYGSPSSPLLSAPPQQLLDRDGFCDPATGLCDAS*

NbL15g09570.1 thylakoid_lumenal_protein_At1g12250_chloroplastic [MW = 28.5 kDa]
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1 121 241 361 481 600

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00515 Tetratricopeptide repeat

PF13181 Tetratricopeptide repeat
PF13414 TPR repeat

PF13432 Tetratricopeptide repeat
PF17830 STI1 domain

Protein sequence:
MADEAKAKGNAAFSAGNFTDAITHFTEAINLSPTNHVLYSNRSAAYASIGKYSDALSDAQKTVDLKSDWAKGYSRLGAAHLGLHHYDEAVSSYKKGLEIDPNNEALKSGLSDAQAAQARSRGPASSANPFGDAFSGPEMWAKLTADSSTRAYLNQPDFVNMMKDIQKNPSNLNVYLKDQRVMQALGVLLGVKLSTRMPEEEDAEMPEPSPERKRPAEEEKKRPEPEPEPESMEVGEEEKEIKERKAKAQKEKEAGNAAYKKKDFETAIQHYSKAIELDDEDISFITNRAAVYLEMGKYEDCIKDCDQAVERGRGLRSDFKMIARALTRKGTALAKMAKNSKDFEVAIEAFQKALTEHRNPDTLKKLNDAEKARKELEQQEYFNPQIADEEREKGIFFLMLSELFYSYGPNFLHYVAGNQFFKEMKYPEAVKHYTESIKRNPKDPRAYSNRAACYTKLAALPEGLKDAEKCIELDPTFVKGYTRKGAVQFFMKEYEKAMETYQEGLKHDPQNQELLDGVKRCVEQINRGSRGDLTPEELKERQAKGMQDPEIQNILTDPVMRQVLTDFQENPKAAQDHMKNPLVMNKIQKLINAGIVQVK*

NbL15g09520.1 hsp70−Hsp90_organizing_protein_2 [MW = 67.64 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
MAAESVTRMSSAASSLCNFNGSQRPVPITNRVSSSSRRNRCVKVQSLASEFLGSFKLCSVSSSRSSRLSQKPKKNGFSVFAMAAAEEGKRTVPLKDYRNIGIMAHIDAGKTTTTERVLYYTGRNYKIGEVHEGTATMDWMEQEQERGITITSAATTTFWNKHRINIIDTPGHVDFTLEVERALRVLDGAICLFDSVAGVEPQSETVWRQADKYGVPRICFVNKMDRLGANFFRTRDMIVTNLGAKPLVIQIPIGAEDNFKGLVDLVKMKAIVWSGEELGAKFSYEDIPADLQELAEEYRALMIETIVELDDDAMENYLEGVEPDEETIKKLIRKGTIGGSFVPVLCGSAFKNKGVQPLLDAVVDYLPSPVDLPAMQGTDPDNPEVTIERAASDDEPFAGLAFKIMNDPFVGSLTFVRVYSGKLSAGSYVVNANKGRKERIGRLLEMHANSREDIKTALTGDIVALAGLKDTITGETLADPDKPVVLERMDFPDPVIKVAIEPKTKADIDKMATGLIKLAQEDPSFHFSRDEEINQTVIEGMGELHLEIIVDRLKREFKVEANVGAPQVNYRESISKISEVKYVHKKQSGGSGQFADITVRFEPMETGGGYEFKSEIKGGAVPKEYIPGVMKGLEECMSNGVLAGFPVVDVRAVLVDGSYHDVDSSVLAFQLAARGAFREGMRKAGPQLLEPIMKVEVVTPEEHLGDVIGDLNSRRGQINSFGDKPGGLKVVDALVPLAEMFNYVSTLRGMTKGRASYVMQLANFDVVPQHIQNQLAKKEETAAA*

NbL15g09510.1 elongation_factor_G−2_chloroplastic [MW = 86.04 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MGMKRVYTGFLCLLTVLILSSRVQLCDGGITSNYVRKYNSNVDMPLNSDVFRVPPGYNAPQQVYITQGDHEGKGVIVSWTTPDKPGSNSVLYWAENSHVKSSAEGLVVSYKYYNYTSGYIHHCTIKDLEFDTKYYYEVGLENTTRQFWFVTPPKPGPDVPYTFGVIGDLGQTYDSNSTLTHYELNPLKGQTMLFVGDLSYADNYPFHNNIRWDTWGRFIERSAAYQPWIWTAGNHELDFVPEIGESIPFVPYKHRFSTPYRVSDSTSPLWYSIKRASAYIIVMSSYSAFGTYTPQWKWLKTELPKVNRSETPWLIVLVHCPMYSSYVHHYMEGETMRVMYEPWFVNYKVDVVFAGHVHAYERSERVTNVAYNIINRKCSPVKDESAPVYITVGDGGNQEGLATEMTQPQPRYSAYREASFGHGILDIKNRTHAYFGWHRNDDGYAIEADSLWLFNRYWKLDEPSASHGMR*

NbL15g09260.1 purple_acid_phosphatase_2−like [MW − SP = 51.36 kDa]
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1 89 177 265 439

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00112 Papain family cysteine protease

PF00396 Granulin
PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MSWLWPSLVLVLLIFQGPICTCSSISDLFETWCQQNGKTYSSEQERVYRLKVFEENYAYIIEHNSKGNSTYTLGLNAYSDLTHHEFKNSFLGLSSSANDFIRLKTGSSSVGVLSDVGDVDIPSSLDWREKGAVTKVKNQGSCGACWSFSATGAIEGINKIVSGSLVSLSEQELIDCDKSYNNGCGGGLMDYAFEFVKKNGGIDTEEDYPFNEREGTCNKTKLQRRVVTIDGYTDVPQNDEDKLLKAVAKQPVSVGICGSERAFQSYSKGIFTGPCSTALDHAVLIVGYGSENGVDYWIIKNSWGTSWGINGYMHIQRNSGTQEGICGINKLASYPTKSNPNPPSPPSPGPSQCSMFTSCGQGETCCCGWRFLGVCLSWKCCGLDSAVCCKDGGHCCPHDYPICDTSRNLCLKQMSNATIVQQPQKEAFSGKFGLIYPF*

NbL15g09210.1 zingipain−2−like [MW − SP = 45.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02190 ATP−dependent protease La (LON) substrate−binding domain

Protein sequence:
MALPQILPSSSSSFTHKPQLNPCNYFFTPLSNNPKCHLTPQPLLHRRRRRNNYTLRCSASSFPEKHHTGSSPNSDDVVELPLFPLPLVLFPGAILPLQIFEFRYRIMMHTLLQTDLRFGVIYSDSATGTADVGCVGEVVKHERLVDDRFFLICKGQERFRVSKVVRSKPYLVAEVTWLEDRPSANGEDDVEGLANEVENYMKDVIRLSNRLNGKAEKEATDLRRNLFPTPFSFFVGSTFEGAPREQQALLELEDTAVRLKREKETLRNTLNYLTAASAVKDVFPSSG*

NbL15g09200.1 lon_protease_2−like [MW = 32.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01197 Ribosomal protein L31

Protein sequence:
MALTLSNTFLQKNASPPPLYLKKAGIGSNQMRWSCRKKDIHPQFYDNAKVYCNGEQVMTTGGTKNEYTVDVWSGNHPFYLGSRSALLVDADQVEKFRKKFSGLSQIMQIPTLKGEIVLPPKKKKATKKK*

NbL15g09000.1 50S_ribosomal_protein_L31_chloroplastic [MW = 14.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MFRNQYDTDVTTWSPAGRLFQVEYAMEAVKQGSAAIGLRSKTHVILACVNKANSELSSHQKKIFKVDDHIGVAIAGLTADGRVLSRYMRNECINYSYAYESPLPVGRLVVQLADKAQVCTQRSWKRPYGVGLLVGGLDESGAHLYYNCPSGNYFEYQAFAIGSRSQAAKTYLERRFETFMDSSRESLLKDALFALRETLQGEKLTSTNCTVAVVGVGEAFHMLDKETIQALINEFEIAGEEAPAAAPDEAGSDEPAAAPEEGAPADQGAAPMDI*

NbL15g08950.1 proteasome_subunit_alpha_type−1−B−like [MW = 29.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05368 NmrA−like family

Protein sequence:
MMPQHALMTQPNSLEDSFNFTSTPTEINLLFSQMTEKSKILFIGGTGYIGKFIVEASAKSGHPTFALARESTVSDPVKSKVVENFKNLGVTILHGDLYDHESLVKAIKQVDVVISTLGMMQLADQVKIIAAIKEAGNIKRFFPSEFGMDVDKTNAVEPAKSAFAVKVQIRRAIEAEGIPYTYVSCNCFAGYFLPTMVQPGATAPPRDKVIIPGDGNVKAVFNEEHDIGTYTIKVVDDPRTLNKTLYIKPPKNTLSFNELVVVWEKMIGKTLEKIYIPEEQILKDIETSPMPLPVLLAINHATFVNGDQTNFKIEPSFGVEASELYPDVKYTTVEEYLGHFV*

NbL15g08920.1 isoflavone_reductase−like_protein [MW = 37.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
LNNKFLLLHNIYPSKMERRSTFRFRLPWSQPAPAPAPSPAPIPASKPSTQPTTKTSRAPTTRTGSRAASKPSSSSTPTATLSSSPTTETSTRNQPPSATSTAISGKPSSPAQPSASTQGRNEVPTSTTTPKPISPTPLPQPSAEMNAPSQPSTSTSTLTETTLIPSQPPAESKAPIQPSTTDTSPLPESTTVPPQPSAESKAPVQSSTTNSTPANAPASPKSETQTPTIAITTTPTSTIAQSGLSSPPGVSPSPSSQTRASRIESQPLIPSLEQQGISSQPASPSDGPTKSQVSPPPSPSPSRSAPQSREMNPISSPTHKDHQVLSTDQLTSKVPPPASQINSSDLPSGITSQMQEKDKTIALQKFPLKQLESSEPSSKSTEAATSISGKEPKFTAIRPQSEQMELLKKETISDTVAEAKVKSPEKVMKPSELSEVKSTRGITQEPSQISDSSGIIDEPKMVRQSETNIQETREVKEVVQEMRNKNYGTGEKIVGLLTSTKQPGTAFQSKKAYTEKQSNSDNDQIRVNLVSNGNHTKTVSSQPKNKTIVNSSSKETAGFAEIDMPLNKEVKDNISKFIHRMAVGDGKQNLEEGPVSMITLAGDNRGASMQLGSDSSRKEGAIHIRRGYKMNPDESADATTDAEGYSEGRQPKDARTMEDQEIEAYLNCNVQGLNNSITFDSAIAAKNPGIHMLFPHMLSEPIRLSERTGHFEAHKAEFNVTPAQKLTHEPKIRRRCLKGLFLEPSDSDPDNPEKSPRYGFHVGCMEKSNDNEIDIL*

NbL15g08860.1 flocculation_protein_FLO11 [MW = 83.19 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 50 99 148 197 246

Protein length

Gel Slice

4.1 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 50 99 148 197 246

Pfam domains

Pfam Description
SP Sequon TM Domain PF02545 Maf−like protein

Protein sequence:
RKRVRAIDCTITASIPVSNSTLHSVNFPPIGPSLVVQSPAKMEANVPQFKLILGSSSTARRKILSGMGYQFTTMSADIDEKAIRKEKPEDLVMALAEAKADAIISKFRNSENLEKHSNPTLLVAADTVVVYEGIVREKPSSEAEARQFMKDYANGHAATISSVLVTNLVTGCRRGEWDKVEIYFHDIPDRVIDKLIEERIVLYAAGGLIIEHPLILPCIKEVVGSTDSVMGLPKALTERLIKEVL*

NbL15g08780.1 maf−like_protein_DDB_G0281937 [MW = 26.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
MANLLQTSSFFFLCFFHLALFAESESFIGINYGQIADNLPAPEATAKLLQSTSIEKVRLYGSDPVIIKALANTGVGIMIGVANSDIPPMASDPYFAKGWLSSKVLPFYPASKIIVINVGNEVMLLNDQNLMTNLLPAMQNLQNALNEASIGGKIKVSTVHAMAVLKQSEPPSSGSFDPSITDLLKGLLEFNKATGSPFAVNPYPYFAYQSDPRPDTLAFCLFQPNSGRFDAGTNIKYTSMFDAQVDAVRSALNALGFKEVEIVIAETGWPYKGDSNEVGPSIENAKAYNGNLISHLRSMVGTPLMPGISVDTYLFALYDENLKPGPTSERSFGLFKPDLTMTYDAGLSKANSQDPMPKTLVTPSNTSMPPSSPKTPGTSSSPETPVTPSLPKTSMPPSSPETPATSSLPKPPVLSSSPKTKSVSKTDVSDARLQANIVYAVQFNLGVLVLSQILWHPMLHVL*

NbL15g08590.1 glucan_endo−13−beta−glucosidase_7 [MW − SP = 46.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02213 GYF domain

Protein sequence:
FSITLSLPLPYIHPPKLLLPLSQAVSQSQQQKIRVLFERFFSFSPSDQSAMGDKTEFDSPHNQISKDVQGPNNSIPLSPQWLLPRPGESKAGIVTGDNHLGTHPGYAIHSELAKFPGMGDDTHDNQKKKDVFRPSVLDMEPGRRDRWRDEERDTNSAVRRDRWREGDKELGEGRKVERWSDSSGRNHGEGRRVPGERWTDSGNRESNHDQRRESKWNTRWGPDEKEGDAVREKWSNPSKDAELHLEKGSPGLAFSGKDEREGDHYRPWRSTSHCRGRAEPLHQGPTPNKQVPTFSHGRGREDGATTTFSLGRGRALSGVSPVNKGSPHLQSFGSFSEKAESVCSPLRYSRIKMLDVYRVIDMQSCSKFSDGIVQVPSLTQDEPLEPLALCAPSPEELGILKGIDKGDVLSSGAPQVTKDGALGRNSTDYTQPRRNKLGSREDLSLDDSREESIDNAKVEDNIPHRETESVNRDPSTPGHTPGLHGRIWRSPSIGARSHMLANDARERPSDVRPKTSDIGWLQSQKDKNTEWERDFTDPSYAKDEGSKWQFGDPVLKRQLSAVMDKELETRKLSQSSPEDLVLLYKDPQGAIQGPFSGSDIIGWFEAGYFGIDLQVRLAAAPPDSPFSLLGDVMPHLRAKVRPPPGFGAPKPNADAPGGLNLSSFTKLHAGSTEIDKVTTELNYKHSAAEAENRFLESLMSGKVSHAPLDKFAQSEGIPAYAANSTGAVPPIVAESGDNLYLLAKKMSLERQRSLPKPFPLWPGRDAPSVVPNVDNVQDPLPHSNLPFMAEHVRQQPHNQNVDLMSLLQGVPDRSAGISSGVSGWSNFPVQGGLESLQERMDMHQGQSMPPQSAFGVQQQRLHPQSPPMSNLLGQVMDNTSNILATEKLLSSGVQDPQLLNLLQQQYLMQLQSQAALGGPQQLSLLDKFLMLKQQQQQQQQQQQQQQQKQEEHQLMLLQQQQLLSQVLSDPHPHQRFGEQPYGKLPTPGISAGNATVDPTRFQPSPNLFSMNTQVQHPVMEEAHASNFVLPPSISQGVTQIGSFETSSLHLPHQMFKDASSQRSWGFAEQIDDIQQKVPRMATAMVDPSSHTEIASKHPLEGTENNEPLAVTTPEIASHFPLVEQVEKSVLLPSPLAVDNDLHQKNKLESPPAAISSEPQVERDPHNGLSVTKELKSVEPREVKKSSEKKSKKQKSTKGQASDLTKGASKSKPSKPLQSDAVIASDAKSDAQSVSVEKSTIVGPEKSDSKTDVAFADIVGEYPGQNPLSAHVTVETKGETGQIPPVSQFNTQVQSGQRAWKPAPGFKPKSLLEIQEEEQRRAQAEIAITEVATSLSSLSASTPWVGVVTNSDHKLVKDTQQDASDNSLSKKNSDASLNQKSKNNSDVSLNQKSKKSQLHEVLADNTSAKSGERERDFPDMTFVPPSVPINDDDNFIEAKDTKKSRKKSAKSKGAGAKVSVSTAASEVPVGSSPIDKVKSSRQVQPDKEVLPAIPSGPSLGDFVVWKGEATSPAPIPAPAWSSDSGKLSKPTSLRDILKEQEKKVSSGQQHIPVPIQKAVPNPPARVGGSSWSATGSSPAKTASPIQIHSQAGANSKNKVDDDLFWGPVDHPKQETKQSEFPQLGNQGSWGSKTTPVKGNPGGSLSRQKSVSGKPAEHLLSSSPAPAHSSLKGKKDALTKHSEAMDFREWCENECDRLIGTRDTSFLEFCFKQQSKSEAEMLLIENLGSYDPDHEFIDKFLNYKDFLPADVFEMAFQGRSVRKVTGVNARDVTSDSTGFDLGNSSVQDGATKGGKKKGKKGKKVNLSELGFNVVSNRIMMGEIQTVED*

NbL15g08560.1 uncharacterized_LOC107783365 [MW = 200.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13320 Domain of unknown function (DUF4091)

Protein sequence:
MENSGDHLETNVPPVEGVAGGGTAYGWSDTGVNDPKPLRGAIDPTKVPLLELLNVWCMPSTANVGPQDMPRELEPISLLAARNERESIQIAIRPKVSWGGSGIAGTVQVQCNDLCSPCGARLVVGQSVTLRRVVPVLGVPDALVPLDMPVCQLNLFPGETTVFWVSIDVPSEHPPGQYDGDIIISATKAEAESTSQSLSKVEKHQLYRELRDCLDAVEPLEGKPLKEVVERVKSATSSLRRVLLSPSFSDFFSDNGPIDMMEEDATSSLSIRLKISLTVWDFVLPATPSVPAVIGISDTVIEDRFGVEHGSSEWFQLLDQHFKWLLQYRISPYFCRWGNGMRVLTYTSPWPADHPKSDEYLSDPRLAAYAVPYGPLVPCEGTAKDYLRREVEILRTKNHWRKAYFYLWDEPLNVEQYDAIRSMASEIHAYAPDARVLTTYYCGPSDAPLASNNFEAFLKVPEFLRPHTQIYCTSEWVIGNREDLAKDVIAEIQTENGEEWWTYVCLGPGDPHPNWHLGMRGTQHRAVMWRVWKEGGTGFLYWGANCYEKATVPSAEIRFRRGLPPGDGVLFYPGQVFSSSQQPVASLRLERLLSGLQDIEYLKLYASRFGRDEGLNLLEKTGMYQGPERYTSEHTPIDVMRGEVYRTCRS*

NbL15g08470.1 uncharacterized_LOC104247649 [MW = 72.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00221 Aromatic amino acid lyase

PF03129 Anticodon binding domain
PF13393 Histidyl−tRNA synthetase

Protein sequence:
MAEERRLVTVGGKGSSLSSSSVFEIANGLSCLSIDSSALSKVSSSSNSKTSNNTTAPTQSSAFSVLGNLTPEESKASLVVLLNKLLLSSSSSAAVTQLSDIILKDVSSISSIDGVSPGDFSVAAISGISAILDHRSSALSVIIDAVAALSCEALGADISAFNLNDSGDGSTAKDVVSVAADVKILLNGSKFVNKNSDEPAVSSVPVVHGKFRDICRLLHSSTRVQLNSAVISTSGSSGTASAMCTTLFSLAVALKDLGNISYNRAKRTRDDEISAMLQKECPRPDQLKAVFASLVSAHSDEEYVKFSHDVNSLLVMVEKIVSWEAVAAFFSLEEKDFISGNTSVCEDSAKAGRKGGKKKKILGKGTTALLQFLKDRLLSMPIQTEAFENLVRHFLSLLDPKDLGFGTLLRKVKDIVESNESRRLPKLPKGTRDFAKEQMAIREKAFSIIVEVFKRHGASALDTPAFEMRETLMGKYGEDSKLIYDLADQGGELCSLRYDLTVPFARYVAMNGLTSFKRYQIAKVYRRDNPSKGRYREFYQCDFDIAGQFENMMPDFEVIKILTELLDELDIGEYEVKLNHRKLLDGMLAICGVPQEKFRTICSSIDKLDKQSFEQIKKEMVDEKGLSDEISDRIGTFVKWRGPPVELLSKLKQERSFLENNESSLALDELDVMFKALERSRCIDRVVFDLSLARGLDYYTGVIFEAVFKGATQVGSIAAGGRYDNLIGMFGTRQVPAVGISLGIERVFAIMEQVQKDKNQEIRATETQVLVSILGDDSALAAELVGELWNAKVKAEFMIHKKVMKHIDRARDSRIPWMVLVGERELSEGVVKLKDVVAAIDYEVPRGNFVNDLCRRLDM*

NbL15g08380.1 histidine−−tRNA_ligase_cytoplasmic [MW = 94.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
SFHCFGVSFVPLMDISTTTATAEQKEKPHVAFLPSPGMGHIIPLFEFAKRLVINHGFHVSFFVISTGASAAQNELFRSDNIPAGFHAVEIPPVENISSFFTDDMRIVTRLSIIVRESLKQYLSLLLITHRPKALIIDLFCTDAFEICKEVSIPVYSFFTASTLLMAFSLYLPTLDREVNGEFVDLPEPIQTPGCNPICPHDLLDQVKDRKNDEYKWYLLHVSRLPLAAGIFVNSWDDLEPVTLEALKRNSFFQNIPIPPVHTIGPLIKQDEVVTEKDAQILTWLDNQPPDSVLFVVFGSGGTLTSEQLTELAWGLEMSHQRFILVARKPSDASASAAFFNVGSDENDPLMYLPEGFAKKTEGRGLVVPSWASQVAILNHPSTRAFFSHCGWNSTLESVVHGVPMIAWPLYAEQRMNATFLAEEVGVTMKFPLVPGEELISRKEIEKMVRIVMEGEKGMAMRRRAEELKESAKIALSNGGSSDDSLCRVVQFWKSDQSLCG*

NbL15g08340.1 hydroquinone_glucosyltransferase−like [MW = 55.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MIKLFKVKEKQREQAENANGKPPVKKQSAGELRLHKDISELNLPKTCSISFPNGKDDLMNFEVTIRPDEGYYMGGTFTFSFSISPMYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIIYGLYHLFTEPNHEDPLNHDAAAVLRDNPKLFESNVRRAMHGGYVGQTFFPRCM*

NbL15g08300.1 NEDD8−conjugating_enzyme_Ubc12 [MW = 20.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MRSMNLVDSWAAQVCSVFNQTLPNKTFTGFTKIPVKNPSFFKQKRPFSALSVSAIATKEDEKVKEAETQKEQFNFKTYVAEKAISVNKALDEAVIVKDPPVIHEAMRYSLLAGGKRVRPMLCLAACELVGGDQSNAMPAACAVEMIHTMSLIHDDLPCMDNDDLRRGKPTNHKVYGEDVAVLAGDSLLAFAFEYVATATAGVSPSRILAAIGELAKSIGTEGLVAGQVADIACTGNPNVGLDTLEFIHIHKTAALLEASVVLGAILGGGTDEEVEKLRRFARCIGLLFQVVDDILDVTKSSEELGKTAGKDLVVDKTTYPKLLGLEKAKEFAAELNRDAKQQLADFDPHKAAPLIALADYIAYREN*

NbL15g08290.1 geranylgeranyl_pyrophosphate_synthase_chloroplastic−like [MW = 39.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00421 Photosystem II protein

Protein sequence:
MGLPWYRVHTVVLNDPGRLLSVHIMHTALVAGWAGSMALYELAVFDPSDPVLDPMWRQGMFVIPFMTRLGITNSWGGWSITGGTVTNPGIWSYEGVAGAHIVFSGLCFLAAIWHWVYWDLEIFCDERTGKPSLDLPKIFGIHLFLSGVACFGFGAFHVTGLYGPGIWVSDPYGLTGKVQPVNPAWGVEGFDPFVPGGIASHHIAAGTLGILAGLFHLSVRPPQRLYKGLRMGNIETVLSSSIAAVFFAAFVVAGTMWYGSATTPIELFGPTRYQWDQGYFQQEIYRRVSAGLAENQSLSEAWSKIPEKLAFYDYIGNNPAKGGLFRAGSMDNGDGIAVGWLGHPIFRDKEGRELFVRRMPTFFETFPVVLVDGDGIVRADVPFRRAESKYSVEQVGVTVEFYGGELNGVSYSDPATVKKYARRAQLGEIFELDRATLKSDGVFRSSPRGWFTFGHASFALLFFFGHIWHGARTLFRDVFAGIDPDLDAQVEFGAFQKLGDPTTKRQAA*

NbL15g08100.1 photosystem_II_CP47_reaction_center_protein−like [MW = 56.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MVYLSIEDETKDLYLFINSPGGWVIPGVAIYDTMQFVRPDVHTICMGLAASMGSFILVGGEITKRLAFPHAWVMIHQPASSFYEAQTGEFVLEAEELLKLRETLTRVYVQRTGKPLWVVSEDMERDVFMSATEAQAYGIVDLVAVE*

NbL15g08090.1 ATP−dependent_Clp_protease_proteolytic_subunit−like [MW = 16.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF03483 B3/4 domain

PF03484 tRNA synthetase B5 domain
PF17759 Phenylalanyl tRNA synthetase beta chain CLM domain

PF18262 Phe−tRNA synthetase beta subunit B1 domain

Protein sequence:
MPTVSVGRDRLFEALGCTYTYEEFDELCFKFGIELEEATTEKAMQRKEKHLEEEATEDDGEIIYKIEVPANRYDLLCLEGLAQALRIFGGLDPFPTYKVANVGRESMLEMRVGKETSKIRPYVVCAVLRGVTFDEARYNSFIDLQDKLHQNICRRRTLVAIGTHDLDTIEGPFTYEALPPSEINFVPLKQTRNFRADELMEFYKSDLKLKKFLHIIENSPVYPVIYDCKSRTVLSLPPIINGAHSAITLKTKNVFIECTATDLTKANVVLNTMVTMFSVYCERKFEVEPVKVAYPDGKSFVYPDLSIYNMNVPLSYITGIIGVQLPENEVASLLHKMQLRAVESVSENAEVKFVVSVPPTRSDVLHPCDVAEDVAIAYGYNEIPKRRPASLKPLPLSQFSDLIRSEIAMAGYTEVLTWILCSKKEISSMLNCEEDKSAVIIADSRTSEFEVVRTNLMPGLLRTVGHNKDHPKPMKIFEVGDVVLLDGTKDVGAVNRRHLAALYCGANSGFELIHGLVDRIMEATGTSFVSPGDCEGYYIERSEEPAFLQGRQAKIVYKENRIGTFGIVHPKVLKEFDIPDPCSFVELDLQSFL*

NbL15g07870.1 probable_phenylalanine−−tRNA_ligase_beta_subunit [MW = 66.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04278 Tic22−like family

Protein sequence:
MKALFSEFHSSFGTTMESKPSIGFGPSSSLLLSLSTFVHQHWSRLGTELTTRFDEAKRLTSKFAADFIPTPPLPASHSYPLSLPFASVSQRQDKASKNSGLSSDYVAKTLIGTSVYTVSNSNNEFVLISDPNGAKSIGLLCFRQEDAEAFLAQVRLRKGEVRGGAKVVPLTLDQVYMLKVEGIAFRFLPDPVQVQNAIESKLSDVKTEFNGVPVFQSDLLVVKKRNRRYCPIYFRKEDIEKELSSRASRGGVSQHIMVGSLEDVLKKMEISQRHSGWEDLIFIPPGKSHSQHIQDVTKA*

NbL15g07320.1 protein_TIC_22_chloroplastic [MW = 33.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02036 SCP−2 sterol transfer family

Protein sequence:
MADNSTQLKSDAIFEQMKLHLTTDAGKALIKKIGLVYQINIAPKKIGFNEKVYVVDLKKGETKEGPYEGGKPDATFSFKDDDFVKIATGKMNPQIAFMRGAMKIKGSISAAQKFTPDIFPKPSKM*

NbL15g07200.1 non−specific_lipid−transfer_protein−like [MW = 13.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00191 Annexin

Protein sequence:
MATLIVPPVLSSPRDDAMQLYKAFKGFGCDKKAVINILAHRDATQRALIQQEYRAMYSEELTKRLAKELSGDLEKAVLLWMHDPAGRDAILVRRALSGGTIDLRAATEVICSRTPSQILHFKQLYHSMNGIYLEHDIELHASGDHKKLLLAFVSTMRYEGPEVDRATVDYDAKALFKAGEKKLGTDEKTFIRIFSERSRAHLAAVSAAYHSMYGRELKKAVKNETSGHFEFGLLTILLCAENPAKYFAKELHKAMKGLGTNDTTLIRIVVTRTEIDMQYIKAEYQKKHKKSLNDAVHSETSGDYRTFLLSLLGPGH*

NbL15g07080.1 annexin_D5 [MW = 35.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13943 WPP domain

Protein sequence:
INFVFNSSINSSFFLFYSSQFPTFKMTDNLDEQQSYTDNNEQQQKVPEEPTQPKTPTSTTTTEPPSMAETDSAQAQEIVTHETQNKPTTVSFSIWPPTQRTRDAVISRLIESLSTPSILSKRYGTIPHDEASDIAKLIEEEAFTTAGSTAIGDDDDIEILQVYSKEISKRMLDAVKSRSTPSADDSAALTDTETREPISDSAVTGENSSVVTKF*

NbL15g07050.1 MFP1_attachment_factor_1−like [MW = 23.63 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00112 Papain family cysteine protease

PF00396 Granulin
PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MAIHTSTLSISMLVMLMFSAVISSAEDMSIISYNEKHHTNGESTVWRTNDEVMSLYESWLVEHKKVYNALGERDKRFQIFKDNLRYIDEHNSVPEKSYKLGLTQFADLTNEEYKSIYLGTKPDGRSTLLNTQSDRYASKVGDSLPDSVDWRKKGVLVDVKNQGQCGSCWAFSAVASIEAVNKIVTGNLISLSEQELVDCDTSDNQGCQGGLMDDAFKFVIQNGGIDSEDDYPYKAKDGKCDQARKNARVVTIDGYEDVPDNDEKALKKAVAGQPVSVAIEAGGKDFQHYKSGIFTGECGAAVDHGVVAVGYGSENGMDYWIVRNSWGASWGEKGYLRMQRNIGNPKGLCGIATIASYPVKTGQNPPKPAPSPPSPVKPPTQCDDYNECPTGTTCCCVYEYYKYCFAWGCCPMEGATCCKDHKSCCPHDYPVCNVKAGTCSISKNNPLGVKAMQHILAKPSGTFANEGKKSPSS*

NbL15g06830.1 low−temperature−induced_cysteine_proteinase−like [MW − SP = 49.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16561 Glycogen recognition site of AMP−activated protein kinase

Protein sequence:
IIVWKEKETAFPELLYGKQSKKDIVSFSQSCYTTNSLLFSLLHNPKIPKFSNAANPIMATTLFHFPKFVFFSPLPTSLCCTRHHYLLVYRSKPAICASIKKPSASRKVKSNVDLCNDIREFLSSVGLPEDHIPTMKELSQHGRQDLANIVRRRGYKLLRELLSTSKLPNYDECSEEDGPVEKSGDESSGQDGKMIDMAHDVSLPSEASAVADYTNDANNDSMLKSDEQNSSDQEPSRYSSLEEKVADFIQNGELDSVEDSGFQIFNERGSEQVEGSVVGQNVVKTESTTPNGNSAEIFNGNSMPRSPQHVEHPCGLSFQIRNNSLSTEELTMAEGRNSADVEPQKVENQAEINRLKFMLHQKELELTQLKQQIEEEKRLLSILQIKAEREISEAQKLISEKDAELNAAEDSLSGLKEVELQYLADGESVEVAGSFNGWHHKIKMDLESSSTIIDPIDQELSSDIVDPIGTRKPRLWKTMLWLYPGMYEIKFVVDGHWTTDPQMESVIRGAVHNNVLRVDR*

NbL15g06780.1 uncharacterized_LOC104223854 [MW = 58.49 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00438 S−adenosylmethionine synthetase, N−terminal domain

PF02772 S−adenosylmethionine synthetase, central domain
PF02773 S−adenosylmethionine synthetase, C−terminal domain

Protein sequence:
MLLNLIRADMETFLFTSESVNEGHPDKLCDQVSDAILDACLEQDPESKVACETCTKTNMVMVFGEITTKATVDYEKIVRDTCRGIGFTSADVGLDADNCKVLVNIEQQSPDIAQGVHGHLTKKPEEIGAGDQGHMFGYATDETPELMPLTHVLATKLGAKLTEVRKNKTCPWLRPDGKTQVTVEYKNDNGAMVPIRVHTVLISTQHDETVTNDQIAKDLKEHVIKPVIPAQYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPTKVDRSGAYIVRQAAKSVVASGLARRCIVQVSYAIGVAEPLSVFVDTYKTGTIPDKDILALIKENFDFRPGMMSINLDLLRGGNFRYQKTAAYGHFGRDDPDFTWETVKVLKPKA*

NbL15g06760.1 S−adenosylmethionine_synthase_3−like [MW = 43.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05495 CHY zinc finger PF14599 Zinc−ribbon

Protein sequence:
MGYALYIGILSTNWRKFLHSVELIKGMEMDSGNYGCSHYRRRCKIRAPCCHEIFDCRHCHNDTNNSLEVDPLKRHDIPRHDIKRVVCSLCNTEQDVQQTCIQCGICMGKYFCSKCNFFDDDVLKNQYHCDKCGICRTGGKENFFHCDRCGCCYSNLMKESHICIERAMHHNCPVYFEYIFDTTKNITVLHCGHTIHLECVMQMERHFQYSCPVCSKSYCDMSPVWEKLDEEVASTPMPEMYQNKMVWILCNDCSETSEVNFHIVACKCPCCKSYNTRQTRGGTSSCTNTTEMVR*

NbL15g06610.1 E3_ubiquitin−protein_ligase_MIEL1−like [MW = 34.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MAVLTNEQPHFVLFPFMAQGHMIPMIDIARLLAQRGVIITILLTPSNGNRFSTVIARAIEIGLKIQVIDLYFPSSEAGLPEGCENCDMVPSIDMMKNFFLATQMVESQVVDSLQELNPLPSCLISDMCFPWTTNVAKKFNIPRIVFHGMCSFSLLCLHNLREGKVLENANSDTEYFSVPGFPDKVELTKAQLKTLVDPSNPEWNEFGEKIKEAEDEAYGIVVNSFEELEPEYVKRLKKAKGKKIWTIGPVSLCNKEKQDKAERGSKASIDEHHCLKWLNSKEPDSVLFVCLGSLSRLPASQMIELGLALESSKRPFIWVIRHISDELKKWLNEENFEERIKEQGILIHGWAPQVLILSHASVGGFVTHCGWNSSIEGISTGVPMITWPLFAEQFCNERLITNVLKTGVKSGVENPVMFLEEEKVDTQVNKDDIKMVIEKLMGEEEEAKIRRERAKKLGEIARKAVEEGGSSHLNLTILIQDVKEQANFLENQFDV*

NbL15g06460.1 UDP−glycosyltransferase_73C3−like [MW = 55.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme PF00585 C−terminal regulatory domain of Threonine dehydratase

Protein sequence:
HACNPKFTAIRTKAISSNDTFKIISSTGNNKKMKGGIRTSILKPSALPLKGSQLSPSADSVPVPAFLQEVVAGKLIENNPSGSDTEELFQYLVEILASRVYDVAIDSPVQNATKLSKKLGVNFWIKREDMQSVFSFKLRGAYNIMTKLSKEQLERGVIIASAGNHAQGVALGAQRLKRTATIVMPVTTPEIKIEAVKNLDGKVVLHGDTFDKAQEHALKLAEDEGLTFIPPFDHPDVIIGQGTVGTEINCQLKDIHAVFVPVGGGGLIAGVATYFKRVAPHTKIIGVEPFGASSMTQSLYRGERVKLEQVDNFADGVAVALVGEETFRLCKDLIDGMVLVSNDAISAAVKDVYDEGRNILETSGALAIAGAEAYCKYYDIKGESVVVIASGANMDFSKLKLVVDLADIGGQREALLATFMPEEPGSFKKFCELAGLMNITEFKYRYNSGRKQALVLYSVGVTTKSDLESMLERMKSSQLNTVNLTNNNLVKEHIRHLMGGRSEPSNEIFCQFIFPEKPGALRKFLDAFSPRWNISLFHYREQGELCVSWIPSSKR*

NbL15g06380.1 threonine_dehydratase_biosynthetic−like [MW = 60.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MDLLLLYRPLKSTPFLHSLPSISLSRNRPFCTNWSRKALPCVCSSTSSPLDAPPSILPLQNEGRRATMGSLLIAAAAFCLSDVAEAASTSRRALRGAKIPESEYTTLPNGLKYYDLKVGNGAEAVKGSRVAVHYVAKWRNITFMTSRQGMGVGGGTPYGFDVGQSERGTVLKGLDLGVQGMRVGGQRLLIVPPELAYGKKGVQEIPPNATIEIDIELLSIKQSPFGTAVKVVEG*

NbL15g06370.1 peptidyl−prolyl_cis−trans_isomerase_FKBP16−4_chloroplastic [MW = 25.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MVFSMVMSCSPHICLPKSRMVMQKTIQCSASVLTASESIQFDLKNYWTTLICDINQKLDEAVPVKYPNQIYEAMRYSVLAKGAKRSPPIMCVAACELFGGNRLAAFPTACALEMVHAASLIHDDLPCMDDDPTRRGLPANHTVFGVDMAILAGDALFPLGFQHIVSHTPSDLVPEDRVLKVITEIARAVGSTGMAAGQFLGLEGGPNAVDSVQEKKYGEMGECSAVCGGLLAGASDEEIQHLRRYGRAVGVLYRVVEDILEAKETGDKSEGKKKKGKSYVSLYGIEKAKKVAEDLRAQAKRELDGLGKYGDKVVPLYSFVDYAADRGFSLDN*

NbL15g06150.1 geranylgeranyl_pyrophosphate_synthase_small_subunit_chloroplastic−like [MW = 36.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
RILMQLAQSEGSRPSVNLPTTIFATSSKINPFIIVSSVPKKVSKKPHKVQVLRTLAAHNLLQLSLSHTHTAETMAATTAATFTLSKLLKSSTPKSFSLLSPKRSNLFTSSSSFSPLPLKFKQPHHPLQSLKHSTISRISATISVGDKLPNCTLSYFDSSDELKTLLISDLTNGKKVVLLAVPGAFTPTCSQKHLPGFVEKSKELKSKGVDTIACISVNDAFVMKYWKENLGINDEVMMLSDGNLEFTKAIGCELDLSDKPVGLGIRSRRYSMLVDDGVVKILNLEEGGAFNVSSAEDILKAL*

NbL15g06100.1 peroxiredoxin−2E−2_chloroplastic [MW = 32.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain PF03952 Enolase, N−terminal domain

Protein sequence:
MATIKSVKARQIFDSRGNPTVEVDVTLSNGVFARAAVPSGASTGIYEALELRDGGSEYLGKGVSKAVNNVNSIIGPALIGKDATDQTALDNFMVHELDGTQNEWGWCKQKLGANAILAVSLAVCKAGAAARNVPLYKHIADLAGNKKLVLPVPAFNVINGGSHAGNKLAMQEFMILPTGASSFKEAMKMGCEVYHHLKAVIKKKYGQDATNVGDEGGFAPNIQENKEGLELLKTAIEKAGYTGKVVIGMDVAASEFFLKDKSYDLNFKEENNDGSQKISGDQLKDLYKTFVSEYPIVSIEDPFDQDDWETYAKLTTEMGEQVQIVGDDLLVTNPKRVAKAIAEKTCNALLLKVNQIGSVTESIEAVKMSKRAGWGVMTSHRSGETEDTFIADLAVGLSTGQIKTGAPCRSERLAKYNQLLRIEEELGSDAVYAGASFRKPVEPY*

NbL15g06080.1 NA [MW = 47.87 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00128 Alpha amylase, catalytic domain

PF02806 Alpha amylase, C−terminal all−beta domain
PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
MVYTHSGVRFPIVPSLHKSRAFTSNADRRNPNVSVFLKNVSRKIFAEKSSYEPESRSSTVAASGKILVPGSQSGSSSSSSEQLEVADTVPENSRASADVDSSEMEHASQIKAENRDVPPASGLKGNVEELDFASSLQLEGRKPKGSKTLDTSEETIIDESDRVRKRGIPPPGLGQKIYEIDPLLTNHRQHLDYRFSEYKKKREAIDKYEGGLEAFSRGYEKMGFTRSATGITYREWAPGAKWAALIGDFNNWNPNADVMTRNEFGVWEIFFPNNADDSPAIPHGSRVKIRMDTPSGVKDSIPAWIKFSVQPPGEIPYNGIYYDPSEEEKYVFQHPRPKKPKSLRIYESHIGMSSPEPKINSYVNFRDEVLPRIKKLGYNAVQIMAIQEHSYYASFGYHVTNFFAPSSRFGTPDDLKSLIDKAHELGIVVLMDIVHSHASNNTLDGLNMFDGTDSCYFHSGSRGYHWMWDSRLFNYGHWEVLRYLLSNARWWLDEFKFDGFRFDGVTSMMYTHHGLSVAFTGNYNEYFGFATDVDAVVYLMLVNDLIHGLFPDAITIGEDVSGMPTFCIPVQDGGVGFDYRLHMAIADKWIELLKKRDEDWRVGDIVHTLTNRRWSEKCVSYAESHDQALVGDKTIAFWLMDKDMYDFMALDRPSTPLIDRGIALHKMIRLITMGLGGEGYLNFMGNEFGHPEWIDFPRAEQRLPDGQVIPGNNFSYDKCRRRFDLGDADYLRYHGLQEFDQAMQHLEERYEFMTSEHQYISRKDEGDRVIVFERGDLVFIFNFHWKNSYSDYRIGCLKPGKYKVVLDSDDPLFGGFGRIDHNAEYFTFEGWYDDRPSSFMVYAPSRTAVVYALVDTEQEVAVEE*

NbL15g05910.1 14−alpha−glucan−branching_enzyme_1_chloroplastic/amyloplastic−like [MW = 98.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04949 Transcriptional activator

Protein sequence:
MQNQQQQQQLQTLMQSTSQISANLSFNGTLTKEDEEMSKSALSTFKAKEEEIEKKKLEVKEKVQAQLGRIEEETRRLAIIREELEALADPMKKEVSTVRKRIDAVNKELKPLGQTCQKKEREYKEALEAFNEKHKEKVLLISRLMELVGESEKMRMKKLEELSKSIETIQ*

NbL15g05890.1 probable_DNA_double−strand_break_repair_Rad50_ATPase [MW = 19.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MSCYKGKYADELIANAKYIGTPGKGILAADESTGTIGKRFSSINVENVESNRRALRELLFTTPGAVQYLSGVILFEETLYQKTASGKPFVDVLKEGGVLPGIKVDKGTVELPGTNGETTTQGLDGLAERCQKYYEAGARFAKWRAVLKIGANEPSQLAINENANGLARYAIICQQNGLVPIVEPEILVDGSHDINKCADVTERVLAACYKALNDHHVLLEGTLLKPNMVTPGSEAAKVAPEVIAEYTIRALQRTMPAAVPAVVFLSGGQSEEEATVNLNAMNKLQTKKPWSLSFSFGRALQQSTLKAWAGKEENVQKAQAAFLTRCKANSEATLGKYAGATNLSDGASESLHVKDYKY*

NbL15g05850.1 fructose−bisphosphate_aldolase_cytoplasmic_isozyme [MW = 38.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MPKSALSSSKSATSSFSHAVLKMGLSFTKLFSRLFAKKEMRILMVGLDAAGKTTILYKLKLGEIVTTIPTIGFNVETVEYKNISFTVWDVGGQDKIRPLWRHYFQNTQGLIFVVDSNDRDRVVEARDELHRMLNEDELRDAVLLLFANKQDLPNAMNAAEITDKLGLHSLRQRHWYIQSTCATSGEGLYEGLDWLSNNIASKA*

NbL15g05680.1 ADP−ribosylation_factor [MW = 22.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
MGILTISLLLLAPLFTFSTPIPQVIVQEVNDKIFNASRRNLGYLSCGTGNPIDDCWRCDPNWEKNRQRLADCAIGFGKQAIGGRDGKIYIVTDTSDDPVNPKPGTLRYGAIQNEPLWIIFDRDMVIKLKEELMLNSFKTIDGRGASVHIAGGPCITIQYVTNIIIHGLNIHDCKQGGNAYVRDSPEHYGWRTLSDGDGVSIFGGSHVWVDHCSLSNCRDGLIDAIRGSTAITISNNYMTHHNKVMLLGHSDSFTRDKNMQVTIAFNHFGEGLVQRMPRCRHGYFHVVNNDYTHWEMYAVGGSASPTINSQGNRFLAPNDIFNKEVTKHEDAAESEWKKWNWRSEGDLMLNGAFFTRSGAGASKSYAKASSLSARPSTLVSSITLNAGALGCKKAKRC*

NbL15g05480.1 probable_pectate_lyase_5 [MW − SP = 41.95 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MASDKKIKIGINGFGRIGRLVARVALQRDDVELVAVNDPFISTDYMTYMFKYDSVHGQWKHHELKVKDEKTLLFGEKSVRVFGIRNPEEIPWAEAGADFVVESTGVFTDKDKAAAHLKGGAKKVVISAPSKDAPMFVVGVNEKEYKPEYDIVSNASCTTNCLAPLAKVINDRFGIVEGLMTTVHSLTATQKTVDGPSMKDWRGGRAASFNIIPSSTGAAKAVGKVLPALNGKLTGMAFRVPTVDVSVVDLTVRLEKEASYDEIKAAIKEESEGKLKGILGFTEDDVVSTDFVGDSRSSIFDAQAGIALSKNFVKLVSWYDNEWGYSSRVIDLICHMASVA*

NbL15g05280.1 glyceraldehyde−3−phosphate_dehydrogenase_cytosolic [MW = 37.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00449 Urease alpha−subunit, N−terminal domain

PF00547 Urease, gamma subunit
PF00699 Urease beta subunit

PF01979 Amidohydrolase family
PF18473 Urease subunit beta−alpha linker domain

Protein sequence:
MKLVPREIEKLMLHNAGFLAQKRLARALPLNYTEAVALIATQVLEFVRDGDKSVAELMDIGRQLLGRRQVLPTVPHLLDTVQVEGTFPDGTKLITIHDPIVCENGNLDLALHGSFLPVPPLDKFPVIEDSKIPGQLCFGGGLIVLNPHRKAVILKVTNTGDRPIQVGSHYHFIEVNPSLIFDRRRAHCMRLNIPAGTATRFEPGETKSVVLVRISGKQVIRGGNAIADGPVDDAKVMAVIGALTEGGFGHLEEPNAREGVVGEESCFSFSMSHETYANMYGPTTGDRMRLGDTDLFAEIEKDFSVYGDECVFGGGKVLRDGMGQASGYPSADCLDTVITNAAVIDYTGIFKCDVGIKDGRIFSLCKAGNPDVMDGHTIIGVNTEVIAGEGMIVTAGAIDCHVHFICPQLAYEAISSGITTMVGGGTGPAHGTRATTCTPGPVHMELMLQSTDELPLNFGFTGKGNSSKAEGLHEIIKAGAMGLKLHEDWGTTPAAIDMCLAVADQYDIQVNIHTDTLNESGFVEHTIAAFKGRTIHTYHSEGAGGGHAPDIIKVCGVKNVIPSSTNPTRPFTLNTVDEHLDMLMVCHHLNKDIREDVAFAESRIRAETIAAEDILHDMGAISIISSDSQAMGRIGEVISRTWQTAHKMKSFRGPLDIDGPDNDNFRIKRYVAKYTINPAIANGISQYVGSVEVGKLADLVVWKPSFFGAKPEMVIKGGVIAWSNMGDPNASIPTPEPVLMRPMFGAFSKAASTNSIAFVSKASLDAGVKRSYGLNKKVEAVSNVRNISKLDMKLNDALPDIKVDPETYTVTADGTVLTCAPATTVPLSRNYFLF*

NbL15g05130.1 urease [MW = 89.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase PF05191 Adenylate kinase, active site lid

Protein sequence:
MAASLEDVPSESLLSEVLRRLRCSSKPDKRLILIGPPGSGKGTQSPIIKDEFCLCHLATGDMLRAAVAAKTPLGIKAKEAMDNGQLVSDDLVVGIIDEAMKKPSCQKGFILDGFPRTVAQAEKLDEMLQKQGTKIDKVLNFAIDDAILEERITGRWIHPSSGRSYHTKFQPPKVPGVDDITGEPLIQRKDDTAEVLKSRLDAFHRQTEPVINYYSKKGVVASLHAEKPPKQVTSEVKNVLSS*

NbL15g05110.1 adenylate_kinase_4 [MW = 26.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKRLIKRRHSKLKVLITSATLDGGKVSRFFFDCPVLTVPGELFPVEIVHISERPKNYVEASLKTAIDIHVREPEGDILIFLTGQVRVFSPPPPNCRRFTVSTNIAETSLTVDGVVWRLFNCKPSFQKERVAPPNVINPRGGKK

NbL15g05100.1 probable_pre−mRNA−splicing_factor_ATP−dependent_RNA_helicase_DEAH4 [MW = 16.11 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01512 Respiratory−chain NADH dehydrogenase 51 Kd subunit

PF10531 SLBB domain
PF10589 NADH−ubiquinone oxidoreductase−F iron−sulfur binding region

Protein sequence:
MSPNNNIILIIKLLNNMAPIKGLLSLQRTALVQRSSERWGLYGRLFSTQAASTASAPQPTPPPPPPEKTHFGGLKDEDRIFTNLYGLHDPYLKGAMKRGDWYRTKDLVLKGSDWIVNEMKKSGLRGRGGAGFPSGLKWSFMPKTTDGRPSYLVVNADESEPGTCKDREIMRHDPHKLLEGCLIAGVGMRARAAYIYIRGEYVNERKSLEKARKEAYEAGLLGKNACGTGYDFDIYIHFGAGAYICGEETALLESLEGKQGKPRLKPPFPANAGLYGCPTTVTNVETVAVSPTILRRGPEWFASFGRKNNAGTKLFCISGHVNKPCTVEEEMSIPLKELIERHCGGVRGGWDNLLAVIPGGSSVPLIPKNICEDVLMDFDALKAVQSGLGTAAVIVMDKSTDIVDAIARLSYFYKHESCGQCTPCREGTGWLWMIMERMKVGNAKLEEIDMLQEVTKQIEGHTICALGDAAAWPVQGLIRHFRPELERRIREHADRELQQAAAA*

NbL15g05080.1 NADH_dehydrogenase_[ubiquinone]_flavoprotein_1_mitochondrial−like [MW = 55.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
MKSAYKFIGLAMLMVFSCRLANGDDDKSISQKCGAEFQKVAACLTYATGKAPAPSKECCDAAEDIKDEDPVCLCYIIEQIHKGSSPELKSMGIQEDKLLQLPSACKLTNASISNCPKLLNIPSTSPDYAIFTNASTASKTPAATPSGASSSSSPDTTKDSSNGFKNGPQLSIFGTIVAAAVVAVCSSVIPRRTTSVLM*

NbL15g04880.1 non−specific_lipid_transfer_protein_GPI−anchored_1 [MW − SP = 18.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00578 AhpC/TSA family PF10417 C−terminal domain of 1−Cys peroxiredoxin

Protein sequence:
MACSASSTALLASNPKASISPKSSFKAPISQCLSVPSSFNGLRNCKPFVYRVARSLSSRVAQSQRRRFTVRASSELPLVGNQAPDFEAEAVFDQEFIKVKLSEYIGKKYVILFFYPLDFTFVCPTEITAFSDRYEEFEKLNTEILGVSVDSVFSHLAWVQTERKSGGLGDLNYPLISDVTKSISKSYNVLIPDQGIALRGLFIIDKEGVIQHSTINNLGIGRSVDETLRTLQALQYVQDNPDEVCPAGWKPGEKSMKPDPKGSKEYFASI*

NbL15g04800.1 2−Cys_peroxiredoxin_BAS1_chloroplastic [MW = 29.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02221 ML domain

Protein sequence:
MAVVTVKPLVALLFSMCILTNILPLSSAKSTDFQYCNKKANYAVKVSGVDITPYPVKGGKETTFSIAATTDENISGGKLVIDVKYLFLHVHQESHDICKETSCPVSGDFVLSHSQALPGITPPVSHLSSLSSYFVMISFSGPLFCIASFIKRCSSASFLDFSDS*

NbL15g04580.1 putative_phosphatidylglycerol/phosphatidylinositol_transfer_protein_DDB_G0282179 [MW − SP = 14.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05116 Sucrose−6F−phosphate phosphohydrolase PF08472 Sucrose−6−phosphate phosphohydrolase C−terminal

Protein sequence:
MDRLTSAARLMIVSDLDHTMVDHHDVENLSLLRFNALWEANYRDNSLLVFSTGRSPTLYKELRKEKPMLTPDITIMSVGTEITYGNSMVPDDGWEAFLNNKWDREIVTEETSKFPELTLQSETEQRPHKVSFYVQKDKAQDVMKTLSKRLEERGLDVKIIYSGGMDLDILPQGAGKGQALAYLLKKLKSEGKLPNNTLACGDSGNDAELFSIPDVYGVMVANAQEELLQWHAANAKNNPKVIHATERCAAGIIQAIGHFNLGPSTSPRDVMDSSDCKMENFVPAYEVVKFYLFFEKWRRGEIEHSEHYLSNLKAVCRPSGSFVHPSGVEKSLQECVTLFTMCHGDKQGKQFRIWVDQVLPVQVGSDSWLVSFKKWELSGEDRRCCITTVLLSSKNKTVADGLTWTHVHQTWLNGAAASDSTTWFF*

NbL15g04420.1 sucrose−phosphatase_2−like [MW = 47.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
MTMLNPQPLDQQEEEEMLVPHSDLVEGPQPLVEGPQPMEVAPAENASTGESQAVDEPQVSRFTWTIDNFSRLSVKKLYSEAFVVGSHKWRVLIFPKGNNVDCLSMYLDVADSSTLPYGWNRYAQFSLAVVNQINPKYSVKKETQHQFNQRESDWGFTSFMLLSDLYDPNKGYLVNDKVVIEADVAVRKVIDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHMNYIECINVDFKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEEHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLELDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRESDKDKIICDVGEKDIADHLRIRLKKEQEEKEDKRRYKAQAHLYTIIKVARDEDLREQIGKEIYFDLVDHDKVRSFRIQKQMPFNLFKEEVAKELGIPVQFQRFWIWAKRQNHTYRPNRPLTPQEELQTVGQLREVSNKTNNAELKLFLEVDLGPDLVPSPPPDKSKDDILLFFKLYDPEKEELQYVGRLFVKSTSKPIEILPKLNELAGFAPDQEIDLFEEIKFEPSVMCERLDKKASFRFSQIEDGDIICFQKKASPEVEEQVRFPDVPSYLEYVKNRQIVHFRALEKPKEDDFCLELAKSDTYDDVVERVAQRLGVDDPSKIRLTPHNCYSQQPKPNPIKYRSVDHLVDMLIHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHSTKDEVEILNVRLPKQSTVGDVLNEIKSKVELSHPTAELRLLEVFYHKIYKIFPLTEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKETPQNQMQVQNFGEPFFLVIREGETLAEIKVRIQKKLQVPDEEFSKWKFAFLSLGRPEYLQDSDIVSSRFQRRDVYGAWEQYLGLEHADNTSKRPYVSQNRHTFEKPVKIYN*

NbL15g04370.1 ubiquitin_carboxyl−terminal_hydrolase_12 [MW = 131.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01717 Cobalamin−independent synthase, Catalytic domain PF08267 Cobalamin−independent synthase, N−terminal domain

Protein sequence:
MASHIVGYPRMGPKRELKFALESFWDGKSTAEDLKKVSADLRSSIWKQMADAGIKYIPSNTFSYYDQVLDTTAMLGAVPSRYNWTGGEIGFDTYFSMARGNASVPAMEMTKWFDTNYHFIVPELGPDVNFSYASHKAVDEYKEAKGLGVDTVPVLVGPVSYLLLSKPAKGVEKSFPLLSLLDKILPIYKEVIAELKAAGASWIQLDEPTLVLDLEAHKLEAFTKAYGDLESSLSGLNVIVETYFADVPAEAFKTLTGLKGVTGFGFDLVRGTQTLDLIKGGFPSGKYLFAGVVDGRNIWANDLAASLNLLQSLEGIVGKDKLVVSTSCSLLHTAVDLVNEPKLDNEIKSWLAFAAQKVVEVNALAKALTGAKDEAFFSANAAAQASRKSSPRVTNEAVQKASAALQGSDHRRATNVSARLDAQQKKLNLPILPTTTIGSFPQTVELRRVRREYKAKKISEEEYVKAIKEEIKKVVDLQEELDIDVLVHGEPERNDMVEYFGEQLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPKPMTVFWSSAAQSMTKRPMKGMLTGPVTILNWSFVRNDQPRFETCYQIALAIKDEVEDLEKAGITVIQIDEAALREGLPLRKSEHAFYLNWAVHSFRITNVGIQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSTEEIADRVNKMLAVLDTNILWVNPDCGLKTRKYTEVKPALQNMVSAAKSIRIQLASAK*

NbL15g04300.1 5−methyltetrahydropteroyltriglutamate−−homocysteine_methyltransferase−like [MW = 84.52 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 23 45 67 109

Protein length

Gel Slice

4.7 5.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 23 45 67 109

Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MATVPVNPKPFLNNLTGKPVMVKLKWGMEYKGYLVSVDSYMNLQLANAEEYIDGQCTGSLGEILISSKATSIFFLSRLAPFSACIRCNNVLYLRGVPEDEELDDADRD*

NbL15g04170.1 probable_small_nuclear_ribonucleoprotein_F [MW = 12.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00380 Ribosomal protein S9/S16

Protein sequence:
MAAAVASPMESVQCFGRKKTAVAVTHCKRGRGLIKINGVPIELVQPEILRYKAFEPILLLGRHRFAGVDMRIRVNGGGHTSQIYAIRQSIAKALVAFYQKYVDEQSKKEIKDILVRYDRTLLVADPRRCEPKKFGGRGARARFQKSYR*

NbL15g03880.1 40S_ribosomal_protein_S16−like [MW = 16.75 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 37 73 109 145 182

Protein length

Gel Slice

4.8 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 37 73 109 145 182

Pfam domains

Pfam Description
SP Sequon TM Domain PF03501 Plectin/S10 domain

Protein sequence:
MIIPEKNRREISKYLFQEGVCFAKKDYNLAKHPNIDVPNLQVIKLMQSFKSKEYVRETFAWMHYYWYLTNDGIEFLRTYLNLPSEIVPATLKKSAKPLGRPMGGPPGDRPRGPPRFEGDRPRFGDREGYRAGPRGPPGEFGGEKGGAPADYQPAFRGGGGRPGFGRGAGGFGGAPPSSSFS*

NbL15g03860.1 40S_ribosomal_protein_S10−1−like [MW = 20.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
LSPQCVPTLSGHTTISSNVCIPSHLHSRMAIAMSTLLSFSFHSPKPNSEAIISTKPISLSRRLVFLAGSSTSLCFFLSPISSAETKSSPSFLSGISNTKSWFQFYGDGFSIRVPPQFEDLTEPEDYNAGLSLYGDKAKPKKFAARFASSDRSEVLSVVIRPSNQLKITFLEAKDVTDLGSLKEAAKIFVPAGATLYSGRSIKIKEDEGFRTYYFYEFARDEQHVALVAAVNSGKAYIAGATAPESKWNDDGLKLRSAAVSLMVL*

NbL15g03820.1 uncharacterized_LOC107811196 [MW = 28.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MMEELSEGVNNMNISGGDLQNKNRIQVSNTKKPLFFYVNLAKRYMQQYNDVELSALGMAIATVVSIAEILKSNGFAVEKKIMTSTVDVKDGSRGRPVSKAKLA*

NbL15g03800.1 uncharacterized_protein_At2g34160−like [MW = 11.34 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF16450 Proteasomal ATPase OB C−terminal domain
PF17862 AAA+ lid domain

Protein sequence:
MATPMAAEDGNFEDELYAMSTDDIIRAARLLDNEIRILKEELQRTNLELDSFKEKIKENQEKIKLNKQLPYLVGNIVEILEMNPEEEDEEDGANIDLDSQRKGKCVVLKTSTRQTIFLPVVGLVDPDKLKPGDLVGVNKDSYLILDTLPSEYDSRVKAMEVDEKPTEDYNDIGGLEKQIQELVEAIVLPMTHKERFQKLGVRPPKGVLLYGPPGTGKTLMARACAAQTNATFLKLAGPQLVQMFIGDGAKLVRDAFLLAKEKSPCIIFIDEIDAIGTKRFDSEVSGDREVQRTMLELLNQLDGFSSDDRIKVIAATNRADILDPALMRSGRLDRKIEFPHPTEEARARILQIHSRKMNVHPDVNFEELARSTDDFNGAQLKAVCVEAGMLALRRDATEVTHEDFNEGIIQVQAKKKASLNYYA*

NbL15g03770.1 26S_protease_regulatory_subunit_6A_homolog [MW = 47.47 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00310 Glutamine amidotransferases class−II

PF01493 GXGXG motif
PF01645 Conserved region in glutamate synthase

PF04898 Glutamate synthase central domain

Protein sequence:
MAVNSVANVRQLLYANGQSPKIVAGSKGGVFVDFFGLYCKSSKRVRRRIGYTAANRRSLVNNKLNAINAAFDLERVATNASQQSSDIVPKVADLDDIISERGACGVGFIANLDNKASHGIVKDALVALGCMEHRGGCGADNDSGDGSGVMTSIPWDLVNDWAKKEGIAVFDKLHTGVGMIFLPKDCNQMNEAKKVISNIFNNEGLEVLGWRPVPVDSSVVGHNAKETMPNIQQVFVRIVKEENVDDIERELYICRKLIERAVNSEIWGNELYFCSLSNQTIVYKGMLRSEVLGRFYYDLQSELYTSPFAIYHRRFSTNTSPRWPLAQPMRFLGHNGEINTIQGNLNWMQSREASLKSTVWRDRENEIRPFGNPKASDSANLDSAAELLIRSGRAPEEALMILVPEAYQNHPTLTIKYPEVLDFYNYYKGQMEAWDGPALLLFSDGKTIGACLDRNGLRPARYWRTKDNVVYVASEVGVLPMDESKVTMKGRLGPGMMISVDLSSGQVFENTEVKKRVALSNPYGEWVKENLRSLKPLNFLSTTVMDSEIILRRQQAYGYSSEDVQMVIESMAAQGKEPTFCMGDDIPLAVLSQKPHMLYDYFKQRFAQVTNPAIDPLREGLVMSLEVNLGKRGNILLVGPKNASQVILPSPVLNEGELESLLKDSHLKAHVLPTFFDVGKGVEGSLKRSLYKLCEAADEAVRNGTQLLVLSDRSDELEATRPSIPILLAVGAVHQHLIQNGLRMSASIVADTAQCFSTHQFACLIGYGASAVCPYLALETCRQWRLSTKTVNLMRNGKMPTVTVEQAQKNFCKAVKSGLLKILSKMGISLLSSYCGAQIFEIYGLGKEVVDVAFCGSKSSIGGLTLDELARETLSFWVKAFSEDTAKRLENYGFIQFRQGGEYHGNNPEMSKLLHKAVRQKSGSAYSVYQQHLANRPVNVLRDLLEFKSDRSPIPVGRVEPASAIVQRFCTGGMSLGAISRETHEAIAIAMNRLGGKSNSGEGGEDPIRWKPLTDVVDGYSPTLPHLKGLQNGDTATSAIKQVASGRFGVTPTFLANADQLEIKIAQGAKPGEGGQLPGKKVSAYIARLRNSKPGVPLISPPPHHDIYSIEDLAQLIYDLHQVNPRAKVSVKLVAEAGIGTVASGVAKGNADVIQISGHDGGTGASPVSSIKHAGGPWELGLTETHQTLIENGLRERVVLRVDGGFKSGFDVMMAAAMGADEYGFGSVAMIATGCVMARICHTNNCPVGVASQREELRARFPGVPGDLVNYFLYVAEEVRGTLAQLGYEKLDDIIGRTDILRPRDISLMKTRHLDLSYILSNVGLPEWSSSMIRNQEVHSNGPVLDDVLLADPKIFDAIENEKVVNKTVEIYNIDRAVCGRIAGAVAKKYGDTGFAGQLNITFTGSAGQSFACFLTPGMNIRLIGEANDYVGKGMAGGELVVTPVENTGFCPEDATIVGNTCLYGATGGQVFVRGKAGERFAVRNSLAQAVVEGTGDHCCEYMTGGCVVVLGKVGRNVAAGMTGGLAYILDEDDTLISKVNKEIVKIQRVVAPVGQMQLKSLIEAHVEKTGSTKGSAILKEWDKYLPLFWQLVPPSEEDTPEASAEYEQAPAGQVTLQSAEIPLK*

NbL15g03560.1 ferredoxin−dependent_glutamate_synthase_chloroplastic [MW = 177.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00479 Glucose−6−phosphate dehydrogenase, NAD binding domain PF02781 Glucose−6−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MVTLYSSPSTHSYGAVASYSNSFIGLYNYHHNKQIAVSSILSRKFGSLQINQKPFWNAVRMQDGAVAIPPSKIENETPLKKLKNGSSPVAPPKEQKDTIDFDGNKAKSTVSITVVGASGDLAKKKIFPALFALYYEDCLPEHFTIFGYARSKMTDVELRNMVSKTLTCRIDKRENCGEKMEQFLERCFYHSGQYDSQDNFAELDKKLKEHEAGRFSNRLFYLSIPPNIFINAVRCASLSASSAHGWTRVIVEKPFGRDSESSAALTRSLKQYLNEDQIFRIDHYLGKELVENLSVLRFSNLIFEPLWSRQYIRNVQFIFSEDFGTEGRGGYFDHYGIIRDIMQNHLLQILALFAMETPVSLDAEDIRNEKVKVLRSMRPLQLDDVIIGQYKCHTKGDVTYPGYTDDKTVPKDSLTPTFAAAALFIDNARWDGVPFLMKAGKALHTRRLVKPNTAFLFLHIFTYHFIPFCFSFASAEIRVQFRHVPGNLYNKNFGSDLDQATNELVIRVQPNEAIYLKINNKVPGLGMRLDCSNLNLLYSARYSKEIPDAYERLLLDAIEGERRLFIRSDELDAAWSLFTPVLNELEDKKIVPEYYPYGSRGPIGAHYLAARYKVRWGDLV*

NbL15g03310.1 glucose−6−phosphate_1−dehydrogenase_chloroplastic [MW = 70.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MTLGSGGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDIYMRSWTGTIIGPHNSVHEGRIYQLKLFCDKDYPEKPPSVRFHSRVNMTCVNHETGVVEPKKFALLANWQREYTMEDILVQLKKEMAAPHNRKLVQPPEGTYF*

NbL15g03120.1 ubiquitin−conjugating_enzyme_E2_variant_1D [MW = 16.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07534 TLD

Protein sequence:
MGNSQSSSTNPRFALAKRAFTEKKLEDLKSMFDSLAAQSQSNGNYISPPVFKGYIGVEGPLGDRMFDLVTQKRKDQKLTFEDLVIAKGTYEKGTNDDIEDFIYQLLDVFDDGIVGRSDLEAVLTAVLRNISSHESHQSEPSSEREVLDIFLNAANLATDDKQCTESYISFEEFRSWCAHLPSVRKFLGSLLSPRDSGSEVPILIYPENIDPAVLLLRKEYAWHIGGALPQDELHEWRLLYHSTVHGLSFNTFLGTISDDKGPTLLIIKDKEGCIYGGYASQPWEKHADFYGDMKSFLFQLYPKASIYRPTGANTNLQWCAINFSSESIPNGIGFGGRVHHFGLFISANFDQGHTFTCTTFGSPSLSKTPQIFPEVIECWGVATKRVQDDNHDRLKGTVLDRFKEDRHMLNMVGLANSSQ*

NbL15g03090.1 TLD_domain−containing_protein_1 [MW = 46.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MNGCSPPAPTSRRLEGKVAIVTGGASGFGESTVRLFLKNGAKVVIADVQDNIGQSLCDNLNYPNDVTYIHCDVTSDSDVTNLIDTTISKYGKLDIMFNNAGIPGNLDFNIVDSDNENFKRVFDVNVYGSFLGAKYAARVMIPAKKGVILFTSSVAAVNAGESPHSYTVSKHAVVGLTKNLCAELGQYGIRVNCVSPCAVATPLLVKAMGAEKSVVDGIICSSANLKGVVPTAEDVAEAALYLASDESKFVSGLNLVIDGGYSTTNQAYMKTIQSVLFSTV*

NbL15g03070.1 secoisolariciresinol_dehydrogenase−like [MW = 29.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAAFRRLLTTNRSIIPSTSALYLSHRGVASKLFVGGLSFYTTENGLSEAFSQHGQVIEAKIVMDRVSDKSKGFGFVTYASEDDAKKALQEMNGKPLNGRVIFVDYAKPKADFGGAMPIARGPPEPPTEQ*

NbL15g03000.1 glycine−rich_RNA−binding_protein_4_mitochondrial−like [MW = 14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MSSICRTKPVEGLRFLNRVRTISIPFIHRPNRSIATLAYEEVWSSPEKPCNFTAFILHGLLGSGRNWRSFSRSLASSLSADGVNWRMVLVDLRNHGKSAGIEGFVPPHDMGNAAKDVANLVNSQGWDWPDVVIGHSMGGKVALQYAESCSCGVYGQSARLPKQLWVLDSVPGKVDPEDSSREVEKVMQTLQSLPSSIPSRKWLVDHMLKLGFSKALSEWLGSNLQKSGDQMIWTFNIEAAIDMFNSYREKDYCPLLEHPPKGTEIAIVRAERSDRWDPETVQKLKSFASNGGGESEGKMSYHILPNSGHWVHVENPRGLLEIITPKLASLV*

NbL15g02960.1 protein_ABHD11−like [MW = 36.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00251 Glycosyl hydrolases family 32 N−terminal domain PF08244 Glycosyl hydrolases family 32 C terminal

Protein sequence:
MEFLRNSSLWFLQVLLLCVFVFVLNNGGVDASHKVYMHLQSTSSSNAKNVHRTGYHFQPPKNWINDPNGPMYYNGVYHLFYQYNPKGAVWGNIVWAHSVSTDLINWIPLEPAIYPSKVFDKFGTWSGSATILPGNRPTILYTGIVDANKTQVQNYAIPANLSDPYLRKWIKPDNNPLIVADMSINKTQFRDPTTAWMGRDGQWRILVGSVRNHRGKAVLYRSKDFMKWTKAKHPLHTATKTGNWECPDFFPVSLKHTNGLDTSYNGEYIKHVLKVSLDVTRFEYYTVGTYDTKKDRYIPDNTSVDGWKGLRLDYGNYYASKSFYDPSKKRRIMLGWANESDTVDDDVRKGWAGVHPTPRKLWLDPSGKQLVQWPVEELETLRKEKVQLSNHKLYKGEKIEIKGITAAQADVEVIFSFASLDKAEPFDPSWADLYAQDVCAIKGSTVQGGLGPFGLITLASKNLEEYTPIFFRVFKAQDKYKVLMCSDASRSTLKNETTMYKPSFAGYVDVDLADKKLSLRSLIDNSVVESFGAGGKTCITSRVYPTLAIFDKAHLFAFNNGKEAITIKTLNAWSMADAKLH*

NbL15g02940.1 beta−fructofuranosidase_insoluble_isoenzyme_1 [MW − SP = 62.37 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00205 Thiamine pyrophosphate enzyme, central domain

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

Protein sequence:
MDGKIGAIDTCKPANNDMGSLPTTNTVTIHAPTIPFNSPDSTLGRHLARRLVQVGVTDVFGVPGDFNLTLLDHLIAEPGLKFIGCCNELNAGYAADGYARARGVGACVVTFTVGGLSVLNAIAGAYSENLPLICIVGGPNSNDYGTNRILHHTIGLPDFSQELRCFQTVTCYQAVVNNLEDAHELIDTAISTASKESKPVYISIGCNLPGIPHPTFSREPVPFCLSPRLSNQMGLEAAVEAAAEFLNKAVKPVVVGGPKLRVAKASEAFVELADASGYAVAVMPSAKGMVPEHHPHFIGTYWGAVSTAFCAEIVESADAYLFAGPIFNDYSSVGYSLLLKKEKAIIVQPDRVTIANGPAFGCVLMKDFLAALAKRLKYNPTAYDNYRRIYVPEGHPLKCEPQEAFRVNVLFEHIQRMLSGDTAVIAETGDSWFNCQKLKLPEGCGYEFQMQYGSIGWSVGATLGYAQAAREKRVVAFIGDGSFQVTAQDISTMLRCGQRTIIFLINNGGYTIEVEIHDGPYNVIKNWNYTGLVDAIHNGEGKCWTTKVCCEEELVEAIETATEAKKDCLCFIEVIVHKDDTSKELLEWGSRVSAANSRPPNPQ*

NbL15g02790.1 pyruvate_decarboxylase_1−like [MW = 65.25 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 89 177 265 353 440

Protein length

Gel Slice

3.4 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 89 177 265 353 440

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF02770 Acyl−CoA dehydrogenase, middle domain
PF02771 Acyl−CoA dehydrogenase, N−terminal domain

Protein sequence:
MKVPSTRTQEEMYKEAKSSYFDLPALDVFTAFPQGTPASDFPTCTSDYYQLDDLLTPEEKAIRMKVRECMEKEVAPIMTKYWEKAEFPFEVIPKLGALHISGGTIKGYGCPGLSITGSAIALAELARVDASCSTFILVHSSLAMLTIALCGSEMQKQKYLPSLAELSTVACWGLTEPDYGSDASALRTAARKVEGGWILDGQKRWIGNSTFADVLVIFARNTATNQINGFIVRKDAPGLQATKIENKIGLRMVQNGDILLKNVFVPDEDRLPGVNSFQDTSKVLAVSRVMVSWQPIGIAMGVYDMCHRYLKERKQFGAPLAAFQINQQKLVQMLGNIQAMLLVGWRLCKLYESGKMMPGQASLGKSWISLRARETVSLGRELLGGNGILADFLVAKAFCDLEPIYTYEGTYDINSLVTGREITGLPSFKPATLRPKSRL*

NbL15g02760.1 acyl−coenzyme_A_oxidase_4_peroxisomal [MW = 48.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00581 Rhodanese−like domain

Protein sequence:
MALIQLQSTILKYNKQLQIPSFSTASQRSTILRINAVSVNGQQLIQSGKVRPILPKEAAAAIEDEGYILLDIRPEWERAKACVSGSLHVPLFLKDMDNSPITLLKKWVHFGYIGAWTGQNFTMINNDFVKQVEQQIPDKNNAKVLVACGEGLRSLMAISKLHKGEYKNLAWLVGGFTRASDSDFPAVEGPEKLQYATIGGVSYYLLQLLVLLKVVGKES*

NbL15g02730.1 rhodanese−like_domain−containing_protein_10 [MW = 24.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MAVSTTTAPTSNFSFSSSHSISRPSLFQLCSLHNKTSFLCTKNSIKRSCGHRGVRCMVIERGPTEAINTKKQNGYKLQTLTSWLLMQEQDGVMDSELTIVISSISMACKQIYSLVQRAAISKLIGGQGAVNVQGEDQKKLDVVSNEVFSNCLRSSGRIGIIASEEEDVPVAVEESYYGNYIVVFDPLDGSSNIDAAVSTGSIFGIYSPNDDCLVDLEDTTMLDNVEQRCIVNVCQPGNNLLAAGYCMYSSSVIFVLTLGKGVFSFTLDPMFGEFILTYENIQIPKTGKIYAFNEGNYQLWDDRLKNYIDHLKEPGPNCKPYSARYIGSLVGDFHRTLLYGGIYGYPRDKKSRNGKLRLLYECAPMSFIVEQAGGKGSDGQQRILDIQPVEIHQRVPLFIGSTEEVEKLEKYLS*

NbL15g02610.1 fructose−16−bisphosphatase_chloroplastic−like [MW = 45.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10358 N−terminal C2 in EEIG1 and EHBP1 proteins

Protein sequence:
NTSYSPFIQETFQSSNAHINLLTSIQTHLSDQTALISLQLLATNHLYFGKPFTNILFLLFSHSSVTMADYITNTRRNSNTQLLQELEALSETLNQPNTSSTSTTRRTASLVLPRTSVPPIATADDPIISAKNDDTVINPKPRSRRMSLSPWRSRPKLDIESEDNTIQQSSSSTKSLKKLDSKAESNSEKKGLWNWKPIRALAHIGKQKLSCLFSVEVVTVQGLPTSMNGLRLSVCVRKKETKEGAVQTMPSRVSQGAADFEETLFIRCHVYYTPATTTGSSGSRFKFEPRPFSIYVFAVDAEELDFGKNLVDLSEMIQESIEKSFEGNRIRQWDTTYTLLGKAKGGELVLKLGFQIMEKDGGIGIYSQAEGQKTGKNANYSSSSSSSFARKQSKTSFSVPSPRMTSLSSSNWIPSQTGATPNLQGIDELNLDAEPEKEPESKAEDLDLPEFDVVDKGVEIQDKDEVKKEVEVKEEEEEAEEEEEEQSEGNSDKRSVSSHEVVKEIVHDQHHLTRLSELDSIAQQIKALESMFKDENQVKTEDDDSESQRLDADEENVTREFLQMLEDSGGVNQFKTDQQETPTFKLQGGDEDSKKRESVIFIPDLGKGLGCVVQTRNGGFLAAMNPLNTVVSRKDTPKLAMQISKPFVFPSILSSMNGFEIFQRMAAIGMEEFTSKILSMMPMEELVGKTAEQIAFEGIASAIIQGRNKEVGASSTAARTVAAVKSMATAMNTSRNERISTGIWNICDEPLTVDEILAFTLQKMEAMTIEALKIQADIAVEEAPFDVSPHSANKNDHHGHPLESAVPLEDWEKDDKSENVVISVVVQLRDPLRQFEAVGGPMIALIQAVHIDEKTNDIDEEKKFKIACLAIGGLSVGSGEKKNAWDTEKQRLTAMQWLVAYGLGKMGKKVKRGSAVKGQDLLWSISSRVMADMWLKSIRNPDIKFIM*

NbL15g02590.1 protein_PLASTID_MOVEMENT_IMPAIRED_1 [MW = 105.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MTTETVNPKAYPLADAQLTTTIMDLVQQAANYKQLKKGANEATKTLNRGIAEFIVMAADTEPLEILLHLPLLAEDKNVPYVFVPSKQALGRACGVTRPVIAASVTSNEGSQLKSQIQQLKDAIEKLLI*

NbL15g02550.1 NHP2−like_protein_1 [MW = 13.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA)

Protein sequence:
MATSVSTIGAANKAPLSLNNSVAGTSVPSTAFFGKTLKKVYGKGVSSPKVTNRSLRIAAEEKDANPKKQTDSDRWKGLVQDFSDDQQDITRGKGMVDSLFQAPTGTGTHHAVLQSYEYVSQGLRQYNMDNTLDGFYIAPAFMDKLVVHITKNFLKLPNIKVPLILGVWGGKGQGKSFQCELVFRKMGINPIMMSAGELESGNAGEPAKLIRQRYREAAEIIRKGNMCCLFINDLDAGAGRMGGTTQYTVNNQMVNATLMNIADNPTNVQLPGMYNKQENARVPIIVTGNDFSTLYAPLIRDGRMEKFYWAPTREDRIGVCKGIFRTDNVPEEAVIKIVDTFPGQSIDFFGALRARVYDDEVRKWVSGTGIEAIGDKLLNSFDGPPTFEQPKMTVEKLLEYGNMLVQEQENVKRVQLAETYLKEAALGDANADAINTGNF*

NbL15g02500.1 ribulose_bisphosphate_carboxylase/oxygenase_activase_2_chloroplastic [MW = 48.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLYISPYHIISHPRKTNQNIYYNFYTMASSIANCMQISANPKSSAIPSNFLGTRISPLNFNTAHKNKKHRSLKVVAAVGDVSSEGTTYLIAGAAAVALLGTAFPILFSRKDTCPECDGAGFVRKGGATLRANAARKDQVQIVCANCNGLGKLNQVDK*

NbL15g02490.1 uncharacterized_LOC104104784 [MW = 16.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02953 Tim10/DDP family zinc finger

Protein sequence:
MDKSMIGDLDSLPEEDKLKMAAMIDQLQIRDRICWMGFPVLWHSFESCSDTDTQGKGHSLRMYNSLVERCFTDCVDTFKRKTLDKQEETCVRRCAEKFLKHSMRVGMRFAELNQGAPTPD*

NbL15g02430.1 mitochondrial_import_inner_membrane_translocase_subunit_Tim9 [MW = 13.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGTSCLCSSLCRFPVDYPDCTVRLSYGYSRGPKRLQSATATGTVTGDDGCQAKRTCLFSAVRAQKPIITAAILAAAAACAMIMAVNGAEAAEQLTQQEINGETFSNVPQTLSGECVEGQKDCKKARIQRPKSRQAETCTVKCVNTCIRGGLGSPGEGPLNVRRPLVVFKQGFRSRQYCLVECSDICNLIRDGEDGP*

NbL15g02390.1 uncharacterized_LOC109223268 [MW = 20.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVGFTDSERLIGDAAKNQVAMNPINTVFDAKRLIGRRFSDASVQSDMKLWPFKVIPGAGDKPMISVNYKGEEKQFAAEEISSMVLIKMKEIAEAFLGTTVKNAVVTVPAYFNDSQRQATKDAGVISGLNVMRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRLVNHFVQEFKRKSKKDITGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERTRTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKSEDEEHKKKVEAKNALENYSYNMRNTVKDEKIASKLSAEDKKKIEDAIEEAIQWLDGNQLAEADEFEDKMKELEGICNPIIAKMYQGAGGDMGGAMDDEGPAPSSGGAGPKIEEVD*

NbL15g02340.1 heat_shock_cognate_70_kDa_protein_2−like [MW = 71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF13865 C−terminal duplication domain of Friend of PRMT1

Protein sequence:
MSNLDVSLDDLIKRNKSSSSRNPRPRTSGSGSGTGSGGPSPRRRFPSRAANRSAPYSSGPVHAPDSTWDHNMFAEHAPAYPAARGAGGISGIETGIKLLISNLDYGVSNEDIKELFSEAGDIKRYSIHYDKSGRSKGTAEVIFSRRRDAEAAIKKYNNVQLDGKPMKIEFAGPNIGAPTLPPLRNRLYRNPNPAPRSQQRGGGFRRPPRGGRGSMRKEGGRGRGRVENITAEDLDADLEKYHSEAMETN*

NbL15g02330.1 THO_complex_subunit_4A−like [MW = 27.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01997 Translin family

Protein sequence:
NMISAFRNTCTVFSHYVLNPKPYFPFLLISTQNFSVPNSTLTSSSPSLCNKARCCSTFLTNSMASGDLSNPSSEKLEKQFEDFRHHLEESGNLRERIRVVATEIESVTRHIYASLLLVHQSRPVAEVLEKAKARIGELKELYSRLSEIVRECPGQYFRYHGDWKSETQTVVSLLAFMHWLETGDLVLHNEVEEKLGLTPSEFGLDVEDYLIGICFMSNELPRYVVNQVTAGDYDCPRKVLKFLTDLHAAFRMLNLRNDFLRKKFDGMKYDLRKVEEVFYDVKIRGLAANGNSSGEKQVQGQS*

NbL15g02200.1 translin [MW = 34.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MDSEGILLGMGNPLLDISAVIDQDFLNKYDIKPNNAILAEEKHLSMYDEMTSKFNVEYIAGGATQNSIRVAQWMLQIPGATSYMGSIGKDKYGEEMKKNAKDAGVNVHYYEDESPTGTCAVCVLDGERSLVANLSAANCYKVDHLKKPENWALVEKAKYYYIAGFFLTVSPESIQLVAEHAAAKNKVFSMNLSAPFICEFFKDQQEKVLPYMDFVFGNETEARTFSRVHGWETDNVEEIALRISQWPKASGTHKRITVITQGADPVVVAEDGKVKLFPVIPLPKEKLVDTNGAGDAFVGGFLAQLVQGKPIADCVKAGCYASNVIIQRSGCTYPEKPDFE*

NbL15g02180.1 adenosine_kinase_2 [MW = 37.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MAGVAQNGHQEMDFCIKVDPLNWEMAADSLKGSHLDEVKKMVAEFRKPVVKLGGETLTVAQVAAIAAKDNAKTVKVELSEGARAGVKASSDWVMDSMSKGTDSYGVTTGFGATSHRRTKNGGALQKELIRFLNAGVFGNGTESCHTLPQSGTRAAMLVRINTLLQGYSGIRFEILEAITKLLNHNVTPCLPLRGTITASGDLVPLSYIAGLLTGRPNSKAVGPNGETLNAEEALRVAGVNGGFFELQPKEGLALVNGTAVGSGLASMVLFDANVLAVFSEVLSAIFAEVMNGKPEFTDHLTHKLKHHPGQIEAAAIMEHILDGSSYVKAAQKLHETDPLQKPKQDRYALRTSPQWLGPQIEVIRSATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNARLALASIGKLMFAQFSELVNDYYNNGLPSNLTAGRNPSLDYGFKGSEIAMASYCSELQFLANPVTNHVQSAEQHNQDVNSLGLISARKTAEAVDILKLMSSTYLVALCQAIDLRHLEENLRNAVKNTVSQVAKRTLTMGANGELHPSRFCEKDLLRVVDREYVFAYADDACSANYPLMQKLRQVLVDHALQNGENEKNTNSSIFQKILAFEEELKAMLPKEVESARIALENGNPAIANRIKECRSYPLYRFVREELGAELLTGEKVRSPGEECDKVFTAMCNGQIIDSLLECLKEWNGAPLPIC*

NbL15g02170.1 phenylalanine_ammonia−lyase [MW = 77.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MASSSVSSLQFLFVTSQTPSSLKPNSTLSFFSLPSSSLNLSLSSSSIGHSVSIKPFESSFSTRVALSDFDQLEDDVEVAEQPHFSEDLKLFVGNLPFSVDSAALAGLFERAGNVEMVEVIYDKLTGRSRGFGFVTMSTKEEVDAAEQQFNGYEIDGRAIRVNAGPAPAKRENSLFGGGRGGNSSYGGGRDRNSSFGGARGGRGVDSSNRVYVGNLSWGVDDLALKELFSEQGNVVDAKVVYDRDSGRSRGFGFVTYSTSKEVNDAIDSLNGVDLDGRSIRVSAAEERPRRQF*

NbL15g02160.1 29_kDa_ribonucleoprotein_B_chloroplastic [MW = 31.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MINTAGSNNMMSPSSASANNNVPSPGLKTYFKTPEGKYKLQYEKTYPAGLLHFSHGKTVTQVTVAHLKDKPMQSQPQSTSSFGVSSGVRSAAARLLGGGNGSKSHSFVGGNGGSKSVSGMSGRAGSFGVTSSNNNVSVPNFDGKGSYLVFNVGDTIFISDLNSRDKDPIKSIHFSNSNPVCHAFDPDAKDGHDLLIGLSSGDVYSVSLRQQLQDIGKKLVGAQHYNKDGSVNNSRCTSIAWVPNSDGAFIVAHADGNFYVYDKSKDGSADPSFPVIKDQTQFSVAHARYSKNPVARWHICQGSINSVAFSTDGAYIATVGRDGYLRIFDYKNEQLICGGKSYYGALLCCAWSMDGKYILAGGEDDLVQVWSMDERKVVAWGEGHSSWVSGVAFDSHWSAPNSDGTDENFVYRFGSVGQDTQLLLWDLEMDEIVVPMRRPHGGSPTFSTGSQSSHWDRAFPVGTLQPAPSMRDIPKLSPLVTHRVHTEPLSGLIFTQESVLTICREGHIKIWVRPAFGETQTSNSESLLSTSLKDKPPISGKVVSSKLQAMT*

NbL15g02100.1 WD_repeat−containing_protein_20−like [MW = 59.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family PF14374 60S ribosomal protein L4 C−terminal domain

Protein sequence:
MATAAAIPTTTVQSFENDMATDGGVPLPAVMKAPIRPDVVTYVHSNISKNARQPYAVSKKAGHQTSAESWGTGRAVSRIPRVAGGGTHRAGQAAFGNMCRGGRMFAPTKIWRRWHRKIPVNQKRYAVASAIAASAVPSLVLARGHRIESVPELPLVVSDSVESIEKTSNAVKALKQIGAYPDAEKAKDSHAIRPGKGKMRNRRYISRKGPLIVYGTEGAKLVKAFRNIPGVEICHVDRLNLLKLAPGGHLGRFIVWTKSAYEKLDEIYGSFDKASEKKKGYVLPRPKMVNADLARIINSDEVQSVVRPIKKDVNKRATLKKNPLKNLNVLLKLNPYAKTARRMSLLAEAQRVKAKKEKLDKKRHQVTKEEASAIRAAGTSWFKTMISDSDYTEFENFTKWLGVTQ*

NbL15g02020.1 60S_ribosomal_protein_L4−like [MW = 44.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18592 Tho1/MOS11 C−terminal domain

Protein sequence:
MAATTAQNPENPMKTLAEPSDPNPPAISESPHDSAPNSVKSPPSADAKEEIKSAVAGGDDSCQGNDIQKKMKRAERFGLPVQLSEEDKRNSRAERFGTGSSVQGSDALKKAEEHKRQARAERFGLVKSDTTEEEAKKKARLTRFAPPVKTDPVEEDKRKARALSFHSPSLLHNHKQMARETLSRMMLLWAKLERNLNDSYLTWLKSRWARILMFLSSPVDFRIQTFKFTAKTFSSLLMYHAVFSGNTRIIDNHLLGVKLPEMTCDQY*

NbL15g01970.1 protein_MODIFIER_OF_SNC1_11−like [MW = 30.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MAVVRVQPHFVLFPFMAQGHTIPMIDTARLLAQRGVKITILTTHLNATRFKTVVDRAIESGLKIQVIQLYFPSLESGLPEGCENFDMLPSMDLGLKFFDATKRLQPQVEDLLQELNPSPNCLISDMCFPWTTSVAQKFNIPRIVFHGMCCFSLLCLHNLRGWKELEKTESDKEYFQVPGLYDKIELNKVQLANIVRPRDSYWKELGDQMKKAEDEAYGIVVNSFEDLEQEYVKGLKKAKHQKIWTIGPVSLCNIEKQDKAERGNKASVDEHQCLKWLDSWEENSVLFVCLGSLSRLPTQQMIELGIGLESSKRPFIWVVRHKSDEFQKWLVEENFEERVKGQGILIHGWAPQVLILSHTSVGGFLTHCGWNSSLEGITAGVPMITWPMFAEQFCNERLIVNVLKTGVRAGIENPVMFGEEEKVGAQVSKDDIKKVIEEVFGEEVEADVRRKRAKELGEMAKRAVEEGGSSYFNLTQLIQDVTEQAKF*

NbL15g01900.1 UDP−glycosyltransferase_73C5−like [MW = 55.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04525 LURP−one−related

Protein sequence:
MAGTSSYPPQMAMPPAANQAAIISPQFCAPYPVDLNIVRKLMTLSEGSFGVTDVNGNIIFKVKGKLFSLRDRRVLLDAAGNPLVTFQQKMLSAHRRWQVYRGESTDNENFLFSVKKSSLVQFKTKLDVFLAHNTKEDVCDFRIEGSWFERCCVIYAGNTNTIIAQMHRKHTAQSILLGKDNFGVTVYPNVDYAFVVALVVILEEINEDRSGAD*

NbL15g01610.1 protein_LURP−one−related_10−like [MW = 23.83 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
QYLKLIFTLQYNFKEEIRHNKLMGCSSTFPSLVTMAMFIIVFLALCLLPQPAQAITRHYEFNITMANVTRLCHTKSIVTVNGKFPGPRIVTREGDRLLIKVNNHVPNNISIHWHGVRQLRSGWADGPAYITQCPIQTGQSYVYNYTIVGQRGTLWWHAHISWLRSTLYGPLIILPKKNESYPFVKPFKEVPIIFGEWFNADSEAIIRQALQTGGGPNVSDAYTINGLPGLLYNCSVKDTFKLKVQPGKTYLLRMINAALNDELFFSIANHTLTVVDADAVYVKPFDTDTILITPGQTTNVLLKTKSEYPSATFLMTARPYVTGQGTFDNSTVAGILEYESPIPHSTKSIKKLPLFKPTLPPLNDTSFATNFSKKLRSLANSQFPAKVPQNVDKHLFFTVGLGTIPCDKNQTCQGPTNTTKFAASINNISFVQPTTALLQSHFTGQSDGIYSPYFPINPLNWFNYTGNPPNNTMVNNGTKVLVLPFNTSVELIMQDTSILGAESHPLHLHGFNFFVVGQGFGNFDPNKDPAKFNLIDPVERNTVGVPSAGWVAIRFLADNPGVWFMHCHLEVHTSWGLKMAWLVLDGKLPNQKLLPPPSDLPKC*

NbL15g01430.1 laccase−17−like [MW = 67.29 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 108 215 322 429 537

Protein length

Gel Slice

3.2 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 108 215 322 429 537

Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
EARIYRRAQRAKLQSKKMAMAMALRKLSYGSSIKLLRPLSNGPSLYYMSSLPSQAIREREDPRVTWIKQLNAPLEDIDPEIADIIEHEKARQWKGLELIPSENFTSLSVMQAVGSVMTNKYSEGYPGARYYGGNEYIDMAERLCQKRALEVFNLDPAKWGVNVHSLSGSPSNFQVYTALLKPHERIMALDLPHGGHLSHGYQTDTKKISAVSIFFETMPYRLDESTGYIDYDQLEKSAVLFRPKLIVAGASAYARLYDYARIRKVCDKQKAVLLADMAHISGLVAAGVIPSPFEHADVVTTTTHKSLRGPRGAMIFFRKGLKEMNKQGKEVMYDYEDKINQAVFPGLQGGPHNHTISGLAVALKQVMTPEYKAYQEQVLSNCSKFAESLLANGYDLVSGGTENHLVLVNLRNKGIDGSRVEKVLESVHIAANKNTVPGDVSAMVPGGIRMGTPALTSRGFIEEDFVKVAEFFDAAVKLALKVKAETQGTKLKDFVETLSSDSKIQSEIARLRQDVEDYAKQFPTVGFEKETMKYKD*

NbL15g01250.1 serine_hydroxymethyltransferase_mitochondrial−like [MW = 59.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGAKFWEVVCAEHGIDSTGRYDGDADLQLERINVYYNEATCGRFVPRAVLMDLEPGTMDSIRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDSVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYRALTVPELTQQMWDSKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMLNVQNKNSSYFVEWIPNNVKSTVCDIPPTGLKMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATADEEGDYYEDEEEAQED*

NbL15g01150.1 tubulin_beta−2_chain [MW = 50.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13472 GDSL−like Lipase/Acylhydrolase family

Protein sequence:
MVGPIRPSFVLFGSSIVQISYYFQGWGATLNTLYSRKADITLRGYAGWNSRMALNIYEKVFQKDAEIQPDLVILYFGGNDSCHPDFPNSSHVPLEEYVENMRKIALHIKSLSEKTRLIMLSAPPVNEEQIIQHYEDNRGRDNETCRIYSEAGIKLAQELGVKVIDFWSALQKSPDWLTTVFWDGMHLSKEGSDILVEKILEVIKEADWEPSLYWEKMPDEFSDIGPVMNLDLLKDSDGKQRI*

NbL15g01090.1 GDSL_esterase/lipase_At2g38180−like [MW = 27.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKSSPVLDKSEFVKGQTIRQSSVSVIRCHPTTAPCLTVRASSSYADELVKTAKTIASPGRGILAMDESNATCGKRLASIGLENTEANRQDYRTLLITAPGLGQYVSGAILFEETLYQSTTDGRKMVDVLVEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRTAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAIAQDSGLVPIVEPEILLDGEHGIDRTFEVAQQVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKDRATPEQVADYTLKLLYRRIPHAVPGIMFLSGGQSEVEATYNLNAMNQAPNPWHVSFSYARALQNTCLKTWGGLPENVKAAQDALLVRAKANSLAQLGNYTGEGETDEAKQGMFVKGYVY*

NbL15g01020.1 fructose−bisphosphate_aldolase_1_chloroplastic [MW = 42.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02784 Pyridoxal−dependent decarboxylase, pyridoxal binding domain

Protein sequence:
MPALGCCVDAAVSPPPGYSFLWDSSLPTPENFPSGVPPSTNTAAATTTTTHWSPAHSSALYSIDGWGAPYFTVNSSGDISVKPHGTETMPHQEIDLLKVVKKASDPKNLGGLGLQFPLVVRFPDILKNRLESLQSVFDYAVQSQGYEAHYQGVYPVKCNQDRFVVEDIVKFGSGFRFGLEAGSKPELLLAMSCLCKGSREGLLVCNGFKDAEYISLALVARKLMLNTVIVLEQEEELDLVIDISRKMAVRPVIGLRAKLRTKHSGHFGSTSGEKGKFGLTTTQIVRVVKKLEESEMLDCLQLLHFHIGSQIPSTALLADGVAEAAQIYCELVRLGAGMKYVDCGGGLGIDYDGTKSCDSDCSVGYGLQEYASTVVKAVQFVCDRKNVKHPVICSESGRAIVSHHSVLIFEAVSSTTTRSQELSSVDLQSFVEKLNDDGRADYRNLSAAAIRGEYDTCVLYADQLKQRCVEQFKDGDLDIEQLAAVDGICDFVSKAIGASDPVRTYHVNLSIFTSIPDFWAIDQLFPIVPIHKLDERPSVRGILSDLTCDSDGKIDKFIGGESSLPLHELGSNGGGSGDGGKYYLGMFLGGAYEEALGGLHNLFGGPSVLRVSQSNSPHSFAVTSAVPGPSCADVLRAMQHEPELMFETLKHRAEEFVHNHDEQEEDKGLAFASLASSLAQSFNNMPYLATISSCCLTAANNSGYYYCNDENIVGVGAESAAAEEELWPYCVA*

NbL15g00990.1 arginine_decarboxylase−like [MW = 79.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01399 PCI domain

Protein sequence:
MATFAKPENALKRAEELINVGQKQEALQALHDLITSRRYRAWQKTLERIMFKYVELCVDMRRGRFAKDGLIQYRIVCQQVNINSLEEVIKHFMHLATERAELARNQAQALEEALDVEDLEADKRPEDLMLSYVSGEKGKDRSDRELVTPWFKFLWETYRTVLEILRNNSRLEALYAMTAHRAFQFCKQYKRTTEFRRLCEIIRNHLANLNKYRDQRDRPDLSAPESLQLYLDTRIEQLKVATGLGLWQEAFRSIEDVYGLMCMVKKTPKPSLMVVYYGKLTEIFWMSSNHLYHAYAWLKLFSLQKSFNKNLSQKDLQLIASSVVLAALSVSPYDKLYGASHLELENEKERSLRVSNLIGFDVEPKTENREALSRSSILSDLVSKGVMTCVTQEVKDLYHLLEHEFLPLDLALKVQPLLNKISKLGGKVSSASSVPEVQLSQYVPALEKLATLRLLQQVSQVYQTIQIGNLSKMISFFDFAAIEKIAVDAVRHNFVAVKVDHMKHAVFFGKQSIEAEGLRDHLSLFAESLSKARLMIYPPAKKAAKLGDALSNLAEIVEKEHKRLLARKSIIEKRKEEQERLLLEMERVEETKRREMQKITEEAEQKRMAAELEQRRTQRILKEIEERELEEAQALLQEAEKRSKRKKKPVLDGEKMTKQVIMELALNEQLRERQEMEKKLLKFAKTMDYMERARREEAAPLIESAFQRRLAEEAALHEREQQLEIELSRQRHAGDLEEKRRLGRMFENKRIFQERAVSSREAEFNRLKQERQEQINQIIQTRKQDRETRRKLIFFLRSQEEQQKRLQEEEEARKREEAEQRKREEAERKAKLDEIAEKQRQRERELDEKKRLEREEILRKSTPVLPKPAEPPTVGRTAEAGGTAPAAAAAPAPAKFVPRFRREKIDGAGQAPPPETDRWGSGSRPDDRPSDRWRDERKPPSFGGGSRTSWSGSRR*

NbL15g00930.1 eukaryotic_translation_initiation_factor_3_subunit_A−like [MW = 111.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01237 Oxysterol−binding protein

Protein sequence:
MASSKDENQSGSSGGGGFFSSIASSLSNLGSAMSKSVNGMLGYEGLEVVNPEGGNEDAGAEAQRGRWKAEDRDNYWKMMQKYIGADVTSLVTLPVIICEPMTNLQKMAELMEYAYLLDLADECEDPHMRLVYSASWFISVYYALQRTWKPFNPILGETYELVNHAGITFIAEQVSHHPPMGAAHAENEHFIYDITSKVKTKFLGNSVEVYPLGRSRLTLKKSGVVLDLVPPPTKVHNLIFGRTWIDSPGEMILTNLTTGDKVLLYFQPCGWFGAGRYEVDGYVYNSEEEPKILMTGKWNESLSYQPCDLEGEPLPGSTMKEVWRAADAPKNDKFQYTYFAHKINSFDTAPKKLLASDSRLRPDRYALEKGDLSKASSEKSRLEERQRADRRTREAKGDEFKPKWFNLSNEVCPTPWGDLEVYEYNGKYHEHRAAIDSSDKVEEADVKTTEFNPWQYEDSVVSA*

NbL15g00860.1 oxysterol−binding_protein−related_protein_3A [MW = 52.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAAEVEYRCFVGGLAWATTDRTLGDAFAHYGEVVDSKIINDRETGRSRGFGFVTFSDEKAMRDAIEGMNGQNLDGRNITVNEAQSRGGGGGFGGGRRREGGYSGGGGYSGGGGYSGGGGYGGGRREGGYGGGYGGGRDRGYGGGYGGGDGGSRYSRGGGASEGSWRN*

NbL15g00710.1 glycine−rich_RNA−binding_protein−like [MW = 16.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MVASSITGTSIIPASFRKQTSSSSLFSSRTNQYQLLFCRSLTKRVVSVLRSPYSDSSAIGLSNKTLRTPLNLNEHESSGLTNSSFGVTEAKKGNPPVMPAVMTPGGPLDLSTVLFRNRIIFIGQPINSAVAQRVISQLVTLATIDENADILIYLNCPGGSTYSVLAIYDCMSWIKPKVGTVCFGVAASQGALLLAGGEKGMRYAMPNARIMIHQPQSGCGGHVEDVRRQVNEAVQSRHKIDKMYVAFTGQSIEKVQQYTERDRFLSVSEAMEFGLIDGVLETEY*

NbL15g00670.1 ATP−dependent_Clp_protease_proteolytic_subunit_6_chloroplastic [MW = 30.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MSAMELRCLQSLITSNIPRNGLAEKPFLCGQPLTLIQTNTKRYHPNSKNLKCLRFRAQISAKVSSLEPAKDVKSEDGNLVFVAGATGKVGSRTVRELLKLGFKVRAGVRSAQRAQPLVKSVEQMKLENAANEGAKAIEKLEIVECDLEKIDWIRPALGSASIVICCIGASEKEIFDVTGPYRIDYQATKNLIDAAIIAKVDHFILLTSLGTNKVGFPAAILNLFWGVLVWKRKAEEALLASGLPYTIVRPGGMERPTDSYKETHNITLSEEDTLFGGQVSNLQVAELLAVMAENRSLSYCKVVEVIAETTAPLTPMEDLLANIPSQRVEVSPAKESGDLQKPAASSSITSEIPSTSIEKEPAETKLKAAASLSPYAAYEDRKPPTSPTPTPSIGTGLTKESKAVSPVVANDSPPSSSEINFSESSIPETDSTTQQTDKKKTTPSSPYTFYEDLKPPTSPTPNPPGGRLASASGTEDGNPDTVASVDGTSDKAELLTARPLSPYTVYEDLKPPTSPSPTPSGPKASISAETISQLAGGNAISPSITTISTEKDPSHTVAFCHSPYPFYEDLKPPTSPTPTPSGMKASPTVEVISPLSGGNDVVISSATNSAGEDPSTSSASSRSPYPMYEDLKPPTSPTPSFKKM*

NbL15g00650.1 protein_TIC_62_chloroplastic [MW = 68.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01077 Nitrite and sulphite reductase 4Fe−4S domain PF03460 Nitrite/Sulfite reductase ferredoxin−like half domain

Protein sequence:
MASFSVKFSATSLPNPKKFSNKLHATPPQTVAVPPSGAAEIASERLEPRVEEKDGYWVLKEKFRQGINPAEKAKIEKEPMKLFMEDGIEDLAKISLEEIEGSKLTKDDIDVRLKWLGLFHRRKHHYGRFMMRLKLPNGVTTSAQTRYLASVIRKYGKDGCADVTTRQNWQIRGVILPDVPEILKGLEEVGLTSLQSGMDNVRNPVGNPLAGIDPHEIVDTRPYTNLLSQYVTANFRGNPAVTNLPRKWNVCVIGSHDLYEHPHINDLAYMPAKKDGRFGFNLLVGGFFSPKRCAEAVPLDAWVPADDVVPVCKAILEAYRDLGTRGNRQKTRMMWLVDELGVEGFRSEVVKRMPRQKLDRESTEDLVQNQWERREYLGVHPQKQEGYSFVGLHIPVGRVQADDMDELARLADDYGSGELRLTVEQNIIIPNIENSKIKALLNEPLLQNRFSTDPPILMKTLVACTGNQFCGQAIIETKARSMKITEEVQQLVSVTKPVRMHWTGCPNSCGQVQVADIGFMGCLTRKEGKTVEGADVYLGGRIGSDSHLGDVYKKSVPCEDLVPIIVDLLVNNFGAVPREREEAEE*

NbL15g00590.1 ferredoxin−−nitrite_reductase_chloroplastic−like [MW = 65.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MDQILNKVGSYWIGRRANKELNSVGDDINSLQSSIEGGTKWLVNKLKGKMQKPLPDLLKEYDVPVGIFPRDATNYEFNEETRKLTVYIPSVCEVGYKDSSVLRFSTAVTGYLEKGKLVDIEGMKTKVMMWVKVTSISSEKSKIHFTAGLKKTRSREAYEVLRDGVAMEKF*

NbL15g00470.1 uncharacterized_protein_At5g01610−like [MW = 19.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
EVKAACFVQKGSQFSDNIDVFIILNLISPALPIYLRLPNFSISFLHSLAKQITMSCYKGKYADELIANAAYIATPGKGILAADESTGTIGKRLSSINVENVEENRRALRELLFLTPGALQYLSGVILFEETLYQKTASGKPFVDVLKEGGVLPGIKVDKGTVELPGTDGETTTQGLDGLAERCQKYYAAGARFAKWRAVLKIGANEPSQLAINDNANGLARYAIICQQNGLVPIVEPEILVDGGHDINKCADVTERVLAACYKALNDHHVLLEGTLLKPNMVTPGSESPKVAPEVIAEYTVRALQRTMPAAVPAVVFLSGGQSEEEATRNLNAMNKLQSKRPWTLSFSFGRALQQSTLKAWGGKVENVEKARAAFLTRCKANSEATLGKYLGSSNLSEGASESLHVKDYKY*

NbL15g00360.1 fructose−bisphosphate_aldolase_6_cytosolic−like [MW = 44.5 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01132 Elongation factor P (EF−P) OB domain

PF08207 Elongation factor P (EF−P) KOW−like domain
PF09285 Elongation factor P, C−terminal

Protein sequence:
MAGLTCLKLSLFPNSCSLYSSSSLSFPSSKPFLVSTRIFHRTSHRFPKIYAYSSNDIKVGSNIEVDGAPCKVIEFLHVKPGKGAAFVRTTLRNYVTGNTVEKTFRAGSKIEEANIYKETKQFTYKDGAQFVFMDLTSYEEYRLNEKDVGDKAKFLKEGMDCSLLFWNGKVIDFELPITVKLTVVDVDPGLKGDTAQGGSKPATVDTGAVINVPLFIGRGEEILVDTRNGQYMSRAKEA*

NbL15g00210.1 uncharacterized_LOC104247352 [MW = 26.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01150 GDA1/CD39 (nucleoside phosphatase) family

Protein sequence:
MEHEKMIKRNKQQLHGGDSSLSDKIHRYRGVILVISVPVLLICFVLFVMPTSEYSESMGGSVNRKFSPKFGSRNYAVVFDAGSSGSRVHVFCFDHHLDLVPIGNDLELFIQKKPGLSAYASDPAAAAKSLQSLLEKAEDVVPVDLRSNTPVRVGATAGLRQLGGNVSDKILQAVRDFLKSKSSLKSKASWVTVLDGNQEGAYQWVTINYLLGNLGKKYSDTVGVVDLGGGSVQMAYAISEADAEKAPKLSGGEDTYVQEMYLKGAKYYLYVHSYLHYGLLAARAEILKVTKESGSPCILTGHHGSYKYGGKTYTASAMSQGSSLTNCRMVALKALKVNESACTHMKCTFGGVWNGGGGDGQKNMFVASFFFDRAVEVGFVDPNAAVAKVRPIDFESAAGRACDTRIDDAKATFPRVDPDNLPFLCMDLVYQYTLLVDGFGLDARQEMTLVKKVKYKNSLVEAAWPLGSAIEVASSMN*

NbL15g00200.1 apyrase_1−like [MW = 51.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08547 Complex I intermediate−associated protein 30 (CIA30) PF13460 NAD(P)H−binding

Protein sequence:
MSATTATFTPAAFSNNNNPYNSIWRKPNSLPNPIWTTSANTSFISRATSSSSSPETENEKKKKKKKKKVVIENEELKQEPEPEPEQEQQQELQSSSVSVIKRLDDVNPVGLGRRSRQMFDEVWRKFSGLGQISRTIRSDDESTLLIREGGPMCEFAIPGAQNTTVLVVGATSRVGRIVVRKLMLRGYTVKALVRKADPDVVDMLPRSVELVTGDVGDPSSLKDAVQGCSKIIYCATARSSITGDLIRVDHQGVYNLTKALQDYNNKLAQQRAGKSSKSKLLIAKFKSEDSLNGWEVRQGTYFQDVVASKYDGGMDATFEFTERGEAIFSGYVFTRGGYVELTRKLSLPLGYTLDRYEGLVFSVGGNGRSYVVILEAGPSADTTQSKLYFARISTKAGFCRVRVPFSSFRPVSPDDPPLDPFLVHTLTIRFEPRRQRPIDGPSGVNQDLRSFQLIMEYIKALPTGQETDFVLVSCTGSGIEPTRREQVLRAKRAGEDSLRRSGLGYTIIRPGPLMEEPGGQRALIFDQGNRISQGISCADVADICVKALHDSTARNKSFDVCYEYVAEPGKELYELVAHLPDKANNYLTPALSVLEKNT*

NbL15g00180.1 uncharacterized_LOC104223818 [MW = 66.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEGDGKLEAQIENLLNVEKQMRQAGDVAGTRKAATDILQLCFEARAWSTLNEQIVLLSKRRGQLKQAVQAMVQQAMQYIDQTPDLETKIELIKTLNNVSAGKIYVEIERARLIKKLAKINEEQGKIAEAADLMQEVAVETFGAMAKTEKIAFILEQVRLCLDRQDYVRAQILSRKINPRVFEAVPSKEKKKPKEGENVVEEPAADIPSLLELKQIYYQLMIRYYSHSNDYLEICRCYKAIYEIPSVKEDPAQWIPVLRKICWYLVLSPHDPMQSSLHNSTLEDKNLSEIPHFRLLLKQLITMEVIQWTALWNTFKMSLKMKRICLVALWVTRLPKISD*

NbL15g00090.1 26S_proteasome_non−ATPase_regulatory_subunit_12_homolog_A−like [MW = 39.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00560 Leucine Rich Repeat
PF08263 Leucine rich repeat N−terminal domain

PF13516 Leucine Rich repeat
PF13855 Leucine rich repeat

Protein sequence:
MKPHNSAMYQHHFSLNKIFLLSFNLQPLFVLLLIIFFLPPASPASVNGLFKDSQQLLSFKSSLPNTQTQLQNWLSSTDPCSFTGVSCKNSRVSSIDLTNTFLSVDFTLVSSYLLGLSNLESLVLNNANLSGSLTSAAKSQCGVSLNSIDLAENTISGPVSDISSFGACSNLRSLNLSKNLMDPPAKELKASTFSLQVLDLSFNNISGQNLFTWLSSMRFVELDYFSVKGNKLAGNIPELDFKNLSYLDLSANNFSTGFPSFKDCSNLEHLDLSSNKFSGDIGASLSSCGKLSFLNLTNNQFVGLVPKLPSESLEFLYLRGNDFQGVFPSQLADLCKTLVELDLSFNNFSGLVPENLGACSSLEFLDISNNNFSGKLPVDTLLKLSNLKTMVLSFNNFVGGLPESFSNLLKLETLDVSSNNITGIIPSGICKDPMSRLKVLYLQNNWFTGPIPDSLSNCSQLVSLDLSFNYLTGKIPSSLGSLSKLKDLILWLNQLSGEIPQELMYLKSLENLILDFNDFTGSIPASLSNCTNLNWISMSNNLLSGEIPASLGGLPNLAILKLGNNSISGNIPAELGNCQSLIWLDLNTNFLNGSIPGPLFKQSGNIAVALLTGKRYVYIKNDGSKECHGAGNLLEFGGIRQEQLDRISTRHPCNFTRVYRGITQPTFNHNGSMIFLDLSYNKLEGSIPKELGSMYYLSILNLGHNDFSGVIPQELGGLKNVAILDLSYNRLNGSIPNSLTSLTLLGELDLSNNNLTGPIPESAPFDTFPDYRFANTSLCGYPLQPCGSVGNSNSSQHQKSHRKQASLAGSVAMGLLFSLFCIFGLIIVAIETKKRRKKKEAALEAYMDGHSNSATANSAWKFTSAREALSINLAAFEKPLRKLTFADLLEATNGFHNDSLIGSGGFGDVYKAQLKDGSIVAIKKLIHVSGQGDREFTAEMETIGKIKHRNLVPLLGYCKVGEERLLVYEYMKYGSLEDVLHDRKKNGIKLNWHARRKIAIGAARGLAFLHHNCIPHIIHRDMKSSNVLLDENLEARVSDFGMARLMSAMDTHLSVSTLAGTPGYVPPEYYQSFRCSTKGDVYSYGVVLLELLTGRTPTDSVDFGDNNIVGWVRQHAKLKISDVFDRELLKDDPSIEIELLQHLKVACACLDDRHWKRPTMIQVMAMFKEIQAGSGIDSSSTIAADDVNFSAVEGGIEMGISESIKEGNELSKHL*

NbL15g00030.1 systemin_receptor_SR160 [MW = 132.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00206 Lyase PF10415 Fumarase C C−terminus

Protein sequence:
MAMLIAARRLSAGSALSDSLRYTSCWRFFSTSFREEKDTFGPILVPSDKLWGAQTQRSLQNFDIGGERERMPEPIIRAFGILKKCAAKVNMEYGLDRSIGKAIMQAAEEVAEGKLNDHFPLVVWQTGSGTQSNMNANEVIANRAAEILGHTRGDKHVHPNDHVNRSQSSNDTFPTVMHIAAAMELNKRLVPNLKQLHTSLHSKSVEFKDIIKIGRTHTQDATPLTLGQEFSGYATQVKYGIDRVLCALPHMYQLAQGGTAVGTGLNTKKGFDIKIAAAVAEETNLPFVTAENKFEALAAHDAFVETSGAINAVAASLMKVGNDIRFLGSGPRCGLGELILPENEPGSSIMPGKVNPTQCEALTMVCAQVMGNHVAVTIGGSNGHFELNVFKPMIANALLHSVRLIGDASASFEKNCVRGIQANTERIAKLLHESLMLVTCLNPKIGYDNAAAVAKKAHKEGTSLKDAALNLGVLKSEEFDQLVVPEKMIGPTD*

NbL14g22030.1 fumarate_hydratase_1_mitochondrial−like [MW = 53.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MALAISLSHATASSFNGEVKLLSSASQLKGKNLFNLHSKNANFTKQLVIYAKRLSGLEEALRIRRERELRSSTTAKRRPPLRRGRVSPRLPVPDDIPKPPYVGSRELPDIASEYQIHDAEGIARMRAACELAARVVDYAGTLVRPSVTTNEIDKAVHQMIIDAGAYPSPLGYGGFPKSVCTSVNECMCHGIPDSRQLQDGDIINIDVTVYLNGYHGDTSKTFFCGNVSESIKRLVKVTEECLERGIAVCKDGALFRKIGKRISEHAEKFGYGVVDRFVGHGIGTVFHSEPLIYHHRNDKSGSMVEGQTFTIEPILTLGSTECVTWEDNWTTLTADGTPAAQFEHTILITKTGAEILTKY*

NbL14g21940.1 methionine_aminopeptidase_1B_chloroplastic [MW = 39.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13023 HD domain

Protein sequence:
FDFQFCLVFWIFMKVVMPILFRTFQPFSLSLVQTTNKKHKTIKRSKTNQKKKNFRNLTMMAAAKANPNSLFLSSSSTHYSSFPPLHRISFKKLPFLPHSQCSNLISACSKKPISDSVNLDPSITSFGSGSTKIDSLDESAEVSSSPCNAIDFLTLCHSLKTQKRKGWVNHGIKGPESIADHMYLMSVMALIASGLPDVNRERCIKMAIVHDIAEAIVGDITPSDGVPKAEKSRREQAALNEMCEILGGGMRAEEIKELWQDYENNASLEANLVKDFDKVEMILQAFEYESEHGKVLDEFFLSTAGKFQTEIGKSWAAEIHSRRNSRLENRVN*

NbL14g21860.1 HD_domain−containing_protein_2 [MW = 37.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09532 FDF domain PF12701 Scd6−like Sm domain

Protein sequence:
MAAPAATESSSARSTSGGSSADSYIGSLISLTSKSEIRYEGILYNINTDESSIGLRNVRSFGTEGRKKDGPQVPPSDKIYEYILFRGSDIKDLQVKSSPPLQTTPPINNDPAIIQSHYPRPPTTSASLPAPVGGSLTDLNSHSAQPAHPGPAFQSGLPLYQPGGNLGSWGPSPPPPNVAAGGLGMPMYWQGFYGAPNGLPQMQQQSLLRPPPGLAMPPSMPQMQFSGFNSSLPTGGSSLQASNLPEYPSSLMPTTTSLGANSLPAATLPSTVPPLQPVAPVTETISSTFSNKASVSSIAPSSLSASLPTLPPLTTSPDVNPVVPPIPIKPNPVPSSALSQSVSTVMGPSSSNLVETPTPSLVTPGQLLQFGPIDVPSTQSTQTAQKDVEVVQVFPAPSSETPAPVKTEAQPPILPLPPQTRVQKTNGAPYQARYNNYRGRGGRGMGVSRPVTKFEEDFDFMAMNEKFKKDEVWGHLGKSNREGDGNGSDEDISFNKYDDDLPKIDVKPVYNKDDFFDSLSSNALDNDPSHGRTRFSEQRKIDVETFGDFSRYRGGRGGRGPGRGGRSRGSYYGRGGYGGYGGNRGNGYGYGYGGRGRGRGMPSRAS*

NbL14g21720.1 protein_decapping_5 [MW = 63.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFIFLLYYCPFQLKYSSDINRYVSFRPAPYSRISILFGQRLTTQETENGDPLPEKRSDEGVEKEEQLLYSSDGPKEVVDEEEEKEEVKLMNGIINPAQGNQLDLDDDLFPEFEDLLSGEIEFPLPSDKYDTEREEREKVYQNEMANNEKELERLQNLVKELEEREVKLEGELLEYYGLKEQESDIIELQKQLRIKSVEIDMLNITINTLQAEKQKLQEEVFNGTTARKELEAARSKIKELQRQMQLEANQTKAQLLLLKQHVSGLQEKEEDAFKRDVEVDKKLRLVKELEVEVMELKRKNKELQHEKRELVIKLDAAESKVANLSNITENEMVAQVREEVTNLKHTNEDLLKQVEGLQMNRFSEVEELVYLRWVNACLRFELRNYQTPQGKVSARDLSKNLSPRSQQKAKQLMLEYAGSERGQGDTDLESNFSQPSSPGSEDFDNASIDSSTSRFSAFSKKPGLIQKLKRWGKSKDDSSVMSSPARSLGGASPGRTSVSFRSRGPLESLMLRNAGDGVAITSFGTAEQEYDSPETPRLPPIRTQDSSAEPLNSVASSFQLMSKSVEGVLDEKYPAFKDRHKLAVEREKQIKVKAEQARAARFEKSLPPKLSQLKEKRVSVSVSASAPVVSASGDSVDQSSDSKTDSQAVSKMKPINIEKRPPRTPRPPPTRSAGGPASAGNNVTGGAPSGPPPPPPPPGAPPPPPPPGGGAPRPPPPPGSLMKGGAGGDKVHRAPELVEFYQSLMKREAKKDTSSPLISSTSNTSDARSNMIGEIENRSTFLLAVKADVESQGEFVESLATEVRAASFTNIEDLVSFVNWLDEELSFLVDERAVLKHFDWPEGKADALREAAFEYQDLMKLEKHVTSFVDDPNLPCDAALKKMYKLLEKVEQSVYALLRTRDMAASRYREFGIPTNWLQDSGVVGKIKLSSVQLARKYMKRVASELDAMGGPEKEPNREFLILQGVRFAFRVHQFAGGFDAESMKAFEELRSRVKSSQTGEESTQEQ*

NbL14g21630.1 protein_CHUP1_chloroplastic−like [MW = 112.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLPGMDSIFSSLALEQFVGFVGNVVQENRKKEKFDIIIYDGISTEEMIRMIGAISKARLYLKYLRNVAEKTDLGRLASPSLLRLVDEAMTLSGRKLNLNGKTSSEIWD*

NbL14g21620.1 uncharacterized_protein_At1g26090_chloroplastic−like [MW = 12.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13943 WPP domain

Protein sequence:
MAEMQETPQTQLEPTNSHDTQKNFSFSIWPPTQRTRDAVIQRLIETLSTPSILSKLYCTLKNEEASDIARSIEEEAFTFAGSSVSPDDDGIEILQVYTKEISKRMLDAVKSRSAATTSPEAQTKPSESLVDASESSAHTGDISSIESES*

NbL14g21380.1 MFP1_attachment_factor_1−like [MW = 16.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00658 Poly−adenylate binding protein, unique domain

Protein sequence:
MAQIQVQHQSPVAGGNGVAATAAVGGAAAVAAPGGLTSTSLYVGDLDFNVTDSQLYDLFNQVGQVVSVRVCRDLSTRRSLGYGYVNYSNPNDASRAMEMLNFTPVNGKSIRVMYSHRDPTLRKSGSANIFIKNLDKSIDNKALHDTFSSFGNILSCKIATDSNGQSKGYGFVQYDNEESAQGAIDKLNGMLMNDKQVYVGHFLRKQERESGIGTTKFQNVYVKNLSDSTTDDELKKVFGEFGNITSAVVMRDADGKSKCFGFVNFETAEDAAKAVESLNGKKFDDKEWYVGKAQKKSEREQELKSKFEQTAKEAVDKYQGLNLYVKNLDDTIDDEKLKELFSEFGMITSCKVMRDPSGVSRGSGFVAFSTSEEASRALSEMNGKMIVSKPLYVALAQRKEERRAKLQLVQAQFSQLRPVAMPPSLTPRMPIYPPGVPGIGQQLFYGQGPPAMIPPQAGFGYQQQLVPGIRPGGAPMPNFFMPLVQQGQQGQRPGGRRGAGPVQQTQQPMPLMQQQMLPRGRMYRYPPGRNGPEGPMPGVPGGMLSVPYDMGGMLPRDSAMGQPMPISTLASALANAPPEQQRTMLGESLYPLVDQLEHEHAAKVTGMLLEMDQTEVLHLLESPEALKAKVAEAMEVLRNVQQTASPADQLASLSLNDNLVS*

NbL14g21330.1 polyadenylate−binding_protein_2−like [MW = 72.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family

Protein sequence:
MALSISRRILRSFGSLNSIGRLGSPFSASNGKGHILGVDVPCVESSVFRKDESFFLSCRRYSTSILTPDSSDGSFPSDLLTKKHVSTPEREIGLHQDLLIPVTNFHNEDKGFMCLAGDVFDVPIRKDIIHRVVRWQLAKQQQGTHSTKTISEVSGTGRKPWRQKGTGRARHGTLRGAQFRGGAAMHGPKPRSHAIKLNKKVRRLGLKIALSARTAEGKLMVFEDLELSSHKTKNIVNYFNQLENTKKLLLVDGGPISEKLKLATQNVHYVNVLPSIGLNVYSILLHDTLVMSRDAVNRIVERMHTPINR*

NbL14g21320.1 50S_ribosomal_protein_L4_chloroplastic [MW = 34.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04674 Phosphate−induced protein 1 conserved region

Protein sequence:
MAASHFILKLFLFISFFNVCFASRKLTALLQEPQNQLLQYHKGALLSGKISVNLIWYGKFKPSQRAIVSDFITSLSSSTPSKADPSVAKWWKTTEKYYHLANSKISLSLYLGKQVLIENYSLGKSLTQKQIVQLASKGEQKDAINIVLTASDVAVDGFCVNRCGTHGSSKGATIRGKTYKFAYIWVGNSETQCAGYCAWPFHQPIYGPQSPPLVAPNNDVGVDGMVINLASLLAGTATNPFGNGYYQGEADAPLEAASACPGVYAKGAYPGYAGDLLVDKTTGASYNAHGANGRKYVLPALYDPSTSTCSTLV*

NbL14g21060.1 protein_EXORDIUM−like [MW − SP = 31.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00875 DNA photolyase

PF03441 FAD binding domain of DNA photolyase
PF12546 Blue/Ultraviolet sensing protein C terminal

Protein sequence:
MSGGGCSIVWFRRDLRVEDNPALAAGVRAGAVIAVFIWAPEEEGHYYPGRVSRWWLKQSLAHLDSSLKSLGTSLVTKRATDSISSLLGIVKSTGATQLFFNHLYDPISLVRDHRAKEVLTAQGISVRSFNADLLYEPWEVNDEEGRPFTTFSAFWEKCLSMTYDPEAPLLPPKRIIPGDASRSSSDSLVFEDESEKGSNALLARAWSPGWSNADKALTTFVNGPLLEYSQNRRKADSATTSFLSPHLHFGEVSVRKLFHFVRIKQVLWANEGNKAGEESVNLFLKSIGLREYSRYMSFNHPYSHERPLLGHLRYFPWVVDEGYFKAWRQGRTGYPLVDAGMRELWATGWLHDRIRVVVSSFFVKVLQLPWRWGMKYFWDTLLDADLESDALGWQYISGTLPDGREFDRIDNPQFVGYKCDPHGEYVRRWLPELSRLPTEWIHHPWNAPESVLEAAGIELGSNYPLPIVEIDAAKVRLEQALSQMWQHEAASRAAIENGMEEGHGDSADSPIAFPQAMHMEMDHEPVRNNNPVIVTVRRYEDQMVPSMTSSLFRVDDEETSVNIRNSVVDTRAEVPNDVNVTEGPRRDTLDQAVTQRARTNATPPQFNFVVGRRNSEDSTAESSSSTRERDGGVVPVWSPSSTNYSDQYVGDDNGIGTSSSYLQRHPQSHQLMNWQRLSQTG*

NbL14g20920.1 cryptochrome−1−like [MW = 77.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00806 Pumilio−family RNA binding repeat

Protein sequence:
MYRGEEKGKMKGAEEMLRMMMIKENVSYLHQNHQYDHRTTMGFSPSGSSSSFSGTGFGLYGDDSVDSRNVFDHQNIYQGEGVVVDITNTTSGWSNMLFHEQNFDKHIDIGDLSKRFNYRVNINETGNFGQDFCDFQKSGEQLGGQKNYLYDSIGSFCSTNKLPVNPLYNDLCFQKEQIDYTNLCNMNRPSSNVSLGYSEQCGFNDVGVGSCLFSSLHGINPSRLGLNSECDCSILKQQRAKSIPTTNIVNHPLSPLPYSRSHESEDSFIIQGECLKYASEQRSLKGHKKISRNEIKMERLQEKKPARNSSLLHNGLGDTEFQVRGVSKNGLASRDVASLTRSEPNYVYLAAKDQLGCRYLQRIFDEGTSEDVQLIFNGIIHNIFELMKDPFGNYLVQKLLTVCSDEQRMQFVLMVTDNPGELMKTSKTTHGTRVVQKLIETLKTRLEISLVIRALQPGILYLMMDVHGNHVVQRCLHCLNKDHNKLIFDVASKHCIDIATHRYGCCVLNKCITYSTGKQREKLLVGICSNGLKLAQDPFGNYVVQFIIELKIASAAAMLLSQFDGHYVYLSRQKFGSHVVEKFLKCVEESRSRIINELVSETHFDQLLQDPFANYVIQSALGVTKGSVRALLLQAVRPHMLLMRTSPYCKKIFSRRLLKK*

NbL14g20810.1 pumilio_homolog_9−like [MW = 74.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13266 Protein of unknown function (DUF4057)

Protein sequence:
MEKSTPVRKSHTSTADLLTWSENPPENSPAIGSAASSARSRQPSDGIQKVVFGGQVTDEEVESLNKRKPCSGYKLKEMTGSGIFVADGENGNSESDSASAIPNRRMYQQAVAGISQISFGDEDTLSPKKPVTIPEVAKQRELSGTLESEAEMKLKKQLSDAKTKELVGHDIFAPPPEIQPRPLAARALALRESIAIGEPANNGDVSGDEQAVKTAKKIPEKKLAELTGNDIFKGDTPPASAEKHLSSAKLREMSGSNIFADGKVESRDFYGGVRKPPGGESSIALV*

NbL14g20800.1 uncharacterized_LOC104112265 [MW = 30.44 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
MGRPITDQVVTFIFFFFICMLFISTESTQPPFSCDSSNPVTSSLPFCNATLPIPQRLNDLLSRLKLEEKILQLVNAAPEIPRLGISAYQWWSEGLHGVSRHGKGTLFNGTIKAATMFPQIILTASTFDENLWYRIAQAIGKEARAVYNAGQLKGMTLWAPNINIFRDPRWGRGQETPGEDPMMVGKYGVAYVRGLQGDSFEGGKLQDGHLQASACCKHFIAQDLDNWYNFSRYTFDAHVMKQDLADSYEPPFKSCVEQGKASSLMCAYNLVNGIPNCANFDLLTKIAREQWGFQGYIVSDCDAVAIMYTHQGYVNEPEDAVAATLRAGMDVNCGSYLKSYTKSAIEKQKVKESDIDRALHNLFSIRMRLGLFNGDPRKLEYGDISSAEVCSQQHRALALEAARNGIVLLKNSAKLLPLAKIKTTSLAVIGPKANDSEVLLGNYEGYPCKNVTLLQGLQEYVKNIMFHPGCNYVNCTSAAIGEAVDIAKKADCVVLIMGLDQTLEREKLDRTELGLPGMQESLITEIAQAASKPVILVLMCGGPVDVSFAKDNQNIGAILWVGYPGEGGATALAEILFGEHNPGGRLPVTWYPKEFNKISMTDMRMRPLSSTGYPGRTYRFYNGPKVFEFGYGLSYTAYSYAYASVNQDKLHFKNPKVNKATENGSVLNIAVSEVASEVCNNAMIAVKVAVKNQGERAGTHPVLLFLRHSRSMDEVPRKTLIGFKSVNLEAGEISHIAFDVKPCEHFTRANRYGSLVIDEGKYFLLVGDKEYPVTVFV*

NbL14g20650.1 probable_beta−D−xylosidase_7 [MW − SP = 82.7 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 70 139 208 277 346

Protein length

Gel Slice

3.4 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 70 139 208 277 346

Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MAAITIHQPVGTLQSCRSNGNSGLCPDYGHVSLRSVSKCFKVDVGLLRGGSYCSKRRSTCVFQASASQATVSDAVSAPSSANSSDSKKKTSEAALILIRHGESMWNEKNLFTGCVDVPLTKKGVEEAVEAGKRISNIPVDMIYTSSLIRAQMTAMLAMTQHRRKKVPTIIHEESEQAGAWSQIFSEETNKQCIPVVTAWQLNERMYGELQGLNKQETADRYGKEQVHEWRRSYDIPPPNGESLEMCAERAVAYFKEHIEPQLAGGKNIMIAAHGNSLRSIIMYLDKLTSQEVISLELSTGIPMLYIFKEGKFIRRGSPAAPTEAGVYAYTKTLAQYRQKLDNMVQ*

NbL14g20610.1 23−bisphosphoglycerate−dependent_phosphoglycerate_mutase [MW = 38.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01408 Oxidoreductase family, NAD−binding Rossmann fold

Protein sequence:
MAEASPVRFGILGCANIARKLSRAIALAPNATISAVGSRTIEKATAFAKENGYPSTTKLYGSYEAVLDDTEIDAVYIPLPTSLHVKWAVLAAQKKKHVLLEKPVALNVKELDTILEACELNGVQYMDATMWMHHPRSVKMKEFLYDSQRFGQLKSVHSTFAYLGDQEFLKNDIRVKADLDALGALGDAGWYSIRAILWTTDYELPKTVTALPDPELNEAGVILSCGASLSWKDGRVATFYCSFLANLVMDIAANGSKGNLRVHDFVIPFQENVAPFYTVESSRFGELSISIHPAPNEQIVSTDLPQEALMVKEFSNLVRSIKGEGCKPEKKWPTISRKTQLVVDAVKASIDKGFEPVEVVY*

NbL14g20010.1 uncharacterized_oxidoreductase_At4g09670−like [MW = 39.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MSMRRRTLLKVIVLGDSGVGKTSLMNQYVHKKFSQQYKATIGADFVTKELQIDDRLVTLQIWDTAGQERFQSLGVAFYRGADCCVLVYDVNVMRSFDNLDNWHEEFLKQANPPDPKTFPFILLGNKIDIDGGNSRVVSEKKAKEWCASKGIPYFETSAKEDINVDAAFLSIAKTALANEHEQDIYFQGIPEAVSETEQRGGCAC*

NbL14g19890.1 ras−related_protein_Rab7 [MW = 22.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF15704 Mitochondrial ATP synthase subunit

Protein sequence:
MALASRLLSRSTRQLCAGQVVLRPEHAIPVRSFAKGAAAPTALKGDQVLKDIFYEVKNKLETAIGVLRKEKITIDPEDPAAVSEYAKVMNSVRQKANLLSESQIIKFNIEVETHEIPDARTYLLKLKEMRVKRGLIDEQGIEDLQMAALDKVEKEIKKPLMRNDKKGIALLTAEFDKINQKLGIRKEDLPKYEEQLELKIAKAQLEELKKDALEAMETQKKREEFKDEEMPSVKSLDIRNFI*

NbL14g19870.1 probable_ATP_synthase_24_kDa_subunit_mitochondrial [MW = 27.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain

Protein sequence:
MPLLLLPCKSFSILNPILPLNTSVIYNTATKFSVFSTPPKYPLVKTPKFSKNFSSHWNSQIGLHTHVWFCSKNEILKEFITTQFAKVPESEESEELELLNKPYLKQINNGVGTEIEEEPKKVSKDEVLEPFYKLFKPREESLEQESSDTEDTEQEEEKVHSVEEESKKISVEYYEPKPGDLVVGVVVSGNENKLDVNVGADLLGTMLTKDVLPLYDKEMGYLLCDLEKDAEEFLVRGKMGIVSYDEAVESREPMPGKPVVEPGTVLFAEVLGRTLSGRPLLSTRRLFRRIAWHRVRQIKQLNEPIEVKITEWNTGGLLTRVEGLRAFLPKADLMNRVNSYTELKENVGRRINVLITRINEETNDLILSEKEAWQMLNLQEGVLVEGTVKKLFPFGAQIRIGETNRSGLLHISNVTRGKITSINNLLAVDEKVKVMVVKSMFPDKISLSIAELESEPGLFLKDKEKVFSEAKEMAKKYRQNLRSVSATRKPEPLPTDRLPFEDEESLYANWKWFKFERDSV*

NbL14g19730.1 30S_ribosomal_protein_S1−like [MW = 59.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MDVQGSSDTSLPSQRLLGRVALVTGGGSGIGESIVRLFHKHGAKVCIADIQDELGQNVCGSLGNEQNACFVHCDVTAEADISNAVDLTIQKFGTLDIMVNNAGLSGPPVPDIRDYELSLFESVLDVNLKGTFLGIKHAARIMIPQKKGSIVSLCSVGSAIAGIGPHAYIASKHAVLGLTQNVAAEMGKHGVRVNCVSPYAVATGLALAHLPEDERTNDALAGFRAFTGKNANLQGVELKTQDVANAVLFLASDEARYISGHNLMVDGGFSCVNHSLRVFR*

NbL14g19580.1 xanthoxin_dehydrogenase−like [MW = 29.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSVASSSSFPCIKIQNPSSPTPPSSSSCHFRALTIRSSAAEGPLRRPMAQPPTPVKPVPPSPSPPSSSPPPPPPSAPPKQVTVAALDGKNVITMEFQRQKAKELQEYFKQKKLEEANQGPFFGFIGKNEISNGRWAMFGFAVGMLTEYATGSDFVDQVKILLSNFGIVDLE*

NbL14g19570.1 uncharacterized_protein_DDB_G0284459−like [MW = 18.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40

Protein sequence:
QVSKYRSPRQNTQSSSIREAFAMFSPLQRIPLLVFFLSLSTISASESDTPISRFQNYLRINTAHPNPNYTSPITYLINFANSIPNLHSKVLHLTPTIPLLLLTWPGTSNPSLPSIIFNSHLDSVPAEPEKWTHPPFSAHKTSDGRIFARGAQDDKCIGMQYLEAIKAIQSKDPQFKPLRNVHILYVPEEEVGGFDGMGKFVETKEFKELNVGFVMDEGQASTNDEFRVFYADRTPWHMVIKAVGTPGHGSRLYDNTAMENLMKSIEVITKFRESKFDIVKAGLAANSEVISVNPVFLKAGIPSPTGFVMNMQPSEAEAGLDIRMPPTADPQLMRKIIEEQWAPAWRNMTYEITEKGFLRDNMGCPLMTLTSDSNPWWSVFNEAVTRAGGKLSKPEILASTTDARFMRRLGIPTFGFSPMKNTPILLHDHNEFLKDTVYLEGIKVYESIIKSLSSFEGSYEHQCNAVSQQ*

NbL14g19390.1 aminoacylase−1 [MW − SP = 47.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MQISRSIQCTWTPQYYSHEMLRSFKPYIFRTFSSSIRRRKYPFPMANLSTISKQKEAVSTQDELTQIVPKPLQVAKRLEKFKTTIFTQMSMLAIKHGAINLGQGFPNFDGPDFVKEAAIQGIKEGKNQYARGYGVPDLNSAVAARFKKDSGLEVDPEKEVTVTSGCTEAIAATILGLINPGDEVILFAPFYDSYEATLSMAGAKIKGITLRPPDFSLPIDELKSVVSKNTRAILLNTPHNPTGKMFNREELNVIASLCIENDILVFADEVYDKLAFEMEHISIASLPGMYERTVTMNSLGKTFSLTGWKIGWAIAPPHLTWGVRQAHSYLTFATSTPMQYAAATALRAPDSYYEELKRDYSSKKAILVEGLKAAGFTVYPSSGTYFVVVDHTPFGLENDIAFCEHLIKEVGVVAIPTSVFYLNPEEGKNLVRFTFCKDDDTLKNAVQRMKQKLSKK*

NbL14g19280.1 probable_N−succinyldiaminopimelate_aminotransferase_DapC [MW = 50.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02237 Biotin protein ligase C terminal domain PF03099 Biotin/lipoate A/B protein ligase family

Protein sequence:
MISQFKGIFFSVSLQKFPKFMTSKSKHLKAFSSSHVLGIKMESSADTLLLLSGKSEEENDVAKVLKNNNTLKNGEGVELVLHSEVKLENDDAFRIEEYFNSLSTTRFGRLLIYSPRLSSTHDVISQNNSDLPVGTVCVADVQLKGRGRSSNVWESPKGCLLFSFSIQMEDGRVVPHIQYVVCLAMTEAIKAVCLEKGTPELDVRIKWPNDLYLGGVKVGGILSTSVYRSKKFYVSAGVGLNVGNEKPTTCLNAVLKKVNPLSRELKREDVIAAFFNKFENLYDVFSEQGFQALEGLYYKTWLHSGQRVIVQERSGDQDYFFETVVTIQGLTSSGYLLGITDDGQMCELHPDGNSFDFFKGLIKRKMS*

NbL14g19240.1 biotin−−protein_ligase_2 [MW = 41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01873 Domain found in IF2B/IF5 PF02020 eIF4−gamma/eIF5/eIF2−epsilon

Protein sequence:
MALQNIGAGNKDDAFYRYKMPRMITKIEGRGNGIKTNVVNMVDIAKALGRPASYTTKYFGCELGAQSKFDEKTGTSHVNGAHDTAKLAGLLENFIKKYVQCYGCGNPETEILITKSQMLTLKCAACGFISDVDMRDKLTTFILKNPPEQKKGSKDKKAMRRAEKERLKEGEAADEEAKKLKKEAAKKKGSSKEGLSKISKKKANVSDEEHSPTGSQADQTEAPPADSDDDVEWQTDTSMAAAQQRIQEQLNAVTASMVMLSATEEKSGKSSPAREEKPKANGQGTGVNCSNFKESLVAQTNGVERSNSKDKLVDAKERLADEIKEHLNKGSSVAQLKSFLGSISGTHEDIVDALFEALFGGVGKGFSKEVTKKKNYLAAVLQEDGSQLALLHAIESFCGKSSSEAVKEVALVLKALYDVDMVEEEFIVEWYEKGSKGSNKLSPIWKNVKPFVEWLQSAESETEDE*

NbL14g19030.1 probable_eukaryotic_translation_initiation_factor_5−1 [MW = 50.84 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00173 Cytochrome b5−like Heme/Steroid binding domain

PF00174 Oxidoreductase molybdopterin binding domain
PF00175 Oxidoreductase NAD−binding domain

PF00970 Oxidoreductase FAD−binding domain
PF03404 Mo−co oxidoreductase dimerisation domain

Protein sequence:
MAASVENRQFSHLEAGLSRSFKPRSDSPVRGCNFPSPNSTNFQKKPNSTIYLDYSSSEDDDDDDEKNEYLQMIKKGNSELEPSVHDTRDEGTADNWIERNFSMIRLTGKHPFNSEPPLNRLMHHGFITPVPLHYVRNHGPVPKGTWDDWTVEVTGLVKRPMKFTMDQLVNEFPSRELPVTLVCAGNRRKEQNMVKQTIGFNWGAAAVSTTIWRGVPLRALLKRCGIFSKSKGALNVCFEGADVLPGGGGSKYGTSIKKEFAMDPARDVIVAYMQNGEKLTPDHGYPVRMIIPGFIGGRMVKWIKRIIVTTQESDSYYHFKDNRVLPPHVDAELANTEAWWYKPEYIINELNINSVITTPCHEEILPINAWTTQRPYTLRGYSYSGGGKKVTRVEVTLDGGETWQVSTLDHPEKPTKYGKYWCWCFWSLEVEVLDLLSAKEIAVRAWDETLNTQPEKLIWNVMGMMNNCWFRVKMNVCKPHKGEIGIVFEHPTLPGNQSGGWMAKERHLEISAEAPPTLKKSISTPFMNTASKMYSMSEVRKHSSADSAWIIVHGHIYDATRFLKDHPGGTDSILINAGTDCTEEFDAIHSDKAKKLLEDFRIGELITTGYTSDSPGNSVHGSSSFSSFLAPIKELVPAQRSVALIPREKIPCKLIDKQSISHDVRKFRFALPSEDQVLGLPVGKHIFLCAVIDDKLCMRAYTPTSTIDEVGYFELVVKIYFKGIHPKFPNGGQMSQYLDSMPLGSFLDVKGPLGHIEYQGKGNFLVHGKQKFAKKLAMLAGGTGITPIYQVMQAILKDPEDDTEMYVVYANRTEDDILLKEELDSWAEKIPERVKVWYVVQDSIKEGWKYSLGFITEAILREHIPEPSHTTLALACGPPPMIQFAINPNLEKMGYDIKESLLVF*

NbL14g18940.1 nitrate_reductase_[NADH]_2 [MW = 101.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00954 S−locus glycoprotein domain
PF01453 D−mannose binding lectin

Protein sequence:
MKALFFIFTIIIITIEAADILPGATLLASDPNSKWSSPNNTFTLSFLQLDPTNQNTYFASISYNNIPIWTAGGTTVNGGAVDSSAALRFLSNGELQLTNGPSGTVVWNSRTANLGVSSASLDEKGNFVLKNGTFLNIWSTFDNPTDTIVPAQNFTKDHVLTSGLYSFKLRNNGNLSLLWNDSIAYYNSGLNSSANVNLTSPSLRMQPIGILSLFDPSLSSPLNVVYSSDYADEGNILRFLKLDSDGNLRIYSSTQGSGTQNVRWAALTDQCQVFGYCGNFGVCSYNETGPACGCPSMNFEFNDPNDSRKGCKRKVDLSNCPSNSTMLQLDNAKFLTYPPELSEQIFSAGISACRFNCLVNGACVASTSLADGTGMCYFKQPNFVSGYQAPTLPSTSFVKICGPALPNPSAVSETVQKKNRGRVPGSVVALVVVASLLGLILLEGGLWWWCFRNSSKFASLSSQYALLEYASGAPVQFTYKELQRTTKGFKEKLGAGGFGAVYRAVLANKTVAAVKQLEGIEQGEKQFRMEVATISSTHHLNLVRLIGFCSEGRHRLLVYEFMKNGSLDKFLFAEDYLSGKLLNWEHRYNVALGTARGITYLHEECRDCIVHCDIKPENILLDENYTAKVSDFGLAKLVNPKDHRHRTLTSHVRGTRGYLAPEWLANLPITSKSDVYSYGMVLLEIVSGKRNFEVSEETSRKKYSSWAFEEFERGNTEAILDKKLSKQEIDMEQVMRAIQVSFWCIQEQPSQRPTMGKVVQMLEGVTEIDRPPAPRATEGSFAGTSLNASSTRAFSTLAASAPAPSSSSSFQTAGFQSSASSKNVDKPSSSLLHSETKNIGK*

NbL14g18880.1 G−type_lectin_S−receptor−like_serine/threonine−protein_kinase_At1g34300 [MW − SP = 89.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MANAEVEAVDFEPEDDDLMDEDVDASSSPRATIPKLKSAITGGSSSAPKKAKGRGFREEAAEADRNARMSARFDSLDSDGGPGPERSIEGWIVLVTGVNEETQEDDLHNEFGEFGEIKNVHLNLDRRTGFVKGYALIEYENFEEAQRAINEKDGAEFLTQTIHVDWAFSRGPFKRRNARRRYVHSLSMLLYLHMRFMENEAESSEEMMPAHWKDHSFSL*

NbL14g18810.1 RNA−binding_protein_8A−like [MW = 24.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MRPILMKGHERPLTFLKYNRDGDLLFSCAKDHAPTVWFADNGERLGTYRGHNGAVWCCDVSRDSARLITGSADQSAKLWDVQTGTQLFTFNFDSPARSVDFSVGDKLAVITTDPFMGLPSAIHVKRISRDPSDQVGESVLTLKGPQGRINRAVWGPLNRTIISAGEDAVIRIWDVETGKILMESDKEVGHKKGITSLQKSVDGSHFITGSLDKSAKLWDIRTLTLIKNYTTERPVNAVTMSPLLNHVVLGGGQDASAVTTTDHRAGKFEAKFYDKILQQEIGGVKGHFGPINALAFNPDGKSFSSGGEDGYVRLHHFDHDYFNIKI*

NbL14g18760.1 eukaryotic_translation_initiation_factor_3_subunit_I−like [MW = 35.91 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00515 Tetratricopeptide repeat

Protein sequence:
MLMIQSTIFAPIQKTAQIGKHGCYLALHGGFGSPSASFHFPRISIKRNSVQLQIFARKVESFSLLVPEKDDESSEKLLNGGDITTSKGQVLSLSAFSCGSIFWLTSGQVASASESVRVNMVYEVGELFELGIQLTYLLILLALLGAGSFFVIRQVLVRRELDLSAKELQEQVRSGDASATELFELGAVMLRRKFYPAATKYLLQAVQKWDGDDQDLAQVYNALGVSYVLDEKIDKGIAQFENAVKLQPGYVTAWNNLGDAYEKTKDLTSALKAFEEVLLFDPNNKIARPRRDALKEKVQMYKGVPVKSKKS*

NbL14g18660.1 uncharacterized_protein_ycf37 [MW = 34.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASDNNKLSLDSIRDSLIRQEDTIIFNFIERIKYPMNSTLYKQPSSWNISGSLFHYLFQQTEALQSKVGRYLSAEENPFFPDNLPASIIPPSKCTPVLHPAAERVNVNEKILDVYIKQLLPLFCTDQADDEANFATTASCDIHLLQALSRRIHYGKFVAEVKFRDCTDQYKPFILAKDRDALMKLLTFEAVEEMVKKRVAKKALTFGQQVTLNIDDSTKEVKCKVDPSLVSRLYDEWIMPLTKLVEVEYLLRRLD*

NbL14g18650.1 chorismate_mutase_2 [MW = 29.38 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain)

PF00364 Biotin−requiring enzyme
PF02817 e3 binding domain

Protein sequence:
MSSHLLQTTFIPTTPITLRRASIFPATHLRRSHVIESKIREIFMPALSSTMTEGKIVSWVKTEGDKLAKGEAVLVVESDKADMDVESFYDGYLATIIVPEGGSAPVGSTIALLAESEDEIALAKAKTPTSTSSSSQETQTPAAAAVTEDVVSPVAAAAGVSPSDAGPAKMASAIHPASEGGKRVVVSPYAKKLAKELGVELRGLVGSGPNGRIVAKDVEAAVGSAASTPAPVGSVVGTTVAQPSGGAPVAPAVELGTTVPFTTMQNAVSRNMVESLAVPTFRVGYTITTNALDALYKKIKSKGVTMTALLAKATALALAKHPVVNSSCRDGKSFTYNSSINIAVAVAIDGGLITPVLQDADKVDIYSLSRKWKELVDKARAKQLQPHEYTTGTFTLSNLGMFGVDRFDAILPPGTGAIMAVGASHPALVGTKDGRIGLKNQMQVNVTADHRVIYGADLASFLQTLGQIIEDPKDLTL*

NbL14g18640.1 dihydrolipoyllysine−residue_acetyltransferase_component_5_of_pyruvate_dehydrogenase_complex_chloroplastic
[MW = 49.6 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 145 289 433 718

Protein length

Gel Slice

3.0 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 145 289 433 718

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF13364 Beta−galactosidase jelly roll domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MRIQCLWRNWLAASVLVMAGAVAADGANVSYDGRSLIIDGQRKMLFSGSIHYPRSTPDMWPSLISKAKQGGIDVIETYVFWNLHEPRPGQYDFSGRRDIVAFIKQIQAQGLYACLRIGPYIEGEWTYGGFPFWLHDVPGIVYRSDNEPFKLYMQNFTTKIVNLMKSEGLYASQGGPIILSQIENEYQNIEKAFREEGPRYVRWAVKMAVELQTGVPWVMCKQDDAPHPIINTCNGRKCGETFKGPNSPNKPSLWTENWTSFYQVYGQNVTLRSAEDIAFQVSLFIARKNGTYINYYMYHGGTNFGRTAAEFMITSYYDQAPLDEYGLIREPKWGHLKELHAAVKLCSEAILSSFPTMQSLGQLQEAYVFSGDSGACAAFLVNTDNRRSATVRFQNLTYQLPPKSISILPDCNIVAFNTAKVNTQFNTRTSRPALKFDSAEKWEQFQEVIPQFDATTLRSQTLLEQTNTTKDASDYLWYTASFEQDSQEPQARLSVKSLGHVLHAFVNGALVGSAHGQFRNTSFTLESTVGLNKGTNQISLLSATVGLPDSGAFLERRSLGVRSVIIKNSRGVKIFTVFPWGYQVGLLGEKLQIYTHEGSKNANWSSYGSSQQLTWYKSTFSAPKGKGPIALNLGSMGKGEAWVNGQSIGRYWVSFHTSAGLPSQNWYNVPRSFLKPRNNLLVIFEEEMGNPLNINLDAISVTYSNPKSTLNNNTSFI*

NbL14g18480.1 beta−galactosidase_16−like [MW − SP = 77.88 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF13364 Beta−galactosidase jelly roll domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MEMWWLWRNVLLLTAAVLMVMAAAAASAGGGNVTYDGRSLIIDGQRKMLFSGSIHYPRSTPDMWPSLISKAKEGGIDVIETYVFWNLHEPQPGKYDFSGRRDIVAFIKQIKAQGLYACLRIGPYIEGEWTYGGFPFWLHDVPGVVFRSNNEPFKLYMQNFTTKIVNLMKSEGLYASQGGPIILSQIENEYQNVEKAFGENGPPYVLWAAEMAVGLQTGVPWCMCKQDDAPDPVINACNGLRCGETFVGPNSPNKPSIWTENWTSFYQVYGQNATLRSAQDIAYHVALFIARKNGTFINYYMYHGGTNFGRTAAEFMITSYYDQAPLDEYGLIRQPKWGHLKELHAVVKLCSETILSVFPSMQSLGEQQEAYVFSGDSGACAAFLVNIDNRKSVVVQFLNSSYELPRQSISILPDCKTVSFNTAKVSTQFNTRIALPAVKFDAAEKWDQFQEVIPQLDATSLRSDILLEHMNTTKDVSDYLWYTSSIQQDSPDQKSVTLSVKSLGHVLHAYVNGAHAGYGHGQFRNTSFTLESTISLNKGTNNISLLSATVGLPDSGSFLEHRALGVQSVIIQDNNEAKNITNYSWGYQVGLLGEKLQIYSSEGSKSANWSSLSSSQPLTWYKSAFDAPEGDDPIALNLGSMGKGEAWVNGQSIGRYWVSFRTVADTPSQTWYKVPRSFLQPEDNLLVLFEEETGNPLDITVDTISVTKPSLRKLV*

NbL14g18470.1 beta−galactosidase_16−like [MW − SP = 76.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRAAQLFFPLPPNLSTFSTTPSSQSLFTISFAKPISNNPNSVKQSLTTKRRWDFRVFADDGDADGGGPDDYDMDEDEVEEADNKKDFDVDYDTLLGGASLAVAATGDDIAMVHSSSFVFTQGWDSEKIVDYRINEEEFHKISLLDCDFFIRKPPDPDNDVYDFREMYVTPPDTDIYAIPRVLAPMPQKYIRCAMSDYGCYNVTEPPIDAPRDPMYKSEREVSKVFLTKHYRNRRVGDPEFALDFEEIYVIDSKTKSITRVKVVVTVPGGRNRDRKNDLLVIRDNGNSFKIIPSEERDDPTTVIEKEEWKKSRQDMERHLRKLRDFSVSNWF*

NbL14g18290.1 uncharacterized_LOC104240053 [MW = 38.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00410 Ribosomal protein S8

Protein sequence:
MVRVSVLNDALKSMYNAEKRGKRQVMIRPSSKVIVKFLIVMQKHGYIGEFEYVDDHRSGKIVVELNGRLNKCGVISPRFDVGVKEIEGWTARLLPSRQFGYIVLTTSAGIMDHEEARRKNVGGKVLGFFY*

NbL14g18210.1 40S_ribosomal_protein_S15a−1 [MW = 14.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01704 UTP−−glucose−1−phosphate uridylyltransferase

Protein sequence:
MTSTAGEFSKLNINGDWASSPPNLQKNLSLLSPEQVGLAKMLLEKEQSHLFQHWSEPGVNDDEKRAFFDQIAKLNSSYPGGLAAYVNTARELLADSKAGKNPYDGFTPSVPSGEVLTYGDDNFVQFEEAGVKEARKAAFVLVAGGLGERLGYNGIKVALPRETTTGTCFLQHYIETILALQEASCSLAEGNCQAEIPLAIMTSDDTHLRTMDLLEKNSFFGMKPTQVKLLKQEKVACLDDNEAHLALDPHNKYRIQTKPHGHGDVHSFLYSSGLLKVWHDAGLRWVLFFQDTNGLLFKAIPAALGVSAIKQYHVNSLAVPRKAKEAIGGITKLTHKDGRAMVINVEYNQLDPLLRASGYPDGDVNSETGYSPFPGNINQLIFEIGPYIEELTKTGGAIKEFVNPKYKDATKTAFKSSTRLECMMQDYPKTLRPSARVGFTVMDAWLAYAPVKNNPEDAAKVPKGNPYHSATSGEMAIYRSHSLILRKAGVKIDDPVIQVFNGQEVEVWSRVVWKPKWALTFSEVKRKVSGNCSISQRSTMAIKGRDIALEDLSLDGALITEAVDGAEVKVGGSVQNKGWTIENIDYEDTSIPEEIRIRGFRFNKVEQLEETYTEPGKYFLKP*

NbL14g18160.1 UDP−sugar_pyrophosphorylase−like [MW = 68.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00790 VHS domain PF03127 GAT domain

Protein sequence:
MANNAAACAERATSDMLIGPDWAINIELCDIINMNPGQAKDALKIIKKRLGSKNPKIQLLTLFVLETLSKNCGENVFQQIVERDILKDMVKIVKKKPDLNVREKILILIDSWQEALGGPGGKFPQYYAAYNELKAYGVEFPPREENSVPLFTPPQTQPIVHTPSAYEEAAVEASLESDPSGLSVSEIQTAEGLADVLTEMLGALDPKNPQAVKEEVIVDLVEQCRAYQKRVMILVNNTVDEDLLCKGLALNDDLQRVLRRHDDIANGTSAITVQPRETPVAPLMNVNHEDDESEDDFSHLARRSSKDPSQAQGRKTVDVKSEPMRITPTLAPPPSSRRPVSTDAGMVDYLSGERFESERSFGTAGSSPIAVSTNSNNVSSIPRSSPKPSSSAPPSDDLLNPRADDDFVNPTASLFTGKSNNGESDTKARSADHLPPAPWDAPPTTLPPPPARYNQRQQYFEKNVFGGGSSSYDSVVGQTKNLSINSSSPSKQEKPEDALFKDLVDFAKAKSSSSSNQSNRSF*

NbL14g18030.1 TOM1−like_protein_2 [MW = 56.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00333 Ribosomal protein S5, N−terminal domain PF03719 Ribosomal protein S5, C−terminal domain

Protein sequence:
MAERGGFGRGFGGRGGRGGDRGGRGRGGRRPRRETEEEKWVPVTKLGRLVKDNKIRSLEQIYLHSLPIKEFQIIDTLIGPSLKDEVMKIMPVQKQTRAGQRTRFKAFVVVGDGNGHVGLGVKCSKEVATAIRGAIILAKLSVIPVRRGYWGNKIGKPHTVPCKVTGKCGSVTVRMVPAPRGAGIVAARVPKKVLQFAGIEDVFTSSRGSTKTLGNFVKATFDCLMKTYGFLTPDFWKETRFTKSPFQEYADILSKPANKVIVYSTEEAPAPERVEA*

NbL14g17990.1 40S_ribosomal_protein_S2−3−like [MW = 30.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MTYRVAHHSTSDDSTKYRSVEEIEHWKTAKSPISRFRKWIQRNGWWNDENESELRGDTRNKVLQAMQAAEKVEKPPLTDLFTDVYDKVPLNLQEQHKFIRDAVKRSPKEYPSDVPI*

NbL14g17950.1 2−oxoisovalerate_dehydrogenase_subunit_alpha_1_mitochondrial−like [MW = 13.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
LKRLIVHLLLDHSNKYMTSFNKVYGPSPRTLILGLTAFFLSLGLIVFVVQNLLVGLSQVVFVIAEKESKKRREYSKKQLGLRGRKEVKEKTNAATMMNVDKKESDRNLPELSPPSVENHPPAPAAAPSRQPPKEPTAPPQMKQTPSTTVMIPSIDPNALFSGGGISFLTGNKSAKFSYGYASFKGKRASMEDFYETRISEVDGQMVAFFGVFDGHGGSRTAEYLKNNLFKNLIGHPDFIKDTKSAIVEAFKQTDADYLNEEKGQQKDAGSTASTAVLLGDRLVVANVGDSRVVACRDGSAIPLSIDHKPDRSDERERIEQAGGFIIWAGTWRVGGVLAVSRAFGDKLLKPYVVADPEIQEEEIDGVDFIIIASDGLWNVLSNKDAVAIVQAIKDAEAASRKLIEEAYSRGSSDNITCVVVRFESA*

NbL14g17870.1 probable_protein_phosphatase_2C_11 [MW = 46.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MRFSEMGTLWFCGLVIMSLVIGVKGYPEEDLVKALPGQPKVSFRQYAGYVDVDVKAGRSLFYYFVEAEVNPDHKPLTLWLNGGPGCSSIGGGAFTELGPFFPTGDGRGLRRNSKSWNKASNLLFVESPAGVGWSYSNTSSDYNTGDAKTAMDMHIFMMEWLKKFPAFRSRELYLTGESYAGHYIPQLAVALLDHNEHSKEYKFNIKGVAIGNPLLKLDRDVPATYEYFWSHGMISDEVGLAIMNQCDFEDYTFGSPHNVSHECNNAISEANDIIGEYINNYDVILDVCYPSIVEQELRLRKMATKMSVGVDVCMSYERRFYFNLPEVQKALHANRTNLAYSWSMCSSILNYSDVDGNINILPLFKRIIQNHIPVWIFSGDQDSVVPLLGSRTLVRELAHDMGFKITVPYGVWFHKGQVGGWQTEYGNILTFATVRGAAHMVPYAQPSRALHLFSSFIRGRRLPNNTRPSIED*

NbL14g17630.1 serine_carboxypeptidase−like_42 [MW − SP = 50.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10058 Predicted integral membrane zinc−ribbon metal−binding protein

Protein sequence:
MAAEPTKDHDDVADTEPATSTDNEAKTKKKKKKGFFSRMWNSLFRSGKDDFEKRLQHISKEEAAVIARINKRSLNWRRMNRHLIILSVLFEVIAVGYAIMTTRSLELNWKMRALRVLPMFLLPGFFFITYSALGSFTRMRERKDQKTLEKLRAERQAKIDELKEKTNYYITQQLIQRYDPDPAAKAAAATVLASKLGADTGLKFHVGDDTNLNVPTGKSNDVEVVQSTGLRNRKQGRSSSPESAVLDHHEAEMLQQAQLEGSGTMQHQQTVVEHYNPTGSSTQDGGWLSKIAALLVGEDPTQSYALICGNCHMHNGLARKEDFPYITYYCPHCHALNKSKQVDDRGSGTSTPNLGSTTVVADIDLVKQGGGSIPDKISASASGSPVAPPVATEGENIVSSTSNS*

NbL14g17590.1 uncharacterized_protein_At2g24330−like [MW = 44.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00995 Sec1 family

Protein sequence:
MVFVAAVREYINRMLQDISGMKVLILDSHTVSFVSVVYSQSELLKKEVFLVELVDSISMSKESMSHLKAVYFLRPISENIQHMRRQLANPRFGEYHLFFSNILKDTQLHMLADSDEHEVVQQLQEFYADFVALDPYHFTLNMASNHMYMLPAVVDPSALQQFSERVVDGISAVFLALKRRPIIRYSRTSDIAKRIAHEASKLMYQQESGLFDFRRTEVSPLLLIIDRRDDPVTPLLNQWTYQAMVHELIGIQDNKVNLKNVGKLPKDQQEVVLSSEQDAFFKTNMYDNFGDIGMNIKKMVDDFQQVAKSNQNIQTIEDMAKFVDNYPEYRKMQGNVSKHVTLVTEMSKIVEERKLMLVSQTEQELACNGGQGAAFEAVTTLLNNDNISDMDRLRLVMLYALRYEKESPVQLMQLFNKLASRSPKYKPGLVQFLLKQAGVDKRTGDLYGNRDLLNIARNMARGLKGVENVYTQHQPLLFQTMENITRGRLRDVDYPYVGNHFQQARPQEVVIFTVGGTTYEESRSVALQNSTNSGIRFILGGSALLNSKRFLRDLEEAQRIARTSTNMV*

NbL14g17580.1 vacuolar_protein_sorting−associated_protein_45_homolog [MW = 65.21 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 54 107 160 263

Protein length

Gel Slice

4.0 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 54 107 160 263

Pfam domains

Pfam Description
SP Sequon TM Domain PF00578 AhpC/TSA family

Protein sequence:
MAVIPTVTVTSTGARFTIAPAHVLLSLRRTLSSTATTASSSLSSLCYLKQGYYPLQRRRILPARKLVIRAARTESRGVSLGFRAPNFELTEPLTGKVWKLDDCEPYPALLVMFICNHCPFVIHLKKDIVKLSNFYMKKGLAVVAISSNSVVTHPQDGPEFMAEDAKLFKYPFPYLYDESQEVAKDFGAVCTPEFFLFKKDGRRPFELVYHGQFDDSRPSNNAPVTGRDLSLAIDCVLSGQPVSSNQKPSIGCSIKWHPGAKQ*

NbL14g17520.1 uncharacterized_LOC107768657 [MW = 29.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MGDAYWNQHRQAPLPQSAGLLKRPRSEYVPDLPPSGMSSAHEMHHYLGRDDDRGGPRVVDTQSIGSAYDRYLQSSQLSSLSVGEANNYKGVGLARAGVGGISSLPVRDPLPSARGPELAPNGRAMVLSGQMPVESLPRPRETLPLPPDASNTLYIEGLPADSSRREVAHIFRPFVGYKEVRLVRKESKHRGGDPLILCFVDFVDPACAATALSALQVLEVSRSEVWWLGESWEAINSIHQLFIYYFLLLRLNRLLLCTVTGICNSQLAQQRAVSKVTVLCTLLVFEVGGFSLQQPLKPVKLSC*

NbL14g17390.1 RNA−binding_protein_2−like [MW = 33.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13898 Domain of unknown function (DUF4205)

Protein sequence:
MADQEDEELKMALRMSMQKESPEPKRSKPGEEVVGAVGEEGESPEVKNRRLQRELMAAAAEKRMIVAAKNVAEPLAEKSGGSGSGVVECKDKSVNLVKGEDKNVNLVKGEKKIVNLGEELSVADANELFSLIFGCEVTRDILGQWTNQGIRFSPDPDTSMGLVQHEGGPCGVLAAIQAFVLKYLLFFPEELNIVSPSLSANVGLRRLADKESAGADIFSSLSEEKKSRALVRGMGEILFMCGSNRRVVIASLRILDGNLEASEGRSSDEVISKALEGLSLESGANLQKVLIINTYTSSVDALQRLEALLPVFRSRMGAMLFLISALLSRGMDSVQADRDDPSQPLVTAPFGHASQEIVNLLLSGEAVANVFDGRMDLGGGMFVKGISTTVEIGFLTLLESLNFCKVGLHLKCPKWPIWVVGSESHYTVLFALDTKVQEENELEGRETKIRRAFDAQDQSGGGGFISVEGFHQVLRETNVSLPADKLQNLCSSGYIVWSEFWQVLLDLDKSMGGLKDPSGLMGKKVFDLYHFNGIAKSVMNGNQVSSVNDFPVQRPRLTKLRVSVPPRWTPEEFMSSGPGTSDPTAGKDSVTEVSKPEPSQHAPLVDCIRTRWSRATCTWEGDAPSIV*

NbL14g17090.1 protein_FAM188A−like [MW = 68.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MDHSADAHRTDLMTITRFVLNEQSKHPESRGDFSILLSHIVLGCKFVCTAVNKAGLAKLLGLAGETNVQAKDQKKLDVLSNEVFIKALVSSGRTCILVSEEDEEATFVEPAKRGKYCVVFDPLDGSSNIDCGVSIGTIFGIYMIKDGHEPTLDDVLQPGKNMLAAGYCMYGSSCTLVLSTGSGVNGFTLDPSLGEFILTHPDIKIPKKGKIYSVNEGNAKNWDAPTSKYVQNCKYPTDGSSPKSLRYIGSMVADVHRTLLYGGIFLYPADKKSPNGKLRVLYEVFPMSFLMEQAGGQSFTGKQRALDLVPEKIHERAPIFLGSYDDVEEIKKLYAAEEQN*

NbL14g17080.1 fructose−16−bisphosphatase_cytosolic [MW = 37.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAFSTAAAGTGAGAGTLASSSTSCSSSTKLTYLSSLQFPRELRRLQIGNCGLKSNKRTSRLVPLVEAKKETFSSFEELLEKSEKPVLVDFYATWCGPCQFMVPILNEVGESMKDKIQVVKIDSEKYPALADKYKIQALPTFILFKDGEVCDRFEGALNAPSLIQRIESALEVKQ*

NbL14g16880.1 thioredoxin_Y1_chloroplastic−like [MW = 19.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02496 ABA/WDS induced protein

Protein sequence:
MAEEKKHHFGLFHHKDKEEDKTTYGETPYGGDTEKTTYGENTYEEKTSYGGGDNYGDNKYGEKPGNGESGYGEKTSYAEGGKYGDSGYEKKTTYGDSGYENKTSYGDSGYENKTGYGDIPSETTYGEKTNYGEGDTYGKAAAHSSETTNFEENTDDEGKTGEDYEKEKRHHKHLEHVGGLGAAAAGAFALILAWKFQHEKHKAEKDPEHAHKHKIEEEIAAAAAVGAGGFAFHEHHEKKEAKEEEEEAEGKKKHHFF*

NbL14g16810.1 stress_protein_DDR48−like [MW = 28.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05768 Glutaredoxin−like domain (DUF836)

Protein sequence:
MAAGLAIGLTAVRPQALGTKILSCQKTKWVFSPLAFSSSSSNSRKLILYSKPGCCLCDGLKEKLNAAFSLSTPHSLHDVQLQVRDITSNPEWEKAYQYEIPVLARVRPDGTEWSRLAVYSKARYGKGKRLENLEAAPRLYIV*

NbL14g16790.1 uncharacterized_LOC107797753 [MW = 15.74 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 39 77 115 189

Protein length

Gel Slice

4.0 5.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 39 77 115 189

Pfam domains

Pfam Description
SP Sequon TM Domain PF04752 ChaC−like protein

Protein sequence:
MVMWVFGYGSLIWKPGFNYDDRLVGFIKGYRRVFYQGSTDHRGTPEFPGRTATLEPAEGEICWGIAYKITKKEDQEVALTYLEVREKQYDKKAYVDLFTEPAASEPAVSGVLVYIGSSDKKVNQNYLGPASVEEIASQIVRAKGPSGPNRDYLFQLEKSLGLLGCEDKHVSDIAKEARRILSEEVTIS*

NbL14g16730.1 gamma−glutamylcyclotransferase_2−3 [MW = 21.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPSATQSPYLHTLLESARPFLRGELESIDRDLPSLVAVLRSVGAGECWHKHGSFLDHLIDIYKILKLWKAPNSVCLCGLFHSAYSNSYVNLAIFDPSTGRDTVRAHVGEAAERLIYLFCVVPRQPLIHDDLLFHYTDSQLIEHLKHSEVSLKNAKEKHLFNGDEPWRQKLQSILPADGITVKHIKTGEDVLVSRRLVAVFLLMTMADFSDQLFNFQDILFDNSSGRLEFSGNNSQITLWPGDGKPGLWMNSISRMGALYSLIVREEDIFIEQNGHVQGRDEEIELVIPPVFDTCRRVLDAELQKEARELYWEGVCEASKRGLDWAEERLLTSVEKNPFVGEPHVVLGQIYLSKGKYEEAEKEAEKGLRLILEWGSPWDKRMSWEGWVAWTRVLLMKAKEKSWPQHSWGILNLGLVTK*

NbL14g16700.1 uncharacterized_LOC104218264 [MW = 47.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01476 LysM domain

Protein sequence:
MLHFFFTIFLLLSSSCFIYQTTSKSTIEPCSNSDTCSSLVGYTLYTDLKVSEVASLFQTDPISLLTTNAIDISYPDVENHILPANLFLKVPVTCSCVDGIFKSAFVHYKTRPSDTLSLIADTVYGALVSADQIKEGNPTAVGSDPSVLNVGTNLWIPLPCTCFNGTDNNLPAIYMSYVVRPVDTLAGIAATYSTTLTDLMNVNALGSPAIKEGDILAIPLSACASSFPRFASDYALSVANGSYAITASHCVQCSCGPGSRNLYCMPASLAVSCSSMQCKNSNLMLGNVTVQQTGGGCNVTSCNYGGFVNGTIITTLSSSLQPRCPGPQQFPPLVVPPTSVGPDSMFAPAPSPSESGGAPMDGPHSSVVPASGSVIAFPPSGGPSGSASSAWSLNPLVSFPIAILLYLCVKYVISLPL*

NbL14g16690.1 lysM_domain−containing_GPI−anchored_protein_1−like [MW − SP = 40.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06485 RNA−binding protein Tab2/Atab2

Protein sequence:
VITSISADKSRPLISFDLTARIMPKYKWKRLHIIHLSTISSLLLENLAVMAALRCNPSRIRHPLLQTHKPISNFTCLTEFPFQSLSKFPKTKLKSVHSPSCSISEASSISSMLEAEEEDDDPTAELVYLDPEIDPQSISEWEIDFCSRPILDIRGKKLWELVVCDDSLSLQYTKYFPNNVINSITLKDALVSICDGLGVPLPDKIRFFRSQMQTIISRACNELGIKPVPSKRCLSLVLWLEDRYETVYTRHPGFQKGTKPLLALDNPFPMELPENLYGEKWAFVQLPFSAVREEVSNLETRLVFGASLDLDLLGIEIEDKTLIPGLAVATSRAKPLAAWMNGLEVCSIEADVARASLILSVGISTRYIYATYKKNPVSTSEAEAWEAAKKACGGLHFLAIQNDLNSDDCVGFWLLLDLPPPPV*

NbL14g16510.1 uncharacterized_LOC109217160 [MW = 47.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14870 Photosynthesis system II assembly factor YCF48

Protein sequence:
MACSCWNSIFTPLKPSYNTISSAAASPHNHHQLPRLVPRASASINRRQLIAETAAAIVLPPLLGAGISPLPAKADEVPLSEWERVYLPIDPGVVLLDIAFVPDDPTHGFLLGTRQTILETKDGGTTWVSRSIASAEEEDFNYRFNSISFKGKEGWIIGKPAILLYTSDAGETWQRIPLSSQLPGDMVYIKATGEESAEMVTDEGAIYVTSNKGYNWKAAIQETVSATLNRTVSSGISGASYYTGTFSTVNRSPDGRYVAVSSRGNFYLTWEPGQAYWQPHNRAVARRIQNMGWRADGGLWLLVRGGGLYLSKGTGLSEDFEEVSVQSRGFGILDVGYRSQDEAWAAGGSGILLKTNNGGKTWIRDKAADNIAANLYSVKFINDNQGFVLGNDGVLLKYLG*

NbL14g16250.1 photosystem_II_stability/assembly_factor_HCF136_chloroplastic [MW = 43.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MRSLIAHKLWNGISRRPLNPNSRRWYGLIPMVIEHSSRGERAYDIFSRLLKERIICINGPINDDTSHVVVAQLLFLESENPSKPIHMYLNSPGGAVTAGLAIYDTMQYIRSPINTICLGQAASMASLLLAAGAKGERRSLPNATIMIHQPSGGYSGQAKDMTIHTKQIVRVWDALNQLYSKHTGQPVEIIQKNMDRDYFMTAEEAKEFGIIDEVIDQRPMALVTDAIANEAKDKSSS*

NbL14g16220.1 ATP−dependent_Clp_protease_proteolytic_subunit_2_mitochondrial−like [MW = 26.41 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 69 137 205 273 341

Protein length

Gel Slice

3.7 5.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 69 137 205 273 341

Pfam domains

Pfam Description
SP Sequon TM Domain PF00549 CoA−ligase PF02629 CoA binding domain

Protein sequence:
MARQATRLVSKLSSKLSPNSPTISASPSSPLWHQYRYFGSPPPPPAIFVDKNTRVICQGITGKNGTFHTEQAIEYGTKMVGGVTPKKGGTEHLGLPVFNTVEEAKAETKANASVVYVPPPFAAAAIMEAMEAELDLVVCITEGIPQHDMVRVKAALKKQSKTRLIGPNCPGIIKPGECKIGIMPGYIHKPGRIGIVSRSGTLTYEAVFQTTAVGLGQSTCVGIGGDPFNGTNFVDCLEKFIADPQTEGIVLIGEIGGTAEEDAAALIKESGTQKPVVAFIAGLTAPPGRRMGHAGAIVSGGKGTAQDKIKALKEAGVTVCESPAKIGVTMLDVFKQRGLA*

NbL14g16170.1 succinate−−CoA_ligase_[ADP−forming]_subunit_alpha−2_mitochondrial [MW = 35.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MKSYAKFEGSSMNMSQQQITNTFYFLLSLSIFFWIPLSSFLIFIPKPRKFHFQKIDRGLRRKSHCSSRQMAASSGARILWQSNFTQCQRPTLVSSPSPRRCIPCSSSTATTIRMTVSVDEKQKTYTLQKSEEAFNKAKELMPGGVNSPVRAFKSVGGQPVVIDSVKGSHMWDIDGNEYIDYVGSWGPAIIGHADDEVLAALAETMKKGTSFGAPCLLENTLAEMVISAVPSIEMVRFVNSGTEACMGVLRLARAFTGRSKIIKFEGCYHGHADPFLVKAGSGVATLGLPDSPGVPKAATQDTLTAPYNDISAIKSLFDDNKGEIAAIILEPVVGNSGFIPPKLEFLDVLRDITKENGALLIFDEVMTGFRLAYGGAQEYFGITPDLTTLGKIIGGGLPVGAYGGRRDIMQMVAPAGPMYQAGTLSGNPLAMTAGINTLKRLKQPGAYEHLDKITGELIQGILDAGKKTGHAMCGGYISGMFGFFFTHGPVHNFSDAKKSDAAKFAKFYRGMLEEGVYLAPSQFEAGFTSLAHTVEDIQQTIAAAEKVLRQL*

NbL14g16110.1 glutamate−1−semialdehyde_21−aminomutase_chloroplastic−like [MW = 59.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family PF02897 Prolyl oligopeptidase, N−terminal beta−propeller domain

Protein sequence:
AILALSPFTNQNTLRMIQCVGRALFGVLVSTPAITTRTKLSIPFHSRSCSTFSQRAMANTIPSAKKVRHEMEMFGDVRVDNYYWLRDDSRSDPEVLSYLHQENAYTDSVMSGTKQLEDRIYTEIRGRIKEDDISAPSRRGPYYYYRRNLEGKEYVQHCRCSVPASTAPTSVYDTMPTGPDAPPEHIILDENVKALEHTYYSIGSFKVSPNNKLVAYTEDTKGDEIYTVYIIDAESGILVGKPLVGAITSYLEWAGDEALVYVTMDEILRPDKVWLHKLGTNQSDDSCLYHEKDETFSLDLQASESKKYLFVASESKITRFVFYLDTSKPENGLLVLTPRMTGIDTSASHRGNHFFIQRRSDECFNSELLACPVENISATSVILPHRPSVKLQDIQLFTDHLAVHERENGLPRITVYRLPAVGEPLERLQGGRAVDFVDPVYSADPLESEFESSVLRFSYSSMRTPLSVYDYDMDTGVSVLKKIETVLGGFDASNYVTERQRATASDGVQIPISIIYRKNLVKLDGADPLLLYGYGSYEICIDPTFKASRLSLLDRGFIYAIAHIRGGGEMGRQWYENGKLLKKKNTFTDFIACAEYLIDKKYCSKEKLCINGRSAGGLLIGAVVNMRPDLFKAAVAGVPFVDVVTTMLDPTIPLTTSEWEEWGDPRKEEFYSYIKSYSPVDNVKAQNYPDILVTAGLNDPRVMYSEPAKFVAKLRDMKTDDNLLLFKCEMGAGHFSKSGRFEKLQEDAFTYTFILNALKMLGSDQQ*

NbL14g16020.1 protease_2 [MW = 86.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
PIFAISYSPSLLVSLQDPESLISSLSSLSLSVVSNHQLRKSLLKKIYRRLSLAAMASKAATDVPMKGGFSFDLCRRNEMLVNKGLRGPSFLKTGTTIVGLIFQDGVILGADTRATEGPIVADKNCEKIHYMAPNIYCCGAGTAADTEAVTDMVSSQLKLHRYHTGRESRVVTALTLLKTHLFSYQGYVSAALVLGGVDVTGPHLHTIYPHGSTDTLPYATMGSGSLAAMAIFESKYREGLSKDEGIKLVAEAILSGVFNDLGSGSNVDICIITKGNTEYLRNHMLPNPRTYPQKGYSFPKRTEVLLTKITPLRERVEVIEGGDAMEE*

NbL14g15810.1 proteasome_subunit_beta_type−7−A−like [MW = 35.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain PF13793 N−terminal domain of ribose phosphate pyrophosphokinase

Protein sequence:
MSATTPPSPSPPVFSSHCSKPLDKFHNSTFILSRSFKRNKDFSIRCEFESNQRWTVGCVSATDPIHIILKPPSIPMSAAAALRPAGKHSKRVCLFYCDEMKDLAERIASQSDAIELRSITWRTFEDGFPNLFISNAHGIRGQHAAFLASFSSPGVIFEQLSVIYALPKLFVSSFTLVLPFFPTGTSERMEDEGDVATAFTLARILSNIPVPRGGPTSLVTFDIHALQERFYFGDNILPCFESGIPLLLNRLQQLPDSDNISLAFPDDGAWKRFHKQLQHFPMIVCAKVREGDQRIVRIKEGDPAGRHVVIVDDLVQSGGTLTECQKVLARHGAQKISAYVTHGIFPNRSWQRFNHDKGGSPESGMTYFWITDSCPRTVKEVKDRKPFEVLSLAAPIAAALQI*

NbL14g15730.1 ribose−phosphate_pyrophosphokinase_4−like [MW = 44.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKALLYPDPLISPVPITKTRPFLNPQTSVRIPFKRVDYWVGKSSYSAINAVLDSASIDEQEPEIKNPSLSTSYRNSELPKPNQTVLEAQTKVCTGPTQTRPLTEEHAFKVLDTILKSAKGELKDEEPVSKAQLGAFFSAMTIRANAFPEPTQWSEGERRAMNHYWPQLIRVLPQDTIFIADPEGSIMGVGSSIGPQFVGNGTAEMRLVGALREVLAGGHLGYEEVQGVLKDVLPLKAGEMESSSVSESLFSAFMIGQRMNRETDRELKAYCLAFDNELGPAPVADVNSLTHYGEPYDGNTRYFRSTLFVAAVRSCYGESCLLHGVDWMPPKGGITEEQMLMFMGANTHLTPSQARRLLEDDEVGFAYISQREARPSLYSLIGLREHIKKRPPLATAEKVQQIVRARGKEAIVAGFYHEGYEEPLLMLMRRRGVHAGLVVKGEEGALSMTTRLRTANASKGFPVNYCSGFRSMNLAPACAVDGTCLPYCVSRESFNIEVNAKDYGFAPTDTPRTDRSVAKNIELGLAALRGEKGPAYDRIVLNAGMIDHLLGSDGAQDISAAFDRAREAIDSGKALTRFLNYIKTSNKVIS*

NbL14g15720.1 uncharacterized_LOC104221143 [MW = 64.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08442 ATP−grasp domain PF16114 ATP citrate lyase citrate−binding

Protein sequence:
MARKKIREYDSKRLLKEHFKRLAGYDLAIKSAQVTESTDLNELVEKEPWVSSTKLVVKPDMLFGKRGKSGLVALNLDLAEVASFVKERLGKEVEMSGCKGPITTFIVEPFVPHNEEFYLNIVSERLGCSVSFSECGGIDIEENWDKVKTIFLPTGTSFTSEICAPLVATLPLEIKGVIEEFLKVVYTLFQDLDFTFLEMNPFTLVEGKPYPLDMRGELDDTAAFKNFKKWGNIEFPLPFGRVMSATESFIHGLDEKTSASLKFTVLNPKGRIWTMVAGGGASVIYADTVGDLGYASELGNYAEYSGAPNEEEVLQYARVVIDCATADPDGRKRALVIGGGIANFTDVAATFSGIIRALKEKESKLKAARMHIYVRRGGPNYQKGLTKMRSLGEEIGIPIEVYGPEATMTGICKQAIECITAAA*

NbL14g15690.1 ATP−citrate_synthase_alpha_chain_protein_2 [MW = 46.61 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF01805 Surp module
PF12230 Pre−mRNA splicing factor PRP21 like protein

Protein sequence:
MLSTTPILPLPAPPLDGNLGPTPPAQVVEEPKDDNMEENEEDNNKANNVPTSVATHTRTIGIIYPPPDIRSIVDKTAQFVAKNGPEFEKRIVLNNAGNAKFNFLSASDPYHAYYQHRLAEARAQNRASGEQPTQTADQEAAPAPPTADGAEATARPDPSAQFRPVRRVLEPPEAEQYTVRLPEGITGEELDIIKLTAQFVARNGKSFLTGLTSREINNPQFHFLKPTHSMFMFFTSLADAYSKVLMPPKGLMDKLRKSATDMTTVLERCLHRLEWEKSQEQARQKAEDEIEQERLQMAMIDWHDFVVVETIDFADDEDQDLPPPMTLEEVIRRSKMPTLEEEEYVEPGKEVEMEMDEEEVQLVEEGMRAATLQENGDVKSAEAMGIAEEQDPPMRIVKNWKRPEERIPTESDPTKYVVSPITGELIPINEMSEHMRISLIDPKYKEQKDRMFAKIKETTLAQDDEISRNIVGLARTRPDIFGTTEEEVSNAVKAEIEKKKEEPKQVIWDGHTGSIGRTASQAMSQNTNADDQNDAANDERNLPGPQAPPPPRPGFPSVRPLPPPPGLALNIPRPPNTVQYSTSTGAGVAALPSPRPPMVNMIPQVRPPPPPMPQMLGQQNLMVNRPPMPPSMAMNSHGHPIPPPPGSQFTPLGAPRAFVPLPMSQPGMSMVPPPPIPLGMPPPPPLEEAPPLPEEPEPKRQKLDESVLIPEEQFLAQHSGPARIIVSVPNTDEGNLKGQVLEITVQSLSESIASLKEKISGEVQLPANKQKLSGKAGFLKDNLSLAYYNVASGETLSLSLRERGGRKR*

NbL14g15560.1 probable_splicing_factor_3A_subunit_1 [MW = 89.33 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 25 49 73 97 120

Protein length

Gel Slice

4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 25 49 73 97 120

Pfam domains

Pfam Description
SP Sequon TM Domain PF02704 Gibberellin regulated protein

Protein sequence:
ASQSFTFNCLFYKFSFTFLSDISHLNDYQAKIIVSPAPQPQPPSTSPMYGTTPGSLHPQECLPKCTYRCSKTQYKKPCMFFCQKCCSKCLCVPPGTYGNKQFCPCYNNWKTKRGGPKCP*

NbL14g15350.1 protein_GAST1 [MW = 13.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01090 Ribosomal protein S19e

Protein sequence:
LTGAAVAAEPKMEPARNVKDVSPHEFVKAYAAHLKRSGKMELPEWTDIVKTGKLKELAPYDPDWYYIRAASMARKIYLRGGLGVGGFRRIYGGNQRNGSRPRHFCKSSGSVARNILQQLQNMNIIDFDPKGGRRITSNGQRDLDHCIRQDQDRRLNLKP*

NbL14g15310.1 40S_ribosomal_protein_S19−3−like [MW = 17.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00756 Putative esterase

Protein sequence:
METKPTEISSSKMFGGYNKRYKHLSQTLGCSMNFHIFFPPSTSPSHKFPVLYFLSGLTCTDENFIAKSGAQRAASSEGVALIVPDTSPRGLNVEGESDSWDFGVGAGFYLNATKEKWKNWRMYDYVVKELPSLLLENFPELDTSRASIFGHSMGGHGALTVYLKNLDKYKSVSAFAPIANPINCPWGLKAFTNYLGENKADWEEYDATCLVSRFNNVSATILIDQGEDDKFLKDQLLPHKFEEACKKVGVPLLVRLQPGYDHSYYFIATFIDDHIRHHAQALNL*

NbL14g15290.1 S−formylglutathione_hydrolase [MW = 31.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF08799 pre−mRNA processing factor 4 (PRP4) like

Protein sequence:
SFIFSSLINPPYCPPPDRHCTANPPLLVNTWRHLPASSGMDAEEEIPASTAEPSTLVGDNSTVVSAIGAINLQPVPPVAPTVILPPVVPAIAPRPAVPTPIPPPLAPLPVRPPVLRPPVAQNGEVQASDSDSDEEMGSDRGTGGSVQEYEISEESRIVRERQEKAMQELLMKRRAAALAVPTNDMAVRARLRRLGEPITLFGEREMERRDRLRMLMARLDAEGQLEKLMKAHEDEEAAASAAPAEEEDIQYPFYTEGSKALLDARVEITKYSLVKSALRLHRARRKRDDPDEDVDAEVDWALKQAGSLALDCSEIGDDRPLWGCSLSHDGKMLATCSLSGIAKLWSMPQVQKLSTLKGHTERATDVVFSPTSNYLATASADRTAKLWNSEGSLLRTFEGHLDRVARIAFHPCGKYLGTASFDKTWRLWDVESGEELLLQEGHSRGVYGLSFHHDGSLVASCGLDALVRVWDLRSGRSILALEGHVKPVLGVSFSPNGYHLASGGEDNTCRIWDLRQRKSLYIIPAHSNLISQVKFEPQEGYFLVTSSYDTTAKVWSSRDFKPVKTLSGHEAKVTSLDVAGGKFHLSSRYSYLFEERNSIFKEFKKYMDLANMFYLIGTKPAIPLNGIVVFVSYTD*

NbL14g15180.1 U4/U6_small_nuclear_ribonucleoprotein_PRP4−like_protein [MW = 70.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00689 Cation transporting ATPase, C−terminus
PF00690 Cation transporter/ATPase, N−terminus

PF00702 haloacid dehalogenase−like hydrolase
PF12515 Ca2+−ATPase N terminal autoinhibitory domain

Protein sequence:
MSLLEPEAFDLPAKYPSEATQRRWRDAVSLVKNRRRRFRYAPNLEKREEAKELMEKTREKIRVGFMAYMAALKFIDAGDHGRPSDQVREDVGAELAKDLPEEARDAGFGINPDKLASIVGSYDIKTLNKLGGVEGLAGKLKVSSNEGVKSSDVPVRQNIYGSNKFTEKPFRSFWTFVWEALHDLTLVILIVCAVVSIGVGLATEGWPKGTYDGLGILLSIFLVVFVTAVSDYRQSLQFRDLDKEKKKISIQVTRDGSRQKVSIYDLVVGDVVHLSIGDLVPADGIFISGYSLLIDQSSLSGESVPVSIYEKRPFLLSGTKVQDGSAKMLVTTVGMRTEWGKLMETLSEGGEDETPLQVKLNGVATIIGKIGLGFAVVTFLVLIVRYLVDKANHHQFTEWSSSDALTLLNYFATAVTIIVVAVPEGLPLAVTLSLAFAMKKLMDNKALVRHLSACETMGSASCICTDKTGTLTTNHMVVNKIWICGKAKKVENDAGGDAITDISESALDFLLQAIFHNTGAEVVKGKDGKKSVLGTPTESAILECGLLLGDIDDKKRDCNMLKVEPFNSAKKRMSVLVALPDGNTRAFCKGASEIVLKMCDRFIDSNGEIVDMSEEQVTNIMDVIKEFAGEALRTLCLAFKDIEDGYQENNIPDSGYTLVAVVGIKDPVRPGVKEAVKTCLAAGITVRMVTGDNINTAIAIAKECGILTADGLAIEGPEFRNKSPDEMRQILPRIQVMARSSPTDKHVLVKNLRGMFREVVAVTGDGTNDAPALHESDTGLAMGIAGTEVAKESADIIVLDDNFRTIVNVAKWGRSVYINIQKFVQFQLTVNVVALMINFISACASGSAPLTAVQLLWVNLIMDTLGALALATEPPHDGLMSRPPVGRDVSFITKTMWRNIIGHSIYQLAILLTFNFAGKQILRLEGSDATKIQNTFIFNTFVFCQVFNEINSRDMDKINIFRGIFSSWIFLGVMFATVVFQVIIIEFLGTFASTTPLSWQLWLISVLIGAASLIVAVILKLIPVEKETSKHHDGYDLLPSGPELA*

NbL14g15110.1 putative_calcium−transporting_ATPase_11_plasma_membrane−type [MW = 114.28 kDa]
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1 191 381 571 761 952

Pfam domains

Pfam Description
SP Sequon TM Domain PF00626 Gelsolin repeat PF02209 Villin headpiece domain

Protein sequence:
MSSSAKALDPAFQGAGQRVGTEIWRIEDFQPVPLPKSDYGKFYSGDSYIILQTTSGKGGAYLYDIHFWLGKDTSQDEAGTAAIKTVELDAVLGGRAVQYREIQGHESDKFLSYFKPCIIPLEGGIASGFKKPEEEEFETRLYICKGKRVVRMKQVPFSRSSLNHDDVFILDTKDKIYQFNGANSNIQERAKPLEIIQFLKEKYHEGTCDVAIVDDGNLQAESDSGSFWVLFGGFAPISKKVVTDDDIIPEKTPPKLYSINGQVSPMDGELSKSSLENNKCYLLDCGAEVFVWVGRVTQLEERKAAIQTAEEYLVSQNRPKATHVTRVIQGYEPHSFKSNFDSWPSGSAPAPEEGRGKVAALLKQQGVGVKGASKSAPVVEEVPPLLEGGGKLEVWRINGSAKTPVPKEDIGKFYSGDCYVVLYNYHSHDRREDYYLCWWIGKDSIEEDQSMAARLASTMCNSLKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSVALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSLFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFWFALGGKQSYTSKKVAPEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDVLLLDTHAEVFVWIGQSADSKEKQSAFDIGQKYVEMAASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKASAHGNSFQKKVMLLFGVGHASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSTSATRPAGTSSASQRAAAIAALSGVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPAAENDLSTAEVQDSEKASEPTEIVEPAESNGSEPKPEAEQDEGGNESGQAIFSYEQLKAKSDNPVTGIDFKRREAYLSDEEFESVLGMKKEAFYKLPKWKQDMYKRKVDLF*

NbL14g14920.1 villin−3−like [MW = 104.22 kDa]
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1 278 555 832 1383

Pfam domains

Pfam Description
SP Sequon TM Domain PF02514 CobN/Magnesium Chelatase PF11965 Domain of unknown function (DUF3479)

Protein sequence:
MASLVSSPFTLPNSKVEHLSSISQKHYFLHSFLPKKTNPTYSKSPKKFQCNAIGNGLFTQTTQEVRRIVPENTQGLATVKIVYVVLEAQYQASLTAAVQTLNKNGKFASFEVVGYLVEELRDENTYKMLCKDLEDANVFIGSLIFVEELALKVKSAVEKERDRLDAVLVFPSMPEVMRLNKLGSFSMSQLGQSKSPFFELFKKKKSSSAGFSDQMLKLVRTLPKVLKYLPSDKAQDARLYILSLQFWLGGSPDNLVNFLKMISGSYVPALKGMKIDYSDPVLYLDSGIWHPLAPCMYDDVKEYLNWYATRRDTNEKLKSSNAPVVGLVLQRSHIVTGDESHYVAVIMELEAKGAKVIPIFAGGLDFSGPVERYFIDPITKKPFVNSVISLTGFALVGGPARQDHPRAIEALMKLDVPYIVALPLVFQTTEEWLNSTLGLHPIQVALQVALPELDGGMEPIVFSGRDPRTGKSHALHKRVEQLCTRAIKWGELKRKTKAEKRLAITVFSFPPDKGNVGTAAYLNVFASIYSVLKDLKKDGYNVEGLPDTSAELIEEVIHDKEAQFSSPNLNIAYKMSVREYQKLTPYATALEENWGKAPGNLNSDGENLLVYGKQYGNVFIGVQPTFGYEGDPMRLLFSKSASPHHGFAAYYSFVEKIFKADAVLHFGTHGSLEFMPGKQVGMSDACFPDSLIGNIPNVYYYAANNPSEATIAKRRSYANTISYLTPPAENAGLYKGLKQLSELISSYQSLKDSGRGQQIVNSIISTARQCNLDKDVDLPEEGEEISAKERDLVVGKVYSKIMEIESRLLPCGLHIIGEPPTAMEAVATLVNIAALDRPEEGISALPSILAATVGRSIEEIYRGNDQGILRDVELLRQITEASRGAISAFVERTTNNKGQVVNVNDKLTSILGFGINEPWIQYLSNTQFYRADREKLRVLFQFLGECLKLIVANNEVGSLKQALEGKYVEPGPGGDPIRNPKVLPTGKNIHALDPQAIPTVAAVQSAKVVVERLLERQKADNGGKYPETVALVLWGTDNIKTYGESLAQVMWMIGVRPVTDSLGRVNRVEPVSLEELGRPRVDVVVNCSGVFRDLFINQMNLLDRAVKMVAELDEPEDQNYVRKHALEQAKTLGVDVREAATRIFSNASGSYSSNINLAVENSTWNDEKQLQDMYLSRKSFAFDCDAPGVGMTEKRKVFEMALSTADATFQNLDSSEISLTDVSHYFDSDPTNLVQNLRKDGKKPSAYIADTTTANAQVRTLSETVRLDARTKLLNPKWYEGMLSTGYEGVREIEKRLTNTVGWSATSGQVDNWVYEEANTTFIQDLEMLNRLMNTNPNSFRKLLQTFLEANGRGYWETSEENIEKLKQLYSEVEDKIEGIDR*

NbL14g14900.1 magnesium−chelatase_subunit_ChlH_chloroplastic−like [MW = 153.8 kDa]
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Peptide counts over 4 repeats

1 196 391 586 781 976

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00675 Insulinase (Peptidase family M16)

PF05193 Peptidase M16 inactive domain
PF16187 Middle or third domain of peptidase_M16

Protein sequence:
MAVGTVEEPVEIFKARSDKREYRRIVLQNCLEVLLISDPETDKCAASMDVPVGYYSDPKGLEGLAHFLEHMLFYASEKYPVENSYSKYITQHGGSTNAFTSSENTNFHFDINSDCFEEALDRFAQFFVKPLMSPDATIREIKAVDSENQNNLLSDGHRVYQLQKHLSAKDHPYHKFGTGSWDTLEVQPKARGLNTREELLKFYEENYSANLMHLVVYAKDCLDKAQTLVQSIFQEVPNTNRSYSPVTDQPCKSEHLQILVRAVPVKQGHRLRIVWPIIPGVIYYKEGPSIYLSHLIGHEGEGSLFYILKKLGWATSLSAGESSGGHHFSFFEVYIHLTDAGHDHFEDVVALLFKYVDLLRQAGACKWIFDELSAMSETDFHYQDKNSAIDYVVYVASNMQFYPPMDWLVGSSLPSRFSPDIIEAVLNELTPQNVRIFWVSTKFDGHTNSMEPWYGTAYSVEKITSSMIEQWMEKAPDGNLHLPVPNMFVPTDLSIKTVSNKMNFPVLLRKSPYSRLWYKPDTLFSMPKGYIIIDFSCPQSRSSPESIVLSSIFIRLLMDYLNEYAYYAEIAGLGYWISSHYNGFQVTVTGYNHKMRVLLEKVIDKITNFKVEPDRFFVIKELFTKQYQNFKFQQPYEQALYYCSLILREHAWSWKDELEVLPNLEVDDLVKFYPLLLSRTFLECYIAGNIDSKEAVSMIQHIEDAFYKGAQPLSRALFASEHPSSRIIKLEESTNYFYAAEGLNTSDENSALVHYIQTHPDEYIKNVKRQLFVLIAKQPAFDQLRSVEQLGYITSLSRTSDAGVCGMQLIVQSSVKNPRYIELRFQAFLKMLESQLHDMSDDEFKRKVNALIDIKLEKFKNLSEETNFFWWEISGGTLRFDRIENEVAALKLITKTDLIDFFNKYVNVGAPKRKSLSLQVFGSSHSSQFKAEKVDPVEPNVIQIEDIFSFRRSRPLYPSFRGDTSRLKAHDAEHQ*

NbL14g14870.1 zinc−metallopeptidase_peroxisomal−like [MW = 112.34 kDa]
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1 161 321 481 641 801

Pfam domains

Pfam Description
SP Sequon TM Domain PF05193 Peptidase M16 inactive domain PF16187 Middle or third domain of peptidase_M16

Protein sequence:
MITSLIMCIGSWDTLEVRPKERGIDTRQELLKFYSENYSANLMHLVIYSKDSLDKAEQLVRGKFQDIPNIDRNQIRFTGQPCTTEHLQIVVRAVPIKQGHKLKIVWPVTPGIRHYKEGPTRYLGHLIGHEGEGSLFYILKKLGWATSLSAGESDWTAEFSFFKVGIELTDAGQEHFEDIMGLLFKYIHLLQQAGGCKWIFEELSAICETAFHYQDKIRPSDYVVNVAMNMQHYPPEDWLVGSSLPSKFNPSVIQSFLNELNPDNVRIFWESTKFEGNTSMTEPWYGTAYSIEKVSGATIQHWMEQAPSEELHLPAPNVFIPTDLSLKPVFEKTKVPVLLRKSPYSRLWYKPDTAFSSPKAYVMIDFSCPYCGHSPEAEVLTEIFTRLLMDYLNEYAYHAQVAGLHYGINKTNNGFQLTLFGYNDKLRVLLEAVVEKIAKFEVKPDRFSVIQELVTKQFQNYKFQQPYQQAMCYCSLLLQENTWPWTDELEVLPHLKADDLVKFYPLLLARSFLECYVAGNIEQAEAESMTQLIEDVFFKGPQPISKPLFASQHLTNRVVNLERGVNYFYAAEGLNPNDENSSLLHYIQVHQDDFTLNVKLQLFALIAKQPAFHQLRSVEQLGYITVLMQRSDSGVHGVQFIIQSTAKDPKCIDSRVELFLKMFESKLYEMTSDEFKSNVNALIDMKLEKHKNLREESRFYWREISDATLRFDRRDREIEALKQLTQKELTDFFDEYIKAGVPQKKALSVRVYGSSHSSQFQEHKNEQIEPNAVQIEDIFSFRRSRPLYGSFKGGFGHVRL*

NbL14g14850.1 insulin−degrading_enzyme−like_1_peroxisomal [MW = 92.47 kDa]
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1 127 253 379 629

Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MQRIKMGFFMRILVFFCWMILVKAEYMTYKDPNKPFGRRIKDLMSRMTLEEKIGQMIQIDRTVATPEAMKKYYIGSVLSGGGSVPKKEASAENWIDMINGFQKGSLSTRLGIPMIYGIDAVHGNNNVYKATIFPHNVGLGVTRDPQLIKKIGAATALEARATGIPYVFAPCLAVCRDPRWGRCYESYSEDPNIVRAMSEMVPGLQGDVPSNGRLGVPFVANKQKVAACAKHYVGDGGTVKGINENNTIIDRHGLLSIHMAGYYNSIIKGVATVMVSYSSWNGVRMHDNRELVTGFLKGTLRFRGFVISDWAGIDKLTYPWHANYTYSILEGVNAGIDMVMLPYNTTEFIDGLTYLVKNNFVSMSRIDDAVKRILRVKFQMGLFESPLADYSMVKYLGSAEHRELAREAVRRSLVLLKNGANADEPVLPLPKKTSSILVAGIHANNMGYQCGGWTITWQGLSGNTTIGTTILSAIENTVDPETKVVFKENPDSEFIKSNNFSYAIVVVGETPYAEGSGDTLNLTIPAPGPDTMTTVCASVKCVVVLLTGRPVVIQPYLAQIDALVAAWLPGTEGHGVADVLFGDYGFTGKLARTWFKTVDQLPMNVGDSHYDPLFPFGFGLTTEPTRAY*

NbL14g14740.1 beta−glucosidase_BoGH3B−like [MW − SP = 66.15 kDa]
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1 153 305 457 759

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01078 Magnesium chelatase, subunit ChlI

PF13519 von Willebrand factor type A domain
PF17863 AAA lid domain

Protein sequence:
MGFYSTSTVPQTLLPNSQSSTFFTYLKPCPILSSTYLRPKRLNFRLRINATATIDSPNGAVAVVEPEKQSEKISFGRQYFPLAAVIGQDAIKTALLLGAIDREIGGIAISGKRGTAKTVMARGLHAILPPIEVVVGSMANADPNCSDEWEDGLADRAEYVSDGNIKTQIVKSPFVQIPLGVTEDRLIGSVDVEESVKSGTTVFQPGLLAEAHRGVLYVDEINLLDEGISNLLLNVLTEGVNIVEREGISFRHPCKPLLIATYNPEEGAVREHLLDRIAINLSADLPMSFDDRVAAVDIATRFQECSNEVFKMVDEETDSAKTQIILAREYLKDVTISRDQLKYLVMEAIRGGCQGHRAELYAARVAKCLAAIDGREKVGVDELKKAVELVILPRSTIVENPPDQQNQQPPPPPPPPQNQDSSEEQNEEEEKEEEDQEDQKDEENEQQQPQVPDEFIFDAEGGLVDEKLLFFAQQAQRRKGKAGRAKNVIFSEDRGRYIKPMLPKGPVKRLAVDATLRAAAPYQKLRRAKDVQKTRKVYVEKTDMRAKRMARKAGALVIFVVDASGSMALNRMQNAKGAALKLLAESYTSRDQVCIIPFRGDAAEVLLPPSRSISMARNRLERLPCGGGSPLAHGLTTAVRVGMNAEKSGDVGRIMIVAITDGRANISLKRSTDPEAETSDAPRPSSQELKDEILEVAGKIYKAGMSLLVIDTENKFVSTGFAKEIARVAQVLLFTKCFRCCDICSNKGCIISIKGILT*

NbL14g14640.1 magnesium−chelatase_subunit_ChlD_chloroplastic [MW = 83.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MEKFLPYVICLSLLFLDSCYCSINVEQLRDKIIYLPGQPANVEFNQYSGYVTVNEQAGRALFYWLIESSMSRNPEKRPLILWLNGGPGCSSVAYGAAEEIGPFHINSDGKTLYLNPYSWNNLANLLFLESPSGVGFSYTNTSSDLYNAGDQRTAEDTYQFLVKWFERFPQYKHREFYIAGESYAGHYVPQLSQLVYRRNKGIKNPIINFKGFMVGNAVTDDYHDYIGTFEYWWTHGLISDSTYKLLQITCDKGSSEHPSTDCTKALLLAEQEQGNIDPYSIYTRPCASTSSLRRNLRGHYPWMSRAYDPCTARYSEVYFNLPEVQKAFHANVTKVAYPWKTCSDIVGNYWADSPLSMLPIYQELIAAGLRIWVFSGDTDSVVPVTATRYSIDALKLPTITKWYPWYDNKKVGGWSQVYKGLTLVTVTGAGHEVPLHRPRQAFILLRSFLENKPMPS*

NbL14g14490.1 serine_carboxypeptidase−like_27 [MW − SP = 49.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MNVVASPLQVPYCCCTKSLSIKRNPKCVASASGATSLVIEDTIQGQASTSMETPKTQAVTARRLILLRHAKSSWENRSIRDHDRPLSRAGQLDAIKVSQKLLKLGWIPELILSSDALRTRETLTIMQEQVQAFSEAEIHFISSFYSVAAMDGQTAEHLKQAICKYSRDEILTVMCMGHNRGWEEAASMLSGVSVELKTSNAALLEATGKSWEEIAPIASIFSTGICISDKAKKILESRGPKIKAFSLAGPGGWKLQGLVKPDTSV*

NbL14g14480.1 uncharacterized_LOC109211791 [MW = 28.85 kDa]
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1 86 171 256 341 425

Pfam domains

Pfam Description
SP Sequon TM Domain PF00498 FHA domain

Protein sequence:
MYGRSGLDRFKKAQSLEPFQVSANSAAKPALQPTTNAVTHPFPAYAQSATSHQQSQYINPQPALQKSVAADATTSTVPTHHVTHGGGQSTWQPPDWAIEPRPGVYYLEVIKDGEVLDRINLDKRRHIFGRQFHTCDFVLDHQSVSRQHAAVIPHKNGSIYVIDLGSAHGTFVANERLTKDSPVELEAGQSLKFAASTRTYILRKNNGALFPPPRQPAEIDLPPPPDPSDEEAVLAYNTFLNRYGLMRPDSLSKSTLSTSGEDVNHLSERRAKRIRRTSVSFKDQVGGELVEVVGISDGADVETEPGPLGVKEGSLVGKYESLIETTVIPKGKEQSSVKDATVTQTGVTDKLKQVLNKVKNPPKGGIYDDLYGESAPAKVGSWAYSDSSQTASTNDAKRDSPGSLGRISGNISSNVDDDTDDLFG*

NbL14g14370.1 nuclear_inhibitor_of_protein_phosphatase_1 [MW = 45.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04051 Transport protein particle (TRAPP) component

Protein sequence:
MIGVGKMKQCTNVLERPLSKGKQEVSLSGFAFLFSELAQYNQTQVDNITELERRLEDAGYAVGARILELLCHREKGNRRETRLLGILSFVHSTVWKVLFGKVADSLEKGTEHEDEYMISEKELLVNRFISIPKDMGAFNCGSFVAGIVRGVLENAGFPAVVTAHFVPVEGQQRPRTTILIKFAEEVLRREARLG*

NbL14g14310.1 trafficking_protein_particle_complex_subunit_5 [MW = 21.75 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 52 103 154 205 255

Protein length

Gel Slice

4.6 6.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 52 103 154 205 255

Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
IFVIFSLLFRYPPTHAFVRIITTTMASTSLLLPLSSVFSKSSSKNRYQTIGSSQIQSGVTRKWVQASMGTVEDAEGYNLTKRRDLLIGMGFCGVSSFLVGSSSNAEAAGLPPEEKPKLCDATCEKELENVPMVTTESGLQYKDIKVGGGPSPPVGFQVAANCVAMVPSGQIFDSSLEKGQLYIFRVGAGQVIKGLDEGILSMKVGGKRRLYIPGSLAFPKGLTSAPGRPRVAPNSPVIFDVSLEYIPGLEYDEE*

NbL14g14300.1 peptidyl−prolyl_cis−trans_isomerase_FKBP16−3_chloroplastic [MW = 27.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MEKIGKRFEGKVVIVTASTQGIGFSIAERLALEGASVVISSRKQKNVDEAVKTLSERGIEVFGLVCHVSNAQQRKNLIERTIQKYGKLDVIVSNAAVNPSVDAILETKESVLDKLWDINVKASILLLQDAAPYLKKGSSVVLISSISGYSPPASMGMYGVTKTALLGLTKALASEMSPDTRVNCVAPGFVPTHFADFITQNEHVRREIEGKTLLNRLGTTQDMAAAVAYLASDDAAYVTGETLVVAGGMPSRL*

NbL14g14100.1 tropinone_reductase−like_3 [MW = 27.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF13865 C−terminal duplication domain of Friend of PRMT1

Protein sequence:
MASLDMTLDDMIKSRRNTERGGRGQGRARRGRGGSFRGGRTTGAPRKVPLGVNARPSANRIAKSFRRTKNLPWQNGNGLFEDSLRAAGISSGLESGTKVYVSNLDVGVTNSDIRELFSEIGELIRYAIHYDKNGRPSGAAEVVFARRSDAYQALKRYNNVQLDGKPMKIEVVAPPTDMPLSARVDVGRGSGRRTVVMTPGSARGRGAAPAANRGSSQRGRGGFGTASGRGRSRGHGGGRGRGGRGRKNGVEKSAEELDKELENYHATADAMQT*

NbL14g13980.1 THO_complex_subunit_4D−like [MW = 29.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MESLSPAIGQKAILRYTTTYSDHDLFLSSVRLRTVRNPSRVSRRLRIRVQAKSGAFENSAGGGVIDFSDPNWKLKYQREFEARFNIPHITDVFPDAVEYPSTFCLKMRTPVSEEFAEGYPSDEKWHGYINNNDRVLLKVINYSSPTSAGAECIDPNCSWVEQWVHRAGPREKIYFKPEEVKAAIVTCGGLCPGLNDVIRHIVITLEIYGVKKIVGIPFGYRGFSEKDLAEMPLSRKVVQNIHLSGGSLLGVSRGGPKVSDIVDSIQERGINMLFVLGGNGTHAGANAIHDECRKRRMKVAVVGVPKTIDNDIMLMDKTFGFDTAVEEAQRAINSAYIEAHSAYRGIGIVKLMGRSSGFIAMQASLASGQIDICLIPEVPFNLHGPHGVLRHLKYLLATKGSAVVCAAEGAGQDFLEKTNAKDASGNAVLGDIGVYLQQEIKKYFKEMGETSDVKYIDPTYMIRACRANASDGILCTVLGQNAVHGAFAGYSGITVGICNTHYVYFPIPEVISKPRVVDPNSRMWHRCLTSTGQPDFL*

NbL14g13820.1 ATP−dependent_6−phosphofructokinase_5_chloroplastic−like [MW = 59.1 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 52 103 154 205 256

Protein length

Gel Slice

4.1 6.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats

1 52 103 154 205 256

Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASPREENVYLAKLAEQAERYEEMVEFMEKVVGAGDDELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVASIKTYRSKIESELTSICNGILKLLDSKLIGTAATGDSKVFYLKMKGDYYRYLAEFKTGAERKEAAENTLSAYKSAQDIANVELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQDDGTDEIKEPSKAEEQQ*

NbL14g13670.1 14−3−3−like_protein_A [MW = 28.77 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 38 75 112 149 187

Protein length

Gel Slice

3.4 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 38 75 112 149 187

Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MGDAIDLTGDGGVMKKIVQRSKPDAIAPSESLPLVDVHYEGTLAETGEVFDTTREDNTIFSFEIGTGSVIKAWDVALRTMKVGEVALITCKPEYAYGSAGSPPDIPPDATLVFEVELVACRPRKGSSISSVSDERARLEELKKQREMAAAAKEEEKKKREEAKAAAAARIQAKLEAKKGKGKGKAK*

NbL14g13380.1 peptidyl−prolyl_cis−trans_isomerase_FKBP20−1 [MW = 19.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00121 Triosephosphate isomerase

Protein sequence:
MGRTFFVGGNWKCNGTSEEVKKIVSTLNAGQVPSQDVVEVVVSPPFVFLPLVKNELRPDFHVAAQNCWVKKGGAFTGEVSAEMLVNLSIPWVILGHSERRAILGESDEFVGDKVAYAISQGLKVIACVGETLEQRESGSTIDVVAAQTKAIADRVKDWTKVVIAYEPVWAIGTGKVASPAQAQEVHAELRKWLQANVSADVAASTRIIYGGSVNGANCKELAGQPDIDGFLVGGASLKPEFIDIIKSAEVKKNA*

NbL14g13300.1 triosephosphate_isomerase_cytosolic [MW = 27.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDSLMKILTERGYMFTTSAEREIVRDVKEKLAYIALDYEQELETAKTSSSVEKNYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWIAKAEYDESGPSIVHRKCF*

NbL14g13290.1 actin−97 [MW = 41.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MATNGDNHASAKPPPEPSPLRKAKFFQANMRILVTGGAGFIGSHLVDRLMQNEKNEVIVVDNYFTGSKDNLKQWIGHPRFELIRHDVTEPLLIEVDQIYHLACPASPIFYKYNPVKTIKTNVIGTLNMLGLSKRVGARILLTSTSEVYGDPLVHPQDESYWGNVNPIGVRSCYDEGKRVAETLMFDYHRQHGIEIRIARIFNTYGPRMNIDDGRVVSNFIAQAIRDEPLTVQLPGTQTRSFCYVSDMVDGLIRLMEGDNTGPINIGNPGEFTMLELAETVKELINPEVQIITVENTPDDPRQRKPDITKAKELLGWEPTIKLRDGIPLMEDDFRGRLGISRKI*

NbL14g13180.1 UDP−glucuronic_acid_decarboxylase_5−like [MW = 38.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00241 Cofilin/tropomyosin−type actin−binding protein

Protein sequence:
MANAASGMAVHDDCKLKFLELKAKRTHRFIIYKIEEKQKQVVVEKLGEPTESYEDFTAGLPADECRYAVYDFDFTTEENVQKSRIFFIAWKSRVRPVETASCKNAGSPDTARVRSKMIYASSKDRFKRELDGFQVELQATDPTEMGLDVFRSRVGGIEC*

NbL14g13150.1 actin−depolymerizing_factor_2 [MW = 18.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAAPPARARADYDYLIKLLLIGDSGVGKSCLLLRFSDGSFTTSFITTIGIDFKIRTIELDGKRIKLQIWDTAGQERFRTITTAYYRGAMGILLVYDVTDESSFNNIRNWIRNIEQHASDNVNKILVGNKADMDESKRAVPTSKGQALADEYGIKFFETSAKTNMNVEEVFFSIARDIKQRLSESDSKTEPQAIRINQADQAGTSGQAAEKSSCCGS*

NbL14g13140.1 ras−related_protein_RABE1c−like [MW = 23.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00676 Dehydrogenase E1 component

PF02779 Transketolase, pyrimidine binding domain
PF16078 2−oxoglutarate dehydrogenase N−terminus

PF16870 2−oxoglutarate dehydrogenase C−terminal

Protein sequence:
MGWFRAGSSVAKLAIRRAVSQGGSYVPRSRILPSQSRYFHTTVIRPKAQSAPVPRPVPLSKLTDSFLDGTSSVYLEELQRTWEQDPNSVDESWDNFFRNFVGLAATSPGISGQTIQESMNLLLLVRAYQVNGHMKAKLDPLALEEREIPDVLDPVSYGFTEADLDREFFLGVWRMSGFLSENRPVQTLRAILTRLEQAYCGSIGFEYMHIPDRDKCNWLRERIETPTPREYNHERREVILDRLMWSTQFENFLATKWMAAKRFGLEGCETLIPGMKEMFDRSADLGVESIVIGMPHRGRLNVLGNVVRKPLRQIFSEFSGGTKPADGAGYVGTGDVKYHLGTSYDRPTRGGKRIHLSLVANPSHLEAVDPVVVGKTRAKQYYSNDVDRTKNMGVLLHGDGSFAGQGVVYETLHLSALPNYTTGGTIHIVVNNQVAFTTDPRSGRSSQYCTDVAKALSAPIFHVNGDDVEGVVHACELAAEWRQTFHSDVVVDIVCYRRFGHNEIDEPSFTQPKMYKVIRSHPSALEIYQNKLLQSGQVTKDDVEKIHNKINTILNEEFVASKDYIPQKRDWLSAFWSGFKSPAQLSRVRNTGVKPEILKDVGKAITTLPEDFKPHRAIKKVYDERKKMIETGERVDWALGEALAFATLLVEGNHVRLSGQDVERGTFSHRHSVLHDQETGAKYCPLDHVMMNQNEEMFTVSNSSLSEFGVLGFELGYSMENPNSLVLWEAQFGDFSNGAQVIFDQFLSSGEAKWLRQTGLVVLLPHGYDGQGPEHSSARLERFLQMSDDNPFVIPEMEPTLRKQIQECNWQVVNVTTPANYFHVLRRQIHRDFRKPLIVMSPKNLLRHKECKSNLSEFDDVQGHPGFDKQGTRFKRLIKDQNDHSDLEEGIRRLVLCSGKVYYELDEERKKVDGKDVAICRVEQLSPFPYDLVQRELKRYPNAEIVWCQEEPMNMGAYSYIAPRLCTAMKALGRGDMDDIKYVGRAPSAATATGFQQVHVKEQTELVQKALQRDPINSPF*

NbL14g13130.1 2−oxoglutarate_dehydrogenase_mitochondrial−like [MW = 115.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01502 Phosphoribosyl−AMP cyclohydrolase PF01503 Phosphoribosyl−ATP pyrophosphohydrolase

Protein sequence:
MTISYSPCFRPLKVFPRSNLIHSSSTQTFKRYNVVACMKKPHEDISLEAKVDFLLDNVKWDDKGLAVAIAQNVDTGAVLMQGFANREALSTTISSRKATFYSRSRSSLWTKGETSNNFINVFDVFLDCDRDSIIYLGKPDGPTCHTGSETCYYTSVDGILKNPEVEKNELAMTTLYALESTINERKAETSSSSSGKPSWTKRLLLDDKLLCSKIREEADELCRTLEENEDKGRTASEMADVLYHAMVLLSLRGVKIEEVLQVLRQRFSKSGIEEKNSRKS*

NbL14g13000.1 histidine_biosynthesis_bifunctional_protein_hisIE_chloroplastic−like [MW = 31.54 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 243 485 727 969 1212

Protein length

Gel Slice

3.1 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80 10
0

Peptide counts over 4 repeats

1 243 485 727 969 1212

Pfam domains

Pfam Description
SP Sequon TM Domain PF03178 CPSF A subunit region PF10433 Mono−functional DNA−alkylating methyl methanesulfonate N−term

Protein sequence:
MYLYSLTLQKPTGILCAINGSFSGGKVQEIAVARGKVLDLLRPDDNGKLQTLLSVEIFGAIRSLAQFRLTGAQKDYIVVGSDSGRIVILEYNKEKNVFDKIHQETFGKSGCRRIVPGQYVGIDPKGRAVMIGACEKQKLVYVLNRDTAARLTISSPLEAHKSHTITFSICGVDCGFDNPIFAAIELDYAEADQDPTGQAANEAQKHLTFYELDLGLNHVSRKWSEQVDNGANLLVTVPGGGDGPSGVLVCAENFVIYKNQGHPDVRAVIPRRVDLPAERGVLIVSAAMHKQKSMFFFLLQTEYGDIFKVTLDHDNDRVKELKIKYFDTIPVSSSLCVLKSGFLFSASEFGNHALYQFQAIGDDPDVEASSSTLMETEEGFQPVFFQPRKLKNLVRIDQIESLMPIMDMKIVNLFEEETPQIFSLCGRGPRSSLRILRPGLAVSEMAVSQLPGVPSAVWTVKKNVNDEFDAYIVVSFANATLVLSIGETVEEVSDSGFLDTTPSLAVSLIGDDSLMQVHPSGIRHIREDGRINEWRTPGKRTIVKVGSNRLQVVIALSGGELIYFEVDMTGQLMEVEKHEMSGDVACLDIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCMQVLSLQSVSSPPESLLFLEVQASIGGEDGADHPASLFLNAGLQNGVLFRTVVDMITGQLSDARSRFLGLRAPKLFSIVVRGRRAMLCLSSRPWLGYIHQGHFLLTPLSYETLEFAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNETAIPLRYTPRRFVLQPKRKMVIMIESDQGAYTAEEREAAKKECFETAGNGENGNAEQVENGEDEDGNDPLSDEQYGYPKSESGRWVSCIRVLDPRSTQTTCLLELQDNEAAFSICTVNFHDKEHGALLAVGTAKGLQFWPKKSLEAAYIHIYKFKEDGKVLELLHKTQVDGVPLALCQFQGRLLAGVGSVLRLYDLGKKRLLRKCENKLFPNSITSIHTYRDRIYVGDMQESFHYCKYRRDENQLYIFADDMVPRWLTAAQHVDFDTVAGADKFGNIYFVRLPQDVSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVSCLQRASLIPGGGECVIYGTVMGSVGAMLPFTSRDDVDFFSHLEMHLRQEFPPLCGRDHMAYRSAYFPVKDVIDGDLCEQFPTLPMDMQRKIADELDRTPGEILKKLEEIRNKII*

NbL14g12980.1 splicing_factor_3B_subunit_3−like [MW = 134.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01042 Endoribonuclease L−PSP PF01902 Diphthamide synthase

Protein sequence:
MKVVALVSGGKDSCFAMMKCIQYGHEIVALANLIPADDATDELDSYMYQTVGHQIVVSYAKCMGLPLFRRRIQGSTRHHDLSYSTTPGDEVEDMFILLNEVKRQIPSVDAVSSGAIASDYQRLRVESVCSRLGLVSLAYLWKQDQSFLLQEMIRSGIIAILVKVAAIGLDPSKHLGKELVYLESHLHKLKELYGINVCGEGGEYESLTLDCPLFKNARIVLDEFQIVLHSSDAIAPVGIVHPLAFHLERKVESISLNAIDEGSNVFQENVDKVFEVHGDAQQEGEAIGGFVAVSSKRPDVSKEELKFSKTKKDDIFSISCWLQDSCKNSADLREDLEVVLMRIEALLVENGCSWENVLYIHLYIADMDEFAVANETYVRYITQEKCRFGVPSRSTIELPLLLVGLGRAYIEVLVANDPTKKVLHVQSISCWAPSCIGPYSQATLHNDILHMAGQLGLDPATMVLCEGGPVAELEQALENSEAVAGSFNCSISTSAIVFVIYCSASLETSERVLVQNKTEALLNQMKSLHAEGTKKSRVLDPIFLYILVPDLPKRALVEVKPMLYTGEYMSAPSDHAMQHQSTGQGYWGFEYETWHDICLQKCVAYGKVCTAILSVTEELAAKICSPANVAGHASVKSKGPVEKEHVIMIARFCIYRLDKVLLENHFSWNDVMNFRLYFASSLNIPHGTLSQIFTDVFNEFAQMSQRVKVNAEPILNIVPVLGAGKSLSTLDDIFTCEFIARKC*

NbL14g12870.1 diphthine−−ammonia_ligase−like [MW = 82.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSTVPSPSTAANSSSSQYTYSNGTYFPTPFHLQQQPPPQPYIGAAPPPVQLPGPSVYPAPAPIPGVYTLPQFQQAQQLFQRDAQTITPEALENVKAALASSEIEHKAEAKKKAVPRKAAGLSWEDPTLAEWPENDYRLFCGDLGNEVNDDVLSKAFSRFPTFNMAKVVRDKRTGKTKGYGFVSFSNLLDLAAALKEMNGKYVGNRPIKLRKSKWQERIDYEALESSKNRSHKKPKLTKKSILHK*

NbL14g12820.1 RNA−binding_protein_42−like [MW = 27.09 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 73 145 217 289 360

Protein length

Gel Slice

2.8 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50

Peptide counts over 4 repeats

1 73 145 217 289 360

Pfam domains

Pfam Description
SP Sequon TM Domain PF01212 Beta−eliminating lyase

Protein sequence:
MVMRTVDLRSDTVTKPTEAMRNAMANAEVDDDVLGYDPTAQRLEAEIARIMGKEAGLFVPSGTMGNLISVLTHCQIRGSEIILGDYSHIHIYENGGIATLGGVHPRTVKNNEDGTMDLDLIEAAIRDPRFEICYPTTRLICLENSHAHSGGRCLSAEYTDKVGELAKKYGLKLHIDGARIFNASVALGVPVHRLVRAADSVSVCLSKGLGAPVGSVVVGSKSFIAKAKILRKTLGGGMRQVGVLCAAAFIAFQENLVKLEGDHKNAKILAEELNKIKGLKVDIAAVETNIVYCDILKGSKISETEMCKTLEQHGLLILPEGPQRIRFVIHHQISENDVHYAALCVQRALSGVAEENGGK*

NbL14g12780.1 probable_low−specificity_L−threonine_aldolase_1 [MW = 38.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
NTISVTTALSFLSSLIFYSISNLKDKQKLKYIEKHILLIKMAEYDRAKELKAFDDKKTGVKGLVDAGIVHIPEFFVTPSAKNEFSAKNLDFSLDVNVQIPIIDFKNIRENDFQRREIVEQIREACETWGFFQVLNHGIPQHVMDEMIKGVKRFNEQPNEKKMEFYSRDNLKKVKFNSNFDLYQSKAANWRDTLGCIMAPNPPRSDELPETCRKELLEYSQHVRKLGITIFELLAEALGLNPNHLLEMECAKGHFILSHYYPPCPEPNKTFGITKHTDPDFFTILLQDHIGGLQIYHQNQWIDIHPVTGALVINLGDLLQLLSNDKFKSAEHRVLSKQIGPRISVACFFTTQFQPFDRLYGPIKELLSDENLPMYKETTVRDYVSYYNSKGLGARPSLLHLRL*

NbL14g12710.1 1−aminocyclopropane−1−carboxylate_oxidase_homolog_1−like [MW = 46.41 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 26 51 76 101 126

Protein length

Gel Slice

3.4 3.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 26 51 76 101 126

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEKEAKKEAFRKYLEASGVLDALTKVLVALYEQNDKPSSALEFVQQKLGGPTVSEYEKLQAELSDLQIRYDELLKEHQEKCRELEELKHTQVEASTKEPNVENAHEEELKSTVECSKEFKNAQFF*

NbL14g12700.1 C−Myc−binding_protein_homolog [MW = 14.44 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01055 Glycosyl hydrolases family 31

PF13802 Galactose mutarotase−like
PF16863 N−terminal barrel of NtMGAM and CtMGAM, maltase−glucoamylase

Protein sequence:
MNRHSDKTKQPQIQFVLYNCLLLFFTLLVFTKAEQVGYGYAVRSVGVDSSGKTLTAHLQLIKNSSVFGPDIQNLILTVCFETKDRLRVRITDADHERWEVPQEFIPRETHSSPRSSLLEKHSYSSLPLSENTHYFHTDTISDLIFTLYNTTPFGFTIKRRSSGDILFDTSPKSDSPDTFLIFKDQYLQLSSSLPADRSSIYGLGEHTKRTFKLKHNQTLTLWDADIGSANVDLNLYGSHPFYMDVRSNPGMGSTHGVLLFNSNGMDIVYSSNRITYKVIGGVIDLYFFAGPVPEKVMEQYTELIGRPAPMPYWSFGFHQCRYGYKNITEVENVVARYAKAQIPLETMWTDIDYMDGYKDFTVDPINFPLDRMKKFVDKLHQDGQKYVLILDPGISINSSYETYKRGMESDVFIKRDGVPYLGEVWPGKVYFPDFVNPKARVFWSNEIKIFHKRLPVDGLWLDMNELSNFISSPPSPSSTLDNPPYKINNSGTLLPINEKTVPATSVHYGNTLEYNVHNLYGFLEAKMTNAALVDITGKRPFILSRSTFVGAGKYTAHWTGDNAATWDDLAYSIPSILNSGLFGIPMVGADICGFGKNTTEELCRRWIQLGAFYPFSRDHSDKFTIHQELYLWDSVAATAKKVLGLRYRLLPYFYTLMFEAHSRGVPIARPLFFSFPEDTNTYEIDSQFLIGKGLIISPVLTSGAVSVNAYFPSGTWFDLFNYSNHVNMKSGNYINLAAPSDHINVHLREGNILAMQGEAMTTRAARDTPFELVVAISDKGNSSGEVYLDDGEEIEMGGKGGKWSLVRFHSGVVNNKLYLKSEVVNEEFAMSKNWTIHKVTFLGMKNRVSRISANKLTTKMIGKRNVYSRITPNFDKSTSDVLEMSGLSVLIGKEFSLELTLAK*

NbL14g12630.1 alpha−glucosidase−like [MW − SP = 98.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00466 Ribosomal protein L10

Protein sequence:
CIDFQVNIPKIPPNSIQAQKIRQPKDIQQHLPYLSLPIEILKLSSMEATFFTLPSSTSHSYPFSLKSHFNNPLTLPTHPHFKLKSKNITIRSAISRTKKEETVETVKQQLEDCYLLAGISYKGLTVKQFQELRSQLPDTTKLLVAKNTLVIKAIEGTKWEALKPCMKGMNAWLFVHSEEIPAALKPYRTFQKEKKLEDNDFTGAVFEGKFYGPEEFKALETLPTRAEIYSQLLGSLKGPASAVVGTIQAPARNLVMVLKAYVKKLEEEGGSQ*

NbL14g12470.1 50S_ribosomal_protein_L10_chloroplastic [MW = 30.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MSTLSSLACSIANSGFFQYLIIPMPITPPQIKKRKRALIVSSFSTPHSNETNKFMEEMVPIVSNRRVLNLSIWTVLLWDRFSSFAVAIGGEVLELERYTDFAEDFTLLRPSSWIKVDKAGATVLFQDANKGSNNVGVVVIPVKITTLSQFGTPQFVADKLILAEKRKESTKEAEVVAVSERTGEGGLQVYEFEYKIDSTRGGMKRVLSAAFVASGKLYLLNIAHSDGLESPIDPVRRNTLEQILHSFDTAPST*

NbL14g12380.1 psbP_domain−containing_protein_2_chloroplastic [MW = 28.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00355 Rieske [2Fe−2S] domain PF02921 Ubiquinol cytochrome reductase transmembrane region

Protein sequence:
MLRIAGRKLSSSAAARSSSAFFTRNPFTFTDDSSSPARSPSPASLASQFLDQFRGFSSNSVSPAHQTGLVSDLPATVAAIKNPSSKIVYDDSNHERYPPGDPSKRAFAYFVLTGGRFVYASLVRLLILKFVLSMSASKDVLALASLEVDLSSIEPGTTVTVKWRGKPVFIRRRTDEDINLANSVDLGSLRDPQQDAERVKNPEWLVVIGVCTHLGCIPLPNAGDFGGWFCPCHGSHYDISGRIRKGPAPYNLEVPTYSFMEENKLLIG*

NbL14g12360.1 cytochrome_b−c1_complex_subunit_Rieske−3_mitochondrial [MW = 29.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00458 WHEP−TRS domain

PF00587 tRNA synthetase class II core domain (G, H, P, S and T)
PF03129 Anticodon binding domain

Protein sequence:
MRIVRALTTCAFSVRHRVIFTHLLHARSFLKPYTGAPYSSATMAAAAEDSLRQALSQKQSSIEFQGNAVRQLKSSGASKPEIEAAVQALNAMKLEKSSIEIQLQAAAGGSSSASRDAFRQNVVNTLERRLFFIPSFKIYRGVAGLYDYGPPGCSVKSNVLAFWRQHFVLEENMLEVDCPCVTPEVVLKASGHVEKFTDLMVKDEKTGTCYRADHLLKDYCKEKLEKDFSLSSEKAAELKHILAVLDDLSAEQLGAKIKEYGITAPDTKNPLSDPYPFNLMFQTSIGPSGVSPGYMRPETAQGIFVNFKDLYYYNGNKLPFAAAQIGQAFRNEISPRQGLLRVREFTLAEIEHFVDPQDKSHPKFSDVANLEFLMFPRDEQVSGQCAKRLQLGEAVSSGIINNETLGYFIGRVYLFLTRLGIDKERLRFRQHLANEMAHYAADCWDAEIESSYGWIECVGIADRSAYDLRAHSEKSSVALVAQEKFAEPREVEKLVITPIKKELGLAFKGNQKMVTEALEAMEEKVAMEMKADLESKGEVEFHVCTLGKNVTIKKSMVSISKEKKKEHQRVFTPSVIEPSFGIGRIIYCLYEHSFYTRPSKGGDEQLNVFRFPPLVAPIKCTVFPLVQNQQYEEVAKLISKSLTAAGISHKIDITGTSIGKRYARTDELGVPFAITVDSTSSVTVRERDSKDQVRVSTDKVASVVREVTDGVSTWADVLKMYPLHSSETTEE*

NbL14g12350.1 glycine−−tRNA_ligase_mitochondrial_1−like [MW = 81.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00923 Transaldolase/Fructose−6−phosphate aldolase

Protein sequence:
LFFSSLSSKMATISKLSNTALNYSSSTSFTTRSSSTPKSFLDLRTNKTTTFDHRFSASKLSLVFNPSIRGSLRVKCSQADGNGSTVKRTTLHDLYERQGQSPWYDNLCRPVTDLLPLIESGVRGVTSNPAIFQKAISTSNAYNDQFRELVQAGKDIESVYWELVVKDIQDACKLFESIYDKTDGGDGYVSVEVSPRLAEDTEGTVEAAKWLHKKVERSNVYIKIPATAPCIPSIKEVISLGISVNVTLIFSLARYEAVIDAYLDGLEASGLSDLSRVTSVASFFVSRVDTLVDKMLEKIGTPEALDLRGKAANAQAALAYKLYQKKFSGPRWEALVKKGAKKQRLLWASTSVKNPAYPDTLYVDPLIGPDTVSTMPDQALQAFIDHGSVARTIDSNESEAEGIYSALEKLGIDWSFVGSQLELEGVDSFKKSFDSLLDSLQEKANTLKLVSL*

NbL14g12330.1 transaldolase [MW = 49.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MATASFSSLGSFPNSLIFSNICSSSSSSTLGHRQIVCTTFREPNVDLSSSSASDGNEISDCSTVVDRRGVLLSSVGFLAAAICNAGNAAEFADMPALRGKDYGKTKMRYPDYNETQSGLQYKDLRVGSGPTPKIGETVVVDWDGYTIGYYGRIFEARNKTKGGSFEGDDKDFFKFRVGSQEVIPAFEEAITGMAIGGIRRIIVPPELGYPDNDYNKTGPRPTTFSGQRALDFVLRNQGLIDKTLLFDIELLKIVPK*

NbL14g12320.1 peptidyl−prolyl_cis−trans_isomerase_FKBP19_chloroplastic−like [MW = 27.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04227 Indigoidine synthase A like protein

Protein sequence:
MASSANSRLEILTRHLTSAAFASKAGSDGQNLDWIKISPEVSEALKTGSPIVALESTIISHGMPYPQNFETAKELEVIVRNNGAVPATIAILDGVPCIGLTTEELEILARLGSKARKTASRDIAVVMAGRENGATTVSATMYLASVVGIPIFVTGGIGGVHRHGENTLDISSDLTELGSTPVAVISAGVKSILDIPRTLEYLETQRVTVAAYQTDEFPAFFTQTSGCKAPARVESPEHCARVMDANIRLERKSGILIAVPIPREHSASGHLIESAIQQALQEAREKKISGNAETPFLLARVNELTGGASLASNIALVKNNASVGAKIAVSLAQLQKHSGKRF*

NbL14g12130.1 pseudouridine−5'−phosphate_glycosidase−like [MW = 36.11 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MDGAATGSVIPANRRRPPMEEDRLVFETSKGVEPIASFAEMGIKDDLLRGVYQYGFEKPSAIQQRAVLPIISGRDVIAQAQSGTGKTSMIALTVCQIVDTKSSEVQALILSPTRELAAQTEKVILAIGDYINVQAHACIGGKSVGEDIRKLEHGVQVVSGTPGRVCDMIKRRTLRTRGIKLLILDESDEMLSRGFKDQIYDVYRYLPPELQVVLISATLPNEILEITSKFMTDPVRILVKRDELTLEGIKQFFVAVEKEEWKFDTLCDLYDTLTITQAVIFCNTKRKVDWLTSKMRENNFTVSSMHGDMPQKERDAIMAEFRGGTTRVLITTDVWARGLDVQQVSLVINYDLPNNRELYIHRIGRSGRFGRKGVAINFVKSDDIKILRDIEQYYSTQIDEMPMNVADLI*

NbL14g12100.1 eukaryotic_initiation_factor_4A−3−like [MW = 46.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11267 Domain of unknown function (DUF3067)

Protein sequence:
MTSSLGTHPRICSLGGPEHILKERSCKFSCFRYTDVESPWKELLPSKGQKFISCRHLNTRKSWSIFSAATGDAKDPDDSEDSNKPTESETGSVNSEILRNNLERIVGRDDSAFSGIDLAALIRNKYGRSYDVQLIKKEFMGKNLLALNVMWKYREQRSFPLTEEEYLLRLDDVANTLKCWGAVSHVRNSLEKVKERPRIGKAVSIFIDMDESGGRANEWIYK*

NbL14g12070.1 uncharacterized_LOC107823533 [MW = 25.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MGVIELCNTSSICIGRAKPSCCSIERNQRRRIICMASSVPVQEESQQKQRVTGDAFIRPHLLKLSPYQPILPFEVLSTRLGRKPEDIVKLDANENPYGPPPEVIEALGSMKFPYIYPDPESRTLRAALAEDSGLESEYILVGCGADELIDLIMRCVLDPGDMIVDCPPTFAMYEFDAAVNGAHVIKVPRNPDFSLDVERIAEVVEHEKPKCIFLTSPNNPDGSIIDDETLLEILDLPILVILDEAYVEFSGMESKMKWVKKHENLIVLRTFSKRAGLAGLRVGYGAFPMSIIEFLWRAKQPYNVSVAAEVAACAALKNPAYLENVKMALVQERERLFNLLKEVPFLDPYPSYSNFILCKVTSGMDANKLKEDLATMGVMIRHYNSKELKGYVRVSVGKPEHTEALMKCLKHFV*

NbL14g12050.1 histidinol−phosphate_aminotransferase_chloroplastic [MW = 46.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
IFSKNNLLSSHSYDPKKPLAFALTLSFFSPSKIHPQLSAHSTMRTQIVHKLFNRRINGNHLNSSKRFYGVIPMVIEHSSRGERAYDIFSRLLKERIVCINGPIDDATSHVVVAQLLFLESENPSKPIHMYLNSPGGAVTVGLAIYDTMQYIRSPIHTICLGQAASMGSLLLAAGAKGERRSLPNASVMIHQPSGGYSGQAKDLTIHTKQIVRVWDTLNDLYAKHTGQPIEIIQKNMDRDYFMTPEEAKEFGIIDEVIDERPMALVTDAVANEAKEKGSS*

NbL14g12010.1 ATP−dependent_Clp_protease_proteolytic_subunit_2_mitochondrial−like [MW = 30.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MAAVNGVGISWPSKLTQSRRSKWISPSPRRCTPSSSTIKMTASVDEKKKTFTLQKSEEAFSKAKELMPGGVNSPVRAFKSVGGQPIIIDSVKGSRMRDIDGNEYIDYVGSWGPAIIGHADDEVLAALAETMKKGTSFGAPCLLENTLAEMVISAVPSIEMVRFVNSGTEACMGVLRLARAFTGRPKIIKFEGCYHGHADPFLVKAGSGVATLGLPDSPGVPKAATTDTLTAPYNDISAVESLFKEHKGEVAAIILEPVVGNAGFIQPNPDFLAAIRKITKENDALLIFDEVMTGFRLAYGGAQEYFGITPDLTTLGKIIGGGLPVGAYGGRRDIMEMVAPAGPMYQAGTLSGNPLAMTAGIHTLKRLQGPGTYDYLDKITGELTQGILDAGKKTGHAMCGGYIRGMFGFFFAEGPVNNFSDAKKSDTEKFGRFYRGMLEEGVYFAPSQFEAGFTSLAHTSEDIQRTVATAEKVLKQI*

NbL14g11940.1 glutamate−1−semialdehyde_21−aminomutase_chloroplastic [MW = 50.98 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 122 243 364 485 606

Protein length

Gel Slice

3.2 3.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 122 243 364 485 606

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00560 Leucine Rich Repeat

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MQFLMLVFKIFFILTFFHLFSTSLSLAQEPQPAPALSERACAEADRRALLGFKAKILKDTTDILSSWIGTDCCGGGWEGIECDPVTRRVNRLILQRPSERDTSIYMKGTLSPTLGDLHFLETMIISGMKHIAGKIPESFSNLTKLQQLILDDNSLQGYIPTSLGHLSSLQTLSLGENHLSGQIPSTIGNFKNLQQLNLAGNLLTGPIPVALKNLAKLQSMDLSHNLLSGAVPDFLGQLQSLTYLDLSSNQLSGQIPVSLCNLLKLSFLSLDHNRMTGRIPSQIGRLKALTSLSLSFNKLTGQIPESIAGLPNLWSLSLSRNSLLDPLPIAFSNGLPALLSIDLSYNNFNLGTVPDWIRNRELSDVNLAGCKLRGRLPNFTRPDSLNSIDLSDNFFTDGISNFFARMSSLQKAKISNNQLKSDVALIKLPDGISSLDLHSNQLFGSLSKMLSNKTSKFLEVIDVSNNQLSGNIPEFSSGLNLKVLNLGSNRIAGQIPTSISNLDKLERLDIPRNQIAGTIPIGLGSLLKLEWLDLSINKISGKIPESLLGIEELRHANFRANRLCGEIPQGRPYNIFPAAAYAHNLCLCGKPLPPCKGKKQEKLGQ*

NbL14g11700.1 probable_leucine−rich_repeat_receptor−like_protein_kinase_At1g35710 [MW − SP = 62.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01283 Ribosomal protein S26e

Protein sequence:
MTFKRRNGGRNKHGRGHTKFIRCSNCGKCCPKDKAIKRFLVRNIVEQAAVRDVQEACAFELYTLPKLYLKMQYCVSCAIHSKVVRVRSVTDRRVREPPQRFRRPRDDAPKPGQAPRPAGAPAAART*

NbL14g11690.1 40S_ribosomal_protein_S26−3−like [MW = 14.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGFGALRSIIRPVSRALLSTRPLSAFPPFNYPAITISPAPELRHLFNNLRPKLPWIPPSSAFHSLTDTRFPKRRPSLKSRRKRASLKPPGPYAWVKYVPGEPISPNNPNEGSVKRRNEKKRIGQQKAFILAEKKKRKAQLQEAHRKKMNKRVERKMAAVARDRAWTERLAELKKLEEEKKAAMA*

NbL14g11680.1 uncharacterized_LOC107810722 [MW = 21.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06747 CHCH domain

Protein sequence:
MGQVQSETIDNRSQIDSSKASKATSADESPPQSLDSLIAEAAAYGEDGENESIDEKARKALECPCIAHLRSGPCGNQFSDAFLCFLKSTADEKGSDCVNPFVALQSCIKVNPNAFSKDILEDDDNTRKQDEVKKEETPKQEYRIIPPIWSVESKGSKRKA*

NbL14g11660.1 mitochondrial_intermembrane_space_import_and_assembly_protein_40−like [MW = 17.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
MEIRVGTKSLLLALCLLISVVIGGYCHRLAADMRWQVLNRRQQQKEKEDSVDSARRNLLSNGLGLTPPMGWSSWNHFGCNIDEKVIRETADALVSTGLDKLGYKYVNIDDCWAEPQRDDQGNFAPKNSTFPSGMKALADYVHSKGLKIGIYSDAGYFTCSKKMPGSLGHEEQDAKTFAAWGIDYLKYDNCNHDGTKPTVRYPVMTRALMNAGRPIFFSLCEWGDLHPALWGGKVGNSWRNTNDITDTWESMISRADQNEVYADLARPGGWNDPDMLEVGNGGMSKDEYIVHFSLWAISKAPLIIGCDVRNITKDTMDILANKEVIAVNQDEIGVQGKKVRMEGDIEVWAGPLSGYRVALVLLNRGPQKYEITAHWDDTGIPPNSVVEARDLWEHKTLKTRFKGNLTATVNSHACKMYVLKPIA*

NbL14g11630.1 alpha−galactosidase_1−like [MW − SP = 44.49 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 35 69 103 137 171

Protein length

Gel Slice

3.8 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 35 69 103 137 171

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
RILGLTKPNTLKKRGRLCIATPMALSSVVMPSLSSPSPRTVAMLNRSGSPSSTSSSASSSCGLTGSTPLAVAFMPSVRWTSLSSSRRSSQIVRMAPEEEKMTRRSPLDFPIEWERPKPGRRPDIFPQFSPMKTPLPPPLPADPPEEDEEEEEKKEEEEDPEKEDPDKPDE*

NbL14g11610.1 lateral_signaling_target_protein_2_homolog [MW = 18.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAHHSLYLLFLVALASISSLAVQAEARRLLDAPLPDLPIGLPKPELPALPQPGLPTLPTLPMPKLPLPQLPMPQLPTLPKPDLPVPIPKLPLPELPVPLPPLPSP*

NbL14g11580.1 vegetative_cell_wall_protein_gp1−like [MW − SP = 8.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05676 NADH−ubiquinone oxidoreductase B18 subunit (NDUFB7)

Protein sequence:
MEVPGSSKKMIATQEEMVSNKVPLAYRDQCAHLLIPLNKCRQSEFYLPWKCEDERHSYEKCEYELVMERMLQMQKIREEEARLKQIGKAQAQQTIPLIPKTANA*

NbL14g11400.1 NADH_dehydrogenase_[ubiquinone]_1_beta_subcomplex_subunit_7−like [MW = 12.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03737 Aldolase/RraA

Protein sequence:
MALVTTAEVCDANPQLIVSGELRALQPIFKIYGRRQVFSGPVVTLKVFEDNVLVREFLEEKGNGRVLVVDGGGSLRCAILGGNPVVQAQNNGWAGIVVNGCVRDVDEINGCDIGVRALASHPMKANKKGIGEKHVPITIAGTRICDGEWLYADTDGILISKMELSV*

NbL14g11260.1 putative_4−hydroxy−4−methyl−2−oxoglutarate_aldolase_2 [MW = 17.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family PF02178 AT hook motif

Protein sequence:
MATEVQIDNPTPTQLQPSAPSALPSYPDMIMEAIEALDDENGSNKSAIAKQIDATYGTLPPAHGTLLAHHLNKMKQSGQLVMVKNNYMKPDPNAPPRRGRGRPPKPKAPLPEGYVPPPPRPRGRPPKERDPHAPISVPMKVTSPSSGGTGKKRGRPRKYPNDTSSPSPAVFPPPSGTPRGRGRPPKVRNPVAAEVGA*

NbL14g10930.1 HMG−Y−related_protein_B−like [MW = 21.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
INATASQHFLTTSFTKLSFYYIKEENMGVKGKLIASVEVKCGGHPIHDIFHTNTHHICNISPRKIQKFDIHEGETVKVGSVVNWKYNDDGKDKICKQKIEAVDHVKKSITWKVIGGDLLELYNSFTITTSHDHQWTTWTFVYEKKTEDTPEPLVLLGFVLHVTKDIEGHLLK*

NbL14g10730.1 kirola−like [MW = 19.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06026 Ribose 5−phosphate isomerase A (phosphoriboisomerase A)

Protein sequence:
MAVAYPHFFVSEKSKNLKQQPSLMVSSTPSSPPVILSQDELKKIAAYKAVEFVESGMVVGLGTGSTAKHAVARIGELLKLGKLKNIVGIPTSTITHEQAVSVGIPLSDLNTHSILDLAIDGADEVDREMNLVKGRGGSLLREKMVEAACKKFIVIVDESKLVSHLGGSGLAMPVEIVPFCWEFTLKRLEMLFIEAGCVGKLRRTVGGEPYVTDNGNYIIDLYFKSDMGDLKAASDAILRLAGVVEHGMFLDMATTVIVAGKLGVSVTNK*

NbL14g10560.1 probable_ribose−5−phosphate_isomerase_2 [MW = 28.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MNSVPFSIGTYIPIKHNTTLKSPLLCNKNPQTTADTISNVKSVIKLKEKSELPCLFRRREALSTLGLSFAATFLEALLQPQSNIEAVAEEEATATGCEFTVTPSGLCYCDKVVGYGPEAVKGQLIKAHYVGKLENGQVFDSSYNRGKPLTFRVGVGEVIKGWDQGILGGDGFPPMLTGGKRKLKIPPELGYGMRGAGCRGGSCIIPPNSVLLFDVEFVGKA*

NbL14g10460.1 peptidyl−prolyl_cis−trans_isomerase_FKBP13_chloroplastic [MW = 23.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01246 Ribosomal protein L24e

Protein sequence:
MVLKTELCRFSGGKIYPGRGIRFIRSDSQVFLFLNSKCKRYFHNRLKPSKLTWTAMYRKQHKKDIAQEAVKKRRRATKKPYSRSIVGATLEVIQKKRTERPEVRDAAREAALREIKERIKKTKDEKKAKKAEVTAKSQKAGGKGNLPKGSKGPKLGGSGGKR*

NbL14g10350.1 60S_ribosomal_protein_L24−like [MW = 18.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MADSSNTSSSTAATTTANPPEIRSWADEADEIDQAEKSSAANENDSAEPKIGSLQIDESKRVNNSTLDDPEDSRIEAVTSGDTLYKSAKRFEDLNLSPELLKGLYVEMKFERPSKIQEISLPMILTPPYKNLIAQAHNGSGKTTCFVLGMLSRVDPKLTAPQALCICPTRELAIQNMEVLLKMGKFTGITSELAIPADAANYIPVSKRPPVSAQVVIGTPGTINKWVTARKLGMSCMKILVFDEADHMLAETGFQDDSIRIMKAIVKASADSQVLLFSATFGENVKAFVTKIVRDLFVKDYNQMFVKKEELSLDSVKQYKVQCPDELSKVMVIKDKILELGQKVGQTIIFVRTKNGASMLHKSLVDYGYEVTTIQGALKQEDRDKIIKEFKEGLTQVLISTDLLARGFDQSQVNLVVNYDLPVRHESPSEPDHEVYLHRIGRAGRFGRKGAIFNLLCNDRDGMLMSKIESHFNSQVTEIASWKSDEDFENALKKAGLL*

NbL14g10270.1 DEAD−box_ATP−dependent_RNA_helicase_38 [MW = 55.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18592 Tho1/MOS11 C−terminal domain

Protein sequence:
MAATTAQNPENPIKTLAEPSDPNPPAIGESTHDSAPDSVKSPPSADAKEVIKSAVAGGDDSCQGNDIQKKMKRAERFGVPVQLSEEDKRNSRAERFGTGSSVQGSDALKKAEEHKRQARAERFGLVKSDTTEEEAKKKARLTRFAPPVKTDPVEEDKRKARALRFSQPQSASQSQANGKGNIEQDDVAVDKAGAEPE*

NbL14g10190.1 protein_MODIFIER_OF_SNC1_11−like [MW = 21.18 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 61 121 181 241 301

Protein length

Gel Slice

5.1 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 61 121 181 241 301

Pfam domains

Pfam Description
SP Sequon TM Domain PF01997 Translin family

Protein sequence:
FTLQLILNMISAFRNTRTVFSHYVLNPKPYFPLLLISTQSFYVPNSTLTSSTHSLCNKARCCSTFLTNSMAAGDLSNPSVEKLEKQFEDFRHHLEKSGNLRERIRAVATEIESVTRIIYASLLLVHQSRPVAEVLEKAKAQIGELKELYSRLSEIVRECPGQYFRYHGDWKSETQTVVSLLAFMHWLETGTLVLHNEVEEKLGLTPTEFGLDIEDYLIGICFMSNELPRYVVNQVTAGDYDCPRKVLKFLTDLHAAFRMLNLRNDFLRKKFDGMKYDLRKVEEVFYDVKIRRLAANGESA*

NbL14g10180.1 translin [MW = 34.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MDSEGILLGMGNPLLDISAVIDQDFLNKYDIKPNNAILAEEKHLSMYDEMTSKFNVEYIAGGATQNSIRVAQWMLQIPGATSYMGSIGKDKYGEEMKKNAKDAGVNVCYYEDESPTGTCAVCVLDGERSLVANLSAANCYKVDHLKKPENWALVEKAKYYYIAGFFLTVSPESIQLVAEHAAAKHKVFSMNLSAPFICEFFKDQQEKVLPYMDFVFGNETEARTFSRVHSWETDNVEEIALKISQWAKASGTHKRITVITQGADPVVVAEDGKVKLFPVIPLPKEKLVDTNGAGDAFVGGFLAQLVQGKPIADCVKAGCFASNVIIQRSGCTYPEKPDFE*

NbL14g10170.1 adenosine_kinase_2 [MW = 37.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MAGVAQNSNQEMDFCVKVDPLNWEMTADSLKGSHLDEVKKMVAEFRKPVVKLGGETLTVAQVAAIAAKDNAKTVKVELSEGARAGVKASSDWVMDSMSKGTDSYGVTTGFGATSHRRTKNGGALQKELIRFLNAGVFGNGTESCHTLPQSGTRAAMLVRINTLLQGYSGIRFEILEAITKLLNHNVTPCLPLRGTITASGDLVPLSYIAGLLTGRPNSKAVGPNGETLNAEEAFRVAGVNVGFFELQPKEGLALVNGTAVGSGLASMVLFDANILALFSEILSAIFAEVMNGKPEFTDHLTHKLKHHPGQIEAAAIMEHILDGSSYVKAAQKLHETDPLQKPKQDRYALRTSPQWLGPQIEVIRSATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNARLALASIGKLMFAQFSELVNDYYNNGLPSNLTAGRNPSLDYGFKGSEIAMASYCSELQFLANPVTNHVQSAEQHNQDVNSLGLISARKTAEAVDILKLMSSTYLVALCQAIDLRHLEENLRNAVKNTVSQVAKRTLTMGANGELHPSRFCEKDLLRVVDREYVFAYADDACSANYPLMQKLRQVLVDHALENGENEKDANSSIFQKILAFEGELKAVLPKEVESARIALENGNPAIANRIKECRSYPLYRFVREELGAELLTGEKVRSPGEECDKVFTAMCNGQIIDSLLECLKEWNGAPLPIC*

NbL14g10160.1 phenylalanine_ammonia−lyase [MW = 77.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
KHCIFKFLEKPYLSALPIFFSRSCFVAKTMASSSVSSLQFLFVTSQTPSSLKPNSTLSFFSLPSSSLNLSLSSSSIGHSASIKPFESSFSTRVALSDFDQLEDDVEIAEQPRFSEDLKLFVGNLPFSVDSAALAGLFERAGNVEMVEVIYDKLTGRSRGFGFVTMSTKEEVEAAEQQFNGYEIDGRAIRVNAGPAPAKRENSSFGGGRGGNSSYGGGRDRNSSFGGARGGRSVDRSNRVYVGNLSWGVDDLALKELFSEQGNVVDAKVVYDRDSGRSRGFGFVTYSSSKEVNNAIDSLNGVDLDGRSIRVSAAEEQPRRQF*

NbL14g10150.1 29_kDa_ribonucleoprotein_B_chloroplastic [MW = 34.81 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00438 S−adenosylmethionine synthetase, N−terminal domain

PF02772 S−adenosylmethionine synthetase, central domain
PF02773 S−adenosylmethionine synthetase, C−terminal domain

Protein sequence:
METFLFTSESVNEGHPDKLCDQVSDAILDACLAQDPESKVACETCTKTNMVMVFGEITTKANVDYEKIVRDTCRGIGFTSPDVGLDADHCKVLVNIEQQSPDIAQGVHGHLTKKPEEIGAGDQGHMFGYATDETPELMPLTHVLATQLGAKLTEVRKNKTCPWLRPDGKTQVTVEYKNENGAMVPIRVHTVLISTQHDETVTNEQIAQDLKEHVIKPVIPAKYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPTKVDRSGAYIVRQAAKSVVAAGLARRCIVQVSYAIGVAEPLSVFVDTYKTGTIPDKDILTLIKENFDFRPGMIAINLDLKRGGNFRYQKTAAYGHFGRDDPDFTWETVKALNPKA*

NbL14g09940.1 S−adenosylmethionine_synthase_2−like [MW = 42.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00276 Ribosomal protein L23 PF03939 Ribosomal protein L23, N−terminal domain

Protein sequence:
MAPAKVDLAKKKDPKAQAFKAAKAVKSGSTFKKKSTKIRTKVTFHRPKTLKKDRNPKYPRISAPGRNKLDQYEILKYPLTTESAMKKIEDNNTLVFIVDIKADKKKIKDAVKKMYDIQTKKVNTLIRPDGTKKAYVRLTPDYDALDVANKIGII*

NbL14g09860.1 60S_ribosomal_protein_L23a−like [MW = 17.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF13865 C−terminal duplication domain of Friend of PRMT1

Protein sequence:
MSNLDVSLDDLIKRNKSSSSRNPRPRTSGSGSGSGGPGPRRRPNRAAKRSAPYSSGPVHAPESTWDHDMFAEHAPAYPAARGAGGISGIETGIKLLISNLDYGVSNEDIKELFSEAGDIKRYSIHYDKSGRSKGTAEVIFSRRRDAEAAIKKYNNVQLDGKPMKIEFAGPNIGAPALPPIRNRLYRNPNPAPRSQQRGGGFRRPPRGGRGSMRKEGGRGRGRGENISAEDLDADLEKYHSEAMETN*

NbL14g09790.1 THO_complex_subunit_4A−like [MW = 26.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVGFTDSERLIGDAAKNQVAMNPTNTVFDAKRLIGRRFSDASVQSDVKLWPFKVIPGAGDKPMIVVSYKGEEKQFAAEEISSMVLIKMKEIAEAFLGTTVKNAVVTVPAYFNDSQRQATKDAGVISGLNVMRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRLVNHFVQEFKRKSKKDITGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERTRTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKSEDEEHKKKVEAKNALENYSYNMRNTVKDEKIASKLSAEDKKKIEDAIEEAIQWLDGNQLAEADEFEDKMKELEGLCNPIIAKMYQGAGGDMGGAMDDDGPAPSGGGAGPKIEEVD*

NbL14g09780.1 heat_shock_cognate_70_kDa_protein_2 [MW = 70.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA)

Protein sequence:
MATSVSTIGAANKAPLSLNNSVAGTLVPSTAFFGKTLKKVYGKGVSCPKVTNRSLRIAAEENKDVDPKKQTDSDRWKGLVQDFSDDQQDITRGKGMVDSLFQAPTGTGTHHAVLQSYEYVSQGLRQYNMDNTLDGFYIAPAFMDKLVVHITKNFLKLPNIKVPLILGVWGGKGQGKSFQCELVFRKMGINPIMMSAGELESGNAGEPAKLIRQRYREAAEIIRKGNMCCLFINDLDAGAGRMGGTTQYTVNNQMVNATLMNIADNPTNVQLPGMYNKQENARVPIVVTGNDFSTLYAPLIRDGRMEKFYWAPTREDRIGVCKGIFRTDNVPEEAVIKIVDTFPGQSIDFFGALRARVYDDEVRKWVSGTGIEAIGDKLLNTFDGPPTFEQPKMTVEKLLEYGNMLVQEQENVKRVQLAETYLKEAALGDANADAINTGNF*

NbL14g09600.1 ribulose_bisphosphate_carboxylase/oxygenase_activase_2_chloroplastic [MW = 48.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
VSSWPSWRSLYLSRFLSPVISSQFTMSRRYDSRTTIFSPEGRLYQVEYAMEAIGNAGSAIGILAKDGVVLVGEKKVTSKLLQTSSSTEKMYKIDDHVACAVAGIMSDANILINTARVQAQRYTYAYQEPMPVEQLVQSLCDTKQGYTQFGGLRPFGVSFLFAGWDKNYGFQLYMSDPSGNYGGWKAAAIGANNQPAQSMLKQDYKDDITREEAVQLVLKVLSKTMDSTSLTSEKLELAEVFQTNGKVKYHVHSPESLNRLLLKYGLTQPAPEN*

NbL14g09340.1 proteasome_subunit_alpha_type−4−like [MW = 30.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGAKFWEVVCAEHGIDSTGRYNGDSDLQLERINVYYNEATCGRFVPRAVLMDLEPGTMDSIRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDAVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYRALTVPELTQQMWDAKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMLNVQNKNSSYFVEWIPNNVKSTVCDIPPTGLKMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATADEEGDYYEEEEEDLIEA*

NbL14g09320.1 tubulin_beta−2_chain−like [MW = 50.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
KILSMYCTSCKNMCEEVKLLGINGSPASRRVEWALKIKGVEYEFIEEDLQNKSPLLLQSNPVHKKIPVLLHNGKPIAESLVIVEYIDETFDGPSILPKDPYDRAVARFLVKFLDEKCLPAVWKALWSKGEGQEKDKEEAYEVLKVLDNEVKDKKYFGGEKIGFVDIAANFVGFWIGIVEEATGVVLVTSEKFPHFCTWREEYLNCSQVKENMPNREMLLGYFKGRVRAATAPK*

NbL14g09270.1 probable_glutathione_S−transferase [MW = 26.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA)

Protein sequence:
MAASVSTVASANKVPLSLNNAVTGTSVSTTAFFGKTLKNVNAKGTSIPKVSNRSFRIVAQEQEIDEKKQTDKDRWKGLVMDMSDDQQDITRGKGMVDTLFQAPTGTGTHHAVLQSYEYISQGLRQYNLDNTLDGFYIAPAFMDKLVVHITKNFLKLPNIKVPLILGIWGGKGQGKSFQCELVFRKMGINPIMMSAGELESGNAGEPAKLIRQRYREAAEIIRKGNMCVLFINDLDAGAGRMGGTTQYTVNNQMVNATLMNIADNPTNVQLPGMYNKQENARVPIIVTGNDFSTLYAPLIRDGRMEKFYWAPTREDRIGVCKGIFRTDSVPDEHVVRLVDAFPGQSIDFFGALRARVYDDEVRKWIESTGIEQVGEKLLNSIDGPPTFEQPKMTIDKLLEYGNLLVQEQENVKRVQLADKYLKEAALGDANADAISTGNF*

NbL14g09180.1 ribulose_bisphosphate_carboxylase/oxygenase_activase_1_chloroplastic−like [MW = 48.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09783 Vacuolar import and degradation protein

Protein sequence:
MPVRVVETSSTPSQSSGATSGNTLPPACTLLSVGQAFSGTQNVSSQQKDEAWRVNVRIQGCDLDHGYLCGTMEALNVPMADTPVVTFWEGEIVDTKNYTFFTGKWGATSEDDIKHWTKFPSFSPLLSQVEVDGGKSLDLSNYPYIFMRWKEQYFVNVGTDCGLTIAGFYYVCFSCSDGSINGFYYDPNSSPFQKLELKSTNEGRSGFSFSSYELQ*

NbL14g09160.1 glucose−induced_degradation_protein_4_homolog [MW = 23.77 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF02770 Acyl−CoA dehydrogenase, middle domain
PF02771 Acyl−CoA dehydrogenase, N−terminal domain

Protein sequence:
MQKEAKSSYFDMPALDVSVAFPQATPASNFPKCTSDYYQFDDLLTPEEQAIRMKVRECMEKEVAPVMTKYWEKAEFPFEVIPKLGALHIAGGTIKGYGCPGFSITGSAVSAAEVARVDASCSTFILVHSSLAMLTIGLCGSEMQKQKYLPSLAELNSIASWGLTEPDNGSDASALGTTARKVEGGWILEGQKRWIGNATFADILVIFARNTSTNQINGFIVKKDAPGLQATKIENKIGLRMVQNGDILLKKVFVPDEDRLPGVNSFQDTNKVLAVSRVMVAWQPIGITMGVYDMCHRYLKERKQFGAPLAAFQINQQKLVQMLGNIQAMILVGWRLCKLYESGKMTPGHASLGKSWITLRARETVSLGRELLGGNGILADYLVAKAFCDLEPIYTYEGTYDINTLVTGREITGLASFKPAPLRQKSRL*

NbL14g09090.1 acyl−coenzyme_A_oxidase_4_peroxisomal−like [MW = 47.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MDQILNKLGSYWIGQKANKEFNSVGDDINSLQSSIEGGSKWLVNKIKGKMQKPLPELLKEYDLPVGIFPRDATNYEFNEETKKFTIYIPSVCEVGYMDSSVLRFSTAVTGYLEKGKLADIEGIKTKVMMWVKVTAISSEKSKLHFTVGLKKTRSREAYEVLRDGVAVDKF*

NbL14g09010.1 uncharacterized_protein_At5g01610−like [MW = 19.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01187 Macrophage migration inhibitory factor (MIF)

Protein sequence:
MPCFNVSTNVNLDGVDTAPFFSEATKAVASIIGKPENFVMVVLKGSVDISFGGNKEAAAFAEIVSMGGINSDVKRNLIATLGTILHNNFSIPRTRFFLKVYDTTMATKFSKL*

NbL14g08960.1 macrophage_migration_inhibitory_factor_homolog [MW = 12.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MEMVGKIACFMVLCMMVIAPHAEALSCGQVQSGLAPCLPYLQGRGPLGGCCGGVKGLLGAAKSPADRKTACTCLKSAANAIKGIDMGKAAGLPAACGVNIPYKISPSTDCSKYVSPSFLSYYAFMLSSFIFY*

NbL14g08740.1 non−specific_lipid−transfer_protein_2−like [MW − SP = 11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
METVGKIASFVVLCMVVIALAPHAEALSCGQVQSGLAPCLPYLQGRGPLGGCCGGVKGLLGAAKSSTDRKTACTCLKSAANAIKGIDMGKAAGLPGACGVNIPYKISPSTDCSKYVFQLLFFLTTSL*

NbL14g08730.1 non−specific_lipid−transfer_protein_2−like [MW − SP = 10.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MEMVGKIACFIVLCMVVIAPHAEALSCGQVQSGLAPCLPYLQRRGPLGGCCGGVKGLLGAAKSPADRKTACSCLKSAANAIKGIDMGKAAGLPGVCGVNIPYKISPSTDCS

NbL14g08710.1 non−specific_lipid−transfer_protein_2−like [MW − SP = 8.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MEMVGKIACLVVLCMVVVAPHAEALSCGQVQSGLAPCLPYLQGRGPLGGCCGGVKGLLGAAKSPADRKTACTCLKSAANAIKGIDMGKAAGLPSACGVNIPYKISPSTDCSKYVFSSS*

NbL14g08700.1 non−specific_lipid−transfer_protein_2−like [MW − SP = 9.28 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01132 Elongation factor P (EF−P) OB domain

PF08207 Elongation factor P (EF−P) KOW−like domain
PF09285 Elongation factor P, C−terminal

Protein sequence:
MAGLTSIKLSLFPNSSSSLSFASSKQFLVSTRIFHRTSHRFPKIYAYSSNDIKVGSNIEVDGAPCKVIEFLHVKPGKGAAFVRTTLRNYVTGNTVDKTFRPGSKIEEANIYKETKQFTYKDGAQFVFMDLTSYEEYRLNEKDVGDKAKFLKEGMDCSLLFWNGKVIDFELPITVKLTVVDVDPGVKGDTAQGGSKPATLDTGAVINVPLFIGRGEEILVDTRNGQYMSRAKEA*

NbL14g08660.1 elongation_factor_P−like [MW = 25.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02225 PA domain

Protein sequence:
MKKKLGFLVCVWFLVIGCSYGRFVVEKNSLRVTSPESIKDVYECAIGNFGIPQYGGTLVGNVVYPKANQKSCKSFEEADISFKSKAGSMPVFVLVDRGDCYFTLKAWNAQKAGAAAILVADDRSEPLITMDTPEEEDAQADYLQNITIPSALISQSLGDSIKKQLSKGEMVNINLDWREALPHPDERVEYEFWTNSNDECGPKCESQREFVKNFKGAAQILEQKGYTQFTPHYITWYCPETFILSKQCKSQCINHGRYCAPDPEQDFSKGYDGKDVVLQNLRQACFYKVANESGKHWLWWDYVTDFAIRCPMKEKKYTKECADQVVKSLGFDVKQIDKCVGDPEADIDNPVLKAEQEAQIGKDFRGDVTILPTLVINNRQYRGKLDKGAVLKAICSGFEETTEPAICLTDDIQTNECLESNGGCWQDKAANITACRDTFRGKVCECPMVQGVKFVGDGYTLCEASGALRCGINNGGCWKGTKDGRTFSACIDDHTKGCKCPPGFKGDGVNSCEDIDECKERLACQCPECKCKNTWGGYDCSCNGNLLYMHEHDTCINAGKDGKTEFSWGFVWVIILGLATAGVGAYAVYKYRIRRYMDSEIRAIMAQYMPLDNQGEVPNHVSHGNV*

NbL14g08640.1 vacuolar−sorting_receptor_1−like [MW − SP = 67.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MQMQTLHLLSISPVTASSSLSNFLSRNCCRCKFSNPLAFPCKTNLGFVKVKRQSKVSNLKAGFWESIRSGFVKNNTVQVIESPSNEEEEEEEPLPEEFVLIEKTQPDGTVEQIIFSSGGDVDVYDLQALCDKVGWPRRPLSKLAAALKNSYIVATLHSRKFSSGEEGNGEKKLIGMARATSDHAFNATIWDVLVDPSYQGQGLGKALIEKLIRTLLQRDIGNISLFADSQVVEFYKNLGFEADPEGIKGMFWYPMY*

NbL14g08590.1 histone_acetyltransferase_TAP1 [MW = 28.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair PF13833 EF−hand domain pair

Protein sequence:
MGSVGDNNGVQDECKQSLTRGKLKSSSSSSFRLRSRSLNSIRLRRIFDVFDRNHDSLISVDELSQAVNLLGLDADQSEIESMVRSYIKSGNNGLRFEDFEALHRSLDDVFFGSKYEDKIGLDQDPDQDEVDLKDAFNVFDENGDGFISAKELQAVLEKLGLPEGNEIDRVEMMISSVDQDHDGQVDFVEFKDMMRTVIVPSS*

NbL14g08490.1 calcium−binding_protein_CAST−like [MW = 22.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12931 Sec23−binding domain of Sec16

Protein sequence:
MASIKVVNRSASAAFAPDAPYLAAGTMAGAVDLSFSSTANLDIFEVDFVSDDRQLILSGSIPSSERFNRLSWGKCQSNSEEFSHGIIAGGLVDGNIGLWNPKPLISKDSEAIESALVGNLSRHKGPVRGLEFNGFTPNLLASGADEGEICIWDIAKPSEPSHFPPLKGSGSSTQGEISYVSWNSKVQHILASTSLNGTTVVWDLKKQKPVISFADSVKRRCSVLQWHPDVATQLIVASDEDGSPALRLWDMRNVMSPVKEFVGHTKGVIAMSWCPLDSSYLLTCAKDNRTICWDVVSGEIVSELPAGTNWNFDVHWYPRCPGVISASSFDGKIGIYNIEGCGRAGDEDGYFGAAPLRAPKWWSKKKTGVSFGFGGKLVSFHAADAPTGSTEVHVHNIVTEEGLVSRSSEFETAIQNGEKTSLRVFCEKKCQVSESPGEKEVWGFLKVMFEEDGDARTKLLSHLGFSLPVEEKDTVLNDISEQVNTLALDENLSGKEAGNKENLLHVMDNGEDFFNNLPSPKADTPVSTSVSSFAVEESVDVKESQPEMDVQEESADTSFDEIVQSALVVGDYKGAVAQCISANRMADALVIAHVGGASLWEHTRDQYLKTSQSSYLRVVAAMVNNDLMSLVNTRPLKSWKETLALLCTFAPQDEWTSLCDTLASRLLAAGETLPATLCYICAGNIDKTIEIWSRTLAGKRDGKSYVDLLQDLMEKTIVFALATGQKRFSASLCKLLEKYAEILASQGLLTTAMEYLKLMGSEELSPELTILRDRIALSTEPAKDASKSVAFNNSLLHAGSGYVADQSGYGMVDPSQHYYPEQPSKPQPSISNSPYAENYQQPFGSSYSSGFTAPVPYQPAPQQNIQQPNIFLPTPTPSVPQGNIPPPPVATQPAKTTFIPSNPPALRNVEQYQQPPRTLGAQLYPGSANTGYPAGPNVPPSYGPNPTQVSPAFGQKMPLAVAPSQAPSQAPRGFMPVNNTVQRPGMAPMQPPSPTQPAQAQPPASPAAPPPTVQTVDTSNVPAQQKPVIATLTRLFNETSEALGGARANPAKKREIEDNSKKLGALFAKLNSGDISKNAAEKLVQLCQALDKGDFSTALQIQVLLTTSDWDECNFWLATLKRMIRIRQSFR*

NbL14g08390.1 protein_transport_protein_SEC31_homolog_B [MW = 122.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00687 Ribosomal protein L1p/L10e family

Protein sequence:
MASTATSSTLTLSSLLSQELNPNSLLFKPKALLFTPHKSFSLHPLILHYKERKSNGPIVVAAAMAAEAEVDEAVDEEGGEGAVAVAIPTSKPKKGKAALPLKRDRTRSKRFLEIQKLREIKKEYDLKTAIELLKTTASTKFTETAEAHFRLNIDPKYNDQQLRATVNLPKGTGQTVKVAVLTQGEKFDEAKNAGADLVGGEDLIEQIKGGFMDFDKLIATPDMMPKVASLGRILGPRGLMPNPKAGTVTTNIPQAIEEFKKGKVEYRADKTGIVHLPFGKANFSEEDLIINFIAAVKSIEANKPSGAKGVYWKSAHVCSSMGPSIRLNVREMLEYKLPNA*

NbL14g08290.1 50S_ribosomal_protein_L1_chloroplastic [MW = 37.05 kDa]
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1 163 325 487 649 810

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF05089 Alpha−N−acetylglucosaminidase (NAGLU) tim−barrel domain

PF12971 Alpha−N−acetylglucosaminidase (NAGLU) N−terminal domain
PF12972 Alpha−N−acetylglucosaminidase (NAGLU) C−terminal domain

Protein sequence:
MVNLKSWFQLAILSVFLCKASAVESDAIEPVLRRLHSKQAPSIVQESAAKGVLQRLLPAHLHSFQFKILSKELCGGRSCFRITNYKSSSKNSPEILIQGTTAVEITSGLHWYLKYSCGAHISWDKTGGVQLASIPKPGSLPLVEADGVTIQRPVPWNYYQNVVTSSYSFVWWDWQRWEKEIDWMALQGINLPLAFTGQEAIWQKVFLDYNITTQDLNDFFGGPAFLAWARMGNLHAWGGPLSQNWLNIQLALQKQILSRMQELGMTPVLPSFSGNVPAALKKIFPSANITRLGDWNTVNGDPRWCCTFLLAPSDPLFIEIGEAFIRKQIEEYGDVTDIYNCDTFNENTPPTDDPTYISSLGSAVYKAMSKADNNAVWLMQGWLFYSDSKYWKPPQMEALLHSVPRGKMIVLDLFADVKPIWKSSSQFYGTPYIWCMLHNFGGNIEMYGVLDAVASGPIDARISENSAMVGVGMCMEGIEHNPVVYELMSEMAFRGDSFQLQGWLKSYSSRRYGKVNDQIEAAWDILYHTIYNCTDGIADHNKDYIVEFPDWDPSGKTGTDISGTDNSSQNQMQKLAGFQWNRRFLFFEKSSSLPKPHLWYSTENVIKALKLFIDAGTELSGSLTYRYDLVDLSRQSLSKLANQVYLDAISAFRREDAEALSLHSQKFLQLIKDIDRLLAADDNFLLGTWLESAKNLATNSDEKKQYEWNARTQITMWFDNTKYNQSQLHDYANKFWSGLLEAYYLPRASMYFELLSKSLEEKVDFKLEDWRREWIAYSNNWQESRELYPVKAQGDALATATALFEKYFS*

NbL14g08210.1 alpha−N−acetylglucosaminidase [MW − SP = 89.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02941 Ferredoxin thioredoxin reductase variable alpha chain

Protein sequence:
MTASSSASFTSSILNIPNSKTSSFILNPNPFPQIKVNKSRNPKKTNGYFISRSVTVDNPTTVSSSSALNLDEGIDEKTAEAIGKVGSRVRVTVPLKVYHVPKVPELDLVNRIGTLKQYVGFHKGKQISANLPYKVEFVVDNLEGRDGQKVAKFMELLLCCWDHGLIINNRQMKN*

NbL14g08120.1 ferredoxin−thioredoxin_reductase_variable_chain−like [MW = 19.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01207 Dihydrouridine synthase (Dus)

Protein sequence:
MKSTGYCLIASLTPFHSVILKNRRRLLSNFFYGSTSKTRTLCAYHQKSKLHSTSLMGAERYPPPWFSVAPMMELTDNHYRTLARLISKHAWLYTEMLAAETIVYQAGNLDRFLAYGPEQHPIVLQIGGNNLENLAKATQLAAPYGYDEINFNCGCPSPKVAGHGCFGVRLMLDPKFVAEAMSVIAANTNVPVSVKCRIGVDDHDSYNELCDFIYKVSSQSPTRHFIIHSRKALLNGISPADNRKIPPLKYEYYYALLRDFPDLQFTINGGINSIEEVNEARTEGAHGVMLGRAAYSNPWQVLGLVDSAVYGAPLRSITRRQVLEQYQVYGDSVVGMYGGLKPSMRDVVKPLLGLFHANPGNGAWKRKVDAAFKHYTTIKSLFEETLVAIPDWVLDSPVTEVPGGCTDKFSKAKSLLPPPYTVNEEELLYA*

NbL14g08060.1 tRNA−dihydrouridine(20/20a)_synthase−like [MW = 47.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03055 Retinal pigment epithelial membrane protein

Protein sequence:
MGKKEEEVAMERSEGGWVVVKPKPNKKLGAKAIDWLEKVIVKLMYNSGSNSKDCHFLSGNFAPVHETPPCKDLPVKGYLPECLNGEFVRVGPNPKFAPVAGYHWFDGDGMIHGLQIKDGKATYVSRFVRTSRLKQEEFFGGAKFMKIGDLKGLFGLFSVYIYMLREKLKVLDTSYGNGTANTAMIYHHGKLLALHEGDKPYVVKVLEDGDLQTLGMLDYDKRLQHSFTAHPKVDPVTGEMFTFGYSQTPPYATYRVISKDGVMQDPVPITIPASVMMHDFAITENYSIMMDLPLYFKPKEMVKNKKLAYSFDPTKKARFGILPRYAKNESLIKWFELPNCFIFHNANAWEEGDDVVLITCRLQNPDLDAINGTEKEQQRDGFTNELYEMRFNMKTGLASQKKLSESAVDFPRVNENYTGRKQRYVYGTILNHMAKITGVVKFDLHAEPDTGKTKLEVGGNVLGIFDLGPGRFGSEAIFVPCQPGTECDEDDGYLILFVHDENTGKSSVNVIDAKTMSAEPVAVVELPKRVPYGFHAFFVTEEQIQEQAKL*

NbL14g08040.1 carotenoid_910(9'10')−cleavage_dioxygenase_1−like [MW = 61.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02341 RbcX protein

Protein sequence:
MVGTIYGTGRSLPETLCLNPILNSGSFNFKTNGELSLGLWRSLKRRKQLSLSSSFLDAWCDWKLSAKMIYLAVNRVSRKRQKLGKFSVFGGLEVEDDDSGEDVKNEIINVITYKAVRTVLQQLYEMNPPQYTWFYNFIVNHVPNTGKDFLQQLFKEKRELAERVMITRLNLYSIWMQKCDHAELYNRISDQNVELMRERLAQTVIWLSEDDEIAGSLD*

NbL14g07980.1 uncharacterized_LOC107829775 [MW = 25.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04073 Aminoacyl−tRNA editing domain

Protein sequence:
MGYTKEQLLARLQELQIDFTKHEHPVVLTVEAQAKHVGHLNGALSKNLFLKDKKHRFYVVSALAKTNVDLKVLSQRLGLGKGGLRMAPEEALGEVLQVPLGCVTPFALVNESARHVSLLLDQGFKTQERCFFHPLSNDTTIALNARDLDKLLSSIGKKPVYVDLEANPPVGKGQPPDLATFVPSDTIVLPGHTYKEAPLQVSDTNHAPVSNKATGVSAKAVKPSADVLKEKLSNGVSSPNSFADPEKFVEDFLEKTSSLVLSELTEENVKQDGEKLGEAISNKIRNKLATEFKSMATMFKNTAYSEGFQAGIRHQAKRP*

NbL14g07950.1 uncharacterized_LOC107772121 [MW = 34.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MAQTMLLTANAKVDLRNKESLVERLKPKPLSSFFLPSLPLKYPSASSSSSSHFTSTTVALFKSKAKAPAKKVVPKPKEKVEDGIFGTSGGIGFTKQNELFVGRVAMIGFAASLLGEAITGKGILAQLNLETGIPIYEAEPLLLFFILFNLLGAIGALGDRGKFIDDPVPATGLDKAVIPPGKGFKSALGLSEGGPLFGFTKANELFVGRLAQLGIAFSIIGEIITGKGALAQLNFETGVPINEIEPLLLFNIVFFFVAAINPGTGKFVTDEEEE*

NbL14g07870.1 photosystem_II_22_kDa_protein_chloroplastic [MW = 29 kDa]
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1 159 317 475 633 791

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPASSSETRNRWRKRKREPLISRKAKAQQDDDVFEEEEDEEDIDQQEIEDEDHRNPSNSVDRSNYSVELVSEAGNQISEFPLVVRRTVTRPHSSVLNIVATEKAGQCGESRQNGVVLENMSYGQLQALSAVPADSPALLTEERGEGSGSGSYVISPPQILQGRGVVKHYGSASRIHVVPMHADWFSPNTVHRLERQVVPHFFSGKSAEHIPEKYMECRNCIVAKYMELPEKHLSVADCHGIVAGVSADDVTRIARFLDHWGIINYCAVPPKAEPLKGVTLYEDSNSDLCVPVAGLKSIDSLVQFDKPKCCLKARDVYPEVVHDFDDDSDFDNSIRELLSELRCNCCSRPVSLSYYQSQKEIDILLCLDCFHEGGFVTGHSSLDFVKVSSMKDYGDLDGDTWTDQETLLLLEGMQLYNENWNQIAEHVGTKSKAQCILHFVRLPVDGAPLENIELPGASGPSSSFAGEDRSKSCSNLNGNLAGPSTENLDSDSKFPFENCGNPGMSLVAFLASAVGPRVAAACAHAFLAALSKDDSLTSRNMTQIDGSTANNGISIGKIHGKDGSPHGDVGNSYQLKDEKPGGQGPWGQHDAGGAPVSTERVRAAAKVGLAAAAIKAKLFADHEEREIQRLSANIVNHQLKRLELKLKQFAEVETLLMKECEQLERTRQRFAAERARMMTVQPGSVRVSRPMGVSGAGSPVVSNTGNSRQQVASGPLQQSFISGYGNNQPMHPHMSFMQQQGMYGFGPRLPLSAIHPSSSTPGMFNAPASSQPALSHSMLRPLSGTKSGLG*

NbL14g07840.1 SWI/SNF_complex_subunit_SWI3C [MW = 86.13 kDa]
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Peptide counts over 4 repeats

1 104 207 310 513

Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MAIRVWISLFLCVYALLGSLSYASESEEKEYVVTLDHSNFSDFVGQHKFIVVEFYAPWCGHCKKLAPEYEKAAQILSQNDPPVILAKVDANEEQNKILASEFDIKGFPTIKILRYGGSVVQDYKGPREADGIVSYLKKQSGPASAEIKSADDVIDVNKIIIVGVFPEFSGEKYENFTALAERLRSEYEFAHTLDAKLLPRGDSSVSGPVVRLFKPFDELFLDFQEFDVDTLAKLVEAASIPTVTLFNKDPNNHPFVIKFFNSPNAKAMLFVNFNSDLIDTFKSKYHEVAEQYKGNDISFLIGDVEASQGAFQYFGLKEDQVPLIIIQTNDGEKYLKPNVEPDHIASWVKDFKDGKVKPFKKSEPIPEVNSEPVKVVVADTLQEMVFNSAKNVLLEFYAPWCGHCKQLAPILDEVAVSFESDADVMIAKIDATANDIPQGTFNVQGYPTLYFKTASGKISQYEGDRTKEDIIDFIHKNRDKAADQGRIATRGDFKGFQGIWHYVGCLTIYQVQ*

NbL14g07700.1 protein_disulfide−isomerase−like [MW − SP = 54.91 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00176 SNF2 family N−terminal domain

PF00271 Helicase conserved C−terminal domain
PF09110 HAND

PF09111 SLIDE

Protein sequence:
MRDYQLAGLNWLIRLYENGINGILADEMGLGKTLQTISLLGYLHEFRGITGPHMVVAPKSTLGNWMNEIKRFCPILRAVKFLGDPDERRYIREELLVAGKFDVCVTSFEMVIKEKSALRRFSWRYIIIDEAHRIKNENSLLSKTMRLYNTNYRLLITGTPLQNNLHELWALLNFLLPEIFSSAETFDEWFQISGENDQQEVVQQLHKVLRPFLLRRLKSDVEKGLPPKKETILKVGMSQMQKQYYKALLQKDLEVVNSGGERKRLLNIAMQLRKCCNHPYLFQGAEPGPPYTTGEHLVENAGKMVLLDKLLPKLKERGSRILIFSQMTRLLDILEDYLMYKGHQYCRIDGNTGGEDRDASIEAFNKPGSEKFAFLLSTRAGGLGINLATADVVILYDSDWNPQADLQAQDRAHRIGQKKEVQVFRFCTEYTIEEKVIERAYKKLALDALVIQQGRLAEQKAVNKDELLQMVRFGAEMVFSSKDSTITDEDIDRIIAKGEEAKAELDAKMKKFTEDAIKFKMDDTADLYDFGDEEDKNKVDFKKIISDNWVEPSKRERKRNYSESEYFKQTMRQSAPARPKEPRIPRMPQLHDFQFFNTQRLSELYEKEVRYLMQTHQRNQVKDTIEMEEPEDAGEPLTAVEQEEKERLLEEGFSTWSRRDFNTFIRACEKYGRNDLKSIAAEMEGKTEEEVERYAKVFKERYKELNDYDRIIKNIERGEARISRRDEIMKAIGKKLDRYKNPWLELKIQYGQNKGKLYNEECDRFMICMVHKLGYGNWDELKAAFRSSPLFRFDWFVKSRTTQELARRCDALIRLIERENQEFDERERQARKEKKLVKNMTPSKRTLARQAAESPPTSKKRK*

NbL14g07440.1 ISWI_chromatin−remodeling_complex_ATPase_CHR11 [MW = 101.01 kDa]
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1 70 139 208 344

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGTITATTRIGFGVRLQTSNLTFFPSKFSTSLPSIPNIALLKCKHSSSTMSANSLQVNASSAIGAPSEELETPSGGNVGANDLLIVGPGVLGRLVAEKWREEHPSCQIYGQTMTTNHHDELIKMGINPSSKETKLTYKFPYVIFCAPPSQTKDYAGDIREAALSWNGEGSFLFTSSSAPYDCFNNGGINEDGPLVPIGRSPRTDVLLKAEKVALDFDGCVVRLAGLYKADRGAHIYWLQKGICDIRPDHILNLIHYEDAASLSVTILKKRLRGQIFLGCDNHPLSRQEVMDLVDKSGTFDKKFEGFTGTSDPLGKKLNNSKTRAELGWEPKYPSFAQFLGVSE*

NbL14g07400.1 uncharacterized_LOC107810922 [MW = 37.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01549 ShK domain−like PF13640 2OG−Fe(II) oxygenase superfamily

Protein sequence:
MNSSLLLATFFFLFIIAFVRESSSSAIINPSKAKQISWKPRAFVYEGFLTDEECNHLISLGKSELKRSAVADNESGNSKTSEVRTSSGMFIPKAKDPIVSGIEEKIATWTFLPKENGEEIQVLRYEEGQKYEPHYDYFVDEVNIARGGHRLATVLMYLTDVEKGGETVFPNAEESPRRRSMTADDSLSECAKKGIPVKPRKGDALLFYSLHPNATPDPLSLHGGCPVIQGEKWSATKWIHVDSFVKTVETVGNCSDRDENCERWAALGECTKNPEYMLGSAGLPGYCRKSCKAC*

NbL14g07390.1 probable_prolyl_4−hydroxylase_4 [MW − SP = 29.94 kDa]
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1 43 85 127 208

Pfam domains

Pfam Description
SP Sequon TM Domain PF02531 PsaD

Protein sequence:
MAMATQASLFTPALSASKSSAPWKQSLASFSPKQLKSTASTPRPIRAMAEEAAAAATTKAEAPVGFTPPQLDPNTPSPIFGGSTGGLLRKAQVEEFYVITWESPKEQIFEMPTGGAAIMREGANLLKLARKEQCLALGTRLRSKYKINYRFYRVFPNGEVQYLHPKDGVYPEKVNAGREGVGQNFRSIGRNKSPIEVKFTGKQVYDL*

NbL14g07260.1 photosystem_I_reaction_center_subunit_II_chloroplastic [MW = 22.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04981 NMD3 family

Protein sequence:
MAQDMGMFTVHRTIGSVLCCKCGISMQPNAANMCANCLRSEVDITEGLQKHVIICHCPECDSYLQPPRTWLKAQLESKELLTFCVKRLKNLNKVRLVHAEFIWTEPHSKRIKVKLKVQKEVLHGAILEQAYTVEYVIQDQMCESCTRVQANPDQWVAAVQLRQHVSHRRTFFYLEQLILKHDAAARAIRIKQMDQGIDIFFSNRSHAVKFVEFIGKVVPTRSRNDKQLVSHDTKSSIYNYKYTFSVEICPVCREDLICLPPKVKDGLGNLGPLVICTKVSNNIALLDPFTLRNCFLDAEQYWRASFKSLLSSRQLVEYIVLDVESVSSEVNIGGSKYALADAQVARVSDFGKNDTIFNVRTHLGHLLNPGDYALGYDLYAANSNDNELDKYKGFVLPDVILVKKSYEEKWQKKRGKPRSWKLKSLNMEIDDNVKGRDHEEKMSSEYEQFLRDLEENPDLRFNISLYRNREYQPSEMASVTDGDDAPTVALEELLADLDLSEEEADNDSMRE*

NbL14g06980.1 60S_ribosomal_export_protein_NMD3_pseudogene [MW = 58.56 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MGKFAITIMMGFLLLLWAGVTEAVYMKYKDPKQPLNIRIKDLMNRMSLEEKIGQMTQIERHLAAPDIIKKYFIGSVLSLGGSEPAPKATAADWVKMVNEIQKGSLSTRLGIPMIYGIDAVHGHNNVYTATIFPHNVGLGVTRDPQLVKRIGAATALEVRATGIPYTFAPCIAVCRDPRWGRCFESYSEDHRIVRAMTEIIPGLQGDIPANSRKGVPFVAGKTKVAACAKHFVGDGGTVKGIDENNTVISANELLSIHMPAYVDSIIKGVSTIMISYSSWNGMKMHANRDLITGFLKGKLKFRGFVISDWKGIDKITDPPHANYSYSIQAGVLAGIDMIMGPENVTEFLDDLAFQVGNNIIPMSRIDDAVKRILRVKFVMGLFENPLADLSLANQLGSQEHRELAREAVRKSLVLLKNGKVVSQLLIPLPKKVAKILVAGSHADNLGYQCGGWTRSWQGIGGNDLTTGTTILTAVRNTVHPSTQVVYRDNPDVNFVKSNHFSYAIVVVGETPYAETFGDGANLTIPEPGPSTITNVCGVVKCVVVVISGRPVVVEPYLANIDALVAAWLPGSEGQGVADVLFGDYGFTGKLARTWFKSVDQLPINVGDPHYDPLFPFGFGLTTEPVKS*

NbL14g06950.1 beta−glucosidase_BoGH3B−like [MW − SP = 65.7 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
HSVPTHRPSLGKRKIPRGGGGSNFEKSCICKAHRARLTMGKFAVTMMSFLLLFSWVGFSEAVYMKYKDPKQQLNVRIRDLMNRMSLEEKIGQMTQIERHVAAPEIMKKYFIGSVLSGGGSAPVPKATAADWVKMVNEIQKGSLSTRLGIPMIYGTDAVHGHNNVYKATIFPHNVGLGVTRDPQLVKRIGAATALEVRATGIPYTFAPCIAVCRDPRWGRCYESYSEDHRIVRAMTEIIPGLQGDIPANSRKGVPFVAGKTKVAACAKHFVGDGGTVKGIDENNTVINVNGLINIHMPAYVDSIVKGVSTIMVSYSSWNGMKMHANRGLITGFLKGKLKFRGFVISDWEAIDKITDPPRANYSYSIQAGVLAGIDMIMGQENLTEFLDDLAFQVRNNIIPTSRIDDAVERILRVKFVMGLFEKPLADLSLANQLGSQEHRELAREAVRKSLVLLKNGKVISQPLLPLPKKVAKILVAGSHADNLGYQCGGWTIGWQGIGGNDLTTGTTILSAVKNTVHPSTQVVYQDNPDANFVKSNHFSYALVVVGEMPYAEMFGDSAKLTIAEPGPSTITNVCGVVKCVVVVMSGRPVVIEPYLANIDALVAAWLPGSEGQGVADVLFGDYGFTGKLARTWFKSVDQLPMNVGDPHYDPLFAFGFGLTTEPGKN*

NbL14g06940.1 lysosomal_beta_glucosidase−like [MW = 72.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF02770 Acyl−CoA dehydrogenase, middle domain
PF02771 Acyl−CoA dehydrogenase, N−terminal domain

Protein sequence:
MQKLFAGRSLISSFVRNSKSQQHQAAAFSTSLLLDDTQIQFKESVAKFAQENIAPFAEKIDRTNSFPKDVNLWKLMGDFNLHGITAPEEYGGLNLGYLYHCIALEEISRASGAVAVSYGVQSNVCINQLVRKGTPEQKEKYLPKLISGDHIGALAMSEPNAGSDVVSMKCRADRVEGGYVLNGNKMWCTNGPVANTLIVHAKTDTTAGSKGITAFIIEKGMSGFSTAQKLDKLGMRGSDTCELVFENCFVPKENVLGQEGKGVYVLMSGLDLERVVLAAGPVGIMQACMDVVLPYVRQREQFGKPIGEYQLIQGKIADMYTALQSSRSYVYAVAKDCDNGKIDPKDCSGVILVAAERATQVALQAIQCLGGNGYINEYPTGRLLRDAKMYEIAAGTSEIRRIIIGRELFKHQ*

NbL14g06720.1 2−methylacyl−CoA_dehydrogenase_mitochondrial [MW = 44.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MLRSTNLAALFFLVLALFLFYRYPSFSSPQTMAEGSPKSIYDFTVKDILGNEVPLSNYRGKVLLIVNVASKCGLTDSNYKELNILYEKYKDQGFEILAFPCNQFLWQEPGTNEEIQETVCTRFKAEFPVFEKVDVNGDNAAPLFKFLKSEKGGFLGNAIKWNFTKFLVNKEGKIVERYAPRTPPLQFEVTLNCYFFCSFIFYLCPSVLVIKGSGNKRKTLSYLK*

NbL14g06640.1 probable_glutathione_peroxidase_2 [MW − SP = 22.45 kDa]
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Peptide counts over 4 repeats

1 159 317 475 789

Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MPPRAVKRTPTGSGTKRGGRTNRGTPKSKEKQPVVMADEPVKVEVSAAEEEKKLELKQELKAEKPVAEEKAELEKPVKAEPEVKSVEKTDDVKDSDEYEKGERLDLDDNDPEYEPEEYGAVDYDERGIEHEDVQEEGYEIEEDPQEGDDGEEEEEEGDMVEDGEDMHEEIEGEEDGEHAEGEEHAEMIDAAEDEEHHEVVKERLKRKEFEVFVGGLDKDATEDDLRKVFSQVGEVTEVRLLMNPQTKKNKGFAFLRFATVEQAKRACIELKNPVVNGKKCGVSPSQDSDTLFLGNICKSWTKEALKEKLKHYGVNNVEDLTLVEDTNNEGMNRGFAFLEFSSRSEAMDAFKRLQKRDIVFGVDRPAKVSFADSFIDPGDEIMAQVKTVFIDGLSASWDEDRVRDLLKEYGNIEKIELARNMPSAKRKDFGFVSFDTHEAAVICAKSINNEELGEGDKKVKVRARLSRPLQRGRGRYGARDLRPRLGLMRGPRAPWGRPVPHRLPVRGSRVSTRVPPLSDRSFKRPAAMRDRRPVMAVAPRGRPVAPLSSRSYGRRPPVHSYPKSKREYARHEEIPPPRSRAAVDYPSRFPSDRRSSYRDDYSSRSSGYRDFPRGHARTSTRRAYVDDGFEERYERPPPTYREGRGREYDSVSGSKRSYSSLDEVPPRYAEAGARTSRSRLDYDLGGASGTQYGDYSDSRLRRSNLGYSGSRSSLSGEDSHGMYSSCQGGYGGGSYGGSDVSGMYSSGYGGDYASRGSDVGGSSYSSAYSSRGMGGSGYMGSGSSASYY*

NbL14g06100.1 heterogeneous_nuclear_ribonucleoprotein_R−like [MW = 88.15 kDa]
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1 61 121 181 298

Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00226 DnaJ domain

Protein sequence:
MDIEVDHYAVLDLPSGEEGAKLSEKDISKAYKKMALELHPDKRPDDPNAHLNFQKLKTSYEVLKDEKARKLFDDLLRVKREKIQRQSQQDSKRRKMMSDLDAREHAAFAPDASVLARQEEERIAKKLKEEIARIRAMHSNKVPTATDPSQKETHAKAKASTEGKGSSVDKEKVLKVSWEKIGEDYTAQRLRELFSEFGEVEDVVIKSSKKKGSALVVMSSKDAAKAVCGNVLGDLSNPLLVVPLQPTVQPTMPAPFFNAEKDREPEGPSLSNLVGAGYQKFEDSVLEKMRKAAQRKK*

NbL14g06040.1 dnaJ_homolog_subfamily_C_member_17−like [MW = 33.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02847 MA3 domain PF02854 MIF4G domain

Protein sequence:
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NbL14g06000.1 eukaryotic_translation_initiation_factor_4G [MW = 194.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
MASTFITVAKPFTSHSKNLTSFSTQRPIGLKTNSLRINAISKKWEPTKVVPQADRVLIRLEELSEKSAGGVLLPKSAVKFERYLMGEVLSVGSEVAQVEAGKKVLFSDINAYEVDLGTDARHCFCKESELLALVE*

NbL14g05930.1 10_kDa_chaperonin_1_chloroplastic [MW = 14.84 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 43 85 127 209

Protein length

Gel Slice

4.8 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 43 85 127 209

Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAPVSALAKYKLVFLGDQSVGKTSIITRFMYDKFDNTYQATIGIDFLSKTMYLEDRTVRLQLWDTAGQERFRSLIPSYIRDSSVAVIVFDVASRQSFLNTSKWIEEVRTERGSDVIIVLVGNKTDLVDKRQVSIEEGEAKARELNVMFIETSAKAGFNIKPLFRKIAAALPGMETLSSAKQEDMVDVNLKSSNPNASQSQPQSGGCAC*

NbL14g05880.1 ras−related_protein_RABH1b−like [MW = 23.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF08662 Eukaryotic translation initiation factor eIF2A

Protein sequence:
MADVTSMGEITAIAARIGVDLSQIDLDSIHLPPGEDCGIPSDDDDLMEEDPLEFDAGFGNILVVDNLPVVPKEKFEKLEGVVRKIYSQLGVIKEDGLWMPVDPETQKTLGYCFIEYNTPQEAELSKEKTHGYKLDRSHIFAVNMFDDIEKFLKVPDEWAPPEIKPYVPGENLQQWLTDEKARDQFVIRAGNDTEVLWNDARQLKPELVYKRSFWTESFVQWSPLGTYLATVHRQGAAIWGGATTFNRLMRYAHPQVKLIDFSPGERYLVTYSSHEPSNPRDTHRVVLNIFDVRTGKVMRDFKGSADEFAVGGTGGVTGVSWPVFRWSGGKEDKYFARIGKNVISVYETETFSLIDKKSIKVENVMDFSWSPADPILALFVPECGNQPARVSLVQIPSKEELRQKNLFSVSDCKMYWQSNGDYLAVKVDRYTKTKKSTYTGFELFRIKERDIPIEVLELDNKNDKIIAFAWEPKGHRFAVIHGDNPRPDISFYSVRSGTNTGRVSKLTTLKGKQANALYWSPGGRFLILAGLKGFNGQLEFFDVDELETMASAEHFMATDVEWDPTGRYVATSVTSVHEMENGFNIWSFNGKLLYRILKDHFFQYLWRPRPPSFLSKEKEEEIAKNLKRYSKKYEAEDQDVSLQLSEQDREKRKKLKEEWEAWINEWKRLHEEEKMEREKLRDGEASDVEEEYEAKEVEVEEIINVTEEIIPFEESQQ*

NbL14g05790.1 eukaryotic_translation_initiation_factor_3_subunit_B−like [MW = 82.58 kDa]
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1 154 307 460 613 765

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00626 Gelsolin repeat

PF04810 Sec23/Sec24 zinc finger
PF04811 Sec23/Sec24 trunk domain

PF04815 Sec23/Sec24 helical domain
PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MTEFLELETQDAVRMPWNVLPGSKSEAAQCVIPVSAVYTPLKPFPNTPTLPYAPLRCRNCRSVLNPFSIVDFSSTKIWICCFCLQRNHFPQNYQSISETNMPAELFPQYTTIEYESPTEKATMTNPVFLFVIDTCVIEEEIGYLKSSLLQVVGTLPENCLIGLITFGTYVHVHELGFGQIPKVYVFKGSKEVSKDQVLEQMGFFANKRKPTTGVIAGVRDGLSQESISRFLLPASECEFTLNSILEELQRDPWPVPADQRAARCTGTALSVAAHLLGICVPGSGARIMAFLGGPSTEGPGAIVSKILSEPIRSHKDLDKDSAPLYHKAVKFYEGLSKQLVHQGHVLDVFACALEQVGLAELKAANEKTGGLVVLAESFGHSVFKDSLKQVFQSGGNDLGLSSNGIFEVNCSKDVKVQGVIGPCASLEKKGPLCSEVVVGQGNTTAWKMCGLDKTTSLCLIFEVAKKENPEAIAQSANPQFYFQFLTYYQHPSGQMRLRVTTLSRRWVAGPGSVQDLIAGFDQEAAAVVMSRQVSFKMETETDFDPIRWLDKSLIHICSRFGDYQKDSPSSFTLSPRFSIFPQFMFHLRRSQFVQVFGNSPDETAYFRMILNRENVANSVVMIQPSLISYSFQSGPEPVLLDVAAIAADRILLLDSFFTIVVFHGSTIAQWRKAGYHEQPEHQAFAQLLKTPREDAEAIIRERFPVPRLVICDQYGSQARFMLAKLNPSATYNSDAPPIPGGDIIFTDDVSFEVFLDHLQRLAVH*

NbL14g05640.1 protein_transport_protein_SEC23−like [MW = 84.69 kDa]
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1 70 139 208 343

Pfam domains

Pfam Description
SP Sequon TM Domain PF01259 SAICAR synthetase

Protein sequence:
MAHHLPALNPPKPLNTNLQSINKPIFAFSQIAPRKISKLKKYPSITSSTMSSQQQNPLPHIALTNNEHKEEVMNAIKSSISNCLSETHLDLTVPALKSKIRGKVRDIYDGGDYLVMVTTDRQSAFDRILASIPFKGQVLNETSLWWFNKTQHITPNAVVSVPDRNVTIARKCSVFTVEFVVRGYVTGSTDTSLWTVYNKGVRNYCGNNLPDGLVKNQKLQENILTPTTKAADHDVPVTPDEIVQRGLMTQADYDEVSRKATSLFEFGQRVALDHGLILVDTKYEFGKGADGKIYLIDEVHTPDSSRYWIAHSYQERFQSGLEPENIDKEFLRLWFKNHCKPI*

NbL14g05550.1 phosphoribosylaminoimidazole−succinocarboxamide_synthase_chloroplastic [MW = 38.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07819 PGAP1−like protein

Protein sequence:
MAMAVAWSSSISPYTFINATPKRCSAISQATDLPTTTTSSAIRPAVILPGLGNNTNDYEKLALVLKGYGVPTAIAKVSRIDWLRNAAGLLDSNYWRGTLCPRPVLNWYLERIDEAVREAKELAQGGSGSLTLIGHSAGGWLARVYLQEFGFSDVSLLLTLGTPHLPPPKGLPGVIDQTRGLLYYVEEHCAKAVYSPQLRYVCIAGRYIQGSRFLGSSSTYSSELEAGVDQPTSEVAAVSNTNSETASTFRARFVGQGYKQVCGQADVWGDGVVPEVSAHLKGALNITLDGVYHSPVGSDDATRPWQRKIENFREMILRVCVLCVLQL*

NbL14g05380.1 uncharacterized_LOC107827413 [MW = 35.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MSSSDLVAASTQGNLDEQISQLMQCKPLSEPDVRTLCEKAKEILMEESNVQPVKSPVTICGDIHGQFHDLAELFRIGGQCPDTNYLFMGDYVDRGYYSVETVTLLVALKVRYPQRLTILRGNHESRQITQVYGFYDECLRKYGNANVWKTFTDLFDYFPLTALVESEIFCLHGGLSPSIETLDNVRSFDRVQEVPHEGAMCDLLWSDPDDRCGWGMSPRGAGYTFGQDISEQFHQTNNLKLIARAHQLVMEGYNWSHEQKVVTIFSAPNYCYRCGNMASILEVDDCRGHTFIQFDPAPRRGEPDVTRRTPDYFL*

NbL14g05270.1 serine/threonine−protein_phosphatase_PP2A−5_catalytic_subunit [MW = 35.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01813 ATP synthase subunit D

Protein sequence:
MSGQSQRLNVVPTVTMLGVIKARLVGATRGHALLKKKSDALTVQFRQILKNIVSTKESMGEVMKDSSFALTEAKYAAGENIKHVVLENVQNATLKVRSRQENIAGVKLPKFEHFSEGETKNDLTGLARGGQQVQACRAAYVKSIELLVELASLQTSFLTLDEAIKTTNRRVNALENVVKPRLENTVLYIKGELDELEREDFFRLKKIQGYKKREIERQMASARQYAEERAAEELSLKKGITLGSAHNILSHASQKDDDIIF*

NbL14g05230.1 V−type_proton_ATPase_subunit_D−like [MW = 29.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain

Protein sequence:
MVFYRGVSLLSKLRSRAVQQSNHSNSVRWLQVQTSSGLDLRSELQELIPEQQDRLKKLKSEHGKVQLGNITVDMVLGGMRGMTGLLWETSLLDPDEGIRFRGLSIPECQKVLPAAKPGGEPLPEGLLWLLLTGKVPSKEQVDSLSQELRSRATVPDHVYKTIDALPVTAHPMTQFATGVMALQVQSEFQKAYEKGIHKSKLWEPTYEDSMSLIAQVPLVAAYVYRRMYKNGNTIPKDDSLDYGANFAHMLGFSSSDMHELMRLYVTIHSDHEGGNVSAHTGHLVASALSDPYLSFAAALNGLAGPLHGLANQEVLLWIKSVVEECGENTSKEQLKDYVWKTLKSGKVVPGFGHGVLRKTDPRYTCQREFGLKHLPEDPLFQLVAKLYEVVPPILTELGKVKNPWPNVDAHSGVLLNYYGLTEARYYTVLFGVSRALGICSQLIWDRALGLPLERPKSVTMEWLENHCKKA*

NbL14g05180.1 citrate_synthase_mitochondrial [MW = 52.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12807 Translation initiation factor eIF3 subunit 135

PF13236 Clustered mitochondria
PF13424 Tetratricopeptide repeat

PF15044 Mitochondrial function, CLU−N−term

Protein sequence:
MAGKSNKGKNRKAVQNPNTASSSELAAPSDAPVNDTAMHAEANGTTSLNPPTDIKTEATESGNGTSGHEAKQGDIHLYPVTVKTQGGDKLELQLSPGDSVMDVRQFLLDAPETCFVTCYDLLLHIKDGSVHHLEDYNEISEVADITKGDCFLEMVPALYDDRSIRAHVHRTRELLSLSTLHSSLSTSLALQHDMGSNNAKSGEPPVKADVLELENLGFVEDVSGSVSSLLAAPSKETKCVESIVFSSFNPPPSYRRLSGDLIYLDVVTLEGNKYCVTGTTKTFYVNSSTANVLDPRPNKTGLEATTLIGLFQKISSRFEKAFREILERKASAHPFENVQSMLPPNSWLGSYPIPDHKRDAARAEDALTLSFGSELIGMQRDWNEELQSCREFPHTNPQERILRDRALYKVSSDFVDAAISGAIGVINRCIPPINPTDPECFHMYVHNNIFFSFAVDADLEQLSRKQGADSKVEGTGLLRSLSEKTSNNLSQGASEVSNGDEHGGSVVEAVSINLDCPPGVPGETQFAESEQATYASANNDLKGTKSYQEADVPGLYNLAMAIVDYRGHRVVAQSVLPGILQGDKSDSLLYGSVDNGKKICWSDEFHSKVLEAAKRLHLKEHTVLDGYGNEFKIAAPVECKGIVGSDDRHYLLDLMRVTPRDANYSGPGSRFCILRPELITAFCQAEVAERSKSKCESEGEVPVASDSSTVNNTEELQTTDGVVPAEVDSNTGEKSVKDAGNNCCSHSGRADTEDILFNPNVFTDFKLAGSEEEIVADQVLVKKVSLYLKDTVLPKFIQDLCTLEVSPMDGRTLTEALHAHGINLRYLGKVAEGTRNLPHLWDLCSNEIVVRCAKHILKDVLRDAEDHDLANTVSHFCNCLFGNIQTVSNKGGANSALSKNQKKDHISNQQKSSKQGKRKNVGPAKKKLSSYLNITSDSLWSDIQEFAKLKYQFELPEDAKMLIKKIPVVRNLCQKVGVTVAARKYDLVSAASFQASDIMNLQPVVKHSIPVSSEAKDLVETGKAQLAEGLLSEAYTLFSEAFTILQQVTGPMHREVANCCRYLAMVLYHAGDMAGAIMQQHKELIINERCLGLDHPDTAHSYGNMALFYHGLNQTELALRHMSRALLLLGLSSGPDHPDVAATFINVAMMYQDIGKMDTALRYLQEALKKNERLLGEEHIQTAVCYHALAIAFNCMGAFKLSHQHEKKTYDILAKQLGEEDSRTRDSQNWMKTFKMREIQMNAQKQKGQSLNVASAQKAYDILKAHPSLLHAFQAAAGGAGVGGMNQSLSSAVLGDGLPRGRGVDERAARAAAEVRKKAAARGLLLRPSGVPAATLPPLTQLLNVINSGAAPDAANANETNEEKKEANGRSSDGPGGDAQADHSKTPGQDQTPVGLGTGLAGLDAKKQKSKGKSAS*

NbL14g04980.1 clustered_mitochondria_protein [MW = 153.86 kDa]
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Peptide counts over 4 repeats

1 238 475 712 949 1186

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00562 RNA polymerase Rpb2, domain 6

PF04560 RNA polymerase Rpb2, domain 7
PF04561 RNA polymerase Rpb2, domain 2

PF04563 RNA polymerase beta subunit
PF04565 RNA polymerase Rpb2, domain 3

PF06883 RNA polymerase I, Rpa2 specific domain

Protein sequence:
MEDQNEGKNKAMSRPHLLQEKDYSALKELFSHHIESFDHMVDNGLETMLLSIKPVEVLDSFSKLKLRIWFGKPEIFPPQKERTSKTMHDALYPFECRQAKLSYTGKFLVDICLQYGDGAVIREKFNFGQFPIMLKSKLCHLRAADDSKKLTAHKEEPSEMGGYFILKGLERVIRLLILPKRNYPMSMVRNSFRDRREGYSDKAVVIRCVREDQSAVSVKLYYLNNGSARLGFWIQGREYLLPVGIILKALVDTTDHEIYVNLTCCYNEEYDRVKGSVGTQLVSERAKIILDEVQALSLFTRAQCLQHIGEHFQPVMTGMQNYSYNTVADAVLRDYIFVHLDNNHDKFNLLIFMLQKLFSLIDQTSVLDNPDSLQNQEVLLPGHLITIYLKEKLQDWLLRLQRLLQEETDGEKKKFELSSLADVKKTIEKNAPKQMSLAIENMLKTGRLVTQSGLDLQQRAGMTVQAERLNFLRFVSHFRAVHRGASFAGLRTTSVRKLLPESWGFLCPVHTPDGEPCGLLNHMTASCRITSYYDSKGNIKDFFKIRESILRVLTTIGMIPSAPKLVKGGPPEELSVLLDGRIVGSMRSDKIEEAVTYLRRLKVSAISIPVDLEVGYIPLSMSGAYPGLYLFTSPSRFVRPVRNISAPAEEGNDLELIGPFEQVYMEISCPDGGDGGRKNVFPATHREIHPTNILSVVGNLTPWSDHNQSPRNMYQCQMGKQTMGFSSQALSCRADQKLYHLQTPQTPIVRTKAYEKYCVDDYPLGTNAIVAVLAYSGYDMEDAMVLNKSSVDRGLCHGHIYQTETIDLTEQSAKSDRAQRVFRRSYLDKSSHQLIDSDGLPYVGQRINPHEPYCTIYNEITSQTTNMKLKGSEPVVVDYVAVDVKNKTHLQKANIRFRRSRNPVIGDKFSSRHGQKGVCSQLWPDIDMPFSGVTGMRPDLIINPHAFPSRMTIAMLLESIAAKGGALHGKFVDATPFSNTMKDAESESSSLVDELGSMLTASGFNYHGVEVLYSGVYGTELTCEIFIGPVYYQRLRHMVSDKFQVRSTGTVDQVTRQPIKGRKRGGGIRFGEMERDSLLAHGAAYLLHDRLHTSSDHHIADVCSECGSILTASILQPPKQKMQEEVRKISGLPPAREPKKVTCLACRTSKGMETVAMPYVFKYLAAELAAMNIKMTLKLSNGAGA*

NbL14g04950.1 DNA−directed_RNA_polymerase_I_subunit_2 [MW = 133.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00588 SpoU rRNA Methylase family

Protein sequence:
MDRAALKTLNAVASPLHFRAITLLCRPVLLHNLHFPLLSSSSRLSPLRSLCVRSDAIAMPNGAGETAIEKTQNKLLQVVLVSPQIPGNTGSIARTCAASAVGLHLVEPLGFPIDNSKLKRAGLDYWPYVVVKVHRSWDEFREYFRGQVSFLPHSSSFKTFRVWTKIILFPSLQAGEKRLLAFTKRGTTTHSDFSYKKGDWLVFGSETKGLPPEALLDCNSESLGGGTLRIPMVETYVRCLNLSVSVGIAVYEASRQINYEQLQCPPDTCMDIETSFVTEDIYA*

NbL14g04880.1 putative_tRNA_(cytidine(34)−2'−O)−methyltransferase [MW = 31.36 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 75 149 223 369

Protein length

Gel Slice

4.0 5.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 75 149 223 369

Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
MGLTGVTFLITLMMLTAVTIPANGCSPADQAALMDFKAALNEPYLGIFKTWAGTNCCQGWNGVGCDPNTQRVADIVLRGESEDPIYEKAGRSGYMTGSLSPSLCKLDGLTTFIVADWKDISGEIPACLTSLKNLRIVDLIGNKITGQIPANIGQLSKLAVLNLADNQISGSIPGSIVNLGKLMHLDLSNNQLSGEIPADIGKLSMMSRALLNKNKLTGSIPNSISKLYRLADLDLAMNQITGSIPAQLGSMPVLSTLNLDSNQLSGSIPNNLLSCPGLNILNLSRNSLEGLLPDVFGSKTYFTHLDLSYNNLRGSIPKSLASAKYIGHLDLSYNHLCGPIPNCSPFDHLEASSFSNNDCLCGSPLRTC*

NbL14g04870.1 DNA−damage−repair/toleration_protein_DRT100−like [MW − SP = 36.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSIPKELYPSQDDLPYEEELLRNPFSLKLWWRYLVARADSPFKKRAVIYERALKALPGSYKLWHAYLRERLELVRNLPVTHSQFQTLNNTFERALVTMHKMPRIWIMYLVSLTEQKLVTRTRRTFDRALCALPVTQHDRIWEPYLVFVSQRGMPIETSLRVYRRYLKYDPSHIEDLLEFLLNSELWQEAAERLAGVLNDDQFYSIKGKTKHRLWLELCDLLTQHATEISGLNVDAIIRGGIKKFTDEVGRLWTSLADYYIRRKLVEKARDIFEEGMTTVVTVRDFSVIFDAYSQFEESMLALKMEEMSESEVEDEESNGEVGVEEDVDEEDDRLNVAKLEKKLREFWLNDDKDIDLRLARLEHLMDRRPELANSVLLRQNPHNVEQWHRRVKLFEGNPTKQILTYTEAVRTIDPMKAVGKPHTLWVAFAKLYENHKDIANARVIFDKSVQVNYKTVDHLASVWCEWAEMELRHRNFKGALELMRRATAEPTVEVKRRVAADGNEPVQMKLHKSLRLWLLYVDLEESLGTLESTRAVYERILDLKIATPQIIINYAVLLEDHKYFEDAFKVYERGVKIFKYPHVKDIWVTYLSKFVKRYGKSKLERARELFEHAVEETPADAVKPLYLQYAKLEEDYGLAKRAMRVYDQATKAVPANEKLSMYEIYIARAAEIFGVPRTREIYEQAIESGLPDKDVKVMCLKYAELEKSLGEIDRARALYKHSSQFADPRSDPDFWNKWHEFEVQHGNEDTFREMLRVKRSVSASYSQTHFILPEYLMQKDQMQTLEEAKDVLKRAGVADDEMAALERQLVSPEDETKGKDQSRVVGFVSAGVVESNGQKVTTNNEDIELPEESDSEEEEKVEIAQKDVPAAVFGGLIRKREEGDEAEDDSAAKSKDSDVHLGALERIKRRRQGS*

NbL14g04820.1 pre−mRNA−splicing_factor_SYF1−like [MW = 106.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00743 Flavin−binding monooxygenase−like

Protein sequence:
LKSPQKHMQYSSITNQIITKDKNTTLSYNNIKYYKVMILRSVISSNQSYSRTLTNMTLLWPTPSHFHMPQNSPQNKNVAVIGAGSAGLVTARELQREGHSVVVFERENQLGGTWVYTPATESDPVGIDPNREIVHSSLYSSLRVNLPREVMGYRDYPFAAKKKLNRDPRRYPGHKEVLNYLYDFAVDFGLIELVRFGMEVGHVGLLKNGKWKVSSRKREKDVVFNEEYDAVVICNGHYTEPRTADIPGIEVWPGKQIHSHNYRVPDPFRNQVVVLIGSAASATDISREIAEVAKEVHISSRSATSGVPLKLPGYDNIWQHSMIEAVGIDSGVNFRDGSKVIADMILHCTGYKYHFPFLETNGIVTVDDNRVGPLYKHIFPPAFAPSLSFVGLPWKVIPFPLCELQSKWIAGVLSGRISLPSKEDMNADIEALYSSMEASCIPKRYTHNMDDCQFDYDDWLAAECGSPPSEEWRKQMYFISRKNKKTQPETYRDQWDDDDLIIQAHEDFVKYIPELAQAQKLPR*

NbL14g04620.1 flavin−containing_monooxygenase_FMO_GS−OX−like_4 [MW = 59.48 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 28 55 82 109 135

Protein length

Gel Slice

4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 28 55 82 109 135

Pfam domains

Pfam Description
SP Sequon TM Domain PF14547 Hydrophobic seed protein

Protein sequence:
MAKATVSSIVLLLALNILFFTMVSSTYIPCPPKTKNQPHPATPSSKGYKKCPKDTLKLKVCANLLNDLVHVVIGSSSKSSCCSLIENLADVDAAVCLCTAIKAKLLGTNLDTALSLSLLLNNCGKTVPKDFQCA*

NbL14g04590.1 14_kDa_proline−rich_protein_DC2.15−like [MW − SP = 11.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04614 Pex19 protein family

Protein sequence:
MCKTLVYFCRVFAAKKRHCTFPEKSLPYVCITLHRNLTISFFFLSSIHKDWICIRHLAIHEQKKHKQNILQGESMATDHSDDLDQLLDSALDDFQSLNLTSASQRNGDEEDKKESCCMASEVQGLGMSLPDLKAKHKGKQKASSKDSHVSEALDKLREQTREALKGLESVAVPRPGLESFGSDPMMEEWAKQFEELAGSQDMESIVETMMQQLLSKEILYEPMREIGERYPKWLEDNKAKLSSEDYERYRHQYELIRDLNKVYETEPNNFNKIVELMQKMQECGQPPNDIVHELAPDFDISTLGQLSPEMLESQQNCCIM*

NbL14g04560.1 peroxisome_biogenesis_protein_19−1−like [MW = 36.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MAESLQLPIIDLTSPDRVSTARAIRQACVEVGFFYLINHGVEENLFKKVLAHSKKYFSLPVEEKIKLVRRNNRGYTPLYAENLDPSSGTQGDSKESFYIGPLEDKRAVSNLNQWPAEEILPCWRSTMEDYYKRVLDAGIRLTSLIALALELDEDFFHKAGACDSPNAFLRLVHYPGELRLSEQVVYGASAHSDYGMLTLLATDGVGGLQHV*

NbL14g04470.1 2−oxoglutarate−Fe(II)_type_oxidoreductase_hxnY [MW = 23.65 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 74 147 220 364

Protein length

Gel Slice

3.2 4.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 74 147 220 364

Pfam domains

Pfam Description
SP Sequon TM Domain PF04774 Hyaluronan / mRNA binding family PF09598 Stm1

Protein sequence:
MATLNPFDLLDDDAEDPSLLIAAEQQKQVPPPASVPKKGPAQLSKPAAKFPSKPLPPSEAVREARNDGQRGGGRGGARGGFGGRGRGRGFNQYPADGENTFGSSNGFSGGYKASEDGESGKHSERRVGYGGPRGEFRGGRRGSFSNGDASDGERPRRAFERRSGTGRGNEFKREGAGRGNWGTPADELAPEKEEPVNEGEKIVDTEKQAVQADAEDTSKDSPAAEPQEKEPEEKEMTLEEYEKLLEEKRKALLALKPEERKVNLDKELESMQLLSNKRSDDEVFIKLGSEKDKRKETVEKVKKTKSINEFLKPADGESYYGRGGRGGRGRGGRDRGRDGFVGNNSVSAPSIEDVRQFPSLGAK*

NbL14g04360.1 plasminogen_activator_inhibitor_1_RNA−binding_protein−like [MW = 39.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01494 FAD binding domain

Protein sequence:
MALYSSNLLLVKSHISLYSSSNPTIYFKRRTSSVPQQPWLPPETRVRVGPISLSIRSDDRKEDIVIIGAGIAVLATAVSLQRLGIRTLVLEQAESLRTGGTSLTLSKNGWKALDAIGVRNDLRTQFLEIQGMVVKSEDGRELRSFRFKDEDESQEVRAVERRVLLETLASNLPPDAISFSSKLANVERSENGETMLELEDGIHISAKILIACDGIRSPWPSGWDFQSLTM*

NbL14g04330.1 FAD−dependent_urate_hydroxylase−like [MW = 25.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07534 TLD

Protein sequence:
MTCSIAILNSIPSPYCKCSPRSLFNWDFGNNRKTDDKPQVRYHDLDLPFPPSLVSKTFLKGRKLKCCYKASVDGFSATDFHNNSDFKGPCVIIGYTTKDFKFGAFNPEGYRSTDDYYDTFDAFLFYWAEDEQQPIILPKVGGSGAALFDYARGGPQFGADGLLIGPPLAPVMGGFAGPDTNSGIGDLRQAKSRLGLSYAKRPDGKESLFGDESKAELDEVLVFCSPQIASLY*

NbL14g04140.1 uncharacterized_LOC107766858 [MW = 25.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10604 Polyketide cyclase / dehydrase and lipid transport

Protein sequence:
MEQSESSTTHVRQQHQKHEEEPNGSSITTHHLTVPPGLTPEEFDELKSSVTEFHTYRVNSATQCSSLLAQRIHAPPHIVWSVVRRFDKPQIYKHFIKSCSVGENFSIVVGATRYVSVISGLPADTSTERLDILDDEKYVTGFSIIGGEHRLRNYRSVTTVHGFDQQLDGKISTVVMESYVVDVPDGNTEEDTRLFADTVVKLNLQKLGSVAEAIARGGNGVVSEN*

NbL14g04040.1 abscisic_acid_receptor_PYR1−like [MW = 24.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain PF08544 GHMP kinases C terminal

Protein sequence:
MAVVASAPGKVLLTGGYLVLGRPNAGIVLSTNARFYAIVKPLYEEIKPESWAWAWADVKLTSPQMARETMYKLSLKHLKLQAVSSSESRNPFVEHAVEYAIAAAHATFDKDKKDILHKLLLRGLDITILGCNEFYSYRNQIEARGLPLTPESLASLPPFTSITFNAEDSIGENRKPEVAKTGLGSSAAMTTAVVAALLHYLGVVNLSSLTEDQSHGRKDASNLDIVHVIAQTAHCIAQGKVGSGFDVSSAVYGSQRYVRFSPEVLSSAQNAGMATPLTEVIDDVLKAKWDHERTKFSLPPLMTLLLGEPGSGGSSTPSMVGAVKRWQKSDPQSSLETWRKLSEGNSALEMHLNTLCKLAERNYNVYECVINACSLLTAEKWSERANESSQAEIVKELLGAREAMLGIRYYMRKMGEAAGIPIEPESQTHLLDTTMSMEGVLLAGVPGAGGFDAVFAVTLGASSKNVTKAWSLLNVLAMLVTEDPRGVSLEDNDPRANEITAAVSSIHLQ*

NbL14g03890.1 phosphomevalonate_kinase−like [MW = 55.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MEGITEGVKNMSVTETQKKNRIQVSNTKKSLFFYVNLSKRYMQQYNEVELSALGMAISTVVTVAEILKNNGFAVEKKIRTLTIDMRDEPGARPIPKAKIEIVLGKTEKFDELMAAEAEQNGDNEEQN*

NbL14g03770.1 uncharacterized_protein_At2g34160−like [MW = 14.32 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 59 117 175 289

Protein length

Gel Slice

3.3 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 59 117 175 289

Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MASMVFASTPLSTKSFVKLRTNSKYSPSSCFVPSPSRNSYLHLSYNISHVNSYKSSFFEGDGFSNFSLPKFSRVANSFSPSLNTIKAQAGGEKNVYRFEAHDIREKKYISLRKYSGKVLLIVNIPEQGSDDTKSEIKLLNELHNRYKDRKPKGFAVLGFLYDKKETGKSGYGRGKQEILNTAEFPLFDKVKLNEKHEHWYGIDENKRDEDLYYFLKKETKGGDITEEFVKILVDWTGVPAGRYDPFPILHDETKKSEIAKSGEDPGTTVGLRDDPRFVLENAIATLVR*

NbL14g03450.1 uncharacterized_LOC107795122 [MW = 32.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MASFAVFSPICPVFSLAKLDLNCKSSLFSSYKPTLSSTKSSFLQYGFSLPISNFSGSSLKSKVMGTISARAATEKTIYDFTVKDIDGKDVPLSTFKGKVLLIVNVASRCGLTTSNYTELSQVYEKYKTKGLEILAFPCNQFGAQEPGSNPEIKQFACTRFKAEFPIFDKVDVNGPNTAPVYQFLKSSAGGFLGDLVKWNFEKFLVDRNGKVVERYPPTTSPIQIEKDIQKLLAA*

NbL14g03440.1 probable_phospholipid_hydroperoxide_glutathione_peroxidase [MW = 25.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13474 SnoaL−like domain

Protein sequence:
MEMASNFQTLSFGPQISRPHYLSIGRIEFRGQIASAHSNINGVQIYHCLASPFQMQFNAVSAGRIKIGSAYLPGRCAFDLKFGNFTPFRQGSHTHSLRPCRIMSEDSEGTLSGENILLDEETLEQDLKNAIKEENYAQAATIRDSLRLLQEDSKASVLAANARFYNSFKHGDLAAMQTLWSKGENVCVVHPGVSGITGYDLVMGSWEFVWAEYDFPLDIEIRDVQVHVRGDIGYVTCIEMVRTKGSSWGKQFATNVFEKVNGQWFMCIHHASYIDL*

NbL14g03340.1 uncharacterized_LOC107797087 [MW = 30.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03283 Pectinacetylesterase

Protein sequence:
MVKRAMQQWLRVIITLLILLITEGHPVDITYLQSAVAKGAVCLDGSPPAYHFDKGFGPGVNNWFIQLEGGAWCNNATTCLSRTKTRLGSSKLMVKTVSFSGILSNKAKFNPDFYNWNRIRIRYCDGSSFTGDVEAVDPRTKVYYRGARIFSAVMEDFLAKGMKNAQNAILAGCSAGSLAAILHCDRFKGLLPPGAKVKCLSDAGFFINAKTISGASHIEQFYSDVVNIHGSAKNLPQSCTSRLKPGLCFFPQNVAQQIRTPLFLVNAAYDSWQIKNILAPGVADPRGTWRNCKLDILKCSSAQLETMQGYRNEFLKALNGLGPSSTRGYYINSCYAHCQTGTQETWLRDDSPRLASTTIAKAVGDWFYDRNRFQEIDCPYPCDKTCKNRNFESDVQPIDMDL*

NbL14g03290.1 pectin_acetylesterase_8−like [MW − SP = 41.81 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF05185 PRMT5 arginine−N−methyltransferase

PF17285 PRMT5 TIM barrel domain
PF17286 PRMT5 oligomerisation domain

Protein sequence:
MPLGERQGDEKNDAKYCGVETEFSDDMPQLLSLNIHGGFDFVVAPLMDPAYRPSLLESSSGGSGVLPFAGSDLVLSPSQWSSHVVGKISSWLDLDSEDEMLRRDSEIALKQEIAWASHLSLQACVLPAPKGVNCANYARCVNQILQNLSNMQLWLRIPLEKSDDDDDGNRSPNSMGEEHRDSWEMWNSFRTLCEHHSQLSVALDVLCSLPSANSLARWFGEPVRAAIMNSNIFLTNARGYPCLSKRHQNLLTGFFNHSIQIVISGQQMQNLPGGTSGSNHNSNNPSEGVDGMQQHLLRSYLDYIAYLYQRMDPLPEQERFELGYRDYLQSPLQPLMDNLEAQTYETFEKDSIKYIQYQRAVAKALVDRVPDENASTITTVLMVVGAGRGPLVRASLQAAEETGRKLRVYAVEKNPNAIVTLHSLLKIEGWEKIVTIVSSDMRCWDAPEKADILVSELLGSFGDNELSPECLDGAQRFLKEDGISIPSSYTSFFQPVTASKLYNDIKSHKDLVHFETAYVVKLHRIARLTSPQPVFTFNHPEHSTTKSNHRYKKLRFEIPTDTGSALVHGFAGYFDAVLYKDVHLGIEPSTATPNMFSWFPIFFPLRTPIVAQPGVPLEVHIWRCCGTSKVWYEWCVTSPSSSPIHNCNGRSYWVGL*

NbL14g03150.1 protein_arginine_N−methyltransferase_1.5 [MW = 73.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06094 Gamma−glutamyl cyclotransferase, AIG2−like

Protein sequence:
MASTANRQSVFNVFVYGSLLADDIVRALLKRVPPSNPAILHNYHRFSIKGRVYPAILPVENKKVTGKVLLDITVPELNILDIFEDVEYERTTVDVSLMDSSKTLLAETYVWVDKRDPNLYGEWDFEEWKQLHKGDFLKMTMGFSKELELPESKTRVATYESFYAQEDNKSKP*

NbL14g03090.1 AIG2−like_protein_D [MW = 19.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MSVTLHTNLGDIKCEIFCDEVPRTAENFLALCASGYYDGTIFHRNIKGFMIQGGDPTGTGKGGTSIRGKKFNDEIRESLKHNARGILSMANSGPNTNGSQFFMTYAKQPHLNGLYTIFGKVIHGFEVLDIMEKTPTGPGDRPLAEIRLNRVTIHANPLAG*

NbL14g03060.1 peptidyl−prolyl_cis−trans_isomerase_CYP18−1 [MW = 17.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MRMHKLKVLLSLTQPSRRHDSRFLSNHHCRHFSAQPSYAQVDYIQEQVLVEGRAKSRAAILNRPSALNAITPSMAARLSRLCESWEENSDIGFVMMKGNGRAFCSGADVVTLYELINEGKVEECKKFFETLYKFVYLLGTYLKPNVAILDGVTMGSGAGISLPGMFRVVTDRTVYCTPEVQIGFHPDAGASYYLSRLPGYLGEYLALTGEKLNGVEMIACGLATHYSLKERLPWMEERLGKLITDDRLVIENSLAEYGDLVYPDSKSVLHKFEKIDKFFSQEIIEEIIEVLEREAAEYHDEWCNAALNNIKVASPLSLKVALKSIREGRFQPLDQCLVREYHISVNWVSKRMSGDFCEGVRARLVDKDFAPKWGPTRLEEVTTDMVNCFFSPLGELEPELNLATALREPFM*

NbL14g02490.1 3−hydroxyisobutyryl−CoA_hydrolase−like_protein_2_mitochondrial [MW = 46.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01187 Macrophage migration inhibitory factor (MIF)

Protein sequence:
MPCLNISTNVNLEGVDTSSILSESTFSVAKLIGKPEAYVMIVLKGSVPMSFGGTEQPAAYGELVSIGGLNADVNKKLSAAIAGILETKLSIPKSRFFLKFYDTKGSFFGWNGSTF*

NbL14g02320.1 macrophage_migration_inhibitory_factor_homolog [MW = 12.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02201 SWIB/MDM2 domain

Protein sequence:
LPFARQKLRLFHSLKNPPFPPFLSLGILQNPRSMSTSSRVFGSYCRTLMAAAKSSAAAAPAPAAAASATGKGRHKGILKPLPVSPALGKFVGSSEISRTDAVKKVWDYIKTNNLQNPANKKEINCDEKLKTIFAAKDKVGFLEIAKLLSSHFQKAS*

NbL14g02040.1 upstream_activation_factor_subunit_UAF30−like [MW = 16.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12796 Ankyrin repeats (3 copies) PF13637 Ankyrin repeats (many copies)

Protein sequence:
CYSTILNLGPSTRKRNKFHLQFPNSNILKIHHHHQKKKMGNPKKQSTDRDEELHAAARSGDLTAVQTLCSTNPLAVNSRDKHSRTPLHLAAWSGHAQIVDYLGKNKADMGAAAMDDMGAIHFASQKGHLEVVRLLVSSGVSIKSCNRKGMTPLHYAAQGSHLELVKYLLKKGANVNTKNKAGKTPIDLASNEEVSSILRQPVTAPSKEAVNREEKRGEPESQSSSQDKIESSDGKGVATEEGEIEAEKDESLKRKGDEHETSEKSKETKKAKVSLNHLLAADDNQEDEENL*

NbL14g01960.1 tankyrase−like [MW = 31.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MSILHSPSLIFNTKTTIKPYYLASFLPYSSISNFRFRKFTSHSSFSLFNDPQDFFVPKSPGNKPKQDYSNSDDKQISFVDEWGERSEPDTRPVTKLSESDPPINDDEWGRGADLVGSSNNPVIEDEWGEKSYPEPRIVPTVSDSDPPIDEDEWIGAKPVQNDSVYDNKKTSDTEPRPETRLPDSDPPKGEEGRVAELKRCLMDTVYGTNFGLRASSQIRAEALELVSQLEAANPTPSPVESPELLDGNWILVFTAFSELLPLLAVGTIPLLKVEKISQTISTSNLSIENSTTLSSPFATSSFSANAAFEVRSPSRIQVEFKEGTVNPPEVKSKIDLPENVGIFGQTISLSPIQQSLGPVENVVAGIARAISGLPSLKVTIPGERTKSWLITTYLDKDLRISRGDGGLFVLVKEESSLIDQ*

NbL14g01640.1 plastid_lipid−associated_protein_3_chloroplastic−like [MW = 46.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01412 Putative GTPase activating protein for Arf

Protein sequence:
MSSDNFTDKNAVFRKLKAKPDNKMCFDCNAKNPTWASVTYGIFLCIDCSATHRSLGVHISFVRSTNLDSWSPEQLKMMYFGGNNRAQVFFKQHGWTDGGKVEAKYTSRAAELYKQLLSKEVAKSKAEDTGLPASPVASQAVQSTNGFSDVKTSEAPKETSSFKEETPASPKASQSVVTTSIRKPIGAKKFGKPGGGLGARKLTKKLSESLYDQKPEEPSVQVSSSNSTSNASTVGSSFASRFEYTDNVQPAEMSSGGPRVLNHVSAPMSSSFFSDYGMDSGFTKKTSSNSSKVQIEETDEARKKFSNAKAISSAQFFGDKSKAEMEASVSLQKFSGSSAISSADLFGNDDRADLDLTAGDLINRLSFQAQQDISSLKNIAGETGKKLGSLAATFMSDFQDRIL*

NbL14g01490.1 probable_ADP−ribosylation_factor_GTPase−activating_protein_AGD8 [MW = 43.47 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF04851 Type III restriction enzyme, res subunit

PF09416 RNA helicase (UPF2 interacting domain)
PF13086 AAA domain

PF13087 AAA domain
PF18141 Domain of unknown function (DUF5599)

Protein sequence:
MNTQPNNLYDTASQPDTGNDAYTFLEFNTQGEEFDYPEFQELSQPIRSSAWPTPSDSLVSEAPDRPPSSDASPSKKSRGGSGGNGSGGGGNGNVIGSSSNNQAASVVVDALAAGMSGLNFEETVDDEGFEYGKGDFGVEHACKYCGVTNPACVVRCNVPSCRKWFCNSRGNTSGSHIVNHLVRAKHKEVCLHKDSPLGETILECYNCGCRNVFLLGFISAKAESVVVLLCREPCLSVNALKDMNWDLSQWCPLIDDRCFLQWLVKVPSEQEQLRARQISAQQINKVEELWKTNPDATLEDLEKPGVDDEPQPVALKYEDAYQYQNIFAPLIKLEADYDKMMKESQSKDNLTIRWDIGLNKKRVAYFVFPKEDNELRLVPGDELRLRYSGDAAHPAWQSVGHVVKLTAQEEVALELRVSQGVPVDVTHGLSVDFVWKSTSFDRMQSAMKTFAVDETSVSGYIYHHLLGHEVEMQMVRNALPRRFGAPGLPELNASQVFAVKSVLQKPISLIQGPPGTGKTVTSAAIVYHMAKQGQGQVLVCAPSNVAVDQLAEKISATGLKVVRLCAKSREAVSSPVEHLTLHYQVRHLDTSEKSELHKLQQLKDEQGELSSSDEKKYKALKRATEREIAQSADVICCTCVGAGDPRLANFRFRQVLIDESTQATEPECLIPLVLGAKQAVLVGDHCQLGPVIMCKKAARAGLAQSLFERLVFLGVKPIRLQVQYRMHPALSEFPSNSFYEGTLQNGVTINERQSTGIDFPWPVPNRPMFFYVQMGQEEISASGTSYLNRTEAANVEKIVTTFLKSGVVPSQIGVITPYEGQRAYIVNYMARNGSLRQQLYKEIEVASVDSFQGREKDYIILSCVRSNEHQGIGFLNDPRRLNVALTRARYGIVILGNPKVLSKQPLWNGLLTHYKEHECLVEGPLNNLKQSMVQFQKPKKIYNERRFFFGGGPGIPGDSFGSASGPNADRRNSRSRGSYMAPGVPNGTQKPGVHPAGYPMPRVSYPPYHGGPPQPYAIPTRGAVHGPVGAVPHVPQPGSRGFGAGRGNANAPIGSHLPHHQGAQQQAGSLGSNFNFPALENPNSQPSVGGPLSQPGYASSMGIQGPGQTFRDGYFMGSMSQDFVGDDFKSQGSHVPYNVADFSTQASQSGYAVDYVTQGAQAGFPGNFLNQSSQSGYSRFGSGNEFMSQDYIAHGSQGLFTQAGYNNPSQDDGSQNHFGMSNASLQSQSSLNPLYSQPFAHYNTQPFNMQSQPQQQAPQGQGFQNQKLHYNS*

NbL14g01230.1 regulator_of_nonsense_transcripts_1_homolog [MW = 139.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01780 Ribosomal L37ae protein family

Protein sequence:
MEVSQHSKYFCEFCGKYAVKRKAVGIWGCKDCGKVKAGGAYTLNTASAVTVRSTIRRLREQTES*

NbL14g01190.1 60S_ribosomal_protein_L37a [MW = 7.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MAAIQQSLSTSIASSTSTLLGQHKLCLRRQNVSLPSKTGGIVRCVATPSTETSYKTKVSRNENLAKLQAGYLFPEIARRRSAHMLKHPDAQIISLGIGDTTEPIPEFISSAMAQRAHDLSTLKGYSGYGAEQGEKQLRASIASTFYANVGIEDDEIFVSDGAKSDISRLQVLFGSNVTMAVQDPSYPAYVDSSVIMGQTGQFQKDVEKYGSIAYMRCTPENGFFPDLSSVSRTDIIFFCSPNNPTGAAASREQLTKLVHFAKNNGSILVYDSAYAMYICDDSPKSIFEIPGAKEVAIEVSSFSKYAGFTGVRLGWTAIPKALLFSDGFPVAKDFNRIVCTSFNGASNIAQAGGLACLSADGFKAMKNVVSFYKENTEIIMETFKRLGYKVYGGKNAPYVWVHFPGRSSWEVFSEILEKTHVVTTPGSGFGPGGEGFVRVSAFGHRDNVVEACRRFKELYK*

NbL14g01150.1 LL−diaminopimelate_aminotransferase_chloroplastic−like [MW = 50.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04774 Hyaluronan / mRNA binding family PF09598 Stm1

Protein sequence:
MATLNPFDLLDDDAEDPSLDELKLAQAQASAAASVPKKSGSVQAQAQPVKPAAKLPSKPVPPSQAVRDARSDSQRGGGRGGPRGGGRGRAPGRGRGFNQESADDENAFGSNNGFSGRYRVQEDGESGKLSERKGGYGGPRGGFRGGRRGGFSNGDAVEGEGERPRRVFDRRSGTGRGNEYIKREGSGRGNWGTPADDIAQETEVAVNDGEKIVETEKEAGQEDAEDTNKNSTAAEPEEKEPEEKEMTLEEYEKLMEEKRKALMALKPEERKVNLDKELQSMQLLSNKKNDDEIFIKLRSEKEKRKEAVEKARKTQSINEFLKPAEGESNYRRGGRGRGQGRGRGGFGGGVGGNKNYSAPSIEDAGQFPSLVAK*

NbL14g01130.1 plasminogen_activator_inhibitor_1_RNA−binding_protein−like [MW = 40.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
LKKMATCNGNGAAKFSSKLQVEAIQTVIPMKITDPRLSRRIVVSKIFCSGDLQRRFHMVLYYNKASETDSGWIVAGWFKESLGMAIVESPLFGGRLRKFEDNNDLELVSNDSGVRLVEANVEINMADFIDLKNKENIETELVFWEDIHETNPQFSPLFYVQVTNFKCGGYSIGISCSLFLADPFVMTNFLKNWSKIHNKLISQIDAPKIPPFYTPNLRKIGLLPTISTSLTTKNKTTQTLIFKIPKNPLNLNNNFLKNLASKCIGEIEEKIGTNLSSKFSLFVTERANSENVIKVETCIKEEIIKDECGLIYKNGGLISVSWDDLGGDKVIFNEGNKAINISCWIINAENQDLVMITPSTDEDSSQLNIIITVTN*

NbL14g01120.1 protein_ECERIFERUM_1−like [MW = 42.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MHNSTSSSSLGPGGLDLSQVFFKSISNTHPPSSTKRHTKISVIGVGNVGMAIAQTILTQDLVHELALVDAKPDKLRGEMLDLQHAAAFLPRTKIVASVDYSVTSGSDLCIVTAGARQNPGESRLNLLQRNLTMYKGIVPELVKYSPECILLIVSNPVDVLTYVAWKLSGFPANRVVGSGTNLDSSRFRFLIADHLDVNAQDVQAYIVGEHGDSSVALWSSISVGGVPVLSFLERQQIAFEKETLEKIHKQVVESAYEVISLKGYTSWAIGYSVANLARSIIRDQRRIHPVSVLAKGFYGIDSGDVFLSLPAQLGRSGVLGVTNVHLTDEEIQQLRNSAKTILDVQNQLGI*

NbL14g00930.1 L−lactate_dehydrogenase_B−like [MW = 37.93 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 119 237 355 473 590

Protein length

Gel Slice

3.1 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 119 237 355 473 590

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00515 Tetratricopeptide repeat

PF13181 Tetratricopeptide repeat
PF13414 TPR repeat

PF17830 STI1 domain

Protein sequence:
MADEAKAKGNSAFAAGNFTDAVRHFTEAINLSPTNHVLYSNRSAAYASLNKFSEALTDAEKTVELKPDWSKGYSRLGAAQLGLKNYNDAVLAYKKGLEIDPNNEVLKSGLADAQSAQARARFRGSGPGPASPFGNAFSGPEMWAKLTSDPRTRAYLQQPDFVRMMQDIQKDPNNLNLYLNDQRVMQAFGVLLGVKLDTRAPEEEDAEMPEAKSSPERKRPAESEPVKDEKRAAPGFRPKPQPEPMEVSEEEKQTKERKGLAQKEKEAGNAAYKKKDFETAIQHYSKAIDLDDEDISFITNRAAVYLEMGKYEDCIKDCDKAVERGRELRSDYKMIARALTRKGTALVKMAKTSKDFEPAIETFQKALTEHRNPDTLKKLNDAEKAKKELEQQEYFDPQIADEEREKGNQVFKEQKYPDAVKHYTESLRRNPKDPRAYSNRAACYTKLGALPEGLKDAEKCIELDPTFAKGYTRKGAIQFFMKEYEKALETYQEGLKHDAQNQELLDGVRRCVEQINKASRGDLTPEELKERQAKAMQDPEIQNILTDPVMRQVLVDFQENPKAAQEHMKNPLVMNKIQKLVSAGIIQVK*

NbL14g00890.1 hsp70−Hsp90_organizing_protein_3−like [MW = 66.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
KHRTILNQNKTEKNRRMFSSKMSALIMVVVTVAIMAATVAEAQTPSCASKLVPCADYLNSTKPPAECCDPLKEAITNELDCLCKLYENPTLLPAFGINITQALALPKACNIPGDLSSCNGKAAPGPGSETLPPPGPEAAFGS*

NbL14g00880.1 lipid_transfer−like_protein_VAS [MW − SP = 10.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
METNIPTSSDDYAADISSIRQAQVRIEPFVHKTPVLTSETLNSIAGRKLYFKCECFQKGGAFKFRGACNAIYSLDDNQAEKGVVTHSSGNHAAALALAAKLRGIPAYIVIPKNAPKCKVENVKRYGGHVIWSEPSMESRENTANKVLQDTGAVLIHPYNDGRIISGQGTISLEFLEQASEIGTLIVPISGGGLISGVALAAKAINPAIRILAAEPMGADDAFQSKINGSITKLSEVNTIADGLRAFLGDLTWPIVRDLVDDVIVVDDKEIIQAMKLCYEILKIAVEPSGAIGLAAILSDAFQKNPAYSECNHIGIVISGGNVDLGLLWNSLEK*

NbL14g00720.1 serine_racemase−like [MW = 35.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01154 Hydroxymethylglutaryl−coenzyme A synthase N terminal PF08540 Hydroxymethylglutaryl−coenzyme A synthase C terminal

Protein sequence:
MAAQPKNVGILAVEIYFPPTCLPQEALEAHDGASTGKYTIGLGQDCMGFCTEVEDVISMSLTAVTSLLEKYDIDPKQIGRLEVGSETVIDKSKSIKTFLMQIFEKCGNTDIEGVDSTNACYGGTAALFNCVNWVESSSWDGRYGLVVCTDSAVYAEGAARPTGGAAAIAMLVGPDAPIVFESKIRASHMAHVYDFYKPILDSEYPVVDGKLSQTCYLMALDSCYKSLCGKYEKLEGRQFSIDDAAYFVFHSPYNKLVQKSTARLMFNDFIRNASSIDESAKEKLAPFSSLTGDESYQSRDLEKVSWQVAKPFYDEKVKPATLIPKQVGNMYTASLYAAFASLLHNKHSSLAGQRVILFSYGSGLTATMFSLRLNEGQHPFSLSNIAAVMNVDEKLKSRHEFTPEKFVETMHIMEHRYGGKDFVTTKDCSLLAPGTYYLTEVDSKYRRFYAQKFAENGLANGH*

NbL14g00600.1 hydroxymethylglutaryl−CoA_synthase−like [MW = 51.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
RQKLFNFKYSPHIHTHNLIFISYQNSSNSPFFRFFTNAIFSSTYPISTSLSPPPPLPPPQMATKFGFTITSPRLFHAPFRKKPIFSSFSCSKLPLINFSGRKLAIRRRLLVLSPKATTDQSGQLNEDEVEDSKILQYCSIDGKGKKSLGEMEQEFLQALQSFYYEGKAMMSNEEFDNLKEELMWEGSSVVMLSTDEQKFLEASMAYVSGNPIMTDKEYDKLKMKLKRDGSDIVVEGPRCSLRSRKVYSDLSVDYLKMFLLNVPAAVVALGLFFFLDDITGFEITYLLELPEPFSFIFTWFAALPLILYLSFTITNIVVKDFLILKGPCPDCGTENASFFGTILSISSGGSTNKIKCSGCGTDLVYDSDTRLITLPEGSSA*

NbL14g00590.1 PGR5−like_protein_1B_chloroplastic [MW = 42.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MANSCKVFSTLIAIFAVVAIVAGVSADPVENEGQKVVADEQKLEPEFVWTLDHTNYSDVISRHKMIVVEFYAPWCGYCQQLAPKYEEAASVLSSHDPPVILAKMDTTVPENADLARNYTHNGVPSIKIFRNGGKTVHDYKGTRETDGIISYLKKHAGPASLEIKSKEDAASLIDEKKIVVVGIFPELSLEKIKNFTALAEDLRVDYDFVHTLDAKFLPHGGPVDKPTIRLLKPFDELYADFEDFQVEAMQNFIEETSVPIMAILDDKPENQAFVSHFLHSPGDKVFLFLNFTMDLDHFKSKYYDLAASYKGKEANFLLGDAETGKRALEYFGLNTDQVPLIFVLAMDGTKYVQRHVQPDSLAAWLKDFNDGKLKPYLKSQPIPEVNNEPVKMVVAETLEDMVFKSGKDVLLEFYRLGCKYCEEFAPVLDEIALSFENDADVLIAKIDGTENDIPRERFEVQGFPTLYMISTAGSLSRFDGNRTKEAVIEFIQTNRGTPAPSDFAKSDLTASEHAQTDSMKDEL*

NbL14g00420.1 protein_disulfide−isomerase−like [MW − SP = 56.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13499 EF−hand domain pair

Protein sequence:
MGNCNSSSSDQTTTTSSGGDTVPLPSQTTGIRIIPSSQPPPPRPLSGIGRVLGKPMEDVRSSYIFGGELGRGQFGVTFLVTHKQTHQKFACKSIATRKLIAADDVDDVRREVQIMHHLTGHRNIVELKGTFEDKHHVHLVMELCAGGELFDRIIAKGHYSERAAAGLCRQMVTVVHYCHSMGVIHRDLKPENFLFLSSNESSPLKATDFGLSVFFKPGDVFKDLVGSAYYVAPEVLRREYGREADIWSAGVILYILLSGVPPFYGENDQSIFDAVLRGHIDFSSDPWPSVSSSAKDLVKKMLRSDPRERLSAAEVLNHPWMREDGDASDKPLDIAVLSRMKQFRAMNKLKKVALKVIAENLSEEEIIGLKEMFKSIDTDDSGTITYEELKAGLTKMGTKLSESEVRQLMEAADVDGNGTIDYLEFITATMHMNRMEREDHLYKAFEYFDKDKSGYITMDELEHALKKYNISDEKTIKEIIAEVDTDNDGRINYDEFAAMMRKGNPDFVNNRRRR*

NbL14g00410.1 calcium−dependent_protein_kinase_1−like [MW = 57.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01991 ATP synthase (E/31 kDa) subunit

Protein sequence:
MNDSDVSKQIQQMVRFIRQEAEEKANEISVSAEEEFNIEKLQLVEAEKKKIRQEFERKEKQVDVRKKIEYSMQLNASRIKVLQAQDDLVNTMKEAAAKELLQVSHHHNELVEVILPHHQDSYKKLLHNLIVQSLLRLKEPSVLLRCRKHDVHLVEHVLDAAKEEYAEKANVHAPEIIVDDIHLPPAPSHHNMHGPSCSGGVVLASRDGKIVCENTLDARLEVVFRKKLPEIRKCLFGQVTA*

NbL14g00380.1 V−type_proton_ATPase_subunit_E−like [MW = 27.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MYYVMVCVAEAQYPPWDIEASPHAPNKRSGLYFASSNRHLRYNLKIQLIISTPTSNQEVVSSSLPRARWEVLGGEFESPQEQGGKFLEGKMLGVYLETTFLPRVGRGCSDCKQATPTSNREVVSSSLPKSKVGSSWREGCRESIWKQPLYPRVGIVAAIFALSLLVVHYLANRPISSTSQNSQHQKTSAAEEAPRTFFSRSPSSMSVAGKASDQPKRTPVSQEEIDSILLGGCI*

NbL14g00280.1 uncharacterized_LOC109214535 [MW = 25.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MDGSYWRRSSSLVVLVIVLFGCLSALSIAKEETTKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVGFTDGERLIGEAAKNQAAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVNKDGKPYIQVKIKDGEVKVFSPEEISAMILIKMKETAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSVLTIDNGVFEVLSTNGDTHLGGEDFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFDGTDFSEPLTRARFEELNNDLFKKTMGPVKKAMEDAGLEKNQIDEIVLVGGSTRIPKVQQLLKDYFEGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVTISVYEGERSLTKDCRLLGNFDLTGIPPAPRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVREAEEFAEEDKKVKERIDARNGLETYVYNMKNQINDKDKLADKLEVDEKEKIETAVKEALEWLDDNQSAEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPSGSSAEEEDGHDEL*

NbL14g00210.1 luminal−binding_protein_4−like [MW − SP = 70.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13225 Domain of unknown function (DUF4033)

Protein sequence:
MVLLNIQTLPSSYPTLNNYTLNDRSRSRSQSQRRCVKIRSNVIRCGIAEPSGEPAPLGQKTKYNDGLFEKAFMTLFARKMENFAAKSASKNGSQKEEKKKGWFEYDYDSFVDVSRKVMQGRSRLQQQQVVREVLMSMLPPGAPAQGLLETAFLPFRVEFRKLFPPTKWAAEFNAAITVPFFFWLVGPSEVVEVEVGGVKQKSGVHIKKCRYLENSGCVGMCVNMCKIPTQDFFTNEFGLPLTMNPNFEDMSCEMVYGQVPPPFEEDPVAKQPCLADICTIANPSSSFCPKLQA*

NbL14g00110.1 beta−carotene_isomerase_D27_chloroplastic [MW = 32.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05479 Photosystem I reaction centre subunit N (PSAN or PSI−N)

Protein sequence:
MAAMNSSVLACSYAVSGIGASELTSKHASMASQSVQKWPVIKAQQSKVLDSEANKNQAGRRIALLGLAAALFTAASSNSSANAGVIDDYLEKSKANKELNDKKRLATSGANFARAYTVQFGTCKFPENFTGCQDLAKQKKVPFISDDLALECEGKDKYKCGSNVFWKW*

NbL14g00070.1 photosystem_I_reaction_center_subunit_N_chloroplastic [MW = 18.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00163 Ribosomal protein S4/S9 N−terminal domain PF01479 S4 domain

Protein sequence:
MVHVAFYRNYGKTFKKPRRPYEKERLDAELKLVGEYGLRCKRELWRVQYALSRIRNAARMLLTLDEKDPRRIFEGEALMRRMNRYGLLDESQNKLDYVLSLTVENFLERRLQTLVFKTGMAKSIHHARVLIRQRHIRVGRQVVNVPSFMVRLDSQKHIDFSLTSPFGGGRPGRVKRKNQKAAAKKASGGDGDEDDEE*

NbL13g27700.1 40S_ribosomal_protein_S9−2 [MW = 23.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MEDVCEGKDFSFPNQEEKILQWWDSVKAFETQLEKTKNQPEYIFYDGPPFATGLPHYGHILAGTIKDIVTRYQSMTGHHVTRRFGWDCHGLPVEHEIDEKLGIKTKNQVIEMGIDKYNEECRAIVTRYVGEWEKTVVRMGRWIDFQNGYKTMDLKFMESVWWVFAQLFQKGLVYRGFKVMPYSTGLKTPLSNFEANSNYKEVSDPEIMVSFPIVDDPEGASFVAWTTTPWTLPSNLALCVNANFVYVKVRDKFNGKIYVVAESRLAELPVEKAKKVTPNGPAADTQNPNSKSKPSGGKSQNVETYEVVDKFSGSSLVGKKYIPLFDYFKDFADTAFRVVADDYVTSDSGTGIVHCAPAFGEDDYRVCIGNHIIKKGESLIVAVDDNGYFTDRITDFSGKYVKEADNDITQAVKEKGRLVKSGKFMHSYPFCWRSDTPLIYRAVPSWFIMVEKIKDQLLENNKQTYWVPDFVKEKRFHNWLENARDWAVSRSRFWGTPLPVWISEDGEEIVVMDSIDKLEKLSGAKVTDLHRHNIDHITIPSSRGPEFGVLRRVEDVFDCWFESGSMPYAYIHYPFENVELFENNFPGHFVAEGLDQTRGWFYTLMVLSTALFGKPAFRNLICNGLVLAEDGKKMSKRLKNYPQPSEVINDYGADALRLYLINSPVVRAEPLRFKKDGVFAVVKDVFLPWYNAYRFLVQNAKRLEIDGFKPFIPTDQKTLQSSSNVLDQWINSATQSLVHFVRQEMDAYRLYTVVPYLLKFLDNLTNIYVRFNRKRLKGRTGEGDCRTALSTLYYVLLTSCKAMAPLTPFFTEVLYQNLRKVWEGSEESIHYCSYPEVEGKRWERIEQSVNRMMTIIDLARNIRERHNKPLKTPLREMVVVHPDSEFLDDIAGKLREFVLEELNIKSLVPCNDTLKYASLRAEPDFSVLGKRLGKSMGVVSKEVKAMSTEDIIVFERAGEITVASHTLKLSDIKIVRGFKRPDNRKENEMDAAGDGDVLVILDLRTDDSLFEAGVAREVVNRIQKLRKKAALEPTDSVEVFFKSLDEDKTVSQQILESQESYIRDALGSPLLPADLIPSHAMTISEESFHGISSLSFVITLARPSLVFNSDAIVALYGGNTQYSQGLQTFMLMRDHHNLKSEFQQGKGKIMVKCIENQPPVEVVLGKHVFLSVGDYFLNRKSQ*

NbL13g27530.1 isoleucine−−tRNA_ligase_cytoplasmic [MW = 135.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05793 Transcription initiation factor IIF, alpha subunit (TFIIF−alpha)

Protein sequence:
MSIDLVLKPSCSRCGSTSELYGSTCKHLTLCMSCGKNMAETRDKCYECGTPITRLIREYNVRACSSNDKNYFIARFASGLPNFSKKKNESKWTLQKEGLQGRQVTDTLREKYKNKPWLLEDETGQFQFHGHLEGAQSAQYYLLMMQGEELVAIPAGSWYNFNKVAQYKQLTLEEAEEKMKNRRKTADGYQRWMMKAANNGPAAFGEVERFDDKESGSGGTRGHKKTSGDEDEGNGSDHGDEDEEEEAARKSRLGLNKRGADDDEEGPRGGDLDLDDDDIEKGDDWEHEEIFTDDDEAVGNDPEEREDLAPEIPAPPEIKQDDEDEDEGDEEGGGLSKSGKELKKLLGKANGLNESDAEDDDDDDDTEEDISPVLAPKPKEAPKEEPIDTSSPSKPSASGPTRGTPTSKSAKTKRKAIADDSKPTNGAPLKKVKTETDAKPGKDETPSTAKNSVLPKGASPSSKTAPSPATGPVTEEEIRAVLLQRKPVTTQDLVSQFKSRLKCKEDKAAFADVLRKISKIQKTGTGTSYVVLRERTNQ*

NbL13g27510.1 transcription_initiation_factor_IIF_subunit_alpha [MW = 59.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01557 Fumarylacetoacetate (FAA) hydrolase family PF09298 Fumarylacetoacetase N−terminal

Protein sequence:
VHFQYLTSLTECSELQFQTSSFSSSFSSSVMVLKSFVEVEPESHFPLENLPYGVFKPEPGSVPRPGVAIGDYVLDLSALSAAGLFDGPLLKNPDCFNQPNLNKFVGLGRPAWKEARATLQKLLSATEPTLRDNAALRQIALLPMDKVQMLLPVAIGDYTDFFSSMHHAKNCGTIFRGPENPINLNWFHLPIAYHGRASSIVISGTDIVRPRGQAHPTGNSAPYFGPSRKLDFELEMAAVVGPGNELGTTVDVNEAADHIFGLVLMNDWSARDIQAWEYVPLGPFLGKSFGTTISPWIVTLDALEPFACEAPKQNPSPLTYLEEKTSRNYDISLEVLIKPSGQADSCVVTRSNFNHLYWTITQQLAHHTINGCNLRPGDLFGTGTISGPEPESYGCLLELTWNGQKPLSFGGTTRTFLEDGDEVTFFGYCQGNGYKVGFGRCSGKIVPAPQ*

NbL13g27500.1 fumarylacetoacetase [MW = 49.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16845 Aspartic acid proteinase inhibitor

Protein sequence:
MTIKSTSISSVTLSILLISSFFFQISAALGGAPGGWKPLTDVNAPDVVAIGQFAVNEHNKAEGTKLEFQNIAKGETQVIAGTNYRLVINAEDGGSVHKYLAVVWDKPWEKVKKLTSFKKM*

NbL13g27390.1 cysteine_proteinase_inhibitor_1−like [MW − SP = 9.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00459 Inositol monophosphatase family

Protein sequence:
NILKMAQDGSLEQFLDVAVEAAKKAGDVIRQGFHQTKNVEHKGVVDLVTETDKACEDLIFNHLKQHFPSHKFIGEETTAACGSFELTDEPTWIVDPLDGTTNFVHGFPFVCVSIGLTIGKVPTVGVVYNPIIDELFTAINGKGAFLNGKPIKVSSQSELVKALLATEAGTKRDKLTLDATTGRINSLLFKVRSLRMCGSCALNLCGVACGRLDLFYELEFGGPWDVAGGAVIVKEAGGFVFDPSGSEFDLAARRVAATNAHLKDAFIKALKESE*

NbL13g27370.1 inositol_monophosphatase_3−like [MW = 29.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01159 Ribosomal protein L6e PF03868 Ribosomal protein L6, N−terminal domain

Protein sequence:
MAAKKSPRNPELIRGVGKLSRSKMYHKKGLWAIKKKNGGSFPVHKKAAAVAPPAVKPPKFYPADDVAKPLVNKHKPKPTKLRASITPGTVLIILAGRFKGKRVVFLKQLKSGLLLVSGPFKLNGVPLRRVNQAYVIGTSTKVDVSGVSVEKFDDKYFAKQVEKKQKKGEGEFFEDKKEEKNVVPQGKKDDQKAVDEALIKAVECVPELKAYLSARFSLKSGMKPHELVF*

NbL13g27320.1 60S_ribosomal_protein_L6−like [MW = 25.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00551 Formyl transferase

Protein sequence:
MGAQRLSFGLSSTLPTSPIQNQKNPIFKIPSFSYTSPNNLTLKGFFLKPHFSFAPKKIFQCINCLQGMEKESVIVPNNSMSKELKKKKLAVFVSGGGSNFRSIYEATIEGTVHGEVAVLVTTKHDCGGAKYATEKGIPVILFPKAKDTFEGLSEEDLVHALRTYNIDFILLAGYLKLIPTELVQAFPRSIFNIHPSLLPAFGGKGYYGMKVHKAVIASGARYSGPTIHFVDEHYDTGRILAQRVVPVLANDTADTLAARVLQEEHKLYVEVAAALCEERIVWREDGVPLIQSKEDPDHYK*

NbL13g27310.1 phosphoribosylglycinamide_formyltransferase_chloroplastic [MW = 33.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02230 Phospholipase/Carboxylesterase

Protein sequence:
MKFIFPLLKPLLVLVITFGFTIFVVLLSQPTTTNPSSTKSNPMASRSFILWLHGLGDSGPANEPIKTLFTSPQFKNTKWSFPSAPSNPVTCNYGAVMPSWFDIHEIPVTASSPNNESGLLKVVKNVHAMIDKEIDAGTNPNNVFICGFSQGGALTLASVLLYPKTLGGGAIFSGWVPFNSSILEKQTPEAKKTPILWSHGIADKTVLFEAGQEGPPFLERAGMTCEFKAYPGLAHSINNEELKNLESWIKTRLQSNS*

NbL13g27280.1 acyl−protein_thioesterase_1−like [MW = 27.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01704 UTP−−glucose−1−phosphate uridylyltransferase

Protein sequence:
MLLMHSHSHHQINTTPFPVTLYLCTFSSDSHSSRTFILILSVDHTILAMATATLSPVDTDKLANLRSAVASLSQISENEKSGFINLVGRYLSGEAQHVEWSKIQTPTDEIVVPCDNLAPLSEDPAETKKLLDKLVVLKLNGGLGTTMGCTGPKSVIEVRNGLTFLDLIVKQIEALNAKYGCTVPLLLMNSFNTHDDTLKIVEKYANSNIEIHTFNQSQYPRLVTEDLSPLPCKGNSGKDGWYPPGHGDVFPALANSGKLDALIAKGKEYVFVANSDNLGAIVDLKILNHLIQNKNEYCMEVTPKTLADVKGGTLISYEGKVQLLEIAQVPDEHVNEFKSIEKFKIFNTNNLWVNLNAIKRLVEADALKMEIIPNPKEVDGVKVLQLETAAGAAIKFFDRAIGVNVPRSRFLPVKATSDLLLVQSDLYTLTDEGYVIRNLARSNPSNPAIELGPEFKKVANFLGRFKSIPSIIELDSLKVTGDVWFGSGVTLKGKVTVAAKSGVKLEIPDGAVIANKDINGPEDI*

NbL13g27150.1 UTP−−glucose−1−phosphate_uridylyltransferase [MW = 57.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MSTFFVFMSISHLPSKLRPFQSTLSTQFPNYNSNIFGRRSFLYQTPFIPLYFHTYHISPEFPVLNLNSLQEMGFQKIKVVNPIVEMDGDEMTRVIWKLIKDKLIFPFVELDIKYFDLGLPHRDATDDKVTVESAEATLKYNVAIKCATITPDEGRMKEFNLKHMWKSPNGTIRNILNGTVFREPILCKNVPRLVPGWSKPICIGRHAFGDQYRATDTVIQGPGKLKLVFVPEGKDEKIEFEVYNFTGAGGVALSMYNTDESIRSFAEASMNMAYQKKWPLYLSTKNTILKKYDGRFKDIFQEVYESNWKLKFEEAGIWYEHRLIDDMVAYALKSDGGYVWACKNYDGDVQSDFLAQGFGSLGLMTSILICPDGKTIESEAAHGTVTRHYRVHQKGGETSTNSIASIFAWTRGLAHRAKLDNNAALLDFTKKLEGACIGAVENGKMTKDLALIAHGSRVARHQYVNTEEFIDAVADELKARLLKAKI*

NbL13g27100.1 isocitrate_dehydrogenase_[NADP]−like [MW = 55.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00282 Pyridoxal−dependent decarboxylase conserved domain

Protein sequence:
MVLSKTASESDVSVHSTFASRYVRTSLPRFKIPENSIPKEAAYQIINDELMLDGNPRLNLASFVTTWMEPECNKLMMDSINKNYVDMDEYPVTTELQNRCVNMIAHLFNAPLGNGETAVGVGTVGSSEAIMLAGLAFKRKWQNKMKAQGKPCDKPNIVTGANVQVCWEKFARYFEVELKEVKLSDGCYVMDPEKAVEMVDENTICVAAILGSTLNGEFEDVKRLNDLLVEKNKETGWDTPIHVDAASGGFIAPFLYPELEWDFRLPLVKSINVSGHKYGLVYAGIGWAIWRNKEDLPDELIFHINYLGADQPTFTLNFSKGSSQVIAQYYQLIRLGFEGYQNVMENCQENARVLREGLEKIGRFNIISKEIGVPLVAFSLKDNSQHNEFEISENLRRFGWIVPAYTMPPNAQHVTVLRVVIREDFSRTLAERLVIDIEKVLHELDTLPARVNAKLVVAEVNGSGVHKKTDREVQLEVTAAWKKLVADRKKTKGVC*

NbL13g27090.1 glutamate_decarboxylase [MW = 55.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01657 Salt stress response/antifungal PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MGSYAWWWSWWFTVVFIGCLSMQKPAFSEPQTNLLGKGCSQYNATNLPDFFRRLNASFDDLRNQLSNQDKRFATTQQAVYAMVECRNYLSKADCVSCYDTAVTLIRTCSGANGARVTYDGCFLRYESNNFYQDTTLPGNAAICGNRTASQPNALNPVAQQLLNDLSMATPRISGFYAATKREVAGVTLYGVAQCAETITKSGCVDCLTVAYKNIEGCLPKYAEGRAVDAACFMRYSSRAFFADNKTTDITPFLGGGGSSNKKKAAIIGGVVGGVGLLLIILAVFLWYRLSRKPKAAERGNILGATELRGPVSYRFKDLKIATQDFNESNKLGEGGFGDVYKGTLKNGHVVAVKKLAMFSSRAKAEFETEVRLISNVHHRNLIRLLGCSNKGADLLLVYEYMANGSLERYLYGDKRGMLNWKQRFDIIFGTARGLAYLHEQFHVCIIHRDIKSSNILLDGEFQPKIADFGLVRLLPEDQSHVSTKFAGTLGYTAPEYAIHGHLTEKVDVYSFGIVVLEIISGRRSNDMQIEPVTEYLLEKAWKLHETGMPEKLVDETLDPNEYNEQEAKKIIEIALMCTQSPANLRPTMSEVVVMLLSDRSTDVRTPSRPTVISMDKSTPADSSMTTGSSASNATNTFSDFTGR*

NbL13g27040.1 cysteine−rich_receptor−like_protein_kinase_2 [MW − SP = 67.81 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00384 Molybdopterin oxidoreductase

PF09326 NADH−ubiquinone oxidoreductase subunit G, C−terminal
PF10588 NADH−ubiquinone oxidoreductase−G iron−sulfur binding region

PF13510 2Fe−2S iron−sulfur cluster binding domain

Protein sequence:
MGLGLLASRALRSSRIFRNPTNSVLRTIVSTPELNNADAAAATAPAPVPSDRSPIGGARVHFPNPDDVIEVFVDGYPVKIPKGMTVLQACEIAGVDIPRFCYHSRLSIAGNCRMCLVEVEKSPKPVASCAMPALPGMKIKTDTPIAKKAREGVMEFLLMNHPLDCPICDQGGECDLQDQSMAFGSDRGRFTEMKRSVVDKNLGPLVKTVMTRCIQCTRCVRFATEVAGTEDLGMLGRGSGEEIGTYVEKLMTSELSGNVIDICPVGALTSKPFAFKARNWELKGTESIDVTDAVGSNIRIDSRGPEVMRVVPRLNEDINEEWISDKTRFFYDGLKRQRLNDPMIRGADGRFKAVSWRDALAIVAEVMHQIKPEELIGVAGKLSDAESMMALKDLLNKMGSNNIFCEGNGMQPNADLRSGYIMNTSISGLEKADVFLLVGTQPRAEAAMVNARIRKTVRANNAKVGYIGAVADFNYDHQHLGTDPQTLVEIAEGRHPFSSALKNAKNPVIIVGAGVFDREDKDAVFAAVDTIVKNNNVVRSDWNGLNVLLLNAAQAAALDLGLVPESEKCIDSAKFVYLMGADDVSLDKLPDDAFVVYQGHHGDRGVYRANVILPASAFTEKEGIYENTEGCAQITLPAVPTVGDSRDDWKIIRALSEVAGVGLPYDSLGAIRSRIGTVAPNLLELDERTPATFSTSLRPEVSQKVSSTPFTPAVENFYMTDAITRASKIMAQCSALLRK*

NbL13g26740.1 NADH_dehydrogenase_[ubiquinone]_iron−sulfur_protein_1_mitochondrial [MW = 80.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain PF00970 Oxidoreductase FAD−binding domain

Protein sequence:
MAAFFRKLAKAAAAAPIAAFSREGHYSKSNFANPSFPFGAIAAVAGCISYYYCSSSPHLVYLEQINEDSGQKVALNPDNWIEFKLQDRAPVSHNTHLFRFSFDPSSKLGLDIASCILTRAPMGENAEGKPKYVIRPYTPISDPDSKGYFDLLIKVYPEGKMSQHFASLKPGDVLEVKGPIEKLRYSPNMKKHIGMIAGGSGITPMLQVIEAILKNPDDHTQVSLIYANVSPDDILLKKKLDVLAATHPNLKVFYTVDSLTNDWRGGIGYVSKDMIVKGLPPPSDDTLILVCGPPGMMKHLSGEKPKPREQGELTGLLKDVGFTEHMVYKF*

NbL13g26690.1 NADH−cytochrome_b5_reductase−like_protein [MW = 36.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00120 Glutamine synthetase, catalytic domain PF03951 Glutamine synthetase, beta−Grasp domain

Protein sequence:
MSLLSDLINLNLSDSTDKIIAEYIWIGGSGMDLRSKARTLSGPVTDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDAYTPAGEPIPTNKRHAAAKIFSNPDVVAEEPWYGIEQEYTLLQRDINWPLGWPIGGFPGPQGPYYCGTGADKAFGRDIVDSHYKACLYAGINISGINGEVMPGQWEFQVGPSVGISAGDEVWVARYILERIAEIAGVVVSFDPKPIPGDWNGAGAHTNYSTKSMREDGGYEVILKAIEKLGLKHKEHIAAYGEGNERRLTGKHETANISTFKWGVANRGASVRVGRDTEKAGKGYFEDRRPASNMDPYVVTAMIADTTIIGKP*

NbL13g26620.1 glutamine_synthetase [MW = 38.84 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MSSKILIFFTISIFLIFRPTTSDIASDRLALLSIRSALRGRSLLWNITSPTCSWPGVICSPDKSSVLELHLPGMGLSGQIPPGLFSNLTKLNFLSLRYNALSGVIPADLFSPLKDLKNLYLQHNLFSGPVPDSIFSLSNLVRLNLAHNNFSGPIPSSFNNLTGLGTLYLQDNGFSGQIPDINLPGLVQFNVSDNQLNGSIPSKLSGQPKDSFLGTSLCGKPLDSCVNNNSNGDEGGKKKKLSGGALAGIVIGCVIGLLLFLLLLFFCCCRKRSNKETTRSADVAGVKEVGIEIPEEKGVENNGGKDGFLGSAIAAIGVGGGNKDKGKAEAIVGNGKSLVFFGKMNKSFDLDDLLKASAEVLGKGTFGTAYKAALESGITLVVKRLRDVTVPEKEFREKIEEVGKLDHENLVPLRAYYYSGDEKLLVYDYISMGSLSALLHGNKGAGRTPLNWETRAGIALGAARGIAYLHAQGPSVSHGNIKSSNVLLTKSYEARVSDFGLAQLVGPSSTPNRVAGYRAPEVTDPRKVSQKADVYSFGVLLLELLTGKAPTHSLMNEEGVDLPRWVQSVVREEWTAEVFDLELLRYQNVEEDMVQLLQLAVDCTAQYPDRRPSMAEVTNRVEELCRSSFVDSGADIIDNAEVQTALN*

NbL13g26560.1 probable_inactive_receptor_kinase_RLK902 [MW − SP = 67.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06200 tify domain PF09425 Jas motif

Protein sequence:
CIRMESDYIQICVHNFYIKNKAKQLQLFFSFELLAYANYSSSLGMKWPFSSMANIATQAESRFFQNYNSSPIISSNSKSSSLKNYKFTTRNSRKNSDYLRKPESTLTILYMGEVHIFQDITPEKAEVIMDLAFKSTNLHMTEILEKGNKEKSEANKSEPSTPNASTNYAKGALAMARRATLARFLEKRKHRLITARPYQYGEKTPKFPFEMHQEEETASSSFHWES*

NbL13g26550.1 protein_TIFY_10B−like [MW = 26.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MENNRALLFLLFLAVSAVFADEDVFIGVNIGTELSDMPHPTQVVALLKAQQIRHVRLFNADRGMLLALANSGIKVAVSVPNEQLLAVGQSNATAANWVSQNVISHYPATNITTICVGSEVLSALPNAAPILNNALKFIHSALVASNLDRQIKVSTPLASSIILDSFPPSQAFFNHTLIPVLVPMLKFLQSTDSYFMLNVYPYYDYMLSNGVIPLDYALFRPLAANKEAVDSNTLLHYTNVFDAMVDAAYFAMLDLNFTNIPVMVTESGWPSQGDSDEPDATLDNANTYNSNLIKHVLNKTGTPKHPGIAVSTYIYELYNEDNKPGHLSEKNWGLFNANGTPVYILRLTESGSMFANDTSNQTYCAAKDGADSKMLQAALDWACGPGKVDCSALLQGEPCYEPDNVAAHATYAFDAYYHMMGRAPGTCDFNGVATITTTNPSHGSCVFSGSLGRNGTFLNGTAPAMDSTTSSSSPARYLNNTYSTILMILGILVWSKILL*

NbL13g26480.1 glucan_endo−13−beta−glucosidase_2−like [MW − SP = 51.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family PF02178 AT hook motif

Protein sequence:
MATEFVNKAQTQLEYTQMIYEALDALQQKEGSNKSSISKYIESKYGILNDTHSKLLTYHLDRMKQTGELIFLKNNYIKRGPNVPPKRGRGRPPKPKTTLPQDTEIVAPKPRGRPKKDPNAPPTPKKLKPTIVPINLANPVSKTGRPRGRPRKVMPQSAQNSVE*

NbL13g26420.1 HMG−Y−related_protein_A−like [MW = 18.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
MSTVKITPSAALLSTSIKHFAKIQRPKFIAPRSAFTVISMAPLEICVKQSLTTPSKLGDCPFTQRVLLTLEEKNLPYDMKYVDLRNKPEWFLKISPEGKVPLIKLDEKWVPDSDVITQALEEKFPQPPLTTPPEKASVGSKIFPKFVAFLKSKDLSDGAEQELLDELTAFNDYLKENRPFINGNEVSAADLSLGPKLYHLEIALGHYKNWSVPDSVPYVKSYMKSIFSRGSFINTRALKEDVIEGWRPKVMG*

NbL13g26320.1 glutathione_S−transferase_DHAR3_chloroplastic [MW = 28.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MAKIYENEHPVKAFGWAARDDSGVLSPFNFTRRCRATGEKDVQVKVMYCGICHSDLQHLKNEWSNSIYPMVPGYEVVGAVTEIGSKVEKFKVGDKVGVGCMVGSCRQCENCDNNLEIYCPNHILTYNGIYTDGTTTYGGYSDIMVTDEHYVVHWPENLPMEAAPLLNAGITTYSPLKYFGLDKPGMHIGVVGLGGVGHMAVKFAKAFGTKVTVISTSASKKQEAIERLGAESFLLSRDPDQMQAATDSLDGIIDTVSAVHPLLPLINLLKTHGKLVIVGAPDKPLELPVLPLLLGRKLVAGSAIGGMKETQEMVDFAAKHNITPDVEVVPMDYVNTAMERLAESDVKYRFVLDIGNTLNKS*

NbL13g26210.1 8−hydroxygeraniol_dehydrogenase−like [MW = 39.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MAKSYENEHPIKAFGWAARDISGVLSPFNFSRRLTGEKDVQFKVMYCGICHSDLHQLKNEWGNSKYPIVPGHEVVGVVTEVGSKVEKFKVGDKVGVGCMVGSCRKCKNCDNDLENYCPRQIPTYNGYNTDGTLTFGGYSDIMVSDEHFVVHWPENLPMEAAPLLCAGITTYSPLKYFGLDKPGMHIGVVGLGGLGHMAVKFAKAFGTKVTVISTSASKKQEAIERLGADAFLISRDPEQMQAAMSTLDGIIDTVSAVHPILPLLSLLKSHGKLVMVGAPEKPVELPVFPLLLGRKLVAGSCIGGMKETQEMVDFAAKHNITPDIEVVPMEYVNTALDRLLKSDVKYRFVLDIGNTLKAAN*

NbL13g26200.1 8−hydroxygeraniol_dehydrogenase−like [MW = 39.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MEKSLEEVHPVKAFGWAAKDTSGLLSPFKFSRRATGDKDVKLKILYCGICHTDLHQVKNEWGFSRYPMVPGHEIVGEVTEVGSKVDKFKVGEKAGVGCLVGSCRSCENCTNDLENYCFKGIATYCATYLDGTPTYGGYSDGIVVDEHFVVHVPENMPLAAAAPLLCAGITTYSPLRYFGLDKPGLHIGVVGLGGLGHVGVKFAKALGLKVTVISTSQSKQKEAIEHLGADSFLISTDPDQLQAAMGTMDGILDTVAATHPVLPLVGLLKTNGKLILLGALEKPLELPVFPLLMGRKLVAGSGIGGMKETQEMLDFAAKHNITADIEVIPMDYINTAMERLAKADVKYRFVIDVAKTLKAE*

NbL13g26170.1 probable_mannitol_dehydrogenase [MW = 38.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
MIPPQTIVFLVIFLQSYLVLAYDPDPVHDYCIPRAEFSSIFLSCKNSSLVTIEDFVYSGIKDPGNFKHTGFSSIPVSSSVFPGLNTLGMSFARADFDVDGINVPHFHPRATETAFVLEGKIYSGFVDSGNRVFAKVLEKGEVMVFPKGLVHFQMNVGDSPATILGSFNSQNPGLVKIPSAIFGTGIEEELLMKAFGLNDKEIAKLRKKFIPQ*

NbL13g25970.1 germin−like_protein_subfamily_3_member_2 [MW − SP = 20.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
ILPFLCPNATIFHLVTVLISPITSPLNHKNSLSLSLSIFFMAIANAFFTSLRSAFSDADYGVNSPPSAVFHAFFSSSVTTSRRRRYTVYCTLDRVDSMSLSPALKAEQESGYVPLPIVHLIQDPECDATTVEISFGDRLGLLIDTMKALKDLGLDVVKGIVTTEGSVKKTKFLITRLDTGRKVEDPDLLERIRLTIINNLIKYHPESSEQLAMGEAFGIKAPEKKPDVDIATHIHIKDDGPKRSILHVETADRSGLLVEVVKIMADINIDVESAEIDTEGLVAKDKFYVSYRGAALTSSLSQVTYCIQFSSGSGNHSHVSRLRYLFMVSNVRIFV*

NbL13g25940.1 ACT_domain−containing_protein_ACR12−like [MW = 36.99 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 10 19 28 43

Protein length

Gel Slice

5.6 6.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 10 19 28 43

Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MNLVIDNTVEVNGNEKNEIGMVVIRGNSVVTIEALEPVARAQ*

NbL13g25890.1 probable_small_nuclear_ribonucleoprotein_G [MW = 4.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13242 HAD−hyrolase−like PF13344 Haloacid dehalogenase−like hydrolase

Protein sequence:
MLSSRVTAAISSSTTSTFLFNNPKILSKKFPYISNPLNNSAKAIKWNCKNSRMEKSASSFVTKASVQPLTNPGELIDSVETFIFDCDGVIWKGDKLIDGVPETLDLLREKGKRLVFVTNNSTKSRKQYGKKFETLGLSVSEEEIFASSFAAAAYLKSIDFPKDKKVYVVGEEGILKELELAGIQHIGGPDDGDKKIELKPGYMMEQDKDVGAVVVGFDRYFNYHKIQYATLCIRENPGCLFIATNRDAVTHLTDAQEWAGGGSMVGAILGSTKREPLVVGKPSTFMMDYLANEFNIQKSQICMVGDRLDTDILFGQNGGCKTLLVLSGVTSLSMLQDPKNSIQPDFYANKISDFLSIKATAV*

NbL13g25520.1 phosphoglycolate_phosphatase_1A_chloroplastic−like [MW = 39.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MGTLYQPLESTIQELKVTIHDTSLVFPSEETQKKPVFLSNIDQVLNFNVQALHFFPANSEFPPEIVTEKLRNALSKVLVSYDFLAGRLKMNHQIGRLEIDCNAQGAVFVVASSELTLKEIGDLVFPNPGFKQLVTQSIDHLDKDDKPLCIIQVTSFKCGGFVMGTTTNHITFDGTSYKIFLQNLASQAFGDDKPLAIVPCNDRLLLATRSPPHVDFPHPELLKLEVPIGEELNPTVFEALQEELVFKIFKLNSSDISSLKDKAKDENAPHAKVTSFNVVTAHVWKCKALSFDVENNSERISTVLFAVDIRPRLNPPLPKSYTGNAVLSSYASAACHELEEWPFYKIVDMVSKGAMRMTDEYARSVIDWGEFYKGFPNGEFLISSWWRLGFSEVEYPWGKPKYSCPVVSHRKDIILFFPNIDDGISSNNDGVNILVALPAKQMEKFESYFHQFLLA*

NbL13g25510.1 omega−hydroxypalmitate_O−feruloyl_transferase−like [MW = 51.21 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 37 73 109 178

Protein length

Gel Slice

5.0 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 37 73 109 178

Pfam domains

Pfam Description
SP Sequon TM Domain PF01781 Ribosomal L38e protein family

Protein sequence:
MKRKPLVRPAMLYGAECWPVKNSHVQRMKVAEMRMLRWMCGHTRLDMIKNEVNREKVGVAPVDEKMREARLRWFGHVRRRSPDAQQDMTRMQVSEDMTLDRKVWRSRIKPKQIHEIKDFLLTARRKDARSVKIKKNKDMVKFKVRCSKYLYTLCVSDFEKADKLKQSLPPGLSVQDL*

NbL13g25460.1 uncharacterized_LOC107801208 [MW = 21.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00626 Gelsolin repeat

PF04810 Sec23/Sec24 zinc finger
PF04811 Sec23/Sec24 trunk domain

PF04815 Sec23/Sec24 helical domain
PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MAAPGVPRPGNRPPPNYNPNALADGMQNLQLNRPNQSPSAPRPNNPFGQQPPSAPRPNYTPFGQQQPPFAGGAAVSRPGPPPPGVFPRGPSGGPPHIGLPPNVASRPTGPPHVAQSAPPFASRPPPPGAMPPSIGGTTLPSALGPRPGPPGPFASLPLTTGSAVPPPSSISSSVSNGPPAGGPGMMQGGGRFPPPSNTTRPPFGASPPAMVSSGSPSQPPSMRSPFGGPSSVSTTPVTTQPPAPFSGSLQNVPPPGSSPFAAPGQGMPPSMGAPYGTQSWQMPPHQGPPLSAIPGSMQPPSMYGMTPPLPNQAVASITPSIGHTSPSKVDPNQIPRPIPNASIVLHETRQGNQANPPPPATSDYIVRDTGSCSPRFMRCTLNQIPCTVDFLTTSAMPWALLVQPLALPHPSEEPLPVVDFGESGPVRCSRCKGYINPFVKFIDQGRRFICNLCGHTDETPRDYHCNLGPDGRRRDADERPELCRGTVEVVATKEYMVRDPMPAVYFFLIDVSMNAIQTGATAAACSAISQVITDLPEGPRTLVGVATFDSTIHFYNLKRALQQPLMLIVPDVQDVYTPLQTDVIVQLSECRQHLELLLESIPTMFQNNRTADSAFGAAVKAAFLAMKSTGGKLLVFQSVLPSTGIGALSAREAEGRTNVSAAEKEAHKLLQPADKTLKTMAIEFAEYQVCVDVFLTTQSYVDIASISVIPKTTGGQVYYYFPFSALADSAKLYNDLRWNITRPQGFEAVMRVRCSQGIQVQEYSGNYCKRIPTDVDLPAIDCDKTIMVSLKHDDKLQDGSECSFQSAVLYTTIDGQRRIRVSTLALPCTTLLNNMFRSADLDTQFGCILKQAASEVPTAPLSKIREQVTTLCINILHSYRKYCATVSSSGQLILPEALKLLPLYTLALLKSTGLRTDGQIDSRSFWINYVSPLSTPLAIPLVYPRLIAIHELDTEENDDSLIPPSIPLSSEQISDNGIYLLENGEDCLIYVGNSADPSAIRQLLGISSVEEIPAQFVLQQYDNPLSKKLNDIINDIRRQRCNYLRLKLCKKGDPSGMLFFSHMVEDKTQSGLSYVEFLVHIHRQIQNKMA*

NbL13g25270.1 protein_transport_protein_Sec24−like_At4g32640 [MW = 117.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00333 Ribosomal protein S5, N−terminal domain PF03719 Ribosomal protein S5, C−terminal domain

Protein sequence:
MSSRTTTFWSRLLRNQLRFVPSSSAAGAANQSLFRHPPLPPHSVRFFSSAPYRTPQADRVIRELFLDVERDKQREREERKKKGLDTADIDAEENQDFMGVGPLIENIEKKKLKEEKFSYFDEPTDSDSDDDDERWTAEAINKRWDTFEKKFKRHEELLKNFTDAETLDDAFKWMHRIDKFEQKHFQLRPEYRVIGELMNRLKVAEGKERFLLQQKINRAMRMVQLKEAYDANDPENYGIIQHEQVGPNVDLLEHAGFEKEKEMIQGGDDDDDIEFDDMKEKDDILLEKLNAIDRKLEEKLAELDHTFGKRGKLLEEEIRDLAEERNSLTEKKRRPLYRKGFDVKLIDVNRTCKVTKGGQVVKYTALLACGNYHGVVGFAKAKGPAIPIALQKAYEKCFQNLHYVERHEEHTISHAVQTNYKKTKVYLWPAPTQTGMKAGRTVQTILHLAGFRNVKSKVVGSRNPHNTVKALFKALNSIEIPKDVEEKFGRTVVESYLL*

NbL13g25260.1 uncharacterized_LOC109239406 [MW = 57.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00728 Glycosyl hydrolase family 20, catalytic domain PF14845 beta−acetyl hexosaminidase like

Protein sequence:
MMGKLGVQSILFAVIVQILVISADANIKNLRIWPMPLSVSYGHRNLQLSNDFVLKTEGSKYPDASGILKEGFSRLLDVVKAAHVVDANFSYAGPSPVLKGIQVVVLSPSDELQYGVDESYNLTIPAHGNPAYAHLQAKTVYGALHGLQTFSQVCHFNFTTRTIEVHQVPWSIVDRPRFSYRGLLIDTSRHYLPFPVILKVIDSMAYAKLNVLHWHIVDTQSFPLEIPSFPRLWNGAYSSSERYTVVDAAEIVRYAGRRGINVLAELDVPGHAQSWGTGYPSLWPSKDCQQPLDISNDFTFKLIDGILSDFSKIFKYRFVHLGGDEVDTSCWTLTPRIRKWLKQNKLNRTTAYEYFVLRAQKIALSHGYEIINWEETFNNFGNKLIPNTIVHNWLGGGVAQQVTAAGLRCIVSNQDKWYLDHIDTTWQDFYSNEPLTNIRNPKQQRLVIGGEVCMWGEHIDGSNIETTIWPRAAAAAERLWTAYDNLAKNPSQVTRRLAHFRCLLNQRGVASVPLTGGGRAAPEDPGSCYQQ*

NbL13g25160.1 beta−hexosaminidase_3 [MW − SP = 57.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF13180 PDZ domain

PF13365 Trypsin−like peptidase domain
PF17815 PDZ domain

Protein sequence:
MLRIGSTLRTARKLLNRNLHFQSPIIAGDIAPVLHRRQEIHRFVRSCIYRSTVGNTSASASFFSTFSNSNSSIISAEPHAERGEENDSLRSDVSEVEPVAVEEQRLSSGMVDAYLAIELALDSVVKIFTVSSSPNYFLPWQNKSQRETTGSGFVIRGKRILTNAHVVADHTFVLVRKHGSPTKYRATVQAVGHECDLAILVVESEEFWEGMNSLELGDVPFLQEAVAVVGYPQGGDNISVTKGVVSRVEPTQYVHGASQLLAIQIDAAINPGNSGGPAIMGDKVAGVAFQNLSGAENIGYIIPVPVIKHFIAGVEERGEYVGFCSLGLSCQPTENAQIREYFQMQSKLTGVLVSRINPLSDASRVLKKDDIVLSFDGVPIANDGTVPFRNRERITFDHLVSMKKPNETAELKVLRNGEVHDFKITLHPLQPLVPVHQFDKLPSYFIFAGLVFIPLTQPFLHEYGEDWYNASPRRLCERALRELPKKPGEQFIILSQVLMDDINAGYERLAELQVKKVNGIEVLNLKHLRQLVEDGNQKNVRFDLDDERVIVLNYETARIATSRILKRHRIPHAMSTDLTDDENAAELQSPCSS*

NbL13g25120.1 protease_Do−like_10_mitochondrial [MW = 65.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02219 Methylenetetrahydrofolate reductase

Protein sequence:
MKVIEKIQEAAKDENRVVFSFEFFPPKTEDGVENLFERMERMVAHNPLFCDITWGAGGSTADLTLEISKRMQNMVCVETMMHLTCTNMPVEKIDHALDTIKINGIQNVLALRGDPPHGQDKFVQVEGGFACALDLVKHIRAKYGDYFGITVAGYPEAHPDVIPANGIATQEIYENDLAYLKRKVDSGADLIITQLFYDTDIFLKFVNDCRQIGITCPIIPGIMPINNYKGFLRMTGFCKTKIPEDIMAALEPIKDNEEAVKAYGIHLGTEMCKKILASGIKTFHLYTLNMDKSALAILMNLGLIEESNISRPLPWRRPTNVFRVKEDVRPIFWANRPKSYISRTLGWDEYPHGRWGNAQNPSYGALSDHQFLRARSRDKKLQEEWVVALNSVEDLYEKFKDYCLGKLRSCPWSELDGLQPETKIINEKLGHVNTKGFLTINSQPAVNAEKSDSPSVGWGGHGGYVYQKAYLEFFCSGEKLNTLVEKCKAFPYLTYMAVNKEGNWISNISQTDVNAVTWGVFPAKEIVQPTVVDPASFMVWKDEAFEIWSRGWAQLYPETDPSRKLLEQVQNCYYLVSLVDNDYINGDLFSIFQDI*

NbL13g25080.1 reductase_2−like [MW = 67.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04012 PspA/IM30 family

Protein sequence:
MAVRTPITGISMASAPSISSYNRVVVVKSLPFRASFFGQGVGAVKLAGLQLTHSNRSRCNSHGGGALGARMNLFDRFARVVKSYANALISTFEDPEKILEQTVLEMNNDLIKMRQATAQVLASQKQLENKYKAAQQASEDWYRRAQLALGKGDEDLAREALKRRKAYADNASALKAQLDQQKGVVENLVSNTRLLESKIQEAKSKKDTLKARAQSAKTATKVSEMLGNVNTSSALSAFEEWKKKF*

NbL13g24990.1 membrane−associated_protein_VIPP1_chloroplastic [MW = 26.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASPREENVYMAKLAEQAERYEEMVEFMEKVVAAADGAEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVAYIKEYRSKIETELTSICNGILKLLDSKLIGAAATGDSKVFYLKMKGDYHRYLAEFKTGAERKEAAENTLSAYKSAQDIANTELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQDDGTDEIKEAAKPDNEQQ*

NbL13g24760.1 14−3−3−like_protein_16R [MW = 29.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00925 GTP cyclohydrolase II PF00926 3,4−dihydroxy−2−butanone 4−phosphate synthase

Protein sequence:
MASIQTSMGFSRLRSDHALYFLNPTTANYKSDLSSLSLARKLPFSFKSGGKILRATLISGEDNVWSCYSSRGAENGSFVNHGAGIQQQPDTIAVGTLAAEITPNRSGFLSGDDEFDLDHTAEGFSSIPEAIEDIRQAKMVIVVDDEDRENEGDLIMAAELATPEAMAFIVKHGTGIVCVSMKGEDLDRLQLPLMVPPKENEEKLSTAFTVSVDAKYGTTTGVSARDRAKTVLALASKDSRPEDFNRPGHIFPLKYREGGVLKRAGHTEASVDLAVLAGLDPVAVLCEIVDDDGSMARLPRLRQFAEAENLKIISIADLIRYRRKREKLVELAAAAPIPTMWGPFKAYCFKSVLDGIEHIAMVKGDIGDGKDVLVRVHSECLTGDIFGSARCDCGKQLALAMEQIEQAGRGVLVYLRGHEGRGIGLGHKLRAYNLQDDGHDTVEANEELGLPVDSREYGIGAQILRDLGVRTMKLMTNNPAKYVGLKGYGLAIAGRVPLLAPITTENRRYLETKHVKLGHVYSSDANGHINGSEVGRASSDELSDNAA*

NbL13g24690.1 bifunctional_riboflavin_biosynthesis_protein_RIBA_1_chloroplastic−like [MW = 59.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03959 Serine hydrolase (FSH1)

Protein sequence:
MEKESEKKKPRILCLHGFRGSAEILKKLVLRWPESVLDKLDLVFLDAPYPAQGKSALEGFFDPPYFEWFQSNKDFTEYYNFEECVEYIEDFMSKHGPFDGILGFSQGAVLGAGIPGMQRERVGLTKVQEIKFVIIISGAKFGGPSFGVPQLAANVFSSPINCPSLHFLGEKDFQKKDGEILLESFVDPQVIHHPKGHTVPKLDDSSLEIMLEFIEKIQKL*

NbL13g24590.1 esterase_AGAP003155−like [MW = 24.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MAVPANLTREQCLYLAKLAEQAERYEEMVKFMDRLVAVSGSSELTVEERNLLSVAYKNVIGSLRAAWRIVSSIEQKEEGRKNEEHVVLVKDYRSKVESELSDVCAGILKILDQYLIPSASAGESKVFYLKMKGDYYRYLAEFKVGNERKEAAEDTMLAYRAAQDIALAELAPTHPIRLGLALNYSVFYYEILNASEKACIMAKQAFEEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQEQMDEA*

NbL13g24560.1 14−3−3−like_protein_D [MW = 28.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14159 CAAD domains of cyanobacterial aminoacyl−tRNA synthetase

Protein sequence:
MELCTPQTFSNLPNHRLINPNYAHFQWKPSLLLKKPPKSRFNQGLLYRKGSAIRSASEESSSFTSPYGLYVPPQVENKNDGAVLSEAPIQDSGKDKETNAYGSLVYEPPKVEEVEEKGDGVVQAESTIEDSPLDFDSQLPKLFDKLNIKFDLEDSSSLILFGGAAVTALWLTTAVVGAIDSIPLFPKLLEVVGLGYTVWFSTRYLLFKKNRDELAAKIEELKKEVLGSNYG*

NbL13g24550.1 protein_CURVATURE_THYLAKOID_1B_chloroplastic−like [MW = 25.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18376 Mevalonate 5−diphosphate decarboxylase C−terminal domain

Protein sequence:
MRDTVETSALIEHRAKEVVPKRIIQMEEAIQNRDFPTFAQLTCADSNQFHAVCMDTSPPIFYMNDTSHRVIGCVEKWNRSEGTPQVAYTFDAGPNAVLIARNRKAATLMLQRLLFHFPPNSDTDLNSYVIGDKSILKDAGIQDIKDVEALPPPPEIKDKVPAQKYKGEISYFICTKPGRGPVLLTDDSHALLNPETGLPK*

NbL13g24320.1 diphosphomevalonate_decarboxylase_MVD2−like [MW = 22.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02127 Aminopeptidase I zinc metalloprotease (M18)

Protein sequence:
MAANAISRFHFLQPYPVFPKPSVLLLKFPHSSSPPFSTNVHNVNNPCRIHFRKFSSVTSPLCSTSGSIPERAESSESSTSIVGDLLDYLNESWTQFHATAEAKRQLIAAGFHLLKENDKWDLQPGGRYFFTRNMSSLVAFAIGKKYSIGNGFHVIAAHTDSPCLKLKPKSASTKSGYLMVNVQLYGGGLWHTWFDRDLSVAGRVILRADDGSFLHRLVKVTRPLLRVPTLAIHLNRTVNQDGFKPNLETQLIPLLATKTENATADSTEKSNVSSSKDVHHQLLLQILSDELSCKIDDIVSVELNLCDTQPSCLGGANNEFIFSGRLDNLASSFCGLRALVDSCTFPEDLSNEHAIRMIALFDNEEVGSDSYQGAGAPTMFEAMRRITDCLSHQSAGESDFARAICHSYLVSADMAHGVHPNFVDKHEEHHHPELQKGLVIKHNANQRYATSGVTSFLFKEVARLHSLPTQDFVVRNDMGCGSTIGPILASGVGIRTVDCGIAQLSMHSVREICGKEDIDIAYKHFKAFYQTFSSIDRKLIVD*

NbL13g24290.1 probable_aspartyl_aminopeptidase [MW = 59.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01106 NifU−like domain PF08712 Scaffold protein Nfu/NifU N terminal

Protein sequence:
MLGQTIRSSYENKSKTVMMKSLLSLGRLINRSTLRSNRLLTKPYVAENGAISKPRRFLYALSSKEPINLSDFTSLKPSQFPSSHSSPWNHFGGQMRTLFIQTQSTPNPLSLMFYPGKLVLEAGSADFPNARSAMNSPLAKALFGIDGITRVFFGSDFVTVTKSEDASWDFLKPEIFAAIMDFYSSGKPLFLDSSTAASMDTAIHEDDSETVAMIKELLETRIRPAVQDDGGDIVYRGFDLDTGIVKLKMQGACSGCPSSSVTLKSGIENMLMHYVPEVKGVEQEMDEDEEPGLTGAPYE*

NbL13g24250.1 nifU−like_protein_4_mitochondrial [MW = 32.9 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 103 205 307 409 510

Protein length

Gel Slice

3.1 6.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80 10
0

Peptide counts over 4 repeats

1 103 205 307 409 510

Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MTHTTFRHRRRLLRTRREMRGILVIVAAFVLAVCVAAEGENEYVLTLDHSNLTETIAKHNFIVLEFYAPWCGHCKNLAPEYEKAAAELSSHDPPIVLAKYDASDEANRALATQFELQGFPTIKILRDGGKNVQDYNGPREADGIVAYLKKQVGPASPEIKSKEDAANLIDEKKIFVVGIFPEPSGEKFENYLTLAEKLRAEINFAHTVDAKLLPRGGPVDKPTLRLLKPFDEPFVDFEDFQVDAMEKFIADASIPVVTVFDNDPNNHEYVNKFFDGTNSKALLFVNFSTELEAFKSKYNDVAKLYKGDGVSFLLGDVEAGEGAFEYFGLKPEQAPLIVIMGTDNQKYLKDHVEPDAIAVWLKDYKDGKLKPYVKSQPIPETNDEPVKVVVRDTLQDMVFNSGKNVLLEFYAPWCGHCKKLAPILDEVAVSFDSDPDVLIAKLDATLNDLPKDQFDVQGFPTMYFRSASGKLSQYDGDRTKEAIIEFIEKNRDKPVQSDSARTDSAKDEL*

NbL13g24160.1 protein_disulfide−isomerase−like [MW = 57.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00403 Heavy−metal−associated domain

Protein sequence:
MSQQTVVLKVGMSCQGCVGAVNRVLGKMEGVESYDIDIKEQKVTVKGNVEPEAVFQTVSKTGKKTSFWEAETPAPAPAPTEPETKPVEVKPTEEKPADTPAEPEAKPADEKPAEAVA*

NbL13g24070.1 copper_transport_protein_ATX1−like [MW = 12.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03070 TENA/THI−4/PQQC family

Protein sequence:
MEGAKQEIPMIKKWLNQHHELYMAATRHPFTLSIRDGSVDLSAFKRWLGQDYIFVRAFVPFVASLLLKAWKESDDDSDIEVILGGVAALNDEISWFKREAFKWSVSLPSIVPQKANLEYCRFLESLMSPEVEYTVAVTAFWAIEVVYQESYAHCLADGSKTLDELKETCQRWGNDDFGQYCRSLQDIANRRLEKSPEDIISKAEAIVIRVLKYEVEFWNMSRGGKLSAP*

NbL13g23910.1 probable_bifunctional_TENA−E_protein [MW = 26.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MHSTNLLLEEPIRMASILEPSKPTFFPAMTKIVGTLGPKSRSVEIISSCLKAGMSVARFDFSWGDAEFHQETLENLKAAIKSSKKLCAVMLDTGGPELQVVNKSENPISLQADSLVVLTPDQDKEATSNLLPINFSGLSKSVKNGDTIFIGQYLFTGSETTSVWLEVTEVKGEDVVCLIKNSATLAGPLYTLHVSQIRIDLPTLTDKDKKVISTWAFRNKIDILSLSYTRHAEDVRHAREFLSKLGDLNQTQIFAKIENVEGMANFDEILREADGIILSRGNLGIDLPPEKVFLFQKAAVHKCNMAGKPAVVTRVVDSMTDNLRPTRAEATDVANAVLDGSDAILLGAETLRGLYPVETISIVGKICAEAEKVYNQDVYFKRAVKYVGEPMTHLESIASSAVRAAIKVKASVIICFTSSGRAARLIAKYRSPMPVLSVVIPRLKTNQLRWTFSGAFQARQSLIVRGLFPILADPRHPAESTNATDESVLKVALDHGKTAGVIKPHDRVVVFQKVGDSSVVKIIELEN*

NbL13g23800.1 pyruvate_kinase_1_cytosolic−like [MW = 57.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04305 Protein of unknown function (DUF455)

Protein sequence:
MSTEETLVEAALRILNTADPVEKARIGDEVADRWLKGLISQPYNHSVEFPVPDRPARLTNVKLVSPSLMPKLGKAGSLQSRQAIVHSLVHTESWAIDLSWDIIARFGKQESMPREFFTDFVKVAQDEGRHFTLLAARLKELGSFYGALPAHDGLWDSAIATSKDLLARLAIEHCVHEARGLDVIPTTISRFRNGGDNQTAELLENVVYPEEITHCAAGVKWFKYLCLRSRNPNPGDLPSQENSDTMDVDNEVIQRFHSTVRTHFRGPLKPPFNEQAREAAGFGPQWYEPLAVKDYTME*

NbL13g23780.1 uncharacterized_LOC104235088 [MW = 33.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01765 Ribosome recycling factor

Protein sequence:
MAIAIRRALTSYCSFSGALRATNFTVHRFSSLGGSISSPVRSSATIGSVPCSPQTNFLLESRRGFAKGRRQAREEVDDDDYGNPAASVNIGPSIKAAAVSQMEAAIDALSRELAKLRTGRASAGILDHIIVESGGVKTPLCRMAVISVLDPKTLSVTPYDPNTVKELDKAIVSSPLGLNPQVDNQRLIVPIPPFPMLFDSAFLLFLAIRATSRLTKEHVQAVCKVVAKSSEDVKQSVRRARQKALDTIKKSLPRKKDKDKAASAFSEDDAKRLEKEIDDLTKKFIKSAEDMCKSKEKEITSS*

NbL13g23750.1 ribosome−recycling_factor−like [MW = 32.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01397 Terpene synthase, N−terminal domain PF03936 Terpene synthase family, metal binding domain

Protein sequence:
MASAAVANYEEEIVRPVADFSPSLWGDQFLSFSIDNQVAQMYAQEIEALKEQTRSMLLATGRKLADTLNLIDIIERLGISYHFEKEIDDLLDHIFNQNSNCDDFTTSALQFRLLRQHGFNISPEIFSKFQDENGKFKESLASDVLGLLNLYEASHVRTHADDILEDARAFSTIHLESATPHLNSPLKEQVTHALEQCLHKSVPRVETRFFISSIYEKEKLMNNMLLRFAKLNFNLLQMLHKQELAEVSRWWKGLDFVTTLPYARDRVVECYFWALGVYFEPQYSQARVMLVKTISMISIVDDTFDAYGTVKELEAYTDAIQRWHIKEIDRLPDYMKISYKAILDLYNDYEKELSSAGRSHIVSHAIQRMKEVVRNYNVESTWFIEGYKPPVSEYLSNALATTTYYYLATTSYLGMKSVTEQDFEWLSKNPKILEASVIICRVIDDTATYEVEKSRGQIATGIECCMRDYGLSTKEAMDKFQKMAETAWKDLNEGLLRPTPVSAEFLNPILNLARIVEVTYIHNLDGYTHPEKVLKPHIVALLVDSIQI*

NbL13g23650.1 5−epi−aristolochene_synthase−like [MW = 63.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01397 Terpene synthase, N−terminal domain PF03936 Terpene synthase family, metal binding domain

Protein sequence:
MASAAVANYEEEIVRPVADFSPSLWGDQFLSFSIDNQVAQMYAQEIEALKEQTRSMLLATGRKLADTLNLIDIIERLGISYHFEKEIDDLLDHIFNQNSNFDDFTTSALQFRLLRQHGFNISPEIFSKFQDENGKFKESLASDVLGLLNLYEASHVRTHADDILEDARAFSTIHLESATPHLNSPLKEQVTHALEQCLHKGVPRVETRFFISSIYEKEKSMNNMLLRFAKLDFNLLQMLHKQELAEVSRWWKGLDFVTTLSYARDRVVECYFWALGVYFEPQYSQARVMLVKTISMISIVDDTFDAYGTVKELEAYTNAIQRWHIKEIDRLPDYMKISYKAILDLYNDYEKELSSAGRSHIVSHAIQRMKEVVRNYNVESTWFIEGYKPPVSEYLSNALATTTYYYLATTSYLGIKSVTEQDFEWLSKNPKILEASVIICRVIDDTATYEVEKSRGQIATGIECCMRDYGLSTKEAMDKFQKMAETAWKDLNEGLLRPTPVSAEFLNPILNLARIVEVTYIHNLDGYTHPEKVLKPHIVALLVDSIQI*

NbL13g23640.1 5−epi−aristolochene_synthase−like [MW = 63.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00782 Dual specificity phosphatase, catalytic domain PF16561 Glycogen recognition site of AMP−activated protein kinase

Protein sequence:
VKSTPYTDKIKFVHSFHFLCFTVLYYTQIHVPLSAFSIYFPMNCLQNLPRSSGLSLRNFIGTTKKPYFPVVSLGITKFADQRLSIVAQVVSGSESSTEKDETEKDAVKSDTYSNDMTAAMGAVLTYRHELGMNYNFTRPDLIVGSCLQTPEDVDKLRSIGVKTIFCLQQNPDLEYFGVDIGAIREYANKCSDIEHLRAEIRDFDAFDLRLRLPAVVSKLSKAVNRNGGVTYIHCTAGLGRAPAVALTYMFWVQGYKLGEAFNLLMSKRSCFPKLDAIKSATADILTGLKRKPATLTWSGDDCSTVEISGLDIGWGQRIPLEFDEERGLWTLQRDLPEGHYEYKYIVDGVWTCNEFEPITSPNKDGHVNNYVKQVLDDNPDSISAAVRNRLTSDDPDLTSDERLIIREFLEAYPDEE*

NbL13g23610.1 phosphoglucan_phosphatase_DSP4_amyloplastic [MW = 46.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MAVAEFIPSSFTNKTNVYSSHFSYVSTQISQQRRFSLRPPPRTHYSQICCSVTSKEVQAPTVVQTDDPKKKPECYGVFCLTYDLKAEEETKSWKKMITVSVSGAAGMIANHLLFKLASGEVFGPDQPIALRLLGSERSIQALEGVAMELEDSLYPLLREVNIGTDPYEVFQDAEWALLIGAKPRGPGMERAGLLDINGQIFAEQGKALNAVASRNVKVIVVGNPCNTNALICLKNAPNIPAKNFHALTRLDENRAKCQLALKAGVFYDKVSNVTIWGNHSTTQVPDFLNAKINGLPVKEVIKDTKWLEEEFTEKVQKRGGVLIQKWGRSSAASTAVSIVDAIRSLVTPTPEGDWFSTGVYTSGNPYGIAEDIVFSMPCRSKGDGDYELVKEVIFDDYLWSRIKKSEDELLAEKRCVAHLTGEGIAVCDLPGDTMLPGEM*

NbL13g23340.1 malate_dehydrogenase_[NADP]_chloroplastic−like [MW = 48.31 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 113 225 337 558

Protein length

Gel Slice

3.3 4.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 113 225 337 558

Pfam domains

Pfam Description
SP Sequon TM Domain PF01397 Terpene synthase, N−terminal domain PF03936 Terpene synthase family, metal binding domain

Protein sequence:
QNSPITFIAMAAAAVGNYEEEIVRPVADFSPSLWGDQFLSFSIDNQVAETYAKEIEALKEQTRNMLLATGMKLVDTLNLIDIIERLGISYHFEKEIDEILDKIYNQNSNCDDLSTSALQFRLLRQHGFNISPKKFSKFQDENGKFKESFASDVLGLLNLYEASHVRTHADDILQDALAFSSIHLESEAPHLKSPLREQVTHALEQCLHKGVPRVETRFFISSIYEKEQSKNNMLLRFAKLDFNLLQMLHKQELAEVSRWWKDLDFVTTLPYARDRVVECYFWALGVYFEPQYSQARVMLVKTISMISIVDDTFDAYGTVKELEAYTNAIQRWDISEIDMLPDYMKISYKAILDLYKDYEKELSSVGRSHIVCHAIERMKEVVRNYNVESTWFIEGYKPPVSEYLSNALATTTYYYLATTSYLGMKSVTEHDFEWLSKNPKILEASVIICRAIDDTATYEVEKSRGQIATGIECCMRDYGISTEEAMTKFQEMAEAAWKDLNEGLLRPTPVSTEFLSRILNLARIVEVTYIHNLDGYTHPEKVLKPHINALVVDSIEI*

NbL13g23330.1 5−epi−aristolochene_synthase [MW = 64.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MAMEGAGAESNYNSSAESQLEQSSPRKSPPSSPPSQDHEEKTTYVKFLLSNAEAGSIIGKGGSTITEFQSRSGARIQLSRNFEFFPGTSDRVVMVSGLLDDLLKAVDLILGKLLDEFYVEDGGDAEPRSRFRLVVPNSSCGGIIGKGGATIKSFIEDSRAGIKISPQDNNFPGLHDRVVTVTGTLDEQMRAIELILCKLAEDPHYMQSMNAPFQYAAVYVGMNYGPPNGVGGRYPNNRHQNKEDRNNTVTIGVADEHVGLVLGRNGRSIMEISQVCKKLLFCLVCIYAKSLLSLQLSGARIKISDRGDFLSGTSDRKVTITVSQRAIRTAESMISRKIANVSERSTVGEDLPFEELGINTVH*

NbL13g23310.1 protein_BTR1−like [MW = 39.37 kDa]
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Peptide counts over 4 repeats

1 104 207 310 413 517

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01344 Kelch motif

PF07646 Kelch motif
PF13415 Galactose oxidase, central domain

Protein sequence:
KDQKEKNQIKEELETFPRSHSVTFNPYTPIVPPEIGRFSPSDLSSFSDLYPQFAHAAAMVDGKLYIIGGSRNGRYLSDIQVFDLKSLSWSIIKLNSGVLPATSGHNMIKWENKLLLLAGHSKDVSDTVTVRFIDLQSYECGVIETFGKLPVARGGQSVTIFGSKLIMFGGEDRNRFLLNDVNVLDLETMTWSTVETTQTSPAPRFDHTAALHADRYLLILGGCSHSVFFNDIHVLDLETMEWSRPQLQGDLVSPRAGHAGVTLGDNWYIVGGGDNRSGVPETLVLNMSKLVVSVLATVKGRDPLASEGLSVSSALLDGEKFLVAFGGYNGKYNNEVYVMRPKPRDVLHPKMLQSPAAEAAAASVRAAYALTKPEKLDLSERENSNFKEVHVDNTQQKLSAEISAHGLQKKALESSLADVQAENANLKAKIEEVNSTHTDLSKELQSVQGQLISERSTCAKLEAQIAELQKMLGSMQSIEEEVQALRKEKSELERDMERAVSVQKQGSGGAWKWITG*

NbL13g23290.1 acyl−CoA−binding_domain−containing_protein_4 [MW = 56.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01014 Uricase

Protein sequence:
MAELSGLKLEQRHGKSRVRVARVWKSHDGKHHFAEWSVNISLLSDCLPAYVAGDNSDIVATDTMKNTVYVKAKECSEQLSAEDFAIILAKHFTSFYPQVTAAIVNIVEKPWERISIKGQYHEHGFKLGSEKHTTEVMVDKSGTLRMTSGIVGLSVLKTTKSGFEGFIRDKYTMLPETRERMMATEVTASWRYLFESLSSLPLKPLYFTERYMDVKEVLLNTFFGPSKGGVYSPSVQATLYEMAKAILGRFPDVSFIELKMPNLHFLPVNLTSKDNPVIVKFDNDVYLPTDEPHGTIQATLNRIRSKM*

NbL13g23170.1 uricase−2_isozyme_1 [MW = 34.72 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00731 AIR carboxylase

PF02222 ATP−grasp domain
PF17769 Phosphoribosylaminoimidazole carboxylase C−terminal domain

Protein sequence:
MLNLSNTLPTVSGPQRSSFASPILAVNPRKSINFLKNHSFVFSSSLLRQQSEHTTTMLSCEASLEVVKDSPSGSAVHGISEMVVGVLGGGQLGRMLCEAASQMAIKVIVLDPMKNCPASALAHQHVIGSYDDSATVEEFAKRCGVLTVEIEHVDVATLEKLEQQGVDCQPKASTIRIIQDKYLQKVHFSRHAIPLPKFMQIDDLESARRAGELFGFPLMIKSRRLAYDGRGNAVAKSEEELSSAVNALGGYGRGLYVEQWAPFVKELSVIVARGRDGSIACYPAVETIHRDNICHIVKSPANVSWKSMKLATDVAHRAVSSLEGAGVFAVELFLTEDGQILLNEVAPRPHNSGHHTIEACFTSQFEQHLRAVVGLPLGDPSMKTPAAVMYNILGEDDGEPGFLLANQLIGRALGIPGASVHWYDKPEIRKQRKMGHITIVGPSMGIVEAQLRVILNEGRVNGHPAVASRVGIIMGSDSDLPVMKDAAKILNEFDVPAEVKIVSAHRTPEMMFSYALSARERGIQVIIAGAGGAAHLPGMVAALTPLPVIGVPVRASTLDGLDSLLSIVQMPRGVPVATVAINNATNAGLLAVRLLGISDIKLQARMAQYQEDRRDEVLVKGERLEKVGFEEYLNS*

NbL13g23030.1 phosphoribosylaminoimidazole_carboxylase_chloroplastic [MW = 68.47 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 235 469 703 937 1172

Protein length

Gel Slice

3.0 4.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 235 469 703 937 1172

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
ILFLKFNFTTNSSSSSRSPKDSNSRKSLDRFDRFYTLLSSSSSPNRRFSGHSSPAMTLMTPPPVDPEEDEMLVPNSDFPVEGPQPMEVATADTASTVDGPPVDDPPSARFTWTIENFSRLNTKKLYSDVFHVGGYKWRILIFPKGNNVDHLSMYLDVADSPALPYGWSRHAQFSLAVLNRVHNKFTVRKDTQHQFNARESDWGFTSFMPLSELYDPIRGYLVDDTVIVEADVAVRRVIDYWSHDSKKETGCVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDNPSGSIPLALQSLFYKLQYSDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEKYGLQDARKGVLFIDLPPVLQLQLKRFEYDFVRDTMVKINDRYEFPLELDLDRENGKYLSPDADRSVRNLYALHSVLVHSGGVHGGHYYAYIRPTLSDQWFKFDDERVSKEDSKRALEEQYGGEEELPHANPGFNNSPFKFTKYSNAYMLVYIRESDKEKIICNVDEKDIAEHLRVRLKKEQDEKEQKRKEKAEAHLYTIIKVARDEDLGEQIGKEIHFDLVDHDKVHSFRIQKQMAFTQFKEEVAKELGIPVQLQRYWLWAKRQNHTYRPNRPLTPQEEAQSVGQLREVSNKANNAELKLFLEVEFDLDLRPCPPPEKTKEDILLFFKLYDPLKEEMRYIGRLFVKGSGKPLEILPKLNELAGFSPDEEIELFEEIKFDPNVMCEPIDWKLTFRGSQLEDGDIICFQKPLRSQTSEQYRFPDVPSFLEYVHNRQVVRFRSLEKPKEDDFSLELSKRNNYDEVVERLARHLGLDDPSKIRLTSHNCYSQQPKPQPIKYQGVDHLTEMLVHYNQTSDILYYEVLDIPLPELQCLKTLKVAFYNSAKDEVTIHTIRLPKQSTVDDVLNHLKTKVELSHPDAELRLLEVFYHKIYKIFPPTERIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFMKDTTQNQAHVQNFGEPFFLVIHEGETLTEVKACIQKKLLVPDEEFSKWKFAFLSMGRPDYLQDSDVVSNRFQRRDVYGAWEQYLGLEHADNAPKRSYASNQNRHTFEKPVRIYN*

NbL13g23020.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 136.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MTTFAKMAMTSSLIPTTTTLSIFFSLVLIFGVAISVTEARAFFVFGDSLVDSGNNNYLATTARADSSPYGIDYPTRRATGRFSNGFNIPDLISQQIGSSESPLPYLSPELNGQRLLVGANFASAGIGILNDTGIQFINIIRIPQQFEYFRQYQSRVSALIGEESTKQLVNQALVLMTLGGNDFVNNYYLVPNSARSRQYALPDYVPFLISEYRKILMRVYNLGARRVLVTGTGPLGCVPAELAQRSRNGECAVELQQAAALFNPQLTQMLQDLNSELGSNIFIAANTQQMHIDFIINPQAYGFVTSKVACCGQGPYNGLGLCTALSNLCLNRDVFAFWDPFHPSERANKIIVQQIMTGSSEYMNPMNLSTILAMDSMA*

NbL13g22990.1 GDSL_esterase/lipase_At5g33370−like [MW = 41.49 kDa]
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1 22 43 64 85 105

Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MEEDAPVKNEEEEFNTGPLSVLMMSVKNNTQVLINCRNNRKLLGRVRAFDRHCNMVLENVREMWTEVPKTGKGKKKAQPVNKDRFISKMFLRGDSVIIVLRNPK*

NbL13g22920.1 small_nuclear_ribonucleoprotein_Sm_D2−like [MW = 12.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11910 Cyanobacterial and plant NDH−1 subunit O

Protein sequence:
MAFYSAFSQTTFTYSSSFSHTRKRINTPFRLPLIIKAENPSEPIDNEKPTKPKSKEAASAATSSTATATKPKKPVYSMKKGQIVRVDKEKYLNSINYLSVDHPPYYKGLDYIYEDRGEIGWIGIPTAPAWLPTEMLIKSDKLDYERI*

NbL13g22910.1 NAD(P)H−quinone_oxidoreductase_subunit_O_chloroplastic [MW = 16.72 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00560 Leucine Rich Repeat
PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MKTLIGLKLVTFLVLGISALFSAAKSQENDASVMLALKKSLNSPQELGWLDPDPCKWDHVGCSDDKRVTRIQIGHRNLQGNLPTELSKLTELERLELQWNNISGPLPSLSGLSSLQVLMLSNNQFSFIPADFFNGMSSLQSVEVDNNPFLGWEIPESLKNASSLKNFSANSANVSGKIPSFLSPDEFPGLVNLHLALNNLEGEFPSTFSGLLLESLWLNGQNLSGRIDVLQNMTFLKEVWLHSNGFSGPLPDFSGLKDLEVLNLRDNSFTGPLPASLVNLESLKFVNLTNNLFQGPMPKFKDSVSVDLTKDTNSFCLPQPVDCDPRVNTLLSIAKAMDYPRKFAENWKGNNPCADWFGLTCTNGNITIVNFQKMGLSGTISPEFASLKSLQRLVLADNNLTGTIPEELTTLTVLAELDVSNNQIYGKVPAFRNNMILKTGGNPDIGKDKSDVTSQGSTSPVGSPGSGYDGDAQASRKKSNRWIGIVLFSVIGGVFVLCFIGTAAFCLYRSKQKRFSQVQSPNTVVMQPRNSGSDNDSVKFTVAGSSVVSVGAVSEVHTVSTSETGDIQMVEAGNMVISIQVLKNVTNNFSEENILGQGGFGTVYKGELHDGTKIAVKRMECGFIAGKGLTEFKSEIAVLTKVRHRHLVGLLGYCLDGKEKLLVYEYMPQGTLSSHLFNWREEALKPLEWTKRLTIALDVARGVEYLHSLAHQSFIHRDLKPSNILLGDDMRAKVADFGLVRLAPEGKGSIQTRIAGTFGYLAPEYAVTGRVTTKVDVFSFGVILMELITGRKALDESQPEESMHLVSWFRRMHLNKDTFRKAIDPAIDLSDQETLASISTVAELAGHCCSREPYQRPDMGHAVNVLSSLVELWKPSEQSSDDIYGIDLDMSLPQALKKWQSYEGSTHMDSSSSSYLPSLDNTQTSIPIRPYGFAESFTSADGR*

NbL13g22890.1 receptor_protein_kinase_TMK1−like [MW − SP = 100.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MAKNPKVFFDILIGKAKAGRVVMELFKDKTPKTAENFRALCTGEKGIGQLGKPLHYKGSVFHRIIPHFMCQGGDFTRGNGTGGESIYGAKFSDEDFSVMHTTPGLLSMANAGPNTNGSQFFITTVPTPWLDGKHVVFGKVVDGYNVVKEMENVGSDSGKTSCTVSIEDCGELKETK*

NbL13g22830.1 peptidyl−prolyl_cis−trans_isomerase_CYP19−3−like [MW = 19.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03479 Plants and Prokaryotes Conserved (PCC) domain

Protein sequence:
MEPNHETSGLSSYFHHHQPPPQNPNPTTNGIVQNNSTNNSAAATTATASHMVYTGSLPSAAVSPPMESVKRKRGRPRKYSTPEQAAAAKRLSSASAPPKKRDHALSRCAGADAAGGSSKKSQLAALGNAGQGFSPHIINVSTGEDVGQKIMMFMQQSKYELCVLSASGSISNASLRQPATSGGSITYEGRFDILTLSGSYVRTEIGGRTGGLSVCLASTDGQIIGGGVGGPLIAGGPIQVIVGSFSVDSKAGGVKNDISHQISGSPMSSVGFRSVVDSSHQNMGGGQFMIQSRGMQPAPLHQTEWRVSTGQGMHQSPENGDYDHLQE*

NbL13g22760.1 AT−hook_motif_nuclear−localized_protein_14−like [MW = 33.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05697 Bacterial trigger factor protein (TF)

Protein sequence:
MAATSAVAMAMASPSPHLLIHSPHSSVRAISKNILSSHSAIFPATAVTYQGLLNHCIFSRGCLRSLVKPVFAAGSGLEASVAGDEALISVKNAKIAVESQDAEKIHVRVDVDKEDTRIVFEKVLANLARSAPPVPGFRREKGGKTSKVPRDFLLQILGEDRVTNFVIREIVTSTLADYVKKENLSVKDNKISTTQTAHELKSSFTIGAEFGFNATLELEDAKTEATT*

NbL13g22740.1 uncharacterized_LOC109225749 [MW = 24.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01717 Cobalamin−independent synthase, Catalytic domain PF08267 Cobalamin−independent synthase, N−terminal domain

Protein sequence:
MASHIVGYPRMGPKRELKFALESFWDGKSSAEDLKKVSADLRSSIWKQMADAGIKYTPSNTFSYYDQVLDTTAMLGAVPSRYNWTGGEIGFDTYFSMARGNASVPAMEMTKLFDTNYHFIVPELGPDVNFSYASHKAVDEYKEAKGLGVNTVPVLIGPVSYLLLSKPAKGVEKSFPLLSLLDKILPIYKEVISELKAAGASWIQFDEPTLVLDLEAHQLEAFTKAYAELESTLSGVDVLIETYFADVPAGAFKTLTALKGVTAFGFDLVRGTQTLDLIKGGFPSGKYLFAGVVDGRNIWANDLAASLELLKSLEGIVGKDKLVVSTSCSLLHTAVDLINETKLDDEIKSWLAFAAQKVVEVNALAKALAGDKDEAFFSASAAAQASRKTSPRVTNEAVQKAAAALRGSDHRRATNVSARLDAQQKKLNLPVLPTTTIGSFPQTVELRRVRREYKAKKISEEEYVKAIKEEIKKVVDLQEELDIDVLVHGEPERNDMVEYFGEQLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPKPMTVFWSSIAQSMTKRPMKGMLTGPVTILNWSFVRNDQPRFETCYQIALAIKDEVEDLEKAGISVIQIDEAALREGLPLRKAEHAFYLNWAVHSFRITNVDIQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSTEEIADRVNKMLAVLDTNILWVNPDCGLKTRKYTEVKPALQAMVSAAKAIRTQLASAK*

NbL13g22560.1 5−methyltetrahydropteroyltriglutamate−−homocysteine_methyltransferase−like [MW = 84.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MADQLTDDQISEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMINEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGFISAAELRHVMTNLGEKLTDEEVDEMIREADVDGDGQINYDEFVKVMMAK*

NbL13g22460.1 calmodulin [MW = 16.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEGGSPDRVSVESGAKKSSISSGGRIQDRKEFLHRFVHSESLTENLRTWYEETAENSTCNEPSFDVPFELIDLQKFDYALGGVPLQQLIRMPSAIYASTSGATEATAYLALEDFLHASVRGLWEAFWGEDETLPFYVSSVYNSNLRFYQAEKAIVKGRLEGLCATAVMLKNPRHPQGKWDDILELAILRPDIGNLATVKKDCKPSLSILGEALFFALRVLLARSLSRSNIPLSLNSVFILLVDTQYGGVLKVEGDISKLEMDLNDVYGCAAEWIKNNALITISPIDRIWNKLGNANWGDVGALQALYATFHSITQYAGMSKNSVEDLAADHSARLQARRIERQLGDSKANGNGLFRFQQRSASPEIVEVHEEESFGLEPDKSMKLEVGSIVLIEDSNWQKGYQINEVLTHGEIPYYIASSVEDPGTTLFLYVGSHPSQLEPAWEDMKLWYQVQRQTKVLGVMKQRGLWSKYLPQLNASGRINHPGQCRRPSSGGSCDLPWCGTPVLVTSPVGRTVADMVRLGQFGTDEAIKCCHDCLSALSAASSAGIRHGDIRPENVIYVNSGVRQPYFVLIGWGHAILEERDRPAMNLHFSSTYALQEGKLCSASDAESLVYMLYFCSGGQMPNLDSVEGALQWRETSWSKRLIQQNLGDISAVLKAFADYVDSLCGTPYPMNYDIWLTRLKRHIPEEDHGKQIDTST*

NbL13g22450.1 uncharacterized_LOC109236586 [MW = 77.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MASIGTGYDLSVTTFSPDGRVFQIEYAGKAVDNSGTVVGIKCKDGIVLGVEKLIASKMMLPGSNRRIHSVHRHSGMAVAGLAADGRQIVARAKSEATNFESTYGEPIPVKELAERVASYVHLCTLYWWLRPFGCGVILGGYDRDGPQLYLVEPSGVSYRYFGAAIGKGRQAAKTEIEKLKLSEMTCRQGVIEVAKIIYGVHDEAKDKAFELEMSWICDESNHQHQKVPDDILEEAKTAAKAALEEMDAD*

NbL13g22420.1 proteasome_subunit_alpha_type−3−like [MW = 27.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00856 SET domain

PF02182 SAD/SRA domain
PF05033 Pre−SET motif

Protein sequence:
MEQGFGSDFVPPAGSIDKSKVLDVKPMRCLMPIFPSPNGMSSVSTPQPSPFVCVPPSGPFPPGVSPFYPFLTPNGSGRSGENQEAFGFGTPISPVPLNSFRTPTANGDTGPRRPGRPRATNGLVAEDDGVSDSQNQSDQFGSGYSVHVNDVEDTSTRKKRGRPRKTRMSHPANSHVEVDVDPILNQLLASFKLVDVDQVKKADGDKELVGRILLAYDVFRRRLTQIDEKRGETPGSARRPDLKAANLLMTRGARTNQTKRIGNVPGIEVGDIFFFRMELCLVGLHAPSMAGIDYMSVRLTGDEEPVAVSIVASGGYDDEGDDGDVLIYTGQGGVQRRDGQMFDQKLERGNLALEKSMHRGNEVRVIRGVIDVTNPRGKIYMYDGLYRIQESWAEKSKLGDCSIFRYKLLRVPGQPEAFTLWKSIQQWRDGTATRVGVILPDLTSGAESQPVCLVNDVDDEKGPAYFTYIPSLKYSKPYMKPNPSMGCQCVGGCQPGGSTCPCIQKNGGFLPFSSLGVLVSYKTLIHECGSACSCPPNCRSRMSQAGPKARVEVFKTKNRGWGLRSWDPIHGGGFICEYAGEVVEEARVGELGNEGDDYIFDATRIYEPLEPVRDYNDESKKVPYSLVISAKKGGNVARFMNHSCSPNVFWQPVVRENNNETYYHIAFFAIRHIPPMQELNFDYGMVPPDKADRRRKKCLCGSLNCRGYFY*

NbL13g22380.1 histone−lysine_N−methyltransferase_H3_lysine−9_specific_SUVH1−like [MW = 78.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain PF19026 HYPK UBA domain

Protein sequence:
MTAQSPEEILAAHLEQQKMESEEPIIEDEADDDDDEDDDDDKDEDDAEEDGDASGRSKQSRSEKKSRKAMIKLGMKPIPGVSRVTVKKSKNILFVISKPDVFKSPASDTYVIFGEAKIEDLSSQLSSQAAEQFKAPNLSNVISKPEPSTVAQDDEDVDETGVEPKDIELVMTQAGVSRAKAVKALKGADGDIVSAIMELTN*

NbL13g22350.1 nascent_polypeptide−associated_complex_subunit_alpha−like_protein_1 [MW = 21.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF00139 Legume lectin domain

Protein sequence:
MVVFASLSALKYHVFLLIIIPFATSLSFNFDSFRPSDQNITYERDAYPANGAIQLTTDLINRDINATIGRATYSKPLHLWDKASGNVTDFSTHFSFSINSQGRARYGDGLAFFLAPVGSRIPENTTRGGSLGLTSNTRRLNTSSNHFVAVEFDTYQNVQYDPKGDHVGIDINSMQSVVNVTWFSSIPSGRRTYAWISYNSTSKNLTVVFTGFKLQGNTTVTVLQSLSHNLDLREYLPEWVTFGFTGGAGIVFALQSIYSWNFTSSLEINDNITIPGVVLPSPKPEHAQSKNKLGLVVGLVSGGCVLVFVCVLMLFAYWRKRKLREDEDNDIFDGSMTHEFERSTGPKKFLYKELARCTKSFAHEKKLGEGGFGGVYKGFLRESNSYVAVKRISRESKQGIKEYASEVRIISRLRHRHLVQLIGWCHEKRELLLVYEFMPNGSLDFHLFKGKIQLTWPIRYKIAQGLASALLYLHEEWEQCVVHRDIKSSNIMLDSNFNAKLGDFGLARLVDHEKGSQTTVLAGTRGYMAPECFITGKASKETDVYSFGVVALEIACGRKAIDPKAEEHQENLVDWVWSLYGMGNLNEAADPKLSSEFNEMEMKHLLIVGLWCAHPDSKCRPSIRQAIHVLNFEAPLPTLPPNMPVPTYCSPSQLLPTSSLSSSYETNGHEIIVAQIQYSVNRDNTDSSNNTTASAASSSSASMLYPR*

NbL13g22160.1 L−type_lectin−domain_containing_receptor_kinase_IX.1−like [MW − SP = 76.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MATTLLLRSLRRRDFTTSSRSAYRTLASNIKLSWCPTLGGAKLAGLARPFCSRTAGNEIIGIDLGTTNSCVAVMEGKNPKVIENAEGSRTTPSVVAFNQKAELLVGTPAKRQAVTNPTNTVFGTKRLIGRRFDDPQTQKEMKMVPYKIVRASNGDAWVESNGQQYSPSQVGAFVLTKMKETAEAYLGKFINKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIINEPTAAALSYGMNNKEGLVAVFDLGGGTFDVSILEISNGVFEVKATNGDTFLGGEDFDNTLLEFLVNEYKRTDGIDLSKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADASGAKHLNITLTRSKFENLVNSLIERTRDPCKNCLKDAGISTKDVDEVLLVGGMTRVPKVQDIVSEIFGKSPCKGVNPDEAVAMGAAIQGGILRGDVKELLLLDVTPLSLGIETLGGIFTRLINRNTTIPTKKSQVFSTAADNQTQVGIKVLQGEREMASDNKMLGEFELVGIPPAPRGLPQIEVTFDIDANGLVTVSAKDKATGKEQQITIRSSGGLSEDEIDKMVKEAELHAQRDQERKALIDIRNSADTTIYSIEKSLNEYKDKVPKEVATEIETAVSDLRTAMGGDNVDEIKSKLDVANKAVSKIGQHMAGGGGGASEGGSEGGSQGGAPGAEYEEVKK*

NbL13g22150.1 heat_shock_70_kDa_protein_mitochondrial [MW = 73.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MAAARVMISANNTLTTSLLSKIPLQKPNSFNLCFRNRSAAAHRSQLFTCTAIYNPQIQIKEQGQPETLDYRVFFVDDSGKKVSPWHDIPLHLGDGVFNFIAEIPKESSAKMEVATDELYTPIKQDTKKGKLRYYPYNIHWNYGLLPQTWEDPSFANAEVEGAFGDNDPVDVVEIGESRAKIGQVLKVKPLAALAMIDEGELDWKIVAISLDDPRASLVNDIDDVEKHFPGTLTAIRDWFRDYKIPDGKPANKFGLGNKPANKDYALKIITETNESWAKLVKRSVPAGDLSLV*

NbL13g22130.1 soluble_inorganic_pyrophosphatase_6_chloroplastic−like [MW = 32.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01458 SUF system FeS cluster assembly, SufBD

Protein sequence:
MACALAPIFFTKSTSVSVHSSLSTPTIINQKNPKVRVFTKPKLNPIAALSDPYVLQIAETLEDSLPSLSSPLLQKLRETSSETLLSTPWPSRKDEPFRFTDTSFLKNSRIEPILPPKVQSSSLDVFSDTPLPTISILDGYIMNDLSQLKELPSDVYVGSLLSVKSEAILKRVSEYESGFKGDLFWSLNGVGTPDVLLVYVPEGCNVENTLVLRYISGESRDKGSKDLPFSNPRVLVLVEKGGEISIVEEYVGGDKDKCYWSNSVIEVVVGEGAKVSHSYLQNQSLNAAHIKWTWVQQESTSTYEHIEVSTGGKLSRHNIHIQQVGPDTVTELSTFHMCISDQTQDLHSTLVLDYPRGVSQQIHKCIVAHSSGQAVFDGNVQVNRYAQQTDAGQLTRSLLLEPRATVNVKPNLQIIADDVKCSHGAAISDLEEDQLFYFRARGVDIETARKALIFSFAAEVVDRFPNASIRKKVETHIRELLDPSRP*

NbL13g21930.1 protein_ABCI7_chloroplastic [MW = 53.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01597 Glycine cleavage H−protein

Protein sequence:
MALRMWASSTANALRISTASRANLSPAYSLSRCFSTVLDGLKYASSHEWVKHEGSVATVGITDHAQDHLGEVVFVDLPETGAAVSQGSSFGAVESVKATSDINCPISGEIVEVNTKLTGTPGLVNSSPYEDGWMIKVKPSSPSELESLMGSKEYTKFCEEEDSH*

NbL13g21860.1 glycine_cleavage_system_H_protein_mitochondrial [MW = 17.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MAAIQQSLSTSIASSTSTLLGQHKLRLRSQNVSLPGKTGGIVRCVATPSTETSYKTKVSRNENLAKLQAGYLFPEIARRRSAHMLKHPETQIISLGIGDTTEPIPEFISSAMAQRAHDLSTLKGYSGYGAEQGEKQLRASIASTFYANVGIEEDDIFVSDGAKSDISRLQVLFGSDVTMAVQDPSYPAYVDSSVIMGQTGQFQKDVEKYGSIAYMRCTPENGFFPDLSSVPRTDIIFFCSPNNPTGAAASREQLTKLVHFAKNNGSILVYDSAYAMYICDDSPKSIFEIPGAKEVAIEVSSFSKYAGFTGVRLGWTAIPKALLYSDGFPVAKDFNRIVCTSFNGASNIAQAGGLACLSPDGFKAMKNVVSFYKENTEIIMETFKSLGYKVYGGKNAPYVWVHFPGRSSWEVFSEILEKTHVVTTPGSGFGPGGEGFVRVSAFGHRDNVVEACRRFKELYK*

NbL13g21680.1 LL−diaminopimelate_aminotransferase_chloroplastic−like [MW = 50.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF13181 Tetratricopeptide repeat

PF17830 STI1 domain
PF18253 Hsp70−interacting protein N N−terminal domain

Protein sequence:
MDATQVKQLKQFVELCKSDPSLLSDPSLSFFRDYIESLGGNIPPAAGEYKAKSHVVDESDDEMGDLKNETHKTGAAEEEEEPEIIESDVDLDESDVMDPENDEPQQMGDPSVEVTEECRDASQEAKSQAMEAISEGKLEEASELLTKAILLNPTSAIMYATRATVYIKMKKPSAAIRDATAALEINPDSAKGYKSRGIARAMLGQWGEAAKDLHVASKLDYDEEISAVLKKVEPNARKIEEHHKKYERLRKEREDRKIERERLRRKAEAQAAYEKAKKQEESSSRRASGMPGGFPGGMPGGFPGGMPGGFPGMPGGFPAGMPGGFPGGTPGGFPGGMPGGSPGGMPGGSPGGMPRGMPGNIDYSKILNDPELMAAFQDPEVMAALQDVMKNPANLAKHQANPKVAPIIAKMMSKFAGPK*

NbL13g21520.1 FAM10_family_protein_At4g22670−like [MW = 45.01 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MVSCFAWPSIQSPLETYIVQVESSESQISTQSLSDQDLESWYRSFLPNTIAITRSNDKEGPRLVYPYRNVMKGFAARLTAEQVKEMEKKPGFISAWPERILSLHTTHTPSFLGLQQNMGLWKDSNYGNGVIIGVLDTGISPDHPSFSDEGMPPPPAKWKGKCESNFTTKCNNKLIGARSYIQEDRLPIDDDGHGTHTASTAAGGFVQGANVYGNAKGTAVGVSPLAHLAIYKVCDSSGCADSGILAAMDAAIDDGVHILSLSLGGSSSPLHSDPIALGAYSATERGILVSCSAGNEGPYNSSTSNEAPWILTVGASTLDRKIKATVKLGNKQEFEGESTFHPKASSVTFFPLFDPAKNASDFGSPYCGTGTLTDPAIKGKIVLCMAGGGYTRIGKGQAVKDAGGVGMIIYNGLEYGVTTLADAHVLPALDVTYADGMKILDYMNSTEKPVARITSQGTIIGDRNAPVVASFSSRGPSVASPGILKPDVIGPGVNILAAWPDSVENNTNSKSTFNIISGTSMSCPHLSGVAALLKSAHPTWSPAAIKSAIMTTADTVNLANDLILDETLRPASIFAIGAGHVNPSRANDPGLIYDTPIDDYLPYLCGLHYTNRQAGNLLQRKVNCSEVKSIPEAQLNYPSFSITLGTDTQTYTRTVTNVGDAKSSYSVEVVSPRGVSVIVKPYTLEFSKLNQTLTYQVTFTKTANSSSSDVVEGFLKWTSNRHSVRSPIAVVLV*

NbL13g21410.1 subtilisin−like_protease [MW = 77.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MANSCKVFSTLLAIFAVLAIVAADSAENEGQKVVAEEQKLEPEFVWTLDHTNYSDIISQHKMIVVEFYAPWCGYCQQLAPKYEEAASVLSSHDPPVILAKMDTTISENAELARNYTHNGVPSIKIFRNGGKTVHDYKGTRETDGIISYLKKHAGPASLEIKSKEDAASLIDEKKIVVVGIFPELSLEKIKNFTALAEDLRVDYDFVHTLDAKFLPRGGPVDKPTIRLLKPFDELYADFEDFQVEAMQNFIEETSVPIMAILDDKPENQAFVNHFLHSPGDKVFLFLNFTTDLDHFKSKYYDLAASYKGKEANFLLGDAETGKRALEYFGLNTDQVPLIFVLAMDGTKYVQRHVQPDSLGVWLKDFKDGKLKPYLKSQPIPEVNNEPVKVVVAETLEDMIFNSGKDVLLEFYRLGCKYCEEFAPVLDEIALSFENDADVLIAKIDGTENDIPRERFEVQGFPTLYMISTAGSLSRFEGNRTKEAVIEFIQTNRGTPAPSNFANSDLTASEHAQTDSMKDEL*

NbL13g21150.1 protein_disulfide−isomerase−like [MW − SP = 56.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01991 ATP synthase (E/31 kDa) subunit

Protein sequence:
MNDTDVSKQIQQMVRFIRQEAEEKANEISVSAEEEFNIEKLQLVEAEKKKIRQEYERKEKQVDVRKKIEYSMQLNASRIKVLQAQDDLVNTMKEAAAKELLQVSHHHNELVEIILPHHQDSYKKLLHNLIVQSLLRLKEPSVLLRCRKHDVHLVEHVLDAAKEEYAEKANVHAPEIIVDDIHLPPAPSHHNMHGPSCSGGVVLASRDGKIVCENTLDARLEVVFRKKLPEIRKCLFGQVTA*

NbL13g21110.1 V−type_proton_ATPase_subunit_E−like [MW = 27.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
LITTPFFPFFILYISLFTKECIIFVFILTFRFEFCLKMNSQICRSASRATKSLFSAYSKQSSRAFSAGGRAAAAAATVSLRGVVHSLASYGRTDSGNSSRAWVSGILTLPAAACMIQEQEAHAAEMERTFIAIKPDGVQRGLISEIISRFECKGFKLVAIKIVVPSKDFAGKHYHDLKERPFFTGLCDFLSSGPVLAMVWEGEGVIRYGRKLIGATDPQKSEPGTIRGDLAVVVGRNIIHGSDGPETAKDEIKLWFKPEELVKYTSNDEKWIYGVN*

NbL13g21010.1 nucleoside_diphosphate_kinase_3−like [MW = 30.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12569 NMDA receptor−regulated protein 1 PF13414 TPR repeat

Protein sequence:
MGASLPPKEANLFKLIVKSYETKQYKKGLKAADTILKKFPDHGETLAMKGLTLNCMDRKSEAYELVRLGLKNDLKSHVCWHVYGLLYRSDREYREAIKCYRNALRIDPDNIEILRDLSLLQAQMRDLEGFVETRQQLLTLKPNHRMNWIGFAVAHHLNSNGSKSVDILEAYEGTLDDDYPPENERCEHGEMLLYKISLLEECGFPERALEELHKKESKMVDKLAFKEQEVSILLKLGRFEEGERLFRVLLTMNPDNYRYYEGLQRCLGLCSENGQYTADAIDRLETLYRALAQQYNRSSAVKRIPLDFLRDDKFREAAENYIRPLLTKGVPSLFSDLHPLYDHPGKADILGELVLKLEQSLKSTGGYPGSVEKEPPSTLMWTLFYLAQHYDRCGKYDIALTKIDEAIEHTPTVIDLYSVKSRILKHAGDLTAAAALADEARCMDLADRYVNSECVKRMLQADQVTLAEKTAVLFTKDGDQHNNLYDMQCMWYELASGESYFRQGELGRALKKFLAVEKHYADITEDQFDFHSYCLRKMTLRTYVEMLKFQDRLHSHAYFRKAACGAIRCYLKLYDFPLKSASEEDEKMSKLPPSQKKKLKQKLRKAEARAKKEADVKNEESNAANVTKSGKRHVKPVDPDPHGEKLIQIEDPLAEASKYLKLLLKHSSDCLETHLLSFEVNMRKQKILLALQAIKYLMRLDADDPKSHLCLIKFFHKIDSLPTPVTDTEKLIWGVLEAERPIFSQLHGKSLIDANNTFLEKHRESLMHRAAVAELLYVLEPNKKAEAVKLILDSTNDLVSIDGAQGNVSLWKLNDCITVHKLLETTLADRDAASRWKVRCAKYFSYSIYFGGIQSSAATSSANNEIQKSAANGAVGLNADGDSSLSSNGRLEKLNAL*

NbL13g20920.1 N−alpha−acetyltransferase_15_NatA_auxiliary_subunit−like [MW = 102.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSVVKDLHSNGVDVKKSETPFIVSDPIMANDNGNAHSTNGTNSKAFKIFIGYDPREDVAYEVCRHSLLKRSSIPLEITPIKQSELRQQGLYWRERGKLESTEFSFSRFLTPHLANYEGWAMFVDCDFLYLEDIKELRDLVDDKYALMCVQHDYTPKETTKMDGAVQTVYPRKNWSSMVLYNCGHPKNRALTPEVVNSESGAFLHRFMWLEDKEIGEVPFVWNFLVGHNKVVEGDPATFPKAIHYTLGGPWFEAWKDCEFGDLWLKELEECEKAKEKLG*

NbL13g20880.1 protein_CDI−like [MW = 32.12 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 92 183 274 365 455

Protein length

Gel Slice

3.4 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 92 183 274 365 455

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGLNILSQTPSPWQLSASSTSSSSFSLRCRHFYDFNIYNCGDIKCYKIRSSTFPLSGAPRSKPSVFSSQMLPQLSNSSGSGYFWMLDNSACCGNFSPNGRKQVPLNSVAPTERAQISSVDDLYEFICSGPLIDKTGLTPKKVAESIDKWIEYGFRLCRLFQLNQLALNEPQKIRLYHYYIPVFLWCEQEISQHSSKFKDDEEIPPLVIGFSAPQGCGKTTLVFALEYLFKITGRKAATLSIDDFYLTAEEQARLREDNPENLLLEFRGNAGSHDLSLSVETLTELSKVTKEGVKMKLPRYDKSAYNGRGDRADPSTWPEVEGPLSVILFEGWMLGFKPLPPEVVKAVDPQLETVNKNLEAYYDAWYKYVESWIIIKIHDPSYVYQWRLQAEIAMRADGNLGMSDEEVRDFVSRYLPAYKAYLPTLYSEGPPGADPEHVLLIEIDEGRNPILGS*

NbL13g20870.1 D−glycerate_3−kinase_chloroplastic−like [MW = 51.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MGSIGNLARRAVLTNTPVMVQIQELVRGVEGCISLAQGVVYWQPPAQALNKVKEIIWEPSVSRYGADEGLPELREALTKKLGRENSLHKSSVMVTAGANQAFVNVVLTLCDAGDSVIMFAPYYFNAYMSFQMTGVTDILVGPGDAKALHPDADWLESTLKNTVPTPKLVTVVNPGNPSGTYIPESLLKRISDICKEAGCWLVIDNTYEYFMYDDRKHVCIEGNHIVNIFSFSKAYGMMGWRVGYIAYPSEVEGLAAQLLKVQDNIPICASIISQRLALYSMEMGPEWVTDQVKVLVKNRDLLLEALSPLGEGAVKGGEGAIYLWAKLPDKYENDFEVVHWLAKRHGIVLIPGSSSGCPGHVRISFGGLIEKDCRVAAERLRKGLEELVNNGMIS*

NbL13g20850.1 aspartate_aminotransferase [MW = 43.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13691 tRNase Z endonuclease

Protein sequence:
MPQISSLRLLISSANHPGILSPLTPKPPPSLSHLFSLKHPFSHTQNPRFLFAAFSSSYSRKPRNIEQPSSLRRRSSSKADNKGKMTMEEKGPTAESVGFNKRRAEGKDKNDGKKNLQLKVRKLNPVNTISYVQILGTGMDTQDTAPSVLLFFDKQRFIFNAGEGLQRFCTEHKIKLSKIDHIFLSRVCSETAGGLPGLLLTLAGMGEEGMSVNVWGPSDLKYLVDAMKSFIPNAAMVHARSFGPIVGSVDVSTASSGTSDDLYVPINDEVVKISAVLLRPRYSKVSDTTKEGSSELDDPLVGVNHLAENLLVRRMHSTAEFSLKPGDLSVVYICELPEIKGKFDPKKAAALGLRPGPKYRELQLGNSVKSDRQDITVHPSDVLGPSVPGPIVLVVDCPTPSHLQELLSIHSLTPYYSYPSEESKEMCKKVDCVIHLSPASVTCSTEYQQWMSRFGEAQHIMAGHQPKNIEIPILKSSARIASRLNYLCPQFFPAPGFWSLPQLKSLPSVSKTPSEFSSCQVTAENLLKFHLRPYAQLGLDRSGIPEITSRPKIIEELISEIPEILDASEHITQMLHGNNVTNGGSATMQVNKVMIEESSLHETALPSCLEGVTREDVEIVLLGTGSSQPSKYRNVSSIFVNLFSKGSVLLDCGEGTLGQLKRRFGIEGADEAVKGLRCIWISHIHADHHTGLARILALRRDLLNETPHEPLIVVGPRQLKRFLDAYQKLEDLDMQFLDCRHTTEASLKTFESNGDKDVSESACVQSDQKNGSTLFAKGSRMESYWKRLGSPVDSAAAFPLLKTLKEILREAGLEALISFPVIHCPQAYGAVLKAADRTNGTGKKIPGWKIVYSGDTRPCPELVEASRGATVLIHEATFEDGMVEEAIARNHSTTQEAIEVGDSAGAYRIILTHFSQRYPKIPVFDETHMHKTCIAFDMMSVNLADLPMLPRVLPYLKLLFRDEMIADESDDIDVATAAI*

NbL13g20800.1 zinc_phosphodiesterase_ELAC_protein_2−like [MW = 107.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04551 GcpE protein

Protein sequence:
MAAGAVPASFTGLKNRENGVGFAKSMVFVRVSDLQRVMFRRTKVSVIRNANPGPETIELQPASEGSPLLVPRQKYCESIHKTVRRKTCTVMVGNVALGSEHPIRIQTMTTTDTKDVAATVEQVMKIADAGADIVRITVQGKKEADACFEIKNSLVQKNYNIPLVADIHFAPPIALRVAECFEKIRVNPGNFADRRAQFEQLEYTEEDYQKELEHIEEVFTPLVEKCKKYGRAIRIGTNHGSLSDRIMSYYGDSPRGMVESAFEFARICRKLDFHNFVFSMKASNPVVMVQAYRLLVAEMYVQGWDYPLHLGVTEAGEGEDGRMKSAIGIGTILQDGLGDTIRVSLTEPPEEEIDPCRRLANLGKRAAELQQGVAAFEEKNRRYFDFQRRSGELPAQKEGDEVDYRGVLHRDGSVLMSVSLDQLKTPELLYRSLAAKLVVGMPFKDLATVDSILLRELPPVDDKDSRLGLKRLVDISMGVITPFSEQLTKPLPNAMVLVTLKELSGGSQKLLPEGTRLVVSVRGDESKDELEILKSTDVTMILHNLPYTEEKTGRVHAARRLFEYLSENSLNFPVIHHIHFPNDTHRDDLVIGAGANAGALLVDGLGDGILLEAPDQDFDFLRNTSFNLLQGCRMRNTKTEYISCPSCGRTLFDLQEISAQIREKTSHLPGVSIAIMGCIVNGPGEMADADFGYVGGAPGKIDLYVGKTVVKRGIQMEHATDALIQLIKDNGRWVDPPAEE*

NbL13g20740.1 4−hydroxy−3−methylbut−2−en−1−yl_diphosphate_synthase_(ferredoxin)_chloroplastic [MW = 82.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00857 Isochorismatase family

Protein sequence:
MASENGGKWNKTALLVIDMQKDFVLPGAPMLVKGGEAIVPNVIKAVEVARSRGIPIIWVVREHDQLGRDVELFRRHLYGDGKSKPTSKGSVGAELVDGLVIEEDDYKLVKTRFSAFFNTNLHSYLQGIGITNLVIIGVQTPNCIRQTVFDAVALDYERVTVIIDATAAATPDVHIANMFDMKNVGVATPTLDEWCQSTEQWKC*

NbL13g20720.1 probable_inactive_nicotinamidase_At3g16190 [MW = 22.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00366 Ribosomal protein S17

Protein sequence:
MSLTSPLLQLPLSQFKSLSLSTPFINGSSSLSRLSKPSPSITSPNPSPPAFLPPIRAMRSMQGRVVCSTNDKTVSVEVTRLAPHPKYKRRVRKKKKYQAHDPLNQFQVGDFVQLEKTAPISKTKTFLAVPVPPRNQPKPKGEDGQELGLPLESSLLQS*

NbL13g20660.1 30S_ribosomal_protein_S17_chloroplastic−like [MW = 17.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03244 Photosystem I reaction centre subunit VI

Protein sequence:
MASLATLAAVQPTTNVKGLAGSSITGTKLHLKSSRLNLKPTKSRAGSVVAKYGDKSVYFDLEDLGNTTGQWDLYGSDAPSPYNSLQSKFFETFAAPFTKRGLLLKFLILGGGSTLAYFSSTASGDILPIKKGPQLPPKLGPRGKI*

NbL13g20640.1 photosystem_I_reaction_center_subunit_VI−1_chloroplastic−like [MW = 15.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MKSIGVLMTCPMSPYLEQELDKRFNFLRLWNFPEHQKSHFFNLHSESIRGVVGNATIGANAELIGALPKLEIVSSYSVGLDKIDLELCREKGIRVTYCPDLITEDAADIGIALILSVLRRISQCDPYVKSGLWKNGDFRLTTKFSGKSVGIIGLGRIGLAIAKRAEAFGCLISYHARSQKPNTNYKYYPSVVELASNCQILVVACALTPETRHIVNREVIEALGSKGVLINIGRGPHVDEKELVSALVEGRLGGAGLDVFENEPEVPEQLFGLENVVLLPHVGSGTVETRKAMADLVLGNLEAHFLNKPLLTPVV*

NbL13g20620.1 D−3−phosphoglycerate_dehydrogenase [MW = 34.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MASRRRMLLKVIILGDSGVGKTSLMNQYVNRKFSNQYKATIGADFLTKEVQFEDRLYTLQIWDTAGQERFQSLGVAFYRGADCCVLVYDVNVMKSFENLNNWREEFLIQASPSDPENFPFVVLGNKIDVDGGNSRVVSEKKAKAWCASKGIPYFETSAKEGFNVDAAFQCIAKNALKNEPEEEMYLPDTIDVAGGNQSRSTGCEC*

NbL13g20570.1 ras−related_protein_Rab7 [MW = 22.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MAATFTSVCSIASASQAVDKNLINSSETLSSFSVISSSSLWGRRKNTVLKKRYDFKIQAATKKLHFNQDGDAIRKLQAGVDKLANLVGVTLGPKGRNVVLESKYGSPKIVNDGVTVAREVELEDPVENIGASLVRQAASKTNDLAGDGTTTSVVLAQGLIAEGVKVVAAGANPIQITRGIERTTKSLVAELKKMSKEVEDSELADVAAVSAGNNYEVGNMIAEAMGKVGRKGVVTLEEGRGAENSLYVVEGMQFDRGYISPYFVTDNEKMVAEYENCKLLLVDKKITNARDLVNVLEEAIRGGYPILIIAEDIEQEALATLVVNKLRGTLKIAALKAPGFGERKSQYLDDIAILTGGTVIREEVGLSLDRAGSEVLGHAGKVVLSKDSTTIVGDGSTQEAVNKRIAQIKRIVEATEQDYEKEKLNERIAKLSGGVAVIQVGAQTETELKEKKLRVEDALNATKAAVEEGIVVGGGCTLLRLAAKVEDIKGTLDDDEQKIGADIVKRALRYPMKLIAKNAGVNGSVVIEKVNKVLSNDNPKYGYNAATGKYEDLMAAGIIDPTKVVRCCLEHAASVARTFLTSDAVVTENKEPEPVVAGNPMDNSGYGY*

NbL13g20460.1 ruBisCO_large_subunit−binding_protein_subunit_beta_chloroplastic−like [MW = 64.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02668 Taurine catabolism dioxygenase TauD, TfdA family

Protein sequence:
MAENLLTQVEIPQQKHYNGVPFPAVLSPNPNSTISQLPQIIKEQKPWFGSLLQQSGAILFRGFPVNSASDFNDVVEAFGYEELPYVGGAAPRTNVVGRVFTANESPPDQKIPFHHEMAQVPEYPSKLFFFCDVEPGSGGETPIVLSHVVYEKMKNKYPDFVERLEEHGLIYIRVLGEDDDPSSPIGRGWKSTFLTKDKSVAEERAAKLGMKLEWIEDGVKTVMGPIPAIKFNQERQQKIWFNSMVAAYTGWKDARNDPVKAVTFGDDQPLPAEVIHDCLRILEDESVAIPWKKGDVLLIDNLAVLHSRKPFNPPRRILASLCK*

NbL13g20300.1 clavaminate_synthase−like_protein_At3g21360 [MW = 36.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MDHSQPTFLAILCLFTIFQTIPLCSSAPLNCTDTGRLCTSFLAFKPSPEETLPVIQSMFDVLPNDITIEGNGKGYVFIRKNCTCASGINKYLTNSTFTVRKNNGSVYNIVLDAYNGLAYFPSNFTREAKKGAVVSLKLMCGCSSGLWNYLMSYVMRDVDTVQSLSSRFGVSMENIETVNGIANPDNFTVGSLYYVPLNSVPGDPYPVENHTVPAPVPAPAAADISEIKENHKSHALYWWIIGGLGVGLLLLIAVILAFVSWRSSSCFSRSERSHIAGSNEKIFHKFQVLRNTSFCCASGRYICGDSGDRKEPNGESSDQQINIPKVIGTDVFDMEKPLVFIYEDILSSTDGFSDSNLLGHGTYGSVYYAILRNQEVAIKRMTATKTREFTAEMKVLCKVHHLNLVELIGYAVSNDELVLVYEYAQKGSLKSHLHDPQNKGHTPLSWIMRVQIALDAARGLEYIHEHTKPHYVHRDIKTSNILLDDSFRAKISDFGFSKLMGITNDGEASATRVVGTYGYVAPEYLRDGLATTKTDVYAFGVVLFEMLTGKEAVTRTEGNVMKTAERRSLVSLMLAALRNSPDSTSMTSLKDQLDPSLMDLYPSDCVFKVAMLAKQCADDDPILRPDMKQVVITLSQILLSSVEWEATLAGNSQVFSGIVQGR*

NbL13g20290.1 lysM_domain_receptor−like_kinase_3 [MW − SP = 70.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00349 Hexokinase PF03727 Hexokinase

Protein sequence:
MKKATVGAAVVGAATVCAVAALIVNHRMRKSSKWARAMAILREFEEKCGTPDAKLKQVADAMTVEMHAGLASEGGSKLKMLITYVDNLPTGDEAGVFYALDLGGTNFRVLRVQLGGKDGGIIHQEFAEASIPPNLMVGTSEELFDYIAAELAKFVAEEEEKFQQPPGKQRELGFTFSFPVMQTSINSGTIMRWTKGFSIDDAVGQDVVGELTKAMKRKGVDMRVSALVNDTVGTLAGGKYTHNDVAVAVILGTGTNAAYVERVQAIPKWHGPMPKSGEMVINMEWGNFRSSHLPLTQYDHALDTNSLNPGDQIFEKMTSGMYLGEILRRVLLRMAEEAGIFGDEVPPKLKSPFVLRTPDMSAMHHDTSSDLRVVGDKLKDILEISNTSLKTRRLVVELCNIVATRGARLAAAGVLGILKKMGRDTPRQGGPQKMVVAMDGGLYEHYAEYRTCLENTLKELLGDELATSIVFEHSNDGSGIGAALLAASNSMYLEDKS*

NbL13g20270.1 hexokinase−1 [MW = 53.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03767 HAD superfamily, subfamily IIIB (Acid phosphatase)

Protein sequence:
MRAFFFFLLISMAAVAAKASQAESIPNQIHPLRPTAGSAGRHIPQINCLSWRLAVETNNIQNWKLVPLQCESYVGHYMLGKQYRDDCNAVVVAAIQYAKTLKIAEDGKDVWVFDIDETTLSNLPYYARSDVAFGATKFNGTKFDEWTREGKAPAVPGALFLYRTLLGMGIKPVFITGTKEEFRQVRIANLKKVGYHSWVKLILKGVNDTGSSVMYKSGKRAELVKAGYRIVGNIGDQWSDLLGDFVGDRTFKLPDPMYYIG*

NbL13g20240.1 acid_phosphatase_1−like [MW − SP = 27.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MGTQTLALIFVALLGFANRLNAQDSTTLVPAIITFGDSAVDVGNNDYIHTIFKANYPPYGRDFVNRQPTGRFCNGKLATDITADTLGFTTYPPAYLSPQASGKNLLIGTNFASAAAGYDDKTAILSILVQHAIPLSIQMQHYKEYQAKLTKVAGSQKAASILKDALYILSAGSSDFLQNYYINPYINKLYTPDQYGSYLIGIFTSFVKDLHAQGARRIGVTSLPPLGCLPAARTLFGFHESGCVSKINTDAQQFNKKINSAATQLQKQLPGLKIAIFDIFQPLYDLVKSPSNHGFTEANKGCCGTGTVETTSLLCNPKSPGTCSNATQYVFWDSVHPSEAANQVLADSLIIQGINLIG*

NbL13g20200.1 GDSL_esterase/lipase_APG−like [MW − SP = 36.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05958 tRNA (Uracil−5−)−methyltransferase

Protein sequence:
MAATATFSLRSLPSNQWLHKLRTRTAAASRNSHSFTTLASLSPVEDTEDIQLNVNSKENVQETMPSTSTNINNDKSKKPYFPKRGQTLELVCESLAFKGKGVCKVADTGFVLMCDRALPGERFIGRVTRKRENYAEVKKLKTITRHLDYVEAPCEHASHCGGCKTQNLSYEAQLRAKEQQVRDLVVHVGKFSDREPVFADAMKPIVPCDIQFHYRNKMEFSFGPKGWVPAEQLQDDTEGSRYALGLHAPGCFDKILNVNKCLLQSDSGNEVLEVVQRCWRDPELGLSPYDVHSHSGFLKHLMLRTGRNVETGLPELMVNFVTSSYNPECLRPIVEKISAIPEVVTIVNNVNTSIGNTSIGEKEYTLYGKSTITEILRGLTFQISANSFFQTNTHQAEILYKLIEDCAFLKGDGSEIVLDLFCGTGTIGLTLAKRVKHVYGFEVVAQAVSDARQNAKLNCIDNATFIEGDLNKIDLNFASNLPKPDIVITDPNRPGMHIKLIKFLLKLKATRIVYVSCNPATCARDLNYLCYGVPEQNIEGNYRLSSLQPVDMFPHTPHIECVCLLELR*

NbL13g20110.1 uncharacterized_RNA_methyltransferase_BH0687 [MW = 63.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
MKTINNSTYSRSILIRHSNSSRAIWNFKSIFPIFSSLSTLFNCTETTVDIALSSPFSFIFFTTFLLALSVVLSKKSFFFLFSQMEFSRCVLLILIFVSFSAIPIWSESSLSEIPINFLNFAKKAEVFDWIVGVRRRIHENPELGYEEFETSKLIREELDKLGISYKYPFATTGVVGFIGSGKPPFVAIRADMDALPMQEMVDWEHKSKNAGKMHACGHDAHVAMLLGAAKILQEHRDILKGTVALVFQPAEEGGGGAKKMIDAGALENIEAIFGLHVNPQFPLGKVSSRPGPFLAGSGFFEAVISGKGGHAAIPQHSIDPILAASNVIVSLQHLVSREADPLDSQVVTVAKFQGGGAFNVIPDSVTIGGTFRAFSKESFQQLRQRIEEVIVGQAAVQRCNATVDFLTKEKPFFPPTVNDKNLHKHFQRVASDMLGNDHVKDMEPLMGSEDFAFYQEVIPGYFYLLGMQDETNEKLVSVHSPYFKINEEALPIGAALQASLAIRYLLEAQSLVPSSSITDHNDEL*

NbL13g20100.1 IAA−amino_acid_hydrolase_ILR1−like_4 [MW = 57.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05773 RWD domain

Protein sequence:
MTDYAQEQEMEIEALEAILMDEFREIHSSESGLNTSNRCFQITITPQDDDEESTYSSVRLALIFSHTEKYPDEPPLLNVSSLKGIQSADLKILKEKLEQEAVENLGMAMVYTLVTSAKDWLSERFAEETGAEDAEDDEAKKEEVIIPHGEPVTIDTFLAWRERFEAELALERAKLMPDSALNAPKEKKLTGRQWFESGRASGKAAAAIAEESDEDEDDIDFDDDDFEDDEEDMLEHYLAEKTDSSSHS*

NbL13g20060.1 RWD_domain−containing_protein_1 [MW = 28.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01778 Ribosomal L28e protein family

Protein sequence:
MLNLHTFAIQSSRHIPLPPPKQNPREPICSHLVEMTTVPGQLVWEIVKKNNSFLVKEFGNGTAGVVFSKEPNNLYNLHSYKHSGLANKKTVTIQAEGKDKSVLLATSKTKKQNKPSTLLNKSVMKKEFRRMAKAVTNQVADNYYRPDLKKAALARLSAVNRSLKVAKSGVKKKNRQA*

NbL13g20040.1 60S_ribosomal_protein_L28−1−like [MW = 19.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MGNTEKLMNQIMELKFTSKSLQRQARKCEKDEKSEKLKVKKAIEKGNMDGARIYAENAIRKRSEQMNYLRLSSRLDAVVARLDTQAKMTTISKSMGNIVKSLESSLATGNLQKMSETMDKFEQQFVNMEVQAEFMESSMAGSTSLSTPEDQVNSLMHQVADDYGLEVSVGLPQAAGHAIPTKDSEKVDEDDLTRRLAELKARG*

NbL13g20010.1 ESCRT−related_protein_CHMP1B [MW = 22.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00410 Ribosomal protein S8

Protein sequence:
MGRRILNDALRTIVNAEKRGFASAELKPVSNVISNFLQIMKYRGYIKDFQVHDPHRVGKITVQLLGRVNDCRALTYRQDIKAASIEQYKTRALPTRQWGFVVITTPNGVLDHEEAQRQNVGGQVIGYFY*

NbL13g20000.1 40S_ribosomal_protein_S15a−2−like [MW = 14.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MNGGDVAAAPAGPPPPLEWKFSQVFGERTAGEEVQEVDIISAIEFDKTGDHLATGDRGGRVVLFERTDTKEHIGSRRELEIMDYPVSRHPEFRYKTEFQSHEPEFDYLKSLEIEEKINKIRWCQSPNGALFLLSTNDKTIKFWKVQEKKVKKLSDMTIDPPRAFGNGSVASSSVSSSPKQCLANGSSADRSFNCLSNDLSFPPGGISSLRLPVVVTSNETSLVARCRRVYAHAHDYHINSISNNSDGETFISADDLRINLWNLEISNQSFNIVDVKPTNMEDLTEVITSAEFHPTHCNTLAYSSSKGSIRLIDLRQSALCDSHSKLFEEQEAPGSRSFFTEIIASISDIKFSKDGRYILSRDYMTLKLWDINMDSDPVSTFQVHEYLRPKLCDLYENDSIFDKFECCLSGDGLRVATGSYSNLFRVFGCAAGTTEATTLEASKNPMRRQVQTPSRPSRSLSSSITRVVRRGSESPGVDANGNSFDFTTKLLHLAWHPTENSIACAAANSLYMYYA*

NbL13g19950.1 serine/threonine_protein_phosphatase_2A_55_kDa_regulatory_subunit_B_beta_isoform [MW = 57.46 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MLAMVSTVTTFLQIRLINQRYGLKPGLHGLLDLEIQFLIVLQRIWHLLLQDLYKREVPLSITTCIMVGTNFGRTAGGPFIATSYDYDAPLDEYGLLRQPKWGHLKDLHRAIKLCEPALVSGDPTVTPLGHQQEAHVFRSKSGGCAAFLANYNQHSFATVAFANRHYNLPPWSISILPDCKNTVFNTARIGAQSAQMKMTPVSRGFSWDSFNEETASYEDSSFTVVGLLEQINTTRDVSDYLWYSTDVKIDSREGFLRSGKWPWLTIMSAGHALHVFVNGQLAGTAYGSLEKPKLTFSKAVNLRAGVNKISLLSIAVGLPNIGPHFETWNAGVLGPVSLSGLNEGKRDLTWQKWSYKVGLKGEALSLHSLSGSSSVEWVEGSFVAQREPLTWYKTTFNAPAGNEPLALDLNTMGKGQVWINGQSIGRYWPGYKASGNCGACNYAGWFDEKKCLSNCGEASQRWYHVPRSWLYPTGNLLVLFEEWGGEPHGISLVKREVASVCADINEWQPQLVNWQMQASGKVDRPLRPKAHLSCASGQKISSIKFASFGTPQGVCGSFREGSCHAFHSYDAFERYCIGRNSCSVPVTPEIFGGDPCPHVMKKLSVEVVCS*

NbL13g19810.1 beta−galactosidase−like [MW = 67.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12265 Histone−binding protein RBBP4 or subunit C of CAF1 complex

Protein sequence:
MKEERAAKGGEQRSVDERYTQWKSLVPVLYDWLANHNLVWPSLSCRWGPQFEQATYKNRQRLYLSEQTDGSVPNTLVIANCEVVKPRVAAAQHISQFNEEARSPFVKKYKTIIHPGEVNRIRELPQDSKIVATHTDSPDVLIWDVESQPNRHATLGVNNSRPDLILTGHQDNAEFALAMCPSEPFVLSGGKDKSVVLWSIHDHVSTLAADQGATKSPGSGASNSKPSAEGPTVQARGIFQGHDDTVEDVQFCPSSAQEFCSVGDDSCLILWDARTGSSPAVKVEKAHNADLHCVDWNPHDVNYILTGSADNTIRMFDRRKLTSGGVGSPIHIFEGHTAAVLCVQWSPDKSSVFGSSAEDGILNIWDHEKIGKMEDSAGRKASTSPPGLFFRHAGHRDKVVTSTGMQQIHGPLLVSQMMVKVLVEVVHYRYGE*

NbL13g19780.1 WD−40_repeat−containing_protein_MSI4−like [MW = 47.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00732 GMC oxidoreductase PF05199 GMC oxidoreductase

Protein sequence:
MAVVGGAAALPLILKLLLSLLLCFNYSSPTLIQAAGKWEPWENRYPFIREASSFSSSSNIKTYDYIIVGGGTAGCPLAATLSQKFSVLLLERGGVPFANANVSFMQNFHITLADTSPSSASQYFLSTDGVFNSRARVLGGGTCINAGFYTRAGPSYIKKAGWDSKLVNESYPWIEKQIVHRPNLAPWQRAVRDSLLEIGISPFNGFTYDHIYGTKVGGTIFDRFGRRHTAAELLASANPMKLDVLIHATVQKIDFDTSGKKPRAVGVIFKDENGKQHKAFLSKRKGSEIIVSSGAIGSPHILMLSGIGPKAELEKLNIPVVLDNKYVGQGMSDNPLNTIFVPTNRHVEQSLIQTVGITKEGVYIEASSGFGQSGDSIHCNHGVASAEIGQLSTIPPKQRTFEAIEAYRRSKKNIPHELFRGGFILEKIATPLSRGNISLVTTNADDNPLITFNYFSHPRDLKRCVDGIRIVKKIAKSKHFTNYTQCDKETLDKLLNMSVQANVNLIPKHTNNTQSLEQFCKDTVITIWHYHGGCHVGKVIAPDYRVLGVHRLRVVDGSTFEESPGTNPQATVMMMGRYMGVKILRERLGRAAGL*

NbL13g19760.1 protein_HOTHEAD−like [MW − SP = 61.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MFRAAAAVASSIRSSTSRKLVASRINSRRNYVAKDINFGSQARLAMLQGVNELAEAVKVTMGPKGRNVIIEKSQGYPKVTKDGVTVAKSISFKEKTKNVGADLVKQVANATNSVAGDGTTCATVLTQAIFTEGCKAVAAGVSVMDLRSGINMAVDAVVADLKSRAVMISTPEEITQVATISANGEREIGELIARAMEKVGKEGVITVTDGNTLHNELEVVEGMKLGRGCISPYFVTDAKTQRCELENPVILIHDKKISDLNSLVRILELAIKRRRPLLIVAEDVESDALSMLILNKHHAGVKVCAIKAPGFGDNRRANLEDLAVLTGGEVISEERGLDLNKVQFDMLGTAKKVTVSLDDTLVLHGGGDKKLIEERCEQLRIAKEKSSAMFDKEKAQERLSKLSGGVAVFKVGGASEAEVGERKDRVTDALNATRAAVEEGIVPGGGVALLYATKCLKDLQTANDGQKKGVEIIENALKAPTFTIASNAGVDGALVLGKLLEQDDLNLGFDAARGTYRHMVKAGIIDPLKVVRTALVDAASVSLLLTTTEAAIVDRQGEKNPLANRIPNMGDMY*

NbL13g19680.1 chaperonin_CPN60−like_2_mitochondrial [MW = 61.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

Protein sequence:
MAKALMLKPNCSFEILSTALFNSPMAMCSTFCPLLSSHLNCKPFSFCSPKPRSFVSFKVFSSQTSASTPKADDSPASIGFLGLGIMGSPMVQNLIKAGRDVTVWNRTKSKCEPLISMGAKYKSSPEEVAASCDITFAMLADPESAVDVACGKYGAAKGMGPGKGYVDVSTVDGETSKLICEHIRATGAHFLEAPVSGSKKPAEDGQLIFLTAGDNVLYETVAPLLDIMGKSRFYLGEVGNGAAMKLVVNMVMGSMMASFSEGLVLSEKVGLDPSVLVEVISLGAISAPMYAMKGPSMVKSLYPTAFPLKHQQKDLRLALGLAESVSQPTPIAAATNEIYKVAKSHGLSDQDFSAVIEALKMKLQRET*

NbL13g19600.1 glyoxylate/succinic_semialdehyde_reductase_2_chloroplastic−like [MW = 38.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain) PF02817 e3 binding domain

Protein sequence:
VIAITVEEEDDFAKFKDYQPSTSDATPSPKASARPPPKEEVAEKPVTTPEPKVSKPSAPPADRIFASPLARKLAEDHNVLLSNIKGTGPEGRIVKADIEDYLASRGKETPAAAPKADAALDYMDIPVSQIRKVTASRLLLSKQTIPHYYLTVDTCVDKLMELRSQLNSYQEASGGKKLSVNDLVIKAAALALRKVPQCNSSWTNDYIRQYHNININVAVQTDNGLYVPVVRDADKKGLSTIAEEVKSLAQKAKENSLKPQDYEGGTFTVSNLGGPFGIKQFCAIINPPQSAILAVGSAERRVIPGTGQDQYKFASMMSVTLSCDHRVIDGAVGAEWLKAFKGYIESPESMLL*

NbL13g19480.1
dihydrolipoyllysine−residue_acetyltransferase_component_2_of_pyruvate_dehydrogenase_complex_mitochondrial−like [MW =
38.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MAASFMLRSSFLSSPCPQLHHQSPSKSNHTIHFINPIKATASTNDAIIPPQKPRRPADENIREEAARRPTSSHNFSARYVPFNADPSSDEWYSLDEIIYRSRSGGLLDVQHDMDALKKFDGQYWRSLFDSRVGKTTWPYGSGVWSKKEWVLPEIDSDDIVSAFEGNSNLFWAERFGKQFLGMSDLWVKHCGISHTGSFKDLGMTVLVSQVNRLRKMHKPVVGVGCASTGDTSAALSAYCASAGIPSIVFLPANKISMAQLVQPIANGAFVLSIDTDFDGCMQLIREVTAELPIYLANSLNSLRLEGQKTAAIEILQQFDWQVPDWVIVPGGNLGNIYAFYKGFMMCKELGLVDRIPRLVCAQAANANPLYLHYKSGWKDFQPVKANTTFASAIQIGDPVSIDRAVFALKNCDGIVEEATEEELMDAMAQADSTGMFICPHTGVALTALFKLRNSGVIGPNDKTVVVSTAHGLKFTQSKIDYHSKEIKDMKCRFANPPVEVKADFGSVMDVLKKYLLSKNAKH*

NbL13g19410.1 threonine_synthase_chloroplastic [MW = 57.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02450 Lecithin:cholesterol acyltransferase

Protein sequence:
MSLIRRRKAPENEISMDAEPKPDAEKDDKKSKKNIKAGNKQKWSCIDSCCWFIGCICCVWWLLLFLHHAMPASFTQYVTEAITGQLPDPPGVKLHKEGLKAKHPVVFIPGIVTCGLELWEGHQCAEGLFRKRLWGGTFGEVYKRPLCWVDHMTLENETGMDPPGIRVRPVSGLVAADYFAPGYFVWAVLIANLARIGYEEKTMYMAAYDWRLSFQNTEVRDQTLSRIKSNIELMVATNGGKKAVIVPHSMGVVYFLHFMKWVEAPAPMGGGGGPDWCAKHIKAVMNIGGPLLGVPKSIAGLFSAEARDIAVARAIAPGVLDKDLFHFQTLEHIMKMTRTWDSTMSMIPRGGGTIWGDLDWSPEEGYSPCKSKSKDDAAQISGSDENRTTDSNAKYYSYGRMISFGKDAAKAHSSDLKRIDFRGAVKGSNVANNSCDVWNEYHDMGVSGAKAVEEYKVYTAGEILDLLDFVAPKMMARGSAHFSYGIADDLDDLKYSHYKYWSNPLETKLPDAPDMEIYSMYGVGIQTERAYVYRRMPTAGCNIPFQIDASVDEEDEDSCLKSGVYTVDGDETVPALSAGFMCAKGWRGRTRFNPSGIKTYIREYFHAPPANLLEGRGTQSGAHVDIMGNFALIEDIMRVAAGGTGEDVGGDQVYSDIFKWSEKINLRL*

NbL13g19370.1 phospholipid:diacylglycerol_acyltransferase_1−like [MW = 74.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MSFAKKEYEFLKEIGIGPKNLGGYVNGTWKASGSVISTINPANNQTIAEVVEASAQDYEEGMQACSEAAKIWVQVPAPKRGEIVRQIGDALRANLQEFGRLVSLEMGKILPEGIGEVQEVIDMCDFAVGLSRQLNGSIIPSERPNHMMLEMWNPLGIVGVITAFNFPCAVLGWNACIALVCGNCVVWKGAPTTPLVTIAMTKIVASVLEKNNLPGSIFTAFCGGAEIGEAIAKDTRIPLVSFTGSSKVGLAVQQTVNQRFGKCLLELSGNNAIIVMDDADIELAVRSVLFAAVGTAGQRCTTCRRLLVHETVYEKVLEPLVDVYKQVKIGDPLEKGILLGPLHTRTSRENFQKGIQNIKSQGGKILTGGSIIESEGNFVHPTIVEISSKAEVVKEELFAPVLYVMKFKSFEEAVEINNSVPQGLSSSIFTRNPQVMFKWIGAQGSDCGIVNVNIPTNGAEIGGAFGGEKGTGGGREAGSDSWKQYMRRSTCTINYGNELPLAQGINFG*

NbL13g19170.1 aldehyde_dehydrogenase_family_7_member_B4−like [MW = 54.57 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MALSSSSSSFSLLIFFFLNSLVISVQLDGHKTFIVHVSKSHKPHIFTTRQHWYSSILRSVSSSSQHSAKILYSYDYAARGFSARLTSGQADRLRRMPGVVSVVPDRARQLHTTHTPTFLGLADSFGLWPNSDYADDVIVGVLDTGIWPERPSFSDGGLSAVPSGWKGKCETGLDFPATSCNRKIIGARLFYKGYEADRGSPIDESKESKSPRDTEGHGTHTASTAAGSVVANASFFQYAKGEARGMAVKARIAAYKICWKTGCFDSDILAAMDQAVADGVHVISLSVGADGYAPEYDADSIAIGAFGASEHGVVVSCSAGNSGPGASTAVNVAPWILTVAASTIDREFPADVILGDGRIFGGVSLYSGDPLGDSKLPLVYSGDCGSQLCYPGMLDPSKVAGKIVLCDRGGNARVEKGSAVKLAGGAGMVLANLADSGEELVADSHLLPATMVGQKAGDEIRDYVKSDSSPKATIVFKGTVIGKSPSAPRIAAFSGRGPNYVTPEILKPDVTAPGVNILAGWTGSIGPTDLEIDTRRVEFNIISGTSMSCPHVSGLAALLRKAYPKWTTAAIKSALMTTAYNVDNSGKTFTDLATGQESSPFVHGSGHVDPNRALDPGLVYDIDTKDYVDFLCAIGYDPKRISPFVKDTSSVNCSEKNLVSPGDLNYPSFSVVFGSDSVVKNKRVVKNVGRNTNAVYEVKINAPGSVEVKVTPTKLSFSEKNKSLSYEISFSSNGSVGLERVKGLESAFGSIEWSDGIHSVRSPIAVHWLLHSATESQ*

NbL13g19160.1 subtilisin−like_protease_SBT1.4 [MW − SP = 79.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
MFKLLFLLAIFILGSNAAVQDFCVADLKGPESPAGYSCKSVANVTVDDFVFSGLSAAGNTASIIKAAVTPAFAAQFPGLNGLGLSAARLDLAPGGVIPFHTHPGASEVLLVVQGSITAGFVSSANAVYLKTLKKGDLMIFPQGLLHFQVSDAGYTSVGFVFFSSSSPGLQITDFALFANDLPTKLVEATTFLDEATIKKLKGVLGGTN*

NbL13g19070.1 auxin−binding_protein_ABP19a−like [MW − SP = 19.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02383 SacI homology domain

Protein sequence:
MGSESSQQSENNEQHDSRPLYLQKFRLYETSSNFYMVGRDKTRTFWKVLKIDRLEPSELIMYEDSATYSELECIDLLKRIHEGNKSTGGLKFVSTCYGIVGFVKFLGPYYMVLITKRRKVGMICGHAVYAITKSEMFPIPNSTVLSNMDSKNENRYKKLLRTVDLTKDFFFSYSYHIMLSLQKNLSNCETGLTLYDTMFVWNEFLTRGIRYQLKNTLWTVALVYGFFKQVTLSISDRDFVLTLIARRSRHYAGTRYLKRGVNEKGRVANDVETEQIVLEDMRDGCPVQISAVVQNRGSIPLFWSQETSRLNIKPGIILSRKDLKFEATKRHFENLVKRYGNPIIILNLIKTREKRPRETILRAAFANAIEFINKDLSEENHLRFLHWDLNKHSKSKATNVLTLLGKVAATALDLTGFLHCQLIPASKSGKLLKFSSTGNTGDQAGKDLCEVGAEPNSSSGDLCGDYYVKLSTLQRGVLRTNCIDCLDRTNVAQYAYGLVALGHQLHALGFIDVENIDLDSALADNLMKLYEAMGDTLALQYGGSAAHNKIFSERRGQWKAATQSQELFRTLQRYYSNAYMDAEKQDAINVFLGHFRPQEGKPALWELDSDQHYNVGGHGSSLAMETSRSFIKRSLSEGNLICGSSSPVKETETEQTDDSDQPLPASAKGGSKCLSESTPEISTCETDISFTRYTPSMSGRQLFLDMQLEQCLGSESVGLRERVDSVDFSNFLDIEWLSSSGNSCEEETYERSAIISSPSGAVSSDGVTVGSKAEISFSASESSLKRQEQTSGDLNFYAEGSSKSINEFSEMFVHWDNGDMLFP*

NbL13g18960.1 phosphoinositide_phosphatase_SAC2−like [MW = 92.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MRLQLLPVVALPLLIGILFYGPSYAIADTDPNDASALRVMYGALNSPGQLTKWTANGGDPCGESWKGITCSGNNRVTEIKLSGLQLSGSLGYQLASLTSVTNFDISNNNLGNQLPYQLPPNVQRLNLAGNGFNGGLPYSISQMTSLRYLNVSHNQIQGQVTVAFDSLSSLNTLDFSFNAMTDNLPQSFKALTSMNKMYLQNNQFTGTIDVLANLPLDDLNVENNRFTGWVPDQLKGFVKSNGNSWNSGPAPPPPPGTPPASRPDRHHKSGGNNSPSGSGGSGDGGGKSGIGGGAIAGIVISILVVGAIVAFFVIKKRSRRSSTDIEKHDNQPFAPLASEEVQEMKTNQASSAPSVKTFEAPAVVNLRPPPIERHKSFDEDDIAAKPIVPPKKVNTAKINARQYSIADLQMATDSFSIDNLIGEGSFGRVYRAQFDDGKVCFLPYD*

NbL13g18780.1 protein_STRUBBELIG−RECEPTOR_FAMILY_6 [MW − SP = 44.83 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain

PF01842 ACT domain
PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
SFSVLFLYKQNIFYFISVHNLKSPTTFELFEFSFSVIMASTPSPRTCATTLQNSLLSSSSSSSVNHNKPSNLSFLHASSNSSSLKLFHSVSASFSPSNSSSTICNVLKTVESADISFSNARDLDGVVSIPKPTILVSEKLGEAGLDLLRSFGNVDCSYDLSPQDLCAKISLCDALIVRSGTKVTREVFEAAQGRLKVVGRAGVGIDNVDLQAATEFGCLVVNAPTANTIAAAEHGIALLTSMARNVAQADASMKAGKWLRSKYVGVSLVGKTLAVMGFGKVGSEVARRAKGLGMHVIAHDPYAPADRARAIGVDLVSFEQAIATADFVSLHMPLTPATKKVFNDDTFAKMKNGVRLINVARGGVIDEDALVRALDSGIVAQAALDVFTVEPPTKDSKLVQHENVTVTPHLGASTKEAQEGVAIEIAEAVVGALNGELSATAVNAPMVAPEVLSELAPYVVLAEKLGRLAVQLVTGGSGIQNVKVVYKSARDPDSLDTRLLRAMVTKGIIEPISDTIINLVNADFSAKQKGLRISEERVVVDSSPEYPVESIQVQISNVQSRFASALSENGNISIEGKVKYGVPHLTRVGSFSVDVSLEGNLILCKQVDQPGMIGQVGNILGESNVNVSFMSVGRTVRRKQAIMAIGVDEEPNKDTQKKIGEVSAIEEFVFLKL*

NbL13g18700.1 D−3−phosphoglycerate_dehydrogenase_2_chloroplastic−like [MW = 71.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASMTMTTSLAGGSVAALTKVPAANRRGVVMVKASSKVPFEGENVVMSNKKESNNSGRRELFFAMAAVAASSVAKAAMAEEPKRGSPEAKKKYYQICVSNPTARICHNAN*

NbL13g18490.1 photosystem_II_5_kDa_protein_chloroplastic−like [MW = 11.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06984 Mitochondrial 39−S ribosomal protein L47 (MRP−L47)

Protein sequence:
TAFSILGALPWRRPYLFCNLVSVMLAARLFGRTFLAAAKSESSAAAAAVSSATSRTLNPLEQFFEVDRTPEDDKPVVYGRGWKASELRLKSWDDLQKLWYVLMKEKNMLMTQRQMLNAQNLRFPNPERISKVRKSMCRIKHVLTERAIDEADPRRSTEMKRMINAL*

NbL13g18310.1 39S_ribosomal_protein_L47_mitochondrial−like [MW = 19.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAIPNMRIPSRQLFIDGEWREPVKKNRLPVINPATEEIIGDIPAATAEDVDIAVKAARRALGRNGWGSTTGAQRAKYLRAIAAKVLEKRPELATLETIDNGKPWFEAASDIDDVVACFEYYAGLAEAMDSKNKTEVKLHLDSFKTHVYKEPLGVVGLITPWNYPMLMTTWKVAPALAAGCAAVLKPSELASLTSLELGEICREVGLPPGALNILTGLGHEAGSPLVSHPDVDKIAFTGSGPTGIKIMTAAAQLVKPVTLELGGKSPIVVFDDIPNIDIAVEWTLFGCFWTNGQICSATSRLILQDTIASQFLNRLLEWTKNIKISDPLEEDCKLGPVISRGQYEKVLKLISTAKNEGATILYGGERPQHLKKGYYIQPTIITDVDTSMEIWKEEVFGPVLCVKTFKTEEEAIELANDTKYGLGAAILSKDLERCERFTKAFQSGIVWINCSQPCFWQPPWGGKKRSGFGRELGEWSLENYLNIKQVTRYVSDEPWDFYKSPSKL*

NbL13g18160.1 betaine_aldehyde_dehydrogenase_chloroplastic−like [MW = 55.66 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01243 Pyridoxamine 5'−phosphate oxidase

PF03853 YjeF−related protein N−terminus
PF10590 Pyridoxine 5'−phosphate oxidase C−terminal dimerisation region

Protein sequence:
MPQNSAVNCHNSELYKMLPLLRKAKRISCLLTPMLLPSSAPISVHSFNATRSLTTSHHLLLPRLLGLRPKIGFSEKSWGSVRGMATKMDSIQQNPESISYLNQQEAAEIDEILMGPLGFSVDQLMELAGLSVATAIAEVYRPSEYSRVLTICGPGNNGGDGLVAARHLYHFGYKPFICYPKRTAKPLYNGLITQLESLSVPFLSLEDLPKDLSDSFDILVDAMFGFSFHGSPRAPFDDLIQRLVALKISDDKHQKSPAIVSIDIPSGWHVEEGDLSGEGVKPDMLVSLTAPKLCAKSFSGTHHFLGGRFVPPSIRNKFNLQLPAYPGTSMCVRIGKPPKIDISSMRENYISPALLEEEVAADPFDQFQKWFDDAMTAGLKELNAMALSTTGKDGKPSSRIVLLKGFDNDGFVWYTNYEGSKGQQIAENPHAALLFYWDDLNRQVRIEGPVEKVSDEESEQYFHSRPRGSQLGAIASKQSTVIPGRQFLIDEYKHLEAKYADGNLIPKPKHWGGYRLRPEMFEFWQGQQSRLHDRLCYIPETVDGRREWRIERLAP*

NbL13g18130.1 pyridoxine/pyridoxamine_5'−phosphate_oxidase_1_chloroplastic−like [MW = 62.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07995 Glucose / Sorbosone dehydrogenase

Protein sequence:
MGSSYFLIILLLNFLQLLYPSVSLPLCTDSRAPLPQKTPLTFCSYNGTSCCSSSDDKQLKNQFDAMNISDSGCASLVKSVLCAKCDQFSADLFSTSSAPRQLPILCSSTTTANSKQTRQVTDDFCSKVWTTCQNVSIVNSPFAASLKGQAPTPVKSNSTKLTDLWQSQDDFCNAFGGAASGVDGSVCFAGEPVTLNTTVPPSPPGGLCLEKIGNGSYLDMAAHPDGSNRAFFSNQQGKLWLATIPEVDSGKVLELDETNPFLDLTDEVHFDTQFGMMGIAFHPKFSQNGRFFASFNCDKQTWPGCAGRCSCNSDVDCDPSKLPSDSGSRPCQYQSVIAEFTANGTASQPSQAKTASAKEIRRIFTMGLPFTSHHGGQILFGPKDGYLYFMMGDGGGTGDAYNFAQNKKSLLGKIMRFDVDSTPSAEEISQLGLWGNYTIPKDNPYIEDKELQPEIWALGMRNPWRCSFDSARPSYFMCADVGQDHYEEVDIITKGGNYGWNLYEGAHPFAPPKSPGKNTSTSSINPIFPVMSYNHSEVNKNEGSASITGGYFYRSTTDPCMDGRYLFADLYAGAMWAGTESPENSGIFNTTEIAFTCAGNSPINCALVPGSSVPALGYIFSFGEDNNKDIYLLASSGVYRIVRPSRCKYTCAKENATDIFTPAPATSPPSAAFMLTGSYKNLVLLLLSFLLMVVS*

NbL13g17830.1 HIPL1_protein−like [MW − SP = 72.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MDHPIPSLTKKLDGKIAIITGGASGIGEATARLFAQHGAKVVIADIQEEKGQSVAESIGSSHCTFIKCDVTDEEQVQSLIQSTVEIHGRVDIMFSNAGVASTNDHEQDILGFNLDALDNLFAINVRGSVACVKHVAKAMVEGGVQGKIICTGSVTATKGVTKQIDYAMSKHAILGLVKSASKGLGKYGIRVNCVSPAAVATPLLEKSMKMSVEEIEKLFNSFNCLKTGAAIKASNVADAVLFLASDDSQFVTGHNLVVDGGFHPPV*

NbL13g17680.1 short−chain_dehydrogenase_reductase_3b−like [MW = 27.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06549 Protein of unknown function (DUF1118)

Protein sequence:
MAASTTAYLRNIEHGFSSKPRFGRLFPSQSAPRFLAMAPKKKVNKYDGAWKKQWYGAGLFYEGGEQVEVDVFKKLEKRKVLSTVEKAGLLSKAEELGFTLSSIEKLGVFSKAEELGLLSLLEKAASFEPSALASAALPILVAAILTIVLIPDDSAGLVAVQAVLAGALGLGAVGLLVGSVVLDGLQEAD*

NbL13g17640.1 uncharacterized_LOC107771029 [MW = 19.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MSTPSRKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFSEDYPNKPPTVRFVSRMFHPNIYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKRDYNRRVREVVEQSWTAD*

NbL13g17570.1 ubiquitin−conjugating_enzyme_E2_2−like [MW = 17.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MAKTSLLYCFALFILILGNICRAEEEIKVYELTKGDFSVKITNYGATVLSVILPDKNGKLDDVVLGYNSIDDYKNDTTYFGGLIGRVANRIGGAKFELNGVEYKLPVNDHGNTLHGGSKGFSDVIWTVEDYQEDSHLTLTYKSFDGEQGFPGDLSVKVKYMFIGTNKLAINMQATPLNKATPVNLASHTYWNLGGHTSGNIFSHTIQLFGSKITPVDDKLIPTGQITPVEGTAYDFLKPRTIGSKFSDIPGGYDINYVLDNTEGKHLQRVATVQESRSGRKMELWTNKPGVQFYTSNMLENAKGKDGFVYSKYAALCLETQGFPDSVNHPNFPSQIVNPGETYKHIMVYRFTA*

NbL13g17510.1 aldose_1−epimerase−like [MW − SP = 36.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12850 Calcineurin−like phosphoesterase superfamily domain

Protein sequence:
MVLVLALGDLHIPHRAADLPAKFKSMLVPGKIQHIICTGNLCIKEVHDYLKTLCPDLHIARGEYDEETRYPETKTLTIGQFKLGLCHGHQVIPWGDLDSLAMLQRQLDVDILVTGHTHQFTAYKHEAGVVINPGSATGAYSSITYDVNPSFVLMDIDALRVVVYVYELIDGEVKVDKIDFKKTTTQNAN*

NbL13g17500.1 vacuolar_protein_sorting−associated_protein_29 [MW = 21.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01937 Protein of unknown function DUF89 PF03630 Fumble

Protein sequence:
MASPTTEDHSPHIGIDGINEETQQISEKDIVLEKGGEKDMAPLPGSSSIHRSSSRPQLDVSGAAIQGNFEEKDPTILLPNQSDDISHLALDIGGSLIKLVYFSRHADRQVDDRRKRKVKERLGVSNGSRRSYPILGGRLHFVKFETSKLNECLDFIYSKQLHCGGMDSRCWPSDAPQSENAVIKATGGGAYKFADLFKGRLGVSIEKEDEMNCLVAGANFLLKAIRHEAFTHMEGHKEFVQIDHNDLFPYLLVNIGSGVSMIKVDGDGEFQRVSGTNVGGGTYWGLGKLLTKCKSFDELLELSQRGDNSAIDMLVGDIYGGMDYSKIGLSASTIASSFGKAISENKELEDYKPEDISLSLLRMISYNIGQIAYLNALRFGLKRIFFGGFFIRGHAYTMDTISFAVQFWSKGDAQAMFLRHEGFLGALGAFMSYEKHGLDDLMVHQLVERFPMGAPYIGGNIHGPPLGDLNEKISWMEKFVRKGTEITAPVPMAPPATTGLGGFEVPSSKGVLRPDASKLNVGVLHLVPSLEVFPLLADPRTYEPNTIDLSDHGELEYWFTVLSEHLSDLVDKAVASEGGTDDAKRRGAAFARAFSAHLARLMEEPAAYGKLGLANLLELREECLREFHFFDAYRTIKQRENEASLAVLPDLLLELDSMTEDMRLLTLIEGVLAANIFDWGSRACVDLYHKGTIIEIYRMSRKKMQRPWRVDDFDAFKERMLGSGMRKPQPHKRALLFVDNSGADIVLGMLPLARELLRCGTEVVLVANSLPALNDVTAMELPDIVAEAAKHCDILRGAAEAGGLLVDAMSTMQDGYKEDTPSVPLMVVENGCGSPCIDLRQVSSELAAAAKDADLVILEGMGRSLHTNYNAKFKCDALKLAMVKNQRLAQKLVKGNIYDCVCRYEPAT*

NbL13g17400.1 pantothenate_kinase_2 [MW = 100.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
MGSMFSSPQISKEQMEMDLIKAKQIVSSNPVVVFSKTYCGYCTRVKQLLSQLGATFKVIELDQESGGNEVQQALLEWTGQRTVPNVFIGGKHVGGCDSIVEKHQQGKLLPLLKDAAAVPNTSAKV*

NbL13g17280.1 glutaredoxin−like [MW = 13.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain

Protein sequence:
MVIQLVLTPPVGGRLVKATPLVPNKPNGFSRFCIRNCVVMDPQKSQKLVLDVKERLERDYTDLPVGRNGRDDEEMILWFLKDRKFSVEDAVSKLHKAIRWRHEFGVSDLSEESVNSAAETGKAYVHDCFDVYGRPVLIVEASKHFPQKQDPDEDEKLCVFLIEKALSRIPPGKQDILGIFDLRGFGTENADLKFLTFMFDVFYYYYPRRLGQVLFVDAPFVFKPLWQLVKPVLKSYASLVRFCSAKDVREEYFTEETVPATFRK*

NbL13g17190.1 motile_sperm_domain−containing_protein_2−like [MW = 30.51 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02359 Cell division protein 48 (CDC48), N−terminal domain
PF02933 Cell division protein 48 (CDC48), domain 2

PF17862 AAA+ lid domain

Protein sequence:
MAGPSSSTSDPTSSKKDFSTAILERKKSPNRLIVDEALNDDNSVVSMHPAKMEELQLFRGDTVLLKGKKRKDTVCVVLADDQCEEPKIRMNKVVRANLKIRLGDVVSVHQCPDVKYAKRVHILPIDDTIEGMTGNLFDAYLKPYFLESYRPVRKGDLFVVRGGMRSVEFKVVETEPGEYCVVAPDTEIFCEGEPVKREDEERLNEVGYDDVGGVRKQMAQIRELVELPLRHPQLFKSIGVKPPKGILLYGPPGSGKTLIGRAVANETGAFFFLINGPEIMSKLAGESEGNLRKAFEEAEKNAPSIIFIDELDSIAPKREKTHGEVERRIVSQLLTLMDGLKSRSHVIVMGATNRPNSIDPALRRFGRFDREIDIGVPDEVGRLEILRIHSKNMKLADNVDLERVARDTHGYVGADLAALCTEAALQCIREKMDIIDLEDETIDAEVLNSMAVTNEHFQTALGASNPSALRETVVEVPNISWEDIGGLDNVKRELQETVQYPVEHPEKFEKFGMSPSKGVLFYGPPGCGKTLLAKAIANECQANFISVKGPELLTMWFGESEANVREIFDKARQSAPCVLFFDELDSIAMQRGHSVGDAGGAADRVLNQLLTEMDGMTAKKTVFIIGATNRPDIIDPALLRPGRLDQLIYIPLPDEASRLQIFKACLRKSPVSKDVDLAALSRYTHGFSGADITEICQRACKYAIRENIEKDIERERKRRENPEAMDEDNSDEVAEIKPAHFEESMKFARRSVSDADIRKYQIFAQTLQQSRGFGTEFKFAEHATNTTATGATTDPFASANAAGDDDDLYS*

NbL13g17140.1 cell_division_cycle_protein_48_homolog [MW = 90.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF14492 Elongation Factor G, domain III

Protein sequence:
MEDFDGEKIRNICILAHVDHGKTTLADHLIASSGGGVLHPKQAGKLRFMDYLDEEQRRAITMKSSSIGLKYKEHSINLIDSPGHMDFCSEVSTAARLSDGALVLVDAVEGVHIQTHAVLRQAWIEKLTPCLVLNKIDRLIVELRLTPLEAYNRLQRIVHEVNSIVSAYKSEKYLSDVDSLLSAPSELVEDENPEFIEDDEEDTFQPQKGNVAFVCALDGWGFTISDFAEFCASKLGASSSALQKALWGPRYFNAKTKMIVGKKGLSSGSKARPMFVQFVLEPLWQVYQAALEADGAREMLEKVIKSFNLSIPPRELLNKDPKAVLQSVLSRWLPLSDTTLSMVVKYMPDPISAQSFRISRLLPKREFLNNGANPDLLSEAELVRKSVESCNSSPDAPCVVFVSKMFAIPSKMLPRGEVLDDSGNGDSDECFLAFARVFSGVLHAGQKVFVLSALYDPLKEESLQKHVQEAEVQSLYLMMGQGLTPVASAKAGNVMAIRGLAQHILKSATLSSTLNCWPLSSMVFQVSPMLKVAIEPSDPADMGALIKGLRLLNRADPFVEVSVSARGEHVLSAAGEVHLERCIKDLKERFAKINLEVSPPLVSFKETIEGDTANPLENLKLLSRSSEFLEKATPNGRCVIRVRVMKLPTALTKLLDENCDLLGDIIGGKSLQACRSLETLRGNIVEDENPIEALKKRLIDAVESDSSTGFAETEEDRIDKCKKMWQKFLKRIWALGPRQMGPNILFTPDVKGKSDDASVLIKGSPPVSEKLGFMGDSDNSGTSRESSTSVDQTLLREAENLESSILSGFQLATAAGPLCDEPMWGLAFVIEAYISPLAMPPNDSDVQPIPQPEQYGMFPGQVMAVVKDACRTAVLHRKPRLVEAMYFCELNTPHDQLGNTYSVLNRRRAHVVSEEMQEGSSLFTVHAYVPVAESFGFADELRRKTSGAASALLVLSHWEALPQDPFFVPRTEEEKEEFGDGASVPHSIARKLMDSVRRRKGLPVEEKVVQHATKQRTLARKV*

NbL13g17130.1 elongation_factor_Tu_GTP−binding_domain−containing_protein_1 [MW = 112.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF08154 NLE (NUC135) domain

Protein sequence:
MAETMEVEAAAEREAINSVICQLADPDGNSLGAALYLPENAGPKELNQVVNKLLSNEERLPYAFYISDEELVVQLGSYLEKNKVSVEKVLTIVYQPQAVFRIRPVTRCSATIAGHTEAVLSVAFSPDGRQLASGSGDTTVRLWDLNTQTPLFTLQGHRNWVLSVAWSPDGKHLVSGSKAGELICWDPQTGKSLGNPLTGHKKWITGISWEPVHLSAPCRRFVSSSKDGDARIWDVTTRKCLICLSGHTLAITCVKWGGDGVIYTGSQDCTIKVWETLQGKLIRELKGHGHWVNSLALSTEYVLRSGAFDHTGKQYSSPEEMKKVALERYNKMRGNAPERLVSGSDDFTMFLWEPAVSKHPKTRMTGHQQLVNHVYFSPDGQWIASASFDKSVKLWNGTTGKFIAAFRGHVGPVYQISWSADSRLLLSGSKDSTLKVWDIRTKKLKQDLPGHADEVFAVDWSPDGEKVASGGKDRVLKLWMG*

NbL13g17050.1 notchless_protein_homolog [MW = 53.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00815 Histidinol dehydrogenase

Protein sequence:
MDCRVLSLNRSCRLATIPTRNTVFYRKCSYLPAGLFRKSIRCSMKSYRLSELTSSEVDNLKARPRIDFSSIFNIVQPIVDDVRNRGDAAVKDYTSRFDKVVLDKIVEDVNELPDPELDPAVREAFDVAYKNIYAFHAAQKPVEKVVENMHGVRCKRVARSIASVGLYVPGGTAILPSTALMLSVPAQIAGCKTVVLATPPTRDGSICKEVLYCAKRAGVTHILKAGGAQAISAMAWGTESCPKVEKIYGPGNQYVTAAKMILQNSEAMVSIDMPAGPSEVLVIADKHSSPIHVAADLLSQAEHGPDSQVVLVIAGDGVDLNAIQEEIRKQCQALPREEFALQALSHSFTVFARDMLEAISFSNMYAPEHLIINVNEAEKWESLIENAGSVFMGQWTPESVGDYASGTNHVLPTYGYARMYGGVSLDSFLKYITVQSLTEEGLRNLGPYVEKMAEVEGLDAHKRAVTLRLQDIEARQVSHSR*

NbL13g16870.1 histidinol_dehydrogenase_chloroplastic−like [MW = 52.8 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MASISAATATSSTKLVSSNSTNPLLPSSTKPSKLILSSSFTPNCSTLFLHSPATPSSTATHRHRRFTVRAARGKFERKKPHVNIGTIGHVDHGKTTLTAALTMALASMGNSAPKKYDEIDAAPEERARGITINTATVEYETENRHYAHVDCPGHADYVKNMITGAAQMDGAILVCSGADGPMPQTKEHILLAKQVGVPNMVVFLNKQDQVDDEELLQLVELEVRELLSSYEFPGDDIPIISGSALLALEALMANPSIKRGENQWVDKIYELMDAVDSYIPIPVRQTELPFLMAIEDVFSITGRGTVATGRVERGTVRIGDTVDIVGLKDTRSTTVTGVEMFQKILDEAMAGDNVGLLLRGIQKIDIQRGMVLAKPGTITPHTKFEAIVYVLKKEEGGRHSPFFSGYRPQFYMRTTDVTGKVTSITTDKGEESKMVMPGDRVNLVVELIMPVACEQGMRFAIREGGKTVGAGVIQKIIE*

NbL13g16810.1 elongation_factor_TuA_chloroplastic [MW = 51.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MGYANGLLCPQGKQPLLSFGIISDVQYADIPDGCSFLGVPRYYRHSICVLQRAVQKWNQEKPIFVLHFGDIVDGFCPKDQSMIAVKKIVDEFDKFNGPVYHMIGNHCLYNLPRDKLLPLLRIPGHDGRAYFDFSPIPEYRFVILDGYDISAIGWPEDHPNTLKALKVLQERNPNSDKNSPNGLVGLERRFLKFNGGVGKEQLEWLDHVLQEATELNQNVVVCCHLPLDPGASSFAALLWNYDEVMDVIHRYSCVKVCLGGHAHKGGQSVDSHGVHHRVLEAALECPPGTDAFGHIDAFNDRLSLFGNDRMKSSEMVFGH*

NbL13g16750.1 manganese−dependent_ADP−ribose/CDP−alcohol_diphosphatase−like [MW = 35.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02445 Quinolinate synthetase A protein PF02657 Fe−S metabolism associated domain

Protein sequence:
MDAANLVMKSSLFSKSTCPVFGSKLIPRAPPSVFTLPSTFRPLVKCIQASFPQNPDSKKRSNNSTFTCSAVTSFPSQQSQPHATSDAKLQLLISEFQSLVEPMDRVKRLLHYSALLPPMEASLKTPENRVLGCTTQVWLHVSFDESGNRMKFLADSDSDITKGFCACLVSLLDGATPDEVLALKTENLNALNVGGLNGKGSASRANTWHNVLVSMQKRTKALLAEREGKPRSELFPSLVITADGIQPQGSYAEAQARFLFPDESRVQALANLLKEKKIGVVAHFYMDPEVQGVLTAAQKLWPHIHISDSLVMADKAVSMAKAGCEYISVLGVDFMSENVRAILDLAGFPEVGVYRMSDERIGCSLADAAASPAYLDYLKTASTSSPSLHVVYINTSLETKAYSHELVPTITCTSSNVVQTILQAFAEVPDLEVLYGPDTYMGSNIAELFTQMSTMTDEEISEIHPLHNRSSIKSLLPRLHYFQDGTCIVHHLFGHEVVENINEMYGDAFLTAHFEVPGEMFSLAMEAKKRGMGVVGSTSNILDFIKERVEEALDRNVDEHLQFVLGTESGMITAIVAAVGKLLGSADNSSGGAKVSVEIVFPVSSESVTRTSTGSSLEQNKINIIPGVASGEGCSLHGGCASCPYMKMNSLSSLLKVCQSLPHGKAELSAYEAGRFSLQTPNGKQIADVGCEPVLHMRHFQATKRLPEQLINQILQRSSSA*

NbL13g16740.1 quinolinate_synthase_chloroplastic [MW = 78.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00218 Indole−3−glycerol phosphate synthase

Protein sequence:
MDSVMPLRTTTATAATVALTIRPWFSIEPLANPRPDQPAFSLSVPTSISMSHRARNLPQCSPIRAQQDGSSAVSEPTIPEGDALKIKEWEAERFKDEIATSEGIRIRRRPPSGPPLHYVGPFEFRLQNEGNTPRNILEEIVWNKDKEVAQMKEKKPLIVLKKLLSSAPPTRDFLGALKESYSRTGLPGLIAEVKKASPSRGVLREDFNPVEIAKAYERGGAACLSVLTDQKYFQGSFENLEAIRNAGVECPLLCKEFVIEAWQLYYARVKGADAVLLIAAVLPDLDIKYMIKICKLLGLTALVEVHDEREMDRVLGIDGVELIGINNRDLGTFKVDISNTKKLLEGERGERIREKGIIVVGESGLFTPADIAYVQEAGVKAVLVGESLVKQPDPTKGIRELFGKDISC*

NbL13g16690.1 indole−3−glycerol_phosphate_synthase_chloroplastic−like [MW = 45.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01135 Protein−L−isoaspartate(D−aspartate) O−methyltransferase (PCMT)

Protein sequence:
RNRTKLKDREVARVEIMPSSISLLHSVSAIAYGFRYRAPLKHTCLFYTRHQLHTLQPPNFPIFSSSFCRVPNPNFFTGNSLFSRMEHFLSGSGINRNKGMIEQLQRYGVIKSKKVTEIMETVDRGLFVPEGTPAYIDSPMSIGYNATISAPHMHAMCLELLEDRLQPGMHALDVGSGTGYLTACFALMVGPQGRAVGVEHIPELVAWSTKNVERSAAAPLLKEGSLSLHVGDGRKGWPEHAPYDSIHVGAAAADVPQDLIDQLKPGGRMVIPVGTFFQDLKVIDKNLDGSVSVRSETSVRYVPLTSREAQLKGT*

NbL13g16670.1 protein−L−isoaspartate_O−methyltransferase_1−like [MW = 34.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12146 Serine aminopeptidase, S33

Protein sequence:
MGGVTSSMAAKLAFFPPSPPSYKIITDQVTGLLLLDTFPHRENVDVLKLPTRRGTDIVALYIRYPMATSTLLYSHGNAADVGQMYELFIQLSIHLKVNLMGYDYSGYGQSSGKPSEHNTYADIEAAYKCLEESYGAKQEDIILYGQSVGSGPTVDLAARLPRLRAVILHSPILSGLRVMYPVKRTYWFDIYKNIDKIPLVKCPVLVIHGTSDEVVDCSHGKQLWELCQEKYEPLWLKGGTHCDLELYPEYIRYLKKFVSTVEKPPSQRNLSRKSIDRPEQSRKSTDCFEGPRKSTDWREKPRKSTDKPEKFKNYDYKFSEDKISKLRMSFDQVERSRRSVEFFEKPRRSIDQQMEKARKSVDWLDRIRAG*

NbL13g16650.1 protein_ABHD17C−like [MW = 42.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MKKLFLVLFSLALVLRFGESFDFHEKELETEEKLWELYERWRSHHTVSRSLDEKDKRFNVFKANVHYVHNFNKKDKPYKLKLNKFADMTNHEFRHHYAGSKIKHHRTFLGASRANGTFMYANEDSVPPSVDWRKKGAVTPVKDQGKCGSCWAFSTVVAVEGINQIKTNELVSLSEQELVDCDTSQNQGCNGGLMDKAFEFIKKKGGINTEDNYPYMAEDGECDIQKRNSPVVSIDGHEDVPPNDEGSLLKAVANQPVSVAIQASGSDFQFYSEGVFTGDCGTELDHGVAIVGYGTTLDGTKYWIVKNSWGPEWGEKGYIRMQREIDAEEGLCGIAMQPSYPIKTSSSNPTGSPATTPKDEL*

NbL13g16620.1 vignain−like [MW − SP = 38.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01625 Peptide methionine sulfoxide reductase

Protein sequence:
MASKEEDSSKSTNPALDPDLDNPDHPGLEFAQFAAGCFWGVELAFQRVEGVVKTEVGYSQGHVHDPNYKLVCSRTTDHAEVIRIQFDPNVCPYTNLLSLFWSRIDPTTLNRQGNDVGNQYRSGIYYYNEAQAQLARESLEAKQKEFADKKIVTEILPAKRFYRAEEYHQQYLEKGGGRGAKQSAAKGCNDPIRCYG*

NbL13g16610.1 peptide_methionine_sulfoxide_reductase [MW = 22.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MAFSSRIVIHWKMTLFMFTITLIFSPSLSSASSTPKNFKKIYAFGDSYTDTGNTHSTTGPSSFNYVSSPPYGRTFFHHPTNRYSDGRLVIDFVAESLSLPFLPPYRNPKADKTYGVNFAVAGSTAIRHRFFVRNNLTLNVTPQSLQTQLTWFNRFLESQGCKNSTTTPKQCEAVFSDALFWVGEIGANDYAYSFGSSVSPNTIQHLATTSLTGFLQVLLNKGAKYVVVQGLPPTGCLTLSMYLAPETDRDDMGCVGSVDKQSNLHNNIIQTKLDSFRKQFPQAVIIYADYWNAYSTVVKGANKYGFKEIFKSCCGSGGGNYNFDVFNTCGSPSATSCPDPSQYINWDGVHLTEAMYKAMANLFLNGTFCKPPFSYLLAKKQ*

NbL13g16460.1 GDSL_esterase/lipase_At3g48460−like [MW − SP = 38.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00899 ThiF family

Protein sequence:
MEVELKELLNDLQSLKKSLSDPSHLALIDKMHLHAENIAILENSGPTRRSKVKDMSAEVVDSNPYSRLMALQRMGIVENYERIREFSVAIVGIGGVGSVAAEMLTRCGIGRLLLYDYDKVELANMNRLFFRPEQVGMTKTDAAVQTLSEINPDVVLESYTLNITTVEGFDTFMSSLTNKSFHPTKSGSGVDLVLSCVDNYEARMVVNQACNELNQTWMESGVSEDAVSGHIQLLIPGESACFACVPPLVVASGIDERTLKREGVCAASLPTTMGVVAGLLVQNTLKYLLKFGRVSPYLGYNALKDYFPTMEMKPNTQCSNVACLERQKEYILAKPTRDAVAKAKADKEALSTPENPVHADNEWNISVLDDNEVDDAISRHSGVLPEGIVHELPVADEYPKPAITEIVGPAHDLEELRRQLEALNAD*

NbL13g16370.1 ubiquitin−like_modifier−activating_enzyme_5 [MW = 46.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02594 Uncharacterised ACR, YggU family COG1872

Protein sequence:
MPKRTTHTYSSEDAVHDGPNSDLFVYYCKHCSSHVLISDNQLQKMPKRKTDKAYVLDKEKYLARLSVDDAGKVLLKRGEGKLEKQFRMSCKGCGLFVCYRSEEDLETASFIYVVDGALSTIAAETNPQDAPVPPCISQLEGGLVQVAIEVEDRAQRSAITRVNADDVRVTVSAPAARGEANNELMEFMGRVLGLKLSQMTLQRGWNSKSKLLVVEDLTARQVYEKLLEAAQP*

NbL13g16360.1 UPF0235_protein_At5g63440 [MW = 25.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00237 Ribosomal protein L22p/L17e

Protein sequence:
MVKYSREPDNPTKSCKARGASLRVHFKNTRETAHALRKMPLDKAKKYLEDVLAHKQAIPFTRFCGGVGRTAQVKHRHSNGQGRWPVKSAKIILDLLKNAESNAEVKGLDVDSLFISHIQVNQAQKQRRRTYRAHGRINPYMSHPCHVELTLSEKEESVKKEPETQLAPRKAKASS*

NbL13g16290.1 60S_ribosomal_protein_L17−1−like [MW = 19.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase PF05191 Adenylate kinase, active site lid

Protein sequence:
MSTSVNLEDVPSESLMSELLRRMRCSSKPDKRLILIGPPGSGKGTQSPIIKDEYCLCHLATGDMLRAAVAAKTPLGIKAKEAMDKGELVSDDLVVGIIDEALKKPSCQKGFILDGFPRTVVQAEKLDEMLQNRGTKVDKVLNFAIDDAILEERITGRWIHPASGRSYHTKFAPPKVPGVDDVTGEPLIQRKDDTAAVLKSRLESFHRQTEPVIDYYAKKGNVVNLPADKPPQTVTAEVKKALS*

NbL13g16270.1 adenylate_kinase_4 [MW = 26.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02127 Aminopeptidase I zinc metalloprotease (M18)

Protein sequence:
MASSAVAADLIDFLNASPTAFHAVEEAKKRLKSAGYVQIFEREDWDLKAGNKYFFTRNHSTIVAFALGKKYVAGNGFYIIGAHTDSPCLKLKPVSKVTKNGFLEVGVQTYGGGLWHTWFDRDLTVAGRMIIRSRKDGSASYLHKLVRLEDPIMRIPTLAIHLERGTNDGFKVNTQTHLLPVLATSIKAELNKPVSADDSTENGAPNDGSKSSKKINPGGEQHHSLLLQLLAAQAGCEPSDICDFELQACDTQPSVIAGAMKEFVFSGRLDNLCSSFCSLKALIDATSQNSLEDEVGVRMVALFDHEEVGSNSAQGAGSPVMFDALSRITTTFSPDSKLIPKAIQRSFLVSADMAHALHPNYPDKHEENHQPKFHGGLVIKHNANQRYATNAVTSFIFREIAAKHNIPIQDFVIRNDMPCGSTIGPILASGIGIRTVDVGAPQWSMHSIREMCAVDDVKHAYDHFKAFFQDFSHLDAKIAVDV*

NbL13g16240.1 probable_aspartyl_aminopeptidase [MW = 52.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MDPKNGYCPQTKTFHSLRQPVPLPPLTEPLSIIQYTLSLLNSPTTGINVNATTFLIDATTGHRLSYADFLQKIQSLASSLQARFPSLSKNDVAFVLSPPSPHIPIVYFALLSLGIVVSPANPLSSTAEVSHMIQLCKPAIVFATSPTAVKLPSLPLDTILLDSPEFLAMIQAPVSAPVSYPIINQSDSAAILYSSGTTGKVKGVELTHRNLIALTASLYYNKFNNAADEGEKAEQEVSFMTLPMFHVFGFFMLIRLAAFGETVVIIERFDFEKMLEAVEKYRVTYIPVSPPLVVAMAKSDLALKHDLYSLKLLACGGAPLGKEVAERFKSRFPNVEIIQGYGLTETTGGATGMSGPEESDRYGSAGRLSVNVEAKIVDPDNGETLPPGQRGELWIRGPTIMKGYVGDKQATSATLNSEGWLKTGDLCYFDADGFLYIVDRLKELIKYKAYQVPPAELEHLLQSIPDVADAAVIPYPDEEAGEIPMAYIVRRPGSTISESQIIDAIAKQVAPYKKIRRVAFIHAIPKSPAGKILRIELVNHASSGASARL*

NbL13g16230.1 4−coumarate−−CoA_ligase−like_9 [MW = 59.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MAKVKIGINGFGRIGRLVARVALQRDDVELVAVNDPFISVEYMTYMFKYDSVHGQWKHHELKVKDDKTLLFGEKAVTVFGFRNPEEIPWGETGADYIVESTGVFTDKDKAAAHLKGGAKKVIISAPSKDAPMFVVGVNEKEYKPELNIVSNASCTTNCLAPLAKVINDRYGIVEGLMTTVHSITATQKTVDGPSAKDWRGGRAASFNIIPSSTGAAKAVGKVLPALNGKLTGMAFRVPTVDVSVVDLTVRLEKEATYDEIKAAIKEESEGNLKGILGYTEDDVVSTDFVGDNRSSIFDAKAGIALSKNFVKLVSWYDNEWGYSTRVVDLIKHMASVQ*

NbL13g16130.1 glyceraldehyde−3−phosphate_dehydrogenase_cytosolic−like [MW = 36.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MEGLSVVGASPCVSSSVLPSSLSSPTSRLSCAPSCKLILNPIKKHHHLAAFQPAFHLFASNRDQSRSHASKRNHTARIFLPHLVASMEQVEETYIMIKPDGVQRGLVGEIISRFEKKGFKLSGLKLFHCPKELAEEHYKDLQSKSFFPKLIDYITSGPVVCMAWEGIGVVASARKLIGATNPLNAEPGTIRGDLAVQTGRNVVHGSDSPENGKREIALWFREGELCSWTPVQEPWLIE*

NbL13g16100.1 nucleoside_diphosphate_kinase_2_chloroplastic−like [MW = 26.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00808 Histone−like transcription factor (CBF/NF−Y) and archaeal histone

Protein sequence:
MENNQQSAANAAAAAAAAAAYPTQPPYHHLLQQQQQQLQMFWTYQRQEIEQVNDFKNHQLPLARIKKIMKADEDVRMISAEAPILFAKACELFILELTIRSWLHAEENKRRTLQKNDIAAAITRTDIFDFLVDIVPRDEIKEEGGVGLGPAGIVGSTASGVPYYYPPMGQPAPPGVMMGRPAMPGVDPSMYVQPAPPPSQAWQSAWQTAEDNSYASGGSSGQGNLDGQS*

NbL13g16010.1 nuclear_transcription_factor_Y_subunit_C−1−like [MW = 25.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAALGMSGQLLPLLPKHNSPPKKYSCTLKVAASTKIEHHQSAATVPFFWSKVLPLAVAVSLVAPLSSSAIPFLDSKSSSLAPTTPFSQSKNLPTGLEYGKIRPCPSVNPGCVSTNPQSSSSAFPWTIPQNSTGNAIMRLQDAILKTQKNAKIQVIEDISDGKYLQAEVDGGFGRDVLEFLVKGDSVAYRAMATKVTYIYPFTTALGDSKGQEERMKKITEELGWYAPSLDSMD*

NbL13g15930.1 thylakoid_lumenal_17.9_kDa_protein_chloroplastic [MW = 25.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00899 ThiF family

Protein sequence:
FDQTQSKTKEKKTETLRSKTLYSSANKLSSSVLQLGQMGTEGEQLTEQETAIYDRQIRVWGVDAQRRLSKSHVFVSGLKGTCVEFCKNIVLAGVGSLTLNDDRLVTEELLLANFLIPPDENVFHGKSIAELCCDSLKDFNPMVSVSVEKGALSNFDADFFQKFDVVVVSCCTLLTKKSVNAKCHKLPKRVAFYSVECRDSCGEIFVDLQNYSYCKKKNKETMECILLYPSFEEAIAVPWRSLPKRMSKLYFAMRVIERFEELEGRNPGETSADDLPNVQKLRKELCEAHCLNESQIPDSLLQRLIASRSEFPPACAIIGGILGQEVIKAISGKGDPLKNFFFFDAMDGKGIIEDISNVNS*

NbL13g15880.1 SUMO−activating_enzyme_subunit_1B−1−like [MW = 40.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
MGLDFNLANFYLKPKACRKIQRMMPPTLKLLLWCCLCSCGVLTTTYARPQPRNLVIVDSNSTTSKDEFIRRSLLSNGLGRTPQMGWSSWNHFACNIEEKMIRETADAMVSTGLASLGYEYINIDDCWAELNRDSQGNMVPKGSTFPSGIKALADYVHSKGLKLGIYSDAGSQTCSKQMPGSLGHEEQDANTFASWGVDYLKYDNCNNENRSPKERYPIMSKALQNSGRAIFYSLCEWGDDDPATWASSIGNSWRTTGDISDNWDSMTSRAEMNDKWASYAGPGGWNDPDMLEVGNGGMTAAEYRSHFSIWALAKAPLIIGCDLRSMDQTTHEILSNKEVIAVNQDKLGVQGKKVKQNGELEVWAGPLSGKRVAVVLWNRSSSKADITSYWSDIGLDSSTVVDARDLWAHSTKGSIKGQISASIDSHDCRMYVLTPKK*

NbL13g15830.1 alpha−galactosidase−like [MW = 48.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MAGALSPATTLRLKPFCSVRFFTHYRKPINILTPNYYSSFPLNLRTSSIPAPYLCRRRSFCSVVSAAISSGEAVEKPKFEQKEGVKTEQVREFKKRLSIADIKGGPNEGLDRLGETLVVRGWVRTVRAQSSVTFIDVNDGSCLSNMQCVMGSDAEGYDQVDNGSISTGASVWIEGTAVGSQGSKQKIELKVQKLVVVGKSDPSFPIQKKRVTREFLRTKAHLRPRTNTFGAVSRVRNALAYATHKFFQENGFVWVSSPIITASDCEGAGEQFRVTTLIPTTKEGGDSPVNAIPTTESGSVDWSQDFFGKQAFLTVSGQLNGETYATAISDIYTFGPTFRAENSNTSRHLAEFWMIEPELAFADLDDDMACATAYLQYVVQYVLENCKEDMDFFNTWIEKGIISRLSDVVEKNFVQLTYTDAVELLLKAKKKFDFPVKWGCDLQSEHERYITEEAFGGCPVIIRDYPKDIKAFYMRQNDDGKTVAAMDMLVPRVGELIGGSQREERLEYLDERLDNMNLNKESFWWYLDLRRYGSVPHAGFGLGFERLVQFATGIDNIRDAIPFPRTPGSAEF*

NbL13g15700.1 asparagine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 64.14 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02170 PAZ domain

PF02171 Piwi domain
PF08699 Argonaute linker 1 domain

PF12764 Glycine−rich region of argonaut
PF16486 N−terminal domain of argonaute

PF16487 Mid domain of argonaute
PF16488 Argonaute linker 2 domain

Protein sequence:
MVRKRRTELPGSGESSGSQETGGQGRGQHPQQLQQQQGGYQGAEETGAQGRGQRPQQQQQGGYQGGGRGWRPQQGGYGGRGAGGLPRGGMTPQQSYGGMAPQQSYGGMAPQQSYGGQAEYFQQGGGAQQHQRGGGPPQQHGGIGGRGAPSGGPSRPPAPELHQATSQTPYQTAMTTQPIPYARPTETSSEAGSSSQPPEQAALQVTQQFQQLALQQEAATTQAVPPASSKLLRFPLRPGKGSNGMRCIVKANHFFAELPDKDLHQYDVTISPEVSSRGVNRAVMAQLVKLYQESHLGKRLPAYDGRKSLYTAGPLPFVQKDFKITLIDDEDGPGGARREREFKVVIKLAARADLHHLGMFLEGKQADAPQEALQVLDIVLRELPTSRFCPVGRSFYSRDLGRKQPLGEGLESWRGFYQSIRPTQMGLSLNIDMSSTAFIEPLPVIDFVTQLLNRDVPSRPLSDAGRVKIKKALRGVKVEVTHRGNMRRKYRISGLTSQATRELTFPVDENGTVKSVIEYFRETYGFVIQHTQWPCLQVGNQQRPNYLPMEVCKIVEGQRYSKRLNERQITALLKVTCQRPQERERDILETVHHNAYANDPYAKEFGIKISDKLAQVEARILPPPRLKYHDNGREKDCLPQVGQWNMMNKKMVNGGTVNNWICINFSRNVQDSVAHGFCSELAQMCQISGMNFNPNPVLPPSSAHPDQVERVLKTRFHDAMTKLQQHGRELDLLVVILPDNNGSLYGDLKRICETELGVVSQCCLTKHVFKMSKQYLANVALKINVKVGGRNTVLVDAISRRIPLVSDRPTIIFGADVTHPHPGEDSSPSIAAVVASQDWPEITKYAGLVSAQAHRQELIQDLYTTRQDPVKGTVAGGMIKDLLISFRRATGQKPQRIIFYRDGESEGQFYQVLLFELDAIRKACASLEPNYQPPVTFVVVQKRHHTRLFANNHRDRNAVDRSGNIIPGTVVDSKICHPTEFDFYLCSHAGIQGTSRPAHYHVLWDENKFTADALQSLTNNLCYTYARCTRSVSIEFFAFAVPPAYYAHLAAFRARLYMEPETSDGGSVTSGAAAGRGGGAGAAGRNTRAPGACAAAVRPLPALKDNVKRVMFYC*

NbL13g15390.1 protein_argonaute_1−like [MW = 122.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MLSCQWSSFSRVCYSSPFSLQHFNNKALNLNRHYCLTKSSMEDSSSQVSPSPFQFLTKKPYEPPQWASHLSPLPSHTFSLGHFPTPIHKWNLPNLPKDTEVWLKRDDISGMQLSGNKVRKLEFLLGDAVAQGADCIVTIGGIQSNHCRATAVAAKYLNLDCYLILRTSKLLVDKDPGLIGNLLVERLVGAHIDLVSKEEYAKVGSEALTKLLKEKLLNEGRKPYVIPVGGSNSLGTWGYIEAIREVEQQLQHSSSEWKFDDIVVACGSGGTVAGLSIASRLSGLKAKVNAFCVCDDPDYFYEYVQGLLDGINAGVSSRDIVSIKNAKGLGYAMSTADELKFVKQVAEATGVILDPVYSGKAAYGMIKDMNENPTKWEGRKILFIHTGGLLGLYDKADEMGSLMGKWRKMDINESIPRQDGIGKMF*

NbL13g15360.1 bifunctional_D−cysteine_desulfhydrase/1−aminocyclopropane−1−carboxylate_deaminase_mitochondrial [MW =
46.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MAEQLTEEQIAEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMISEVDADQNGTIDFPEFLNLMARKMKDTDSEEELKEAFKVFDKDQNGFISAAELRHVMTNLGEKLTDEEVDEMIREADIDGDGQVNYEEFVRMMLAK*

NbL13g15240.1 calmodulin [MW = 16.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01180 Dihydroorotate dehydrogenase

Protein sequence:
MASLGLAQRIRIGLDGNSGAEFPMMGRARRSLSSNYGGNRVGFRIMASAVEPDLSVTVNGLKMPNPFVIGSGPPGTNYTVMKRAFDEGWGGVIAKTVSLEADKVKNVTPRYAKLRAGSNGSAKGQIIGWQNIELISDRPLETMLKEFRQLKEEYPDRILVASIMEEYNKAAWEELICKVEETGIDAIEINFSCPHGMPERRMGAAVGQDCDLLEEVCGWINAVATVPVWAKMTPNITDITKPARVSLNQGCEGVSAINTIMSVMGINLNTLRPEPCVEGYSTPGGYSAKAVHPIALAKVMNIAQMMKSEFGDKDYSLSAIGGVETGGDAAEFILLGANTVQVCTGVMMHGYGLVKTLCSELKDFMRKHNFSSIEDFRGSSLEYFTTHTDLVKRQQEAIRQRKAIKKGLQSDKDWTGDGFVQETESMVSN*

NbL13g15130.1 dihydropyrimidine_dehydrogenase_(NADP(+))_chloroplastic−like [MW = 46.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01015 Ribosomal S3Ae family

Protein sequence:
MAVGKNKRISKGKKGGKKKAADPYAKKDWYDIKAPSVFDIKNVGKTLVTRTQGTKIASEGLKHRVFEVSLADLQKDEDQAFRKIRLRAEDVQGKNVLTNFWGMDFTTDKLRSLVRKWQTLIEAHVDVKTTDSYTLRMFCIAFTKKRPNQQKRTCYAQSSQIRQIRRKMVEIMRNQASSCDLKELVAKFIPESIGREIEKATSSIFPLQNVYIRKVKILKAPKFDIGKLMEVHGDYSEDVGVKLDRPADETVAEAEPEVPGA*

NbL13g15120.1 40S_ribosomal_protein_S3a−like [MW = 29.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03223 V−ATPase subunit C

Protein sequence:
MASRYWVVSLPVQQNSSTTSLWSRLQESISKHSFDTPLYRFNIPNLRVGTLDSLLALSDDLVKSNNFIEGVCSKTRRQIEELERVSGVLSSSLTVDGVPVDSYLTRFAWDEAKYPTMSPLKEIVDGIHTQVAKIEDDLKVRVSEYNNVRSQLNAINRKQAGSLAVRDLSNLVKPEDIVTSEHLTTLLAVVSKYSQKDWLSSYENLTTYVVPRSSKMLYEDNEYALYTVTLFNRDADNFKIKARERGFQIRDFEHNPETQESRKQELEKLMQDQETLRSSLLQWCYTSYGEVFSSWMHFCAVRIFAESILRYGLPPSFLSIVLAPSTKSEKKVRSILESLCDSSNSNFWKSEDEGGMAGFGGDTEAHPYVSFTINLV*

NbL13g15050.1 V−type_proton_ATPase_subunit_C−like [MW = 42.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MSGIIGRRMANRGISALNMNKFLFRSRVFASRKFSSAAKEMNVRDALNSALDEEMSADPKVFIMGEEVGEYQGAYKISKGLLDKYGPERVIDTPITEAGFTGIGVGAAYYGLKPVVEFMTFNFSMQAIDHIINSAAKSNYMSAGQISVPIVFRGPNGAAAGVGAQHSQCYAAWYGACPGLKVLAPYSSEDARGLLKAAIRDPDPVVFLENELLYGESFPVSAEALDSSFCLPIGKSKIEREGKDVTITAFSKMVGYALKAAEILAKEGISAEVINLRSIRPLDRPTINASVRKTNRLVTVEEGFPQHGVGAEICASVVEESFEYLDAPVERISGADVPMPYAANLERMAVPQVEGIVRAAKRACYRAAKSVPKAATA*

NbL13g14950.1 pyruvate_dehydrogenase_E1_component_subunit_beta−1_mitochondrial−like [MW = 40.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08541 3−Oxoacyl−[acyl−carrier−protein (ACP)] synthase III C terminal PF08545 3−Oxoacyl−[acyl−carrier−protein (ACP)] synthase III

Protein sequence:
MANTTTIAAGPTFSLQHRVTERHQTLGRAGISTLRQHQAHTLFFTPAAPTLRRRFSPSIGIYHRIGHSFSDVIFKRIMCSSTVEGADKLSTDQSRVSRLVNRGCKLIGCGSAVPALKVSNDDLAKIVDTNDEWISVRTGIRNRRVLSGKDNLTDLAAEASRKALEMAEVDPNDIDLILLCTSTPEDLFGSAPQIQKALGCKSNPLAFDITAACSGFMLGLVSAACYIRGGGFKNVLVIGADALSRYVDWTDRGTCILFGDAAGAVVMQACDIGEDGLFGFDLHSDGEGQRHLNASIKENEADHAFGTNGSVIDFPPKGSSYSCIQMNGKEVFRFAVRVVPQSIEAALENAGLPGSKIDWLLLHQANQRIIDGVATRLEVPSERVISNLANYGNTSAASIPLALDEAVRSGNVQAGHVIAAAGFGAGLTWGSAILRWG*

NbL13g14730.1 3−oxoacyl−[acyl−carrier−protein]_synthase_3_A_chloroplastic−like [MW = 46.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13086 AAA domain PF13087 AAA domain

Protein sequence:
RISVPKRVHILHSIFHRLRGQKMNTLDKQRMQVKLLKMESLCNSCGSVSTLAPSCLTLHFYKKRSNLSSFFGSVTLSNPKNRIFLDSSICFLNYNIQASSSSGTKSLSPRRRKPKNVKTSEIPAVTTKGSVEKKTQKIQECSQEERDSGPVNVRALNENGDPMGRKDLGKCVVRWISQGMKAMATDFATAEMQGEFTEVKQRMEPGLTFVIQAQPYLNAIPMPLGLEAICLKACTHYPTLFDNFQRELRDVLQDLQRKSLVQDWRDTESWKLLKDLASSAQHKAIARKTSQPKFVPGVMGMDLEKAKAMQNRIDDFTNRMSDLLRIERDSELEFTQEELNAVPAPVLNSEEHKSFEFLVSHAQPEQELCDTICNLTAVSTSIGLGGMHLVLFKLEGNHKLPPTNLSPGDMVCVRTCDSRGAGATSCMQGFVHSLGEDGRSISLALESLRGDSTFSKLFGKNVRIDRIQGLADALTYERNCEALMMLQKKGFLKKNPSVAVVATLFGDKEDLAWLEENGMADWSEVELPDSTDTKSYDASQRKAIALGLNKNRPIMIIQGPPGTGKTGMLKELISLAVKQGERVLVTAPTNAAVDNMVEKLSDIGLNIVRVGNPARISPAVASKSLAEIVNTELADFRAEIERKKSDLRRDLRYCLKDDSLAAGIRQLLKQLGKSIKREEKETVKEILSSAQVVLATNIGAADPLIRWLDTFDLVIIDEAGQAIEPSCWIPILLGKRCILAGDQFQLAPVILSRKALEGGLGVSLLERAASLHDGMLSTKLTTQYRMNNAIASWASKEMYDGSLISSPTVASHLLVDSPFVKPTWVTQCPLLLLDTRMPYGSLSVGCEEHLDPAGTGSFFNEGEADIVVQHVFSLIYSGVPPAAIAVQSPYVAQVQLLRDKIDELPMATGVEVTTIDSFQGREADAVIISMVRSNNLGAVGFLGDSRRMNVAITRARKHVAVVCDSSTICHNTYLARLLRHIRYFGKVKHVEPGSFWEYGLGMDPMLPTAS*

NbL13g14600.1 DNA−binding_protein_SMUBP−2 [MW = 111.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01722 BolA−like protein

Protein sequence:
MTKALFVRPNVAALCIRRLSSSVQPRVPSLLKCVSISARSYRPMKLVPQIGSKIELFAGRRAFSTRATSDTGSIDSPLMESMQKRLKEQLNADTVVVKDAYGDGRHVSIDVVSSAFEGQSAVNRQRMVYKAIWEELQNTVHAVDQMTTKTPTEAGK*

NbL13g14590.1 uncharacterized_LOC104222403 [MW = 17.24 kDa]
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Peptide counts over 4 repeats

1 207 413 619 1029

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01411 tRNA synthetases class II (A)

PF02272 DHHA1 domain
PF07973 Threonyl and Alanyl tRNA synthetase second additional domain

Protein sequence:
MRVLIDGWNWRCIALALPFSRRATRLPFPQLPSSSYPPSSTFAAASLLPPSPAVSISHTIRRRLSIFTRSSRLMGSQSAELEWPANKVRQTFINFFQGKGHEQVESSPVVPHNDPTLLFANAGMNQFKPIFLGIVDPNSPLSKLKRACDTQKCIRAGGKHNDLDDVGKDTYHHTFFEMLGNWSFGDYFKKEAIEWAWELLTQVYRLPGDRIYATYFGGDEKSGLPADNEARELWLKFLPPSRVLPFGCKDNFWEMGDTGPCGPCTEIHFDRIGNRDAASFVNNDDPTVIEIWNLVFIQFNREADGSLKPLPAKHVDTGMGFERLTSILQNKMSNYDTDVFLPIFDAIQKATGARPYSGKVGADDVDKIDMAYRVVADHIRTLSFAIADGSCPGNEGREYVLRRILRRAVRYGTEVLKAQQGFFSSLVKVVVEVMGDVFPELKQREAHIRDTIADEETSFGRTLLHGIEKFKKAAQEVQGKQFSGQDAFVLWDTYGFPLDLTQLMAEERGLVVDVDGFNVAMDAARERSRNAQSKNAGGAIAMDADATAALHKKGVAATNDIFKFTWFQDHESEIKAIYTGNEFLESAAAGDEVGIILESTSFYAEQGGQIYDTGSLESPNGSFQVSNVQVYGGFVLHIGSFSGQAHKFSVGDKVICKVDYNRRTLIAPNHTCTHMLNFALKEVLGDHVDQKGSIVLPEKLRFDFSHGKPVKPEELRKIESIVNEQIKSELDVFSKEAKLSDAKSIKGLRAVFGEVYPDPVRIVSVGRKVEDLLANPENEEWLSYSAELCGGTHISNTREAKAFALMSEEGIAKGIRRVTAVTTHRAFEATDLASSLEQKVNEAFQTDESLLEEKVTSLNAAVERAQIPTVRKADLKAKLSALQNQVIKAKKKIAAENVQKAVKAASEMAEAAASGGKAYCILQISVGLDTAAVREAVVKVMEQKGMAVLVFSTDEAANKVLVCAGVPEKGDKCQQLNVKDWLNAALKPLGGKGGGGKGGLAQGQAANISYVGEAMDVAASFAAMKLNL*

NbL13g14540.1 alanine−−tRNA_ligase−like [MW = 112.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16845 Aspartic acid proteinase inhibitor

Protein sequence:
MRVSRNATLLFVLILSLSFLFSAFGLSETGGGFCGEEEEKGNNLIEMATLGGVRDSHASSQNNDEIHNLAKFAVDEHNKKENAMIELARVVKAQEQVVAGTLHHLTLEVIDAGKKKLYEAKVWVKPWLNFKELQEFTHVEDVPTLTSSDLGVKQEEEGSGLKSVPVHDPVVQEAAEHAIKTIQQRSNSLLLYELQEIVHANAEVIGEDNMKLHMLIKTSRGGKREKFKVQVHHNNEGAFQLNHMEPDHS*

NbL13g14530.1 cysteine_proteinase_inhibitor_6 [MW − SP = 25.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MVAIQRKSNSQGTNAAKLSIRSDYSDRRGGGSGGGDFVAGLLLGGAIFGTLGYIFAPQIRRSLLNEDEYGFRRAKRPIYHYDEGLEKTRQTLNKKLDQLNSAIDKVSSRLRGGNKMPPVPVETDPEEATM*

NbL13g14510.1 uncharacterized_LOC104097028 [MW = 14.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05701 Weak chloroplast movement under blue light

Protein sequence:
MATKSKSTLSDKSTPATPRDRVSKVSRGLSKSDADSPSPFHNSRPPVEKSPRSVTSKPSVERRSPKISTPPDKKPTRILKPSELQVELNVAHEDLKKAKEKLALVEKEKEKALAEVKESQKMAEEANEKLREAMVAQKRAEENSEIEKFRAVEMEQAGIESAQKKEEEWQKELDAVKNQHALDVAALLSATEELERVKQELTMTSDAKNQALSHADNATKIAEIQAEKVEILSAELARVKSLLESRNENESCETNKLVEDLNLEIAGLREEGSEKNKLLENLKHDIEALRKEDSEKNKLLENLKLEMEALRKEDVEKNKLLENVELEKEALRKGDDEKNILLENLKLASEALRKDDGEKNKLLEKLNLEIEGLRKEDSEKNKLLEDLKLEIETLTEDLEEAKSYEEKLVEKEALLEQLNVDLEASRMAESYAHNLMEEWQQKVEELEAQTKEARHLERSASESLESVMKQLEGSNDLLHDAESEIASLKEKVGLLEMSTTRQKGDLEESERRAQIAKEEASEMAKKVESLITELETVKEEKTQAIEHEKLAAESVQSLLEEKNKLINELENSREEEEKSKKAMESLASALHEVSSEAREAKERLLSSQAEHEHYETQIEDLKLVLKATNEKYESLLDEAKEKIDDLTTSVEQSKNEHHISKAEWEDRELHLMNCVKKTEEENSSMEKEINRLVNLLKEAEQEVSFKEEAVQLKNSLHEAESEVTYLKEVLGEAKGESMKLKESLLDKENEVQNILQENEELRSREAESLKKVEELSNSLKEALAKKETEENGELSESEKDYDMLPKVVEFSERNGGGILEKPKIEVIPHQSEQSAEEKSERVVNIISHDEAVETLTEVEKPNGELKGNEHKEKEDDDSAEGEFKMWESCKIGDKDFSPERDTAQEEESESKTDVGESFDQVNGVPSAENPENGGTSPTKPQSQKKKKPLLHKFGSLLKKKGTSSQK*

NbL13g14450.1 WEB_family_protein_At3g02930_chloroplastic−like [MW = 109.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSVRTVKVSNVSLGASEQDIKEFFSFSGDIEYVEMISENERSQIAYVTFKDPQGAETAVLLSGATIVDQSVTVALEPDYELPPTAPVPIKATERANAPGGGSAIQKAEDVVSSMLAKGFILGKDAVNKAKTFDEKHQFISTASAKVASLDQKIGLSEKINMGTTIVNDKVKEMDQKFQVTEKTKSAFAAAEQTVSTAGSAIMKNRYVLTGASWVTGAFNKVTKAAGEVGQKTKEKMAEEEQGRSSAAGYVPIHAFSESPKASKTEEPANPLHLRT*

NbL13g14360.1 binding_partner_of_ACD11_1−like [MW = 29.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MGQAFRKLFDTFFGNSEMRVVMLGLDAAGKTTILYKLHIGEVLSTVPTIGFNVEKVQYKNVIFTVWDVGGQEKLRPLWRHYFNNTDGLIYVVDSLDRERIGKAKQEFQAIIRDPFMLNAIILIFANKQDMKGAMTPMEVCEGLGLYELKNRKWHIQGTCALRGDGLYEGLDWLASTLKEHKAVGYSSIGPSSF*

NbL13g14210.1 ADP−ribosylation_factor_1−like_2 [MW = 21.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAANLQSRGLVSLGKRVVNQISYASARTSANSPSLSDRRGVQTSVYDKNPEDHVRDSVVPDEVIELQSEKYWGPHPQTGVFGPAATNSAGGERGFHHSPATAAAAAESILEQKTFFRPLEDLDKPQHA*

NbL13g14070.1 uncharacterized_LOC104210248 [MW = 13.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSDSREESPDWLRSFQAPAQITLSSGSESPLDKSRLSDDEDSINLSKLFQKDKASLSEAKSSQDGQECQLNKMSEVNSPIKNEKVDRAPTRKRKKEHQSEKEGKSTDKVFTKRRALEKAFTDEEPSHPVLTLSSDSESSHDGSSIKVEEVFDKELLHDAKPIKEEENDVPSTSKSPKKKLKKDLEKKKKLESQLKEEKEDMDAVEENIPEKQSVPNLSTSRLPLVIPEKVQRTKALVECEGDSIDLSGDMGAVGRIVISDGPSGKHEMLFDLKGTIYKTTILPSRTFCVVSFGQTEAKVEAIMNDFIQLTPQSNVYEAETMVEGTLDGFTFDSDEEAENLRRPASQGDQNENADHQINGNVKAKAKKASATEQKKGKKGVKIPNKVKKKPQAPKKSKSKK*

NbL13g13970.1 DNA−binding_protein_BIN4 [MW = 44.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain PF19026 HYPK UBA domain

Protein sequence:
MPGPVVEEIEAEKKLKEDEPIVEDVKEEDDHDDDADDSDDDDDDDKEDGALGGSESSKQSRSEKKSRKAMLKLGMKPVTGVSRVTIKRTKNVLFFISKPDVFKSPNSETYVIFGEAKIEDLSSQLQTQAAQQFRMPDMGSVMAKSDVSPSTAAAEADEEEEEVDETGVEPRDIDLVMTQAGVSRSKAVKALKCHNGDIVSAIMELTT*

NbL13g13840.1 nascent_polypeptide−associated_complex_subunit_alpha−like_protein_2 [MW = 22.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00891 O−methyltransferase domain PF08100 Dimerisation domain

Protein sequence:
MGSTSQSQNNSLTHTEDEDFLFAMHLCSASVLPMVLKSALELDLLELMAKAGPGAAISPSELAAQLSTKNPEAPVMLDRMLRLLATYSVLNCTLRTQPDGSVERLYSLTPACKYLTKNADGVSVAPLLLMNQDKVLMESWYHLKDAVLDGGIPFNKAYGMTAFEYHGTDPRFNKVFNRGMSDHSTMSMKKILEDYKGFEGLNSIVDVGGGTGATVNMIVSKYPSIKGINFDLPHVIEDAPAYPGVEHIGGDMFASVPKADAIFMKWICHDWSDEHCLKFLKNCYEALPANGKVIVAECILPEAPDTSLATKNTVHIDIVMLAHNPGGKERTEKEFQALAKGAGFTGFHKACCAYNTWVMEFNK*

NbL13g13820.1 caffeic_acid_3−O−methyltransferase−like [MW = 39.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSQPPPQQPHQHHLHKKPTSFPDFIFTAFSLFIFFSSSNPTTSIIRKFTPLISFPLNPRRFVRNPTMSDRSSTNLRNPTTHPFPNPQSLSDWLKPRLPSDSFSSWGVKPGTKNVNNLWLELSEGETLLADSTPPVRTVEVMVVRVIGKDNKILVESHQELSNGVVRQRGRPLSEKMKPGETVDDAVFRAVKEELGSSIVKILPNSYSTKVEERVSASYPGLPACYVLHTVDVVVDGLPEEEFCTEETDEYADSSERILADGAVSCKKHYWKWVDADSL*

NbL13g13800.1 uncharacterized_LOC107802109 [MW = 31.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06814 Lung seven transmembrane receptor

Protein sequence:
MAALYKSSLFSIVFAFLIATVFAEIRSTQIRSDSRPTIPFDEFGFTHFGRLNLTVTDISFSSPKSGPEPVPSELGFFLVTNEAWQHVLEQLQDGEIQCTLHSNLVKRVFTFDQLQPSARQFTTSFTVSDANQFTLVFANCMPNLVISMNVHSVMYNFNPKNGQLDFLSAGKTALPTIYFLFFIVYVLMGVFWVLTLYKKRLSVYGIHFFMLAVVVLKALNLVCEAEDKSYIKKTGTAHGWDVLFYIFSFLKGITLFTLIVLIGTGWSFLKPYLQDKEKNVLMIVIPLQVVANLAQVVIDETGPFSENSYTWKQVFLLVDIVCCCAVLFPIVWSIKNLREAAKTDGKAAVNLMKLTLFRQYYVIVICYIYFTRVVVYALETITSYRYQWTSVVAAEAATLAFYVFTGYNFRPKAHNPYFAIDDEEEEAASEALKLEDEFEL*

NbL13g13680.1 protein_GPR107−like [MW − SP = 47.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05030 SSXT protein (N−terminal region)

Protein sequence:
MQQQQQLQPPVLNSAPPLPLNAITTEQIQKFLDENKNLILAILENQNLGKLSECAQYQALLQKNLMYLAAIADAQPQQSAATSQAPSTTQPGSQMQQTQAALQQQPGVPISKLPFQLNALPSQEQQQQMLHFQQQQQQFQGQYGFGPTANNAMHQLMQPGLNSSGTLDARGNKQGNLEGNPSDGLGKSAARHVNSERE*

NbL13g13660.1 GRF1−interacting_factor_3−like [MW = 21.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00173 Cytochrome b5−like Heme/Steroid binding domain

Protein sequence:
MASDGKVHGFEEVAKHNKTKDCWLIISGKVYDITPFMDDHPGGDEVLLSATGKDATNDFEDVGHSDSAREMMDKYYIGDIDVSTVPLKRSYVPPQQAPYNPDKTPEFIIKILQFLVPLLILGLAFAVRHYTKEK*

NbL13g13530.1 cytochrome_b5−like [MW = 15.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGAWKRRASLVVFAIVLFGSLFAFSIAKEEATKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVAFTDGERLIGEAAKNQAAVNPERTIFDVKRLIGRKFDDKEVQRDKKLVPYEIVNKDGKPYIQVKIKDGETKVFSPEEISAMILTKMKETAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSILTIDNGVFEVLATNGDTHLGGEDFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFDGVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKNQIDEIVLVGGSTRIPKVQQLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVTISVFEGERSLTKDCRLLGKFDLTGIAPAPRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNDKGRLSQEEIERMVKEAEEFAEEDKKVKERIDARNSLETYVYNMRNQINDKDKLADKLESDEKEKIETATKEALEWLDDNQSAEKEDYDEKLKEVEAVCNPIITAVYQRSGGAPGGASEESNEDDDSHDEL*

NbL13g13250.1 luminal−binding_protein_5 [MW − SP = 70.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07724 AAA domain (Cdc48 subfamily) PF10431 C−terminal, D2−small domain, of ClpB protein

Protein sequence:
MAAAFRSKHRASMAITHFRYFIINDFHTGRLPNFHLCTRTSKWDNLLSNSSAPHNSSLFKTVSFLGEFKSSQNYSNRKSNKNKGKISMSSSNNYGGDPPEIWQPPGGEGIVVRPGVKFVQAGEGEGGPGPGSGGGFGSGSKDGSWGGSNLGSHFPTPKQLCKGLDKFVIGQERAKKVLSVAVYNHYKRIYNDSSHKWPAGNDSSEKADGAENESVELEKSNILLMGPTGSGKTLLAKTLARLVNVPFVIADATTLTQAGYVGEDVESILYKLLTVADYNVAAAQQGIVYIDEVDKITKKAESLNISRDVSGEGVQQALLKMLEGTIVNVPEKGARKHPRGDNIQIDTKDILFICGGAFIDLEKTISERRQDSSIGFGAPVRANMRTGGVTSAAVTSSLLEIVESSDLISYGLIPEFVGRFPILVNLSALTENQLVQVLTEPKNALGKQYKKMFQMNGVKLHFTEDALRLIAKKAISKNTGARGLRSILESLLMDAMYEIPDVRTGDDIIDAVVVDEESVGAEGRGCGAKILYGKGAFDRHFPQNRPKDYETNLEGSDGDHEAEQELPSIVAL*

NbL13g13030.1 CLP_protease_regulatory_subunit_CLPX1_mitochondrial [MW = 61.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01535 PPR repeat PF13041 PPR repeat family

Protein sequence:
MALSKHTFFTHHLKTLAKPHYLRRPQPPPPSFISLRLLSFATPEEAAAERRKRKRRLRIEPPLSSLRQQHQPRPTTPQNPSSTNNPNAPKIPETVSVLTGNRLNLHNKILKLIRENDLEEAALYTRHSVYSNCRPTIFTCNAVMAAQLRQSRYSDLLSLHRFITQAGVAANIVTHNLLLTAYMDCRKTDMAMEHYKQIINNAPFNPSPTTYRILIKGLVDNNKIDRALELKEEILSKGFSADPIVYSYLMSGQAKGPNPDGVFELYEELKEKMGGYVSDGVVYGSLMKGYFLRGMEKEAMESYEEAVGENSKIKMSAVAFNYVLDALSKNGKFDEALKLFDRMLNEHDPPKRLTVNLGSFNVMVDGYCALGRFKDAIDVFNSMGEKRCRPDTLSYNNLIEQLCKNDLLGEAEDLYKDMGEKGVSPDEFTFVLLMDTCFKENRPDDAAMYFKTMVDAKLRPNLGVYNRLVDGLVKVGKVDEAKSFFDLMMGKLRMNDDSYKFMMNALFEIGKHDEVLKIVDRMLREDPADFTDDLQEFIREAFRKEDRDEELTKLMDDIEREKKEAAAAEAEAAERAKASARAAVSSLINSPKLFGNKEPEEQSTTAGEAANSNDDVEQAVPEQEVSAQESAAEASSSGEGAEAENLVATEARSDGAV*

NbL13g13010.1 pentatricopeptide_repeat−containing_protein_At3g49240−like [MW = 73.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family PF00930 Dipeptidyl peptidase IV (DPP IV) N−terminal region

Protein sequence:
MQSTNSSNKKCLKRSRSFPSEMPATDTNVAKPLEDCILFPVEEIVQYPLPGYGSPTCISFSPDDSLVTYLHSPNQTLYRKVFVLDLKSGRQDLFFSPPDGGLDENNLSAEEKLRRERSRERGLGVTRYEWVKATAKRKVIMVPLPAGLYLKDQNAEPELELASTSSSPVLDPHISPDGTRLAYVRDNELHVLNLLYDESKQLTTGADGNVITHGLAEYIAQEEMERKNGYWWSLDSKYIAFTQVDSSGIPLFRIMHQGKSSIGPEAEEDHAYPFAGGANVKVRLGVVPTNGSQITWMDLLCGEKDKENEEEYLGRVNWTHGNILTAQVLNRSHSKLKILKFDIKTGQRNVLLVEEHDTWINLHDCFVPLDKGHNRTNGAFIWASEKTGFRHLYLHDTNGVCLGPITQGDWLVEQVAGVNEVTGLVYFTGTLDGPLESHLYCAKLFPDAHSPLQSPLRLTNGRGKHAVVLDHQMQRFIDIHDSLVSPPRISLCSLHDGSLIMHLFDQPVSVPRFRKLHLESPEIIQIQAQDGTALYGQLYKPDPVKFGPPPYRTMIEVYGGPSVQLVCDSWTNTVDMRAQYLRSKGILVWKMDNRGSARRGFVFEGALKYNCGLVDAEDQLTGAEWLLKQGLAKQGHIGLYGWSYGGYLSAMTLARFPEVFKCAVSGAPVTSWDGYDTFYTEKYMGLPSENPSGYRESSVMHHVNKIKGKLLLVHGMIDENVHFRHTARLINALVAAGKTYELLIFPDERHMPRRMRDRIYMEERIWEFIQRNL*

NbL13g12940.1 dipeptidyl_peptidase_9 [MW = 87.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MGYGRLGKPDPGEISGRHIIPNDIPTPKSRSSKLKFLIIFAIVLLTASVISVAVLVGVRKNSGNRIDKPSQAMARTCSHTLYPSLCLNSLINYPGAKSASDSDLVHISVNLTLQRFGKALYISSDINNIEMNTHIRSAYDDCLELLEESVDLLSHSLNSVFPGDGGGNSPAGSTQDVMTWLSAALTNQDTCTDGFADVTGNVKDQMSENLKALSELVSNALAIYAAANGDDDFSGIPIQNRRRRLMGLEHNDVPTTNEHDDFPKWLSRRDRKLLNKSVSTIQADIIVAKDGSGTVKTIAEAIKKVPEKSNRRTIIYVKAGRYEENMLKVGRKKMNLMFIGDGKGKTVITGGKNIGQNITTFHTASFAATGAGFVARDMTFENYAGPSKHQAVALRIGGDHAVIFRCNIIGYQDTLYVHSQRQFYRECDIYGTVDFIFGNAAVVLQNCNIYARKPMANQKNTITAQNRKDPNQNTGISIHACKILATPDLEASKGSFPTYLGRPWKMYSRAVYMLSNMGDHIHPSGWLEWNGDFALDTLYYGEYMNFGPGAAVGKRVTWPGYRVIKSVEEASKFTVAKFIYGSSWLPSTGVAYLAGLNT*

NbL13g12920.1 probable_pectinesterase/pectinesterase_inhibitor_61 [MW = 65.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
MAIISDYEEQENKPSPAAAASPPTKPFKAVLDPANPLGFLETAFEFVGRESDLFKSDSLINDVNAVVRMVKDKLEAEERKKKEKVETSNAKAAAEKKVKEEVPAVATKKEAKEVKAKEVKEEKEDDKKGPRAPNKGNGLDLENYSWNQSLQEVNVNIPVPPGTKSRFIVCDISKNRLKVGLKGQPPIIDGELYRPVKVDDCFWSLEDQKSISVLLTKKDQMDWWKCCVKGEPEIDTQKAEPESSKLADLDPETRSTVEKMMFDQRQKSMGLPTSDETQKQEILKKFMAEHPEMDFSKAKIS*

NbL13g12900.1 protein_BOBBER_1−like [MW = 33.87 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00310 Glutamine amidotransferases class−II

PF01493 GXGXG motif
PF01645 Conserved region in glutamate synthase

PF04898 Glutamate synthase central domain
PF07992 Pyridine nucleotide−disulphide oxidoreductase

PF14691 Dihydroprymidine dehydrogenase domain II, 4Fe−4S cluster

Protein sequence:
MSIASSSVNNGMVMPSPAKSLAGNQLNAMPLSRVGVGLGRTARASRSLAKRTTGYDKRFYGAKLRASGSERLHLWQSDGPGQAPKLKVVVRSALSNVPEKPLGLYDPSFDKDSCGVGFVAELSGESNRKTVTDAVEMLVRMSHRGACGCETNTGDGAGILVALPHDFYKEVASEVGFELPPPGQYAVGMFFLPTSESRREQSKIVFTKVAESLGHTVLGWRPVPTDNSGLGKSALQTEPVIEQVFLTPTPRSKVDFERQMYILRRVSMVAIRAALNLQHGGVRDFYICSLSSRTIVYKGQLKPNQLKEYYYADLGNERFTSYMALVHSRFSTNTFPSWDRAQPMRVLGHNGEINTLRGNVNWMRAREGLLKCKELGLSKTEMKKLLPIVDASSSDSGAFDGVLELLLRAGRSLPEAVMMMIPEAWQNDKNMDPNRKALYEYFSALMEPWDGPALISFTDGRYLGATLDRNGLRPGCFYVTYSGRVVMASEVGVVDIPPEDVCRKGRLNPGMMLLVDFENHVVVDDEALKQQYSLARPYGQWLKRQKIELKDIVESVNKSYRVPPPISGVLPALNDDDSMENMGLHGLLAPLKAFGYTVESLEMLLLPMAKDGVEALGSMGNDAPLAVMSNREKLAFEYFKQMFAQVTNPPIDPIREKIVTSMECMIGPEGDLTETTEEQCHRLSLKGPLLSIEEMEAVKKMNYRGWRSKVLDITFSRDRGTKGLEETLDRICSEAHSAIQEGYTTVILSDRAFSPKRVAVSSLLAVGAVHHHLVKKLERTRVGLIVESAEPREVHHFCTLVGFGADAICPYLAVEAIWRLQVDGKIPPKSTGEFHSKDELVKKYFKASHYGMQKVLAKMGISTLASYKGAQIFEAVGLSSEVMERCFKGTPSRVEGATFDALAKDALKLHELAFPSRALAPGSAEAVALPNPGDYHWRKGGEIHLNDPLAIAKLQEAARTNSVAAYKEYSKRVQELNRQCNLRGLLKFKEAEVKVPLEEVEPASEIVKRFVTGAMSYGSISLEAHATLAMAMNKMGGKSNTGEGGEQPSRMEPLPNGSMNPKRSAIKQVASGRFGVSSYYLTNADELQIKMAQGAKPGEGGELPGHKVIGDIAVTRNSTAGVGLISPPPHHDIYSIEDLAQLIHDLKNANPGARVSVKLVSEAGVGVIASGVVKGHADHVLISGHDGGTGASRWTGIKSAGLPWELGLAETHQTLVANDLRGRTTLQTDGQLKTGRDVAVAALLGAEEFGFSTAPLITLGCIMMRKCHKNTCPVGIATQDPILREKFAGEPEHVINFFFMLAEEVREIMSQLGFRTLTEMVGRSDMLELDKDLTKNNDKLKNIDLSLLLRPAADIRPEAAQYCVQKQDHGLDMALDNNLIALSKAALEKSLPVYIETPICNVNRAVGTMLSHEVTKRYHLAGLPADTIHIKLSGSAGQSLGAFLCPGITLELEGDSNDYVGKGLSGGKIIVYPPKESKFDPKENIVIGNVALYGATTGEAYFNGMAAERFCVRNSGAKAVVEGVGDHGCEYMTGGTVVVLGKTGRNFAAGMSGGVAYVLDVDSKFRSRCNSELVDLDKVEEEDDIMTLKMMIQQHQRNTNSQLAKDVLVDFDNLLPRFIKVFPRDYKRVLASMKKEEANKAANERAMKEAEEQEEADLKEKDAFEELKKLAAASKDQSSQVEEEKTLKRPTEVVDAVKHRGFVAYERQGVSYRDPDVRMRDWREVMEESKPSTLLKTQSARCMDCGTPFCHQENSGCPLGNKIPEFNELVYQNRWREALDRLLETNNFPEFTGRVCPAPCEGSCVLGIIENPVSIKSIECAIIDKAFEEGWMVPRPPSERTGKTVAIVGSGPSGLAAADQLNRKGHTVTVFERADRIGGLMMYGVPNMKTDKIDVVQRRVDLMEKEGVKFVVNANVGNDPVYSLEQLREDHDAIVLAVGATKPRDLPVPGRDFSGVHFAMEFLHANTKSLLDSNLQDGKYISAKGKKVVVIGGGDTGTDCIGTSIRHGCSSVVNLELLPQPPQTRAPGNPWPQWPRIFRVDYGHQEAAAKFGKDPRSYEVLTKRFIGDENGNVKGLEVIRVQWEKDASGRFQFKEVEGSEEIIGADLVLLAMGFLGPESTIADKLGLEKDNRSNFKADYGRFSTSVEGVFAAGDCRRGQSLVVWAISEGRQAAAQVDKFLMKDDEDDFTVDVASQQEFVKKQQDSSKQQTVVT*

NbL13g12830.1 glutamate_synthase_1_[NADH]_chloroplastic [MW = 242.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
MLCNSYARFVVFQAAHIDRHIVQRQFIKLIKSLNATRSISYSWNSVYTARRTMMVDTGATAKGGPVVDVSPEKDDNNGGFASGGWKSEDGRLSCGYSSFRGKRATMEDFYGIKTSKVDGQTVCLFGIFDGHGGSRAAEFLKKHLFENLMKHPEFPTNTKLAISETYQQTDMDFLDSEKDTFRDDGSTASTAVLVGNHLYVANVGDSRTIISKGGKAIALSEDHKPNRTDERKRIESAGGVVMWAGTWRVGGVLAMSRAFGNRMLKQFVVAEPEIQDQEIDEELELLVLASDGLWDVVPNEDAISLAQAEEEPEAAARKLTETAFTRGSADNITCIVVKFHHKKVEPEGSQQG*

NbL13g12770.1 probable_protein_phosphatase_2C_76 [MW = 38.79 kDa]
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1 125 249 373 497 620

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

PF17808 Fn3−like domain from Purple Acid Phosphatase

Protein sequence:
MRGFALDAMGTLVALLSIMLTLVSRQGVTCHAEQPLSKIAIHKTILALDIHASIKATPSVLGVNGENKEWVVLEYNISNPSADDWIGVFSPGNFSASSCFPDNPRTFPPFLCTAPIKYKYANYSSLRYKDTGKGSLKLQLINQRSDFSFALFSGGLFSPKLVAVSNIVSFANPNAPAYPRLAQGKTWDEMTVTWTSGYGINEAEPFVEWGRKGGQKGHTPAGTLTFDRSSMCGAPARTVGWRDPGFIHTSFLKELWPNSLYTYKLGHRFFNGTYIWSQLYQFKSSPYPGQKSLQRIVIFGDMGKDEADGSNEYNQFQPGALNTTNQLINDLKNIDIVFHIGDICYANGYISQWDQFTSQIEPIASTIPYMLASGNHERDWPGTGSFYGNMDSGGECGVLVQNMFYVPTENRDKFWYSTDYGMFRFCIADTEHDWREGTEQYNFIEHCLASVDRQKQPWLIFLAHRVLGYSSDSSYANEGSFAEPMGRESLQKLWQKYKVDIAIFGHVHNYERTCPIYQNICTNNEKHFYKGALNGTIHVAAGGAGASLSDFTPIQTTWSIFRDYDHGFVKLTAFDHSNLLFEYKKSRDGKVYDSFRISRDYRDILACTVDSCPSMTLAS*

NbL13g12740.1 probable_inactive_purple_acid_phosphatase_1 [MW − SP = 66.91 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00560 Leucine Rich Repeat
PF08263 Leucine rich repeat N−terminal domain

PF13855 Leucine rich repeat

Protein sequence:
MGTKFHFLSVLFCSTMFWLASSEPFEDKEALLDFLDNINHSRYLNWDVQTSACYSWTGVTCNHDNSRIIAVRLPGVGFRGSIPVNTLSRLSALQILSLRSNSLSGPFPSEFANLGNLTSLYLQSNNFNGSLPADFSAWKSLSVLDLSYNDFSGSIPSSVSNLTHLTALVLANNSLSGNIPDLNLPSLQLLDLSNNDFTGNVPNSLQRFPGSAFAGNRLSPANLSPSLPPVPPPSIPPKKKSLKLREPAILGIVIGGCVLGFLLIAAVLIMLYSKKEGKNGAIEKSVKKEASVRKGASSSQHGERNLVFFEGCNLAFDLEDLLRASAEVLGKGTFGTAYKAALEDSTTVVVKRLKESVGRKDFEQQMEVVGNIRHENVAPLRAYYYSKEEKLMVYDFYSQGSASVMLHAKRSVDRIPLDWDSRLRIAIGAARGIAHIHGQTGGKLVHGNIKSSNIFLNSQGFGCISDLGLATIMSPLVPPVMRAAGYQPPEVTDSRKVSQASDVYSFGVLLLELLTGKSPIHATGTNEVVHLVRWVHSVVREEWTAEVFDVELLKYPNIEEEMVEMLQTGLTCVARMPDQRPKMSQVVKMVEGVRRVNTGTRPSSEGSTPNLTPPMTEIRSSSIIN*

NbL13g12590.1 probable_inactive_receptor_kinase_At4g23740 [MW − SP = 65.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
FTPKNQIQQHKRVTYGIKLPGSKNSPAIFFNLPPLPNSAVAIEISGRAAMEYDYRNRTGSPYDTQLPPMYGRPATGAPHPQPHPMYGQQAPGLYPRVGQTSGGGRNPPIHHTSSQSSNTGVGIRVAIKPEYRITPPPPLSTQVGDIPRSTFNFDFDFEKKILAEAEKESQNWSRLGLENLPSRLPEQTNTGSTGDSVINKYTAFGFNREAVAIAVANYGDNPIKVKEFAERYTRLKEEMGFSSNSVADALLLNDNDTDKAISHLIGNSS*

NbL13g12560.1 uncharacterized_LOC107819525 [MW = 29.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MTHIFQFFHTVEPTSSFFIFSSSIQTRPLSSTSPPKNSGDFFKVSLLLSPFILYNSSFPHAFAHSLAYSPSISLSIYPMSQVVATRSIQTSFSSPNHGSLQTQVEKLIKPSSFASKVLARNERSKSCSAIRVNAPQITARRSVRAEPQVLPVSPEDVPKSEEQLQYLQAIQQLGETSVGMWSKPTVRRKTKIVCTIGPSTNTREMIWKLAEAGMNVARLNMSHGDHASHQKVIDLVKEYNAQSKDNVIAIMLDTKGPEVRSGDLPQPITLQPGQEFTFTIKRGVGTADCVSVNYDDFVNDVEVGDMLLVDGGMMSLQVTSKTEESVKCEVVDGGELKSRRHLNVRGKSATLPSITEKDWDDIKFGVDNKIDFYAVSFVKDAAVVHELKNYLKSCSADIHVIVKIESADSIPNLHSIITSSDGAMVARGDLGAELPIEEVPLLQEEIINICRSMGKAVIVATNMLESMIVHPTPTRAEVSDIAIAVREGADAVMLSGETAHGKFPLKAVKVMHTVSLRTEATIVGGETPPNLGQAFKNHMSEMFAFHATMMSNTLGTSIVVFTRTGFMAILLSHYRPCGTIFAFTNDKKVQQRLALYQGLCPIYMEFSEGAEETFTNALSVLQKQGMVKEGEQVALVQSGRQPIWRLQSTHNIQVRKV*

NbL13g12280.1 plastidial_pyruvate_kinase_2 [MW = 72.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05096 Glutamine cyclotransferase

Protein sequence:
MSLLNRRFQVLSLVVLLSIIAFGFSEAEASYQVYKVKVVNEFPHDPKAYTQGLLYAENDTLFESTGLYGRSTVRKVALGNGKVEAAHKMQSSDFGEGLTLLGQRLFQLTWLQDTGFIYDRYNLSKFEKFTHHMQDGWGLATDGGVLFGSDGTSTLYEIDPQTMKVIRKRVVKSQGHEVPYLNELEYVKNEIWANVYVTDCIARISPKDGTVIGWILLQSLREDLISRGYKDFEVLNGIAWDRDGDRILVTGKLWPKLFEIKLLPLPPNAPLIGEVNNLCIPKPFFLGELES*

NbL13g12170.1 glutaminyl−peptide_cyclotransferase−like [MW − SP = 29.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MAGEVAKEETVVTKVKILKKTNVKPHKPLGKKECQLVTFDLPYLAFYYNQKLLIYKGAENFDETVEKLKDGLTLVLEDFYQLAGKLGKDDEGVFKVEYDDDMDGAEVIVAAAEGIEVADLTDEEGTSKFLDLIPCNKILNFEGLHRPLLAVQLTKLKDGLTIGIAFNHAVLDGTSTWHFMASWAQLCSGSTSISVPPFLERTKARNTRVKLNLSPPSDATEPDKSAPNGDVIASVDPPLRERIFKFSESAIDQIKSKVNANPPEGSSNPFSTFQSLSAHVWLAITRARQLKPEDYTVYTVFADCRKRVDPPMPESYFGNLIQAIFTVTAAGLLLSQPIEFAAGMIQQAIVKHDAKAIDERNKEWESNPKIFQYKDAGVNCVAVGSSPRFKVYDVDFGWGKPESVRSGSNNRFDGMVYLYQGKSGGRSIDVEISLEANAMERLEKDKEFLMEA*

NbL13g11970.1 BAHD_acyltransferase_DCR [MW = 50.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain

Protein sequence:
MGSRFEVEVKISSAKDLKNVNWRYGRLKPYVVVWVDPKAKCSTKVDEDGDMSPYWDEKLVIPLYSPIEESTLYIDIVHANAEKDTKPLIGSAKLHLRDVVDTVGIGNCCERSLDLKRPSGRPQGKVKVEVSVRDPRYRAPDPYYAPPYGVPPPGSRDYPAAPPQPYGGSYGAPAPYAAPPSGYPYSAAPAPAPYGQQQPSYGAPPAPYSQGDSYGPPGYSQGSYGQQQGNYGQASYGQQSGYKYEEKKGKFGGMGLGAGLAVGAVAGALGGLAISEGIDHIEDNIADKAAEKVEDDLADDDYDGDDF*

NbL13g11960.1 WW_domain−containing_protein_C11B10.08−like [MW = 32.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01158 Ribosomal protein L36e

Protein sequence:
MAPPNTGLAVGLNKGHVVTKKELAPRPSDRKGKTSKRVHFVRSLIREVAGFAPYEKRITELLKVGKDKRALKVAKRKLGTHKRAKKKREEMSSVLRKMRATGGAEKKK*

NbL13g11800.1 60S_ribosomal_protein_L36−1−like [MW = 12.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07521 Zn−dependent metallo−hydrolase RNA specificity domain

PF10996 Beta−Casp domain
PF13299 Cleavage and polyadenylation factor 2 C−terminal

PF16661 Metallo−beta−lactamase superfamily domain

Protein sequence:
MGTSVQVTPLCGVYNENPLSYLVSIDGFNFLIDCGWNDQFDTSLLQPLSRVASSVDAVLLSHPDTFHLGALPYARKQLGLSNSAPIYATEPVYKLGLLTMYDQYFSRKQVSEFDLFTLDDVDSAFRNVTRLTYSQNHYMSGKGEGIVIAPLVAGHLLGGTTWKITKDGEDIIYAVDFNHRKERLLNGTVLGSFVRPAVLITDAFNALNNQPSRRQRDQEFLDAIEKTVNVGGNVLLPVDTAGRVLELILTLEQHWMQKQLSTPIFFLSYIASSTVDSAKSFLEWMSDSIAKSFEHTRDNAFLLRKIKPVINKSGLEEVPGPKVVMASMASLEAGYSHDIFVEWAADPKNLVLFTERGQFGTLARILQSNPPPKAVKVTMSRRIPLVGEELAAYEEEQNRIKREEALKATLVKEEESKAPIGAEVISGDPMVIDARVTHASSNAAGPYSGAFKDVLIDGFVPPSSGVAPMFPFYDNTSEWDDFGEVINPDDYVIKDDNMEQSSMHVDGDLNGNLDEGSANLILDSTPSKVVSSELTVQVKCSLLYVDFEGRSDGRSIKSILAHVAPLKLVLVHGSAEATEHLKQHCLKQVCPHVYAPQLEETIDVTSDLCAYKVQLSEKLMSKVLFKKLGDYEIAWVDAEVGKTENGTISLLPLSGPAPPHKTVLVGDIKMSDFKQFLASKGVQVEFAGGALRCGEYVTIRKVGDASQKVGGVQQIVLEGPLSEEYYKIREYLYSHFYSL*

NbL13g11780.1 cleavage_and_polyadenylation_specificity_factor_subunit_2 [MW = 81.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MANSTLTGLLKHVAEKFPSHRAISISGKFDITHARLQELIERAASQLVSAGVKHGDVVALTFPNTIEFVIMFLAVIRVRATAAPLNSAYMADEFEFYLSDSESKLLITGKEGNEAAQTAASKLKIRHITATLPQADSDITFSPAPSGSDLESVSKIVNDPSDVGLFLHTSGTTSRPKGVPLTQLNLASSVNNIKSVYKLNDPDSTVIVLPLFHVHGLIAGLLSSLGAGASVTLPSAGRFSASTFWSDMKKYNATWYTAVPTIHQILLDCHLSKPESDYPKLRFIRSCSAALAPSVMARLEEAFGAPVLEAYAMTEATHLMASNPLPENGPHVPGSVGKPVGQEMAILDENGVVQGPNAKGEVCIRGPNVTKGYKNNPEANKSAFQFGWFHTGDVGYLDSDGYLHLVGRIKELINRGGEKISPIEVDAVLVSHAEIAQAVAFGVPDDKYGEEINCAVIPREGSNIDEAEVLRFCKKNLAAFKVPKKVFMTDSLPKTATGKIQRRLVAEHFLAQISTAKVPKFGA*

NbL13g11710.1 oxalate−−CoA_ligase−like [MW = 56.17 kDa]
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1 91 181 271 448

Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGAKFWEVICAEHGIDSTGRYQGDNDLQLERLNVYYNEASCGRFVPRAVLMDLEPGTMDSVRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDSVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYRNLTVPELTQQMWDSKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMINVQNKNSSYFVEWIPNNVKSTVCDIPPTGLRMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATAEEEEYDYEDEEEEGQEA*

NbL13g11700.1 tubulin_beta−1_chain−like [MW = 50.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03188 Eukaryotic cytochrome b561

Protein sequence:
MATGLKALPFSFGAHFLAAVAAIMVLVWAIYFRGGLAWEADNKNLIFNIHPVLMLIGFIILGGEAIMSYKSFPLKKQVKKVIHLILHAIALVLGIVGICAAFKNHNESNIPNMYSLHSWVGISVIVLYGIQWIYGFVVFFYPGGSAEVRRDSLPWHVLFGMFVYVMAVGNACLGLLEKLTFLEVNGLAKYGSEAFLVNFTAIATVLYGVFVFLTILSQAPTEDDYSYSAIS*

NbL13g11630.1 transmembrane_ascorbate_ferrireductase_1−like [MW = 25.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03763 Remorin, C−terminal region PF03766 Remorin, N−terminal region

Protein sequence:
MAEVEATKVETEKVVDPTPPAPEAPAPVKEAEPVVETPKEVADEKAIVAPALPPPEQVKEKSDDSKALVVVEDKPAEEKKEGSIDRDAVLARVATEKRLSLIKAWEESEKSKAENKAQKNVSAIAAWENSKKANLEAELKKMEEQVEKKKAEYIEKMKNKIALLHKEAEEKRAMIEAKRGEDLLKAEELAAKYRATGTAPKKLLGCF*

NbL13g11620.1 remorin−like [MW = 22.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MAVFGRLTHLFSATESSLSATLFPENSPPPFTTFTVFLLEVSQNSFRPIDNQNCTNFSPIHKTINLDLPISDPEAEMFKSGGNDAVVAGFVLFFPNYSSFLAKPGFYIEDIFVRECYRRKGFGRLLLSAVAAQAAKMGYGRVEWVVLDWNVNAIKFYEEMGAQILQEWRVCRLTGGALEAFANVDI*

NbL13g11590.1 probable_acetyltransferase_NATA1−like [MW = 20.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00173 Cytochrome b5−like Heme/Steroid binding domain

Protein sequence:
MALELWETLKDSITAYTGLSPTAFFTVVALALAFYYVVSELFGSTNHGHQQRSRNFEEQVQPLPPPVQLGEINEEELKEYDGSDSKKPLLMAIKGQIYDVSQSRMFYGPGGPYALFAGKDASRALAKMSFEEKDLTGDISGLGPFELEALQDWEYKFMSKYVKVGTVKQTGPVSDGATNGESVESTDREAKPAEGFASESAKPSEDGPSESVAETVDKSDGDAEKKD*

NbL13g11410.1 membrane_steroid−binding_protein_2−like [MW = 24.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MSWSSCNSLCTSSSRQLLVTTDLSSQLNIPSRLSNVGLRQKRNLHGHNGVPKVFAYYGLKTPPYKLDALEPYMSQKMLEVHWGEHHRGYVEALNKQLEKNDILYGCTMEELIKVTYNNGNPLPEFSDAAQVWNHDFFWESMQPGGGDMPKLGLLQQIEKDFGSFTNFREKFTEAALTLFGSGWIWLVLKREEKRLAIVKTSNAVNPLVWNDIPLIGLDLWEHAYYLDYKNDKAKYVNVFMNHLVSWDAALGRMARAQAFVNLGEPKIPVA*

NbL13g11340.1 superoxide_dismutase_[Fe]_3_chloroplastic [MW = 30.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MEYANGDCNGHSSQEFCIKGHQQEDPLNWNMAAAALTGSHLDEVKKMVEQFRKPAVRLGGETLTVAQVAAIAGRSGTEVTVELSEGARAGVKASSDWVMEGMNKGTDSYGVTTGFGATSHRRTQQGAALQKELIRFLNAGIFGNGRESCHTLPQSATRAAMLVRINTLLQGYSGIRFEILEAITKLLNSNITPCLPLRGTITASGDLVPLSYIAGLLTGRPNSKATGPDGELLDAVRAFQRAGIETGFFELQPKEGLALVNGTAVGSGMASMVLFEANILAVLSEVLSALFAEVMQGKPEFTDHLTHKLKHHPGQIEAAAIMEHILDGSSYVKEAKKIHEVDPLQKPKQDRYALRTSPQWLGPQIEVIRAATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNTRLALASIGKLMFAQFSELVNDYYNNGLPSNLTGGRNPSLDYGFKGAEIAMASYCSELQFLANPVTNHVQSAEQHNQDVNSLGLISSRKTAEAVDILKLMSSTYLVALCQAIDLRHMEENLKASVKNVVSLVAKKVLTIGQNGELHPSRFCEKDLLKVVDREYVFAYVDDPCSCTYPLIQKLRQVLVDHALLNGEGEKNSSTSIFEKISVFEEELKAILSKEVESARCDLENCKPSIPNRIQECRSYPLYKFVRKELGTNLLTGENVQSPGEVFDKVFTAINEGKLIDPLLDCLKEWNGAPLPLC*

NbL13g11330.1 ammonia−lyase [MW = 78.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAPSSLPIIFSTTIFLLLLSIYPSNATLGANYYDQTCPQAEDIIYKAVRNASSYDPKVPARLLRMFFHDCFIRGCDASVLLDSTPGNKAEKDGPPNISLRAFYVIDDAKTKLEKACPRTVSCADIVAIAARDVVAMSGGPHWNVLKGRKDGRISRANETINLPAPSFNTSQLIQSFAKRGLGVKDLVALSGGHTLGFSHCSSFEARLRNFSSVHDTDPSLNAVFAESLKKNCPKPNRDSNAGQFLDTTSSLFDNNYYKQIVAGKGVFASDQSLLNDYRTGWIVKAFANDQASFFWEFAASMVKLGNVGVLENGEVRLNCRAVN*

NbL13g11080.1 peroxidase_66 [MW − SP = 32.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKRKMAERRNKDGKKKEKGTGWPSIKLKFNLQLQRLKDNDLITVQNFFTPAESKAFVKAAESLGFVHQGSLGPVYGEAYRDNDRVSMHDPDLADAIWRSGLNRLFSDIKIRGRVAIGLNPNIRFYRYKAGQRFGRHIDESVDIGEGKRTHYTLLIYLSGGSKSKNKDDKDSQDSVSEILVGGETVFYGPRNALVAEVPPTEGMALVHIHGDKCMLHEARNVTKGIKYVLRSDVVFA*

NbL13g11070.1 uncharacterized_LOC107784461 [MW = 26.57 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00408 Phosphoglucomutase/phosphomannomutase, C−terminal domain

PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I
PF02879 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain II

PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MENAITLTRFSSPLVTGSCSHHLRSLSLFNSTPIFPKLSSVKYSLGTISPFRFIVTASSSPSSPSATVAESQGLEIISVPTKPIEGQKTGTSGLRKKVKVFMQENYLANWIQALFNSLPPEDFKNGLLVLGGDGRYFNKEASQIIIKIAAGNGVGKILVGKDGILSTPAVSAVIRKREANGGFIMSASHNPGGPDYDWGIKFNYSSGQPAPESITDKIYGNTLSISEIKIADIPDVDLSQLGVTKYGNFSVEVVDPVADYLELMENVFDFSLIRSLISRPVFRFTFDAMHAVTGAYAKPIFVDKLGASLESIANGEPLEDFGHGHPDPNLTYAKDLVNILYGENGPDFGAASDGDGDRNMILGRRFFVTPSDSVAIIAANAQDAIPYFHSGPKGLARSMPTSGSLDRVAQKLNLPFYEVPTGWKFFGNLMDAGKLSICGEESFGTGSDHIREKDGIWAVLAWLSILAYRNKDKRSGEKLVSVADVVREHWATYGRNFFSRYDYEECESEGANKMIEYLRDLISKSKAGDEYGNYVLDFADDFTYTDPVDGSVASKQGVRFVFSDGSRIIFRLSGTGSAGATIRIYIEQFEPDVSKHDMDAQIALKPLIDLALSVSKLKDFTGREKPTVIT*

NbL13g11010.1 phosphoglucomutase_chloroplastic [MW = 68.69 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MAGILVKSLFFFVSLCLGFSLAVCTTSNFQNIKKTYIIQMDKWAKPDVFIDHVKWYSSLVKSVLASRAEKETAGDEQERILYSYQTAFHGVAAHLSEEEVSNLQKLPGVLAVSPETKYQLHTTRSPLFLGLDREDSSKLWSDKLADHNVIVGVLDTGIWPESPSFNDTGMTPIPAHWKGACETGRGFEKHHCSKKIVGARVFYRGYEAASGKINERGEYKSARDQDGHGTHTAGTVAGSVVRGANLLGYAYGTARGMAPGARVAAYKVCWVGGCFSSDILSAVDQAVADGVNVLSISLGGGVSSYNRDSLSIAAFGAMEKGVFVSCSAGNGGPDPISLTNVSPWITTVGASTMDRDFPATVKLGTGKVITGASLYKGRRNLSTEKQYSLIYLGNNSSSPMPSSLCLEGTLDGADIAGKIVICDRGISPRVQKGQVVKDAGGVGMILTNTAANGEELVADSHLLPAVAVGEREGRAIKHYASARNATATLKFLGTKLGIRPSPVVAAFSSRGPNFLTLEILKPDMVAPGVNILAAWTGALGPSSLPTDQRRTNFNILSGTSMSCPHVSGIAALLKARHPDWSPAAIKSALMTTAYVHDNTYNSLKDSSTATPSTPYDHGAGHINPRKAVDPGLVYDIGAQDYFEFLCTQQLSPSQLTVFGKFSNRTCHHSLANPGDLNYPAISAVFPEDAKVSTLTLHRTVTNVGSPISNYHVRVSPFKGAVVKVEPSRLNFTSKHQKLSYKVIFETKYRQKAREFGSLLWKDGTHKVRSTIVITWLASI*

NbL13g10910.1 subtilisin−like_protease [MW − SP = 81.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02892 BED zinc finger PF09360 Iron−binding zinc finger CDGSH type

Protein sequence:
MFGKGKSKTGESSRQNTTPPPASRPRKDKQIQSSSQPRNPNKPFGILDSDHPYFQFSDIDFLHDVAVGDRIDNGIMNALYPNAPILEGNEDDDDDETQAPVDLDDTPTSPAHNLGDEPEHLSVQTPTFSRQPPKRSETSLVWQFFIQLREQNKAKCKSCGKLLVHRYTGDRSGTGSLVKHIRLHPSDKARFLQLKAQQEGRASTDTIVNPSTGSILVQPGINTVTGEPEPDGTRNRMVAVPAPKPPEPEPQTQIDPEPEPDTALHPRDLRSLVSLWLGQYSPHKIAFRVELGPMSILIMNQKLTMASAISMIQAGFSYGGALSSFTARPRRMVVVRAEAINPDIKKDEAKVVDSVIVTELSKPLTAYCRCWRSGTFPLCDGSHVKHNKETGDNVGPLLLKKQ*

NbL13g10850.1 uncharacterized_LOC107782590 [MW = 44.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03178 CPSF A subunit region PF10433 Mono−functional DNA−alkylating methyl methanesulfonate N−term

Protein sequence:
MSFAACKTMHCPTGIENCAAGFITHSAADFTPQIHTADVDSDWPATKPLGPIPNLVVSAGNVLEIYLVRVEQASSRDAAEVKRGGLMAGISAASLELVCNYRLHGNIYSMGVLTAGGADGGRRRDSIILSFEDAKMSVLQFDDATHGLRTSSMHCFEGPDWFHLKRGRESFDKGPIIKVDPQGRCAGVFAFEQQMIILKAAEINSSLVGEDSAFSSGGASARIESSYIITLRDLDVRHVKDFIFLHGYIEPVMVILHERELTWAGRVSWKHHTCMVSAFSISTTMKQHPLIWSAVDLPHDAYKLLAVPSPIGGVLVIGANSIHYHSQSSSCLLALNNFAFFGDSSQEMPRSSFTVELDAATATWLANDVAMLSTKTGELLLLTIMYDGRIVQKLDLSKSRASVLTSGITTIGDSLFFLGSRLGDSLLVQFTCGLGGSILPPGVQEEVGDIESDTPSAKRLRRSSSDALQDMINGEELSLYGTAPNNAQSAQKSFSFAVRDSLINVGPLKDFAYGLRINADLNAAGIAKQSNYELVCCSGHGKNGSLSVLQQSIRPEMITQEALPGCKGIWTVYHKSVRSHLNESSRVADEEDEYHAYLIISLETRTMVLQTANNLEEVTENVDYYVQGNTIAAGNLFGRRRVIQVFAHGARILDGAFMTQELSFKASNVESGSCSDSSIVSSVSIADPYVLLRMTNGSIQLLAGDPSSCSVSVTVPSIFESSKKSVSACTLYHDKGPEPWLRKTSTDAWLSSGMGEAIDGADGVTHDQGDVYCVVCYENGTLEIFDVPNFSCVFSVDKFVSGRTHLVDTFIQDPVNGLKKNTEDVMGPGQKDNAKDVKINVVELMMHRWIGLYSRPFLFGILADGTILCYHAYVFEGAENSSKVDGSVSSQNSVGLSSTNASRLRNLRFVRVPVENYAKEEMPSGTPSQRMSVFKNIGGSQGLFLTGSRPSWFMVFRERLRVHPQLCDGPIVAFTVLHNVNCNHGLIYVTAQGTLKICQLPSFLSYDNYWPVQKIPLKGTPHQVTYFAEKNLYPIIVSVPVLKPLNQVLSTIADQEVGHQFDPDNINFEGNYLIEEFEVRIMEPDKSGGPWQTRASIPMQSSENALTVRVVTLLNTKTRENETLLAVGTAYVQGEDVAARGRVLLFSVDRNADNSRTLVSEVYSKELKGAISALASLQGHLLIASGPKIILHKWTGSELNGVAFCDVPPLHVVSLNIVKNFILLGDIHKSIYFISWKEPQLNLLAKDFGSLDCLATEFLIDGSTLSLVVSDDQKNVQIFYYAPKVSESWKGQKLLSRAEFHVGSRITKFLRLQLLPTISDRTGTTPGSDKTNRFASVFGTLDGSLGCIAPLDELTFRRLQSLQKKLVSAVTHVAGLNPRSFRQFRSNGKAHRPGPDNIVDYELLSHYEMLPLEEQLEIAQQIGTTRMQIMSNLNDLTLGTSFL*

NbL13g10810.1 cleavage_and_polyadenylation_specificity_factor_subunit_1 [MW = 158.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02861 Clp amino terminal domain, pathogenicity island component

Protein sequence:
MATHSFSLLSIPSSTSTSYNRQSDNNTLTQKYCKILATSFTGGMLSIRPQNLNVFTLKRRRSTVATVSFSLPTAKPERAPSEIQPKWSARAIKAFAMAELEARKLKYPNTGTEALLMGILVEGTSLAAKFLRANGVTLLKAREETVKLLGKSDMYFFSPEHPPLTEPAQRALDWAVDEKLKSGESGEITIAYLALGIWSEKESAGHKIMATLGFDDEKAKELARSMDKDIEMNYK*

NbL13g10800.1 ATP−dependent_Clp_protease_ATP−binding_subunit_CLPT1_chloroplastic−like [MW = 26.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MAAAKLLFLAAVVSLFYLSGAADTATSFIKNSCKPTTYPDLCVASLSGYAQTIKNSQEQLIKTALSVSLDRAQSTKGFVSKLLKFKGLKPREYAAIKDCIEETSDSVDRLSKSVSELKEVDHSRGKDFLWHVSNVETWVSAAITDENTCTDGFAGRALNGRIKASIRNRIANLAQVTSNALALINQYAAKH*

NbL13g10590.1 21_kDa_protein−like [MW − SP = 18.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MEGAYYIRCHILTVFLILVAFTCSSFMKSVSAARPAAGDTNTEFIRTSCKSTTYPNLCFSSLSSRATAIGVSPQLLAHESLTVSLETAQSTSAMMLKLAHVRGLTPREVGAMHDCVEELSDTVDEMRKSLGEMKQLRGKDFDLKMNDIQTWVSAALTDEDTCTEGFAGKVMNGKVKTVVRGKILEVAHLTSNALALINSLAALHA*

NbL13g10550.1 21_kDa_protein−like [MW − SP = 18.58 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MGSFLGCRLCCIALLFTLCFGADPYVNFELEYSYITVSPLGVPQQVIGVNGKFPGPVLNVTTNYNVVVNVKNKLDENLLVTWSGIQMRRSSWQDGVLGTNCPIPAKWNFTYQFQVKDQIGSFFYSPSLNLQRASGGFGSFIITNRNIIPIPFSHPDGDIVIIIGDWYIRDHKALRKDLDAGKQLGMPDGVLINGKGPFRYNTTYVPDGIDYETINVNPGKTYRVRVHNVGVSTCLNFRIQNHNLLLVETEGYYTSQQNYTSVDIHVGQSYTFLVTMDQNASSDYYIVASPRFVNQSLWQKVTGVAVLHYSNSKGKAAGPLPDPPNDAYDTSYALNQAMSIRQNVSASGARPNPQGSFHYGQINVTDVYLLKSVPPVVIDGKLRATYNGISFKNPETPIRLADVYHVKGDYKLDFPTKPMNRPPKVDTSLINATYKGFIEVILQNNDTVAQSFHMDGYSFFVVGMGFGEWTENNRGSYNRWDAIFRSTTQVFPGGWTAIMASLDNVGVWNLRAENLDRWYLGQETYMRIINPEDHSNKTELPVPSNALYCGALASKQKPQKISAATTIFRSSEMYLTFMLVFSAVISLLC*

NbL13g10470.1 monocopper_oxidase−like_protein_SKS1 [MW − SP = 63.57 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 133 265 397 658

Protein length

Gel Slice

3.8 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 133 265 397 658

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00251 Glycosyl hydrolases family 32 N−terminal domain

PF08244 Glycosyl hydrolases family 32 C terminal
PF11837 Domain of unknown function (DUF3357)

Protein sequence:
LVASPFFLFPLSSIMATHHSHYDPENSTTHYTVLPDQPESAGSGRRKSVNVVSGLLLSSLFLLSLVFVILNQSSDLSQKNSHSSETLTPALSRGVSQGVSDKTFRDVSGGSLSYYPWTNAMLTWQRTAYHFQPQKNWMNDPNGPLYHKGWYHLFYQYNPDSAIWGNITWGHAISTDLIHWLYLPFAMVPDQWYDINGVWTGSATILPDGQIMMLYTGDTDDYVQVQNLAYPANLSDPLLIDWVKSQGNPVMVPPPGIGIKDFRDPTTAWTGPQNGQWLLTIGSKIGKTGIALVYDTSNFTNFKLLDGVLHAVPGTGMWECVDFYPVSTVEANGLDTSYNGPGIKHVLKASLDDDKHDYYAIGTYDPVKNKWTPDNPELDVGIGLRLDYGKYYASKTFYDPKEQRRILWGWIGETDSEAADLLKGWASVQSIPRTVLYDKETRTHVLQWPIKEIESLRIGDPIMKQVNLQPGSIELVHVDSAAQLDVEASFEVDKAALEGTIEADVGFNCSTSGGAAKRGILGPFGVVVIADQTLSELTLVYFYIAKGTDGRAETYFCADETRSSEAPGVAKQVYGSSVPVLDGEKHSMRILVDHSIVESFAQGGRTVITSRIYPTKAINGAARLFIFNNATGAKVTASLKIWSLKSADIRSFPLDQL*

NbL13g10450.1 acid_beta−fructofuranosidase_AIV−18−like [MW = 72.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01112 Asparaginase

Protein sequence:
NKIRKYSLSVASGVLQIEKERGVYSMKKQLQVPHLFLFTLLFSVVFGNETGSTLQYPVVISTWPFLEAVRAAWRAVDNGFSAVDAVVEGCSACEKLRCDGTVGPGGSPDENGETTIDAMVMNGVTMEVGAVAAMRYVPEGIKAAKLVLEYTKHTMLVGDQASAFAISMGLPGPINLSSVESTEKWMKWKENFCQPNFWKNVSPGDNCGPYHPNGPSIGRCLMANELQPNEFGSVNVGLHSHDTISMAVIDEIGRIAVGTSTNGATLKIPGRVGDGPIAGSSAYADSEVGACGATGDGDIMMRFLPCYQVVESMRLGMEPKLAAKDAISRIARKYPGFIGALFAVNRSGIHAGASHGWTFQYSVRNPGMKDVEVFTVHP*

NbL13g10120.1 probable_isoaspartyl_peptidase/L−asparaginase_3 [MW = 40.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
LHYSHSRSSGIADPVNHGNFPHLIALLAASISSLFLIHVPRAAAMELVFSNASSLRFPQTDSVPLHYFSIPASFRSFSNSNLASNYISLRRPLIWRQPRVRLRAESVSPAASNGSVDKQRDDDFIIEDVPHLTDFLPDLPSYPNPLKRSQAYAIVKETFVNPEDVVAKDIIVRKDSPRGVHFRRAGPREKVFFTPEEVRACIVTCGGLCPGINTVIREIVCGLKNMYGVDDVIGIQGGYRGFYSKNTLNLTTKVVTDIHKRGGTFLQTSRGGHDTKKIVDNIQDRGINQVYIIGGDGTQKGAAAIYKEVEKRGIKVAVAGIPKTIDNDIAVIDKSFGFDTAVEEAQRAINAAHVEAESMDNGVGIVKLMGRYSGFIAMLATLGNRDVDCCLIPESSFFLEGPGGLYEYVEQRLKENGHVLIVLAEGAGQEYVAQSMQAFQEKDASGNRLLLDVGLWLTQHIKDHFTNIRKMTINMKYIDPTYMIRAIPSNASDNIYCTLLAQSAVHGAMAGFTGFTVGPVNSRHAYIPIDRVTETTNTVNLTGRMWARLLASTNQPSFIQDSQAVRGSVDKQTIDAIHNMIINST*

NbL13g10040.1 ATP−dependent_6−phosphofructokinase_4_chloroplastic−like [MW = 64.33 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 31 61 91 121 152

Protein length

Gel Slice

5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 31 61 91 121 152

Pfam domains

Pfam Description
SP Sequon TM Domain PF02792 Mago nashi protein

Protein sequence:
MGEMAENDEFYLRYYVGHKGKFGHEFLEFEFRPDGKLRYANNSNYKNDTMIRKEVFLTPAVLKECRRIVADSEIMKEDDNNWPEPDRVGRQELEIVMGNEHISFTTSKIGSLMDVQTSNDPEGLRIFYYLVQDLKCFVFSLISLHFKIKPI*

NbL13g09900.1 protein_mago_nashi_homolog [MW = 17.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01625 Peptide methionine sulfoxide reductase

Protein sequence:
MLLKTCIPSSAITTTSPLLSLTKSSLPFSQNLRKVSTFPRTSKTPSLCSSPKMSWLNKLGFGAKTDSTPMDSSSSAIAQGPDDDIPAPGQQFAQFGAGCFWGVELAFQRVPGVTKTEVGYTQGYLHNPSYEDICSGTTFHSEVVRVQYDPKECNFDTLLDVFWDRHDPTTLNRQGNDVGTQYRSGIYFYTPEQEKAAIESRDKQQKILNRNIVTEILPAKKFYRAEEYHQQYLAKGGRFGFRQSTEKGCNDPIRCYG*

NbL13g09890.1 peptide_methionine_sulfoxide_reductase_A1−like [MW = 28.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00208 Glutamate/Leucine/Phenylalanine/Valine dehydrogenase PF02812 Glu/Leu/Phe/Val dehydrogenase, dimerisation domain

Protein sequence:
MNALAATNRNFRQAARILGLDSKIEKSLLIPFREIKVECTIPKDDGTLVSYVGFRVQHDNARGPMKGGIRYHHEVELDEVNALAQLMTWKTAVANIPYGGAKGGIGCTPKDLSLSELERLTRVFTQKIHDLIGINTDVPAPDMGTNAQTMAWILDEYSKFHGHSPAIVTGKPIDLGGSLGREAATGRGAVYATEALLAEYGKNIKDLTFAIQGFGNVGAWAGKIIHERGGKVIAVSDITGAIKNPNGLDIPALLNHREKTGKLTDFNGGDVMNSDELLTHECDVLIPCALGGVLNRENADHVKAKFIIEAANHPTDPDADEILSKKGVVILPDIYANAGGVTVSYFEWVQNIQGFMWDEEKVNAELKKYMTRAFHNLKSMCHSHNCNLRMGAFTLGVNRVARATQLRGWEA*

NbL13g09800.1 glutamate_dehydrogenase_A−like [MW = 44.82 kDa]
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1 46 91 136 181 225

Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MEHQENEYEDHEHEVYGGDIPDEEGEMDAEYDETSAAAESEDDPNAKELENMKKRLKEIEDEAGALREMQAKVEKEMGSAQDPTASASQAEKEEVDARSIYVGNVDYACTPEEVQQHFQSCGTVNRVTILTDKFGQPKGYAYVEFVEVEAVQNALLLNESELHGRQLKVSAKRTNVPGLKQFRGRRFNPYAGFRPRRPFMPGAPVFPPFGRIPRFRRPTRYRPY*

NbL13g09770.1 polyadenylate−binding_protein_1 [MW = 25.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01329 Pterin 4 alpha carbinolamine dehydratase

Protein sequence:
MATATHFCFPPPLSVSAQKVQNAKFFTPSLQTTQSRICTRILCNGGDLLGDFGARDPFPAEIESKFGEKVLGNTDTEHKILIPTASTLSLAQQACIVISPGQTPLSEYEARQLLFKVVGWRLAHEDGVLKLQCTWKLRDFECGVELINRIGKVVEGTGHVPTLLHLEQSNQVRAELWTASIGGLSINDFIVAAKIDQIKTSDLVPRKRVWA*

NbL13g09730.1 putative_pterin−4−alpha−carbinolamine_dehydratase [MW = 23.23 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 62 123 184 304

Protein length

Gel Slice

3.3 7.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 62 123 184 304

Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MMAATASTTLTSAFLPFQGFRESCRTLNWRTHKKQLARKAGPVKVTAKFELMPPPYPMNALEPHMSHTTFEYHWGKHHRAYVDNLNKQIDGTELDGMTLEDIILITYNRGDLLPPFNNAAQAWNHQFFWESMKPSGGGKPSGELFELINRDFGSFEAFVKEFKAAAATQFGSGWAWLAYKANRLDVGNATNPHPSNEDKKLVVVKTPNAVNPLVWDYSPLLTIDVWEHAYYLDFRNRRPDYISIFMEKLVSWEAVSSRLEVAKAQAVEREEEEERKKREEEEEYKAGGEVREMYVESTDSDAE*

NbL13g09710.1 superoxide_dismutase_[Fe]_chloroplastic [MW = 34.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MEALLVRKLGDPTIPPNASKKNSPFDLSTSHPIPNLGSPTSVRVRVKATSLNFANYLQVLGKYQEKPPLPFIPGSDYSGVVDAVGPNVTKFKIGDPVCSFASLGSFAQFIVADESDLFRVPDGCDLVAAGALPVAYGTSHVALVHRAQLCKNQVLLVLGAAGGVGLSAVQIGKVCGATVIAVARGNEKVQFLKSLGVDHVVDLSNANVIESAKGFLKSRKLKGVDVLYDPVGGKLTKDSMKLLNWGAQILVIGFASGDVPVIPANIALVKNWTIHGLYWGSHKIYQPNVLGDSLTELLSWLSNGLITINISHAFSLAEAHLAFTAIKDRRAIGKVMITFGDGRTLKSKL*

NbL13g09610.1 quinone_oxidoreductase−like_protein_2_homolog [MW = 37.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00560 Leucine Rich Repeat

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MNSNFLPILYLSLSLFLSFPSPSRSVRCNPNDKKVLLKIKNDLGNPYHLASWDPNTDCCYWYVVKCDRKTNRINALTVFQANISGQIPAAVGDLPFLETLQFHHITNLTGTIPPTVAKLTNLKMLRLSFTNLSGPIPQFLSQLKNLFLLELNYNQFTGTIPSSLSELPNLLAIHLDRNKLTGQIPESFGNFRGQIPSLYLSHNSLTGPIPKSLGNLNFTTLDFSRNKLEGDVSFLFGKNKAIQTIDLSRNTLQFDLSKVEFPESLTWLDLNHNRLFGSLPEGLKDLQLQNLNVSYNRLCGQIPQGGKLQSFDVYSYFHNKCLCGSPLPECK*

NbL13g09550.1 polygalacturonase_inhibitor−like [MW − SP = 34.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MEELKKRKLDEMANNGQIDSNSLSSSVEELRSLLDPLTKPQLVDLLAKLGSQYRSIAEEIKSVASAEQSNNKDSVASADPALRKLFVRGLAWNTTSETLCAAFTEHGEIEEGAVITDKVTGGSRGYGFITYKDVESAQMALKAPSKMIDGRMAVCNLACEGLSSTTVTADQAQRKLYIGGLSSDTTSEMLLSFFSRHGEIEEGSVAYNKDTKTSRGFGFVTYKTVEGAKKALNDPQRILGGRNLTVKLADNHKGKITQSQVRATMVPMSMPLAPGYPQAQKAHPGPAAPVGYGYPQTMAAYTNSTYSSQPAAYTNSTYSSQPAAYTNSTYSSLPGAAPPYSGQPQFPYPQYPVKQESQTTPASFGGYPYYMGKQ*

NbL13g09430.1 UBP1−associated_protein_2C−like [MW = 40.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPNGSHFPLLRLFEKIELGFWTSTAARLFLLLLVQVISFLLCFVLSFFFFFSFFFFILLSSSLFSSRFSLFFFLCSSSFLSFSHEWSPAKSTNIFFFFLLFFLYPVSGVQSSPHIFVFSFVLPL

NbL13g09280.1 NA [MW = 14.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MFIVLHRYIDMAERLCQKRALEVFNLDPAKWGVNVQSLSGSPSNFQVYTALLKPHERIMALDLPHGGHLSHGYQVLFLLVIRFCSLELVSLSISLSSIFPYNVLISVHATQTDTKKISAVSIFFETMPYRLDESTGYIDYDQLEKSAVLFRPKLIVAGASAYARLYDYARIRKVCDKQKAVLLADMAHISGLVAAGVIPSPFEYADVVTTTTHKSLRGPRGAMIFFRKGLKEINKQGKEVMYDYEDKINQAVFPGLQGGPHNHTISGLAVALKQVRTPEYKAYQEQVLSNCSKFAESLLANGYDLVSGGTENHLVLVNLTNKGIDGSRVEKVLESVHIAANKNTVPGDVSAMVPGGIRMGTPALTSRGFTEEDFVKVAEFFDAAVKLALKVKAETQGTKLKDFVETLSSDSKIQSEIAGLRQDVEDYAKQFPTVGFEKETMKYKDCAGI*

NbL13g09190.1 serine_hydroxymethyltransferase_mitochondrial−like [MW = 49.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLLPIVATEVICSRTPSQIQYFKQLYHSMFGVYLEKDVEIRAYDDHTKVFILCVCNIVFRCQPRTHFQSNQEEKNICQNSFSTFSPHILYPYPHQHSYLPPNPIPTPFPATTNPPHHTHSPPLLPSTPLRLTPYPATTNPPHPTPR

NbL13g08950.1 annexin_D5−like [MW = 16.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFILNPSGKDMHKTKQNKQQKRKREYLHTPSEKIQKVSNSISPPIYPFQQQLSSIYSRTSPTYLNYDMKGFPSYAGLPARHDHRSKYFMFFKRNFSYIQQTFGRKDIDVEVEVRKAMQRASLMFRAENGWLPDPYLKILDELQFWKQSRFFRLEQMLLDIDRRLYELQGMGYYL*

NbL13g08910.1 uncharacterized_protein_At4g26485−like [MW = 21.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16529 WD40 region of Ge1, enhancer of mRNA−decapping protein

Protein sequence:
MASSPGNPNRPGGSGPFDMHKLFKPNPNSPNPNPNQNPNLISSPFPPPNASYPPPTVAGAGAGGVYPYPPQTTAAPFHHHHPQFNHPHLTPQYTTPLPQHDANQFAHQQRSMSFPTPPLQPPPPQPTSPHQFPNPNPGARLVALLSAPPSTLEIPPIQPTTSGSELSEFSSGPNVPGAGPMRMASSKLPKGRHLNGDHIVYDIDVKLPSEVQPQLEVTPITKYGSDPGLVLGRQIAVNKTYICYGLKLGAIRVLNINTALRSLLKGLAQRVTDMAFFAEDVHLLASASIDGRIYIWKITEGPDEEDKPQITGKIVIAVQIVGEGESVHPRVCWHCHKQEILVVGIGRHILKIDITKVGKGSVFSAEEPLRCPVDKLVDGVQLVGTHDREVTDLSMCQWMTTRLVSSSVDGTIKIWEDRKPLPIAVLRPHDGHPVNSVTFLAAPHRPDHIILITGGPLNREIKIWASASEEGWLLPSDAESWRCTQTLELKSSAEAQAAESFFNQVVALSQAGLLLLANAKKNAIYAVHLEYGPNPVATRMDYIAGFTVTMPILSFTGTSDLLPNGEQIVQVYCVQTLAIQQYALDLSQCLPPPTENVVFESTESGVSREAASIEGSAPVDPPRSKQQELPLSSSAPKSFVHESVSEISPTARHPTSTAPTESAPSQELTSSIIKTKSSTVPTVTSDSDIAPIVSPPPPLSPTLSRKLSGFRGPSNSFERGTSYNEQVGDPKVVEYSVDRQKEGTTPNVSDVTSLDDEPKNDESKQSQNDVPSGISPSVKFKHPTHLVTPSEILMARSSSEVNIVNEQKSESELNIQDVVINNDARNVEVDVKVIGEAIFSQKTDVGSQEELHSFVSENKEKAFCSQASDLGIKMARECRALSPETYTVEESRQFGGAGRSEGPSQPSNTLEEDRDSAKETSEKDLDSTMSVNVHQAPAPTAKGKKQKGRNTQVSGPSSALPSFFNSTDSFNDAGLSSSTPSVEAAFSQILSMREMLNQLLTVQKDTQKQMEMMVAVPVTKEGRRLEAALGRSMEKSVKVNSDALWARLQEECAKPEKSLRDRTQQMANLISNCLNKDMPGLIEKLMKKELAAVVQAVARSITPTIEKTVSVAISEAFQRGVGDKAVNQLEKAVNSKLEATVSRQIQAQFQTSGKQALQETLKSTLEASVIPAFEMSCKAMFEQVNLTFQKGIADHSAAAQQQFESVHSPLALALRDAINSASSMTQTLSGELADSQRKLLALAVSGANPQSANALVSHMNNGSLLHEKIETPPDPTKELSRLLAEHKYEEAFTAALQRSDVSIVSWLCSQVDLPGILSLNPLPLSQGVLLSLLQQLACDISKETVQKLSWMRDVLTAINPTDPMIAVHVRPIFEQVYQILHHRRSIATTPAAELSNIRLILHVINSMLMSK*

NbL13g08870.1
enhancer_of_mRNA−decapping_protein_4−like_(LOC104229453)_transcript_variant_X1_mRNA_XM_009782105.1_PREDICTED:_Nicotiana_sylvestris_enhancer_of_mRNA−decapping_protein_4−like
[MW = 153.02 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11919 Domain of unknown function (DUF3437) PF16507 Proteasome−substrate−size regulator, mid region

Protein sequence:
MHMYNAWLPPPVAEQTKGEKESFAKVVKSVKESYKSDDPDSVYATLKWVSVLDLFIKAKSELSLEDVKEVVEVGLELFRISENKLYAQVRWGNILVKVLNKYRKKLALEVQWRPFYDTLVHTHFTRNTGPEGWRIRQRHFETVTSLVRSCRRFFPPGSAFEIWSEFRSLLENPWHNSSFEGSGFVRLFLPTNRDNQDFFSHTWIATCLAHWDSVPNSQFWNSQWASVTARVIKNYSFIDWAHYLPDIFNKYLNMFEVPVANGSGSNPFSVDVPRNTRFLFSNRTITPSQAIAKSIVYLLKPGGSAQEHLEKLVNLLEQYYHPSNGGRWTYSLERFLFHLVNIFQKRLQHEQQRKDDGEQSEIFLGQSERVAFVNSILKLIDRGQYSKNEHLSETVAAATSILSYVEPSMVLPFLSSRFRMALETMTATHQLKSAVTSVAYAGRSLLLTMSASSMALDDVDRSDLLVDLMMISLSNALLGMDANDPPKTLATMQLIGSLFSNMAILKETMDQSSLMPGFHFSEWLDEFLYRLFSLLQNLEANSVVNEGLHSPATSGTFLVEDGPFYFCMLEILLGRLSESLYKKALKKISKFVTTNILPGAIAEVGLLCCACVHSNPDEAVSQLIKPLLESVISSLKGTPVTGFGGRGDFRTSESSKAKPTVSPALETAIEYHLKVLSIAISYGGPSLLHYKDQFKEAIFDAFDSPSWKVNGAGDHVLRSLLGNLVLYYPIDQYKCVLHHAAAPALEEWISTKDFTDDKPCLAPTWHVPCAEEVHFANELLKLHLDSALDDLLKICKSKIHSDPGIEKEHLKVTLLRIDSSLQGVLSCLPDFRPSCRNGMAEEQSDFPFLIAGATGSCVGTMELRAKAADVIHATCQYLLQEKSDDSILLLLLIRIIDSLGNYGSSEYDEWSNHRQSWKLESAAIIEPPVNFIVSSHSKGKRRPRWAIIDKGYMHSTWRASQSSYHVFRLSANVSPPEHIIHLMDDLLNLSLHSYETVRGLAGKSLLKMMKRWPSTISKCVLSLSQNLKNPSSPEYTVLGSCAVLATQTVLKCLTTDLKALSSFLLGILSSSHHETLKAQKAINELFVKYNIHFSGVSRNMFKVSGNSEGTDFTVLVSEIGSLSFESSNLHWRYNLMANRVLLLLSMASRNDPKSSSKILSETAGHFLQSLKSQLPQTRILAISALNTLLKESPYKLSEDRPICSTSRQDKSKSSLEEALTNIFKEKSFFNETLNSLSHVHIIDTDSASPKGNHGTSSFQSVADKSITRFYFEFSSSWPRTPNWISLFGNDTFYSSFARIFKRLIQECGVPVILALKDALEDYINAKERTKQCVAAEAVAGVLHSDVYGISEAWDNWLMAHLQSVIQAPTVESIPEWAACIRYAVTGKGKHGTKVPLLRQKVMDCLMNPLPETVSTTVVAKRYTFLSAALIEVSPPKMPVAELELHYKLLEELLGSMSHSSPQVRESVGVTLSVLCSNIRLQVSHNQVHPQEVGTSNVHRKVEAGNWDHYLVERASELVVKIQSFSQSDTLDVQTDRISDSGVSSEQSHDDVKWMETLFHFIISSLKSGRSSVLLDVVVGLLYPVISLQETSNKDLSTLVKAAFELLKWRVFLEPHLRKVILAILSLANDANWRTRSTTLTYLRSFMYRHTFILSKVDREQIWRTVEKLLTDNQVEVREHAAAVLAGLMKGGDEDLAQDFRHRAYAEASIIQKKRKQRSMSSGLSAASLHGRILALAACVLSVPYDIPSWLPEHVTLLAQFVSEPSPLKSTVTKAVAEFRRTHADTWNVQKDSFTEEQLEVLADTSSSSSYFA*

NbL13g08810.1 proteasome_activator_subunit_4 [MW = 203.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MGETTIPFKNLHSREYQGHKKKVHSVAWNCSGTKLASGSVDQTARIWHIEPHGHGKVKDVELKGHSDSVDQLCWDPKHAELIATASGDKTVRLWDARSGKCSQQVELSGENINITYKPDGTHIAVGNRDDELTILDVRKFKPIHKRKFNYEVNEIAWNMSGDMFFLTTGNGTVEVLSYPTLQPVDTLMAHTAGCYCIAIDPLGRYFAVGSADSLVSLWDIKNMLCVRTFTKLEWPVRTISFNNTGDYIASASEDLFIDIANVQTGRSVHQIPCRAAMNSVEWNPKCNLLAYAGDDKNKYQADEGVFRIFGFESA*

NbL13g08780.1 THO_complex_subunit_3 [MW = 35.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MPVFRTPFNGYSVKFSPFYENKIAVATAQNFGILGNGRVHILQLTPNGPISEIAAYDTADGVYDVCWSEAHDSLVIAASGDGSVKLYDLSLPPTNNPIRAFKEHTREVHAVDYNTVRKDSFLSASWDDTVKLWTVDRNASVRTFKEHAYCVYSTAWNPRHADIFASASGDCTTRIWDVREPGSTMILPAHEFEILSCDWNKYDDCIIATASVDKSIKVWDVRNYRVPIAVLNGHGYAVRKVRFSPHRASAMVSCSYDMTVCMWDYMVEDALIGRYDHHTEFAVGVDMSVLVEGLLASTGWDELVYVWQHGMDPRAP*

NbL13g08590.1 peroxisome_biogenesis_protein_7 [MW = 35.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07977 FabA−like domain

Protein sequence:
MASTALSQSLFSTLSSHRNLENGSLPLKRSMLKQSLGVSRSHSLKTHFKNSFITNCASPENDATSKSETPIELRYPAFPTVMDINQIREILPHRFPFLLVDRVIEYNPGVSAVAIKNVTINDNFFPGHFPERPIMPGVLMVEAMAQVGGIVMLQPEVGGSRENFFFAGVDKVRFRKPVVAGDTLVMRMTLIKLQKRFGIAKMEGKAYVGEDVVCEGEFLMAMGS*

NbL13g08410.1 3−hydroxyacyl−[acyl−carrier−protein]_dehydratase_FabZ−like [MW = 24.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MTLIFVILIFSYLIVISQSKLQVGFYGQTCPNVESIVSGVVSEAAASNKNIAPVLLRLHFHDCFVQGCDGSILIENGEKAERHAFGHQGVGGFEVIEKTKAEVEAVCPGLVSCADIVALAARDAILLAKGPFYDVETGRRDGVVSDLSLAENMPDVEDSIQQLKAKFLEKGLSEKDLVLLSAAHTIGTTACFFMTKRLYNFSPSGGSDPSINPNFLPELKATCPQNGNVNVRLAMDRGSGEAFDSQILQNIRSGFAVLQSDANLYRDETTKRVVDSYFGILSPFLGTSFEADFAHAMLKMGRIGVLTGSQGTIRRVCASF*

NbL13g08310.1 peroxidase_43−like [MW − SP = 32.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MASSAIFHFIPSSSSSSLTALSFRNSRTHLSQTPNFYKPLLVKASTSVDFSSPSKSSTSTKNNNWLWKYKDNSVNIYYEEHDKGSDEPCKNVLLIPTISDVSTVEEWRSVAKEIAGRSGKVNYRTTIVDWPGLGYSDRPKLDYNADVMEKFLVDFINAPNSPVNNSDKDLVVFGGGHAATIVVRAAKKGLVKPTAIAAIAPTWAGPLPIVFGRDSSMETRYGLLRGTLRAPAVGWMMYNVLVSNEKSIQSQYKSHVYSDPEKVTPDIIESRYALTKRQGARYVPAAFLTGLLDPVKSREEFIQLFAELEGRIPVLVLATAGSPKRSKAEMEALREAKGVSKYIEVPGALLPQEEYPEIVAEQLYRFLQEKFELEA*

NbL13g08240.1 uncharacterized_LOC107822389 [MW = 41.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MANTEEAVDFEPEEDDLMDEDIDASSPRAPIPKLKSAITGGGSSASKKTKGRGFREEAAEAERNTRLSARFDSLDTDGGPGPERSIEGWIVLVTGVNEEAQEDDLHNEFGEFGEIKNLHLNLDRRTGFVKGYALLEYENFEEAERAINEMDGKELLTQPIHVDWAFSKGPFRRRNARRRSPHSHRSRSPRRRF*

NbL13g08170.1 RNA−binding_protein_8A−like [MW = 21.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MAATSATTFSVGSATSLGCKGSSVSQSKAIGVKFNSKNNLRSFSGLKAATTVSCESESSFLGKESVAVLKQSITPKAQKENKVCGNCVQPQASYKVAVLGASGGIGQPLSLLVKMSPLVSELNLYDIANVKGVAADLSHCNTPSKVSDFTGASELANCLKGVNVVVIPAGVPRKPGMTRDDLFNINANIVKTLVEAVADNCPDAFIHIISNPVNSTVPIAAEVLKRKGVYDPKKLFGVTTLDVVRANTFVSQKKNLRLIDVDVPVVGGHAGITILPLLSKTKPSTTFTDEEVQELTVRIQNAGTEVVEAKAGAGSATLSMAYAAARFVESSLRALDGDSDVYECAFVQSDLTELPFFASRIKLGKNGVEALIPSDLQGLTEYEQKALDALKPELKASIEKGIGFVMKEPVAA*

NbL13g08120.1 malate_dehydrogenase_chloroplastic [MW = 43.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01494 FAD binding domain

Protein sequence:
MASIALKTFTGLRQSSPESNSITLSKSLPLTQTHRRLRINASKSSPRVNGRNLRVAVVGGGPAGGAAAETLAKGGIETFLIERKMDNCKPCGGAIPLCMVGEFDLPLDIIDRKVTKMKMISPSNVAVDIGQTLKPHEYIGMVRREVLDAYLRDRAAEAGASVLNGLFLKMDMPKVPNAPYVLHYTAYDSKTNGAGEKRTLEVDAVIGADGANSRVAKSINAGDYEYAIAFQERIRISDDKMKYYENLAEMYVGDDVSPDFYGWVFPKCDHVAVGTGTVTHKADIKKFQLATRLRADSKITGGKIIRVEAHPIPEHPRPRRLQDRVALVGDAAGYVTKCSGEGIYFAAKSGRMCAEAIVEGSEMGKRMVDESDLRKYLEKWDKTYWPTYKVLDILQKVFYRSNPAREAFVEMCADEYVQKMTFDSYLYKKVAPGNPIEDLKLAVNTIGSLVRANALRREMDKLSV*

NbL13g08110.1 diphosphate_reductase_chloroplastic−like [MW = 51.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05008 Vesicle transport v−SNARE protein N−terminus PF12352 Snare region anchored in the vesicle membrane C−terminus

Protein sequence:
MSQVFEGYERQYCEISANLTKKCSSASILDGEQKKQKVSEIKAGLDDAEALIRKMDLEARSLPPNVKATLLAKLREYKSDLNNLKTEVKRITSANANQAARDELLESGMADTMMVSADQRQRLMMSTERLNHSSDRIRESRKTMLETEELGVSILQDLHQQRQSLLHAHDTLHGVDDNISRSKKILTTMSRRMSRNKWIIGSIIAVLVLAILLVLYFKLAH*

NbL13g07930.1 vesicle_transport_v−SNARE_13−like [MW = 25.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHHFESKADAGASKTYPQQAGTIRKNGHIVIKNRPCKVVEVSTSKTGKHGHAKCHFVAIDIFTGKKLEDIVPSSHNCDVPHVNRTDYQLIDISEDGFVSLLTENGNTKDDLRLPTDDNLLTLIKDGFAEGKDLVLSVMSAMGEEQICGIKDVGPK*

NbL13g07820.1 eukaryotic_translation_initiation_factor_5A−1 [MW = 17.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03662 Glycosyl hydrolase family 79, N−terminal domain

Protein sequence:
MGFRTLLLIFLALCPAFSAQTVEDTELMIDTSVKVAWTDDNYICATIDWWPKEKCNYKQCPWDLASIINLDLSHPFLENAIRAFKGLRLRLGGSLQDQVIYDVGNLKSSCHPFTKQKDGLFGFSKGCLHIHRWDELNNLFKKTGALVTFGLNALYGRRRINRHAWGGNWDSSNARDFMKYTIAKGYQIHSWEFGNELSGQGIGASVNALQYGKDVIHLHNLIDQVYKKFDQRPLLLAPGGFYSPEWFSKLLEVSGPGIVNVLTHHIYNLGPGSEGSKLVDKILNPQYLNKVSDTFDNLTQTIKMKGPWASAWVGESGGAYNSGGPNVSNAFVDSFWYLDQLGMAAKHHTKVYCRQTLIGGNYGLLDTRTFVPNPDYYSALLWHRLMGKEVLDVSSNASPYLRSYAHCTKDRAGVTLLLINLSNQIQYGVNIQSSAYTSVQAGEKKNHKKSSFVHGLKETVSWVGSKSSDVTLYREEYHLTPEGGNIQSRTMLLNGKPLQLTETGDISSLSPVLENIKSPISVAPLSIKFIAFPNFNSPSCR*

NbL13g07660.1 heparanase−like_protein_2 [MW − SP = 58.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02567 Phenazine biosynthesis−like protein

Protein sequence:
MAMKPVKYCVVDAFADAAFKGNPAAVCLLEEDRDDEWLQSVATEFNLSETCYLTPLTLSKANPTFGLRWFTPVHEVDLCGHATLAAAHFLFSSGLVKTDTIEFSTKSGILTAKKVAEAKASNSQDDSPTGYSVELDFPVVQVAKTNSADVTAISESFNGASMVEINETSMSDLFILLPSGEAVVECQPQFDQIKNCPGRGIIITGPAPQGSGFDFYSRFFCPKLGINEDPICGSAHCALALYWRKKLGKCDFVALAASPRGGVVKVHLDEENQRVFLRGKAVTVMEGSLLV*

NbL13g07510.1 phenazine_biosynthesis−like_domain−containing_protein_1 [MW = 31.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00231 ATP synthase

Protein sequence:
MAMAALRREGRRFATSLISPNPTNALRSSLIPSQEPVSSGVRCISTQVVRNRMKSVKNIQKITKAMKMVAASKLRAIQTKTENSRGLWQPFTALLGDTPSVDVKKNVIVTISSDKGLCGGINSTSVKISRAIHKLNSGPEKENKYVVLGEKAKAQLLRDSKKDIELIMTELQKNPLNYTQVSVVADDILKNVEFDALRIVYNKFQSVVAFLPTMSTVLSPEVVEREAEAAGKLGELDSYEVEGAETKAEVLQNLAEFQFSCVMFNAVLENACSEQGARMSAMDSSSRNAGDMLDRLTLTYNRSYSLPCLYHIHICTVKLSDMLTQSNRETQFIKLKLGLHISSDALLEK*

NbL13g07360.1 ATP_synthase_subunit_gamma_mitochondrial−like [MW = 38.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00850 Histone deacetylase domain

Protein sequence:
MASNSKRVGLIYDDRMCKHFDPDDQYHPENPNRIRSIWKKLESSGITQRCTVMNGKEAEDKDVALVHTKAHIDLIRNISSKKIGLKRNNIAAKFNSIYFNEGSSEAAFLSAGSVIQVAEKVAEGELDSAFAVVRPPGHHAEENEPMGFCLYNNVAIAARYLLDERPDLGIKKILIVDWDVHHGNGTQKMFWDDPQVLFFSVHRHDFGSFYPGGEDGSHVMTGEGPGAGYNINVPWENGRCGDADYLAVWDHVLIPVAKEFGPDIILISAGFDAAIGDPLGGCRVSPYGYSVMLHKLLEFAGGKIVMALEGGYNLESIANSVKACIEVLLQQKPIAGSSEAYPFESTWRVIQAVRDKLSAFWQPLAERLTEKTTSMRTPYIQAISSDSEDEYDTTHTVSQELEKDIENIIQPFSDLKVNDVYIGQACTISHTWRAELSKIDIWYATFGSNMYQSRFLCYIAGGQVEGMQKPCIGSLDKSKPKEIIWKTFPHRLFFARERTATWGPGGVAFLHPESNSEEKAYMCLYRITLEQFNDVLLQENITNFDMISPLFDMTDLHSIENSKCVSAEAVKNGWYHNVLYLGKENGLLILTMTCQLSDIDNFKSGKVLMCKPSKEYANTLIRGLVEGKQLSEEEATTYIQEAVSRAL*

NbL13g07340.1 histone_deacetylase_5 [MW = 72.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07983 X8 domain

Protein sequence:
YRCINLFPKLCYPILMAGFLFALLFLAMFGHSSAAWCACKGLSDAVLQKTLDYACGAGADCNPIHTNGPCFNPNTVRAHCNYAVNSYFQKKGQTSTACDFAGTATVTATDPSTAGCAYPVSGSATPTTPGTTSPATKTPSSSTATTGGSPYVTNTGILGGVNNGLGPSGAGMNTDISHAGISLQNASLFSFIAIIISALSF*

NbL13g07320.1 PLASMODESMATA_CALLOSE−BINDING_PROTEIN_3−like [MW − SP = 16.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00828 Ribosomal proteins 50S−L15, 50S−L18e, 60S−L27A

Protein sequence:
MASLISTAILPHISSSFKGNSRNLKSSSNLFPSIKFSNKKTTPRTRTPFLISNKVASFDVSASDSANSGSVRFRLNNLGPQPGATKNRKRKGRGHAAGQGGSCGFGMRGQKSRSGPGVRKGFEGGQMPLYRRLPKLRGIAGGMSAGLPKYVPVNLKDIAEAGFQEGEEVSLESLKQKGLINPSGRERRLPLKILGDGELSLKLNFKARAFSTSAKEKLEAAGCSLTVLPGRKKWVKPSVAKNLARADEYFAKKRAAAASEAADPSSA*

NbL13g07280.1 50S_ribosomal_protein_L15_chloroplastic [MW = 28.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
WTHHVLPLSLFRSFTCTRTQHRHHPFPLNSLFIFLYLYKLPLITPNSQKRSNLFTQMATASASVAPTPLLKDELDIVIPTIRNLDFLEQWRPFFQSYHLIIVQDGDPSKVIKVPEGFDYELYNRNDINKILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPTGKEINALEQHIKNLLSPSSPFFFNTLYDPYREGADFVRGYPFSLREGVPTAVSHGLWLNIPDYDAPTQLVKPLERNTRYVDAVMTIPKGTLFPMCGMNLAFDRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGVKTGLPYIWHSKASNPFVNLKKEYKGIYWQEELIPFFQSVALPKDCTSVQKCYLELSKQVKAKLGKVDDYFNKLADAMITWIEAWDELNPSAAAAAVKLPNGSSK*

NbL13g07200.1 UDP−arabinopyranose_mutase_3 [MW = 47.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01343 Peptidase family S49

Protein sequence:
MAKLLSTPRLTSIHLRTVTSTLSKTSSSPIHSSPARSLISLHYSTCLLNLPSVDNRCRIHRNFSVSAFDTKNDDVSSSSKDETKEELGSEINGDDDSAKSNSTKEDQYPSGEFEFEEYGAWKSLVVKFRMLFAFPWERVRKGSVLTMKLRGQISDQLQSRFSSGLSLPQICENFIKAAYDPRISGVYLHIEPLSCGWGKVEEIRRHILDFRKSGKFVVGYAPACGEKEYYIGCACQELYAPPSAYFALYGLSVQASFLGGVFEKVGIEPQVQRIGRYKSAGDQLMRTSISDENREMLTALLDNIYGNWLEKVALTKGKKKEDIEHFVNDGVYQVERLKEESWITDIKYDDEVMSMLKERLEIPKDKNLPAVDYRKYSRVRRWTLGLTGYKEQIAVIRASGSISRTRGRFSSSSSGIVAEQLIEKIRSVRESKRYKAVVLRIDSPGGDALASDLMWREIRLLAETKPVIASMADVAASGGYYMAMATQAIVAENLTLTGSIGVVTGKFNLGNLYEKIGFNKEIISRGRYAELTAAEQRPFRPEEAELFAKSAQHAYTQFRDKAALSRSMTVDKMEEVAQGRVWTGNDALSRGLVDAIGGLSRAVAIAKQKANIPQEKQVSVVELSRPSASLPEVLSGIGTSLAGADRTLKELLNDVASSDGIQARMDGVMFEKLGGAAYTNPLFMLIKDCFSSF*

NbL13g06990.1 serine_protease_SPPA_chloroplastic−like [MW = 76.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01266 FAD dependent oxidoreductase

Protein sequence:
MLGTMKPTNSIAKAVSHKLKNISRTPLSSSSIPKEKVDCLVIGAGVVGIAVAKELSVKHGREVLVVDSAPTFGTGTSSRNSEVIHAGIYYPPNSLKAFFCVRGKELLYNYCKDHEVPYKQIGKLIVANGLSEIPKLSALMTRGIQNGVEGLRMMEGYEAMTLEPELQCLKALWSPSSGIVDSHSLMLSLVGEAESHGTTFSYNTAVIGGHIEGNQIQIHVWGSNAIANWNGRSELDSELVLIPKLVVNSAGLSAPAIAKRMKGLPDGIIPASHYARGCYFTLSNIKSPFKHLIYPIPEVGGLGVHVTLDLNGQVKFGPDVEWIGGIHDIPSFLNMFDYSVREDRAKQFYPAIRKYYPALKDGSLEPGYAGIRPKLSGPEEGPTDFVVQGEDIHGISGLVNLFGIESPGLTSSMAIAEHVAAKLLK*

NbL13g06970.1 L−2−hydroxyglutarate_dehydrogenase_mitochondrial [MW = 45.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain

Protein sequence:
MDVAASEFLTKDAKYDLNFKNQPNDGAHVLSAQSLCELYKEFVKEFPIVSIEDPFDQDDWSSWASLQSSVDIQLVGDDLLVTNPKRIAEAIQKKACNALLLKVNQIGTVTESIQAALDSKAAGWGVMVSHRSGETEDNFIADLSVGLASGQVLSTSSCSTLVNLLHSCKHQQHINILLNSPVMQIKTGAPCRSERLAKYNQLLRIEEELGDVRYAGESFRSP*

NbL13g06910.1 enolase_1_chloroplastic−like [MW = 24.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain PF03952 Enolase, N−terminal domain

Protein sequence:
MLEIDGTPNKSKLGANAILGVSLSVCRAGAGAKAVPLYKHIQEISGTKELVMPVPAFNVINGGSHAGNNLAMQEFMILPVGASTFAEALCMGSEVYHTLKGIIKAKYGQDACNVGDEGGFAPNVQDNREGLVLLMDAIEKAG

NbL13g06900.1 enolase_1_chloroplastic [MW = 14.76 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02670 1−deoxy−D−xylulose 5−phosphate reductoisomerase

PF08436 1−deoxy−D−xylulose 5−phosphate reductoisomerase C−terminal domain
PF13288 DXP reductoisomerase C−terminal domain

Protein sequence:
MALNLLSPSEIKTISFLDTSKSSYNLNHLKFQGGVAIKRKEWSGISGKRVQCSVQAPPPAWPGRAVAEARKTWDGPKPISIVGSTGSIGTQTLDIVAENPDKFRVVALAAGSNVTLLADQVKTFRPKLVAVRNESLVEELKDALADMEDKPEIIPGEQGIIEVARHPDAVTVVTGIVGCAGLKPTVAAIEAGKDIALANKETLIAGGPFVLPLAHKHKVKILPADSEHSAIFQCIQGLPEGALRRIILTASGGAFRDLPVEKLKEVKVADALKHPNWNMGKKITVDSATLFNKGLEVIEAHYLFGAEYDDIEIVIHPQSIIHSMVETQDSSVLAQLGWPDMRLPILYTLSWPDRIYCSEVTWPRLDLCKLGSLTFKVPDNVKYPSMDLAYAAGRAGGTMTGVLSAANEMAVELFISERICACFRISYLDIFKIVELTCAKHREELVSSPSLEEIIHYDLWARDYAASLETTAGFSPALV*

NbL13g06790.1 1−deoxy−D−xylulose_5−phosphate_reductoisomerase_chloroplastic [MW = 52.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAARRLSSLLSRSLHFPSASATLAGRSHGVARHINRFSTAAAVEELITPPVQVNFTKLLINGQFVDSASGKTFPTLDPRTGEVIANVAEGDAEDINRAVAAARKAFDEGPWPKMSAYERSKIMLKFADLVEKHNDELAALETWDNGKPYLQAAQAELPSFVRLFRYYAGWADKIHGLTVPADGPHHVQTLHEPIGVAGQIIPWNFPLLMFAWKVGPALACGNTIVLKTAEQTPLTALYVANLFHEAGLPPGVLNIVSGFGPTAGAALASHMDVDKLAFTGSTETGKTVLELAAKSNLKPFTLELGGKSPFIICEDADIDHAVELAHFALFFNQGQCCCAGSRTYVHERVYDEFIEKAKARAMRRVVGDPFKKGVEQGPQIDSEQFQKVLRYIRSGRDSSATLECGGDRFGSKGYFIQPTVFSNVKEDMLIAQDEIFGPVQCVFKFKDIGEVIKRANNTRYGLAAGVFTKNIDTANTLTRGLRAGTVWVNCYDVFDAGIPFGGYKMSGMGREKGIYSLSNYLQVKAVVTPLKNPAWI*

NbL13g06590.1 aldehyde_dehydrogenase_family_2_member_B4_mitochondrial−like [MW = 58.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MAEPKIFELNNGSMQVKVSNLGCTILSLSVPDKDGNLGDVVLGFDTLEPYQKGLAPFFGCIVGRVANRIKEGKFSLNGVDYTLPINKPPNSLHGGHKGYDKVVWEVAEHKEGEHPSITFKYHSRDGEEGYPGDLSVTATYTLTSKTTLRLDMEAVPANKPTPVSLAQHTYWNLGGHNSGDILDNTAQIWANHITPVDQNIIPTGEIMPVKGTPFDFTAEKQIGRDIQQVGLGYDHNYVLDCGDVKDGLKHAAKIKDPKSSRVLNLWTNAPGMQFYTANYVNGVVGKGGAVYNKHAGVCLETQGFPNAVNTPNFPSVIFQPGDKYIHNMLYEFSIE*

NbL13g06550.1 aldose_1−epimerase [MW = 36.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01425 Amidase PF07719 Tetratricopeptide repeat

Protein sequence:
MASQAANLWVLLGLGLAGILIMTRKLKKAVKADFGAFVERLQLLPPPQPPPPKAPHPLTGLSFVISDVFDINGFVTGFGNPEWSRTHEPASQTSPVVSALVEGGATCTGRTVVDDMAFGISGEHIHYGTPTNPAAPARIPGGSSSGAAVAVAAKFVDFSLGTDAVGGVRVPAAYCGVLGFRPSHGTVAHTGIIPVSASLDSVGWLARDPSILRRVGHVLLQVPFAIQRNPRNVVIADDCFQSVNSGGRVSQAVIKAVEKLFGRQIIRHENLEAYLNSKIPSLKQFACKKSDSERKSSSTNLLAYVMHILKRHEFKQYHLEWINAAKPNLDPVISAQIQGGPEITDTNIENCHAVRNELRSALNDLLKDDGILVIPTVSEAPPKIGAKEIQSEDYQIRSCSFSSIASMSGGCQVCVPMGFHDKCPTSVSFVARQGGDRFLLDTIQSMYASLQEQAEVATKSSTSGNAISKEASAEMAKEKGNQAYKDKQWQKAIGFYTEAIKLNGNTATYFSNRAAAYLEMGNFIQAEADSSKAIDLDKKNVKAYLRRGTAREMLGYYKEAIEDFRYALVLEPTNKRASQSADRLKKLFP*

NbL13g06510.1 outer_envelope_protein_64_chloroplastic−like [MW = 63.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MTTRIAPGVGANLLGQHAAERNQDATAYVGNLDPQVSEELLWELFVQAGPVVNVYVPKDRVTNAHQGYGFVEFRSEEDADYAIKVLNMIKLYGKPIRVNKASQDKKSVDVGANLFVGNLDPDVDEKLLYDTFSAFGVIVSNPKIMRDPETGNSRGFGFISYDSFEASDAAIEAMNGQYLCNRQITVSYAYKKDTKGERHGTPAERVLAASNPGTQKNRPHTMFASGPPSVPQANGAVGTPGPPRPFTNGPIPPAPIPAIRPPPMQPNVYPPMQMPAPQAWQGHPMQPGPAGIPQQQMQFRGMPPPPPPQVAPPLNRPPPPPAAMAAQVWRPPPPPQHLNGGPYHSMPHMSMQPPPPPAQG*

NbL13g06400.1 splicing_factor_3B_subunit_4 [MW = 38.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASSAAVSAPRAAPSSKTETFVDNKRKDDIRMANIAAAQAVANAVRTSLGPKGMDKMISTANGEVIITNDGATILNKMEVLQPAAKFLVELSKSQDVVAGDGTTTVVVIAGALLKQCLSLLSAGIHPTVISDSLHKVSTKAVEVLTAMAIPLELTDLDSLVKSASTALSSKVVSQYSTLLAPLAVDSVLSVVDPAKPDIVDLRDIKIVKKLGGTVDDTELVKGLVFDKKVSHASGGLTRVEKAKIAVIQFQISPPKTDIEQSIVVSDYTQMDRILKEERNYILGMIKKIKATGCNVLLIQKSILRDAVTELSLHYLAKAKIMVIKDVERDEIEFITKTLNCLPIANIDHFRAEKLGFADLVEEISLGDGGKIVKITGIQDMGRTTSVLVRGSNQLVLDEAERSLHDALCVVRCLVSKRFLIAGGGAPEIELSRQLGAWAKVLQGMEGYCVRSFAEALEVVPYTLAENAGLNPIAIVTELRNRHAQGEINTGINVRKGQIANILEENVVQPLLVSTSAISLATECVRMILKIDDIVTVR*

NbL13g06230.1 T−complex_protein_1_subunit_delta−like [MW = 57.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MVSLHCHIVLSLSSSSPPSQRNREQPRTHHLLDKMTQESLVLRGTMKAHTDWVTAIATPIDNSDMIVTSSRDKSLIVWSLTKDGPQYGVPRRRLTGHGHFVQDVVLSSDGMFALSGSWDGELRLWDLQAGTTARRFVGHTKDVLCVAFSVDNRQIVSASRDKSIKLWNTLGECKYTIQDGDSHSDWVSCVRFSPNTLQPTIVSGSWDRTVKIWNLTNCKLRSTLAGHAGYVNTVAVSPDGSLCASGGKDGTILLWDLAEGKKLYSLDAGSIIHALCFSPNRYWLCAATETSIKIWDLESKSIVVDLKVDLKQESEMATEGTIGSACKNKIMYCTCLSWSADGSTLFSGYTDGLIRVWGIGRY*

NbL13g06150.1 guanine_nucleotide−binding_protein_subunit_beta−like_protein [MW = 39.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00232 Glycosyl hydrolase family 1

Protein sequence:
NNLSIEFTMIKAISSLWLIMLLIAALSTVITVKSDINDISQEKLSFDSGGLSRESFPKGFIFGTATSAYQVEGAASTDGRGPSIWDTFIKRPGVEPNNATGEVAVDQYHRYKEDIDLLANLNFEAYRFSISWSRIFPNGTGKVNWKGVAYYNRLIDYMLERGIAPYANLNHYDLPQALQDRYNGWLSREVVKDYADYAEFCFKTFGDRVKNWFSFNEPRVVAALGYDTGFFAPGRCSKPFGNCTEGDSATEPYIVAHNLILCHATAAQRYREKYQEKQKGKFGILLDFVWYEPLTRGKADNYAAQRARDFHLGWFLHPLVYGEYPKTMQNIVGKRLPKFTKEEVTMVKGSIDLLGINQYTAYYMYDPHYTTPQPLGYQQDWNVGFAYDRKGVPIGPRAHSDWLYIVPWGLHKAVNYVKERYGNPTMILAENGMDYAGNITLPKALYDTKRIAYYKSYLQELKKTVDEGANVIGYFAWSLVDNFEWRSGYTSRFGIVYIDFNTLKRYPKLSALWFKKLLRRHKH*

NbL13g06080.1 beta−glucosidase_44−like [MW = 60.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MAELKETYACIPSTERGRCILISGDPKSNSILYCNGRSVIIRYLDRPLQVAVYGEHAYQATVARYSPNGEWIASADVSGTVRIWGTRNDFVLKKEFRVLSGRIDDLQWSPDGLRIVASGDGKGKSLVRAFMWDSGTNVGEFDGHSRRVLSCAFKPTRPFRIATCGEDFLVNFYEGPPFKFKLSHREHSNFVNCLRFSPDGSKLISVSSDKKGIIYDAKTGDIIGELSSEDGHQGSIYAVSWSPDSKQVLTVSADKSAKVWDISDDGKGKVKKTLTSPGSGGVEDMLVGCLWQNDHLVTVSLGGTISIFSASDLEKSPVSFSGHMKNVNSLAVLKSEPKIMLSSSYDGLIVKWIQGIGYSGKLERKVNSQIKCFAVVEGEIVSCGFDNKIWRVSLHGDQCGDANSIDVGNQPKDLSLALSSPEVTLVSFDTGVILLRGTKLLSTIDLGFTVTASAISPDGTEAIVGGQDGRLRLYSITGDTLNEEAVLEKHRGAITVIRYSPDVSMFASADVNREAVVWDRASCEVKLKNMLYHTARINCLAWSPDNSMVATGSLDTCVIIYDVSKPASNRITIKGAHLGGVYGLAFTDEHSIVSSGEDACVRVWGITPQ*

NbL13g06060.1 66_kDa_stress_protein−like [MW = 66.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
TAVAVGVEPGNKLPYNEYYEYFGPDYTLHVEPNPMENKNSPRDLEKIRNILLEQLSQLPHAPSVPFQTTPCTTEVPEEEEEDMDQRPKPSIWNGEDYGSDADEDEHPRQRSSDSNLTPVETTTDMRDVDDQAKVDDDMVDADH*

NbL13g06020.1 histone_deacetylase_6 [MW = 16.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family

Protein sequence:


NbL13g05940.1 SH3_domain−containing_protein_C23A1.17−like [MW = 58.06 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 48 95 142 189 237

Protein length

Gel Slice

3.3 4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 48 95 142 189 237

Pfam domains

Pfam Description
SP Sequon TM Domain PF01088 Ubiquitin carboxyl−terminal hydrolase, family 1

Protein sequence:
MAESVGAKRWLPLEANPDVMNQFLWGLAVPPNEAECYDVYGLDEELLEMVPKPVLAVLFLYPLTSQSEAERIQQDSQTKVQDPASTVYFMKQTVGNACGTIGLLHAIGNITSEIKLDEDSFLDKFFKSTAHMDPMERASFLENDREMEVAHSVAATAGDTEAPENVNTHFICFTCVDGQLYELDGRRSGPISHGASSPTNLLQDAAKVIEKMIQKNPESINFNVIAISKRVKGDAL*

NbL13g05830.1 ubiquitin_carboxyl−terminal_hydrolase_3−like [MW = 26.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase

Protein sequence:
MVVAFAAVAKSIGQQCLKRSKPYSHSYFSSYACSSNSKYGVSKWQFQSHRTLILQSASESVKLEKLSDSDSGILEVKLDRPEARNAIGKDMLRGLQQAFEAVSNERSANVLMICSSVPKVFCAGADLKERKTMILSEVQDFVSTLRSTFSFLEGLHIPTIAAIEGIALGGGLEMAMSCDIRICGEDAVLGLPETGLAVIPGAGGTQRLPRLVGKSIAKDIIFTGRKINGKDAVSIGLVNYCVPAGETRLKALELARDINQKGPVALKMAKCAIDKGVELDMESALALEWDCYEQLLDTKDRLEGLAAFAERRKPRYKGE*

NbL13g05820.1 probable_enoyl−CoA_hydratase_2_mitochondrial [MW = 34.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04774 Hyaluronan / mRNA binding family PF09598 Stm1

Protein sequence:
MATLNPFDLLGDDAEDPSLFIAQKEAAPVAAAPKKAPAKAQAQPSKPVAKFPSKPLPPSEAVRESRYEGQRGGGRGGPRGGGRGRGGRGRGFNQDFADGENTFGSNNGFSGVYKASEDGESGKSFERRGGGYRGGFRGGRRGGFNNEESAEGDRPRRVYDRRSGTGRGNDFKREGAGRANWGTPTDEIAPETEEPVTEGEKIVDPEKPAGEEDAGDAKKDSSAAEPEEKEPEEKEMTLEEYEKLLEEKRKALLAQKPEERKVNLDKEFESMQLLSNKKNEDDIFIKLGAEKDKRKEAVEKAKKTKSINEFLKPAEGENYYRGRGRGGRGGRGRGGYGGNGGNGGNNYSVEAPKIEDVGQFPSLGAK*

NbL13g05780.1 plasminogen_activator_inhibitor_1_RNA−binding_protein−like [MW = 39.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MNPEYDYLFKLLLIGDSGVGKSCLLLRFADDSYLESYISTIGVDFKIRTVEQDGKTIKLQIWDTAGQERFRTITSSYYRGAHGIIVVYDVTDQDSFNNVKQWLSEIDRYASDNVNKLLVGNKCDLTAQKVVSTETAQAFADEIGIPFMETSAKNATNVEQAFMAMAASIKNRMASQPASNNARPPTVQIRGQPVNQKSGCCSS*

NbL13g05760.1 GTP−binding_protein_YPTM2 [MW = 22.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01245 Ribosomal protein L19

Protein sequence:
MGSAVLPQALFVVPRNPTTCKPKKLAFSACVSRRPSQLNLSLFSHNSMGLSSKWESRSFVVRAEAEADSQGEPEAAETEEVATETAVATEERPPFKPRAKLGDIMGILNKQAIEASDAVRPIPDIRTGDVVEIKLEVPENRRRLSIYKGIVISKQNAGIHTTIRIRRIIAGIGVEIVFPVYSPNIKELKVVKHRKVRRARLYYLRDKLPRLSTFK*

NbL13g05730.1 50S_ribosomal_protein_L19_chloroplastic−like [MW = 24.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01992 ATP synthase (C/AC39) subunit

Protein sequence:
MFDIIASLAVAQNMRELYRLVLVDTPLAPYFSECITSEDLDDMNIEIMRNTLYKAYLEDFYRFCQKLGGATAEIMSDLLAFEADRRAVNITINSIGTELTRDDRRKLYSNFGLLYPYGHEELAICEDIDQVRGVMEKYPPYQSIFSKLAYGESQMLDKRKSNTFAWHLNNSSTMVYFLHM*

NbL13g05700.1 V−type_proton_ATPase_subunit_d2−like [MW = 20.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MEAVTIASQFSPATGVRLSSPASCRSSAPKRTLSFSLSPKSSLSTSFISPFVGGSVLADFSGHRIRPDYLRPSSSSSRPKRGVVTMVIPFSRGSAWEQPPPDLASYLYKNRIVYLGMSLVPSVTELILAEFLYLQYEDEEKPIYLYVNSTGTTKGGEKLGYETEAFAIYDVMRYVKPPIFTLCVGNAWGEAALLLAAGAKGNRAALPSSTIMIKQPIARFQGQATDVELMRKEVKNVKAELVKLYSKHIGKSPEEIEADIRRPKYFSPSEAVEYGIIDKVLYNERGREDRGVISDLKKAQLI*

NbL13g05620.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_4_chloroplastic [MW = 33.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSMALFSAPPLHFPALSPSKHHSTHKPYPFLTLRKPHLSFLVSPRAVDNGSSGVVSTSAVTLEPEIPEEKAQDSAVKAEESNEASLDSNGSAPVASTGAPAPETVKKFQDPRWVSGTWDLNQFKKDGETHWDSVIDAEVRRRKWLEDNPESSSNEEPVLFDTSIIPWWAWMKRFHLPEAELLNGRAAMVGFFMAYFVDSLTGVGLVDQMGNFFCKTLLFIAVAGVLLIRKNEDIETVKKLIEESTFYDKQWQASWKDENSSSSKDS*

NbL13g05590.1 light−harvesting_complex−like_protein_3_isotype_1_chloroplastic [MW = 29.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MIRTPKYPDCNVYTLGNLKMQSLSPFSSLSFFLILLSTPILSGFVKTALTQDGFCSAPSILDSDSSSQPLYSKVTNPTLSPSHLQDLPGFTRSAYKKDHAFITPESHVFSPLPDWSNTLGAYLITPAIGSHFVMYLAKMQENSKSGLPPSGVERFIFVVQGSVVLTNISGNVHKLTVDSYAYLPPNFDHAVETDAAATLIVFERRYSRLENHVTEQIVGSTEKQPLLETPGEIFELRKLLPTSLAYDFNIHIMDFQPGEFLNVKEVHYNQHGLLLLEGQGIYRLSDSWYPIQAGDAIWMAPFVPQWYAALGKTRSRYLLYKDVNRNPL*

NbL13g05560.1 (S)−ureidoglycine_aminohydrolase [MW = 36.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MWTLFAALSSLLILECHHFPATATRSLSLNFLSCDLYSLVQMAPLQLVAVFATTFIFMQTTANSQTCPDCFLHSRAAHYPNSEEKGTETGSCGFGTFGATINGGDVSAASDLFRNGLGCGACYQVRCTNSNYCSDKGVTVVITDQGAGDRTDFILSQRAFARMAQTTDAAASLLSLGVVDIEYTRVSCSYPDKNITIKIEESSDNPHYLAFVIWYQQGKKDITAVQLCETQNFECKVLDRTRGAVWTATSPPRGPLQIRMLLSVDDGDEIWFVPVNNIPENWKAGDTYDSGIQVDA*

NbL13g05190.1 expansin−like_B1 [MW − SP = 29.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00408 Phosphoglucomutase/phosphomannomutase, C−terminal domain

PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I
PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MNEKQQSLVLESAARFPPPKGVKLSYGTAGFRADASLLESTVFRVGILAALRSLKTGSVIGLMITASHNKVSDNGIKVADPSGGMLTQDWEPFSEAIANAPDPHSLLQLITEFVNKEQIGFEGRQPAEVLLGRDTRPSGEALLEAAKQGITSIIGAIDTDMGVVTTPQLHWMVRARNRGLEASESSYFHQLSTSFRCLMDLKPEGISKNGNDATLLVDGADGVGGEKLEQFKKMLAGLCIEVRNLGDGILNEGVGADYVQKEKVAPRSFGSNDAGLRCASLDGDADRLVYFSVLSNENNKIELVDGDKILSLFALFIKEQLSILNEGEDKKGHDSYKAHLGVVQTAYANGASTDYLKEMGLEVVLTPTGVKYLHEKASEFDIGIYFEANGHGTILFSEAFLCWLETSHKMLLSTSEGSAKQKAASRLLAVSQLINQAVGDALSGLLLVEVILKYMGWSIHRWNELYHDLPSRQLKVKVFDRTAVVTANAETVTVQPIGIQEAINAEIAKYPRGRCFIRPSGTEDVIRVYAEATTQDAADALASSVARLVDQYLGFGSS*

NbL13g05120.1 phosphoacetylglucosamine_mutase [MW = 60.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00191 Annexin

Protein sequence:
MASLTVPAEVPSVAEDCEQLRAAFKGWGTNEKLIISILANRNAAQRKLIQQTYAETFGEDILKELDRELTNDFEKLVVVWTLDPPERDAYLAKEATKRWTKSNFVLVELACTRSPKELVLGREVYHARYKKYLEEDVAYHTTGEHRKLLVALVSSYRYGRDRAATAFGVIGGVVWT*

NbL13g05030.1 D1−like [MW = 20.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01596 O−methyltransferase

Protein sequence:
MAYVGAPNFAATNAIHTKQSLPRNNGVSLPKKLPFSPLPNYNMLRTTMNLQSKASHKDEGSPWDDKGLLQSEELYQYVLETSVYPREPEPLKEIRAITANHPEFYMGATPDSGQLIAMLLNLINAKRTIEIGVFTGYSVLLTALTIPDDGKIIAIDPDRQSYELGLPVIQKAGVEHKIDFKDSPALPVLDKLLEDSENRDSFDFAFVDADKTNYGNYHKRLMQLVKVGGLIVYDNTLWYGTLVMPEEMVDELLRTERKYFLELNRFLASDTRIQISQVTVGDGMTICRRLF*

NbL13g05020.1 probable_caffeoyl−CoA_O−methyltransferase_At4g26220 [MW = 32.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01596 O−methyltransferase

Protein sequence:
MEDKTKLMSTKGLLQSQELYEYILETNVYPREPEPLKEIRDITANHPRCLMATAPDAGRMIAMLLELVNAKKTIEIGVFTGYSLLLTALTIPDDGKITAIDLDRDAYEMGLPVIKKAGVEHKINFIQSSALPVLDKLLEDNNNKESFDFAFIDADKVNYQKYHERLLQLVKVGGIIVYDNTLWSGTIAMPEESVPESLKAVRHHTIEFNKFLAADTRIRLSQVPLGDGITICRRL*

NbL13g05010.1 probable_caffeoyl−CoA_O−methyltransferase_At4g26220 [MW = 26.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family PF10394 Histone acetyl transferase HAT1 N−terminus

Protein sequence:
MGTKHHSSSSDAIDDPKKRRRVGFAKPDAGIEANECITIYLVSSKEDVDSPNCFCLEPVDLNHFFEDDGKIFGYQGLKITIWVSLISFHAYADISFESSSDGGRGITDLKSALQQNIFAESLVDEKDTFLQTFSTESHYVRSVVSNAEALQHKVSNGCSTESNCLSKSEPFDAEVFRIVGMPVGHLYSRLVPLVLLLVDGSNPIDILDPRWEIYLLIQERKDTQEESCSRLLGFAAVYRFHRYPESKRLRLGQILVLPPYQRKGYGRLLLEVLNRVAISENIYDLTVEEPEDSLQHVRSCIDVERLLVFDRIQQALDSVVSRLKHENPSKKSYTCKYGPPLSAVEDVRKTLKINKKQFEQCWEILIYLSLNPIDKYMETYRTIVLHRVKAEVVGKDSEGNGKQVIDVPTEHDQEMSFVMFKSQNGESSSIEKADNQSIVEEQLQKLVDERLNQIKLIAEKVSVHRQ*

NbL13g05000.1 histone_acetyltransferase_type_B_catalytic_subunit−like [MW = 53.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MGSVDHSFVAETELESKKIGLDISSMGEAPNSQQKIVTGDGGYVLEDVPHLSDYIPNLPTYPNPVQDNPSYSVVKQYFVDEDDTVAQKIVVHKNSPRGIHFRRAGPCQRVYFEPEDVHACIVTCGGLCPGLNTVIREIVCGLHYMYGVKRVMGIDGGYRGFYSKNIIPLTPKVVNDIHKRGGTILGTSRGGHVTKKIVDSIQDRGINQVYIIGGDGTQRGAAVIFEEIRRRGLNVSVAGIPKTIDNDIPVIDKSFGFDSAVEEAQRAISAAHVEATSFENGIGLVKLMGRDSGFIAMYATLASRDVDCCLIPESPFYLEGHGGLFEYIEHRLKENGHMVIVIAEGAGQELVSESLRCTSKQDPSGNKLLQDVGLWISERIKEHFSKQKKMLINLKYIDPTYMIRAIPSNASDNVYCTLLAQSAVHGAMAGYTGFTVGPVNGRHAYIPFNRITETQNKVVITDRMWARLLSSTNQPSFLRTRDIIKAHKEEEPPTQLSDDSTTDDNLMEKQVLC*

NbL13g04930.1 ATP−dependent_6−phosphofructokinase_6−like [MW = 56.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
MGNIWFLFFLLHKIIVIEAAMSVGGGVGMGVGVGGGVGGGGVWIGGGINSPSPTSSDINKAYTALQTWKSAITDDPLGILNSWVGTNVCVYKGIFCSESQDYMGNPTSVVAGIDLNHANLQGILVKELSFLAEMSIFHLNSNRFSGPIPQNFRDLTSLTELDLSNNHFSGTFPTAVLLIPNLLYLDLRFNSFSGPIPEDLFNKKLDAIFLNNNQFDGELPQNLGNSPSSVINLANNKFTGNIPFSLGYMGPRIKEILFLNNQLTGCIPEGVGMWTDLQVLDVSFNSLMGHLPDTLSCLSGIEVLNLAHNKLSGDLPDLVCSLRSLINLTLTYNFFSGLSQDCDKLPYRNVGFDFSLNCIPGKQMQRPQPECSLIPGGSLSCLRIPAAKPLVCGSIISEEEIVSTPPSH*

NbL13g04910.1 leucine−rich_repeat_extensin−like_protein_4 [MW − SP = 41.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01747 ATP−sulfurylase PF14306 PUA−like domain

Protein sequence:
MSLAIRVHVTSTTIFHYCNNTSKKNPFSHNCTKFKVNPIYHFDKLSHLVFSHRKKMSSLTSSRGSCGLTVKSSLIEPDGGSLVDLVVPENQRVAKIAEAETMAKVKLTKIDLEWVHVISEGWASPLKGFMREDEYLQSLHFNSLRMKDGSIVNMSLPIVLAIDDEDKEKIGASCDVALVGPNDDLVGILRSIEIYKHNKEERIARTWGTTAPGLPYVEEVITPAGNWLIGGDLEVIKPIKYNDGLDHYRLSPQQLRDEFDRREADAVFAFQLRNPVHNGHALLMNDTRRRLLEMGYKNPILLLHPLGGFTKVDDVPLDVRMEQHSKVLEDGVLDPETTIVAIFPSPMHYAGPTEVQWHAKARINAGANFYIVGRDPAGMSHPTEKRDLYDPDHGKKVLSMAPGLEKLNILPFRVAAYDTVDKKMAFFDPSRAQEFLFISGTKMRTYARTGENPPDGFMCPGGWEVLVKYYESLQAEDGVQNSAVLSAR*

NbL13g04760.1 ATP_sulfurylase_2 [MW = 54.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00996 GDP dissociation inhibitor

Protein sequence:
MDETLSYPPIEPSNFDLIVVGTGLPESILASAASAAGKSVLHLDPNPSYGSHYASFPLHEFISYIRSQSSSESSIPQPDTDSGFTRVPLTTRALYSSVEITSYSSEPLEQSRKFNIDLSGPRVLLCADAMINLILKSEVNQYMEFKCIDGSFIYDGEGNLENVPDSRSAIFKDQKLGFTEKTQLMEFFKLVQGHFEAAAAAYGGERKSISEEDLESPFMEFLSKMRLSSKLKSIILYAIAMADYDQENGDVCKSVLKTKDGIDRLALYHSSVGRFPNAPGAMIYPIYGQGELPQAFCRRAAVKGCIHVLRMPVHSLLMDKATGNYKGVRLASEQELYSHKLILAPSFVFQLPPPHSSPDAQQNVYCDFGLKNTTEKLARSVCITKHSLKLDKANCLASFPPRSLFPEQVTAIHVLQLSSNVAVCPSGMFLIYLSAICEDDVQGKKLLHAAINALFCIPVSGSSENDNSAKKQSETRDAKPALLWSVLYTQELTKFQDVLDNIISASMPDGSPYYHDLLGATEKIFEELYSGEVFFPKTASSEEGAVEELED*

NbL13g04750.1 rab_escort_protein_1 [MW = 60.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13242 HAD−hyrolase−like PF13344 Haloacid dehalogenase−like hydrolase

Protein sequence:
MIGRCVSAQSSKPNELKFQTLNGIQELAETRRFKAWFLDQFGVLHDGKQPYPGAISTCTFSSVSFVILMVIISNSSRRASTTLEKLRSLGFDPSLFIGAITSGELTHQYLQRRDDAWFASLGRSCIHMTWSDRGAISLEGLGLEVVENAQEANFILAHGTEALGLSSGAALPMKLDDLEKILEQCAAKKIPMVVANPDFVTVEARALRVMPGTLAATYEKLGGQVKWMGKPDKIIYKSAMEMADVDVSDCVAVGDSLHHDIKGANAAGIASAFITCGIHATELGLSKFGEVADDNSIHALALQNNAYPTYVLPSFTW*

NbL13g04730.1 uncharacterized_LOC109242911 [MW = 34.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13462 Thioredoxin

Protein sequence:
MHYTPKILTQKRNPFCKKMELRKIHFLLKSILLLIFLLLFVSVSYQISIPAKQDGFWYENRTPKVDSILIEAFFDPVCPDSRDAWPPLKQALQQYGSRVSLLVHPFPLPYHDNAFLTSRALHIVNKLNASATYKLLESFFDHQEEFYNKATFNLSRASVIEKVSRFSTNAIGNSNYDVIKAGFTDYKTDQSTRFSFKYGCVKGVYGTPFFFVNGFPLPDAGSAVDYNGWRRVLDPLVHQQDTGRNDLLHFFL*

NbL13g04670.1 uncharacterized_LOC109239937 [MW = 29.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MDRYQKVEKPRVETPIDANEIRITSQGRTRSYITYAMTLLQENTSDEIVFKAMGRAINKTVTIVELIKRRIVGLHQITSITSTDITDTWEPLEEGLLPLETTRHVSMITITLSKKELDKNNIGYQPPIPADQVKVSTDIDYEGDGSPNGRGRGRGGRGRGRSRGYSGNGVMPAEYDDGGYDRNWGYGRGRGRGRGRNFRGRGRGGFGGALDTQQDAGGYIQEAPIQGRGRGRGRGPRGRGRGFRPNGPPIHVAA*

NbL13g04660.1 ribonuclease_P_protein_subunit_p25−like_protein [MW = 27.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MKGIISLFFCFSLFIVSFILREADSASQAQNNGIYIVYMGAAASSNGGTRHDQARLISSLIRRNKHAVVHSYNNGFSGFAARLSESEAKSMAQRPGVISVFPDPVLQLHTTHSWDFLKYQTDEKINSSPSSGSDSSLIGADTIIGILDTGIWPESESFNDKDMGPIPSRWNGTCMDGQDFGSSKCNKKIVGARFYEESDDSGTKIAGSARDENGHGTHVASTAAGSPVAGASYYGLAAGTATGGSPGSRISMYRVCTTFGCRGSAIMKAFDDAIADGVDVLSLSLGSSPGLEPDFPSNPIAIGAFHAVEKGITVVCSAGNSGPGPKTVVNTAPWILTVAATTIDRDFETDIVLGGNKLIKGGGINFGNMTKSSVYPLIHGNSTKSNDNVSEADARSCVPGSLDENKVKGKIVLCENLDDGEYFPSDKLDEVKSRGGVGFILIDDDERTVAPKFNSFSAGVVSKKDGNEILAYINSTRNPVASILPTVSITKYKPAPVVAYFSSRGPAYNTPNLLKPDITAPGVAILAAWPGNDTSEALPGQKPPIFNLLSGTSMSCPHVSGIAATVKAVNPTWSPSAVKSAIMTTAIQTNNLKAPITTVSGSKATPYDIGAGEASTSGPLKPGLVYETDVADYLQFLCSVGFNISQIKLISITVPEDFSCPKNSTSELVSNMNYPSIAISSLKENEPKKVTRTVTNTGEEASVYTTVIEAPKGLEVQVIPTKLEFTNKSKKLSYDVSFKASSTSKEDLFGSITWTNGKYKVRSPFVVSSN*

NbL13g04590.1 subtilisin−like_protease_SBT5.3 [MW − SP = 78.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MRKWTIPSVLFLLCLLFLLPDQGRRIQANAEAESDVPVDPPKVEEKFGAIPHGLSTDSDVVKRESESMSRKTLRADAEKFEFQAEVSRLMDIIINSLYSNKDIFLRELISNASDALDKIRFLSLTDKEVLGEGDNTKLEIQIKLDKEKKILSIRDRGIGMTKEDLIKNLGTIAKSGTSAFVEKMQTSGDLNLIGQFGVGFYSVYLVADYVEVISKHNDDKQYVWESKADGAFAISEDVWNEPLGRGTEIRLHIRDEAGEYLDEYKLKDLVKKYSEFINFPIYLWASKEVEKEVPADEDESSDEEETSETSPEEEEGDEDDSEKAEDEDDSEKAEDEKKPKTKKVKETTYEWELLNDVKAIWLRNPKEVTEEEYTKFYHSLAKDFSDEKPLAWSHFNAEGDVEFKAVLFVPPKAPHDLYESYYNSKKSNLKLYVRRVFISDEFDELLPKYLSFLMGLVDSDTLPLNVSREMLQQHSSLKTIKKKLIRKALDMIRKIADEDPDESNDKDKKDVEESGADNEKKGQYAKFWNEFGKSVKLGIIEDATNRNRLAKLLRFETSKSDGKLTSLDQYISRMKAGQKDIFYITGASKEQLEKSPFLERLTKKNYEVIFFTDPVDEYLMQYLMDYEDHKFQNVSKEGLKLGKDSKAKELKESFKELTKWWKGALASDNVDDVKISNRLADTPCVVVTSKYGWSSNMERIMQSQTLSDASKQAYMRGKRVLEINPRHPIIKELRERVVKDPEDESVKQTAQLMYQTALLESGFLLNDPKDFASRIYSSVKSSLNVSPDAAVEEEEDIEEPEAEADDNEAAAKDDSDAKDEL*

NbL13g04550.1 endoplasmin_homolog [MW − SP = 90.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family PF02897 Prolyl oligopeptidase, N−terminal beta−propeller domain

Protein sequence:
LGCQPNQPRPSSSLVTPTMFTLPCHRAILFSPNSPKSLTRIALLVIPPYNRQQKQQKNRLIKQRCLFVEHVKSNPFTSHLLARSLASSSSVMGSLSALNEPLPYPIARRDESVVDNYHGVNVPDPYRWLEDPDSEETKEFVEKQVNLTDSVLKTCETREKLREKITKLYDFPKYEVPFRAGDKYFYFHNSGLQPQKVLYVQDSLDGEPEVLLDPNTLSEDGTVALSICSISEDAKYLAYGISSSGSDWVTIKVMHVDDKSVNPDVVSWVKFSDASWTHDSKGFFYSRYPAPNDGESLDAGTETHANLNHEVYYHHLGTDQSDDILCWKDPENPKCTRSASVTEDGKYVLLYTYENCDPVNKVYYCDLSALPDGIEGYKGRNKLLPFINLVDNFDASYDCVANDGTAFTFRTNKDAPKYKLVRVDLKEPESWSDIIREDEKDVLESAVAVNDNQLVVSYLSDVKNVLQLRDLKVGVLLHHLPIDIGTVSGISARRKDSTIFIGFTNFLIPGIIYECDLKAEVPDLKVFRETVVPGFDHTEFQVNQVFVPSKDGVKIPMFIVAGKDIFLDGSHPCLLYGYGGFNISITPYFSVGRVVTAKHLGVVFCIANIRGGGEYGEDWHKAGSLSKKQNCFDDFISAAEYLVTAGYTQPEKLCIEGGSNGGLLVGACINQRPDLFGCALAHVGVMDMLRFHKFTIGHAWTSDYGCSDKEEEFQWLIKYSPLHNVRRPWEQSSDQDSQYPSTMLLTADHDDRVVPLHSLKLLATMQYVLCTSLEKSPQTNPIIGRIDRKAGHGAGRPTQKVIDEAADKYAFMAKVLGASWVE*

NbL13g04470.1 prolyl_endopeptidase−like [MW = 92.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MEGTIRCSANYVPLTPVSFLERAAVVYGNRVSIVYGDVKFTWAETRQRCLNLASALAQLGISRGDVVATLAPNIPAMYELHFGVPMAGAVLCTLNVRHDSAMVSVLLKHSEAKVIFVDYQFLDIAKGAFKILSKERIKLPYLVLIPDCDRQLSIVHNRTLIPGDLEYESFLVTGKPNFEIVWPSDEWDAIALNYTSGTTSSPKGVVYSHRGAYLNSLAAVLLNEMPLMPVYLWCVPMFHCNGWCLTWAVAAQGGKNVCLRNVTAAGIFTSIAGHQVSHMGGAPTVLNMIINAPPSVRRSLPRKVAVMTGGAPPPPQVLFKMEELGFDVIHSYGLTETYGPGTVCTWKPEWSTLSPDEQAKIKSRQGLHHIGMEEVDVKDPATMKSIPPDAKTMGEVMFRGNTVMNGYLKNLKATEDAFKRGWFRSGDLAVKHPDGYIELKDRAKDIIISGGENISTIELESVIFSHPAVLEAAVVGRPDDYWGETPCAFVKLKDGNNATADEIINYCRDRLPRYMAPKTVIFDDLPKTSTGKTQKFVLRQKAKAMGSISKASKL*

NbL13g04400.1 probable_acyl−activating_enzyme_1_peroxisomal [MW = 60.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00199 Catalase PF06628 Catalase−related immune−responsive

Protein sequence:
MDPYKNRPSSAFNSPYMTTNSGAPVWNNNSSLTVGTRGPVLLEDYHLVEKLANFDRERIPERVVHARGASAKGFFEVTHDVSHLTCADFLRSPGVQTPVIVRFSTVTNERGSPETLRDPRGFAVKFYTREGNFDLVGNNFPVFFIRDGMKFPDMVHCLKSNPKTNIQESWRSLDFFSHHPESLHMFTFLFDDLGVPQDYRHMEGSGVNTYTLISKAGKAHYVKFHWKPTCEVKCLLEEVAIKVGGANHSHATKDLYDAIAAGNYPEWKLFIQTIDPDHEDRFDFDPLDVTKTWPEDILPLQPVGRLVLNKNIDNFFAENEQLAFCPAIIVPGIHYSDDKLLQTRIFSYSDTQRHRLGPNYLQLPVNAPKCAHHNNHHEGVMNFMHRDEEVNYFPSRFDPCRHAEQYPIPPRIVTGKRDRCIIEKENNFKQPGERYRSWSPDRQERFICRWISALSDPRVTHEIRTIWISYWSQADKSLGEKIASRLNVRPTM*

NbL13g04380.1 catalase_isozyme_3−like [MW = 56.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00173 Cytochrome b5−like Heme/Steroid binding domain

Protein sequence:
MELTAQQLKAYDGTDPSKPIYVAIKGRIFDVTTGNSFYGPGGAYCMFAGKDASRALAKMSKNEEDVTPSLDGLSEKEMGVLNDWEKKFQAKYPIVGTVIS*

NbL13g04140.1 probable_steroid−binding_protein_3 [MW = 10.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01406 tRNA synthetases class I (C) catalytic domain PF09190 DALR domain

Protein sequence:
MATLLKLYKPLLPSCISPLPVRFHNFKTLIAAARNRARVRCLSTTGNSNHKVNITDSNGAIVEGDGTETQYKKQQLWLHNTMSKQRELFIPKVPEKVGMYVCGVTAYDLSHIGHARVYVSFDVLYRYLNYLGYEVNYVRNFTDVDDKIIARANELREDPIKLSKRFCEEFHLDMAYLHCLPPSVEPRVSDHMPNIIDMIQQILDNGCAYTINGDVYFSVDKFPEYGKLSGRRLEDNRAGERVAVDTRKKNPADFALWKSAKEGEPFWESPWGPGRPGWHIECSAMSAAYLGYSFDIHGGGMDLVFPHHENEIAQSCAACKKSNITYWIHNGFVNIDSEKMSKSLGNFFTIRQVIDLYHPLALRLFLIGTHYRSPINYTIAQIESASDRLFYIYQALYDSQIVLSQHDEASRKDSIPAGTASCINKFQDEFIVSMSDDLHTPVALAAMSDPLKLINDLLHTRKGKKQGLRIESLAALEKTITSGLEILGLVPTSYEKALHELREKALKRAKLTEDQVRQKITERDTARQNKEYERSDAIRKELAAVGIALMDSPEGTTWRPAIPLALQEEQVASP*

NbL13g04130.1 cysteine−−tRNA_ligase_cytoplasmic [MW = 65.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16969 RNA−binding signal recognition particle 68

Protein sequence:
MAKQKETPAMDIDDQTSTPSDQITTNPKFSVNVLQLLKSAQMQHGLRFGDYARYRRYCTARLRRLYKSLKFTHGRVKYTKRAISVATVTEVRFLHLVIYTAERAWSHAMEKKTLPDGPNARQRSYLIGRLRKAVKWASLFQELCSFKGDSRTSLEAEAYAAYMKGSLLFEQDQNWDVALKCFKSARAVYEELGKYGDLENQVLCRERVEELEPSIRYCLHKIGESNLQTSGLVSIGEMEGPALDLFKAKLEAAMAEARSQQAASMTEFHWLGNRFPISNAKTRVSILKAQELEKDIHGSAADSLLAEKKLVLYDKIFAAYHEARSCIRNDLVTAANSENVKDELSGLDKAIGAILGQRTIERNQLLVKIAKSKLNKVRDDKNEKVTKPEELVRLYDLLLQNTADLFDLVSSGRDRKMEEVALAEECELRSMVFRAERCFYLAKSYSSAGKRTEAYALYCQARSLADAALRKLHSANDADQVMIKELKTLYNESRSNSCIEHAKGIMEEEKAPENLSKKISNISLNGSDKKVEKLLMEKMDTYESAVGEANVKVAPRIETFPPAFQPVPRNPIVLDLAYNLVEFPSLDARMKKDKKGFISRFWG*

NbL13g04050.1 signal_recognition_particle_subunit_SRP68−like [MW = 68.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01875 Memo−like protein

Protein sequence:
MEKIRKASHAGSWYTDHPQELAEQLDGWLRAAGLAKSSDVRGVIAPHAGYSYSGRAAAYAFGNIDPTNISRVFLLGPSHHYYTPKCALSRATVYKTPIGDLPIDVEVNDELKATGKFEYMDLRVDEAEHSMEMHLPYLAKVFQGYYDRYPVKIVPILVGSLSAESEALYGRLLAKYADDPKNFFSVSSDFCHWGSRFNYMHYDKSHGAIYKSIEALDKMGMDIIETGDPDAFKQYLSETDNTICGRHPISVFLHMLKNSSIKIKIRFLRYEQSSQCKSMRDSSVSYASAVGKIDA*

NbL13g04040.1 protein_MEMO1−like [MW = 33.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00366 Ribosomal protein S17 PF16205 Ribosomal_S17 N−terminal

Protein sequence:
MAEQTEKAFLKQPGVFLSSKKTGKGKRPGKGGNRYFKSIGLGFKTPREATEGTYIDKKCPFTGNVSIRGRILAGTCHSAKMNRTIIVRRNYLHYVKKYQRYEKRHSNIPAHISPCFRVKEGDHVIIGQCRPLSKTVRFNVLKVIPAGSAGGGKKAFTGM*

NbL13g03980.1 40S_ribosomal_protein_S11−like [MW = 17.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MASTMFSLASAAPSASFSLQDNLKSKLKLGTSNQSAFFGNDFVKAKSNGRTTMTVAANVSRFEGITMAPPDPILGVSEAFKADTNELKLNLGVGAYRTEELQPYVLNVVKKAENLMLERGDNKEYLPIEGLAAFNKVTAELLFGADNPVIQQQRVATIQGLSGTGSLRIAAALIERYFPGSKVLISSPTWGNHKNIFNDARVPWSEYRYYDPKTVGLDFAGMIEDIKAAPEGSFILLHGCAHNPTGIDPTIEQWEKIADVIQEKNHIPFFDVAYQGFASGSLDEDASSVRLFAARGMELLVAQSYSKNLGLYGERIGAINVLCSSADAATRVKSQLKRLARPMYSNPPIHGARIVANVVGIPEFFDEWKQEMEMMAGRIKSVRQKLYDSLSSKDKSGKDWSYILKQIGMFSFTGLNKAQSENMANKWHVYMTKDGRISLAGLSAAKCEYLADAIIDSYYNVN*

NbL13g03840.1 aspartate_aminotransferase_chloroplastic−like [MW = 50.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MLLMMLKPWLVISILFAFHISNVIGAFVGINIGTDVSNLPPASDVVALLKANQITHVRLFNADAHMLNALANTNIEVIIGVTNDEVLGIGESPSAAAAWVNKNVAAYMPSTNITAIAVGSEVLTAIPNAAPVLVPAMNYLHKALLASQLNHQVKVSTPQSMDVIVRAFPPSTATFNSSWNSTIFQILQFLKNTNSYFMLNAYPYYEYVHSDGIFPIEYALFQPLSAVKQIVDPNTLFHYVSMFDALVDAAYNSIAAFNFSDIPIVVTETGWPWDGGANEPDATKENAETFNNNLIRHVSNDTGPPSQPKNPINTFIYEMFNEDKRPGPISERSWGIFSTNGSDVYSLSLGSSAGISDNSTAVFCIAKPGADQNKLQDGINWACGQGHANCIAIQSGQPCYFPDTLQNHASYAYNDYYQRMRSLGGTCDFDGTATTTTQDPSSKTCKFTGSSTPGGLFPPAAFGPISPTSQGSTIRAIVIVYTLAVFSALLMLDVNVQQQQQLPSILPPGGVWGG*

NbL13g03780.1 glucan_endo−13−beta−glucosidase_4 [MW − SP = 52.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain PF00215 Orotidine 5'−phosphate decarboxylase / HUMPS family

Protein sequence:
MVSETMESIILQLHDISAVKFGEFKLKSGISSPIYIDLRLIVSYPSILRQISQTLVGSLPSSTKYDVVCGVPYTALPIATCISTANDVPMLMRRKEVKDYGTAKAIEGAFKPGQACLIVEDLVTSGASVLETAAPLRAAGLIVTDAVVMIDREQGGRENLAENGITLHSMVKLTEMVKILKEKGRVSEETEKMVKKFLEENRKVAVPMPVKETKVSLRLPYQERAKIAKNPTGKKLFEIMVQKETNLCLSADVAIAAELLDIADKVGPEICMLKTHVDILPDFTPDFGSKLRSIADKHNFLIFEDRKFADIGNTVTMQYEGGIFRILDWADITNAHIISGPGIVDGLKLKGLSRGRGLLLLAEMSSSGNLATGAYTAAAVKIAEDHSDFVIGFISVNPASWPNGPGNPSLIHATPGVQLVKGGDALGQQYNTPSAVIADRGSDIIIVGRGIIKAANPIEAAREYRLQGWDAYLVNCK*

NbL13g03570.1 uridine_5'−monophosphate_synthase [MW = 51.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01588 Putative tRNA binding domain PF09334 tRNA synthetases class I (M)

Protein sequence:
MGHFSTAGNGDYQPPTTPKLPIPGKRNILITSALPYVNNVPHLGNIIGSVLSADVFARYCRLRDYNAIYMCGTDEYGTATETKALEENSTPKQICDKYHAIHREVYKWFGISFDQFGRTSTPQQTEVCQAIFKKLWKNNWLSENTMQQPYCDTCKKFLADRLVEGNCPTPGCNYDSARGDQCEKCGKLLNPTELKDPRCKVCHNTPCIRDTDHLFLELPLLKDKLETYVNNMSVAGGWSQNAIHTTNAWLREGLKQRCITRDLKWGVPVPHEKYKEKVFYVWFDAPIGYVSITSCYTTEWEKWWKNPENVELYQFMGKDNVPFHTVIFPSTLLGTGENWTLMKTISVTEYLNYEAGKFSKSKGIGVFGNDAKDTNIPVEVWRYYLLTNRPEVSDTLFSWADLQAKLNSELLSNLGNFINRVLSFIAKDPVSGYDSIIPNPEGAESHPLTKALGEKVGNYVEQYIEAMEKVKLKQGLKIAMSISGEGNGYLQESQFWKLYKEDKPSCSIVMSTAAGLVYLLACLLEPFMPSFSREVLKQLNFPPETQVSLADERGDIEKSKRPWHILPAGHKIGIPAPLFKELKDEEVEFYREKFAGSQADRNLKAEAEAKKITDQLNKAKISDANKKKERATKPSVAKSKGSASVEAEISISRLDIRVGLITRAQKHPDADSLYVEEIDVGEAQPRTVVSGLVNYIPLEEMQNRKVCVLCNLKPASMRGIKSQAMVLAASSSDHTRVELVEPPKDAAIGERVTFPGFDGTPDDVLNPKKKVWETLLVDLHSNKELVACYKDLPFTTSAGVCKVASISEGSIR*

NbL13g03490.1 methionine−−tRNA_ligase_cytoplasmic−like [MW = 91.19 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 165 329 493 818

Protein length

Gel Slice

3.1 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 165 329 493 818

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF05922 Peptidase inhibitor I9
PF17766 Fibronectin type−III domain

Protein sequence:
MRGMCFGLVIVLLLGILNVAKAEIYIVTVEGEPVISYKGGIDGFEATASESDEKIDTTSELVTSYAQHLEKKHDMLLALLFDRGTYKKIYSYHHLINGFAAHISHEQAEILRQAPGVKSVERDWKVRRLTTHTPQFLGLPTGVWPTGGGFDRAGEDIVIGFVDSGIYPHHPSFSSHNTEPYGPLPKYRGKCEVDLNTKKDYCNGKIIGAQHFAEAAKAAGAFKPTIDYDSPIDGDGHGSHTAAIAAGNNGIPVRMHGFEFGRASGMAPRARIAVYKALYRLFGGFVADVVAAIEQAVRDGVDILNLSVGPNSPPATTKTTFLNPFDATLLSAVKAGVFVAQAAGNGGPFPKTLLSYSPWIVSVAAAVDDRRYKNHLTLGNGKILPGMGLSPSTHPNQTFTMVAANDVLLDSSVTKYSPADCQKPEVLNKNLVEGNILLCGYSFNFVVGTASIKKVAETAKVLGAAGFVLAVENASPGTKFDPVPVSIPGILITDASQSMELVDYYNITTSRDWTGRVKSFKSTGSIGNGLRPILHKSAPQVAIFSARGPNIKDYSFQDADLLKPDILAPGSLIWAAWAPNGTDEANFCGEGFALISGTSMAAPHIAGIAALIKQHHPHWSPAAIKSALMTTSSTIDRAGRPLQAQQYSGSETMTLVPATPFDYGSGHVNPRAALDPGLIFNAGYQDYLGFLCTVPGIDPHEIKNFTHSPCNYTLGHPSNFNSPSIAVAHLVGTRTVTRTVRNVAEEETYVITARMAPEIAIETNPPAMTLRHGASRKFTVTLSVRSVTGAYSFGEVLLKGSRGHKVRIPVVAAGYDR*

NbL13g03440.1 subtilisin−like_protease_SBT2.5 [MW − SP = 85.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00478 IMP dehydrogenase / GMP reductase domain

Protein sequence:
MNDDGFPAERLFNQGYSYTYDDVIFLPGYIDFSVDDINISTKLSRNIPLSMPCVASPMDTVTETSMAVAMSALGGIGIVHYNNTVSQQASIIRAAKSHKFPFSADLIFASPSDSIHSADEFANSPCIFVTESGNKQSKLLGHVSKSDWKNLSNKEARISAYMNSSPVTLPSSYDFNDVAGYMASKKLDFIALVNEEEENGKVVNLVTSADMERIKGLPKLGLPSLGEDGKFLVGAAVGTRESDKERLEHLVKEGINAVVIDSSQGNSLYQINMIKHVKHTYPHLDVIGGNVVTNYQAENLIKQGVDGLRVGMGSGSICTTQEVCAVGRGQATAVYKVSSIAEQHGIPVIADGGISNSGHIVKALSLGASTVMMGSFLAGSNEAPGTYEYKNGLRVKKYRGMGSLEAMTKGSDARYLGDTAKLKIAQGVVGSVADKGSILKFIPYTMQAVKQGFQDLGASSLQSAHHLLKSGKLRLEVRTGAAQVEGGVHGLVGYEKRYF*

NbL13g03390.1 inosine−5'−monophosphate_dehydrogenase_2−like [MW = 53.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF17808 Fn3−like domain from Purple Acid Phosphatase

Protein sequence:
LSCMLIKSKYSTHIFLPHLLSKDSEGRKMRNKFYLLLLWVLALNNIVLADNYEYIRLGRHEHDLSQGEQPLSRVQIHKTVLALRKSASIRVAGPTHLGATGEDVEWVTINLKNAKPTNDDWVGVFSPAKFNQSICDPVTIDEQQFGAPFLCTAPLKFKFANYNNDNYTNTGKSSLKFRLINQRGDFSFAFFSGGLSNLKLIAISNHIVFANPKAPLYPRLALGKSWDIMTVSWTSGYNIDEAVPFVEWGWKGQAQQRSPAGTLTFHRNSMCGTPARSVGWRDPGFIHTSFLKDLWPTMVYTYKLAHLLNNGSIVWSKQYSFKSPPFPGQESLQRVVIFGDMGKQERDGSNEYANYQPGSLMTTDTLIKDLDNIDIVFLIGDLPYANGYISQWDQFTAQVEPITSKVPFMIASGNHERTWENSGSLYTGLDSGGECGVPAETLYYVPAENRAKFWYAADYGMFHFCIGDTEHDWREGSEQYKFIEECFASANRHKQPWLIFSAHRVLGYSSNDWYAKEGSFEEPMGREHLQKLWQKYKVDMAFFGHVHNYERVCPIYQNQCVNKETSHYSGVVNGTIHVVVGGGGSHLNQFTPINTTWSVFKDYDYGFVKLTAFNQSSLLFEYKKSRDGKVYDSFTISRDYKDVLACVHDGCEPTTLAS*

NbL13g03170.1 nucleotide_pyrophosphatase/phosphodiesterase−like [MW = 74.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MASTEQTQNGSTISPETLTTTTETKPEPENPPQKPEETTDQSPDPVSVNAEPVPATEVSIEKPKWPGWPGSCVFRMVVPVVKVGSIIGRKGELVKKMCEETGAKIRVLDGPPSSPDRIVLISGKEEPEAALSPAMDAVVRVFKRVSGLEADGNLPGAAGAAFCSIRLLVASTQAVNLIGKQGSLIKPIQQTTGASIRILSNDEMPIYATSDERIVEIQGEALKVLKALEAVIGHLRKFLVDHSILPLFEKSYNTPATQTQEREPEPWSERTMLNMSRPGLGMDYPPPLKRDSLFSERESQLDSQYHPPGLSLYGQDPGLSANRTSGLGRAGNPVITQISQTVQMQIPLAYAEDIIGIGGANIAYIRRTSGAILTVQESRGLPDEITVEIKGTSSEVQTAQQLIQEFMGSHKESLASSYGQLDTGLRQSSYSNLGSGSYSSSSYSGQQYGGGGGGYGSFGAGGYSSYRS*

NbL13g03150.1 poly(rC)−binding_protein_3−like [MW = 50.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01187 Macrophage migration inhibitory factor (MIF)

Protein sequence:
MPTLNLFTNVPVDAVVASDILKDATKAVAKIIGKPESYVMILLNGGVPIAFAGTEAHAAYGELISIGGLGPGVNGKLSSIIAEILQTKLSIDSNRFYIKFYDSPRQFFGFNGSTF*

NbL13g03130.1 macrophage_migration_inhibitory_factor_homolog [MW = 12.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00355 Rieske [2Fe−2S] domain PF00848 Ring hydroxylating alpha subunit (catalytic domain)

Protein sequence:
MAVLLKFSSFNHFSGQQHQKQSQFKNPKLCCPIKHRIHHPSFQVSSSLINTNYSDQYPDAYTQKLVQEFDPKISIEEAVTPPSSWYTDPSFYNHELNQVFVKGWQAVGYTEQIKEPSQYFTGRLGNVEYVVCRDDGGKIHAFHNVCRHHASLLASGSGKRSCFVCPYHGWTYGLDGALLKATRITGIKNFKVNEMGLVPMKVAVWGPFILLNFENGVLSERESDFDLVGKEWLGTSSQILAEGGVDSSLSFLCRRKYTIECNWKVFCDNYLDGGYHVPYAHKGLASGLTLGSYSTTILEKVSIQRCETGSAEKGQEYDRLGSKALYAFVYPNFMINRYGPWMDTNLVLPQGPRKCLVIFDYFLDASLKGDDSFIAQSLQDSEIVQMEDIKLCEAVQRGLESPAYNSGRYAPQVEKAMHHFHCLLYENLCN*

NbL13g03030.1 choline_monooxygenase_chloroplastic−like [MW = 48.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
MASKNEVVSVELPAPAGWKKAFLPKKGGGTPKKKEIVFTAPTGEEITTKRQLEQYLKSHPGSPPITEFNWGAGETPRRSSRISGKANAASPSAESETPKKRSRKSSASKKDVKDNEVHEETEAGKDEKDVDMQEAEKHEKDTLSVEAEKVVEQKQDEGKDENKDMEKDVEKKDEVQTTEEATEKQDEMHSSDAVKENQAGKEREDRTEDGKSEDAPSKVADVEKDVKMVDNAAEKKDEMHPSNVDAVEENQADRKIDGQTEDGKAEEAAEGDKDVKMADNFQHPEDAGEASVVKEAPLEKEPEATKDEEGKDVQLPESVEQKLTETKKESAAVEKDVKMADNAAEKKDEIHSSNVDAVKENQADKKSEGQTEDGKAEDAPPEAAEGDKDVKMADNFQHPEDVEEASVVKEAPIGKEADVPEATKDEEAKDVQVQESVEQKPTETKKEDFSAAEEKKHQPEQERRDENGAARKSTGEGDALMNSAISKKVQEEVTENGNEADEAYP*

NbL13g02910.1 methyl−CpG−binding_domain−containing_protein_10−like [MW = 55.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MVARMNIARIALVLVAILVALPGKITAVDHVVGDNSGWGIPSGGPSTYVNWASQRTFRVGDTLVFNFATGAHDVAKVTKSAFDSCSSTGPVTLITVGPANITLNSTGTEYFICTFGQHCSAGQKLAINVTASSTSSPSPAPSPTTTPAPSPVPTPTPTPTPTPAPSAPSPTPMSTATPTPSPSPSMGPSAPTPTPSGGAGTSPSSSPTSSPITPGTTPSPETPPEGLIPPPAPSSAPRNVFAPALIMFMSIAISILW*

NbL13g02890.1 cucumber_peeling_cupredoxin−like [MW − SP = 22.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
LIATPIPQLNLFPFSLSKNIQNEQGRLRLGEHTSAKMARKLNLATFSIFAAAFLHISMAQQTHVIGDALAWSVPNGGAAAYTTWASRKTFAVGDILVFNFTTGLHSVAEVSKADFDSCNTANPVSISTNGPTNITLRSAGSHYYLCTLPSHCTLGQKLAFNVSGSPAPQPAAARPVTPPTAAPVTAPSASPSIAPTPSVAATPTSAPAPSVAAQTFIVGDNMGWNVPTTGGPNAYQTWANGKSFKVGDTLVFNFVNGRHNVAMVSKAAYDSCNTSSPINTISTGPARITLTNSGENYYMCTFPSHCSLGQKLAINVTGTSAAAPTPSIAATPSGSTVPSIPSGDSPVTSPPPPSASAPSLVLAALPVTFLSLAFARLLN*

NbL13g02870.1 blue_copper_protein−like [MW = 39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSSLSRELVFLILQFLDEEKFKDAVHKLEQESGFFFNMRYFDEMVANGEWDEVEKYLSGFTKVDDNRYSMKIFFEIRKQKYLEALDRNDRPKAVDILIKDLKVFSSFNEDLFKEITQLLTLDNFRDNEQLSKYGDTKSARSIMLLELKKLIEANPLFRDKLNFPTLKNARLRTLINQSLNWQHQLCKSPKPNPDIKTLFVDHSCGPSQPNGARAPSPVTHPLMGGVPKPGVFPPLGAHGVNPFQQAPGPLPNALAGWMTNPPQVSHPSASAGPIGFTTPNNAAAAMLKRPRTPTNNPTVDYQTADSDHMLKRSRPFGVSDEVTNMPINILPGGYSGQSHAQSPYSSDDLPKASVMTLNQGSAVKSMDFHPVQQILLLVGTGTGEIVIWELGGRERIAHRSFKVWDLGQCSVALQASLASEYSASVNRIMWSPDGTLFGVAYSKHIVHIYSFHGGDDLRNHLEIEAHSGSVNDLAFSYPNKQICVVTCGDDRLIKVWDAVSGAKQYTFEGHEAPVYSICPHHKENIQFIFSTAIDGKIKAWLYDNMGSRVDYDAPGHSSTTMAYSADGTRLFSCGTNKEGESYLVEWNESEGAVKRTFIGLGKRAGGVVQFDTTKNRFLAAGDEFMIKFWDMDNINMLTSTEAEGGIPASPCLRFNKEGILLAVSTSDNGIKVLANADGLRLLRSMENRQFDASRVASASVVKPPTLGSFGPPSTSVAASFVDRGVPMTSMVSMNGENRNLGDVRPRAAEETVDKSRIWKPTEINEPSQCKSLKLPDNITATRISRLIYTNSGLAILALASNAVHKLWKWPRNERNPTGKANASIVPQLWQPSNGTLMTNDITDTNPEDAVPCFALSKNDSYVMSASGGKISLFNMMTFKTMTTFMPAPPAATFLAFHPQDNNVIAIGMDDSSIQIYNVRVDEVKTKLKGHQKRITGLAFSHSLNVLISAGADSQLCVWSTDAWEKQTSKYLQIPTGRAAAPQADTRVQFHQDQTQLLVVHETQIAIFEASKLECLKQWVPREASGPITHATYSCDSQSIFVSFEDASVGVLSASTLRWRCRINPTSYLPSNPSSRMHPLVIAAHPSDPNQFALGLSDGAVIVLEPLESEGKWGTLPPAENGAGPSTSGAANSDQPQR*

NbL13g02810.1 topless−related_protein_4−like [MW = 125.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00724 NADH:flavin oxidoreductase / NADH oxidase family

Protein sequence:
VLAPMTRCRALNSIPQPALAEYYAQRATDGGFLITEGTMISPTSAGFPHVPGIFTKEQVEAWKKIVDVVHSKGAVIFCQLWHVGRASHEVYQPGGAAPISSTEKPTSKRWRILMPDGTHAIYPKPRALGTYEISQVVEDYCKAALNAVEAGFDGIEIHGAHGYLIDQFLKDGINDRTDEYGGSLGNRCKFIMQVVEAVVTAIGVDRVGVRMSPAIDHLDAMDSNPLSLGLAVVERLNKLQLHFGSKLAYLHVTQPRYVAYGQTEAGRLGSEEEEARLMRTLRNAYQGTFICSGGYTRELGIEAVAQGDADLVSYGRLFISNPDLVMRLKLNAPLTKYNRKTFYTQDPIVGYTDYPFLQGNGNSIPSSRL*

NbL13g02660.1 12−oxophytodienoate_reductase_3 [MW = 40.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00534 Glycosyl transferases group 1

PF00862 Sucrose synthase
PF05116 Sucrose−6F−phosphate phosphohydrolase

Protein sequence:
MAGNDWINSYLEAILDVGPGLEDKKSSLLLRERGRFSPTRYFVEEVITGFDETDLHRSWVRAQATRSPQERNTRLENMCWRIWNLARQKKQLEGEQAQWMAKRRQEREKGRREAVADMSEDLSEGEKGDMVSDIPSHGESTKGRLPRISSVETMEAWVNQQKGKKLYIVLISLHGLIRGENMELGRDSDTGGQVKYVVELARALGSMPGVYRVDLLTRQVSSPEVDWSYGEPTEMLPPRSTEGLMTEMGESSGAYIIRIPFGPREKYIPKEQLWPYIPEFVDGALNHIIQMSKVLGEQIGNGYPVWPVAIHGHYADAGDSAALLSGALNVPMLFTGHSLGRDKLDQLLRQGRLSKDEINSTYKIMRRIEAEELTLDASEIVITSTRQEIDEQWRLYDGFDPILERKLRARIKRNVSCYGRFMPRMAVIPPGMEFHHIVPHEGDVDGETEATEDGKAPDPPIWTEIMRFFSNPRKPMILALARPDPKKNLTTLVKAFGECRPLRELANLTLIMGNRDNIDEMSSTNSSVLLSILKMIDKYDLYGQVAYPKHHKQADVPDIYRLAAKTKGVFINPAFIEPFGLTLIEAAAYGLPMVATKNGGPVDIHRVLDNGLLVDPHDQQAIADALLKLVADKHLWAKCRANGLKNIHLFSWPEHCKTYLSRIASCKPRQPRWLRTDDDDDENSETDSPSDSLRDIHDISLNLRFSLDGEKNDNKENADNTLDPEVRKSKLENAVLSWSKGVLKSTPKAWSSDKGDQNSGAGKFPAIRRRRHIFVIAVDCDASSGLSESVRKIFEAVEKERAEGSIGFILASSFNISEVQSFLVSEGMKPTDFDAYICNSGGDLYYSSFHSEQNPFVVDLYYHSHIEYRWGGEGLRKTLVRWAASIIDKKGENENHIVVEDEDNSADYCYTFKVRKLGTVPPAKELRKLMRIQALRCHAVYCQNGSRINVIPVLASRSQALRYLYLRWGMDLSKLVVFVGESGDTDYEGLIGGLRKAIIMKGLCTSACSLIHGNRNYQLSDVLPFDSPNVFQAAEECSSTEIRSSLEKLGVLKG*

NbL13g02600.1 probable_sucrose−phosphate_synthase [MW = 118.8 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MLLHLLFLLSLVLTFIDNGNAGITSAFIRTQLPSVDIPLSNEVFAVPKGYNAPQQVHITQGDYDGKAVIISWITPDEPGSSQVHYGLSEGKYDFTAEGTLTNYTFYNYKSGYIHQCLVTDLQYDRKYYYEIGKGDSARKFWFETPPKVDPDASYKFGIIGDLGQTYNSLSTLQHYMQSGAKSVLFVGDLSYADRYEYNDVGVRWDTWGRFAEQSAAYQPWIWSAGNHEIEYFPNMGEVVPFKSFLYRYPTPYQVSRSSNPLWYAIRRASTHIIVLSSYSPFVKYTPQWHWLKQELKNVNRGKTPWLIVLMHVPIYNSNEAHFMEGESMRSVFERWFIKHRVDVIFAGHVHAYERSYRISNIHYNVSGGDAYPVPDKTAPIYITVGDGGNQEGLASRFRDPQPDYSAFREASYGHSTLEIKNRTHAFYHWNRNDDGNKVTTDSFTLHNQYWGSARRRRKLNKNHLHSVISERPSAVRF*

NbL13g02570.1 bifunctional_purple_acid_phosphatase_26−like [MW − SP = 52.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03030 Inorganic H+ pyrophosphatase

Protein sequence:
MGAQILSDLGTEILIPVCAVVGIAFSLFQWFLVSKVTLSAEKSSGAADDKNGYAAESLIEEEEGINDHSVVQKCAEIQNAISEGATSFLFTEYQYVGVFMVAFAILIFLFLGSVEGFSTKNQSCTYDTTKTCKPALATAVFSTVSFLLGAVTSVVSGFLGMKIATYANARTTLEARKGVGKAFIVAFRSGAVMGFLLAANGLLVLYITILLFKLYYGDDWEGLFEAITGYGLGGSSMALFGRVAGGIYTKAADVGADLVGKVERNIPEDDPRNPAVIADNVGDNVGDIAGMGSDLFGSYAESSCAALVVASISSFGVNHEFTAMLYPLLVSSVGILVCLLTTLFATDFFEVKAVKEIEPALKQQLVISTALMTVGIAAVTWIALPSTFTIFNFGAQKEVKSWQLFLCVGVGLWAGLIIGFVTEYYTSNAYSPVQDVADSCRTGAATNVIFGLALGYKSVIIPIFAIAVSIFVSFSFAAMYGIAVAALGMLSTIATGLAIDAYGPISDNAGGIAEMAGMSQRIRERTDALDAAGNTTAAIGKGFAIGSAALVSLALFGAFVSRAAISTVDVLTPKVFIGLLVGAMLPYWFSAMTMKSVGSAALKMVEEVRRQFNTIPGLMEGTAKPDYATCVKISTDASIKEMIAPGALVMLTPLIVGILFGVETLSGVLAGSLVSGVQIAISASNTGGAWDNAKKYIEAGVSEHARTLGPKGSDAHKAAVIGDTVGDPLKDTSGPSLNILIKLMAVESLVFAPFFATHGGLLFKLF*

NbL13g02470.1 pyrophosphate−energized_vacuolar_membrane_proton_pump−like [MW = 80.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02153 Prephenate dehydrogenase

Protein sequence:
MLSFTPLQSKPTPPTPTSNPTRWSWSHLTYHHLTTRRHFSASSPSKVSYRRLSINAIDAAQPYDYEALVSNQYAQSTRLKIAIVGFGNFGQFLAKAFVRQGHVVFAHSRTDYSHIANSLGVLFFQDPHDLCEQHPDVILLCTSIISTEPVLRSLPIQRLKRNTLFVDVLSVKEFPKNIFLQVLPSHFDILCTHPMFGPESGKDSWKDLAFVFDKVRIGEGESRKGRVDRFLHIFEKEGCRMVQMTCAEHDRYAAGSQFITHTMGRVLEKLELETTPINTKGYETLLNLVENTSSDSFDLYYGLFMYNKNAMEQLERLDLAFEALKKELFGHLHEVLRKQLFGKAEEAGQRRILTKLPKNGYALPAPSSEAVKSENN*

NbL13g02460.1 arogenate_dehydrogenase_2_chloroplastic−like [MW = 42.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGSLFLQKGALVWICLFSLRFICGYSEVAQGSALIDGKNAIGKTDNNFICATLDWWPPEKCDYGTCAWDHASFLNLDLNNIIFLNAIKAFSPLRIRLGGTLQDKVIYQTEDHKQPCVSFVKNTSEMFGFTPGCLPLSRWDELNAFFNKSGASIIFGLNALYGRSVHPDGLSVGAWDSSNAESLIRYTVKKGYAIHGWELGNELCGSGVGTRVAADQYASDTTALYKIVLDAYKNFQPRPLVIAPGGFFDEGWFRELINKTGKSFDVATHHIYNLGPGRDEHLVDKILDPSYLDGEADTFSKLQNVLKTSGTSVVAWVGEAGGAYNSGRDHVTNAFVFSFWYLDQLGMSAAYDTNAYCRQTLIGGNYGLLNTTTFVPNPDYYSALLWHRLMGRNVLSTSFSGSKKIRAYAHCAKQSQGITLLLINLDGNTTISANVAFNGTTLRHKKHSRHSHKKSSSIRLPKSRKIASNTRQEYHLTAKDGDLQSQTMLLNGKPLTIDSSGNIPPLEPIFVNSTEPLTVAPFSIVFVHIPYVILPACS*

NbL13g02440.1 heparanase−like_protein_3 [MW − SP = 56.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01928 CYTH domain

Protein sequence:
MEVEVKLKLPDSAAHQKVLSLFSPYHTTTHHQRNTFFDGAASELSSRRAVLRLRFYENSENVKCFVCLKAKAVIIDGVSRVEEDDEEFDPKVGYECVSDPRKLMEVESRVLKRAKEEFDVAEEGFIGLGGFKNVRNVFQWNGLELEVDETIYDFGTCYEIQCESTEPEEAKAMIEALLKENDIDYSYSRVSKFATFRAGKLPQCTSYLAPYLEGPKSSIPQYIAMKSYHLAYFRKELPCSIVFVVS*

NbL13g02430.1 triphosphate_tunel_metalloenzyme_3−like [MW = 28.14 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 53 105 157 258

Protein length

Gel Slice

3.5 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 53 105 157 258

Pfam domains

Pfam Description
SP Sequon TM Domain PF08847 Chlororespiratory reduction 6

Protein sequence:
MASTKPLHTLSSPLKQTLSSFVPLISYKPNSDFSTSFTSSSSSSHVNQQSQLRQVAASVAFNPSGNFDLSLYDEQESTEVAPPPMPPTEGRYEVVIDNEIIQRLDLSPFQNATGLSSPLSAKPKEFLERTIGFTINYKREDKYDPRELSEFPDIRLWFVRLDATYPWLPVLLDWKAGELARYAAMLVPHQMSMKMGVVFNPEALELFVMNKVFIVYSWLKQNEIPMPRLKTKDMARMLGFGIGDELFDLIDKHHIDT*

NbL13g02200.1 protein_CHLORORESPIRATORY_REDUCTION_6_chloroplastic [MW = 29.23 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF16004 116 kDa U5 small nuclear ribonucleoprotein component N−terminus

Protein sequence:
MDESLYDEFGNYIGPEIESDQESDREEEDEELPERSDDERAASDGEQPGASNGWLATQEDVDMDNQVVLAEDKKYYPTAEEVYGEEVETLVMDEDEQPLEMPIIKPVKNLKFELGVKDSSTYVSTQFLLGLMSNPALVRNVALVGHVHHGKTLFMDMLVEQTHHISTFDQNSEKHMRYTDTRIDEQERRISIKSVPMSLVLEDSNSKSYLCNIMDAPGHVNFSDEMTAALRLSDGAVLIVDAVEGVMVNTERAIRHAIQERIPIVLVINKVDRLITELKLPPKDAYFKLKHIIEAVNNQVTAASSIAGNAQVFDPALGNVCFASATAGWSFTLQSFAKLYVKLHGVAFDANKFASRLWGDFYFDPDTRSFKKKPPASGVERSFVQFVLEPLYKIYSQVIGEHKKSVEATLAEFGVTLSNAAYRLNVRPLLRLACSAVFGTATGFTDMLVHHIPSAKAAAARKVEHIYTGPKDSAIYKAMENCDSAGPLMVNVTKLYPKSDCSVFDAFGRVYSGEIMAGQTVRVLGEGYSPEDEEDMTVKEVTKLWVYQARYRIPISKAPPGAWVLIEGVDASIMKTATLCNSEFGEDVYIFRPLQFNTLPVVKTATEPLNPSELPKMVEGLRKISKSYPLAITKVEESGEHTILGTGELYLDSIMKDLRELYSEVEVKVADPVVSFCETVVESSSMKCFAETPNKKNKITMIAEPLERGLAEDIENSVVSIDWPRKKLGDFFQTKYDWDLLAARSIWAFGPDKQGPNILLDDTLSSEVDKSLLNAVKDSIVQGFQWGAREGPLCDEPIRNVKFKIVDAKIALEPLNRGTGQIIPTARRVAYSSFLMATPRLMEPVYYVEIQTPMDCLSAIYTVLSRRRGHVTADVPQPGTPAYIVKAFLPVIESFGFETDLRYHTQGQAFCLSVFDHWAIVPGDPLDKSIVLRPLEPAPIQHLAREFMVKTRRRKGMSEDVSINKFFDEAMMVELAQQDADLHLQMM*

NbL13g02130.1 110_kDa_U5_small_nuclear_ribonucleoprotein_component_CLO [MW = 110.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
LHVTNNSIFSLSITSFPAPPCTVAIMGCSAILLPSPPHLPRPPNLKPLLNRRSLLLLSTTLSFPATTISTSSATPPPPKPDTTITERVYLDFSICPNYFTNRTLGDDLSNCSDSEPIGRLILGLYGNLVPITVSNFKAMCTGTSGSTYKGTLVQKIFPGQFFMAGRQGRRDKGEVKPPLELIRNTETTESKAFILEHSRGGIVSLPLSENDDDDDLMLNPKYHNVEFLITTGPGPVPQLDSKNIVFGTVLEGMDIVTTIAAIPTYKPSENIRQYNGFAELLGDGRAKTARAIWNKPQKTVYISDCGELKVTKPTLSPSLP*

NbL13g02030.1 peptidyl−prolyl_cis−trans_isomerase_CYP28_chloroplastic−like [MW = 34.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MASQIARRLLRSRGNSSFRYLDRSFSSESNSNLLRATLFPGDGIGPEIADSVRQVFKTAEVPIEWEEHYVGKEIDPRTNSFLTWESLESVRRNKVGLKGPMATPIGKGHRSLNLTLRKELNLYANVRPCYSLPGYKTRYDDVNLITIRENTEGEYSGLEHQVVRGVVESLKIITRQASLRVAEYAFHYAKAHGRERVSAIHKANIMQKTDGLFLKCCREVAEKYPEIKYEEVVIDNCCMMLVKNPALFDVLVMPNLYGDIISDLCAGLIGGLGLTPSCNIGEGGIALAEAVHGSAPDIAGKNLANPTALLLSAVTMLRHLELHDKADRIQGAVLNTIAEGKYRTGDLGGTSSTTDFTNAICDHL*

NbL13g01870.1 3−isopropylmalate_dehydrogenase_chloroplastic−like [MW = 40.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00704 Glycosyl hydrolases family 18

Protein sequence:
FSIIKTMASPKPHVLFSFVILCFAFSCAMAHPPSKGVKGAYYPSWAFSTFPPSSIDTSFFTHVYYAFLVPNNTTFKFEIDDETSTLLFNFTSTLRSKRPSVKTLFSVGGGGEGPARFSRMASTTTSRLTFIKSSIEVARKYNFDGIDLDWEFPQNKKDMENLAILLDQWRVEVKKESRTTKKQPLLITAAVYFSVDFFLSDEFRSYPVHSINKNLDWINLMCYDYRGSWDTSATGAPAALFDTKSNISTSYGLSSWIKAGAIRSKLIMGLPLYGRTWKLKDPNVHGIGAPGIGIGPGDQGTMTYREVEKFNEENNAKVVFDIATVSTYSVAGNSWIGYDDSRSVAMKIRYAQAQRLRGYFFWAVAGDLDWKISRTAKQLWIIS*

NbL13g01840.1 chitinase−3−like_protein_1 [MW − SP = 39.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MFNGSTWRHAPTPFCGISGTILPPTPSKLAGGDFSMASSIRIAVVGDVHDDWNLEEDRKALQFLKPDLVLFTGDFGNENVDLVRSIADLEMTKAVILGNHDAWNTQKFSAREKDAVQLQLECLGDEHVGYRRMDLPMLKLSIVGGRPFSCGGRPLFRKQLLKARYGVHDMDRSTERILQAAMGTPEDHSIIFLAHNGPTGLGAKIDDICGRDWFVGGGDHGDPDLAHALAQLKEAAPYSVPLVIFGHMHKQLALGNGFRKMIVVGNDNTIYLNGAIVPRVRTPALTAESEGTSRAFTIAEISNGRVEKIAETWISVIGDETRLEEEHILFNTPRRGSVTASLL*

NbL13g01820.1 uncharacterized_LOC107807700 [MW = 37.58 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 32 63 94 153

Protein length

Gel Slice

3.8 5.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 32 63 94 153

Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MFGKFSEQVEITASACEVWNLYSTLQFAKFVVEKLPHIVEKAELIEGNGGSGSVMLVSLPGNAAYKEKFVSIDDEKRVKKVEIVEGGYLDLGFSFYGIKFEVIEKDDNLSIVKISIDFETKDAENIHLTVGNLQAFIAIMKATVEYFNQKSK*

NbL13g01510.1 S−norcoclaurine_synthase_1−like [MW = 17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MLGEFSEQAEINASASEVWNLYSTIQFVKFLVEKHIVEKIEFIEGNGGIGSVLQVSLPGNAPYKEKFVSIDDEKRVKEIEMVEGGYLDLEFSFYGCKFEVIEKDENSCIVKITIGFETKDAENIHLTIGNIPTVFAILKATVEYFNEKNKQM*

NbL13g01500.1 S−norcoclaurine_synthase_1−like [MW = 17.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAGNGVFVDIIDGDVFKYYSEGEWKKSASGKSVAIINPTTRKTQYKVQACTQEEVNKVMEVAKAAQKSWAKTPLWKRAELLHKAAAILKEHKAPIAECLVKEIAKPAKDAVTEVVRSGDLVSYTAEEGVRILGEGKFLVSDSFPGNERTKYCLTSKIPLGVILAIPPFNYPVNLAVSKIAPALIAGNSLVLKPPTQGAVACLHMVHCFHLAGFPKGLISCVTGKGSEIGDFLTMHPGVHCISFTGGDTGVAISKKAGMIPLQMELGGKDACIVLEDADLDLAAGSIVKGGFSYSGQRCTAVKVVLVMESVADALVEKVSAKVAKLTVGPPEDDCDITPVVSESSANFIEGLVMDAKQKNATFCQQYKREGNLIWPLLLDNVRPDMRIAWEEPFGPVLPVIRISSVEEGIHHCNASNFGLQGCVFTKDINKAILISDAMETGTVQINSAPARGPDHFPFQGIKDSGIGSQGITNSINMMTKVKTTVVNLPTPSYTMGKL*

NbL13g01480.1 NADP−dependent_glyceraldehyde−3−phosphate_dehydrogenase [MW = 53.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MATQRAYNSIFLSQFLLIILSLTITINNVEASLTKEQEFDRIISLPGQPPVTFSQFSGYVTVDENHGRALFYWLTEATTQPEKKPLVLWLNGGPGCSSVAYGASEEIGPFRINKTGSSLYLNKYSWNKVANILFLESPAGVGFSYTNTSSNLKDSGDKRTAQDALIFLTRWMSRFPQYKCRDFYISGESYAGHYVPQLAQAIVNYNKKFPHPIINLKGIIVGNAVTDNKYDGIGTVTYWWSHSMISDNTYKKIMHSCNFTSENSSKQCDNAVTYAVSHEFGQIDQYSIYTPSCKVEQNETQKYVRFKNTIIHRKLSGYDPCTENYAEKYYNRADVQRAMHANTTGISYSWTACSDTLLKNWKDSDDSMLPIYKKLMAAGLRIWVFSGDTDSVVPVTATRFSLSHLNLKIKTPWYPWYSGSQVGGWTEVYDGLTFATVRGAGHEVPLFQPRRAFILFQSFLAGKELPKN*

NbL13g01230.1 serine_carboxypeptidase_24−like [MW − SP = 49.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MGSEKIMKINIKESTLVKPSKTTPTKRLWSSNLDLIVGRIHLLTVYFYKPNGSSNFFDSKIMKEALSNVLVSFYPMAGRLGRDEQGRIMINCNGEGVLFVEAESDAFVDDFGDFAPSLELRKLIPTVDTSGDISTFPLIIFQVTRFKCGGVSLGGGVFHTLSDGLSSLHFINTWSDIARGLSIAVPPFIDRTLLRARDPPTSSFEHVEYHPPPSLISSSKTKESTSPKPSTTAMFKFSSDQLGLLKSKSKHEGSTYEILAAHIWRCTCKARALSDDQLTKLHVATDGRSRLCPPLPPGYLGNVVFTATPMAKSSELLEEPLTNSAKRIHSSLSKMDDNYLRSALDYLELQPDLSALIRGPAYFASPNLNINSWTRLPVHDSDFGWGRPIHMGPACILYGGTVYILPSPNNKDRNLRLAVCLDADHMPLFEKYLYEF*

NbL13g01170.1 shikimate_O−hydroxycinnamoyltransferase−like [MW = 48.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02847 MA3 domain PF02854 MIF4G domain

Protein sequence:
MQADQTVISLRPGGGGNRSRLLVGHSSTNSDLPLPRPHGGGSSSLPYFKTGNSRFEGHERVRYTQDQLLQLREVVDISDDILRVKQEVESELFGEDAGRGRADTNVQFQSQTRYSGPDSRDWHSKSSQFAAPVDDRSWDVLRENREFGGRQEQLSSQFARAQISPNRGGGPAPTLTKAELPWSARRGNLSDKDRVLKTVKGILNKLTPEKFDLLKGQLIDSGITSADILKGVISLIFDKAVLEPTFCPMYAQLCSDLNEKLPPFPSDEPGGKEITFKRVLLNNCQEAFEGAANLREEARQMTAPEQESERKDKERLIKLRTLGNIRLIGELLKQKMVPEKIVHHIVQELLGQDPKSCPEEENVEAICQFFNTIGKQLDENQKSRRINDVYFNRLKELSTNPQLVPRLSFMVRDVLDLRSNNWVPRREEVKAKTITEIHTEAEKTLGLRPGATASMRNSRGPPSPQGSLSPGGYPMNRPGTGGMMPGMPGARKIPGMPGMDNDNWEVPRSRSMPRGNGPMVQPGGRGPPPLVGKSPSLNPRLLPQGSGGFVSGRPSALLQGSGAPPARPLGYGFGMEPASQVPGPVRSPTTVSPVAEKAPQAPAARSNPDELKRKTASLLEEYFSVRLLDEALQCVEELKSPAYHPEVVKEAISIGLDKSPPRVEPVAQLLEYFFVKKVFTAGDLGTGLVNFASLLDDLAMDLPKAPANFGEIIARLVLAGALDFKVVNEILKKVTDDLYQKDVFTATMGAISSSPTGQVVLDSQAPDVEACKTLFQ*

NbL13g01120.1 eukaryotic_translation_initiation_factor [MW = 85.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00707 Translation initiation factor IF−3, C−terminal domain PF05198 Translation initiation factor IF−3, N−terminal domain

Protein sequence:
MAGLTTFTLTSTVSSKPNTKPPFLPSLNSSLFGLRFHLPQLRSSASLIYYAATVSARYGSGGGRGNFRLPPRSDDDEALDISSIRSDKVRLIDEKQNMLGIVSKMEALQKAEDASLDLVILSPEADPPVVKMMDYNKYKYELQKKKKEQQKKNAASRMDLKELKMGYNIDSHDYSVRLRAAQKFLKDGDKVKIIVNLKGRENEFRNNAIELIKRFQNDIGELATEENKSFRDRNMFIVLVPNKAIVQKGQEQPKKKEKSATEVSASV*

NbL13g01090.1 translation_initiation_factor_IF−3_chloroplastic−like [MW = 30.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MSNLKWGFLVFALFFVTEVHFGSCFVDPNVVQKQLDKVTKLPGQGFNVNFENYAGYVTVNEESERALFYWFFEAVDEPSSKPLVLWLNGGPGCSSIAFGLAEELGPFHIEKDGKTLYWNPYSWNLAANLLFLDSPVGVGYSYSNTSSDHLNNGDARTAADSLAFLLKWLEQFPEYKGRDFYITGESYAGHYVPQLSQAIVRYNKGVKKQVINLKGFMVGNALTDDYHDHLGLFQFMWSAGMISDQTFKQANALCDYQSFIRPSEQCDKILDQANEEVGNIDSYSIFTPTCTAKFSILNHLLKRSSKVGHLRRSYDPCTEQHSVIYFNLPEVQEALHVHKRNSSFKWVTCSEEVSSGWKDSPKSVLDVYHELILSGLRIWVFSGDTDSVIPVTSTRYSIDALKLPTVGPWRAWYDDGQVGGWTQEYKGLTFVTVRGAGHEVALHRPKQALTLVKSFLAGASMPSLQQISDS*

NbL13g00950.1 serine_carboxypeptidase_II−2 [MW − SP = 50.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01632 Ribosomal protein L35

Protein sequence:
MLLTMASSSSTSLFSTFLNLSPQKTTDFICRKSVKIPSITKKTSLNLSSSHNISTFGPIIFNNISFSATPTSGNPLPLTVVCAKGYKMKTHKASAKRFKVSGTGKILRRRAGKQHLLRKKNAKRRNRLSKTVQVDRSDYNNVIGALPYLKVNRAN*

NbL13g00890.1 50S_ribosomal_protein_L35_chloroplastic [MW = 17.15 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 375 749 1123 1497 1870

Protein length

Gel Slice

3.2 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 375 749 1123 1497 1870

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12807 Translation initiation factor eIF3 subunit 135

PF13424 Tetratricopeptide repeat
PF15044 Mitochondrial function, CLU−N−term

Protein sequence:
MAPKTGKAKAHKAKGEKKKKEEKVLPNVIEITVGTSEDSQVLLKGISTDKIIDVRKLLAVNVETCHVTNYSMSHEVRGTRLKDTVEIVSLKPCHLSLVEEDYTEEQSVAHIRRLLDIVACTTSFGGSSSSPKPSSRSGSTEPGPENAESKSSNPKSQEPKKASGSPKAKPSKPDTTAVCGGADAGDSAEKGDPAMMCPPPRLGQFYDFFSFAHLTPPIQYIRRSSRPFLEDKTEDDFFQIDVRICSGKPTTIVASRTGFYPAGKRALLSHSLVGLLQQLSRVFDAAYKALMKAFTEHNKFGNLPYGFRANTWVVPPFVADNPATFPQLPMEDENWGGNGGGQGRDGKHDHRPWAKEFAILAAMPCKTAEERQIRDRKAFLLHSLFVDVSVLKALAAIKHLVDNSQNGTNHSSSYEERIGDLLISVTKDISDASKKLDNKNDGNQVLSMSAEELAKRNLLKGITADESATVHDTSTLGVVVVRHCGYTAIVKVAAEVNWGSNPIPQDIEIDDQAEGGANALNINSLRMLLHKSSTPQSSSQVHKLHGAYVEDVVASKSLVRQVLGESLHKLQEEESKQVKSIRWELGACWVQHLQNQASTKADAKKTDEAKVEPAVKGLGRHGGLLKDIKKKSDDKSSGKEVSSSETNKKEIEKQDEETEILWKKVLPEAAYLRLKESETGLHLKSPDELIDMAHKYYADTALPKLVADFGSLELSPVDGRTLTDFMHTRGLQMCSLGRVVELADKLPHVQSLCIHEMVVRAYKHILQAVVAAVDNIANVAASIASCLNVLLGTPSAENGDSDDDLKWKWIETFLLKRFGWQWKDESRQDLRKFAILRGLCHKVGLELVPKDYDVDSPFPFKKSDIISMVPVYKHVACSSADGRKLLESSKTSLDKGKLEDAVNYGTKALSKLVSVCGPHHRMTAGAYSLLAVVLYHTGDFNQATIYQQKALDINERELGLNHPDTMKSYGDLAVFYYRLQHTELALKYVNRALYLLHLTCGPSHPNTAATYINVAMMEEGLGNVHVALRYLHEALKCNQRLLGADHIQTAASYHAIAIALSLMEAYSLSVQHEQTTLQILQAKLGPDDLRTQDAAAWLEYLESKALEQQEAARNGTPKPDASISSKGHLSVSDLLDYIAPDAEMKAREAQKKQARTKVKGKAGQNGGIATDEFEKDELLSPNSPVVENSSDKENKSELDNKQELQIADSTPKPSDHILVEQTLMEKNDDLIQEDMSEEGWQEALPKGRSAMGRKLSSSRRPNLAKLNTNFANASHLPRARGKATNFTSPRSSPNESATSSTPSPASKKFVKSAGFSPKINNASSPAASNPKSAPISPAPTEQIVKTNSIVSSISVQAAGKLFSYKEVALAPPGTIVKAVAEQLPEDNSSEQNKETVATDSTLLTTARNSDGEQAQKVSEEKQHNYSGGQTNQAVNDPQQSKEEGLVSAKSSEGAKTDASGEEEGDVVIASEIKTAVKNKGVDSANSSVTGILYDGSSTDANVTPKVDMPESKADKIPDASSDFEPAADSGTEKDASLTNAGAAVEERNDDEPTENASTVPTESDKQGDSETAKETAKKLSAAAPPFNPSTVPVFGTIPAAGFKEHGGILPPPLNIPPMLTVNPVRRSLHQSATARVPYGPRLSGGYGRSGNRVPRNKPVFLNGEHNGDASHFTTLRIMNPHAAEFVPGQPWVPNGFPVAPNGYMASPNGMPVSPNGYAISPNSIPVSPDSFPASLNDMPTTQNELSVSPVEAGESPSAVIVEGAAENHETAEADGTNVEPSCSLVTADTGSQQITHDQEEDGEKLQSDMPKDVNKSQCENGEKSGDTAAPSDEITASKETCNTVSPEEKATKRWGDYSDGENEVVEVAS*

NbL13g00860.1 clustered_mitochondria_protein [MW = 202.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
SSLAHFISHTYTHRNLRPHRQKMPIDTSAKIFVAGHRGLVGSAIVRKLNQLGYTNLLLRTHSDLDLTNQSAVESFFAAEKPQYVILAAAKVGGIHANKTYPADFITVNLQIQTNVIVSSFNHKVLKLLFLGSSCIYPKFAPQPIPENALLTAPLEPTNEWYAIAKIAGIKMCQAYRLQHNFDAISAMPTNLYGTNDNFHPENSHVLPALLRRFHEAKINNLDKVVVWGTGSPLREFLHVDDLADAVIFLLENYSDLEHVNVGSGSEVTIKELAELIKEVVGFKGELIWDSTKPDGTPRKLMDTSKLVGLGWTPKISLRDGLVDTYKWYLENYGKQ*

NbL13g00810.1 putative_GDP−L−fucose_synthase_2 [MW = 37.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07719 Tetratricopeptide repeat

Protein sequence:
MVLIEQVPSQEAKTNSNSGQTSESTTTKVSPPADSSSTATAAEKAPSGNASDGYETASDAELDETENGSNRESEKTVNAPSSSSDGDLKEKTQQPETNLEQLNEQKALAQANDAKVEGNALFKDGLYEEALSKYELALQVAADIPSSTEIRSICHANRAACFSKLGKHGETIKECTKALELNPTYMKVLVRRAEAHEKLEHYDEAITDMTKILELEPSNDQVRRSVMRLKPLADEKREKMKEEMIGKLKEMGNSILGRFGMSVDNFKAVKDPNTGSYSVSFQK*

NbL13g00690.1 tetratricopeptide_repeat_protein_1−like [MW = 30.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13023 HD domain

Protein sequence:
QQSFYFRQRENRKKEGKKKGKQKTRKMSRVLCKSTIALIPSLASSTSPHFRFKHFGTSSSSFPRVSRMATEASSSSSSSAASPSPSSAVDFLTLCHRLKTTKREGWVRRGVNAPESIADHMYRMGVMALIAADLPGVDRDKCVKMAIVHDIAEAIVGDITPADGISKDEKSRRERAALEDMCKLLGGGPRAKEISDLWMEYEENSSLEAKVVKDFDKVEMILQALEYENEQGKDLEEFFQSTAGKFQTDVGKAWAAEVASRRKKSN*

NbL13g00670.1 HD_domain−containing_protein_2 [MW = 29.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00304 Gamma−thionin family

Protein sequence:
MIVDVQAKDCKRESNTFPGICITKPPCRKACISEKFTDGHCSKILRRCLCTKPCVFDVEAKNCKRESNTFPGICLTKPPCRKACISEKFTDGHCSKILRRCLCTKPCVFDEKMIKTGAETLAEEAKTLAAALLEEEKMIKTGAETLAEEAKTLAAALLEEEIMDN*

NbL13g00490.1 defensin−like_protein [MW = 18.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00206 Lyase PF08328 Adenylosuccinate lyase C−terminal

Protein sequence:
MELGACFNSSNVNQTMFLSTPITQKSNYIPNSLLNPFNFSFPTIKNCFCRAIAKGSNISSLKTQEKVKGMSSDHSQDLELSSLSALCPLDGRYWGKIKELAPFMSEFGLIRFRILVEIKWLLKMSQIHEISEVQNFSEGAQTFLQDLIDEFSMNDALEVKKIERVTNHDVKAVEYFLKQRCQSHPEIVKVLEFFHFACTSEDINNLAHALMLKGALNTVILPVMDELIRAICDMATKYSSVPMLSRTHGQPASPTTLGKEMAIFAYRLSRERKEISQIEMLGKIAGAVGNYNAHVAAYPEVNWPQIAEEFVMSLGLKFNPYVPQIETHDYMAKLFHSIVQFNNILVDFDRDVWGYISLGYFKQTTKAGEIGSSTMPHKVNPIDFENSEGNLGVANGNLSHLSNKLPISRWQRDLTDSTVLRNMGVGLGHSLLAYRSALQGIQKLQVNEAALSEDLDKCWEVLAEPIQTVMRRYGVPEPYEKLKVLTRGRTVTKEICREFIQKLDIPADAKTALLNLTPHTYVGAAAELAKNINYAINLENGAQIF*

NbL13g00410.1 adenylosuccinate_lyase−like [MW = 61.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00237 Ribosomal protein L22p/L17e

Protein sequence:
MVGWQRHLQCMLHQAGKRCQQSRTVPLNSYYHSKSSLVLGEAPYLPRLRNTVSSGISRPLYHYLQHLGLSSSRTLLADSTTPISSPLTPLLTSNAGNKEAEKATSKPSTVQAVLKGIKQSPKKINLVAALVRGMRVEDALLQLQVNVKRASKTVYQVIHSARANATHNYGFDPDRLLVAEAFVGKGLFKKRVSYHAKGKCGIKVRPECRLTIVVREITPEEEAEIAKLRVHNFKKLTKRERRLVPHKLIETTPIWDRKGRAKSNGPGAAAA*

NbL13g00400.1 50S_ribosomal_protein_L22_chloroplastic−like [MW = 30.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRLIKGLTKMIERNLGKCLLLLLCLNVVSNIVAAGAPPTCPADIGSDCGSDSGEWEGEFFPGIPKIKYEGPSSKNPLSFKWYNAEEEILGKKMKDWMRFSVAFWHTFRGTGADPFGAPTKLWPWEDGTNSLAMAKTRLRANFEFLEKLGVDRWCFHDRDIAPEGKTLEETNANLDEVVALAKELQGNKIHLLWGTAQLFLQPRYMHGAATSPELGVYAYAAAQVKKALEVTHYLGGENYVFWGGREGYQSLLNTDMERELDHMARFMEVAVAYKKKIGFNGTLLIEPKPQEPTKHQYDWDAATSANFLRKYGLIGEFKLNIECNHATLAGHSCHHELETARINGLLGNIDANTGDPQVGWDTDQFLMDVAEATLVMQTVIKNGGLAPGGFNFDAKLRRESTDVEDLFIAHIAGMDTLARGLRNAAKLIEDGSLGELVRKRYQSFDTELGAAIEAGKADFELLEKKALEWGEPKVPSGKQELAEMIFQSAL*

NbL13g00280.1 xylose_isomerase−like [MW − SP = 50.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
EEKMKIEKLCEEHIKPSSPTPLKHRNHKISFIDEIIPHSSIPLILFYNKNETITQSEICSHLKISLSQILTQFYPLAGRMSSQYSIDCNDQGVYYAEVKVDISLFDIIKFPKSNELIQLTPYNSDGTTSNFQELLAIQVNLFTCGGMAISVSISHKIGDASSLCTFIKNWCNTSEELRSNKKVINDSNFVSLSSFFPPREIVHNVMPSEKCAAVEPVVEKLVVKRFIFTASNIVKMKSKVINSGYNNKERVTRVEVITALLWKCFMAAKGCNSIAVLPVNVRKKIVPPLPENSFGNFFLVSSAIGNVENEWFSLVGKIKNLIERIDGNYTEKIRGQNGFEFVMNNFKQVGKLLSQGDDIKVLRIGSWCNFPINGVNFGWGESILPIVAILGVKDHIVLLDSLKYSGGIEAWVVMTDQEMALFEQDKELQDFTSLDVSLL*

NbL13g00260.1 salutaridinol_7−O−acetyltransferase−like [MW = 49.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MSCKLVLALMVSAFAIATAGTLDDNFEITWGEGRAKMLNNGELLTLSLDKISGSGFQSKNEYLFGKIDMQLKLVPGNSAGTVTAYYLSSQGPTHDEIDFEFLGNLSGDPYTLHTNVFSQGKGNREQQFHLWFDPTADFHTYSILWNPQRIIFYVDGTPIREYKNAESVGVSYPKNQPMRIYSSLWNADDWATRGGLIKTDWSKAPFSASYRNFKSVTSASAATSNSWLNEELDNTSQERLKWVQKNYMVYNYCNDSKRFPQGFPADCAM*

NbL13g00060.1 probable_xyloglucan_endotransglucosylase/hydrolase_protein_23 [MW − SP = 28.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07887 Calmodulin binding protein−like

Protein sequence:
MQTRYMERTKSMKRSLEGDEEQQPERKRPALASVIVEALKVDSLQRLCSSLEPILRRVVSEEVERALAKLGPARVAGRSSPKRIEGPDGRNLQLQFRSRLSLPLFTGGKVEGEHGAAIHVVLIDADTGHLVTTGGESCIKLDVVVLEGDFNTEDDEGWTQEEFDSHVVKEREGKRPLLTGELQVTLKEGVGTLGDLTFTDNSSWIRSRKFRLGMKVASGYCEGVRIREAKTEAFTVKDHRGELYKKHYPPALNDDVWRLEKIGKDGSFHKRLNKAGIYTVEDFLRLVVRDPQKLRNILGSGMSNKMWDALIEHAKTCVLSGKLYVYYSDDSRNVGVVFNNIYELNGLIAGEQYYSADSLSDSQKVYVDSLVKKAYDNWNQVVEYDGKSFLNIKQNQKAGSLRNELPVGPVDYPNNMVNQLPQSRLPVSVQSEQSSMDPNFLIGGAGYNDGIVARMPNQSQMMNSSSRSQFESTPFAPQQQITNTHQLQSTSYDNNVGLALGPPQSSSYQTMTSSLPQTNLHPFEDWSHNRDKGVDEFLSEEEIRMRSHEILENDDMQHLLRLFSMGGGHGSVNVSEDGYGFPSFMPSPSPTFGYDEDPKRSGKAVVGWLKIKAAMRWGFFVRKKAAERRAQIVELDDE*

NbL13g00040.1 calmodulin−binding_protein_60_B [MW = 71.67 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain)

PF00364 Biotin−requiring enzyme
PF02817 e3 binding domain

Protein sequence:
MTYATHVLRHSKKIRSSSNLLRHDSLRWFSNGTRPSVQKGDDILRCQSGFNTCNSGSAVSNNSCRAVSPMMSCVATYNGNALSTAIAPFTSTASMAFIRRSQVPSRRCFSTASDFPPHQEIGMPSLSPTMTEGNIARWLKKEGDKISPGEVLCEVETDKATVEMECMEEGYLAKILRGDGASSIKVGEVIAITVEEEDDIAKFKDYQPSTSDATPSPKAPPPSTPSKEEVAEKPVTPSEPKVSKPSAPPADRIFASPLARKIAEDHNIPLSSIKGTGPEGRIVKADIEDYLASRGKEALAPAPKAEASLDYTDIPVSQIRKVTASRLLLSKQTIPHYYLTVDACVDKLMELRSQLNSLQEASGGKKLSVNDLVIKAAALALRKVPQCNSSWTNDYIRQYHNININVAVQTDNGLYVPVVRDADKKGLSTIAEEVKNLAQKAKENSLKPQDYEGGTFTVSNLGGPFGIKQFCAIINPPQSAILAVGSAERRVIPGSGQDQYTFASMMSVTLSCDHRVIDGAIGAQWLKAFKGYIESPESMLL*

NbL13g00020.1
dihydrolipoyllysine−residue_acetyltransferase_component_2_of_pyruvate_dehydrogenase_complex_mitochondrial−like [MW =
58.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MRRIPKPLFHFIFSALSLSLQTSMASSRDEFVYMAKLAEQAERYEEMVEFMEKVVTASDGGEELTIEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEEHVTSIKTYRSKIESELTSICDGILKLLDSNLIGAASIGDSKVFYLKMKGDYHRYLAEFKTGAERKEAAENTLSSYKSAQDIANAELAPTHPIRLGLVLNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQDEGTEDMKEVAKPENEEH*

NbL12g22790.1 14−3−3−like_protein_F [MW − SP = 28.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MEEEEHEVYGGEIPMEAEMEADMEHHGGAADDDAVKELDEMKKRLKEMEDEAVALREMQAKVEKEMGSVQDPASAAASEASREEVDSRSIFVGNVDYACTPEEVQQHFQACGTVNRVTILTDKFGQPKGFAYVEFVEQEAIQEALQLNESELHGRQLKVMPKRTNVPGMKQFRGRRFNPYMAYGFRRPYTPPYLYSPYGFGKVPRFRRAMRFMPYY*

NbL12g22710.1 polyadenylate−binding_protein_2−like [MW = 24.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01019 Gamma−glutamyltranspeptidase

Protein sequence:
MMFIITLVVSKWPCSGFLLLLAFLLLSTRTSTSLAYDRREIIKARHGAVATDDGRCSTIGRDVLREGGHAVDAAVAAALCLGVVSPASSGIGGGAFMLIRSAEGKAQAFDMRETAPKKASENMYAGNAALKASGVLSIGVPGEIAGLYEAWKQYGKLSWRRLVRPAAHLAHSGFKISPYLHMQMFRSESDIMSDKGLRDLFTSNGSLLQIGDICYNKQLAKTLRALSAYGIRPFYNGSIGVKLIKDIRQSRGILTIEDLQQYQVRIREPISADVMGFKILGMPPPSAGGAAMVLILNILAQYGIPMEGPSPLLIHRQIEALKHAFALRMNLGDPDFINIKSVINDMLSTEFAKQLKKTIYDNMTFSPNHYGGKWNQIHDHGTSHMSIVDSDRNAVSMTSTVNAYFGAKYLSPSTGIVLNNEMDDFSIPEKRSENVPPPAPANFIRPGKRPLSSMTPTIFLKGEQLRAVIGASGGAMIIAATTEVFLNHFARGMDPFSSVMAPRSYHQLIPNVLQYENWTIVTGDHIEVPVKTRAALQKKGHVLQSIAGGTICQFVVQEFKSSKLGELVAVSDPRKGGFPSGF*

NbL12g22460.1 gamma−glutamyltranspeptidase_1−like [MW − SP = 59.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF15519 linker between RRM2 and RRM3 domains in RBM39 protein

Protein sequence:
MDFDEYDYLEKTVEEPNGGPSTKSKDNNNSSAEKEKSEKAYRRRERDGSEEYAAEDDNRDRRSSKRSRGDGEKDKERDRDRDKERERSSRHRSRERESERDRERSSKDRDRERDREKREKEKEKEREKEKERERERKSRDLDRERDKEREKEKDRERERSRRSRSRSRIEREREMELSRDVERERDFESRDSRRFKEKKEKIEPEADPERDQRTVFAYQMPLKATERDVYEFFSQAGKVRDVRLIMDRNSRRSKGVGYIEFYDAMSVPMAIALSGRLLFGQPVMVKPSEAEKNLVQSTASGGGSGLAGPNAASERKLYVGNLHFNMTELQLRQIFEAFGPVELVQLPTDPETGHCKGFGFVQFAQLEHAKAAQSLNGKLEIAGRTIKVSSVTEHVGVQDAGAKTADFDDDEGGGLALNAQSRAMLMAKLDRSGVASSVAGTLGVPALNGAAPAQMSMPIGGATAFPNMLPTQVLAAMAPEPIGIPSECLLLKNMFDPATETDPEFDLDIKDDVKEECSKYGRVKHIHVDKNSSGYVYLRFDSVEGASRAQQAMHKRWFAGRSISAIFLQPYEYDAKFKGTV*

NbL12g22410.1 RNA−binding_protein_39 [MW = 66.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGACATKPKELKGEAPEAAPENVTAAEVMAKDVTVVAEEEVKKEAEVGADDDAEKRRSLSNLFNQNEEVKGSEQVKDEASEITLASEPSEAKPEEVEKVVDAPVRTETEKALQVVSTIGAPKAETSEEKKIEEVKSETKTPAENKVEEVTVAVETPAEKNIEEVTVAVETPAEKKMEEAPAATEAQKSVVPVEIKAEEKPVATEAPKSEAPVVTKAEKKPAAEAEKTVIDEKKSDKS*

NbL12g22060.1 serine/threonine−protein_phosphatase_4_regulatory_subunit_2−like [MW = 25.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00572 Ribosomal protein L13

Protein sequence:
MVSGSGISARRVVVDARHHMLGRLSSILAKELLNGQRVVVVRCEEICLSGGLVRQKMKYLRFLRKRMNTKPSHGPIHFRAPSKILWRTIRGMIPHKTKRGAAALARLKVYEGVPPPYDKIKRMVIPDALKVLRLQAGHKYCLLGKLSSEVGWNHYDTIKELENKRKERAQVAYERRKQLAKLRVKAEKAAEEKLGPQLAVIEPIKY*

NbL12g22000.1 60S_ribosomal_protein_L13a−4−like [MW = 23.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MGSEEESAVKEPLDLIRLSLDERIYVKLRSDRELRGKLHAYDQHLNMILGDVEEIVTTVEIDDETYEEIVRTIYSCSGMCLFWIAFCKSCSLSLKTTRRTVHFLFVRGDGVILVSPPLRTV*

NbL12g21990.1 U6_snRNA−associated_Sm−like_protein_LSm3 [MW = 13.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MATKLVVKPQITVSHLSPPLPNSIEMLRTQRSNVSATKKISRFGDWSFAQRAISLNKASEQQNVQVSESDFRTDTSQIKIELYDALQGINRGIFGASSDKKSEIEELVKQLESQNPTPEPTLSLDKVAGSWKLIYSTISILGSRRTKLGLRDFITLGDLYQNIDISEGKAVNVIKFNARGLSLLSGELRIEATFKIASKSRVDIFYNNSAITPDQLMNVFQKNYDLLLGIFNPEGWLEITYVDENLRIGRDDKGNIFVLERSQEDKL*

NbL12g21970.1 probable_plastid−lipid−associated_protein_7_chloroplastic [MW = 30.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDNLMKILTERGYMFTTTAEREIVRDMKEKLAYVALDYEQELDTAKSSSSVEKNYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWISKGEYDESGPSIVHRKCF*

NbL12g21960.1 actin−7 [MW = 41.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00696 Amino acid kinase family

Protein sequence:
MLAKTLPLSSPISKPSNFPDSNSLIFPKSVPLIKSNRKTISNPFQASCLKTSFESIVAPEIQSFPAATRVKILSEALPFIQKFRGKTIVVKYGGAAMKSEALQASVIADLVLLSCVGMRIVFVHGGGPEINQWLGKLGIKPNFLNGLRVTDASTMEIVSMVLVGKVNKHLVSLINKAGATAVGLSGIDGHLLTARPSPNADQLGFVGDIASVDPSVLRPLIDNYHIPVIASVAADKTGQSYNINADTAAGELAAALGAEKLILLTDVAGILEDRNDPGSLVKQIDIKGVKKMTDDGKVAGGMIPKVNCCVRSLAQGVTTASIIDGRLQHSLLLEILTDEGAGTMITG*

NbL12g21880.1 acetylglutamate_kinase [MW = 36.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00416 Ribosomal protein S13/S18

Protein sequence:
MSLVANEEFQHILRVQNTNVDGKQKIMFAMTSIKGIGRRFANIACKKADIDMNKRAGELSAAELDSLMVVVANPRQFKIPDWFLNRQKDYKDGKFSQVTSNALDMKLRDDLERLKKIRNHRGLRHYWGLRVRGQHTKTTGRRGKTVGVSKKR*

NbL12g21860.1 40S_ribosomal_protein_S18 [MW = 17.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MYSRKPVKPSLFRNFKFLFISMASFFTLTLLSLLHFFSISSAARHHNSPKLSTTPSIAVEIRGACKASRDPPTCESALTDSGNLPSELTTPLIIQSAVNVSSQNNDKAKDMVKAIMDASTGNQNRTDAAKVCMEVLGYAESRVGLTGQAFTRGQIKDARAWMSAVMVYQYDCWSALRYVNGTSQVSQTMAFLNSLIGYSSNALGMLVNYDIYGENTGSWTPPKTERDGFWEGSGSGESGQAKVGVPSGLKPDVTVCKEGGCNYKTVQEAVNAAPDNEVTRKFVIWIKAGLYEEKVRVPLEKKNVVFLGDGIGKTVITGSLNVGMAGVTTYETATVGVAGDGFMASGITFQNTAGPVAHQAVAFRSDSDLSVIENCEFIGNQDTLYAHALRQYYKSCRIQGNVDFIFGNSAAFFQECDILIAPRQLNPEKGEKNAVTAHGRIDPAQSTGFVFQNCLINGTDKYMALYYKKPKVHKNYLGRPWKEYSRTVFIECTLEALVLADGWLPWSGDFALKTLYYGEYRNTGAGANTAGRVPWSSQIPAEHVNSYSIRNFIQGDQWITTT*

NbL12g21760.1 probable_pectinesterase/pectinesterase_inhibitor_51 [MW = 61.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00625 Guanylate kinase

Protein sequence:
MQFRRLYTSLSNSSRDPFLLYRNLKHPFAVFDHNSQFLSTPRILKKRPILVTKRLVSSFPAMADARRPAHVPIPPPETADKAELYRALEAAVGPPFSSRPLVPDPHPLIIVVSGPSGVGKDAVIKRLREVRENMHFVVTATSRGKRSGEVDGKDYFFVSKEEFITMIERHELLEYALVYGDYKGIPKQQIRDQMAKGLDIVLRVDIQGAATLKRILGKSAVFVFLVAESEDALVKRLIDRKTETKETLLVRIATAREEVKHMEEFDYVVVNREGELENSVKLMESIIDAEKAKVRQRTATI*

NbL12g21620.1 guanylate_kinase_2_chloroplastic/mitochondrial−like [MW = 34.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MVTKKPKVVIIGAGMAGITAANKLYTAAGSKQLLELCVVEGGNRIGGRIKTSEFGGSRIEMGATWIHGIGGSPVYKIAQEINSLGSQQPWECMDEFLDEPLTIAEGGHDLNSSIVEPISNLFKKLMDFAQGKAIEDGVCSEFAQSYRSSNDNLSVGSFLRKGLDTYWGSMKDQQGIDNWSRKSLEDGIFAMLENTQRTYTSAGDLHTLDFNAESEYRMFPGKEITIAKGYSTVVESLASVLPAGLIQLGRKVTRIEWQPDDGGPLDVENGDDTKPVKLHFYDGSVMYADHVIVTVSLGVLKREIRDDSGMFSPPLPSFKTRAISRLGFGVVNKLFLQLSPTKDEDAMKFPYLQMVFHQPDSKLRHPKTPWWMRRTASLCPIYGSSNVLLSWFAGAEALELESLDNEEIIDGFSTMISDFLVNSKHLNKLCNGHAESCFKFDKVLKSQWGTDPLFLGSYSYVAVGSSGDDLDTMAEPLPKRSNYSCISPPLQVLFAGEATHRTHYSTTHGAYFSGLREANRLLQHYHRIDI*

NbL12g21530.1 probable_polyamine_oxidase_5 [MW = 58.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRLLTAFSSTTPMLSEEHSMWRTRHSRGSNGYLILLLCHLAVHCANSQLKFDEYYSFRIHVLRPPTVELVYTVVTALNWEKISLFASEDKLLNPLLFGLPFNKYSWLVTHNAFSIVNAPLLTGPQRITFYNQEDTVTNQLRNGVRGLMLDMYDFENDIWLCHSFRGQCYNFTAFEPAINTLKEVEAFLSANPTEIVTIIIEDYVHTPKGLTRVFTDAGLDKYRFPVSKMPKKGDDWPTVNDMVKKNHRLLVFTSDSSKEAAEGIAYQWRYMVENEPGDPGVMPGACSSRKESKPLNSRSASLFLMNYFPTVAVQNGVCKEHSTQLVDTVGACFKAAGNLMPNYVAVNFYMRSDGGGVFDVLDRMNGETLCGCPTVTACQAGERFGVCRNITAANATPTATNAAGSFSGSVQLTGHASAIHFSSIIYLFLLSSVIILYLF*

NbL12g21370.1 PI−PLC_X_domain−containing_protein_At5g67130 [MW = 49.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQVCNLLISIPLLIKPYSRHNQSYFFSHFQEIIRYAIKFLLLYIAVSFLFHHSACLTIGETCSSSNCDEGLVCSTCPANGNTRSRCIRVRPTIPTTKVKGLPFNKYSWLTTHNSFALSGSKSATGSSILATTNQEDSITSQLKNGVRGLMLDMYDFNDDIWLCHSFGGKCYNVTAFQPAINSLKEIQVFLKQNPSEVVTIFIEDYVSSPKGLSKVFNASGLNKYWFPVSRMPKKGEDWPTVDDMVKQNQRLVVFTSKSSKEASEGIAYEWRYVVENQYGNGGMKVGSCPSRSESPPMSTSSISLVLQNYFPDNPNITAACVDNSAPLVNMTKTCFEAAGKRWPNFIAVDFYQKSDGGGAPEAVDEANGQLGCNCSSIAYCKASGTSHKCEAPMLSPPPPAQATTAGTSQGGNNENKNNSHSRRSKPLHWLISTIFAAILLLRA*

NbL12g21270.1 PI−PLC_X_domain−containing_protein_At5g67130−like [MW = 48.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00498 FHA domain PF01494 FAD binding domain

Protein sequence:
MYSTVFYTSVHPSTSAFSKKQLPLLISKDFPTEFSHSLSCSRSLENGQIKKVKGVVKATIAEAPATTPTTDLKKVPPKKLKVLVAGGGIGGLVFALAAKKRGFEVLVFERDLSAIRGEGQYRGPIQIQSNALAALEAIDMDVAEDIMNAGCITGQRINGLVDGVSGNWYCKFDTFTPAVERGLPVTRVISRMTLQQILARAVGEDIIMNESNVVNFEDDGEKVTVTLEDGQQYSGDLLVGADGIRSKVRTNLFGPSDVTYSGYTCYTGIADFVPADIETVGYRVFLGHKQYFVSSDVGGGKMQWYAFHNEPAGGVDDPNGKKARLLKIFEGWCDNVIDLLVATNEDAILRRDIYDRPPTFNWGKGRVTLLGDSVHAMQPNLGQGGCMAIEDSYQLALELDKELSRSTESGTPVDIISSLRSYESSRKLRVGVIHGLARMAAIMASTYKAYLGVGLGPLSFLTKFRIPHPGRVGGRFFIDLGMPLMLSWVLGGNGEKLEGRIKHCRLSEKANDQLRNWFEDDDALERATDAEWLLLPAGNGNAASEALVLSRDEDTPCTIGSVSHTKIPGKSVVIPLPQVSEMHARISYKGGAFFVTDLRSEHGTWITDNEGRRYRASPNFPTRFHPSDIIEFGSDKKAAFRVKVMKFPPKTAAKKEERQAVGAA*

NbL12g21160.1 zeaxanthin_epoxidase_chloroplastic [MW = 72.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00855 PWWP domain

Protein sequence:
MDEKERVSRVTSVSEPTVGNTVDETLVENLRCERQAYSERDGGEIMVEVVGSDVFVDGVCGDGAELGHEGSGKGVEAYRDSLSRDAEDSSGNTGNGVEVVLDVARSSGDVSVTSSAEIVPSVTACTVVQQVSFSDAEGNVVRSSESVGLTSPDVAGDVSKTVDNEAVSETAERVLEQVNTRVSEEGNVVGSSVSVKGSADLTLQRVGLSDDGVWNPGIEPLSGSSSFVPQDSSNIEASNLRLDFSEKDETSVTEMVGQASDKAVANHARDQISDHPAERVVSGDGELVVKIHSEVETMETDAPDQEKDDLSNKDENSHTDVETMETDVHDQEKDNVSNKDENSRTDVEPMETDVYDQDGGFPNKDNNSNSVDDTVSLRQNSPIPEDKGGAIRVVSGDSRLSVDHTPVVHDHSLGINGNTAPSYPGKQEHSLKENLVAENGAIGSSCEKANHAEVRVLKVDAMHEGKSDLALCAQPEASHLQTQTGNLKEVSMDGSEVSILKIPVSSHKDGILSCSDELPDIQPKVADGISEISSDNLPLSSEQASAHDSGNFEEMEVKGVRHETAGTMTFPMNDESLNVLKVDARLENDAGIGPLETSHEPACRTDGDSIEMDRDGDAQFGTATTSLSCTVDKNTLIAETTVSVETMASTGEMNTMDKTNRVTHFLPEGLDGNMSLQRVENESLLPFDDYAGKEGDAKVSAVSSNDDVMTETSLLQDTDKTLDSDAVTEKSPLFLEEIDLKVEAEQKMETKDTALREHPTQAHVLANNAEGGTGKHSNITKKSVSTANQEGVVEHDHILALEMDHEAGNAATADKMSIEENNLNVEGAIKSQTVTNSGADVPPPVEENTFNVEGAIKSQAVTNSGADVPPSIGDQTVETCISHTSNAETNQANEYQDSSKADEGLVFRAHAAEMKVADEPEKGEIETCISHASNAETNQANEYQDTSKADEGLVFCADAAEMKVADEQEKGEVEKLHADTVQESSEQDKGTEEVASKTSHTVMLNEKPVSLLKMQPGYLIPPQTDEDGYSISDLVWGKVRSHPWWPGQIFDPSDASEKAIKYHKKDSFLVAYFGDRTFAWNDASVLRPFCSNFSQIEKQSNSETFQNAISCALEEVSRRVELGLACSCTPEDSYDEISCQIVENTGICEESSKRYGVDKSTGVTSFGPDKLMHYMKALALSPTCRADRLDLTIARAQLVAFCRFKGYRLPPEFLLSGELLENDAEVPQADSAIEEKGHASEDSEQHPTDKVFAHKRKHGSKGISQTKKKERSMSELMVHVECENSLHCEDDQDGKPFTSSKKRKAVDSLTDGSDKRTSVYAAKVSTTASVSPKPSFRIGECIQRAASQLTRSASLLKCNSDQTGADVQLQDSPKGEVATPTELPSPNELLSQLQLVAWAPLKSYNLLKTITSFFSGFRNSVVLSQHSRRQNSSAGRPSSGRKRKASQTVAGLAEEFEFDDVNDSYWTDRIVQNHGEEQLLQNGQSAEGERLLMIHDPEKPSKPGRRRYSRKRKSSADDDTTPGVPRKRKSSADDDTTPGVPPEDIEKRKHEPAELILNFAEGGPLPSEMNLNKMFRRFGPLKELETEVYQESSRARVVFKRGSDAEVAHSSVGKFNIFGSRQVAYELSYTPVISFKPMLITHVPDLEGAI*

NbL12g21050.1 uncharacterized_LOC109225879 [MW = 178.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLKLKPLIYFPSARPHTVVTETSTIPLRLAGSPVADKNSGFFPVNSRKESPHKLFPNCRRLIHRSRSVSMESAGVNTTTSPSVVNLKVLEATPESFKEFGQVIEASPDGEEFGPRDAQLDLSRGIPRFYIMQLKDRSLRFSNITHHANVTQCLGSIGGNVWYLGVAKPSIVDPADIKGAAVADIVQSRCGHFYVPPAVDEVQAFRISGPKFIKLNHGTWHAGPLFTDDKMDFYNLELKNTNVVDHTTHDFVKKNEVVFLLDD*

NbL12g21020.1 uncharacterized_LOC107785953 [MW = 29.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03643 Vacuolar protein sorting−associated protein 26

Protein sequence:
MNYIIGAFKPACNISITFSDGKSRKPVPLKKENGQTVMVPLFQSQENIAGKISVEPVSGKKVEHNGIKVELLGQIEIYFDRGNFYDFTSLVRELDVPGEIYERKTYPFEFSTVEMPYETYNGVNVRLRYILKVTITRGYAGSIVEYQYFVVRNYSPPPSINNSIKMEVGIEDCLHIEFEYNKSKYHLKDVIIGKIYFLLVRIKIKNMDLEIRRRESTGSGANTHVETETLAKFELMDGAPVRGESIPIRLFLSPYELTPTYRNINNKFSVKYYLNLVLVDEEDRRYFKQQEITMFRLAETSVINQAVGA*

NbL12g20890.1 vacuolar_protein_sorting−associated_protein_26A [MW = 35.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MTKMMSCSFSSFSFSIILMISLSSFSLHKVEARAFFVFGDSLVDNGNNNYLFTSARADSPPYGIDYPSHRPTGRFSNGLNIPDIISEQLGMEPTLPYLSPELTGDKLLVGANFASAGVGILNDTGIQFLNIIRIGKQLEYFEQYQRRVSGVIGAEQTQQLVNSALVLITLGGNDFVNNYYLVPFSARSRQFALPDYVRYLISEYRKILQKLYDLGARRVLVTGTGPMGCVPAELAQRSRTGECAVELQRAASLFNPQLTQLLSDLNAQLAADVFVAANTYTMHMDFVSNPQAFGFVTSKIACCGQGPYNGIGLCTPLSNLCPNRNLYAFWDPFHPSEKANRIIVQQIFTGSSEYMNPMNLSSIIALDSRT*

NbL12g20750.1 GDSL_esterase/lipase_At5g33370−like [MW − SP = 37.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05697 Bacterial trigger factor protein (TF)

Protein sequence:
MELSAVCSRSFGGDGHAGLPSDRIGVRAKVIYAAAPAMGHNQVVPLMHHVRFLLPSKLFGRECVPLWTGCGLGRLPERARAGCCYAVSLGIGDAEVSTSEFEDFSVTTSGVNGSNKLKISVNVSGAKTEEIFGKVFSRMVEDAQPIPGFRRVKGGKTPNIPRDILIEILGYSKVYKQVIKKIINSTISEYVEKVDPPLPSPSLCISVILSLHIHTLLLYLKDLDRYRIIKCYGCI*

NbL12g20700.1 uncharacterized_LOC104249736 [MW = 25.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00628 PHD−finger PF12165 Alfin

Protein sequence:
MEGGAQYNPRTVEEVFRDLKGRRTGLIKALTADVEEFYQQCDPEKENLCLYGFPSEQWEVNLPAEEVPPELPEPALGINFARDGMQEKDWLALVAVHSDAWLLSVAFYFGARFGFDKADRKRLFNMINDLPTIYEVVTGAAKKQVKERSSVSNHSSTKSKSSSKVGKYSKVEVKDEDDGLDEEEEEHGDTLCGACGENYASDEFWICCDICERWFHGKCVKITPAKAEHIKQYKCPTCSNKRPRP*

NbL12g20610.1 PHD_finger_protein_ALFIN−LIKE_4−like [MW = 27.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MASYSSHSSILSPPHHPTKFLPFNVTCSASTQQTTLPQTTKNSALKFSAKYVTFNSISTNTPTDESYSLDEIIYRSNSGGLLDVQHELEALKQYDGKYWKSLFDSRVGKTTWPYGSGVWSKKEWVLPEIDDDDIVSAFEGNSNLFWAERFGKKFLGMNDLWVKHCGISHTGSFKDLGMTVLVSQVNRLRKLKRPLVGVGCASTGDTSAALSAYCAAANIPSIVFLPANKISMAQLVQPIANGAFVISIDTDFDGCMKLIREVTSELPIYLANSLNSLRLEGQKTAAIEILQQFDWEVPDWVIIPGGNLGNIYAFYKGFKMCQEMGLVDRIPRLVCAQAANANPLYMYYKSGWTNFQPVKANTTFASAIQIGDPVSIDRAVYALKNSNGIVEEATEEELMDATALADSTGMFICPHTGVALTALMKLRNSGVIAPTERTVVVSTAHGLKFTQSKIEYHSKEIKDMASRFANPPVQVKADFGSVMDVLNNYLKSKS*

NbL12g20600.1 threonine_synthase_chloroplastic−like [MW = 54.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00571 CBS domain

Protein sequence:
MASISPSGLCLHCTSAAFHHQLPCLLLSLPSHKLAASSKCFLPVRLSDSRETFRLAAANTSTANSVRPRNGVYTVGEFMTRKEELHVVKPTTSVDEALEGLVEHRITGFPVIDDNWKLVGLVSDYDLLALDSISVVQILLLGTGTTDADMFPEVDSNWKTFNEIQKLLGKTKGKVVGDLMTPAPLVVRESTNLEDAARLLLKTKYRRLPVVDGDGKLVGIITRGNVVRAALQVKRANEMEG*

NbL12g20510.1 CBS_domain−containing_protein_CBSX1_chloroplastic−like [MW = 26.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MSKARVYTDINVLRPREYWDYESLTVQWGDQDDYEVVRKVGRGKYSEVFEGINVNSNEKCIIKILKPVKKKKIKREIKILQNLCGGPNIVKLLDIVRDQHSKTPSLIFEYVNSTDFKVLYPTLTDYDIRYYIYELLKALDYCHSQGIMHRDVKPHNVMIDHELRKLRLIDWGLAEFYHPGKEYNVRVASRYFKGPELLVDLQDYDYSLDMWSLGCMFAGMIFRKEPFFYGHDNQDQLVKIAKVLGTDELNAYLHKYQLELDPQLEAMVGRHSRKPWSKFINADNQHLVSPEAIDFLDKLLRYDHQSRLTAKEAMAHPYFLQVRAAETSRMRAQ*

NbL12g20150.1 kinase_II_subunit_alpha−like [MW = 39.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00467 KOW motif PF16906 Ribosomal proteins L26 eukaryotic, L24P archaeal

Protein sequence:
MKYNPRVSSSRRKSRKAHFTAPSSVRRVLMSASLSSELRTKYNVRSMPVRKDDEVQVVRGTYKGREGKVVQVYRKKWVIHIERITREKVNGSTVNVGIHPSKVVVTKLRLDKDRKSLLDRKAKGRAAADKDKGTKFTAEDIMQTVD*

NbL12g19960.1 60S_ribosomal_protein_L26−1−like [MW = 16.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MSQKMLEVHWGEHHRRYVEALNKQLEKNDILYGCTMEELIKVTYNNGNPLPEFSDAAQVWNHDFFWESMQPGGGDMPKLGLLQQIEKDFGSFTNYREKFTEAALTLFGSGWIWLVLKREEKRLAIVKTSNAVNPLVWNDIPLIGLDLWERAYYLDYKNDKAKYVNVFMNHLVSWDAALGRMARAQAFVNLGEPKIPVA*

NbL12g19640.1 superoxide_dismutase_[Fe]_3_chloroplastic [MW = 22.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MLSVMLCYFPLQGCKMMKIDFSGLEPTAPIKGESSELCDGILSSPSFQIPNATNFDGFQKEAIQMVKPAKGTTTLAFIFKGGVMVAADSRASMGGYISSQSVKKIIEINPYMLGTMAGGAADCQFWHRNLGIKCRLHELANKRRISVAGASKLLANILYSYRGMGLSVGTMIAGWDEKGPGLYYVDSEGGRLKGNRFSVGSGSPYAYGVLDSGYRFDLSVEEAAELARRAIYHATFRDGASGGVASVYHVGPNGWKKLSGDDVGELHYNYYPVELESVEQEMAEVPVA*

NbL12g19580.1 proteasome_subunit_beta_type−5−like [MW = 31.11 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I

PF02879 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain II
PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MAAISGKVVQHNLVAKCCQQNRELSTKYQLHYCTPNRRNSLPPVGGKLAWNGNSTMQLGALSKFKQGVIYCNAASSATAIPSVEKNDFLKLQNGSDIRGVAVDGVEGESLTLTEPGTEAIAAGFAGWLKKKYDSSKCLRVSIGHDSRISAQKLQDAVSQGLARAGVEVIQYGLASTPAMFNSTLTVDEEFSCPVDGSIMITASHLPYNRNGFKFFTRAGGLGKPDIKDILERAAEIYKNIANEDSKSAETAVSLSVKRVDYMSIYASNLVAAVRRAAGNIEKPLEGFHIVVDAGNGAGGFFVGKVLEPLGAITSGSQFLEPDGLFPNHIPNPEDKTAMKAITKAVLDNRADLGIIFDTDVDRSAAVDSSGREFNRNRLIALMSAIVLEEHPGTTIVTDSVTSDGLTTFIEKKLGGKHHRFKRGYKNVIDEAIRLNSVGEEAHLAIETSGHGALKENHWLDDGAYLMVKLLNKLASARTSGQGSGSKVLTDMVEGLEEPAVAVELRLKIDQNHSDLIGGSFRDYGEAVLKQLENTVDSDAKLLKAPVNYEGVRVSGYGGWFLLRLSLHDPVLPLNIEAPSNEAAVKLAHDVLNAVKEFTALDTSTLTKFVGA*

NbL12g19410.1 phosphomannomutase/phosphoglucomutase [MW = 65.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MSNSSSLFFHNSTLSPASTNLHRSFNNARFGLRISASLNVEVHAPNSGSSMTKSSKEVMEESNKVFVGTYARAPLVLSSGKGCKLYDLEGREYLDLTSGIAVNALGHGDPDWITAVTQQANTLTHVSNIYYSLPQLELAKRLVASSFADRVFFSNSGTEANEAAIKFSRKFQRFSHPDEKQPPVEFIAFSNCFHGRTMGAVALTSKEHYRSPFEPVMPGVTFLEYGSIQAATELIQSGKIAAVFVEPIQGEGGIYSATKEFLQALRTSCDSVGSLLVFDEVQCGLGRTGHLWAHEAYGIYPDIMTLAKPLAGGLPIGAVLVTERVAAAINYGDHGSTFAGGPLVCNAAVAVLNKIAEPSFLASVTKKGQYFRELLVKKLGGNSHVKEVRGVGLIIGIDLDVPASPLVDACQQSGLLVLTAGKGNVVRLVPPLTITEQELDHAAEILFNCLPVLDKTNKN*

NbL12g19340.1 acetylornithine_aminotransferase_mitochondrial [MW = 49.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family

Protein sequence:
MAMYIRVKRDKSTYFIQCDPTETILQIKEKLFNLIDQPVNDQRLILVATGDVLDDSKSLADQKVENDAVVALTLRKDDNEFEDANIVRPNDFYQSRDAESGASW*

NbL12g19140.1 uncharacterized_LOC109205533 [MW = 11.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MASNALMSCGIAAVSPSVLSSSKSKFAVAVPVCVGAANGNSRFSMSAEWMPGQPRPPYLDGSAPGDFGFDPLGLGEVPANLERYKESELIHCRWAMLAVPGILVPEALGLGNWVKAQEWAAIPGGQATYLGQPVPWGTLPTILAIEFLAIAFVEHQRSMEKDPEKKKYPGGAFDPLGYSKDPKKFEELKVKEIKNGRLALLAFVGFCVQQSAYPGTGPLENLATHLADPWHNNIGDVIIPRGILP*

NbL12g19130.1 chlorophyll_a−b_binding_protein_6A_chloroplastic−like [MW = 26.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01264 Chorismate synthase

Protein sequence:
MIAAIDAVRVRGDSVGGVVTCIVRNVPRGLGTPVFDKLEAELAKACMSLPATKGFEFGSGFGGTFMTGSEHNDEFYMDEHGRIRTRTNRSGGIQGGISNGEVINMKIAFKPTSTIARKQQTVTRDKHDTELIARGRHDPCVVPRAVPMVEAMVALALVDQLMAHYAQCMLFPINPALQEPLQSSTPESAEVTL*

NbL12g19100.1 chorismate_synthase_1_chloroplastic [MW = 20.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03179 Vacuolar (H+)−ATPase G subunit

Protein sequence:
MASSSGQNGIQLLLAAEQEAQHIVNTARTAKQARLKQAKEEAEKEIAEFRAYMEAEFQRKLEQTSGDSGANVKRLEQETDAKIEHLKTEAERVSPDVVQMLLRHVTTVKN*

NbL12g19050.1 V−type_proton_ATPase_subunit_G_1 [MW = 12.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MAMKKYLILSILLLNLIFLKTASSLDSKKIEEEEEDLSFLEEEDSAVDAHSDSNPYGDHHDFENYDDLEDDSDASDHGYDSYEPPAVDEKDVAVLKEGNFSEFIAKNKHVMVEFYAPWCGHCQELAPEYAAAATELKGENVMLAKVDATEEAELAQKYDVQGYPAVFFFIDGLHKPYNGERNKDAIVSWIKKKTGPALSNITKTEEAERILKDEKKVVLAYLNDLVGDKSEELAAAAALEDDVNFYQTASPDVAKLFHIDSQAKRPALVIIKKEAENINHFGGEFTKSAIAEFVFQNKLPLVTYFTRESASEIFENPIKKQLILFATSKDSDKFLPIFQEAVKAFKGKLISVYVEIDNEDVGKPVSEYFGIGGDAPRVLAYTGNEDGRKFVLESEITLDSVKSFGEKFLEDNLKPFYKSDPIPETNDGDVKVVVGNNFDEIVLDESKDVLLEIYAPWCGHCQSLEPIYNKLGKHLRGIDSLVIAKMDGTTNEHPRAKSDGFPTLLFFPAGNKSFDPITVDTDRTVVAFYKFLKKHASIPFKIQKPASTQKPTEFDANSSPESTIDDVKDEL*

NbL12g19020.1 protein_disulfide_isomerase−like_1−3 [MW − SP = 61.17 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01433 Peptidase family M1 domain

PF09127 Leukotriene A4 hydrolase, C−terminal
PF17900 Peptidase M1 N−terminal domain

Protein sequence:
MAPIDPHSFTDSAHPLTTHISLTLFFDFPSSTISSATLLSLPTPYTGPLTLDTRSLSVSSVLDPLSLSPLPFSLSPDSPILGQSLTVSLSNQTQILILFKTSPSSSALQWLSPPQTFNKTHPFVYTQCQSIHARSIFPCQDTPAARVKYAAKLNIPRQLSAVMAARHVERRDPLPSEAQGICEDSVWCGDDRVVEEFVMEQPIPPYLFAFAVGELGFREVGPRTRVYAEAVNEVLDAAAKEFAGTEEMIQVGEKLFGPYDWERFDLLVLPPSFPYGGMENPRMVFLTPTVIKGDASGAQVVAHELAHSWTGNLITNKNNNHFWLNEGFTTYAERRIVEVVQGEDIAALNIGIGWRGLVEEMERFKDNMELTKLKTNQAGVDPDDVYSQVPYEKGFQFLWRIERQTGRPAFDDFLKKYIATFKFQSIDTDMFLNFLKANVPGIENEIDLKLWTEGTGIPPDAMEPVSNIYSKIVSLATEFKLGRMPREDEVADWKGQEWELYVENLPKSVEASQVTALDARYHLSESKDYEVRVAFLQLATSARCRDYYGEVEKTLKEVGRMKYLRPLYTALVQGAGKEEEKVFARRVFTEACDCYHPIAQGVAEAILAKHA*

NbL12g18780.1 leukotriene_A−4_hydrolase_homolog [MW = 68.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
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NbL12g18630.1 uncharacterized_LOC107816357 [MW = 265.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MVVSVSSIQPRFISTLIGDCRFIQPSHSLHRLFRCNPGNRHVSMQYSRRFSGLTDFLFNTRNVDELPNTKRKRLRPGEISPPRPVPEHIQRPPYVKSRKPPGIGSGFEVHDGKGIEKMRASGRLAAQVLQYAGTLVKPGTMTDEIDQAVHQMIIDNGAYPSPLGYGGFPKSVCTSVNECICHGIPDSRPLEDGDIVNIDVTVYLNGYHGDTSAMFFVGNVDEEAKNLVQVTKECLDKAISICAPGVEFNKIGKTIHDLADKHRYGVVEQFVGHGVGRSFHSDPVILHYRNNSRGQMVLNQTFTI

NbL12g18540.1 methionine_aminopeptidase_1D_chloroplastic/mitochondrial [MW = 33.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MRNMASSASSKGIAAVVGVGPNLGRSIARKFAHEGYTVAILARDLGRLSRFADEIAREEKAQVFAIRIDCSDSRSVREAFEGVLSLGFVEVLVYNAYQPVSWNPTNFTDIRVEHFEKSIAVSSVGAFHCAQQVLPGMVERGRGTVLFSGCSASLNGIAGYSELCCGKFAMRALSQCVAREFQPLGIHVAHVIIHGNVGAPRGSMVSTSQNRLLVGEQQQQQQSGGRDGLMDPDALAQSYWHLHIQDRSAWTQEIDLHPSNPRYM*

NbL12g18430.1 3−ketodihydrosphingosine_reductase−like [MW = 28.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
KRVSAIMKTESHMPLTNSLFCFLFLTCFVYGQLDYKYYDATCPNLTKIVRYGVWSAISNETRMAASLLRLHFHDCFVNGCDGSVLLDDTSTFTGEKNAPANRNSARGFEVIDAIKANVEKACPSTVSCADILTLAAREAIYLTGGPYWSLSLGRRDSLIASQSAANAQIPSPFEPLQNITAKFVSKGLDVKDVVVLSGAHTIGFAQCFTFKQRLFDFDGSGNPDPTLDSSLLGNLRSVCPNQNDSDSNLAPLDAVTINKFDNVYFKNLMNNSGLLQSDQALMNDNNTASMVSTYSKYPYLFSKAFAASMVKLTNLGVLTGQDGEIRKNCRLMN*

NbL12g18370.1 peroxidase_10−like [MW − SP = 32.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MENTDVDQPHSMGTTIIGVTYNGGVVLGADSRTSTGMYVANRASDKITQLTDNVYVCRSGSAADSQIVSDYVRYFLHQHTIQLGQPATVKVAANLTRLLSYNNKDRLQTGMIIGGWDKYEGGKIYGIPLGGTVLEQPFAIGGSGSSYLYGFFDQAWKEGMTQEEAEKLVVTAVSLAIARDGASGGVVRTVTINKDGATRKFYPGDSLQLWHEELEPVNSLLDVVSASSPDPMVS*

NbL12g18290.1 proteasome_subunit_beta_type−6−like [MW = 25.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MQYVYDENGRRYLDAFAGIVTVSCGHCHPMVLDAITEQSKLLQHATTIYLHHAIGDFAEALASKMPGNLKVVYFVNSGTEANELAMLMARLYSGNLNMIALRNAYHGGSANTIGLTALNTWKYPIPQGEIHHVLNPNPYRGVFGSDAKRYAEDVQDHIEHGTSGKVAGFIAETIQGVGGAVELAPGYLKLVYDIVRKAGGVCIADEVQTGFGRTGSDYWGFQTQGVIPDIVTMAKGIGNGLPLGAVVTTPEIASVMAQKIQFNTYGGNPVCSAGGHAVLRVIDKEQRQKHCAEVGSHLIGRLRDLQKRHDIIGDVRGRGLMVGIELVTDTKEKTPAKAETGVLFEKLRELGVLVGKGGLHGNVFRIKPPMCFGKDDADFLVDALDYSISKL*

NbL12g17850.1 alanine−−glyoxylate_aminotransferase_2_homolog_1_mitochondrial−like [MW = 42.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02037 SAP domain

Protein sequence:
MSSPYPDIDNRPIDQLKVTELREELKRRKLSTKGLKQELVRRLAEAILQEQDAAHTKSENGGDSAPGPDEEMAESVDADNPKDNFDADNTTDKEADEKMSEVDAAENGVQLDEGKFSIEEPVGGAISTMVEKDLVAQIADTETSAPTKEDQIAEVSVVQTSEPVSVSVESATALSGQDLQKYETQNESGDLKEQLEYPISNSLLVEENVSSSILECQVSEISPVLGFQVNSDFVSTDVSIDEKTELKDNVIANDVKVELDVKPEMVQLFSSSDVPDDAKSHTMDVEEPHDKKMSTEEPGNKNDKYPEVSVVQTSDPVGVGVESDTALRGQDLQKYETQNESEDIKEQLENHISISSVDEAKVSSSNLETQVSDLSPVLGFQVKSDSVSADVSIDEKIELMDTVIADDVKIELDVKPDNVQLSSISVDPGDGKSQPMDVEEPYDEKVSVEEPSNENDKFVDIMKTDGNGDSAEKLQLDRSPGDDSTEEEVSESKLADFKLDSAKKIDGKKEIEVNTSRGVGSVTSLDDARSVAHIDTNVEDDGPIVKSVKRKPHGKFSAIICFAILYHFVMALQFSFVDSDCYSFLLWILIAKVSQESYLL*

NbL12g17760.1 uncharacterized_LOC107825767 [MW = 65.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02037 SAP domain PF16294 RNSP1−SAP18 binding (RSB) motif

Protein sequence:
MSSPYPIIDNLPIDQLKVTELKEELKRRKLPIKGLKQELVKRLAEAILQEQDAAQSQSENNSDSTPGPAEEMAEPVDSENPKDDFDTSNITDKKADEKMSEVDAAENKVQSDEGKFSTEEPVGGAISTMVEKDPIDQFGDAKSSAPTEEDQIAEVSVVQTSEHVSVSVESATALTGQDSLKYETLNESGDLKEQLVNPISNSSLVEEKFSSSILERQVSEVSPVLGLQVKSDFVSTDVSVGEKTELKDNVIANEEKVSSSILERQVSEVSPVLGFQVKSDFVSTAVSIGEKTELKDNVIANDAKLELDVKPEMVQLLTSSNVPDDAKLHPMDVEEPHDKKVSTEEPGKENHKYPKVSVVQTSDPVGVSVESATALSGQDSQKYEIQNEGGDLKEQRENHISNSSVDETKVSSSNLETQVSELSPILGSQVKSDSVSPDISIDEKIELKDNVIANDVKLELDVKPEMVQLLSSSDVPDDAKLHPMDVEEPHDKKVSTEEPGKENDKYPEVSVVQTSDPVGVSVESATALSGQDSQKYEIQNEGGDLKEQRENHISNSSVDETKVSSSNLETQISELSPILGSQVKSDSVSPDISIDEKIELKDNVIANDVKLELDVKPEMVQLLSSSDVPDDAKLHPMDVEEPHDKKVSTEEPGNKNDKYVDIMKTDGNGNSAEKLQLDRSPGEDYMEEDVSEGKLADSKLGSVKEIDGKKEIEVDTNREVGFVASVDDARSAAHIDTDVEDDSPTVLSLKRKLHDQRTATGSNAIGKRQRRWNSEDLKIPDNKKGDAVALTTPKDFFQPSFRRSFSRSDSMAKEEPPKERVVPPSSKVPTNSLLIENFLRPFTLKAVQELLSKTGTVTNFWMDAIKTHCFVSFSSVEEAIGTRNAVYNLQWPPHGGKLLVAEFVDPQGVKDKVEAPPQSPSTHATPVTTIPAATLPSPQPQPSPRQQMQNKQLQPEKLPPPPLPEKLDPPIVTLDDLFKKTKATPRIYYLPLSDVQVAEKLKAQGKIIKQ*

NbL12g17750.1 apoptotic_chromatin_condensation_inducer_in_the_nucleus−like [MW = 110.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MAVSSLAFIPSPKLQALTPKPTAIAATFKASSSPQQIQSTPKKILQVGVGILAASVVALTPLTAAATRIEYYATTAEPTCDFNFARSGLGYCDIAVGSGQEAPYNQLINIHYTARFGDGIVFDSSYKRGRPLTMRLGMGKVIKGLDQGILGGEGVPPMHIGGKRKLQIPPHLAYGPEPAGCFSGDCNIPGNATLVYDIKFVDIYSGNRK*

NbL12g17690.1 photosynthetic_NDH_subunit_of_lumenal_location_4_chloroplastic [MW = 22.09 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MVEHFHQGYLVNFLVLCLFLTTVSVEARVRHHKWEVKYEYKSPDCFKKLSISINGKTPGPTIVAQQGDTIVVEVKNSLLTENLAIHWHGIRQIGTPWADGTEGITQCPVVPGDTFVYKFVVDRPGTYLYHAHYGMQRQAGLQGMIKVLVPDGVVEPFSFDYDRNILLTDWYHKSSYEQSTGLASLPFVWIGEPQSLLIHGRGRFNCSTPGTDVTLCNATNPQCSPYSLIVIPGKTYRLRIGSLTALSALSFEIEGHNMTVVEADGHYVEPFVVQNLFLYSGETYSVLIKADQDPSRNYWASTKVVSRPSATPNGLGIISYYPNHPRRAPPTIPPAGPHWNDVAPRVAQSVAIKSHKDFIHAPPKTSDRIIVMLNTQNRINGFVRWSINNVSFNMPHTPYLIALKHNLLHTFEQTPPPENYNQENYDIFSVQKNVNATTSNSIYRLKFNTTVDIILQNANTMNPNNSETHPWHLHGHDFWVMGYGNGKFNQSIDPKNYNLVNPIMKNTIPVHPYGWTALRFRADNPGVWAFHCHIESHFFMGMGVVFEEGIDKVGKLPTSIMGCGDSKRFHSP*

NbL12g17670.1 L−ascorbate_oxidase [MW − SP = 61.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MAAATTTASSSRIGSRPTIPPGLHSNSFKPTSISFSSNIHGLSLKSSVSKKQLYSRRTGAVVITQTMDRVEVDISLSPRVNSVKPSKTVAITDQATALAQAGVPVIRLAAGEPDFDTPAPIAEAGINAIREGHTRYTPNAGTMELRSAVCHKLKEENGLSYTPDQILVSNGAKQSIVQAVLAVCSPGDEVLIPAPFWVSYPEMARMADATPVILPTSISEDFLLDPKLLESKLTEKSRLLILCSPSNPTGSVYPRKLLEEIAEIVARHPRLLVISDEIYEHIIYAPATHISFASLPGMWDRTLTINGFSKAFAMTGWRLGYIAGPKHFVSACNKIQSQFTSGASSISQKAAVAALGLGYAGGEAVATMVKAFRERRDYLVKSFGEIDGVKISEPRGAFYLFIDLSSYYGVEVDGFGSINDSESLCRYLLDKAQEMHLGMTHASVSPMQHPSRPCRQQWRESRKHWLLLDFMSQFKTSINYAC*

NbL12g17630.1 bifunctional_aspartate_aminotransferase_and_glutamate/aspartate−prephenate_aminotransferase−like [MW =
52.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01658 Myo−inositol−1−phosphate synthase PF07994 Myo−inositol−1−phosphate synthase

Protein sequence:
MFIDNFKVESPNVKYTESEIHSVYDYQTTELVHEEKNGTYQWTVKPKTIKYEFKTDVHFPKLGVMLVGWGGNNGSTLTGGVIANREGISWATKDKVQQANYFGSLTQASTIRVGSFNGEEIYAPFKSLLPMVNPDDVVFGGWDISDMNLADAMARAKVFDIDLQKQLRPYMESMVPLPGIYDPDFIAANQGSRANNVIKGTKKEQIDQIIKDIREFKEKNKVDKVVVLWTANTERYSNVVVGLNDTMENLFASVDRNEAEISPSTLYAIACILENVPFINGSPQNTFVPGLIDLAIKRNTLIGGDDFKSGQTKIKSVLVDFLVGAGIKPTSIVSYNHLGNNDGMNLSAPQTFRSKEISKSNVVDDMVSSNAILYEPGEHPDHVVVIKYVPYVGDSKRAMDEYTSEIFMGGKNTIVLHNTCEDSLLAAPIILDLVLLAELSTRIQLKAEGEGKFHSFHPVATILSYLTKAPLVPPGTPVVNALSKQRAMLENILRACVGLAPENNMILEYK*

NbL12g17590.1 inositol−3−phosphate_synthase [MW = 56.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00191 Annexin

Protein sequence:
MASLKVPTSVPEPYEDAEQLKKAFAGWGTNEALIIQILAHRNAAQRKLIRETYAAAYGEDLLKDLDAELTSDFQRAVLLWTLSPAERDAYLLNEATKRLTSSNWVILEIACTRSSDDLFKARQAYHARYKKSLEEDVAYHTTGDFRKLLVPLVTAFRYEGAEVNMTLARKEANILHEKISDKAYNDEELIRILSTRSKAQLNATFNHYLDQHGSEINKDLETDSDDEYLKILSAAIECLKTPEKYFEKVLRLGIKGTGTDEWDLTRVVTTRAEVDMERIKEEYQKRNSVPLDRAIAGDTSGDYERMLLALIGHGDA*

NbL12g17270.1 annexin_D2−like [MW = 35.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00733 Asparagine synthase PF13537 Glutamine amidotransferase domain

Protein sequence:
AASPFILTAVTTVISHFRRERAMCGILAVFGCIDNSQAKRSRIIELSRRLRHRGPDWSGLHSHDDCYLAHQRLAIVDPTSGDQPLYNEDKTIVVAVNGEIYNHRELREKLKSHQFRTGSDCEVIAHLYEDYGEDFVHMLDGMFSFVLLDTRDKSFIAARDAIGITPLYMGWGLDGSVWFSSEMKALSDDCERFVSFLPGHIYSSKNGGLRRWYNPPWYSETIPSTPYDHLVLRKAFEKAVVKRLMTDVPFGVLLSGGLDSSLVAAVANRYLADTEAARQWGSQLHTFCVGLKGSPDLKAAREVADYLGTHHHEFHFTVQEGIDALDEVIYHVETYDVTTIRASTPMFLMSRKIKSLGVKMVLSGEGSDEIFGGYLYFHKAPNKEEFHQETCRKIKALHLYDCLRANKSTSAWGVEARVPFLDKEFINVAMNIDPEWKMIRPDLGRIEKWVLRNAFDDDQNPYLPKHILYRQKEQFSDGVGYSWIDGLKDHASSLVSDSMLANASFVYPHNTPTTKEGYYYRTIFERYFPKNAARETVPGGPSVACSTAKAVEWDAAWSKNLDPSGRAALGVHAAAYEDASDVKTTVATDTPQKLEVDKAAVAV*

NbL12g17250.1 asparagine_synthetase_[glutamine−hydrolyzing]_2 [MW = 67.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MDLRRKGCLILLLVLILVVNIVKGDDNVVFNVKRKYGGRGGSVLNELKAHDSRRHGRMLAAVDFQLGGNGQPTDAALYYTKLTIGTPPKDYHVQVDTGSDILWVNCAGCRRCPSKSSLGIDLTLYDLKASASGKTVSCDQDFCTDMFNAPYSDCRVGAPCEYQVTYGDGSSTSGYFVKDFIHFDQVSGNLKTTSMNGSIAFGCSSSQSGELGSSTQAVDGIIGFGQANSSLISQLAISGKVKKVFAHCLDGNNGGGIFAIGQVVQPKVKSTPLVPNEPHYNVVMKGIEVNGKALDIPTTIFDAGSNRGTIIDSGTTLAYLPNKVYNALMSKLMVKQPDLPTHLVEGSFHCFYYSGKVDDGFPVVTFQFANSLYLTVYPHDYLFQVNDDEWCIGWQDSGMQTKDGKEITLLGDLVLSNKLVLYDLENQSIGWTEYNCSSSIKVRDETSGKDYTIAAHNISSAWNCNSRMVFAFFVLIISILCNV*

NbL12g17060.1 aspartic_proteinase−like_protein_2 [MW − SP = 49.84 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
LYFSAPSSSSSSLQQLFNKNQTIVLNAKKMQCPRNSFRYNATQCACNPGYLFNITSRSCYLFNEWGPVEIDSGVDYHSVSFPGSGTIFDFDSIRKLTQSQAVFLEATLFMLLSWLFFCFFARCAPLGDGRSIWFKIRWWISRLDVCFSSRHWLDDQQVVMKRKTELGGTFSIASWILFIGLFAALLYQIISKRAIEMHNVRATNAPDLAAFINDLEFNITTISSMSCLHLRGLGTVVTGNPGFVDYRFAPLSTFANYSCINTTKGPTIVLKCSNCPLSRDSAYISWQFVDLPNSPATAIGFQFNLTAKDPKNKKHLSLVSGTLRNGSNFDNKPVTFRGLTPNILKFNFFPRMYHNLHDLRLIQPLLHEFLPGSSFNEISQLQASVQRPNDGLINTTLYVNFLSSYIVEIKNQNVLGPVSFLADLGGLYCISIGLFFYILVQCEYRIKKLRNEDCVMRKVRSRRKAQDRWDKLRKYVMYTYAPNQLEEVYDMRNDGCCTGVKMESLNRKSSSVRGRGSTRLDTISFSRKVSLPSEKRAISEQIDTQGATHFLPESAADRRKSTRLKEERFQENAVPPSTENSKPEDLDIVIQSPVFSAADNLTLPPPPPLESQAADHISMTNLQKDLQNLYEYNMLLTEKLIAAQSMLHALTNKESTLAANNGDIITRE*

NbL12g16930.1 uncharacterized_LOC104214608 [MW = 75.67 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 71 141 211 349

Protein length

Gel Slice

3.0 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 71 141 211 349

Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MSLVSVRDDEVDIVIVAIQPDLTSFLEEWRALFSRFHLIIIQDPDLKEELKIPDGFNYDTHTKVDIQRIIGTSKAVTFSGYSCRYFGYLLSKKKYVISIDDDCIPAKDNEGNQVNAIAQHINNLSTPATPFFFNTLYDPFRKGADFVRGYPFSLRSGVSCALSCGLCLNLADLDAPTQALKPALRNTRYVDAVLTVPARAMMPLSGINIAFDRELVGPALLPSFRLAKEGKFRWETVEDIWTGMCVKVVCDHLGYGVKTGLPYVWRKERGDAVESLKKEWEGVKLMEEVVPFFQSMRLSPAANTAEDCVVEVAAAVKEQLGRIDPVFTRAADSMVEWVKLWKMVKTQT*

NbL12g16900.1 probable_UDP−arabinopyranose_mutase_5 [MW = 39.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07137 VDE lipocalin domain

Protein sequence:
MALAPHSNFLANHETIRYYVGSKLPGHKRFSWDWEDYFGSIFVAKICSSRRIPRYFRKSPRICCSLDSRSLQLFSHGKHNLSPAHSINQSVSKGNSGSKFLKDVALMVWEKWVQFAKTAIVAIFILSVASKADAVDALKTCTCLLKECRLELAKCIANPACAANVACLQTCNNRPDETECQIKCGDLFENSVVDEFNECAVSRKKCVPRKSDVGDFPVPDPSVLVQKFDMKDFSGKWFITRGLNPTFDAFDCQLHEFHTEENKLVGNLSWRIRTPDGGFFTRSAVQKFVQDPKYPGILYNHDNEYLHYQDDWYILSSKVENSPEDYIFVYYKGRNDAWDGYGGAVLYTRSAVLPESIIPELQTASQKVGRDFNTFIKTDNTCGPEPPLVERLEKKVEEGERTIIREVEEIEEEVEKVRDKEVTLFSRLFEGFKELQRDEENFLRELSKEEMDVLDGLKMEATEVEKLFGRALPIRKLR*

NbL12g16800.1 violaxanthin_de−epoxidase_chloroplastic [MW = 54.82 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 45 89 133 177 220

Protein length

Gel Slice

3.4 5.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 45 89 133 177 220

Pfam domains

Pfam Description
SP Sequon TM Domain PF00578 AhpC/TSA family

Protein sequence:
MASLSISVKLALPNSLLYSETPKTLLCHNLSIVSRSSRSNFYGLELLHSPSLTTPSSSSSSSSTKSFIVAKVEKGSVPPPFALKDQDGKDVSLSKFKGKPVVVYFYPADESPGCTKQACSFRDSYEKFKQAGAEVVGISGDDPESHKAFAKKYRLPYTLLSDEGDKVRKEWGVPADLFGTLPGRQTYVLDKNGVVQLVYNNQFQPEKHIDETLKLLQSL*

NbL12g16720.1 peroxiredoxin_Q_chloroplastic−like [MW = 24.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14604 Variant SH3 domain

Protein sequence:
EFHARRLQALKALTYAPSSSSEISQKLYEIVFGILDKVADTPQKRKKGILGTKGGDKESIVRGNLQYAALSALRRLPLDPGNPAFLHRAVQGVSFADPVAVRLSLEILSDLATSDPYGVAMGLGALQDVLHMHDVLARVALARLCHSISRARSLDERPDIKTQFNSLLYQLLLDPSERVCFEAILCVLGKVDNAERTEERAAGWYRLTREFLKLPEAPSAKDSNSESKDAAPSKSSKDKSSKTRRPQPLIKLVMRRLESSFRSFSRPVLHAAARVVQEMGKSRAAAFALGLQDIDEGAYVNTFSENNDSYDQDHNETSHPEGIRRVSSISNATGAKDTIASLLASLMEVVRTTVACECVYVRAMVIKALIWMQSPHESFDELESIIASELSDPAWPAPLVNDILLTLHARFKATPDMAVTLLEIARIFATKVPGKIDADVLQLLWKTCLVGAGPDGKHTALEAVTIVLDLPPPQPGSMSGLTSVDSVSASDPKSALALQRMVQAAVWFLGENANYAASEYAWESATPPGTALMMLDADKMVAAASSRNPTLSGALTRLQRCAFNGSWEVRIIAAQALTTIAIRSGEPYRLQIYEFLHALAQGGVQSQFSDMHISNGEDQGASGTGLGSLISPMLKVLDEMYSVQDELIKEMRNHDNAKKEWTDEELKKLYETHERLLDLVSLFCYVPRSKYLPLGPTSAKLIDVYRTRHNISASTGLSDPAVATGISDLMYETTKAQAAEPETIDDDLVNFWAANLGDDSLNNAPAINRVNQFLAGAGTDAPDVEEENIISRPSMSYDDMWAKTLLESSEMEEDDGRSSGSSSPDSVGSVETSISSHFGGMNYPSLFSSKPSTYGTSQSKGKTGGSRYKNNSYSGSSYDGLGSPIREEPPPYSSPTRERYESFENPLASSGSHSFGSHEEERVSSGNPQSGTALYDFTAGGDDELNLTAGEEVEIEYEVDGWFYVKKKRPGRDGKMAGLVPVLYVSQS*

NbL12g16640.1 uncharacterized_LOC104113886 [MW = 107.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MGLFPWSKSFGVVLFLVLVSPVSGIGANWGTQSTHRLPPEIVVRMLRDNGIRKVKLFDADYDTLKALGKAGTELEVMVGIPNDLLSTMGSLKAAEKWVSKNVSVHISNNNVNIRYVAVGNEPYLTTYNGTYLRTTLPAMQNVQTALVKAGLGNKVKVTCPLNADVYESSSGLPSGGDFRADIHGFVSQLVKFLSDNGCPFTINIYPFISLYIDPNFPVEYAFFDGNATPLNDGGTTYTNMFDANHDTLVWALQKNGFGNVPIIIGEIGWPTDGDRNANAQLAQRFNQGFMQHISEGKGTPMRPGPIDAYLFSLIDEDAKSIQPGNFERHWGVFTYDGLPKYSLNLGTTNSGALVQAKNVRYLERKWCVFKPNAKVDDPQIAPSMSYACGLADCTSLGYGTSCGGLDARGNISYAFNSYYQINNQLDDACKFQGLGTVTKSDPSTGTCRYGLMIEPYYGGADRQLGYTRMALALLLFMWTLL*

NbL12g16630.1 glucan_endo−13−beta−glucosidase_6−like [MW − SP = 50.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 70 139 208 344

Protein length

Gel Slice

3.3 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 70 139 208 344

Pfam domains

Pfam Description
SP Sequon TM Domain PF13483 Beta−lactamase superfamily domain

Protein sequence:
MAIQCNFVPFFTCRPTSKVILSSSFSSFAPFPATQKALFYVHSTKLNFSSAPRLPTVISALVSDKKVVESNYSGTDMFRLTYLEGNSWLWEVGGLKLLVDPILVGNLDFGIPLLYDAAKKVLKNFQLDDLPVIDCLLITQSLDDHCHLKTLKPLSKKFPNLRVIATPNAKTLLDPLFSNVIYLEPGQDSEIEVSNGLQVNIKATAGPVLGPPWQRPENGYLVTSPKGALTLYYEPHCVYNKTFLEKYKADIVITPVIKQLLPNFTLVSGQEDAVQLAKLLSARFVVPMKNGDLDSKGFLASIIESEGTMESFKELLSKELPDAKVLEPVPGEPLDISIAVQGQ*

NbL12g16420.1 uncharacterized_LOC109231956 [MW = 37.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01409 tRNA synthetases class II core domain (F) PF03147 Ferredoxin−fold anticodon binding domain

Protein sequence:
MIKYIIKHINMIFIMYIFDYFLFLREGSSWKRITGVPGWRLRANRMARSFAKSTFLSNPTLYFPKNGIRGFGLLLPFSSFSTSSALPKRRQTVVSALELGGVKISKDEIVRDDPTNNIPDTIFAKLGMQLHRRNQHPLGILKNAIYDYFDTNYPDKFDKFDDLCPIVSVRQNFDEVLVPADHVSRSCNDTYYVDSQTVLRCHTSAHQAELLRNGHTHFLVTGDVYRRDSIDATHYPVFHQMEGVRVFAPNDWEGSGADATSHAADDLKKCLEGLARHLFGGVEMRWVDTYFPFTNPSFELEIYFQNEWMEVLGCGVTEQEILKRSGRTDNVAWAFGLGLERLAMVLFDIPDIRLFWSTDERFTSQFSSGRLGLKFKPFSKYPPCYKDMSFWISDSFTENNLCEVVRGIAGDLAEEVKLIDNFTNKKGMTSHCYRIAYRSMERSLTDEEINDLQWKVREQVESKLKVVLR*

NbL12g16410.1 phenylalanine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 54.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00459 Inositol monophosphatase family

Protein sequence:
TGLSKCKPHSAILQELDMATFVVSSGTINSLTRTLPLTKNTKPLSLFSLSISLSLKASKTPLRASSMSYDKQLAAAKEAASLAARLCQKVQKALLQADVQSKSDESPVTVADYGSQVVVSVVLQKELDSASFSLVAEEDSGDLRKEEGKETLQRIMKLVNETLASDETYGNAPLSEEDVLAAIDSGRSEGGPSGQHWVLDPIDGTKGFVRGDQYAIALALLDEGKAVLGVLACPNLPLSSVASHNPQDSQEKVGCLFYAQVGSGTYMQSLDGSTLIKVHVTDLENPEEASFFESFEAAHSLHDLSSSIAKKLGVRAPPVRIDSQAKYGALSRGDGAIYLRFPHKGYREKIWDHAAGYLVVAEAGGVVSDAAGNPLDFSRGRYLDLHEGIIVTNQKLMPALLKAVKESLNEKSSSL*

NbL12g16130.1 SAL1_phosphatase−like [MW = 44.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
DSKAYDKPACGVCHSDLHVMKGELPFASPCVVGHEITGEVVEHGQLTDTKIIERYPVGSRVVGAFIMPCGSCFFCSKGQDDLCEAFFAYNRAKGTLYDGETRLFLRNSGKPVYMYSMGGLAEYCVVPAHALAILPNTLPYTESAILGCAVFTAYGAMAHAAEVRPGAAIAVIGIGGVGSSCLQIARAFGASEIIAVDVQDEKLQKAKMFGATHCVNALKEDAVKRIKDITGGMGVDVAVEALGKPQTFLQCVQSVRDGGKAVMIGLTLSGAKGEVDINHLVRRQIKVIGSYGARARQDLPKLIKLAESGIFDLSAAVSRTCKFEEAGQAYKDLDQGAISGRCVVEIM*

NbL12g16060.1 alcohol_dehydrogenase_1B [MW = 36.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01652 Eukaryotic initiation factor 4E

Protein sequence:
MATEAPIEATVVPPASAMETVAKQPHKLERRWTFWFDNQSKPKQGAAWGSSLRKAYTFETVEEFWSLYDQIFKPSKLTANADFHLFKAGIEPKWEDPECASGGKWTVTSSRKANLETMWLETLMALVGEQFDESEEICGVVASVRRSQDKLSLWTKTASNEAIQMSIGRKWKEIIDAEKISYSFHDDSKRERSAKSRYTV*

NbL12g16050.1 eukaryotic_translation_initiation_factor [MW = 22.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13499 EF−hand domain pair

Protein sequence:
QTNSQQHTVKQNGANLEKCKILKSKIAKRKKNKEKKAPTFCFPVSSNSVHQDSEDHISINMEPKPATESKKSSVWVLPYKTQSLQSLYTIGKKLGQGQFGTTHLCTEKSSGNLYACKTIPKKKLICKEDYEDVWKEIQIMHHLSEHPNVVRIKGTYEDALYVHIVMELCAGGELFDRIVEKGHYSEREAAKLIKTIVGVVEACHSLGVMHRDLKPENFLFLSSDEDAALKATDFGLSVFYKPGETFSDVVGSPYYVAPEVLCKHYGHESDVWSAGVILYILLSGVPPFWAETDMGIFRQILRGKLDLESEPWPGISDSAKDLIRKILDRNPKRRLTAHEVLCHPWIVDDTMAPDKPLDSAVLSRLKQFSAMNKLKKMALRVIAERLSEEEIGGLKELFKMLDTDNSGTITFEELKEGLRRVGSELMESEIKDLMDAADIDNNGTIDYGEFIAATVHLNKLEREENLLSAFSYFDKDGSGYITIEELQQACKEFGLSELNLDEIIKDIDQDNDGQIDYKEFSAMMRKGTGGGVGRRTIRNNLNLGEALGLVQSEENL*

NbL12g16020.1 calcium−dependent_protein_kinase_SK5−like [MW = 62.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MKQMDIESVKKFLEKEGGNYESTVDSMPSRFIEAFVSYGIKVDLVEPGRILYSFQVPPRLVNAGNFLHGGATATLVDILGSAVIHTVGAPFTGVSVEINVSYLDAAFIGVSCPLSCFSDLNLVHFFLNTELLNTGMRIYLADPQLVWDCIFVVKVKLGCELALFFFS*

NbL12g16010.1 acyl−coenzyme_A_thioesterase_13−like [MW = 18.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MALGKYSRVDGRKSSSYCSTVTIVVFVALCLVGVWMMTSSSVVPVQNSDVSSQGKTSDATTQVSESKESSNGGSESNTNAGDESSPTDEGKSKQFEDNPGDLPEDATKGAASVSQEENNSNSQQTDSTTEVKPEEKSTEQNEDTGDSKSETQSESGTDNSDDKKIEDKDSEAGEKNENKSVGEETEEGSDEKKSGENPDELNEKNDQEVDQGSDEKADGQKKDQSSNEVLPSGAQSDILNETTTQNGAFSTQASESKNEKETQKSPESDKESSYTWRVCNSTAGPDYIPCLDNLEAIRNLRSTKHYEHRERHCPDNPPTCLVPLSAGYQRSVEWPTSREKIWYHNVPHTKLAEVKGHQNWVKVSGEYLTFPGGGTQFKHGALHYIDFIQQSFPDIAWGKRTRVILDVGCGVASFGGYLFDRDVLAMSLAPKDEHEAQVQFALERGIPAISAVMGTKRLPFPSRVFDVVHCARCRVPWHIEGGKLLLELNRLLRPGGLFVWSATPVYQKLPEDVEIWEAMKKLTKAMCWELISKTKDRVNGVGVAVYRKPMDNECYEQRSEDAPPLCQESDDPNAAWNVPLQACLHKAPAATSERGSQWPESWPARLSKSPYWLLSSQVGVYGKPAPEDFTADYEHWKHVVKNSYINGMGINWSTVRNVMDMRAIYGGFAAALRDLNVWVMNIVSVDAPDTLPIIYERGLFGIYHDWCESFSTYPRSYDLLHADHLFSKIKTKCGLPAIVAEVDRILRPEGKLIVRDKVEAVTELESMFKSMHYEIRMTYSKDKEGLLCVQKTMWRPKEVEALTYALA*

NbL12g15990.1 probable_methyltransferase_PMT26 [MW = 89.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MGKLETVATTSTAAADESPELTTNFKLVGFKNFIRTNPRSDFFSVKRFHHIEFWCGDATNTARRFSWSLGMPIAAKSDLSTGNSVHASYLLRPVSGSLQFLFTAPYSPSISTPSSAAIPSFSTSTHRSFTTTHGLGVRAVALEVENAYTAFSASISRGAKPMFEPVTIDERVAVAEVHLYGDVVLRFVSYLKDADSLVFLPGFEAMDETASYKELDYGIRRLDHAVGNVPELGPVVDYIKRFTGFHEFAEFTAEDVGTAESGLNSMVLANNDETVLLPLNEPVYGTKRKSQIQTYLEHNEGAGMQHLALVTEDIFKTLTEMRKRSGVGGFEFMPSPPPTYYKNLKNRAGDVLTDEQIQACKELGILVDRDDQGTLLQIFTKPVGDRPTIFIEIIQRIGCMLKDEKGQVYQKGGCGGFGKGNFSELFRSIEEYEKTLEAKQANPVTAA*

NbL12g15920.1 4−hydroxyphenylpyruvate_dioxygenase−like [MW = 49.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MKNKVKDALKTLRTEIGPLCINGDRVRELSLCVLSPLQQVRAVASGQVVVRAELRRKLLEELQKLLPPTVIIPEQRLIHLVEQALDLQLDACRFHNYLVGEMSLLTDHQCGRDQIPSQTLQILRNHSDEVWFLQFSHDGKYLASSAADCSVIIWEVKLDGLFCLKHQFSGHQKPVSYMSWSPDDHQLLTCGVEVVRRWDVESGECVHIFEKNGLGLISCGWAPDGKRILWRCYGQEH*

NbL12g15830.1 WD_repeat−containing_protein_26−like [MW = 27.03 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 69 137 205 273 341

Protein length

Gel Slice

5.0 6.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 69 137 205 273 341

Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MSTWQQPQPQEAYPPITNVIFPISTFFPHTNHLYQFSFTYQKINPKTFPHHHFRRKKNNKVGFKPKKKKKKRAISMASTQCFLHHHALSTPARTPLVRGIVPSLKPNQLLVCRAQKQSAPQEDNANSVSVSRRLALTLLIGAAAVGSKVSPADAAYGEAANVFGKPKTDTDFQTYNGDGFKLQIPSKWNPNKEVEYPGQVLRFEDNFDATSNVIVAITPTDKKSITDFGSPEQFLSQVDYLLGRQAYSGKTDSEGGFESDAVAIANVLETSSAEVGGKPYYYLSVLTRTADGNEGGKHQLITATVNNGKLYICKAQAGDKRWFKGAKKFVENTATSFSLA*

NbL12g15820.1 oxygen−evolving_enhancer_protein_2−2_chloroplastic [MW = 37.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03179 Vacuolar (H+)−ATPase G subunit

Protein sequence:
MESNRGSQNGIQLLLGAEQEAQHIVNAARSGKQARLKQAKEEAEKEIAEFRAYMEAEFQRKVEQTSGDSGANVKRLEQETFAKIQHLKTEAESISHDVVQMLLRQVTTVKN*

NbL12g15730.1 V−type_proton_ATPase_subunit_G_2 [MW = 12.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MSIFEYNGSALVAMVGKNCFAIASDRRLGVQLQTIATDFQRIFIIHNKVFIGLSGLGTDVQTLYQRLVFRHKLYQLREERDMKPETFASLVSALLYEKRFGPYFCQPVIAGLGDDDKPFICTMDSIGAKELAKDFVVAGTASESLYGACEAMFKPDMGPEELFETISQALIASVDRDCLSGWGGHVYVVTPTEVTEKILKGRMD*

NbL12g15550.1 proteasome_subunit_beta_type−3−A−like [MW = 22.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MALSISWRPSASNICSFPFILKKTSPKSAKMGVFNNNISCSVTSTMAGQSQRKLPILLFDVMDTIVRDPYYNEIPAFFRMPMKELLECKHPTTWIEFEKGLITENECARRFFKDGRPFDLEGLKNCMQRAYSYIEGVEGLLNSLKENGYEIHAFTNYPIWYQMIEDKLKLSNYLSWTFCSCIFGKRKPDPDFYLEVVKHLNVEASSCIFVDDRMRNVEAAVEVGLNGLQFKNADLLRKDLSLLGVNISTNENPDLAECSI*

NbL12g15520.1 uncharacterized_LOC109225451 [MW = 29.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF16884 N−terminal domain of oxidoreductase

Protein sequence:
MEKKAGKEEAVELLGKTVENKQIIFKGYIEGIPKETDMELRIGKKLKLEKVPKGSGGLLVKNLYLSCDPFMRGRMRNFTGSYIPPFNPGEVIEGFGVSKVLDSDNPDFKPGDIISGFTGWEEYSLIYKTEQLRKIQANDIPLSYHVGLLGMPGFTAYAGFYEVCTPKRGEYVFVSAASGAVGQLVGQLAKLHGCYVVGSAGSKQKVDILMDKLGFDGAFNYKEEADLDKALKRHFPKGIDIYFDNIGGSMLDAALINMRINGRIAICGMVSQQSLSDPQGIHNLIQLITKRVKMQGFLQSDYLHLFPRFLEDVTSLCKQGEITYLEDMNEGLESGPSAFVGLFSGKNIGKQVIRVAHD*

NbL12g15370.1 2−alkenal_reductase_(NADP(+)−dependent)−like [MW = 39.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02219 Methylenetetrahydrofolate reductase

Protein sequence:
MKVIDKIHESAKTDRVVFSFEFFPPKTEDGVDNLFERMERMVSHNPSFCDITWGAGGSTADLTLEIANRMQNMVCVETMMHLTCTNMPVEKIDHALETVKSNGIQNVLALRGDPPHGQDKFVQVEGGFACALDLVKHMRAKYGDYFGITVAGYPEAHPDVIPANGIATQETYENDLAYLKKKVDAGADLIVTQLFYDTDIFLKFVNDCRQIGITCPIVPGIMPINNYKGFLRMTGFCKTKIPAEITAALEPIKDNEEAVKAYGIHQATEMCKKILATGIKTLHLYTLNMEKSALAILMNLGLIEESKISRPLPWRRPTNVFRVKEDVRPIFWANRPKSYISRTIGWDEYPHGRWGNAQNPSYGALSDYQFMRARSRDKKLQEEWAVALNSVEDIYERFMNYCLGKLRSCPWSELDGLQPETKIIDEHLGNINTKGFLTINSQPAVNGAKSDAPSIGWGGPGGYVYQKAYLEFFCSHEKLNALVEKCKAFPFLTYMAVNKEGNWISNANQTNVNAVTWGVFPGKEIVQPTVVDPASFMVWKDEAFEIWSRGWAQLYQESDPSRKLLEQVQNSYFLVSLVDNDYINGDLFAIFKDI*

NbL12g15350.1 probable_methylenetetrahydrofolate_reductase [MW = 67.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain

Protein sequence:
MGDVEADANMDAVQRRLMFEDECILVDENDQVVGHDTKYNCHLMEKIESLNLLHRAFSVFLFNSKYELLLQQRSATKVTFPLVWTNTCCSHPLYRVSELIEENALGVRNAAQRKLLDELGIPAEDVPVDQFTPLGRMLYKAPSDGKWGEHELDYLLFIVRDVNVNPNPDEVADIKYVNQEQLKDLLRKADAGEEGLKLSPWFRLVVDNFLFKWWDHVEKGTIQEAADMKTIHKLT*

NbL12g15300.1 isopentenyl−diphosphate_Delta−isomerase_I [MW = 27.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12646 Domain of unknown function (DUF3783)

Protein sequence:
MASSSISLTYGNFFSRLHCNKQPILSNYIKNSHITAFFSTQNGHHLRLKQHFPIAAASDGLPSEITDEESKFVSVNPEYPRYGPPALLLLGFEVEEAAKIQQLLKEMDGEFLQVIFCTEDMISRSLWEAMNTKQPNLDASKIAKQLPRICFLSGLTGEEMMMFIDAFEESELEDPVFAALVENSADKPLQELIDEIMGDHELLSARNSS*

NbL12g15270.1 uncharacterized_LOC107805381 [MW = 23.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MAMEGGAQSDYNSSTEGLQEHSSSPRKSLSPPPSSDHEENTISVKFLLSNAEAGSIIGKGGSTISDFQSRSGARIQLSRNNEFFPGTTDRIVMVSGPVEDVLKAVDFILNKLLCESHVEDGNVDQRSKVRLVVPNSSCGGIIGKGGAMIKAFIEDSHAGIKISSQDDNFPGLHDRLVIVTGTLEEQMRAIELILHKLAEDSHYIQNMNAPFPYAVYVGMNYGPRNGVGGRYPNNRYQNNVQSNSEDRNNSVTIGVADEHVGLVLGRNGRSIIEISQQSGARIKISDRGDFISGTSDRKVTITGSQRAISMAESMISQKLARVSERDEFVKG*

NbL12g15170.1 protein_BTR1−like [MW = 35.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00403 Heavy−metal−associated domain

Protein sequence:
MSQRGFHLITHLNALQNRASYVSTAVVSLVTLEEILTTVVLKVGMSCQGCVGAVKRVLGKMEGVENFDIDLKEQKVTVKGNVQPEAVLQTVSKTGKPISFWEAGEPAQTEEKPAEAVGTA*

NbL12g15020.1 copper_transport_protein_ATX1−like [MW = 12.87 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00226 DnaJ domain

PF00684 DnaJ central domain
PF01556 DnaJ C terminal domain

Protein sequence:
MFGRAPKKSDNTKYYEILGVPKSASPEDLKKAYRKAAIKNHPDKGGDPEKFKELAQAYEVLSDPEKREIYDQYGEDALKEGMGGGGGGHDPFDIFSSFFGGSPFGGGMGGGSSRGRRQKRGEDVVHPLKVSLDDLYNGTSKKLSLSRNVLCPKCKGKGSKSGASMKCSGCQGSGMKVTIRQLGPSMIQQMQHACNECKGTGETISDKDRCGQCKGDKVVQEKKVLEVVVEKGMQNGQKITFPGEADEAPDTITGDIVFVLQQKEHPKFKRKGDDLFVEHTLSLTEALCGFQFILTHLDNRQLLIKSQPGEVVKPDQFKAINDEGMPMYQRPFMRGKLYIHFTVDFPETLSLEQCKNLEAVLPPKPKTQMTDMELDECEETTLHDVNIEEEMRRKQQQAQEAYDEDEDMHGGAQRVQCAQQ*

NbL12g14900.1 dnaJ_protein_homolog [MW = 46.66 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
EKRLLKSRKYPYYKPLSFHLPLRLFLFLITQELQLNKSLHPSPPFSFKFPLTFVEFSVPEINLIFAEDRTVTSSTAMTLLTPPPIDPEEHEMLVPSSDFPTDGPQPMEVAPADTASTVDAQAVDDPASARFTWTIDNFSRLNVKKLYSDVFNVGGYKWRILIFPKGNNVDNLSMYLDVADSATLPYGWSRHAQFSLAILNRIHNKFTVRKDTQHQFNPRESDWGFTSFMPLSELYDPGRGYLVDDTVIVEADVAVRKVIDYWSHDSKKETGCVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDNPSSSIPLALQSLFYKLQYSDTSVSTKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLLEGHHMNYIECINVDYKSTRKESFYDLQLDVKGFCDVYASFDKYVEVERLEGDNKYHAEQHGLQDARKGVLFIDFPPVLQLQLKRFEYDFARDAMIKINDRYEFPLQLDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAYIRPTLSDQWYKFDDERVTKEDTKRALEEQYGGEEELRHTNPGFNNSPFKFTKYSNAYMLVYIRESDKDKIICNVDEKDIAEHLRIRLKKEQEEKEQKRKEKAEAHLYTIIKVARDEDLGEQIGKEIYFDLLDHDKVRSFRIQKQMPFTQFKEEVAKELGIPVQFQRYWLWAKRQNHTYRPNRPLTAQEEVQSVGQLREVSNKANNAELKLFLEVEFGLDLQPFPPPEKTKEDILLFFKLYDPLKEEIRYVGRLFVKGSGKPLEILTKLNELAGFLPDEEIELFEEIKFEPNVMCEHIDWKLSFCGSQLEDGDIICFQKSLRNQDREQYRFPEVPLFLEYVHNRQVVRFRSLEKPKEDEFSLELSKKNNYDEVVEHLARHLGLDDASKVRLTSHNCYSQQPKPQPIRYRGVDRLTEMLSHYNQTSDILYYEVLDIPLPELQGLKALKVTFHLAAKDEVTIHTIRLPKQSTIGDVLNDLKTKVELTRPDAELRLLEVFYHKIYKIFPLNERIENINDQYWTLRAEEIPEEEKNLGPHSRLIHVYHFMKDTSQNQAQIHNFGDPFFLVIHEGDTLTEVKARIQKKLQVPDEEFSKWKFAFLSMGRPEYLEDSDVVSNRFQKRDVYGAWEQYLGLEHIDNAPKRSHAANQACNRHTFEKPVRIYN*

NbL12g14860.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 139.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase PF16891 Serine−threonine protein phosphatase N−terminal domain

Protein sequence:
MDQNVLDDIISRLLEVKGKPGKQVVLTEAEIKQLCLISKEIFLKQPNLLELEAPIKICGDIHGQYSDLLRLFEYGGLPPKSNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASINRIYGFYDECKRRFNVRLWKIFTDCFNCLPVAALIDEKILCMHGGLSPDLNNLDQIRNLQRPTDVPDAGLLCDMLWSDPSKDVQGWGMNDRGVSYTFGADKVTEFLEKQDLDLICRAHQVVEDGYEFFANRQLVTIFSAPNYCGEFDNAGAMMSVDETLMCSFQILKPAEKKSKFNFGSTTTAKPGSPTGMKSFLYVKVCEPASCGSQNC*

NbL12g14810.1 serine/threonine−protein_phosphatase_PP1−like [MW = 37.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MITTTSTTMEGAILKLPCLRTVSRYPNFTSRRSSSLRWRTRPLHVSASAASSPSLINDTKIGPGSLGHITRSDFPILHQEINGSNLVYLDNAATSQKPTAVINALQNYYEAYNSNVHRGIHYLSAKATDEYESARQKVANFINASGAREIVFTRNATEAINLVAYSWGLSNLKPGDEIITTIAEHHSAIVPWQLVAQKTGAVLRFVNLTEDEVADVDQLRGFLSRRTKLLVIHHVSNMLASVLPMDEVISWAHDVGAKVLVDACQSVPHMVVDVKTLDADFLVASSHKMCGPTGVGFLYGKSEILSAMPPFLGGGEMIADVYLDHSTYAEPPSRFEAGTPAIGEAIGLGAAIDYLSEIGMQQIHDYEMELANYLYDSLSSVSDVRIYGPAPSRAVKRAALCSFNVKDVHPTDIATFLDQQHGVAIRSGHHCAQPLHRHLGISSSARASLHFYNTKDDVDRFIEALKDTISFFTSFK*

NbL12g14740.1 cysteine_desulfurase_1_chloroplastic−like [MW = 52.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
GTKAILIKLYNLQIAKLTSMNFCLNTQLSTRYNFTVASAGKSIAMANSVRVAAAQMTSVNNLAVNFATCSRLVKEAASAGAKLLCFPENFSFVGYLQGESLKIAETLDGPIMQGYCSIARESNIWLSLGGFQEKGSDDAHLRNTHVLIDDNGIIRSTYSKMHLFDVDVPGGAVYKESSFTEAGKDIVVADSPCGRLGLTVCYDLRFPELYQQLRFNHDAQILLVPAAFTMVTGQAHWEILLRARAIETQCYVIAAAQAGKHNEKRESYGDTLIIDPWGTIVGRLSDRSSTGITVADIDFSLIDSVRAKMPVSKHRKPAEFWNQHP*

NbL12g14680.1 nitrilase−like_protein_2 [MW = 35.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08164 Apoptosis−antagonizing transcription factor, C−terminal PF13339 Apoptosis antagonizing transcription factor

Protein sequence:
MSKSSKRSRKVGESESNSEFENDEMLNEMSDYVENFDEVNDSDDNNGYSDSDDDDDVNHYNNEDESGEQEEEEGEEGDQEEEEDREKLTEDHKIAGIEELKKEYMELKHKEQDLLGNLKRHKDEDLLKGQAVRNQKALWDKTLELRFLLQKAFSNSNRLPQEPIRSSFCDSEDRVKDAYSDLLASSRKTLDFILELQEVLLEKNPSITQSMDVNSGKRSKLSEDSVESNGEVDEDWHKISQMHSRMAAFRDKSIDKWQRKTQVTSAAAAIKGKLQAFNQDISQQVAGYMRDPSKMIKGMQQSRSAVALFGTASDATGNGEGPNMDGDPELLDDSEFYQQLLKEFFEAVDPASSETAFYALKRLQTKKRKIVDRRASKSRKIRYNIHEKIVNFMAPQPVNLPPMAPKLFENLFTGGSTHRPINVLH*

NbL12g14610.1 putative_uncharacterized_protein_DDB_G0270496 [MW = 48.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00831 Ribosomal L29 protein

Protein sequence:
MARIKVHELRNKTKTELLAQLKDLKAELALLRVAKVTGGAPNKLSKIKVVRLSIAQVLTVISQKQKTALREAYKNKKYLPLDLRPKKTRAIRKRLTKHQVSLKTEREKKKEMYFPIRKYAIKV*

NbL12g14540.1 60S_ribosomal_protein_L35 [MW = 14.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13410 Glutathione S−transferase, C−terminal domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAVEVCVKAAVGAPNVLGDCPFSQRALLTLEEKKVPYKMHLINVSDKPKWFLEVNPEGKVPVIKFDEKWIPDSDVIVALLQEKYPNPSLSTPSEFASVGSKIFPTFVSFLKSKDASDGTEQALLDELKALEEHLKAHVPYVNGENICSVDLSLAPKLYHLEVALGHFKKWSVPESFSHVRNYMKLLFERESFQKTKCAKEYVIAGWAPKVNP*

NbL12g14460.1 glutathione_S−transferase_DHAR2 [MW = 23.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00676 Dehydrogenase E1 component

PF02779 Transketolase, pyrimidine binding domain
PF16078 2−oxoglutarate dehydrogenase N−terminus

PF16870 2−oxoglutarate dehydrogenase C−terminal

Protein sequence:
MAWFRAGSSVARLAIRRALSQGGSYVPRTRVLPSQGRCFHTTIARPKAQAAPVPRPVPLSKLTDSFLDGTSSVYLEELQRAWEQDPNSVDESWDNFFRNFVGQAATSPGISGQTIQESMRLLLLVRAYQVNGHMKAKLDPLGLEEREIPDDLDPALYGFTEADLDREFFLGVWRMSGFLSENRPVQTLRAILTRLEQAYCGSIGYEYMHISDRDKCNWLRERIETPTSMEYNRERREVILDRLMWSTQFENFLATKWMAAKRFGLEGCETLIPGMKEMFDRAADLGVESIVIGMPHRGRLNVLGNVVRKPLKQIFSEFSGGTKPGDEAGYVGTGDVKYHLGTSYDRPTRGGKRIHLSLVANPSHLEAVDPVVIGKTRAKQYYSNDVDRTKNMGILLHGDGSFAGQGVVYETLHLSALPNYSTGGTIHIVVNNQVAFTTDPRAGRSSQYCTDVAKALNAPIFHVNGDDVEAVAHVCELAAEWRQKFHSDVVVDIVCYRRFGHNEIDEPSFTQPKMYKIIRNHPSSLEIYQNKLLKSGQVTKDDVEKIHNKINRILNEEFVASKDYVPQKRDWLSAFWAGFKSPSQLSRVRNTGVKPEILKNVGKAITMLPDDFKPHRAVKRIFDDRQKMIETGEGVDWAVGEALAFATLLVEGNHVRLSGQDVERGTFSHRHSVLHDQETGAQYCPLDHVMMNQNEEMFTVSNSSLSEFGVLGFELGYSMENPNSLVLWEAQFGDFANGAQVIFDQFVSSGEAKWLRQSGLVVLLPHGYDGQGPEHSSGRLERFLQMSDDNPFVIPEMEPTLRKQIQECNWQVVNVTTPANYFHVLRRQIHRDFRKPLIVMAPKNLLRHKDCKSNLSEFDDVQGHPGFDKQGTRFKRLIKDKNDHSDLEEGIRRLVLCSGKIYYELDEERKKADGKDVAICRVEQLCPFPYDLIQRELKRYPNAEIVWCQEEPMNMGAFHYIAPRLCTAMKSLGRGNMDDIKYVGRAPSAATATGFFQVHVKEQSELVQKAVQRDPVNYPF*

NbL12g14340.1 2−oxoglutarate_dehydrogenase_mitochondrial−like [MW = 115.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF15511 Centromere kinetochore component CENP−T histone fold

Protein sequence:
MSGRGKGGKGLGKGGAKRHRKVLRDNIQGITKPAIRRLARRGGVKRISGLIYEETRGVLKIFLENVIRDAVTYTEHARRKTVTAMDVVYSLKRQGRTLYGFGG*

NbL12g14310.1 histone_H4−like [MW = 11.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MASNGNNHVSTKPPPEPSPLRKAKFFQANMRILVTGGAGFIGSHLVDKLMENEKNEVVVVDNYFTGSKDNLKQWIGHPRFELIRHDVTEPLLIEVDRIYHLACPASPIFYKYNPVKTIKTNVLGTMNMLGLAKRTGARILLTSTSEVYGDPLVHPQDETYWGNVNPIGVRSCYDEGKRVAETLMFDYHRQHGIEIRIARIFNTYGPRMNIDDGRVVSNFIAQAIRDEALTVQLPGTQTRSFCYVSDMVDGLIRLMEGDNTGPINIGNPGEFTMIELAENVKELINPGVKIITVENTPDDPRQRKPDITKAKELLGWEPKIKLRDGIPLMEEDFRGRLGIARKK*

NbL12g14280.1 UDP−glucuronic_acid_decarboxylase_6−like [MW = 38.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MASASQASLLLQKQLKDLCKRPVDGFSAGLVDESDLFEWSVTIIGPPDTLYEGGFFNAIMSFPQNYPNSPPTIRFTSEVWHPNVYSDGKVCISILHPPGDDPNGYELASERWSPVHTVESIILSIISMLSSPNDESPANVEAAKEWRDNRDEFKKKVSRCVRRSQEMT*

NbL12g14240.1 ubiquitin−conjugating_enzyme_E2_7 [MW = 18.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MGVAIFTQEFTSPIGPIRLFMALTLDSKSLIPKLLPQFVESIDLLQGDGGTGSIEQVHFTKGSPFEFVKHRIDEVDKEKMVCKYTMIEGNALRDKLDSISYEVKFEESNNGGCICKMTTKYIGIGDFIVKEEEIKAGKDGATGIYKAVESHLPQNPSLYA*

NbL12g14020.1 pathogenesis−related_protein_STH−2−like [MW = 17.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00542 Ribosomal protein L7/L12 C−terminal domain PF16320 Ribosomal protein L7/L12 dimerisation domain

Protein sequence:
MSLISRLRHRLPGVLLRQSVRSNVADSCFITSSVFTRHFSQPARKEEEDEEEVEIDQRKLPADYDPATFDPTEHRSPPPERVWKLVDEVSGLTLVEVAELSSIIMKRLGMTEQPMVGVMKAGAAGLAAAAIKGSEAAKEDKKPEKTVFELKLESFDAAQKIKIIKEVRSCTELGLKEAKELVEKTPAIFKKGVSKEEGEQIIEKMKAVGAKVVLE*

NbL12g13940.1 50S_ribosomal_protein_L7/L12 [MW = 23.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06325 Ribosomal protein L11 methyltransferase (PrmA)

Protein sequence:
MEFSKQKKSQFEVLWIAEVSASSSDTSFCKSEPIFARFRSCSGVTELRFCQESESSADIAFDLRTSQLFKLGPAESLCISEASEANKEKAYSRGISIQFKNEEESRAFHCAFEQWKTEVVVQGSPLPNGVVSTLKSKFDDKIEASSAKMYFHYYGQLLHQQNMLQDFVRTGTYYAAVIENRADFLGRVVVDVGAGSGILSLFAAQAGAKHVYAIEASEMAEYAKKLIAGNPSLSERITVIKGKVEEVELPVKADILISEPMGTLLVNERMLESYVIARDRFLVPNGKMFPTVGRIHVAPFSDEYLYMEIANKAIFWQQQGYFGVDLTPLQRSAYEGYFSQPVVDAFDPRLLVAPAISHVINFTSIKEEDLYEIDIPLRFTSSASTRIHGLACWFDVLFNGSTVPRLLTTAPGAPTTHWYQLRCVLSQPLYVMPGQEITGCLRLVAHKAQSYTIYLTLSATVGDVLQTSSGKLDLKEPYYRMSQPQSYSVAQDQQPNQLLQAQDILTQSRDEDGSVPVQQPSPNSGAVLHSL*

NbL12g13890.1 probable_histone−arginine_methyltransferase_1.3 [MW = 59.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
FYFPINSPQLIIPHHQSHSKHFGHLCSFSSLPFLQIFSFKFISPFPMASVEVQSTPVEVVGTAPVEVEVKTTEEAPKSEDSTPAVAEENVAEKNVAETTPAEETAPVEEKAAPAAEYTVAEEATTEVETEAPVAKETVAEEAAKAETVTVAAAAVETPAVELAEVKTEAEEGKAVETTEAPAAAKATTEVPVEKIEE*

NbL12g13710.1 induced_stolen_tip_protein_TUB8−like [MW = 20.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01159 Ribosomal protein L6e PF03868 Ribosomal protein L6, N−terminal domain

Protein sequence:
MAPKKTLRNPELIPGLGKFSRSKMYHKKGLWAIKKKNGGTFPSHSKKPAAAAPVIKPPKFYPADDVAKPLVNKHKPKPTKLRASITPGTVLIILAGKFKGKRVVFLKQLASGLLLVTGPFKLNGVPLRRVNQAYVIGTSTKVDVSGVNVEKFDDKYFAKQVEKKQKKGEEEFFEDKKEVWIFLHYVICDFYIKSKAMGHLYNICARGHGAQCRRRPFGNYLICFLTSYANSLSIELVRLCLCMCACAC*

NbL12g13680.1 60S_ribosomal_protein_L6−like [MW = 27.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01704 UTP−−glucose−1−phosphate uridylyltransferase

Protein sequence:
MAAATLSPADSEKLTNLKSAIASLNQISDNEKSGFINLVTRYLSGEAQHAEWSKIQTPTDDVVVPYDKLAPLSEDPTETKKLLDKLVVLKLNGGLGTTMGCTGPKSVIEVRNGLTFLDLIVRQIEALNTKYGCSVPLLLMNSFNTHDDTLKIVQKYSNSNIEIHTFNQSQYPRLVVEDFAPLPCKGNAGKDGWNPPGHGDVFPALMNSGKLDALISKGKEYVFVANSDNLGAVVDLKILNHLIQNKNEYCMEVTPKTLADVKGGTLISYEGKVQLLEIAQVPDQHVNEFKSIEKFKIFNTNNLWVNLKAIKRLVEADALKMEIIPNPKEVDGIKVLQLETAAGAAIRFFDRAIGANVPRSRFLPVKASSDLLLVQSDLYTLTDDGYVIRNPARTNPSNPSIELGPEFKKVANFLSRFKSIPSIIELDSLKVTGDVYFGAGITLKGKVNVAAKAGVKLEIPDGAVLANKDVNGPEDI*

NbL12g13660.1 UTP−−glucose−1−phosphate_uridylyltransferase−like [MW = 51.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00282 Pyridoxal−dependent decarboxylase conserved domain

Protein sequence:
MVLSKAASENDVPVHSTFASRYVRVSLPRFQMPENSIPKEAAYQIINDELMLDGNPRLNLASFVTTWMEPECDKLIMAAINKNYVDMDEYPVTTELQNRCVNMIAHLFNAPLGEEETAVGVGTVGSSEAIMLAGLAFKRKWQNKMKAQGKPFDKPNIVTGANVQVCWEKFARYFEVELKEVKLEDGYYVMDPEKAVEMVDENTICVAAILGSTLNGEFEDVKCLNDLLVEKNKETGWDTPIHVDAASGGFIAPFLYPELEWDFRLPLVKSINVSGHKYGLVYAGIGWVIWRNKEDLPEELIFHINYLGADQPTFTLNFSKGSSQVIAQYYQLIRLGYEGYRNIMENCQENARVLEEGLEKTGKFNIVSKKIGVPLVACSLKDNSKHNEFEVSDHLRRFGWIVPAYTMPPNAEHVTVLRIVIREDFSRTLAERLVADIQKVLHELDSLPARVSAKLAAAEESSSGVQKKSAMEVQLEITNVWKKFVAEKKKTKNVIC*

NbL12g13650.1 glutamate_decarboxylase−like [MW = 55.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06246 Isy1−like splicing family

Protein sequence:
MARNEEKAQSMLNRFITMKEEEKKKPKERRPYLASECRDLAEADKWRQQIMREIGRKVAEIQNEGLGEHRLRDLNDEINKLIREKGHWERRIIELGGPNYTKHSAKMTDLEGNIVDVPNPGGRGPGYRYFGAAKKLPGVRELFEKPPELRKRRTRYDIYKRIDASYYGYRDEEDGILEKLEGPAEKKMQAAAVKEWMEMEEIKREARKAVKSGEVVEVGLGSKILFEEEEDVIEEERRQKEREEEKEKEFVVHVPLPDEKEIERMIVEQKKMELLSKYASEDLMEEQMEAKAMLNIQR*

NbL12g13600.1 pre−mRNA−splicing_factor_ISY1_homolog [MW = 35.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family

Protein sequence:
YAPIHNLQPFIYLEYTLFFSGTSLSFSLYYCVCARAMATETFNKPPSYPEMIYEAIEALNQEGGSNKSSISTYIESKYGDLGKDHSEFLTLNLDNMKQTGELIFLKNNYIKPGTDVPQKRGRGRPPKPKTPLPPGAESAEIASPRPRGRPRKDPNAPPTSKKPKPTPAAPNSTGRPRGRPRKVRPQPAQDDVEES*

NbL12g13520.1 HMG−Y−related_protein_A−like [MW = 21.68 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 89 177 265 439

Protein length

Gel Slice

3.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 89 177 265 439

Pfam domains

Pfam Description
SP Sequon TM Domain PF01764 Lipase (class 3) PF03893 Lipase 3 N−terminal region

Protein sequence:
MSVACGAECVLVLGCLRWAWKRCTYTGNDDSATWPTATYEEFEPVPRICRTILAVYEPNLRSPKYLPEGGYRLNPDWVVKRVTYEQTSGNAPPYLIYCDHENQEIVVAIRGLNLLNESDYKVLLDNRLGKQMFDGGYVHHGLLKSAVWVLNNESDTLKKLWIENGKSYKMIFAGHSLGSGVASLLTIIVVNHKDRLGGIPRSLLRCYAVAPARCMSLNLAVKYADIIHSVVLQDDFLPRTATPLEDIFKSIFCLPCLIFLVCLRDTFIPEGRKLQDPRRLYAPGRMYHIVERRFCRCGRYPPDVRTAIPVDGRFEHIVLSHNATADHGIIWIERESEKALARLKEASAETTTTPPKVPKIERLKTLEKEHKDALERAVSLNIPYAVEADEEESAESKTEESSQKQEEDAMTNKAQCSDARTNWDEVVEKLFNRDESGK*

NbL12g13510.1 uncharacterized_LOC104103198 [MW = 49.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03332 Eukaryotic phosphomannomutase

Protein sequence:
MAARKPGLIALFDVDGTLTAPRKEVTPEMLKFMKELRKVVTVGVVGGSDLVKISEQLGKTVTTDYDYCFSENGLVAHKDGKLIGTQSLKSFLGDEKLKEFINFTLHYIADLDIPIKRGTFIEFRSGMLNVSPIGRNCSQEERDEFEKYDKVHKIRQTMVSVLREKFAHLNLTFSIGGQISFDVFPQGWDKTYCLRYLEEFNEIHFFGDKTYKGGNDHEIYESERTVGHTVTSPEDTVKQCSEQFLGKDNGSS*

NbL12g13340.1 NA [MW = 28.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MERTSRLLVVILVVVLLGGAEGRKSRILDESFSYELDYKAISCRAHSASITDFGGVGDGKTLNTKAFEEAVNQLSQYASDGGSQLIVPAGQWLTGSFNLTSHFTLFLHKDAVLLASQEINEWAVIDPLPSYGHGRDAAGGRYISLLFGTNLTDVIITGDNGTIDGQGALWWQKFHSKKLKYTRPYLIELMHSDNIQISNLTLINSPSWNIHPVYSSNIIIQGITILAPVKSPNTDGINPDSCTSIRLEDNYIVSGDDCVAVKSGWDEYGIKYGMPTSQLVIRRLTCISPYSAAIALGSEMSGGIQDVRAEDITAINTESGVRIKTAVGRGGFVKDVYVKGMTLHTMKWVFWMTGNYGSHADTHWDPNALPEIKGINYRDVVAENVSMAARLEGISGDPFTGICMSNVTISMAKKAKKYPWTCTDIEGITSGVQPPPCQLLPDQGPEKSEMCDFPRENLPIDNIEMQRCSYRLNY*

NbL12g13270.1 probable_polygalacturonase [MW − SP = 49.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MSVDSSSGDHSSNIRGVPTHGGRYVQYNVHGSLFEVSRKYVPPIRPIGRGANGMVCAAMNSETREEVAIKKIGNAFDNVIDAKRTLREIKLLSHMDHENVIAIKDVIRPPQKKNFNDVYIVYELMDTDLHQIIHSNQQLTDEHCRHFLYQVLRGLKYIHSANILHRDLKPSNLLVNAKCDLKIGDFGLARTTTETDFMMEYCVTRWYRAPELLLNCSEYTSAIDVWSVGCILGEILTRQPLFPGRDYVHQLRLITELIGSPDDASLGFLRSNNARRYVRQLPRYPRQQFSARFPNSSPRAVDLLEKMLIFDPSRRITVDEALSHPYLAPLHDSNEEPVCPRPFSLDFEQPSFTEDNIKELIWREAVKFNPDPTH*

NbL12g13260.1 mitogen−activated_protein_kinase_homolog_MMK2−like [MW = 42.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01967 MoaC family

Protein sequence:
MFLGRVRSNTLPLSRRLFCSIGSHDISKAISELNQEMESVFGEPPPSSLSGSIDNQSMAQDVKLSTEEMDGKESFTGLTHIGSKGEAQMVDVSHKDISKRVAIAHGKVILGREVFDLVSANQMGKGDVLSVAKLAGICGAKQTSNLIPLCHNINLTHVRVDLALNPHDFSVEIEGEAASDGKTGVEMEALTAVTVAGLTVYDMCKAASKYIQITDIRLERKTGGKSGDWSRDK*

NbL12g12910.1 cyclic_pyranopterin_monophosphate_synthase_mitochondrial [MW = 25.05 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00456 Transketolase, thiamine diphosphate binding domain

PF02779 Transketolase, pyrimidine binding domain
PF02780 Transketolase, C−terminal domain

Protein sequence:
MASSSSLTLSQAILSRSVPRHGSASSSQLSPSSLTFSGLKSNPNITTSRRRTPPSAAAVRSSTIRASAATETIEKTETALVDKSVNTIRFLAIDAVEKANSGHPGLPMGCAPMGHILYDEVMRYNPKNPYWFNRDRFVLSAGHGCMLQYALLHLAGYDAVKEEDLKSFRQWGSKTPGHPENFETPGVEVTTGPLGQGIANAVGLALAEKHLAARFNKPDAEIVDHYTYVILGDGCQMEGISQEACSLAGHWGLGKLIAFYDDNHISIDGDTEIAFTEDVGARFEALGWHVIWVKNGNTGYDEIRAAIKEAKAVTDKPTMIKVTTTIGFGSPNKANSYSVHGSALGAKEVEATRSNLGWPYEPFHVPEDVKSHWSRHVPEGAALEVGWNTKFAEYEKKYPEEAAELKSITTGELTAGWEKALPTYTPESPADATRNLSQQNLNALAKVLPGFLGGSADLASSNMTLMKMFGDFQKNTPEERNLRFGVREHGMGAICNGIALHSPGLIPYCATFFVFTDYMRGAMRISALSEAGVIYVMTHDSIGLGEDGPTHQPIEHLASFRAMPNILMFRPADGNETAGAYKVAVLKRKTPSILALSRQKLPQLAGSSIEGAAKGCYILSDNSSGNKPDVILIGTGSELEIAAKAADELRKEGKAVRVVSFVCWELFEEQSADYKESVLPSSVTARVSIEAGSTFGWEKYVGSKGKAIGIDRWGASAPAGIIYKEYGITAEAVIAAAKQVS*

NbL12g12750.1 transketolase_chloroplastic−like [MW = 79.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03911 Sec61beta family

Protein sequence:
KKTGQNFSLIFLLSDREEFSPNLSDLKIFSTLKLQLEMALGGGGPQRGTAAAAAANLRRRKTAGGGAAAGGAGGNMLQFYTDDSPGLKISPNVVLVMSIGFIAFVAILHVMGKLYFVRREA*

NbL12g12650.1 protein_transport_protein_Sec61_subunit_beta−like [MW = 12.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MATQNVLVMRHGDRLDNFEELWVMKADRPWDPPLHQDGKIRSFCTGQKIRSNMDFPIHRVFVSPFLRCVQTAAEVVRALCDVADHNCEANVLSSNSESAIIDPSKIKVSIEYGLCEMLNLVAIRSNAAPKDGDFKFSISQYEAELPAGTVDHTVEPVYQKLPEWQETLDSARARYVEVVKALADKYPSENLLLVTHGEGVGSIFTELNKDATVLEVEYCGHVLAKRSIQFGENQSFTAGEFVYEKQTGILSAAK*

NbL12g12610.1 uncharacterized_LOC109212372 [MW = 28.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01777 Ribosomal L27e protein family

Protein sequence:
QTPANSAPLYCIHRRRRVKMVKFLKPNKAVIILQGKYAGRKAVIIRAFDEGTRDRPYGHCLVAGISKYPKKVIRKDSAKKQAKKSRVKAFIKLVNYNHIMPTRYTLDVDLKDVVNVDVLQSRDKKVTAAKEAKARLEERFKTGKNRWFFTKLRF*

NbL12g12590.1 60S_ribosomal_protein_L27−like [MW = 17.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MEQTFIMIKPDGVQRGLVGEIIGRFEKKGLKLITVDRAFAEKHYADLSAKPFFNELVDYIVSGPVVAMVRAGKGVVSTGRKIIGATNPLESAAGTIRGDYSIDIGRNVIHGSDSVESAKKEIALWFPEGVVQWQSSLHSWIYE*

NbL12g12520.1 nucleoside_diphosphate_kinase_1−like [MW = 15.71 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00626 Gelsolin repeat

PF04810 Sec23/Sec24 zinc finger
PF04811 Sec23/Sec24 trunk domain

PF04815 Sec23/Sec24 helical domain
PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MATEMAQPDAEGIDGVRMTWNAWPRTKVESSKCVIPIATSIHLIRPHTDLPTLSYPPLKCKTCSSVLNPFARVDFQALIWICPFCFQRNHFPHHYSGINETNVPAELYPQFTTIQYTLPNPNPNPTQNPNPVDFSISPIYLFVLDTCMLEEELEFAKSALKRAIGMLPDNAMVGFISYGTQVQVHELGFSDMSKVYVFRGSKELSKDHVLDQLGLGSSVGGRRAGPGPIGAPSIGVTRFLLPASECEYTLNSLLDELSTDQWPVPQGNRGLRCTGVALSVAAGLLGACLAGAGARIVALVGGPCTEGPGAIVSKDLSEPVRSHKDLHKDAAPFFKKAVNFYEELAKQLVSQGHVLDVFASALDQVGVAEMKVAIEKTGGLVVLAESFGHSVFKDSFKHIFEDGEQSLGLSFNGTLEINCSKDIKIQGIIGPCTSLEKKGPAVSSTVIGEGNTTAWKLCGLDKNTCLTVFFDVSSSEKSDPSGNQNPQLYIQFLTSYQSHDGQTKLRVTTITRRWVDAAVSTEELVQGFDQEAAAVVMARLASYKMEMEEDFDATRWLDRNLIRLCAKFGDYRKDDPSSFTLNPSFSLFPQFMFHLRRSQFLQVFNNSPDETAYFRMLLNREGISNAAVMIQPTLMAFQFNSLPAPALLDVASIAADRILLLDAYFSVVIFHGMTIAQWRNMGYQNQPEHQAFAQLLQVPHDEAQAIIRERFPVPRLVVCDQHGSQARFLLAKLNPSATYNNANDMAAGSDVIFTDDVSLQVFFEHLQRLAVQSS*

NbL12g12390.1 protein_transport_protein_SEC23−like [MW = 85.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
PLNFLSFISSSQFSSSATFNFPLMDPVSVWGNEPLSAVDPEIHDLIEKEKRRQSRGIELIASENFTSFAVIEALGSALTNKYSEGIPGNRYYGGNEYIDIIENLTRSRALTAFHLDPTKWGVNVQPYSGSPANFAAYTAVLNPHDRIMGLDLPSGGHLTHGYYTSGGKKISATSIYFESLPYKVNSTNGYIDYDRLEEKALDFRPKLIICGGSAYPRDWDYKRFREIADKCGALLLCDMAHISGLVAAQEAADPFEYCDLVTTTTHKSLRGPRAGMIFYRKGPKPPKKGQPEDAVYDFEDKINFAVFPSLQGGPHNHQIGALAVALKQAATPGFKAYAKQVKANAVALGNYLMSKGYKLVTGGTENHLVLWDLRPLGLTGNKVEKLCDLANITVNKNAVFGDSSALAPGGVRIGTPAMTSRGLVEKDFEQIAEFLHRAVTITLNIQKEYGKLLKDFNKGLVNNKEIEELKADVEKFSSSFDMPGFKLSEMKYKD*

NbL12g12320.1 serine_hydroxymethyltransferase_4−like [MW = 54.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MTKEIFPQRSPPLYPFLYSALRSGLNPSRSSFVSLSLNPQNLSFLRFVNLSAQMAFYNKLGGLLRQSISGNAVSATSPMPSMLDAVRCMSTKLFIGGLSWGTDDQSLRDAFATFGDVVDARVIVDRDSGRSRGFGFVNFSDDESANEAIKAMDGQELQGRNIRVSIAQERAPRSGGFGGSGGFGGGYGQARDNDGY*

NbL12g12300.1 glycine−rich_RNA−binding_protein_2_mitochondrial−like [MW = 21.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01281 Ribosomal protein L9, N−terminal domain

Protein sequence:
MALRQQLKNVKTLLQKCDGGEVPLHHPLFYAAQGLRYRKLQVILTTSIDKLGKAGETVKVAPGYFRNHLMPKLLAVPNIDKYRHLMEDQRKLYQREEVEEVKIVPTTKEDKMKEYQMAANRLDRTKLVLRKLAKKPLTKDDSGRTSIQEPIGKDEIVAEVARQLSVHIEPEHLVLDTPLHVMGEFDIPLRMPRSIPLPEGKVQWILQVKIRGR*

NbL12g12250.1 50S_ribosomal_protein_L9 [MW = 24.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03188 Eukaryotic cytochrome b561 PF04526 Protein of unknown function (DUF568)

Protein sequence:
MDIKVLTSWVFSSILLTLFTSTYAQNCSSHRFINNNIFSTCNPLPVLNSVLHWTYHSANHTVDLAYRHGGVTDSDWVAWALNIGGSGMLGAQCLVAFRNSSGQIHAYTSPISPSSYQTQLREGPLSFRVPRIAAEFRNNEMVIFATLELPSGSSTSFNQVWQNGPVSGQSLQFHGNGDNLRSSGTIDFASGQTSAAAGGASASSRQRRRNTHGVLNAISWGVMMPMGAVFARYLKVFKSANPAWFYLHVACQTSAYAVGVAGWGTGLKLGSDSVGIKFNTHRNIGITLFCLGTLQVFALLLRPKPDHKYRLYWNIYHHTIGYTVIILSIINVFEGFDALNGQKYWKRAYIGVIIALGAIAVLLEAFTWFIVIKRKKTSVSDKYPNGNGANGVNAYANREV*

NbL12g12130.1 cytochrome_b561_and_DOMON_domain−containing_protein_At5g47530−like [MW − SP = 41.15 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF08263 Leucine rich repeat N−terminal domain
PF12799 Leucine Rich repeats (2 copies)

PF13855 Leucine rich repeat

Protein sequence:
MTFSQSLSLLLLLLLFNFNASSASEDEVRSLLEFKKGIKDDPLGKIFNTWSQTGLGSDPSTCPKSFHGVVCDTNSNSVVSIALDGLGLVGDLKFSTLNGLKQLKNLSLSGNCFTGRVVPALGSMFTLQHLDLSANQFYGPIPARINELWSLNYLNLSNNNFTGGYPSGISSLQQLRVVDLHNNGLWGDIEELFYELRYIEHLDLSNNSFFGSFSSMAPENISALAATVQIMNLSHNNLGGGFFRGDLLQRFVNLRVLDLGNNALMGELPSFGLLPNLRVLRLGNNQLFGSIPEELLQGMVPLEELDLSGNGFSGSVPKVNSTTLSVLNISSNHLLGSLPSSVGNCAVVDLSRNMLDDGISVIESWGANLETIDLSSNRLTGIIPNMTFPFQQLISLNFRNNSLEGTLPSSLGSYPRLVTLDLSTNKLGGSIPPTLFTSMTLMNLNLSGNQLSGLIPIGGSHSSELLLQPTYPALESLDVSENSLTGNLSSGIGNLGRLQVLNLAENQLSGMLPSELGKLKSLEFLDVSKNNFTGRIPENLSSNLRVFNVSYNDLSGTVPISLKNFSDSSFHPGNSLLIFPSNWPHNNHGVPDQSNPRHHSSKSSIKVAIIVASVGALLMIAFVLFAYRRAQAQDARLRSGFNGQSTGRDVKLGRFNRPAIFKFHGSSEPPPTSLSFSNDHLLTSNSRSLSGQIESGTEIVEHVFPEVVTAGSATSHTVGNHPATSGRRSSPDSPIGSSPHFIDTIEQPVTLDVYSPDRLAGELFFLDGSLSFTAEELSRAPAEVLGRSSHGTLYKATLNSGHVLTVKWLRVGLVKNKKEFAKEVKKIGSIRHPNAVFLRAYYWGPREQERLILADYIAGDSLAMHLYETTPRRYSPLSFNQRLKVAVEVARCLAYLHERSLPHGDLKPTNIILVGADYSARLTDYGLHRLMTPAGIAEQILNLGALGYRAPELATATKPIPSFKADVYALGVILMELLTRRSAGDIISGQSGAVDLTDWVRLCDQEGRGMDCIDRDIAGGEEHCKAMDDLLAVSLRCILPVNERPNIRQVVEDLCSISV*

NbL12g11970.1 probable_inactive_receptor_kinase_At5g10020 [MW − SP = 112.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKKGTKRKAREVGGRKGKSKEEEKASSQEQTATTEEATNKNDEPAQAQSAVEQSESVQKEEPKNNDKGGEPSKGVVKRGAKGAKIAKPQTETEYFPDKRNLEDLWQEVFPVGTEWDQIDMVYQYKWNFSNLEDAFEEGGELHGKKVYLFGCTEPQLVYFQGQSKVTCIPVVVAVVSPFPPSDKIGINSVQREAEEILPMNQMKMDWVPYIPLENRESQVERLKSQIFILRCTQRRAGLKHLKLERVKKFEYCLPYFYQPFAEDELEQSTIVQILFPTEPPVSFQILVDYTIAIPQ*

NbL12g11950.1 protein_HEAT_INTOLERANT_4 [MW = 33.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01247 Ribosomal protein L35Ae

Protein sequence:
MVKGRQGERIRLYVRGTVLGYKRSKSNQYPSTSLIQIEGVNTKEEVDWYLGKRMAYVYKAKTKKNNSHYRCIWGKVCRPHGNSGVVRAKFKSNLPPKSMGAKVRVFMYPSNI*

NbL12g11890.1 60S_ribosomal_protein_L35a−3−like [MW = 12.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01208 Uroporphyrinogen decarboxylase (URO−D)

Protein sequence:
MACSYSSLSSFSAIPISSKSAFPSYSSSRCNVKSRICCSVGGTVAEPKAINATEPLLLDAVRGKEVERPPVWLMRQAGRYMKSYQILCEKHPSFRERSENVDLVVEISLQPWKVFQPDGVILFSDILTPLSGMNIPFDIIKGKGPVIFDPPRTATDVEKVREFIPEESVPYVGEALTILRKEVNNQAAVLGFVGAPFTLASYVIEGGSSKNFTKIKRLAFAEPKVLHALLQKFATSMAKYIRYQADNGAQAVQIFDSWATELSPVDFEEFSLPYLKQIVESVKLTHPDLPLILYASGSGGLLERLHLTGVDVVSLDWTVDMADGRRRLGPNVAVQGNVDPGVLFGSKEFITNRINDTVKKAGRGKHILNLGHGIKVGTPEENVAHFFEVAKGLRY*

NbL12g11650.1 uroporphyrinogen_decarboxylase_chloroplastic−like [MW = 43.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter

Protein sequence:
MAVFSPSCSSTSPLLSYKSSPLPKVSLFPSNRRSFFRIRSSLRVKAAVSVEFPPSSATDRGDESPKVLLEVKDLSAVIKESKQQILKGVNLTVRQGEVHAVMGKNGSGKSTFAKVLVGHPDYEITGGSVSFKGENLIEMEPEERSLAGLFMSFQSPVAIPGVSNIDFLNMAYNAQRRKLGLPELGPIEFYGYIVPKLELVNMKIDFLNRNVNEGFSGGERKRNEILQLAVLGADLAILDEIDSGLDVDALRDVAKAVNGLLSPKNSVLMITHYLRLLEFIKPTYIHIMENGRIVKTGDISIAKVLEKEGYKAISGA*

NbL12g11550.1 ABC_transporter_I_family_member_6_chloroplastic−like [MW = 34.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily PF16123 Hydroxyacylglutathione hydrolase C−terminus

Protein sequence:
MKVLHIPCLDDNYSYMIIDETTKEAAVVDPVEPHKVLRVAQENEVDLKFVLTTHHHWDHAGGNDKMKQLVPGIKIYGGSVDNVRGCTDKVENGDKISLGADISILSLHTPSHTKGHISYYVTGKEGEDLAVFTGDTLEAHTLSSVFPDLGLSWCTFLHFHLHFVFSVSRFRPFMVHLSSFSPFIAGCGKFFEGTAEQMYQSLCVTLASLPKPTRVYCGHEYTVKNLQFALTVEPDNAKIAQKLTWAEHQRRVGLPTIPSTIEEEMETNPFMRADLPEVQEKVGFKSPVEALREIRQRKDNWKG*

NbL12g11540.1 hydroxyacylglutathione_hydrolase_cytoplasmic [MW = 34.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MMAAATASANSLASAFLPRLGFHGSSHQSLQLRTQKFARKAGSGTITAKFELQSPPYPMDALEPHMSSRTFEFHWGKHHRAYVDNLNKQIDGTELDGKTLQDIILVTYNKGAPLPAFNNAAQAWNHQFFWESMKPNGGGEPSGDLLELINRDFGSYDAFVKEFKAAAATQFGSGWAWLAYKPEEKKLALVKTPNAENPLVLGYTALLTIDVWEHAYYLDFQNRRPDYISIFMEKLVSWEAVSCRLKAATA*

NbL12g11490.1 superoxide_dismutase_[Fe]_chloroplastic [MW = 27.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MASQRFARPIFDNPFLKIKELPGDTVKRNSESLKQANSDPRGTSLVISRDVTLDTDKKTWLRLYVPRRVTKASAPKKLPLIVYYHGGGFVYFHANTFIFDVFCQALSERVGAMVISLEYRLAPEHRLPAAYDDAMDGLHWIKSTKDEWVTNYADLSRVYLYGTSAGGNLAYHAGLRAAAAANELEPIRIKGLILHHPYFSGKNRTESEEKLKDDQLLPLHAIDKMFDLCLPKGVDHDHEYCNPCANGGSKHLDDMKELGWKVLVTGVCEDPLVDAGRNCVKLMEEKGIKVYKFFRDGYHAMEVFDQSTAAALYDATRDFLNASKN*

NbL12g11310.1 probable_carboxylesterase_120 [MW = 36.65 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 197 393 589 785 982

Protein length

Gel Slice

3.1 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 197 393 589 785 982

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00098 Zinc knuckle

PF03159 XRN 5'−3' exonuclease N−terminus
PF17846 Xrn1 helical domain

Protein sequence:
MGVPAFYRWLADRYPLSIVDVVEEEPKEDSHGLFVPVDVSKPNPNGMEFDNMYLDMNGIIHPCFHPEGKPAPATYDDVFKSIFVYIDHLFSLVRPRKLLYMAIDGVAPRAKMNQQRTRRFRAAKDAAEAEAEEKRLREEFEMEAASLLPTGKPETSDSNVITPGTPFMAVLAVALQYYIQSRLNKNAGWRFTKVILSDANVPGEGEHKIMSYIRLQRNLPGFDPNTRHCLYGLDADLIMLSLATHEVHFSILREVITSPGQQEKCFACGQVGHLAADCRGTNGNQGEDGKGVNETPIHKKKYQFLNIWVLREYLQYDLEIYNPPFRIDFERVVDDFVFLCFFVGNDFLPHMPTLEIREGAINLLMCIYRREFTTMGGYLTDAGEVFLDRVEHFIQAAAVYEDQIFQKRARIKQLIENNERARNEVNAQPQPPAEDKVKLGEPGYKERYYSEKFGVSTAEGIDEVRQDVVQKYVEGLCWVCRYYYQGVCSWQWFYPYHYAPFASDLKGLADLEITFFPGEPFKPFDQLMGVLPAASANALPEKYRMLMMDSSSPISDFYPTDFELDMNGKRFAWQAVVKLPFIDEKKLLAETKKLEDTLSEDEQLRNSVLFDLLYVHHHHTLAPYIISYYHHNNKVPPGEQRPWLIDANLSGGMNGFIWLSERNGLRDGVCSPLNGLEDISNNKILNITFLNPVPHKHIPKPPEGVYMPKKILRAVDIKPFPVLWHEDHGTRRQLGKDRGPVPGAIAGPTLGEAAHRLLNNTLNIKPGGTNSGVLEQSYPRNFLGNHVLNRPRPAGPSGYEGGFYDQMSCRNFSPNHRPRFPGPVGRANGFFEDPSYSSNFMPRGASGNPRYAPSPYELQSPRQNFRMQDRHSYQDQYHSMRNEMSVLTIESGSRTRPYSAVPRMLNPGQLSNVRPPPFTPSVGPLPSPPLQWINKPARGTTSMHLKHQENLKGSGYEKQVKQVYQIKSRPTQSPQVTGTQH*

NbL12g11010.1 5'−3'_exoribonuclease_4 [MW = 111.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01055 Glycosyl hydrolases family 31 PF13802 Galactose mutarotase−like

Protein sequence:
MRAPPLLYPFLLLLLLATSAYSWKKEEFRNCNQTPLCKRARSRIPGSCNLRATDVSISDGDLIAKLVLKEENPESEQPDKPLVLTLSAYQDGVMRVKIDEDQNLKRPKKRFEVPEVIEEDFLNKKLWLTRVKEEEIDGVASVVYLSDGYEGVLRHDPFEVFVREKSSGKRVLSINSNGLFDFEQLEEKKEGDDWEEKFRSHTDTRPYGPQSISFDVSFYGADYVYGIPEHATSFALKPTRGPDMEEFSEPYRLFNLDVFEYLHESPFGLYGSIPFMISHGKARGSSGFFWLNAAEMQIDVLGSGWNSNESSNIMLPSDQQKIDTLWMSEAGVVDTFFFIGPGPKDVVRQYTSVTGRPSMPQLFATAYHQCRWNYRDEEDVYNVDSKFDEHDIPYDVLWLDIEHTDGKKYFTWDRVLFPNPEEMQNKLAAKGRHMVTIVDPHIKRDESYHIHKEASEKGYYVKDATGKDYDGWCWPGSSSYVDLLNPEIRSWWGDKFSLDCYTGSTQYLHIWNDMNEPSVFNGPEVTMPRDALHHGGVEHRELHNAYGYYFQMATSNGLLKRGDGKDRPFVLGRAFFAGSQRYGAIWTGDNTAEWEHLRVSVPMVLTLSISGIVFSGADVGGFFGNPDTELLVRWYQLGAYYPFFRGHAHHDTKRREPWLFGERNTQLMREAIHVRYMYLPYFYTLFREANSSGTPVARPLWMEFPGDEKSFSNDEAFMVGNGLLVQGIYTERAKHVSVYLPGDESWYDLRSGFAYKGGQTHKYEVSEDSVPSFQRAGTIIPRKDRLRRSSTQMENDPYTLVIALNSSQAAEGDLYIDDGKSFEFKQGAFIHRRFTFSNGKLTSSNAAPSSAGNDRFSSECTVERIILLGLPPGAKTALVEPGNRRVEIELGPLFIQGNRGSVLTIRKPSVRIADDWSIQIL*

NbL12g11000.1 probable_glucan_13−alpha−glucosidase [MW − SP = 102.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MASEESEKKLSKKEAAKLERQRKRQEAAAAAATAALSAVSVDEGPDPLAGNYGDVPLNDLQSKVVSGRQWTKIELLAPVMRDQVVLIRGRVQTIRPVGKKIAFVVVRERGFTVQCVLTVKPELVSAQMVKFATSLSKESIVDVEGVVTVPEKPITGATQQQVEVQISRLYCVNKAVPTLPINIEDAARSEVEIEQALEKGEQLVRVNQDTRLNYRILDMRTPANQGIFRIQCQVENIFRQFLLSEGFVGIHTPKLIGGSSEGGSAVFRLDYKGQPACLAQSPQLHKQMAICGDFGRVFEIGPVFRAEDSFTHRHLCEFTGLDVEMEIKEHYSEVMDIVDRLFVTIFDSLNDKCKKELEAIGRQYPFEHLKYFREDKKTLRLTFEEGVQMLKEAGIEVDPFGDLNTESERKLGQLVAKKYGTEFYILHKYPLAVRPFYTMPCYDNPAYSNSFDVFIRGEEIISGAQRVHVPEFLEKRAEECGIDVKTISTYIDSFRYGAPPHGGFGVGLERVVMLFCALNNIRKTSLFPRDPQRIAP*

NbL12g10960.1 aspartate−−tRNA_ligase_2_cytoplasmic−like [MW = 60.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00472 RF−1 domain PF03462 PCRF domain

Protein sequence:
MEGMVQSSVPQYSKPFHSLTRRNPTAVVRITAIHIRRRLRIPQQTHLFLPSISSPKVEGGTVSFATPEVGVSNTETREWAMQDFYTLRKDVETVLERVEEIRAAAGLKQLQHDLAALEAAAADSSLWDNRAKAQETLQALTDCKDKLKLLYDFKTQADDAETIIKLTEEMDSTDSGLLQEAAGIIKELNKALDRYELTQLLSGPYDKEAAVVTITAGAGGTDAQDWADMLLRMYVRWGEKQRYKTKVVEKSMGEEAGIKSATIEIEGRYAYGYLSGEKGTHRIVRQSPFNSKGLRQTSFSGVEIMPLLPEDSLDVEIPEEDLDISFTRAGGKGGQNVNKVETAVRITHIPTGVAVRCTEERSQLANKIKALSRLKAKLLVIAEEQRASEIKQIRGDAVKAEWGQQIRNYVFHPYKLVKDVRTGYETSDITSVMDGDLDPFIKSYLKHKYSLAANTSVVN*

NbL12g10940.1 peptide_chain_release_factor_PrfB1_chloroplastic [MW = 51.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
MALSEHKTSRLIFSLESFLLVLLFFTLVSSSVSEIFFEESFDDGWRSRWVKSDWKISEGKAGSFKHTAGTWAGDPDDKGIQTTNDAKHFAVSAKIPEFSNKNRTLVVQYSIKFEQDIECGGGYIKLLSGYVNQKKFGGDTPYSFMFGPDICGTQTKKLHVILSYQGQNYPIKKELECETDKLTHFYTFILRPDASYSIWIDGRERDSGSMYTDWDILPPRKIKDVNAKKPADWEDREYIEDPDDIKPEGYDSIPREIPDRKAKKPNNWDDEEDGMWKPPKVPNPAYRGPWKRKKIKNPNYKGKWKIPWIDNPEFEDDPDLYVLKPIKYVGIEVWQVKAGSVFDNILVCDEPDYAKQVIQEVFANREAEKEAFEEAEKVRKAREEEEAQRAREEGERRRRERGRDRHRDRYKKRYHHDYMDDYHDEL*

NbL12g10910.1 calreticulin−3−like [MW − SP = 46.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
MESAAVFAGLQPNPGHYHQLLAPSRSAIKLLPPPLTDKHNFCPLPLKLQKQSHYASYINNNTINNGNTLRVASPASNITSELADIDWDNLGFGFMPTDYMYVMKCSQGENFSKGELQRFGNIELSPSAGILNYGQGLFEGLKAYRKHDGNILLFRPEENAMRLKMGAERMCMPLPSVEQFVEAVKATVLANERWIPPSGKGSLYIRPLLMGSGAVLGLAPAPEYTFLIYVSPVGNYFKEGLAPINLVVETEMHRATPGGTGGVKTVGNYAAVLKAQSAAKAKGYSDVLYLDSVQKRYLEEVSSCNVFIVKGNLIVTPAIKGTILPGITRKSIIDVALSQGFEVEERLVSVDELLDADEVFCTGTAVVVSPVGSITHQGKRVTYGNNGVGIVSQQLYSALTSLQMGLAKDKMGWIVELK*

NbL12g10780.1 branched−chain−amino−acid_aminotransferase_3_chloroplastic−like [MW = 45.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTSPGSERLALTPVNRTPISASGRVSSSRTPSTDEVIWKRLREAGFDEDSIKRRDKAALIAYIAKLEAELYDHQYQMGLLILERKEWDSKNEQFKAASESGELLYRRERAARQADESEAKKREDNLKKALGIEKECVANIEKALHEMRAECAESKVASENKLAEARSMMEDAQKKYADAEEKLRKAESLEAEASLFQRSAERKLREVEAREDDLRRQTLSFKSDCEAKEKEIHLEKQSLSERLKTLQRSQEELLDAQALLNKREQFIFNRSQELNRHEKDLDNAKLNLENDVKALNEEKHNLELKLKSISAREEALIKKECEFTKKEEELLLLQGKLESKEIADIKQVMANQEATLVTKISSIEAELETKRKLVEDEIQTKRRSWELKDMDIKHREDLLADKEHDLEIQSRTLVEKENELEDRLHVIEEKERNLQATEKEIELKRTVLQQEREGIDKMKNDLEKSAKMMDEKRKSIDHEEENVEAMKSETQELLILETRLKQEIDMIRAEKEEIEKEADRLKAEKAKFETEWEVIDEKREELQKEAECVAEERIAISKLLKDSRDSLKAEKNAIQEEYKQNLESLSRDREAFMYEIECERAEWFSKIQKERENFLLDVEMQKKELENRIEKRREEIETDLKEKEKAFEEQKKRELQDIASLRETMEKELEHVGLELKKLDAERKDINLDRERRDKEWAELNNAIEELKVQRLKLEKQRELLHADREEILAQIEQLKKLEDVKIIPDRIVTPKKLHSDLQSNEHKHSAKRFPKHPSVLDASRNGNYNNGVRQDISSIIKENDSSSSPLSTPFSWLKRCADTLLDRTQSNKRRRENENFITQSTENGASRPLSTAPDVPEVEYLEVPPDQTDIAAAETTVYVDKIVTVREVTTIDVKKVTEASQETLSGERGQKARNSGSLESDQNGKLEGRSRRTRAKRK*

NbL12g10770.1 protein_CROWDED_NUCLEI_4−like [MW = 109.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05577 Serine carboxypeptidase S28

Protein sequence:
MASPPPFLYPFLILIISFLWQASAIQLPSTNGARYLGNFWSSSKTLPLVGKSKAPKYEYETKYFQQKLDHFSFADLPSFQQRYLINTQHWVGPSRLGPIFLYCGNEGDIEWFAANTGFVWEISPRFGAMVIFPEHRYYGESMPYGSKEEAYKNATTLSYLTAEQALADYAVLITELKRNLSAQACPVVLFGGSYGGMLAAWMRLKYPHISIGALASSAPILQFEDLVPPETFYNIVSNDFKHESMSCFTIIKESWDVINSVEQMNGGLAQLTKTFHLCRKLESVDGLSNWLESAYSYLAMANYPYPTGFLMPLPGSPIKEVCRKIDGLPDGASVLQRIFEGINVYYNYTGKVDCFNLDDDPHGMSGWDWQACTEMVMPMASNRTTSMFPEFYYDPKSNEEQCLKDFHVKPRPTWITTEFGGHAFKSALKAFGSNIIFSNGLLDPWSGGSVLEDVSETIVALITEKGAHHLDLRAATAEDPDWLLEQRSSEIKLIRGWLDKYYDEKKATFNM*

NbL12g10760.1 lysosomal_Pro−X_carboxypeptidase−like [MW − SP = 55.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MISSSLKYSTVIVILLYALTFSFSVSARPATFLQDFKVAWADSHIKQIDGGKAIQLILDQNSGCGFASKSKYLFGRVSMKIKLVPGDSAGTVTAFYMNSDTDNVRDELDFEFLGNRSGQPYTVQTNVYVHGKGDKEQRINLWFDPSVDFHTYTILWNHHHTVFYVDAVPIRVYKNNEAKGIPFPKFQPMGVYSTLWEADDWATRGGLEKINWSKSPFYAYYKDFDIEGCAMPGPANCATNPRNWWEGQQLSAVEAKQYRWVRMNHMIYDYCTDKSRNPVTPPECVDGI*

NbL12g10700.1 probable_xyloglucan_endotransglucosylase/hydrolase_protein_7 [MW − SP = 29.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MMFSKFLATALRRNILKPCAGHGRLRAFSTAAAAVVEPYEEGTTGITMKGVKISGRPLYLDMQATSPIDPRVLDAMLPYHLSRFGNPHSRTHLYGWESDQAVEAARAQVSALINASPKEIIFTSGATESNNISVKGVLHFYRDKKRHVITTQTEHKCVLDSCRHLQQEGFDVTYLPVESDGLVDLEKLRAAIRPDTGLVSVMMVNNEIGVIQPMEEIGKICKEFNVPFHTDAAQALGKIPIDVEKMNISLMSLSGHKIYGPKGVGALYIRRRPRIRVEPQMNGGGQERGIRSGTVPTPLVVGFGAACELAMKEMEYDAQRIKGLQERLLNGIRSKIDGVVVNGSFERRYAGNLNLSFAYVEGESLLMGLKEVAVSSGSACTSASLEPSYVLRALGVEEDMAHTSIRYGIGRFTTEQEIDRAMDLTVKQVEKLREMSPLYEMVKEGIDIKSIQWAQH*

NbL12g10680.1 cysteine_desulfurase_mitochondrial [MW = 50.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFKYSPRRNQRNKGFKVKHALQICVLVGVCIWLLYQVQHSRTKKASYEQHTSVSGKVQSENDVIRLGRKDLQPQKKEEEIDDEKLKEVTEEEDGKSFNDDTKVDEHDLDLEKSAQDSENKGDSVDEDAGTEKIHENEARGEDNAEAESKENTEDGNGESNEEATDMNTNNSGTREDDSEKDQGKLSGIEGEENKDQEIEKEDKDVKENNDNESESEDGKEKGTEGKVDAETDVKEEKVESEESGSEEISKNKSEEAIENESEKKSTELEESNEEKVKENDESKEEKNEGDSRENDEVNKEKEENQNKNEESGSSGEDKVHDENDKTHEAATVENGKEESSFVKETSDSENLTGTEGDGNLAMNNEEQSKKGEDELQDTKNNNEASDESLNKSEADAGENKMVEQSSSSDANAAGEASNGSNSEDNSDPAAGNNEATTQQTETGNAASETNRNENNSNNNSDAAAGTNEANEHQQGNENSASHTQNENNSSDNSNPAAGNENNSSDNSNPAAGNENNSSDDSNSAAETNEANKQQQENDSSVSGTTQNEKNSGEDSNSAEGTNKANKKQQEDEKNSANEAASVGDDTQNISNEQQSEKSDSNSSSNEESVTSSNSSESVVSVDQNGNSVTAGATEKSTGSGNDQNEANQKSDPNSDPGSENKINPSNDNDETDTDQNKSTDSSSSNGNSDDSQQSQVESTNSAIPQEETEARTDLGTLPQTGTEGNSHEEAAAE*

NbL12g10670.1 dentin_sialophosphoprotein [MW = 79.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00411 Ribosomal protein S11

Protein sequence:
MSKRRTREPKEETVTLGPATREGELVFGVAHIFASFNDTFIHVTDLSGRETMVRITGGMKVKADRDESSPYAAMLAAQDVSQRCKELGINALHIKLRATGGNKTKTPGPGAQSALRALARSGMKIGRIEDVTPIPTDSTRRKGGRRGRRL*

NbL12g10620.1 40S_ribosomal_protein_S14−2 [MW = 16.34 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 84 167 250 333 417

Protein length

Gel Slice

3.1 3.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 84 167 250 333 417

Pfam domains

Pfam Description
SP Sequon TM Domain PF05383 La domain

Protein sequence:
MEADGEGLIPVPSHSHSVSSPPHDDDHPDFSPVGSPESHFIDDLSQPSDQHHAQVTATLLTDDLRNKIVKQVEYYFSDENLPTDKFLLKYVTRDKEGFVPVKVIASFRKVKKLTKDTAIIAAALKESSLLVVCSDGRKVKRLHPLPLSEIIDPKVCTVLVENLPEDHSVDNLRHIFGQAGNVKHITVRDPHTERDSRKCTTAEKLLSGKLHALVEYNTVEAAEKAVAILNDEQDWRFGLRVKLLKKTNKPGQNKKGWRDPDSDRNMNIQASGQAVNEEYHSSEHRVLQKKPGQSKKGRSDPDSDRNTNVQASDLAVNEEHHSNEHHVDSPDEEEGDHRSKETVGEHAQKEKNVHRVQTRNRGRGRRNKRGTNGHGHGTTSYNHAVESSKPPPGPRMPDGTRGFAMGRGRPLSSSPS*

NbL12g10600.1 la−related_protein_6A−like [MW = 46.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MEIARSSRRYKWVASFLVLLAFSAAGQVEDGPLVNGDFETPPSGGFSSGDGFSDGPLVLPSWKTNGTVELVESGEKQGGMILIVPQGRHAVRLGNDAEISQELKVEKGSIYSVTFSAARTCAQLESLNVSVPPASQTIDLQTLYNVQGWDSYAWAFQAEEDDARVVFTNPGMEDDPTCGPIIDDIAIKKLFNPDKSKDNAVLNGDFEEGPWMFRNASLGVLLPTNLDEETSSLPGWIVESNRAVRYIDNYHFTVPEGKRAIELLSGKEGIISQMVETKPNKPYRLTFLLGHAGDSCKQPLAVMAFAGDQAQNIHYTPNSDSSFQIANLNFTAKADRTRVAFYSIYYNTRSDDMSSLCGPVVDDVRVEVSGSSTVRVLGFGFMLWLLVLVLI*

NbL12g10590.1 uncharacterized_LOC109208446 [MW − SP = 39.86 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF01479 S4 domain

PF08071 RS4NT (NUC023) domain
PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
MARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIILRNRLKYALTYREVISILMQRQVMVDGKVRTDKTYPAGFMDVVSIPKTNENFRLLYDTKGRFRLHSLRDEEAKFKLCKVRSVQFGQKGIPYLNTYDGRTVRYPDPLIKANDTIKLDLESNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIQDALGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEARKRLAAQSATAA*

NbL12g10450.1 40S_ribosomal_protein_S4 [MW = 29.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01655 Ribosomal protein L32

Protein sequence:
MAVPLLTKKVVKKRVKRFIRPQSDRRITVKESWRRPKGIDSRVRRKFKGCVLMPNIGYGSDKKTRHYLPNGFKKFVVHNASELEVLMMHNRTYCAEIAHNVSTRKRKEIVERAAQLDVVITNKLARLRSQEDE*

NbL12g10430.1 60S_ribosomal_protein_L32−1 [MW = 15.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08718 Glycolipid transfer protein (GLTP)

Protein sequence:
MANHIAEEKPLRKMADAFKDLANTLNSQTLDEAVQLEVAPFSRACTLVSPLFRCLGIAFKFAELDYVAKVDDLAEASKSITTLKAMMDQDVQADCVRRAGSHTRNLLRVKRGLDMVKVLFEQIIASEGNSLKDPASKAYQQVFAPYHGWAIRKAVSAGMYALPTRQQLMNKLNEDEASARTQMQNYVASSGTVILYIDKLFISRDLGIDW*

NbL12g10370.1 accelerated_cell_death_11 [MW = 23.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03297 S25 ribosomal protein

Protein sequence:
MAPKKAAPPPSSKPAKSGGGKQKKKKWSKGKQKEKVNNMVLFDKATYDKLLSEAPKYKLITPSVLSDRLRISGSLARKAIRDLMARGSIRMVSAHASQQIYTRATNT*

NbL12g10110.1 40S_ribosomal_protein_S25 [MW = 11.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00453 Ribosomal protein L20

Protein sequence:
MNKKEVLKLAKGFRGRAKNCIRIARERVEKALQYSYRDRRNKKRDMRSLWIQRINAGTRQHGVNYGNFMHGLMKENVQLNRKVLSELSMHEPYSFKALVDISSSAFPGNKKAIVPPKKEGLAIFL*

NbL12g10100.1 50S_ribosomal_protein_L20−like [MW = 14.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MHMQTKGTHTNFILKISDNSKKYTTNFAKMVHEKQVIEEVSGWLRVFEDGSVDRTWTGPPEVKFMAEPVPPHDDYIDGVAVKDVVDDENSGSRLRIYLPGRNDNSVNKLPVILHFHGGGFCISQADWFMYYTVYTRLARVANAIIVSVFLPLAPEHRLPAACDDGFAALLWLRDLSRQQGYEPWLKDYADFNRVFLIGDSSGGNIVHQVAVRAGEETLSPMRLAGAIPIHPGFVRSYRSKSELEQEQTPFLTIDMVDKFLALALPIGSNKDHPITCPMGDAAPAVEELKLPPYLYCIAEKDLIKDTEMEFYEAMKKGEKDVELFINNGVGHSFYLNKIAVKMDPVTGSETEKLYEAVAEFISKH*

NbL12g10070.1 probable_carboxylesterase_17 [MW = 40.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01585 G−patch domain

Protein sequence:
MLGGLYGDLPPPSSSGDDDKPSNSTTANVWSSSTKMAPPALRKTFAPTQTLLRPQPKPKPQTSLSAAPKPAPLDENTNPNPTLSATSSFQPALVAVTSSVLEEYDPARPNDYEEYRREKKRKQMEAEVRRELEERERREREEKEKREKERELNISGEEAWRRRAAMSGGGGVSGAPPPGSPSPPSGNEFSIGRSESGGLGLGAEGKMTAAQRMMAKMGWKEGQGLGKLEQGITTPLMAKKTDKRGGVIVASEAKQQQQQQQHPEKKVKSVNFNMPPTRVVLLKNMVGPGEVDDDLEGEVAEECTKFGTVTRVLIFEITEANFPHEEAVRIFVQFERAEQATKALIELEGRFFGGRIVHACFYDEERFSNNELAPMPGEIPGF*

NbL12g10060.1 DNA−damage−repair/toleration_protein_DRT111_chloroplastic−like [MW = 42.02 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 71 141 211 281 351

Protein length

Gel Slice

3.6 3.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 71 141 211 281 351

Pfam domains

Pfam Description
SP Sequon TM Domain PF01633 Choline/ethanolamine kinase

Protein sequence:
MENSASENKEDVIPEEAKVILKKLASVWDDIVDPNALHVFRLKGAMTNMVYQIKWPSRNPEQQRSRKVLVRIYGKGVDVFFDRQNEIRIFEFMSKQGQGPRLLGRFNNGRIEEFIRARTLSAPDLRDPEVSSLIAAKMREFHELDMPGPKTVILWDRLHNWLNVAKRLASAEEAKDFQLDHLQGEISALEKSLAGNHLSMGFCHNDLQYGNIMMDEEIRSITFIDYEYAGYNHVAFDIANHFCEMVADYHTETPHIMDFSKYPGLEERKRFLSAYLSSSGGSPSEQELEKLAQEVEKYTLASHLFWGLWGIISHHVNKIDFNYLEYARQRFQPYWSKKPELLGSSGSKKG*

NbL12g10030.1 probable_choline_kinase_2 [MW = 40.48 kDa]
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Peptide counts over 4 repeats

1 111 221 331 548

Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF08031 Berberine and berberine like

Protein sequence:
MASSIFIILSSFIVLFSASCAVSYTIQDQFYRCITLHSDRSIPFSTAFFTPTSNATSFNSVLKSTAQNLRCLAPSQPKPLLIFTALSESNVQAAVICAKELKLQLRVRSGGHDYEGISYTSEMKRSMPFILLDLAKLRAIKVDIEDNSAWVQAGATIGEVYYRIAEKSKTHGYPAGLCTSLGIGGHITGGAYGPMMRKYGLAADNVVDARIVDASGRVLDRELMGEDLFWAIRGGGGGSFGILLAWKIRLVPVPSTVTVFTVPKTLETGATKILNKWQHVAHKMDEDLFIRILITTTNSTTKGKKTVLTAYQALFLGKTDRLLHVMNHSFPELGLTQKDCIEMSWIESVIYIAGYPSSIKPEFLLQGKSLFPPVNFKAKSDFLRVPVPETGLEGMWKKFLEEDSPMMIWNPYGGMMGKISESSIPFPHRKGVICKIQYLTSWIEGDKKSADKHINWIRELYEYMGTFVSKFPREAYVNYRDLDLGMNRNVNSNFLEASVWGKKYFKNNYDRLVLVKTKVDPDNFFWHEQSLPILPFKVGKDGKSLIH*

NbL12g09980.1 flavin−dependent_oxidoreductase_FOX2−like [MW − SP = 58.95 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF00137 ATP synthase subunit C
PF00306 ATP synthase alpha/beta chain, C terminal domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
MNPLISAASVIAAGLAVGLASIGPGVGQGTAAGQAVEGIARQPEAEGKIRDFPPPILYYLRKEPTGRADLRMRNYHTDSLSSFPFIDQGKSF*EVKIVNTGTVLQVGDGIARIHGLDEVMAGELVEFEEGTIGIALNLESNNVGVVLMGDGLLIQEGSSVKATGRIAQIPVSEAYLGRVINALAKPIDGRGEISASEFQLIESAASSIISRRSVYEPLQTGLIAIDSMIPIGRRQRELIIGGSHTGKTAVTTYTILNQQGQNVICVYVAIGQKASSVAQVVTTLQERGAMEYTIVVAETADSPATLQYLAPYTGAALAEYFMYRERHTLIIYDDLSKQAQAYRQMSLLLRRPPGREAYPGDVFYLHSRLLERAAKLSSSLGEGSMTALPIVETQSGDVSAYIPTNSAAQIKAMKQVAGKLKLELAQFAELEAFAQFASDLDKATQNQLARGQRLRELLKQSQSAPLTVEEQIMTIYTGTNGYLDSLEVGQVRKFLVELRTYLKTNKPQFQEIISSTKTFTEEAEAPLKEAIQEQMDHFLLQEQA*

NbL12g09940.1 ATP_synthase_subunit_alpha_chloroplastic [MW − SP = 57.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRSQCSVVVNVAMETASCPILNTFRFSTTNSSKLYNIPPTKSLSFLPPKNYLSATSSIGKLYSDGCSVKSSSSFSSSTQDTPPQQLALLLEVEGVLMDVYRLGNRQAFNAAFRKLGLDCANWSQPVYQDLVRKSMGDEERMLVLFFNRIGWPTSLPTSEKETFMKSVLREKKIALDELVMSKSLPLRPGVEEFMDEAYEEGVPVVMLTSYCKCGEKPARSIIEKLGNDKMARIKILGMEEVKQSFYGQLVFGEGVASDLGEQLAKEARKAASAEEQRIAKEVASMLKLSVDIDTTSSEEMKNVVAALRAGAEYANVPLDNCVLVAGSQSGVAGAERIGMPCVVVRSSSTARAEFPGAKAIMDGFGGGDLSISRLRQIQGLDV*

NbL12g09770.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_At3g48420 [MW = 41.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
ILVYLLTISNSFIPQANAAGKVGGCGNAPAASLIPCLVAAKNSRIKVPPACCGKIRALLKTSPKCLCAALLSPAAKNAGVNPAIAVTIPKRCNIKNRPVGKRCGRYVVP*

NbL12g09750.1 non−specific_lipid−transfer_protein_1−like [MW = 11.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MIKLVQCSPYVYTSHCRRTLPSCTTRNQDSCASSCSTQKSRRAFSLSALTLPFSALIFSNGPCSNAQVPQFTELPNSGGVKALDLRIGDGDTPLDGDVVAIHYYGRLAAKQGWRFDSTYDHKDETGEPIPFSFILGSGKVISGIESAVRSMKVGGLRRVIIPPSKGYQNTSQEPLPPNYFDRQRLFTTIFNPTRLANGEGATLGTVIFDIELVSLRHL*

NbL12g09720.1 peptidyl−prolyl_cis−trans_isomerase_FKBP17−1_chloroplastic−like [MW = 23.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MAEEGGRSFARRNQLLEIEKQVHKWWTEGDVFRAEPKELPPKAGEKFYGNFPFPYMNGYLHLGHAFSVSKLEFAAAYHRLRGASVLLPFAFHCTGMPIKASADKLSREISRFGNPPVFPVVKEEESVETEVKVETEGNQALPGGKFKGKKSKAVAKTGGDKYQWEIMRSYGLSDEEIARFTDPYYWLTYFPPLAVEDLKEFGLGCDWRRTFITTDVNPYFDSFVRWQMRKLKALGWIVKDLRYTVYSPLDGQPCADHDRASGEGVIPQEYTLIKMEVLPPFPPKMSVLEGKKVYLAAATLRPETMYGQTNAWVLPEGKYGAFEINDTEVFVLTYKAALNLAYQRLSLVPEKPSCLVELSGQDLIGLPLRSPLAFNEIIYTLPMLSVLTEKGTGIVTSVPSDSPDDYMALHDLKSKPAFRAKFGVKDEWVLPFEIVPIINHPDFGDRSAERICIEKKIKSQNERDKLDEAKKIIYKGGFYEGTMIVGEFAGMKVQEAKGLIRSNLLEMNQAVVYSEPEKKVMSRSGDECVVALTDQWYLTYGESEWRKAAEECLASMNLYSDETRHGFEHTLSWLNQWACSRSFGLGTRIPWDEEFLVESLSDSTIYMAYYTVAHFLQKGDMYGTDHSSVKPEQLTDEIWEFLFCDGPFPENSSLSSSLLKEMRKEFEYWYPFDLRVSGKDLMQNHLTFCIYNHTAIFPEHHWPRGFRCNGHIMLNSEKMSKSTGNFRTLRQAIEEFSADATRFALADAGDGMDDANFVFETANAAILRLTKEIAWMQEVLASESSLRSGPPSTYPDCVFANEINIAVRTTEKNYSEYMFREALKTGFYDLQAARDEYRLSCGSGGMNRNLLWRFMDVQTRLIAPICPHYAEYSWRELLKKDGYVIKAGWPEADLPDLTLKKANLYLQDTIVSMRKLLQKQVSGSKKGNVNPSSQNKPTVGLIYVDEQYRGWKKECLEILQRKFDTSNGSFAPDKEILTELQKSDIAQQGNFKQMQKLCMPFLRFKKDEVVAVGVQALDLRLPFGEIEVLEKNSDLIKRQLGLERLEILSMADDAVERAGPHAAVVRQNPPSPGDPTAIFL*

NbL12g09700.1 leucine−−tRNA_ligase_cytoplasmic−like [MW = 122.94 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02170 PAZ domain

PF02171 Piwi domain
PF08699 Argonaute linker 1 domain

PF16486 N−terminal domain of argonaute

Protein sequence:
MDRGNYRLGGGDSNRGGGGGGGGDSSRGGGGGGNRGRGRGGGQYEQEQGRGGGRGGFQIGGGRGGPSQMGSFNQQPIQPPQQWGNQPRASGPGQYQARGAPYNQPGLQHPVGRSPGRGGAWVSRGGGGTAWARPPPQQPQQHGSGSSGTAWARPPQQQLVSGGSGTAWVRPPSQQPPQHGGGNQQQRDVQPNSSEASTVRQWGPPSGSSPPPPQSSDPVQVDLKSLSITEKESTSSPPESNNGKLVPIARPDTGKVAVKSIRLLANHFPVRFNPQSTIMHYDVDIKQIMTDETRAVKKSINKSDLRMIRDKLFADNPGQFPIDKTAYDGEKNIFSAVQLPTGRFTVNCSDGDEGRGRSYVFTIKFVAELKLCKLKEYLSGSLSYIPRDVLQGMDLVMKENPSRLRIIAGRSFYSNEHLAEHDFGFGVAAYRGFQQSLKPTSGGLALCLDYSVLAFRKAVPVLDFLREYIGEFNENNFTRRRDAEDALVGLKVKVTHRRSSQKYVVKKLTDEKTRDLHFILEDPEGKDPPKKVFLVDYFREKYQVEIRYQNLPSLDLGKGNKKNYVPMEFCVLIEGQRFPKEHLDKDSALFMKKISLVPPRERREAICEMVRAEDGPCGAVTRNFEIRVDRNMTCVSGRILPTPDLKLGGLSRVPLDNKCQWNLVGKSVVEGKALQRWALIDFSSQERNPNFRLRTDEFVFRLKERCKKLGINMEEPVITHFTGMYELSAVEKVEDLLRGVVRAADEKIKDRLQMIVCVMAAKHNGYKYLKWVSEIKIGVVTQCCLSSLANKGQDQYLANLCIKINAKLGGSNMELTGRLPNFGGEDNVMFIGADVNHPAARNVTSPSIAAVVATVNWPAANRYAARVCPQDHRTEKILNFGSMCADLLNAYTLLNSVKPNRIVVFRDGVSEGQFDMVLNEELVDLMKAIYDDHYRPAITLVVAQKRHHTRLFPDGGPGNVPPGTVVDTVIVHPSDFDFYLCSHFGGLGTSKPTHYHVLWDENGFNSDRLQKLIYNMCFTFARCTKPVSLVPPVYYADLVAYRGRMFQEVLMEMQSPASSTASFTTSSSSSSTTSFEQGFFKLHHELQNKMFFV*

NbL12g09640.1 protein_argonaute_2−like [MW = 120.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MATSGNKNMNAKLVLLGDVGAGKSSLVLRFVKGQFIEFQESTIGAAFFSQTVAVNDATVKFEIWDTAGQERYHSLAPMYYRGAAAAIIVFDITNQASFDRAKKWVQELQAQGNPNMVMALAGNKADLLDARKVAAEEAQTYAQENGLFFMETSAKTASNVNDIFYEIAKRLPRLQPAQNPSGMVLMDRPAQTPASASCCS*

NbL12g09550.1 protein_RABF2a [MW = 21.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08127 Peptidase family C1 propeptide

Protein sequence:
MAMNHISLATLLLLIGASILISQVVAEQPISQAKAESAILQDSIVKQVNENEKTGWKAALNPRFSNLTVSQFKRLLGVKPTRKGDLKGIPILTHPKLLELPQEFDARVAWPNCSTIGRILDQGHCGSCWAFGAVESLSDRFCIHYGLNISLSANDLLACCGFLCGDGCDGGYPLQAWKYFVRKGVVTDECDPYFDNEGCSHPGCEPAYPTPKCHRKCVKQNLLWSKSKHFGVNVYLISSDPHSIMTELYKNGPVEVSFTVYEDFAHYKSGVYKHVTGDIMGGHAVKLIGWGTENGEDYWLLANQWNRGWGDDGYFKIRRGTNECGIEDEVVAGLPSARNLNMELDASDAYLDAAM*

NbL12g09520.1 cathepsin_B−like [MW − SP = 36.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00459 Inositol monophosphatase family

Protein sequence:
MGRCLLSSTVSTFLPCNLPKLAFPKSFSTNSVFFHHGFCSTGAKTGGAFCTKAALSNVYSKIGADSTGSIPSNELLQVVEAAAKTGAQVVMDAVNKPRNVTYKGLTDLVTDTDKSSEVAILEVVRKIFPDHLILGEEGGIIGDSSSEYLWCIDPLDGTTNFAHGYPSFAVSVGVLFRGKPAAATVVEFVGGPMCWNTRIFSAAAGKGAFANGEKIHVSGTDKVEQSLLVTGFGYEHDDPWATNMELFKDFTDVSRGVRRLGAAAVDMCHVALGIAEAYWEYRLKPWDMAAGVLIVEEAGGKVSCMDGGKFSVFDRSVLVSNGLLHAKLLEKIGPATENLKGKGIDFSVWFKPENYHTEV*

NbL12g09480.1 phosphatase_IMPL1_chloroplastic−like [MW = 38.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01597 Glycine cleavage H−protein

Protein sequence:
MATKLWASRAASYLGISTFHRAFATVAKDLKYAESHEWVKVDGSSATIGITDHAQDHLGDVVYVELPEVGASVNQFDSFGAVESVKATSDINSPVSGKVVEVNEKLDSSPALINGSPYQEGWIIKVEMNNPDELKSLMDPDKYSSFCDEEDAKH*

NbL12g09330.1 glycine_cleavage_system_H_protein_2_mitochondrial [MW = 16.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01230 HIT domain

Protein sequence:
MAAKTSSLSLLRGPSSIVKALGFIKASNFTPRTLSALRHPLQFRRSYVAAAHDEEAAARTAAVNADTGAPTIFDKIIAKEIPASVVYEDEKVLGFRDINPQAPVHVLVIPKLRDGLTELGKAEQRHEDILGNLLYAAKIVAEKEGIVDGFRVVINSGSSACQSVYHLHLHVLGGRQLKWPPG*

NbL12g09290.1 14_kDa_zinc−binding_protein [MW = 19.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03807 NADP oxidoreductase coenzyme F420−dependent PF14748 Pyrroline−5−carboxylate reductase dimerisation

Protein sequence:
MENICPPIPSDSYKVGFIGAGKMAESIARGMVKSGILPASRIRTAHTGSARRTAFESFGVNVFDNNTQVVEDSDVIIFSVKPQVVKNVVSQLRPILSEKQLLVSVAAGVKLKDLQEWAGQGRFIRVMPNTPSAVGEAATVFTLGEKATTEDGELISQLFGAIGKVWRADEKLFDAVTGLSGSGPAYIFLAIEALADGGVAAGLPRELALGLASQTVLGAASMVKGMGKHPGQLKDDVASPGGTTIAGIHELEKAGFRGILMNAVVAAAKRSRELSQN*

NbL12g09210.1 pyrroline−5−carboxylate_reductase [MW = 28.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01990 ATP synthase (F/14−kDa) subunit

Protein sequence:
MANRAPIKTSNSALIAMIADEDTITGFLLAGVGNVDLRRKTNYLIVDSKTTVKQIEDAFKEFTTREDVAIVLISQYIANMIRFLVDSYNKPIPAILEIPSKDHPYDPAHDSVLSRVKYLFSTESVASGRR*

NbL12g09040.1 V−type_proton_ATPase_subunit_F−like [MW = 14.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
MAAPSLHSANLTTETSFAISHAITKNFVSILCFFLVLYPSFAMAASANTFFGKNTEGIKYDLFPEILKEEAVSRLNELGKVSDANDYLERTFQSPASIKAGNLLLAWMEDAGLKTWVDQMGNVHGRAEGINPSEKALLIGSHLDTVIDAGYFDGSLGIICAISAMKALNATGRLDKLRRPVEVIAFSDEEGVRFQSTFLGSAAIAGLLPVSALQIHDKNGMTVQGALRASSTETTEENLLQLKYEPESVWGYVEVHIEQGPVLENVGLPLGLVKGIAGQTRLKVIVRGTQGHAGTVPMNMRQDPMVAAAELIVFLESLCKQPDYYLSYDGQCASSTVESLAGSLVCTVGEISSWPSASNVIPGQVTFTVDVRAMDDMGREAIIYEFSNRLYHMCDRRSVFCNVERKHDANAVVCDPGLSTELKSASHAALKRITGEDPGDVPVLMSGAGHDAMAMSHLTKAGMLFVRCRGGISHSPAEHVLDDDIWAAGMAVLTFLETLL*

NbL12g08980.1 allantoate_deiminase [MW = 53.89 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF04810 Sec23/Sec24 zinc finger

PF04811 Sec23/Sec24 trunk domain
PF04815 Sec23/Sec24 helical domain

PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MDTEYPNRPTFPSRPSTTPFGVPQSASPFQSSVPVVGSDASAFRPAPPTSSPAMSSPSSSGPMVGPGISTFRPMPPGMPPPTSASPYGPTGTGPFQRFPAPQFPSTAQVPPPRTSVPGQPVLGPPVRPVSGPFSPPPVAHHPQIQPPPVPMGSPPQGASTLQPRPNVHQASIPSQFSAARATMQPSSPPASSVYPAARPGFQSSFPGYISQQPSGFTQAPPRQSVSYPSQPGSYVPPVPAASTPYLAQQGGYAAPPPLTSQHPGSMPPMSAMQGLVEDFSSFSIGSVPGSFDSGLDSKVLPRPTEDDPEQNVLSDMYPMNCSPRFLRLTTSGIPNSQSLASRWHLSLGAIVCPLAKAPDGEEVPVVNFAPTGIIRCRRCRTYVNPYVTFTDSGRKWRCNICALLNEVPGEYFAHLDASGRRVDLDQRPELTKGSVDFIAPAEYMVRPPMPPLYFFLIDVSVTAVRSGMLEVLAQTIKNCLDSLPGYPRTQIGFITYDSTVHFYNMKSSFTQPQMMVMSDLEDVFVPLPDDLLVNLSESRTVVDAFLDSLPSMFQDNVNVESAFGPALKAAFMVMSQLGGKLLIFQSSLPSLGVGRLRLRGDDLRIYGTDKEHTLRVPEDPFYKQMAADFTKYQIAINIYAFSEKYTDLATLGTLAKYTGGQVYYYPSFQASIHKDRFYHELTRDLTRETAWESVMRIRCGKGVRFTTYHGNFMLRSTDLIALPAVDCDKAYAMQLSLEETLLTFQTVFFQIALLYTSSSGERRIRVHTAAAPVVSDLGEMYRLADTGAIISLFTRLAIEKTLTSKLEEARNSVQLRIAKALREYRNLHAVQHRVAGRMIYPESLKYLPLYGLALCKSTALHGGFADAQLDERCAAGYTMMALPVKRLLKLLYPKLIRIDEYLLRKPSSPEESKDILKGIPLTKESLDPQGLYLYDDGFRFVIWFGRMLSPDMIKHLVGENFAADFSKVSLQELDNEMSRKLMGLLKKQRESDKSYYQLCHLVRQGEQPREGFFLLAHLIEDPVGGSNGYQDWILQLHRQVQQNA*

NbL12g08840.1 protein_transport_protein_Sec24−like_At3g07100 [MW = 115.04 kDa]
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1 75 149 223 368

Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MTGNCWPKLLNTLKKARNLMPVAALSTTTSANSPKISSMDDLPKTLKTRLCIIGSGPAAHTAAIYAARAELKPILFEGWMANDIAPGGQLTTTTDVENFPGFPEGIGGGELMERCRAQSVRFGTQIHTETVTKGDFSKSPFEIVSSDRTVLADAVIVATGAVAKRLDFPGSGNDGFWNRGISACAVCDGAAPIFRNKPLAVIGGGDSAMEEANFLTKYGSKVYIIHRRDEFRASKIMQSRALSNPKIEVIWNSSVVEAYGEKLLGGLKVKNVVTGEVSDLQVSGLFFAIGHEPATKFLDGQLELDSDGYVVTKPGTTLTSVKGVFAAGDVQDKKYRQAITAAGCRCMAALDAEHYLQEIGAQEGKSD*

NbL12g08820.1 thioredoxin_reductase_NTRB−like [MW = 39.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07496 CW−type Zinc Finger

PF13589 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase
PF17942 Morc6 ribosomal protein S5 domain 2−like

Protein sequence:
GQLHASATVFLSSQHFGSVFHTYSVLRFAANPTYNRLRFMMGLGTEEELSCEDGFKHYIKVTKDRRIICRTQCLNPPANMPAVWNITDIVREEKLDFLSALSCCLLRRAPENSYQEKEWGEFLGFLRKHKRVATGKHESFEFFILPPKEGSGLSSTNACYREGGKPSECPAGKASGSTSCVIEDACSPYYKEAVVGAPTFDGSAKAIGRPEKTTQQSFSLERNYVRADPSYLKTLGHTHSGWIFGAIAEFVDNSRDAKATKLEISIAMVFSKAVGREIPMLCIIDDGCGMNHQGVLQMVSFGHRQPDADDPNRIGRFGIGFKTGAMKLGKDALVLTQTANSRSIAFLSQTLNKGKDNLEIPIVSYYRNGQFMELDKQNEALFKQNLKAIKEFSPFDKYFIGEKVGLFSNNGTGTQIYIWNLDEWGSNYSLQWESGITGASSFHQGDILIRSRRVRARPGQMTQMVPLDYSLRSYLEVIFLDPRMKIYVQGSQVKSRPLARSLNKTLVENGTIMGKPVQLTLGCSQLEWEEANSGMFLYWHGRLIEAYKRVGSMMHNGDNGRGVIGVIDVTNLMAEDNGQVWVHNNKQGFQDCEVYAELEKWLGGKSDRYLDEHVDKVELKAGTGVYKPDHEWVQCDKCRKWRMLSHGFNSKSLPLQWFCYMKPFNGKCEIPEQEVEPGVITISSKRLGYTATEDREEIKGKFSRKAAETSENIGENISKTTEDDLPNDYSERRKRLRRSCRKS*

NbL12g08770.1 MORC_family_CW−type_zinc_finger_protein_2A−like [MW = 83.88 kDa]
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1 187 373 559 745 932

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00773 RNB domain

PF13638 PIN domain
PF17215 S1 domain

PF17216 Rrp44−like cold shock domain
PF17849 Dis3−like cold−shock domain 2 (CSD2)

Protein sequence:
MLKSRAFTRQTRQGRILKEVREHYLRDDIYCGAPFCDKGCDKSSARLSASRSTILVLDTNVVLNQIDLLENPAIDNVVVLSVVLAEVKNKNIAVYNRLRALCSNSLRNFFVFSNEYHKDTYVEAMAGESPNDRNDRAIRVAAKWYQVHLGNAVSVLLITNDRENKKKAIDEGISAETVECYVKSLGQAELLDLIVQPPSEEVNMEDVEDLRPSKRKVIYNEHKPMSEITSGLLRGLFHQGKLRVNRFNPFEAYVGSESIGDEIIIYGRANMNRAFDGDIVAVELLPQEQWQEEKSLALADEDEEEDVHLAPNSADDAPRVLNQGQPESEEMKPSRPTGRVVGIIKRNWHSYCGSLEPMPMPGGNGGLAHALFVSKDRRVPKIRIQTRQLGNLLDKRIIIAVDSWDRLSRYPTGHYVRTIGEIGDRDTETEVVLIENDIDARPFSAQVLACLPPLPWSVSSPDLTNPMRQDLRHLRVCSVDPPGCRDIDDALHCMPLPNGNFEVGVHIADVTNFVHPGTPLDDEASQRGTSVYLVERRIDMLPKPLTEDICSLRADVERLAFSVIWEMTPDAEIISTRYTKSVIKSCAALSYVEAQARMDDSRLVDPITSDLRNLNGLAKIMRQRRIDRGALTLASAEVKFQIDTETHDPLDIGMYQIREANQMVEEFMLAANVAVAEKILKHFPLCSLLRRHPSPTKEMLEPLLRTAEAVGLSLDVTSSKAMADSLDRAVGDDPYFNKLIRILATRCMTQAVYFCSGDLSPPEYLHYGLASPLYTHFTSPIRRYADVIVHRLLAASLGIYKLPGVFQDRPKLTSISDNLNYRHRNAQMASRASVELHTLIFFRKRPTDTDARIVKIRSNGFIVFVPKYGIEGPVYLTSKGENAGEWLADEKQQRIRKVDGSVSYGVLGTVRIHMEVVEPQPNRPKLQLTLV*

NbL12g08650.1 exosome_complex_exonuclease_RRP44_homolog_A [MW = 104.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MARKSFPILKKLIQQSTDRCFTTNASPRAVTLIPGDGVGPLVTDSVEQVMQAMKAPVNFERYEVRGDMKCIPEEVIDSIKKNKVCLKGGLKTPVGGGVSSLNVQMRKELDLYASIVHCFTFPGLPTRHEDVDIVVIRENTEGEYAGLEHEVVPGVVESLKVITKYCSERIAKFAFEYADVNKRKKVTAVHKANIMKLADGLFLESCREVAAKYPEIQYEEIIVDNCCMQLVSRPEQFDVMVTPNLYGNLIANTAAGLAGGTGVMPGGNVGTDQAVFEQGASAGNVGNEKILKLKKANPVALLLSSAMMLRHLEFPSFADRLETAVKRVIAEGKVRTKDLGGDCTTQEVVDAIIAALD*

NbL12g08330.1 isocitrate_dehydrogenase_[NAD]_regulatory_subunit_1_mitochondrial−like [MW = 38.87 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 89 177 265 438

Protein length

Gel Slice

2.9 6.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MAMSAATSQSFLLNNPTTNQNHPSLKSTTHLATFPTTHVHPMTTLTSTYKSVSITCSAATTTTTPLQTASSSTSSDRVFNFAAGPATLPENVLQKAQADLVNWRGCGMSVMEMSHRGKEFLSIIQKAESDLKTLLNIPENYAVLFLQGGATTQFAALPLNLCSPDDAVDFVVTGSWGDKAYKEAVKYCKPNVIWSGKSEKYTKIPAFDSLQQTPGAKYLHICANETIHGVEFKDYPKPSNANTILVADMSSNFCSKPVDVSKFGVIYAGAQKNVGPSGVTIVIIRKDLIGNAQESTPVMLDYKIHAENNSLYNTPPCYGIYMCGLVFEDLLAQGGLVEVEKKNKKKAEILYNAIDSSNGFFRCPVEKSVRSLMNVPFTLAKPELEAEFVKAAAAEKMVQLKGHRSVGGMRASIYNAMPLAGVEKLVAFMKDFQAKHA*

NbL12g08300.1 phosphoserine_aminotransferase_2_chloroplastic−like [MW = 47.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00199 Catalase PF06628 Catalase−related immune−responsive

Protein sequence:
MKLMYDSVAVVVIMQYRPSSAFNSPFCTTNSGAPVFNNNSSLTVGARGPVLLEDYHLVEKLANFDRERVPERVVHARGASAKGFFEVTHDITHLTCADFLRAPGVQTPVIVRFSTVIHERGSPETLRDPRGFAVKFYTREGNFDLVGNNFPVFFIRDGMKFPDMVHALKPNPKSHIQENWRVLDFFSHVPESLHMFTFLFDDIGIPQDYRHMDGSGVHTFTLINKAGKSTYVKFHWKPTCGVKSLLEDEAARVGGANHSHATQDLYDSIAAGNYPEWKLFIQTMDPDHEDRFDFDPLDVTKTWPEDILPLQPVGRLVLNKNIDNFFNENEQLAFCPSIVVPGVYYSDDKMLQTRIFSYSDTQRYRLGPNYLQLPANAPKCAHHNNHYDGSMNFMHRDEEIDYFPSRYDPVRHAEKYPIPSTMCTGKREKCVIQKENNFKQPGDRYRSFTPDRQERFIRRWVEALSDPRITYEIRSIWISYWSQADKSLGQKLASRLNVRPSI*

NbL12g08260.1 isozyme_1_(LOC107799583)_mRNA_HF564631.1_Nicotiana_tabacum_mRNA_for_catalase_1 [MW = 57.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07884 Vitamin K epoxide reductase family

Protein sequence:
MASLIGASSSPYPTQTSHLPPSRSNCISSLIQLKRDSARRLLLLRVSCSSRKVEDAETESEPKVVLSNTSADTSISAYNWCAALGGVGFLETSYLTYLKLTNSEAFCPVGDGSSCRNILNSSYSALFGVPLPLIGMIAYGVVAVLGIQLGQKRMPLGIGEAYGRLLLLGTSTSMAAASAYFLYILSTQFSGEFCLYCLASALLSFGLFISSIMGLGSQEVQKEVGLQLLIVLLVVSTLNNSYSASQPTNTSSAMTELEYFTTEITSPSTPFAISLAKHLRSIGAKMYGAFWCSHCQEQKEMFGREASKLLDYVECFPDGVKKGIYMANACQEAKLEGFPTWVINGEVLSGEKKLSELAELSGFTMKELTEAK*

NbL12g08140.1 thiol−disulfide_oxidoreductase_LTO1 [MW = 40.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon
TM Domain

PF00623 RNA polymerase Rpb1, domain 2
PF04983 RNA polymerase Rpb1, domain 3
PF04990 RNA polymerase Rpb1, domain 7

PF04992 RNA polymerase Rpb1, domain 6
PF04997 RNA polymerase Rpb1, domain 1
PF04998 RNA polymerase Rpb1, domain 5

PF05000 RNA polymerase Rpb1, domain 4
PF05001 RNA polymerase Rpb1 C−terminal repeat

Protein sequence:
MDLRFPFSPAEVAKVRVVQFGIVSPDEIRQMSVVHIEHGETTERGKPKPGGLSDPRLGTIDRKMKCETCMANMAECPGHFGHLELAKPMFHIGFMKPVLSILRCVCFNCSKILADEEDPKFKQAMRIRNPKNRLKKMLDACKNKTKCEGGDEIDVRGEEPEAPVKKSRGGCGAQQPKISIDGMKMVAEYKLQKKKSDDPEQMPEPVERKQQLSAERVLSILKRVSDEDCLLLGLNPEYARPDWMILQVLPIPPPPVRPSVMMDTSSRSEDDLTHQLAMIIRHNENLKRQERNGAPAHIISEFAQLLQFHIATYFDNDLPGQPRATQRSGRPIKSICSRLKSKEGRIRGNLMGKRVDFSARTVITPDPTINIDQLGVPWSIALNLTYPETVTPYNIERLKELVEYGPHPPPGKTGAKYIIRDDGQRLDLRYLKKSSDQHLELGYKVERHLNDGDFVLFNRQPSLHKMSIMGHRIKIMPYSTFRLNLSVTSPYNADFDGDEMNMHVPQSFETRAEVLELMMVPKCIVSPQANRPVMGIVQDTLLGCRKITKRDTFIEKDVFMNILMWWEDFDGKVPAPAILKPRPLWTGKQVFNLIIPKQINLLRYSAWHNDSEKGPITPGDTQVRIEKGELLTGTLCKKTLGTSTGSLIHVIWEEVGPDAARKFLGHTQWLVNYWLLQNAFSIGIGDTIADASTMEKINETISSAKSKVKELIKAAQEKQLEAEPGRTMMESFENRVNQVLNKARDDAGSSAERSLSESNNLKAMVTAGSKGSFINISQMTACVGQQNVEGKRIPFGFIDRTLPHFTKDDYGPESRGFVENSYLRGLTPQEFFFHAMGGREGLIDTAVKTSETGYIQRRLVKAMEDIMVKYDGTVRNSLGDVIQFLYGEDGMDAVWIETQKLDSLKAKKSTFDDLYAYEIDDPNWNPSYMLPEAIEDLKTIREIRSVFDAEVQKLLADRKQLGTEIAVTGDNSWPLPVNIQRLVLNAQKTFKIDFRRRSDMHPMEIVEAVDKLQERLKVVPGDDYLSMEAQKNATLFFNILLRSALASKRVLKEYRLSREAFDWVIGEIESRFLQSLVAPGEMIGCVAAQSIGEPATQMTLNTFHYAGVSAKNVTLGVPRLREIINVAKKIKTPTLSVYLKPEVGKTKERAKTVQCALEYTTLRSVTQATEVWYDPDPMSTLIEEDVEFVKSYYEMPDEEIDPFKISPWLLRIELNREMMVDKKLSMADIAEKINLEFDDDLTCIFNDDNAEKLILRIRIMNDEAPKGELDESAEDDVFLKKIESNMLTEMALRGIPDINKVFIKNSKVQKFDDNEGFKAETEWMLDTEGVNLLAVMTHEDVDASRTTSNHLIEVIEVLGIEAVRRSLLDELRIVISFDGSYVNYRHLAILCDTMTYRGHLMAITRHGINRNDTGPMMRCSFEETVDILLDAAVFAESDYLRGVTENIMLGQLAPIGTGGCALYLNEEMLKQAIEIPLPSYMEGGLEFGMTPGRSPISGTPYHDGMMSPNYLLSPNMRMSPITDAQFSPYVDKMAFSPTSSPGYSPSSPGYSPSSPGYSPTSPGYSPTSPGYSPTSPGYSPTSPTYSPSSPGYSPTSPAYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPAYSPTSPAYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPAYSPTSPGYSPTSPSYSPTSPSYSPTSPSYNPSARYSPSLAYSPTSPKLSPSSPYSPSSPSYSPTSPSYSPTSPSYSPSSPTYSPSSPYNSGTSPDYSPSSPQYSPSAGYSPSAPGYSPSSTSQYTPRTSDKDNKSVKDDKTGR*

NbL12g08050.1 DNA−directed_RNA_polymerase_II_subunit_1 [MW = 205.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAFAHYLLTAPADTSNPHSATSMITRRFSSSYNSLSSLSFSFSSPKLNTRRVSNFPKNLRFGHKASVKAQASEASSAADAFTNFKHVLLPITDRNPYLSEGSRQAAATAAALAKKYGADITVVVIDEKEKEAVPEHETQLASIRWHLSEGGYQEFKLLERLGEGSKPTAIIGEIADEMNLDVVIMSMEAIHSKHVDANLLAEFIPCPVLLLPL*

NbL12g07870.1 uncharacterized_LOC107826763 [MW = 23.25 kDa]
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Peptide counts over 4 repeats

1 81 161 241 399

Pfam domains

Pfam Description
SP Sequon TM Domain PF02809 Ubiquitin interaction motif PF13519 von Willebrand factor type A domain

Protein sequence:
MVLEATMICIDNSEWMRNGDYSPNRFQALADAVNLICGAKTQSNPENTVGILTMAGKGVRVLVTPTSDLGKILACMHGLEIGGEMNLAAGIQVAQLALKHRQNKKQQQRIIVFAGSPVKYDKKVLEMIGRKLKKNSVALDVVNFGEDDDGKAEKLEALVAAVNNNESSHIIHVPAGPNALSDVLISTPIFTGDGEGGSGFAAAAAAAGGVSGFDFGVDPNLDPELALALRVSMEEERARQEAAAKKAADETATQEKGETSQDVTMAENVNAGTPEPENKATDLMEDENALLQQALAMSMDDASSNVATRDTDMSEAASEDQDLALALQLSVQDSTNDQSSQTDMSKLLADQSFVSSILASLPGVDPNDPSVKDLLASMQGQSEKKDEDTDKEQKEEKK*

NbL12g07820.1 26S_proteasome_non−ATPase_regulatory_subunit_4_homolog [MW = 42.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01074 Glycosyl hydrolases family 38 N−terminal domain PF09261 Alpha mannosidase middle domain

Protein sequence:
NDGWCMHDEATCHYIDMIDQTTLGHQLIKNEFNITPRAGWQIDPFGHSAVQAYLLGAEVGFDSVHFARIDYQDRAKRKEDKSLEVIWRASKTFGSSSQIFTNAFPVHYSPPNGFQFEVDDDFVPVQDDPFIFDFNVDIRVNDFINSAITQANVTRTNHIMWTMGDDFQYQYAESWFKEMDKLIHYVNKDGRVNALYSTPSIYVDAKHATNQSWPLKTDDYFPYADGANSYWTGFFTSRPAFKRYVRMLSGYYMAARQLEFLTGRKSEGFNTFSLGDALGVTQHHDAVTGTQNSIQLM

NbL12g07810.1 alpha−mannosidase [MW = 34.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07748 Glycosyl hydrolases family 38 C−terminal domain PF17677 Glycosyl hydrolases family 38 C−terminal beta sandwich domain

Protein sequence:
MMEIPLNETVEIGPGNLKASFSSNSGQLKRLYNSKTGVDIPVQQSYLWYGSTQKSDQNSGAYIFKPDGSPPVIVARSVPIKVIRGPLVDEIHQQFNSWISQVIRIYKDKEHVEFEFTIGPIPTEDSVGKEVITRMTANMATDKVFYTDSNGRDFLERVRDYRADWDLQVTQPVAGNYYPVNLGTYITDKKSELSVLVDRATGGASINDGEIELMLHRRLLYDDARGVGEALDETVCVGTACEGLRVRGNYYLGIHKNSDGSRWRRTTGQEIYSPLVLAFGHENQEEWRASHLTKATIMNPNYSLPPNVALITLQELDNGGVLLRLAHLYEAGEDTEYSTITKVQLKDMFAGKTIKEIKETSLSANQGKNEMKKMSWNIEHDTGSEPAPIRGVPVDISSLVVELGPMEIRTFVVEF*

NbL12g07800.1 alpha−mannosidase [MW = 46.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01761 3−dehydroquinate synthase

Protein sequence:
MASSFCPKQALSFASSAHQLHQSRAIPRDIHVRFPSSGSLPSSSRCGVKSSAARLKVLATSATKVMDQSPSKASSAAPTVVEVDLGNRSYPIYIGSGLLDQPDLLQRHIHGKRVLVVTNTTVAPLYLDKTISALTDGNPNVTVESVILPDGEQFKNMDTLMKVFDKAIESRLDRRCTFVALGGGVIGDMCGYAAASYLRGVSFIQIPTTVMAQVDSSVGGKTGINHPLGKNMIGTFYQPQCVLVDTDTLDTLPDRELASGLAEVIKYGLVRDAEFFEWQEQNMPLLLARDRTAFAYAIKRSCENKAEVVSLDEKESGLRATLNLGHTFGHAVETGFGYGQWLHGEAVAAGTVMAVDMSRRLGWIDDSLVQRVHNILQQAKLPTAPPGTMTVEMFKSIMAVDKKVADGKLRLILLEGPLGNCVFTGDYDQKALDETLRAFSKS*

NbL12g07720.1 3−dehydroquinate_synthase_chloroplastic [MW = 47.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02900 Catalytic LigB subunit of aromatic ring−opening dioxygenase

Protein sequence:
MALPLKLKETFFISHGSPTLSIDESLPARHFLKGFRERFLNQKPNAILMISGHWETSEPTVNSIRGRHDTIHDFYGFPKPMYQLKYPAPGAPELAKRVKEVLMASGFTTVHEDKKRGLDHGAWVPLMLMYPEADIPVCQLSVQPNRDGTYHYNMGRALASLKDEGVLIIGSGSATHNLRALGSSKSVVSWALEFDNWLKDALLSGRHQDVNNYDMKAPHAKVAHPWPEHIYPLHVALGASGEGTNGELIHHSWDLGALSYASYKFSSLNRPS*

NbL12g07650.1 extradiol_ring−cleavage_dioxygenase−like [MW = 30.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain

Protein sequence:
MAAAVSAAVSLPSSKSTSFPTRTSIISPEKINFNKVPLYYRNVSAGSRVASIRAQVTTEAPAKVEKISKKQDEGVVVNKFRPKEPYIGRCLLNTKITGDDAPGETWHMVFSTEGEVPYREGQSIGVIADGVDANGKPHKLRLYSIASSALGDFGDSKTVSLCVKRLIYTNDKGEEVKGVCSNFLCDLKPGAEVKITGPVGKEMLMPKDPNATIVMLATGTGIAPFRSFLWKMFFEKHEDYKFNGLAWLFLGVPTSSSLLYKEEFEKMKEKAPENFRLDFAVSREQTNEKGEKMYIQTRMAQYAEELWGLLQKDNTFVYMCGLKGMESGIDDIMTSLAARDGIVWADYKKQLKKAEQWNVEVY*

NbL12g07490.1 ferredoxin−−NADP_reductase_leaf−type_isozyme_chloroplastic [MW = 40.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00867 XPG I−region

Protein sequence:
MSEEASQMVTHGVVIGSDGQDNNCPKTHEILQQKELPSEIQTAHLHDTVHETDIAEGNNCLGNQLGEQFQANSGYRNMLIEEATNQADRTLHCDIRMGPTISLDGSEVSMIRNKIADTTVEVSSNAKSASDVTSIEQARFNELPNARTSDAQQYEAVASSHHYTHESPELAKAFTEGFISDANSAQKLDEEGTCDDPLLEGMDLFGNLDSAGSKEDQKVMMASLEEEMDVLDKEREKLGDEQRKLERNAESVSSEMFAECQELLQMFGLPYIIAPMEAEAQCAYMELTNLVDGVVTDDSDAFLFGARNVYKNIFDDRKYMETYFMKDVENELGLDREKLIRMALFLRSYYTEGVSGIGIVNAIEVLNAFPEEDGLQKFREWVESPDPSILGGLDAQVGSSTRKRGSEVGDPDMSCSSSNVEGNSESDENVKSEDRVQKLKQIFMNKHRNISKNWHIPSSFPSDAVISAYASPRVDKSTEPFAWGKPDVSVLRK*

NbL12g07300.1 DNA_repair_protein_UVH3−like [MW = 54.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01459 Eukaryotic porin

Protein sequence:
MGKGPGLYTEIGKKTRDLLYKDYQSDHKFTITTYSPTGVAITSSGTKKGDLFLADVNTQLKNKNITTDIKVDTNSNLFTTITVDEAAPGLKTILSFRVPDQRSGKLEVQYLHDYAGISTSVGLTANPIVNFSGVVGTNILALGTDVSFDTKTGDFTKCNAGLSFTNADLVASLNLNDKGDNLSASYYHTVSPFTSTAVGAEVTHCFSTNENTITVGTQHRLDPLTSVKARVNNFGKASALLQHEWRPKSLFTISGEVDTKSVDKGAKFGLALALKP*

NbL12g07170.1 mitochondrial_outer_membrane_protein_porin_of_34_kDa [MW = 29.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00956 Nucleosome assembly protein (NAP)

Protein sequence:
MVADQAKKSKTSVEENADQIDTELVLSIEKLQEVQDELEKVNEQASEEVLEVERKYNEIRRPAYEKRNEIIKSIPDFWLTAFLSHPALGELLNEEDQKIFKYLDSLDVEDFKDMTSGYSLTFKFKPNPYFEDTKLVKTYTFLDEGTTTVTGMPIKWKEGMDAAIGGTPEKKGNKRPPSVESFFSWFSETQLKDIADGLSDEVGEIIKDDLWPNPLKYFNNEADEEESDGDEDDEEGDDDEEDEDDC*

NbL12g07070.1 NAP1−related_protein_2−like [MW = 28.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13180 PDZ domain PF13365 Trypsin−like peptidase domain

Protein sequence:
KGQNIPVPVFICQLFIYTLPVRPLNKLCKFEALLHKFKMQVIVSSNQTTPPLHPNRNQQPTIITNNSVFLGRRELCFDSISSACSADPSTPHPISPPPSTAFTPRGSGDNGTSLVEQLRKSFPSATRRMLLTSFFMYSCYHPSRYLSALALGDPSVTVEQVTPSTFPSAALFPSEERVVELFEKNTYCVVNIFDVTLRPTLNVTGAVEIPEGNGSGVIWDNEGHIVTNYHVIGNSLSRNPSRGEVVARVNILAAEGVQKNFEGKLIGADRAKDLAVLKVEASEDLLRPIRVGESASLRVGQQCLAIGNPFGFDHTLTVGVISGLNRDIYSQTGVTISGGIQTDAAINPGNSGGPLLDSKGNLIGINTAIFTQTGTSAGVGFAIPSSTVLRIVPQLIESGKVVRAGLNIEIAPDLIANQLNVRNGALILQVPGNSLAAKAGLLPTTRGFAGNIVLGDIIEAVDDKPVRSKADLYKALDNYNIGDEVRLKIRRGNENMELSIALEEKDS*

NbL12g07060.1 protease_Do−like_8_chloroplastic [MW = 54.41 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00984 UDP−glucose/GDP−mannose dehydrogenase family, central domain

PF03720 UDP−glucose/GDP−mannose dehydrogenase family, UDP binding domain
PF03721 UDP−glucose/GDP−mannose dehydrogenase family, NAD binding domain

Protein sequence:
MVKICCIGAGYVGGPTMAVIALKCPSIEVAVVDISVPRITAWNSDQLPIYEPGLEDVVKECRGRNLFFSSDVEKHVREADIVFVSVNTPTKTRGLGAGKAADLTYWESAARMIADVSKSDKIVVEKSTVPVKTAEAIEKILTHNSKGINFQILSNPEFLAEGTAIEDLFKPDRVLIGGRETPGGQKAIQALKDVYAQWVPEDRILTTNLWSAELSKLAANAFLAQRISSVNAMSALCEATGANVSQVAYAVGKDSRIGPKFLNASVGFGGSCFQKDILNLVYICECNGLPEVAEYWKQVIKINDYQKTRFVNRVVASMFNTVSGKKVAVLGFAFKKDTGDTRETPAIDVCKGLLGDKAKLSIYDPQVNEDQIQRDLSMNKFDWDHPLHLQPMSPTTVKQVSVVWDAYTATKDAHAVCILTEWDEFKTLDYQKIYDNMQKPAFIFDGRNVVNVEKLREIGFIVYSIGKPLDAWLKDMPAVA*

NbL12g06860.1 UDP−glucose_6−dehydrogenase_3 [MW = 52.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12095 Protein CHLORORESPIRATORY REDUCTION 7

Protein sequence:
MFVGYVPGVMLGPNFPKSTLHYLGKYRNSMNIDEAENHHLIHHHTHHHKASFPMETQLWCNKTHNCIGIETTRLQNQLPILHRSRQQPFFQPFNSSFFHSVTCRCIRLNGTKTLAIRRRRANIGTDTYVLMEPGKSEEFVSEEELRERLKGWLENWPGNELPKDLARFEEIDDAVEYLVKSVCELEIDGDVGSIQWYEVRLQQDME*

NbL12g06790.1 protein_CHLORORESPIRATORY_REDUCTION_7_chloroplastic [MW = 24.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04833 COBRA−like protein

Protein sequence:
MEFFRSFPRFTTTALLLVFLLSCFSFSSTDAFDALDPNGNITIKWDVISWTPDGYVAVVTMFNFQQYRHIQAPGWTLGWTWAKKEVIWNMMGAQTTEQGDCSKFKGNIPHCCKKDPTVVDLLPGTPYNQQIANCCKGGVINSWGQDTATAVSSFQVSVGAAGTTNKTVRVPKNFTLKAPGPGYTCGPAKIVKPTKFVTQDGRRVTQAMMTWNVTCTYSQFLAQKTPTCCVSISSFYNDTIVPCPTCTCGCQKNGTQHGNCVDEDEPHLASVVSDHGKKNTYAPLVQCTNHMCPIRIHWHVKLNYKEYWRVKVTITNFNYNMNYTQWNLVVQHPNFDNLTQLFSFNYKSLTPYGAINDTAMLWGMKFYNDLLMQAGPLGNVQSELLFRKDLSTFTFDKGWAFPRRVYFNGDNCVMPPPDSYPYMPNAGTVWKVSSLKLVVTLMLSTAFFFAFI*

NbL12g06680.1 protein_COBRA−like [MW − SP = 47.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MASSTPALKDELDIVIPTIRNLDFLEMWRPFFESYHLIIVQDGDPSKTIKVPEGFDYELYNRNDINKILGPRASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGADINALEQHIKNLLCPSTPHFFNTLYDPFRDGTDFVRGYPFSLREGVPTAVSHGLWLNIPDYDAPTQLVKPLERNTRYVDTVLTIPKGTLFPMCGMNLAFDRELIGPAMYFGLMGDGQPIGRYDDMWAGWCCKVICDHLGLGIKTGLPYIYHSKASNPFVNLKKEYLGIFWQEEIIPFFQSHTFSKDCTSVQKCYVELSKQVKEKLGKVDPYFVKLADAMITWIEAWDMLNPASKDSSKLPNGSSK*

NbL12g06640.1 alpha−14−glucan−protein_synthase_[UDP−forming]_2−like [MW = 40.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00188 Cysteine−rich secretory protein family

Protein sequence:
MANFFFLLLTSSLLLTHISGQIIAPPPPPTAATTPAALPAAAQEFLDAHNKARAEVGVGPLKWSPMLAKETSLLVRYQRNKQNCNFANLTSGKYGGNQLWASGMAVTPRMAVDNWVAEKKFYNYANNSCVGDHKCGVYTQVVWKQSLELGCAQSTCSNRPSTLTICFYNPPGNVIGEKPY*

NbL12g06470.1 STS14_protein−like [MW − SP = 17.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MKEGKHFVLVHGACHGGWSWYKLKPLLEGAGHKVTALDLAASGIDLRKIEELQTLHDYTLPLMELMESLSADEKVILVGHSLGGMNLGLAMEKYPQKIYTAVFLAAFMPDTVHNSSFVLEKYYERTPAESWLDTQFLPYGSPEEPLTSMFFGPKFLAHKLYQLCSLEDLALASSLVRPSSLFMEDLAKAKYFTDEGFGSVKRVYIVCTEDKAIPEEFQRWQIDNIGVTEAIEIKGADHMAMLCEPQKLCAALLEIAHKYN*

NbL12g06360.1 acid−binding_protein_2 [MW = 29.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01734 Patatin−like phospholipase

Protein sequence:
NFYMDHGPNIFPESSRSGFVKRITNLFGGPKYDGKYLRTLVKSILGNLTMKQTLTQTVIPTFDIKRLQPIVFTTADAKAHVSKDALLSDICLSTSAAPTYFPVHYFETKDAQGKTRTFDLIDGGVAANNPTLEAISHISKEIMLGKSQYEGMEPMDCKKMLVLSLGTGIGKEEKKYSAAVASTWGVLGWLYNNGASPLLDVFGDASADIVDIHLSTMFQSLQNEKNYLRIQDDSLTGEAASMDVSTTKNMKALVQIGNDLLKKPVSRVNLDTGRYEEVSGEGTNEEALIRFAKLLSEQRKLRQPVEEFTSTRKIFQESVKRQ*

NbL12g06270.1 patatin−like_protein_2 [MW = 35.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MSNSTTSFLYFRFNSFTKSSSKSSPSFNLSNVKKTPSMSLPNFRPKAEEMKRVFDKFDTNKDGKISKEEYKSAMKMMGSGGNTKTYDVGDAFQAADTDGDGFIKFEEFMRVQNLEGGVNPTDIKSAFKAFDLDGDGKISADELLQVQRMLGEKCSLENCKKMVRGVDANGDGLIDMDEFVTMMTRTMKLV*

NbL12g06200.1 calmodulin−like_protein_1 [MW = 21.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00571 CBS domain

Protein sequence:
MASISPSGLSLSSSSAALHHQLPCLLFLSPPCLKFATFGKCFLSVRQKQFSVTASSNTLTANSAQPTNGVYIVGDFMTIKDKLHVVKPSTSVDEALELLVERRITGFPVVDDDWKLVGLVSDYDLLALDSISGTGGADANMFPEVGSNWKTFNEVQKLISKTKGKVVGDLMTPAPLVVRESTNLEDAARLLLKTKYRRLPVVDSDGKLVGIITRGNVVRAALHIKRDIEMEGQQ*

NbL12g06150.1 CBS_domain−containing_protein_CBSX1_chloroplastic−like [MW = 25.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MGIVEEAHNVKILGSGEQTVVLAHGFGTDQSVWKHLVPHLVDDYKIILFDNMGAGTTNPDYFDFDRYSSLQGYAYDVIAILEDLKIPNCIYVGHSVSAMIGVIASIARPDLFTKLVTVSASPRYLNDSDYYGGFEQEDLDQLFEAMRSNYKAWCSGFAPLVVGGDMDSVAIQEFSRTLFNMRPDIALSVLQIIFLSDLRHLLAHVTVPCHLIQSMKDLAVPVVVSEYLHQHLGGESIVEVMSTEGHLPQLSSPDVVIPVLLRHIRHDIVV*

NbL12g06070.1 probable_esterase_KAI2 [MW = 29.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00467 KOW motif PF16906 Ribosomal proteins L26 eukaryotic, L24P archaeal

Protein sequence:
MKYNPRVSSSRRKSRKAHFTAPSSERRVIMSAPLSTELRSKYNVRSMPVRKDDEVQVVRGTYKGREGKVVQVYRKKWVIHIERITREKVNGSTVNVGIHPSKVVVTKLRLDKDRKSLLDRKAKGRAAADKDKGTKFTAEDIMQTVD*

NbL12g05960.1 60S_ribosomal_protein_L26−1 [MW = 16.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13911 AhpC/TSA antioxidant enzyme

Protein sequence:
MATMTSLQSLTLAKLPSLSSPTSTYFKFLDPFPSSSRSSSSFIATASIFSPIRPTKPKRISNFVTKASSTPAFPQNIGDVLADVSIFTATGQSVKFEDLWDQNEGVAVVALLRHFGCPCCWELAKALKESRERFESAGVKLIAVGIGAPSKARILAERLPFPLDCLYADPDRRAYDVLGLYYGFGRTFFNPASAKVLSRFKELQEATKNYTIEATPDDISGVLQQGSNCCMHGRMKEPVTTLPWKISLMFAAKFLLYKAICIPKEVDEYRIKVSPCLCCKSGCRY*

NbL12g05890.1 prostamide/prostaglandin_F_synthase−like [MW = 31.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MQNSAETYRRIATISAHLNPSPSSHQMEGGVGLSRANCRAKGGSPGFKVAILGAAGGIGQPLAMLMKTNPLVSVLHLYDVANTPGVTADISHMDTGAVVRGFLGPQQLEDALTGTDLVIIPAGVPRKPGMTRDDLFNINAGIVRTLCEGIAKCCPKAIINIISNPVNSTVPIAAEVFKKAGTFDPRRLLGVTKLDIVRANTFVAEVLGLDPREVDVPVVGGHAGVTILPLLSQVKPPCSFTPEETEYLTSRIQNGGTEVVEAKAGAGSATLSMAYAAVKFADACLHGLRGDAGIVECAFVSSQVTELPFFASKVRLGRNGVEEIYPLGPLNEYERSGLEKAKKELATSIQKGVNFVMK*

NbL12g05850.1 malate_dehydrogenase_glyoxysomal−like [MW = 37.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MAMATALRRLSSSVDKPIKRLYNGGSLYYMSSLPNEAVYEKEKNGVTWPKQLNAPLEEVDPEIADIIELEKARQWKGLELIPSENFTSVSVMQAVGSVMTNKYSEGYPGARYYGGNEYIDMAETLCQKRALEAFRLDPAKWGVNVQPLSGSPANFHVYTALLKPHERIMALDLPHGGHLSHGYQTDTKKISAVSIFFETMPYRLNESTGYIDYDQLEKSATLFRPKLIVAGASAYARLYDYARIRKVCDKQKAIMLADMAHISGLVAAGVIPSPFDYADVVTTTTHKSLRGPRGAMIFFRKGVKEVNKQGKEVLYDYEDKINQAVFPGLQGGPHNHTITGLAVALKQAMTPEYKAYQEQCLSNCSKFAQALAGMGYELVSGGTENHLVLVNLKNKGIDGSRVEKVLEAVHIAANKNTVPGDVSAMVPGGIRMGTPALTSRGFIEEDFVKVAEFFDAAVKIAVKIKGEAQGTKLKDFVTTLQSSASIQSEIAKLRHGVEEYAKQFPTIGFEKETMKYKK*

NbL12g05790.1 serine_hydroxymethyltransferase_mitochondrial−like [MW = 57.15 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF00627 UBA/TS−N domain
PF09280 XPC−binding domain

Protein sequence:
MKIFVKTLKGTHFEIEVKPEDTVADVKKNIETAQGQDVYPAAQQMLIHQGKVLKDPTTLEENKVAENSFVVIMLSKNKVSTSATSAAQPATSNTAQPATSTGQPTETVTAPQATAASLAPAQSAPQSAPTPAAAPVFSNPVTDVYGQAASNLVAGSTLEATVQQILDMGGGSWDRDTVIRALRAAFNNPERAIEYLYSGIPEQAEIPPAAAPALAPASGQAVNPPVQASQPAVPSGGPNANPLDLFPQGLPNVGSNAGAGNLDFLSNSPQFQALRAMVQANPQILQPMLQELGKQNPQLMRLIQEHQADFLRLINEPVEGEGNVPGQPAGAIPQAVTVTPEEREAIERLEAMGFDRALVLQVFFACNKNEELAANYLLDHMHEFDE*

NbL12g05570.1 ubiquitin_receptor_RAD23d−like [MW = 40.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MSVKVLNPNAEVLNKSAALHMNINAAKGLQDVLKTNLGPKGTIKMLVGGAGDIKLTKDGNTLLKEMQIQNPTAIMIARTAVAQDDTSGDGTTSTVLFIGELMKQSERCIDEGMHPRVLVDGFEIAKRATLQFLEKFKTPVVMGNEPDKEILKMVARTTLRTKLYEALADQLTDIVANAVLCIRKPEEAIDLFMVEIMHMRHKFDVDTRLVEGLVLDHGSRHPDMKRRAENCYIMTCNVSLEYEKSEVNAGFFYSNAEQREAMVAAERRSVDERVQKIIDLKNKVCAGNDNNFVIINQKGIDPPSLDILARAGIIALRRAKRRNMERLVLACGGEAVNSVDDLTPDCLGWAGLVYEHVLGEEKYTFVENVKNPHSCTILIKGPNDHTIAQIKDAVRDGLRAVKNTIEDEAVVLGAGTFEVAARQHLINEVKKTVKGRAQLGVEAFANALLVIPKTLAENSGLDTQDVIIALTGEHDKGNVVGLNHHTGEPIDPQMEGIFDNYSVKRQIVNSGPVIASQLLLVDEVIRAGRNMRKPN*

NbL12g05560.1 T−complex_protein_1_subunit_zeta_1−like [MW = 58.91 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00557 Metallopeptidase family M24

PF01321 Creatinase/Prolidase N−terminal domain
PF16188 C−terminal region of peptidase_M24

PF16189 Creatinase/Prolidase N−terminal domain

Protein sequence:
MADTLAALRSLMSSHSPPLHALLVPSEDYHQSEYVSARDKRRDFVSGFTGSAGLALITMNEALLWTDGRYFLQAAQQLSEQWKLMRMGEDPAVDIWMADNLPKDAAIGVDPWCISVDTAQKWERAFAKKQQKLVQTPKNLVDEVWKNQPPAETNPVIVHPLEFAGRFVADKLKKLRGKLVKEKSRALIITALDEVAWLYNVRGTDVSYSPVVHAFAIVTLDSAFFYVDKRKLSSEANSYMKENGILVRDYGEVSSDAVLLASDQLNASSSDKTPTGFSRNTESNDGKPTGNGAIPAAEFVNDLIWVDPCACCFALYSKLNADKVLLKQSPLALEKALKNPVEMEGLKKAHIRDGAAVVQYLAWLDKQMQEIYGASGYFAEAESLSKNKLKDTKRLTEVSASDKLEEFRASKENFRGLSFPTISSVGSNAAIIHYSPEAETCAELDPDKIYLCDSGAQYLDGTTDITRTVHFGKPTPHEKACYTAVLKGHISLGNARFPNGTNGYALDILARTPLWKYGLDYRHGTGHGIGSYLNVHEGPHQISFRPSAQNVPLQVSMTVTDEPGYYEDGNFGIRLENVLIIKEGNTKFNFGDKGYLTFEHITWAPYQKKLIDVSLLAPEEIQWLNDYHSKCSDILAPYLNQSEVEWLKKATEPVSA*

NbL12g05480.1 probable_Xaa−Pro_aminopeptidase_P [MW = 72.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00170 bZIP transcription factor PF07777 G−box binding protein MFMR

Protein sequence:
MGAGEESIPAKPSKATSTQETQATPSYPDWSSSMQAYYGAGAAPPFFSPTVASPSPHPYMWGGQHPLMPPYGAPVPYPALYPPAGVYAHPNMPMTPNPLQANPESDSKAPDPKDQSTSKKLKGYTGGKAGESGKATSGSGNDGATRSAESGSEGSSDANDENDNHEFSANKSRNFDLMLANGASSQNNPATGNPVAMPATNLNIGMDLWNASSAGPGMIKMRSNQSGVAPAPGIGREWIQDERELKRQKRKQSNRESARRSRLRKQAECEELQQRVETLSNENHALKEEMRKLSEECEKLTSENNSIKEELTRLCGPEAVSKLESNANATHLQSNLDEANS*

NbL12g05450.1 G−box−binding_factor_1−like [MW = 36.55 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 54 107 160 263

Protein length

Gel Slice

5.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 54 107 160 263

Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
EGPVTESPSTHYLQSDVLLKTNQSLFFSFFSLTHTERINMTKQQANWSPYDNNGGTCVAVAGADYCVIAADTRMSTGYSILTRDYSKIIKLADRCVMASSGFQADVRALQKVLASRHLIYQHQHNKQMSCPAMGQLLSNTLYYKRFFPYYSFNVLGGLDSEGKGCVFTYDAVGSYERVGYSSQGSGSTLIMPFLDNQLKSPSPLLLPAKDAVTPLSESEAIDLVKTCFASATERDIYTGDRLEIVILNANGIRREEMELRKD*

NbL12g05210.1 proteasome_subunit_beta_type−1 [MW = 29.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF02913 FAD linked oxidases, C−terminal domain

Protein sequence:
MEDWRATYRLLTHCKHIFHGRSSPNFHNSKRFCSSGCRYHFNQPSEPINPYIGNYKQEFQTYKQPSLSLGINQWYRRRSQYRRFASQATIIQRRPDFSTISSEDVSYFKKILGERGVIQDEETLDAVNTDWMRKYKGTSKLMLQPRSAEEVSQILKYCNSSCLAVVPQGGNTGLVGGSVPAFDEVIVSTSHMNKIISFDKVSGILVCEAGCILENLIAFLDNQGFVMPLDLGAKGSCQIGGNVSTNAGGLRLLRYGSLHGSVLGLEVVLANGTVLDMLGTLRKDNTGYDLKHLFIGSEGSLGIVTKVSILTPPKLSSVNVCFLACSDYASCLKLLLDAKRKLGEILSAFEFLDHDAMDLVLKHLEGVRNPFPSSMHNFYVLIETTGSSETYDREKLDAFLLHSMENGLISDGVVAQDITQASSCWHVREGIPEALMKAGGVYKYDLSIPVEKMYDLVEEMRVRLDASAKVVAYGHLGDGNLHLNISTPQYDDNILSQIEPFVYEWTSKHKGSISAEHGLGLMKANKIHYSKSPETVQLMVSIKKLLDPNGILNPYKVLPPSLFSKAEICTE*

NbL12g05140.1 D−2−hydroxyglutarate_dehydrogenase_mitochondrial [MW = 63.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKTSPAIGKTDFIKGQALRQPSVSIRCHPAPPSGLTVRASSYADELVKTAKTVASPGRGILAMDESNATCGKRLASIGLENTEANRQAYRTLLVSAPGLGQYISGAILFEETLYQSTVDGKKIVDVLHEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRSAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAISQDNGLVPIVEPEILLDGEHNIDRTFEVAQKVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKERATPDQVADYTLKLLQRRIPPAVPGIMFLSGGQSEVEATLNLNAMNQSPNPWHVSFSYARALQNTCLKTWGGRPENVEAAQEALLIRANANSLAQLGKYTGEGESEEAKKGMFVKGYVY*

NbL12g05080.1 fructose−bisphosphate_aldolase_1_chloroplastic [MW = 42.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MRTRSAEKKSAGKQQIAAEPAAEPVAATKRTPPSRARQVRASGSTLPSPAEEAKVSDADGAVQSTPEPKPASGRKTTRRVVKKVVKKVPASSRTTPDKTPRSEDAETVVPEDTDQDKVAEDSKEDTVKEKDAAESKKCVKKGDAEDSKEDHVMVEDAQESKKSIKEEETENSKEVHVKEEDTEDSKEVPLKEEDAEDSKEDPVKEEGLQDLKEDAAEEKDTEDLKEDIVKEEDAEDSKEDPVKEKGLQDLKEDATMEKDAEDLKEDIVKEEDIVESKEEAMKEKDVEESKEDVVMGEVAKESEEYPAKEEDAEGSKEDTVMEKNVEESKEDLVKEEDAEDSKEYHAKEEDAECSKEDAVMEKDAEESKEDLVKKEDAEYSKEYPVKEDDAEGSKEDAVKERDAEDSKECPVMEEDGEESKEEPVKEEDAEESKEDPVKEKDAGPTLMYEMDPEEMEESSNNLVGTVQDVGDSVMEDQNGNEEEQTGDAQEEPAKNALMPLDEVNVSSDMRSSEEIHHDMGTSENQGSTTPYVQSEDLIIGDMKSSDNQEHVSTELKIQEGEGCNKAKEGSELMRGKDSNSTPTGDNINANCAEDRMEEDIDKKMKGKDISVDEVGEDKIEAFADQENGEEFVEDGVPEDCEEAEALDDERAQLAAHAKERMKRKELEVFVGGLDRDAVEEDLKRVFQHVGEVIDVRMHREMSTNKNKGYAFVKFATKEQASRALSEMRNPVIRGKRCGTAPSEDNDTLFLGNICNTWTKEAVRQKLKDYGVEGVQSINLVADPKHEGLSRGFAFLEFPCHTDAMTAYKILQRPDVVFGHSERTAKVAFAEPLRDPDPEVMAQVKSVFIDGLPPYWDEDRAREKFKCFGDISRITLARNMSTAKRKDFGFVDFSTHEAAVACVAGINNTELGDGNLKAKVRARLSNPQPKTQAVKGGLSGGFRISRGPMGRGFPQGGHTFGRANFPRGRAFYPRVPGHGGRMGFVEHQFGSSYPPIRGRSSFGRAGGRWNLSGARPVSVEGPMFLDRMRHGDRGHADDAFFRRQQFPVEGLNRPFVGRHFEDRYYHDNTDHGLKRPFPMTDPDPDYSGPSRRPRFDHSESANSLHGDRYRDNFPPGGDHYTRDYYGSDRGRGPYPSFNGGDRPFGRGYGRGYY*

NbL12g05030.1 nucleolin−like [MW = 128.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00639 PPIC−type PPIASE domain

Protein sequence:
MSSSSSRSSSGGEKVRASHILIKHQGSRRKASWKDPEGHVISNTTKDAAVSQLKSLREDIVSGKAKFDDVAATHSDCSSAKRGGDLGPFGKGQMQKPFEVATYALKVGEISDIVETDSGVHIIKRTA*

NbL12g05020.1 peptidyl−prolyl_cis−trans_isomerase_Pin1−like [MW = 13.53 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 28 55 82 133

Protein length

Gel Slice

5.3 5.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 28 55 82 133

Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MSRSLGIPVKLLHEATGHIVTVEMKSGEVYRGSMVECEDNWNCQLESITYTAKDGRVSQLEHVFIRGSKVRFMIIPDMLKNAPMFKRLEARIKGKGTSLGVGRGRAIAMRAKAQAAGRGAAPGRGVVPPVRR*

NbL12g05010.1 small_nuclear_ribonucleoprotein_Sm_D3−like [MW = 14.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I

Protein sequence:
MIRFWLVSLFCVVCLKCAFAQDVGALVSKNLFERILLHRNDANCPAKGFYTYEAFITATRSFGAFGTTGDTNTRKKEIAAFLAQTSHETTGGWATAPDGPYSWGYCFKQEQGSPPNYCVSSQQWPCAPGKSYFGRGPIQISYNYNYGPAGRAIGRDLLNNPDLVANDPVVSFKTALWFWMTPQQPKPSAHDVITGRWTPSAADLAARRVPGFGVITNIINGGIECSKGSNAQMQSRIGFYRRYCQILGVDPGNNLDCASQRPFGQ*

NbL12g04810.1 basic_endochitinase−like [MW − SP = 26.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF00627 UBA/TS−N domain

Protein sequence:
MGGGDTTTTTVKDEVADNNAGGGGETVTINVRCSNGSKFSVQVSLDSTVGSFKSVLSQPSDIPAEQQRLIYKGRILKDDQTLTSYGLEADHTVHLVRGFAAAASASATNAGNPNTNQKIPGDTPPNVGGPFAGVGGASLFPGLGSGGGPFGAGLPDFEQVQQQLTQNPDMMRDMMNMPLVQNLMNNPEIIRNLIMNNPQMREIMDRNPELAHILNDPSTLRQTMEAARNPEIMREMMRNTDRAMSNIESSPEGFNMLRRMYENVQEPFLNATTMAGDTRNDSGANPFAALLGAQGGGQAGNQATSLPVTGSETTANPPAPNTNPLPNPWASAGTGAAQTNTSARSNAAADTRALPLSGLGALPDLQRMLGGMPDASSLNQLMQNPAISQMMQSLLSNPQYMNQISGLNPQLRSMLDSNPHLREMMQNPEFIRQLTSPETMQQVMSLQQGLLSQLGRQQTNRGQGQDAGRTAFDNMGMEMLMNMFGGLGTGGLGVSNRSNVPPEELYATQLAQLQEMGFFDTQENIRALIATAGNVHAAVERLLGNTGQ*

NbL12g04760.1 ubiquitin_domain−containing_protein_DSK2b−like [MW = 58.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01912 eIF−6 family

Protein sequence:
MATRLQFENSCEIGVFSKLTNAYCLVAIGGSENFYSTFESELAGIIPVIKTSIGGTRIIGRLCAGNKNGLLLPHTTTDQELQHLRNSLPDGVVVQRIDERLSALGNCIACNDHVALTHTDLDKETEEMIADVLGVEVFRQTIAGNILVGSYCSFSNRGGLVHPHTSIEDLDELSTLLQVPLVAGTVNRGSEVIAAGLTVNDWTAFCGSDTTATELSVIESVFKLREAQPSAIVDEMRKSLIDSYV*

NbL12g04600.1 eukaryotic_translation_initiation_factor_6−2 [MW = 26.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MDHLKPRPPNSTPLTPLTFLERAATIYADCPSVVYNNITHTWSLTHTRCLKVASSIVSLGINRGDVVSVVAPNIPAMYELHFAVPMAGAVLNTINIRLDARTISILLYHSESKLVFVDCQSKSLVLEAISLFPPKSNRPLLVLIEDDEFPTPQTSEFMSRYEKLVEKGDSGFNWVRPKSEFDPIVMNYTSGTTSAPKGVVHSHRGIFIISLDSLQQWLVPKQPVYLWTLPMFHANGWSYPWGMAVVGGTNICLRKFDAKIIYDSIKKHNVTHICAAPVVLNMLSNSPDSKPLKHSVYIMTAGSPPPAAVLFRTESLGFVVHHGYGLTETGGLVVSCTWKNHWNKLPAEERARLKSRQGVRTIGMTEVDVVDPECGVSVKRDGTTLGEIVLKGGCIMLGYLKDPEGTSKCMKDDGWFYTGDVAVMHPDGYLEIKDRSKDVIISGGENLSSVEVESVLYTHPAINEAAVVARPDEFWGETPCAFVSLNGKEKASEKDIIEFCRAKLPHYMVPKTVIFKQELPKTSTGKIQKFVLRDIAKSMGKTGSLIKKSKM*

NbL12g04470.1 probable_acyl−activating_enzyme_6 [MW = 60.98 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00078 Reverse transcriptase (RNA−dependent DNA polymerase)

PF03168 Late embryogenesis abundant protein
PF08284 Retroviral aspartyl protease

PF17919 RNase H−like domain found in reverse transcriptase
PF17921 Integrase zinc binding domain

Protein sequence:
MADHQKIHPAPIPAPEQEALTKPTAPLVPCGSSRSENGDPERQQPPLRRSLTPYSPSKQPKKRSCLKKCLCWSCCLFFLVIILLGILAAIIYFVFQPKIPKYAVDSMRITEFNMNNDMTLSATFNVNITARNPNKKIGIYYENGSHLSVWYKGTNLCEGSLPKFYQGHRNTTVLNVKMTGQTENATNLLNSLQLDQLSGTIPLNLRVKLPVRIKLGKLKLTKWKFLLKCRLNVDSLSPDVIRIRDNKCAQRFCSSRSRGHTRERVRQFSLGSCSFIKNAIHGTRTRSKGGSNPSRMQPFTPERIGYWGRGHQSVLCERVFDHANARLLEIYSPQTFYAISRALPHQRFLGLGYYLLRAKCRVQCIGMATVIYAPESSMIIREQLLDLNSTICSCTDFGPGISETLVLVFHSISWVVKPDTSSESRRHHDSRWWEKWVMTSWYQRTRLHRSHNSQTNSVEFEGSMARTRTSSSTAQQSEPPAAVPMKDRGRVRARGHARDRVQPLAVVPMEESQIDHGEEVPAPAAPVGLAQWFSQRWHVSRVQWLRSGLRSLFRSRSMWAVELRGPVIQADSVVPRLEVDWASRSFLSCSICVDVMSVENLVTSGNIARGGSQQQDLRHMVQAPAASQPAQTSGGGGIGYRDGGTILVCDRDASVLFDLGSMYSYVSSYFSPYLVVPSEALGIHVYVSTPVGDPIVVDRVHHSCVVVFEGLETRVDLLLLDMVDFDTCPNLSGEGPQVMPLVMLFHMSRLDAWSIKGYLSYLAYVCNSSAEVPSTDSVPIVREFPRAHFHYAISYGTAGVERVKDQLQDLLKEGFIRPSLRIRASGVLKIVFHTRIGHYEFLVMSFGLTNSPAAFMDLMNRVFSPFLDFFMIVFIDDIMIYSRSQEEHEQHLRVRAFKWTRRRLRQSRTDIDQPQMTRLTQKGAQFRWSDECEVSFQKLKTALTTTPVLVLPTGLGPYTVYCDASRIGLGTVLMQNGRVIAYASRELKIHEKNYPVHDLELAAIALANRLVRLDISEPSRVLACTVARSSLLERIRERKFDDPHLCVLKDTVQRGVDFSERYSIHLGAAKMHQDLRHYYWSRRMKKDIVAYVAQCLNCQQVKYEHQRPGGLFQRIKLPEWKWEKITMDSVSGLPMTRKKFDAIWVIVDRLTNLVNFIPVATTYSSRRLAGICIRRSFAFMGSLYLSFRTGAHSLPHISREQYSRSWAPSSYLYQSLPTIIAISPAFRWLRMRHFMEAFDKVKIIQDRLRSAQSRKKSYADRKVRDVAVMVGERVLLRVSPMRGVMRFGKKGKLSSRFIGPFEILEQEMAHRLAFPRKLSAVHPLFHVSMLQREVSLLTHRPGSPSLICGAVIIIYSPTQISAVGAQGFYSSRSRGHTRERVRKFSQGSCSFIVNAIHGTRTRSRGRNNPSRTRPFTRERVGYWGRGHQSALCERVFDHVNARLLEIREQMLDLSSSICSCADFGPAISEVS*

NbL12g04450.1 protein_YLS9−like [MW = 167.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MASTGHNNLNAKLVLLGDMGAGKSSLVIRFVKGQFLEFQESTIGAAFFSSTVSVNNATVKFEIWDTAGQERYHSLAPMYYRGAAAAIIVYDITSTESFARAKNWVQELQKQGNPNMVMALAGNKADLEDKRKVTAEEARLYAEENGLFFMETSAKTATNVNDIFYEIAKRLPRAQPAQNPAGMVLVDRPEQGSQAASCCT*

NbL12g04430.1 ras−related_protein_Rab5 [MW = 21.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14299 Phloem protein 2

Protein sequence:
MDSNSHYEGNHISYKIEDRFEIYPSALNIIWGKDARYWKLPQGKEGEEAAELVQVSWLEVTGYCDQVEANVTYDVKFHLKLTADAFGWNDLPIYFMVKSGSGSLWKKVNLTKDGPTNPDGTYVVPNNLTVTVGKGGNDENKLYFGLYEVWSGKWKGGLRIQKVVITKSVEG*

NbL12g03940.1 protein_PHLOEM_PROTEIN_2−LIKE_A9−like [MW = 19.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain

Protein sequence:
MSDIEVPLRPKRKKNLVDYLVQFRWIIVIFFVLPLSFLYYFSIYLGDVRSDCKSFKKRQKEHDDNVKKVVKRLKERNASKDGLVCTARKPWVAVGMRNVDYKRARHFEVDLSPFRNVLDIDKERMIARVEPLVNMGQISRVTVPMNLSLAVVAELDDLTVGGLINGYGIEGSSHIYGLFSDTVVSYEIILADGQVVRATKDNEYSDLFYAIPWSQGTLGLLVSAEIKLIPIKEYMKLTYKPVVGNLQEIAQAYIDSFAPRDGDQDNPEKVPDFVETMVYNSTEAVCMTGRYASKEEAKQKGNVINSVGWWFKPWFYQHAQTALKRGEFVEYIPTREYYHRHTRCLYWEGKLILPFGDQWWFRYLLGWLMPPKVSLLKATQGEAIRNYYHDMHVIQDLLVPLYKVGDALEWVHREMEVYPIWLCPHRLYRLPLKTMVYPEPGFELHRRQGDTPYAQMYTDVGVYYAPGPVLRGEVYDGAEAVRQLENWLIENHGFQPQYAVSELTEKNFWRMFDAGLYEHCRKKYRAIGTFMSVYYKSKKGKKTEKEVQDAEQETAELETPEVDEPAD*

NbL12g03820.1 delta(24)−sterol_reductase−like [MW = 66.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00223 Photosystem I psaA/psaB protein

Protein sequence:
MPSDATADIFSSPEPEVKILVDRDPVKTSFEEWARPGHFSRTIAKGPDTTTWIWNLHADAHDFDSHTSDLEEISRKVFSAHFGQLSIIFLWLSGMYFHGARFSNYEAWLSDPTHIGLVPSELQLYSTAIGALVFAALMLFAGWFHYHKAAPKLAWFQDVESMLNHHLAGLLGLGSLSWAGHQVHVSLPINQFLNAGVDPKEIPLPHEFILNRDLLAQLYPSFAEGATPFFTLNWSKYADFLTFRGGLDPVTGGLWLTDIAHHHLAIAILFLIAGHMYRTNWGIGHGLKDILEAHKGPFTGQGHKGLYEILTTSWHAQLSLNLAMLGSLTIVVAHHMYSMPPYPYLATDYGTQLSLFTHHIWIGGFLIVGAAAHAAIFMVRDYDPTTRASSDMFSDTAIQLQPVFAQWIQNTHALAPGATAPGATASTSLTWGGGDLVAVGGKVALLPIPLGTADFLVHHIHAFTIHVTVLILLKGVLFARSSRLIPDKANLGFRFPCDGPGRGGTCQVSAWDHVFLGLFWMYNAISVVIFHFSWKMQSDVWGSVSDQGVVTHITGGNFAQSSITINGWLRDFLWAQASQVIQSYGSSLSAYGLFFLGAHFVWAFSLMFLFSGRGYWQELIESIVWAHNKLKVAPATQPRALSIIQGRAVGVTHYLLGGIATTWAFFLARIIADPLHVRPIAHAIWDPHFGQPAVEAFTRGGALGPVNIAYSGVYQWWYTIGLRTNEDLYTGALFLLFLSAISLIAGLFGVSSLAWTGHLVHVTIPASRGESMESLCSNPDSSSHLFGTAQGAGTAILTLLGGFHPQTQSLWLTDIAHHHLAIAFIFLVAGHMYRTNFGIGHSMKDLLDAHIPPGGRLGRGHKGLYDTINNSLHFQLGLALASLGVITSLVAQHMYSLPAYAFIAQDFTTQAALYTHHQYIAGFIMTGAFAHGAIFFIRDYNPEQNEDNVLARMLEHKEAIISHLSWASLFLGFHTLGLYVHNDVMLAFGTPEKQILIEPIFAQWIQSAHGKTSYGFDVLLSSTSGPAFNAGRSIWLPGWLNAVNENSNSLFLTIGPGDFLVHHAIALGLHTTTLILVKGALDARGSKLMPDKKDFGYSFPCDGPGRGGTCDISAWDAFYLAVFWMLNTIGWVTFYWHWKHITLWQGNVSQFNESSTYLMGWLRDYLWLNSSQLINGYNPFGMNSLSVWAWMFLFGHLVWATGFMFLISWRGYWQELIETLAWAHERTPLANLIRWRDKPVALSIVQARLVGLAHFSVSYIFTYAAFLIASTSGKFG*

NbL12g03730.1 photosystem_I_P700_chlorophyll_a_apoprotein_A1 [MW = 141.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00421 Photosystem II protein

Protein sequence:
MKTLYSLRRFYHVETLFNGTLALAGRDQETTGFAWWAGNARLINLSGKLLGAHVAHAGLIVFWAGAMNLFEVAHFVPEKPMYEQGLILLPHLATLGWGVGPGGEVIDTFPYFVSGVLHLISSAVLGFGGIYHALLGPETLEESFPFFGYVWKYRNKMTTILGIHLILLGLGAFLLVFKALYFGGVYDTWAPGGGDVRKITNLTLSPSIIFGYLLKSPFGGEGWIVSVDDLEDIIGGHVWLGSICILGGIWHILTKPFAWARRALVWSGEAYLSYSLGALSVFGFIACCFVWFNNTAYPSEFYGPTGPEASQAQAFTFLVRDQRLGANVGSAQGPTGLGKYLMRSPTGEVIFGGETMRFWDLRAPWLEPLRGPNGLDLSRLKKDIQPWQERRSAEYMTHAPLGSLNSVGGVATEINAVNYVSPRSWLATSHFVLGFFLFVGHLWHAGRARAAAAGFEKGIDRDFEPVLFMTPLN*

NbL12g03720.1 photosystem_II_CP43_reaction_center_protein [MW = 51.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain

Protein sequence:
MAHSALSQVSVAVPLQTDSSFRRSTFKATSITFSDRSSWISMPPIDLKALRSRNQYIVCMSVQQASKAKVSVSPLSLEDAKEPPLNIYKPKEPYTATIVSVERLVGPKAPGETCHIVIDHDGNLPYWEGQSYGVIPPGENPKKPGSPHNVRLYSIASTRYGDSFDGKTASLCIRRAVYYDPETGKEDPSKNGVCSNFLCDSKPGDKVKITGPSGKIMLLPEDNPNATHIMIGTGTGVAPFRGYLRRMFMESVPTKFNGLAWLFLGVANTDSLLYDDEFTKYLNDYPGNFRYDRALSREQKNNKGGKMYVQDKIEEYSDEIFKLLDEGAHIYFCGLKGMMPGIQDTLKRVAEGRGESWEQKLSQLKKKKQWHVEVY*

NbL12g03690.1 ferredoxin−−NADP_reductase_root−type_isozyme_chloroplastic−like [MW = 41.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MKFNLLSQRIFMARPYLGPVLERRRYAFSTSASAPTWEGGVSMVQGASRGIGLEFVRQLLERNDKGYIVATCRNPSEAPGLLELKNKFPERLDIHQLDLTVESTMEDSAKSIRDKYGSLNLLINASGVLSIPNVMQPETTLSKVQRSSLLLAYDINAVGPILVIKHMWPLLKAGGGSGTDKDFAVVANLSARVGSIGDNSLGGWHSYRASKTALNQLTKNVAVEFARKKDPIICILLHPGTVDTDLSKPFQRNVPKEKLFTKEYSVQKLLSIINNTKRSDNGKFFAWDAQQIPW*

NbL12g03650.1 C−factor−like [MW = 32.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01926 50S ribosome−binding GTPase PF06071 Protein of unknown function (DUF933)

Protein sequence:
MPPKAAKGKEAPAERPILGRFSSHLKIGIVGLPNVGKSTLFNTLTKLSIPAENFPFCTIEPNEARVHVPDERFEWLCQLYKPKSEVAAFLEIHDIAGLVRGAHAGQGLGNSFLSHIRAVDGIFHVLRAFEDPDIIHVDDTVDPVRDLEIISEELRLKDIEFMERRIEDLEKSMKRSNDKQLKIEHELSLRVMASLKEGKDIRLGDWKAADVEFLNTFQLLTAKPVVYLVNMNEKDYARKKNKFLPKIHAWVQEHGGEIIIPFSAAVERNLADMPPDEASKYCEENKLQSCLPKIIKTGFAAINLIYFFTAGPDEVKCWQIRRLMKAPQAAGTIHTDFERGFICAEVMKFDDLKELGSEAAVKAAGKYKQEGKTYVVQDGDIIFFKFNVSGGGKK*

NbL12g03630.1 obg−like_ATPase_1 [MW = 44.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF08031 Berberine and berberine like

Protein sequence:
MLNHSRTSTMTSLNSVFLSLLVVLLPFSSNVLSDTTNEKFYQCVCQNSDYCVPFSAAFVTPTNASFTTILQSTAQNLRLLVPSVPKPQLIFTPMAESHVQAAVICSKQLGLQLRVRSGGHDYEGLSYISEMGSPFIILDLSKLRGIEVNIEGNFVWAQAGATVGEVYYRISEKSKTHGFPAGLCTSLGIGGHITGGAYGTMMRKYGLGADNVEDARIVDANGRILDRQSMGEDLFWAIRGGGGASFGIILSWKLRLVPVPSIVTVFTVPKTLEQNGTKIIYKWQQVADKIDEDLFIRVIMNVVDKKDKKGEKTIQMAYNSLFLGTSDRLLEIMNENFPELGLTQKDCTEMSWIKSILYIAGYPSNTPPEVLLQGKSLFKNYFKAKSDFVKEPIPEDGLEGLWKRLMEEDSPLMIWNPYGGMMAKISESETPFPHRKGVIYMVQYLTLWNDPDKELATKHFDWIRRLYNYMTPYASMFPRQAYVNYRDLDLGINKNGSSSFIQASIWGNKYFKDNFNRLVKVKTKVDPENYFLHEQSIPTLPISRNGKGKSMNQ*

NbL12g03540.1 reticuline_oxidase−like_protein [MW − SP = 58.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF08031 Berberine and berberine like

Protein sequence:
MTKSSQSLTMCCSCLLFLFHFLLLLSLGASDSAYDSFVNCLTTKSIPQSEISKIVYSPNNASFNTILQAYVRNRRFFNSSTTSKPVIIVTPTEESHVSSAVLCTKETNLQLKIRSGGHDYEGISYISDVPFIMLDMFNLRTISINVNDNTAWVQAGATLGELYYNIWTKSNVLGFPAGVCPTVGIGGHVSGGGYGNMLRKFGLSVDNILDARLVDVNGRILDRKAMGEDLFWAIKGGGGASFGVILAFQIQLVQVPQTVTYFRVERFLDQNATDAVLQWQNVVNKIDNDLFIRLLVQPITVKNKEKKVKGKKNAQQKSIRVTFIALFLGDSSRLMSLVSNELPALGLTKQDCFEMSWIDSVLQWANFDNKTKPIALLNRTGDPLNFLKRKSDYVQEPIPRDVLESIFQKMISLGKAGLVFNPYGGRMTEIPEGETPFPHRAGILFKIQYSVNWNEEGAAAEKEYLTQIRDLYSFMTPFVSKNPRQAYLNYRDLDIGTNDQGPHSLEEGRVYGTMYFKNNFDRMVKVKSAVDPTNFFRNEQSIPTQGTTKPRKIGE*

NbL12g03520.1 reticuline_oxidase−like_protein [MW − SP = 58.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03178 CPSF A subunit region PF10433 Mono−functional DNA−alkylating methyl methanesulfonate N−term

Protein sequence:
MSIWNYVVTAHKPTNATHSCVGNFTAPHELNLIIAKCTRIEIHLLTPQGLQCIRLQPMLDVPIYGRIATLELFRPHGETQDFLFIATERYKFCVLQWDAEASEVITRAMGDVSDRIGRPTDNGQIGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEELQVLDIKFLYGCPKPTIVVLYQDNKDARHVKTYEVSLKDKDFIEGPWAQNNLDNGASLLIPVPPPLCGVLIIGEETIVYCSASAFKAIPIRPSITRAYGRVDADGSRYLLGDHNGLLHLLVITHEKEKVTGLKIELLGETSIASTISYLDNAFVFIGSSYGDSQLVKLNLQPDTKGSYVEVLERYVNLGPIVDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIKGMWSLRSATDDPYDTFLVVSFISETRVLAMNLEDELEETEIEGFNSQVQTLFCHDAIYNQLVQVTSNSVRLVSSISRDLKNEWFAPAGYSVNVATANATQVLLATGGGHLVYLEIGDGVLNEVKYAKLDYDISCLDINPIGENPNFSQIAAVGMWTDISVRIYSLPDLNLITKEQLGGEIIPRSVLMCSFEGISYLLCALGDGHLLNYVLSMSSGELTDRKKVSLGTQPITLRTFSSKDATHVFAASDRPTVIYSSNKKLLYSNVNLKEVSHMCPFNVAAFPDSLAIAKEGELTIGTIDEIQKLHIRSIPLGEHARRISHQEQTRTFALCSVKYTQSNADDPEVHFVRLLDDQTFEFISTYPLDQFEYGCSILSCSFSDDSTVYYCVGTAYVMPEENEPTKGRILVFIVEDGKLQLIAEKETKGAVYSLNAFNGKLLAAINQKIQLYKWASREDGGSRELQTECGHHGHILALYVQTRGDFIVVGDLMKSISLLIFKHEEGAIEERARDYNANWMSAVEILDDDIYLGSENNFNLFTVRKNSEGATDEERSRLEVVGEYHLGEFVNRFRHGSLVMRLPDSDVGQIPTVIFGTVNGVIGVIASLPHDQYLFLEKLQTSLRKVIKGVGGLSHEQWRSFYNEKKTVEAKNFLDGDLIESFLDLSRSRMEEISKAMAVPVEELMKRVEELTRLH*

NbL12g03370.1 DNA_damage−binding_protein_1 [MW = 122.23 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF08071 RS4NT (NUC023) domain

PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
MARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIIMRNRLKYALTYGEVISILMQRLVMVDGKVRTDKTYPAGFMDVVSIPKTNENFRLMYDTKGRFRLHSVRDEEAKFKLCKVRSVQFGQKGIPYLNTYDGRTIRYPDPLIKANDTIKLDLENNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIHDAQGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEARKRLAAQSATTA*

NbL12g03330.1 40S_ribosomal_protein_S4−like [MW = 29.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MDLTKKRKADENGGAYPVSNELVTPAAPSALGVLSPEDIDRILEPFTKDQCISILRNASLRYPDILEAVRSIADADVSQRKLFVRGLGWETTTDKLKQVFSAYGELDEAIVITDKASQKSKGYGFVTFKHVDASILALKEPNKKIDGRITVTQLAAAGNSGNSQSADVALRKIYVGNVPFEITSEKLLNQFSMYGEIEEGPLGFDKQIGKAKGFAFFVYKTEEGARASLVDPVKTIDGHQVLCKLATDNKKGKPQHNTGPGGMPNTGHPTGMPGDDRVGTMPGSNYSVPVSGLGPYPGYSGGPGPGMQQPPPQPGMVAHQNPHPVGPGYGNQGPGSFTGSAGGYAGAGGYGGGAGDYTGGLGNAGYRMPQNSAGMPSSGGYPDGGNYGLQSGYPSQVPQPGGAVARVPPGGMYQGMPPYY*

NbL12g03250.1 UBP1−associated_protein_2C−like [MW = 43.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSLIAGSYERFIWGFKLRSPKDDQKYELTPLFSFPSHLSPIKCTAVAGSAAVSGGADDTIKIYDLSTCSEIGSLHQSATITSLSFLTPPSLSFPRNLIAAADDGTVSIYDADPFVHLKTMKVHRKAVNSVCIHPSGRLALSVGRDECMAMMNLVRGRRSFYCRLGKEASLVNYSDTGEKFYMVMDDKISVHESEDAKIILELDNKKKVLCATPGTHGILFTGGEERNIKAWDITSGKVAYSIEDAHSTRVKGIVVLYKNNDGDAEENQHIVASASSDGIIRVWDVRMTRKEKPIPLAEANTKSRLTCLAGSSIKSVKRPLVGNTASNGQQLDAGEES*

NbL12g03230.1 p21−activated_protein_kinase−interacting_protein_1 [MW = 36.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09585 Conserved hypothetical protein (Lin0512_fam)

Protein sequence:
EQGLGRAVYPQQEFASIKMTAISSIRYLQLLPPTDLPSFNHYAPLPILNCHSRPLFPGFKNLSFFLVPRIYRQIIASSSSTSEYTAIASEQTPMENINSVPNSSMTLLFVEMGVGYDQHGQDITSAAMRACKNAISSNSIPAFRRGSIPGVSFEQMKLQIKLGVPRPLQQSLDLEKVKSVFPYGRILIIEVVDGGLICSSGVQVEDMGDKNDDCYIVNAAIYVGY*

NbL12g03200.1 uncharacterized_LOC107786033 [MW = 24.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MFLTRTEYDRGVNTFSPEGRLFQVEYAIEAIKLGSTAIGLKTKEGVVLAVEKRITSPLLEPSSVEKIMEIDEHIGCAMSGLIADARTLVEHARVETQNHRFSYGEPMTVESTTQALCDLALRFGEGDEESMSRPFGVSLLIAGHDENGPNLYYTDPSGTFWQCNAKAIGSGSEGADSSLQEQYNKDLTLKEAEAIALSILKQVMEEKVTPNNVDIARVSPTYHLYSPSEVEDVISRL*

NbL12g03170.1 proteasome_subunit_alpha_type−5−like [MW = 26.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00366 Ribosomal protein S17 PF16205 Ribosomal_S17 N−terminal

Protein sequence:
MAEQTEKAFLKQPGVFLSSKKTGKGKRPGKGGNRYFKSVGLGFKTPREATEGSYIDKKCPFTGNVSIRGRILAGTCHSAKMNRTIIVRRNYLHYVKKYQRYEKRHSNIPAHISPCFRVKEGDHVIIGQCRPLSKTVRFNVLKVIPAGSAGGGKKAFTGM*

NbL12g03070.1 40S_ribosomal_protein_S11−like [MW = 17.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNSSTGWMTWSPSSAFLPISMGSSCNNSRISCHTLWNMARRRRVYITVNTKKRSEPVFKPSVVEKVSLVDEAEDELLLEDEDLVDDDDGVFEEYFEEDAELCVGDGSGGGGISLAGTSWDKRALELAEEVALSFDGELGIYAFKTLKNANIQVRVERLTNKSGTPNMMDIEAFSLRYREKLDEDEVAGSIPNNVSLEVSSPGVERVIRIPQDLERFKDRPMYVKYVSDEVAEGGSSSEHDGVLRLVSFNLETNACIWGIADVRVNREKAGKGKPLSKKQRDWRLETSFTSLRLVRLYSEF*

NbL12g03020.1 uncharacterized_LOC109211931 [MW = 33.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
QNPSIVDLFFQFGIWRNGRERREEVGIRVFEAAAMEGITEGVNNMSVSEIQNQKKNRIQVSNTKRSLFFYVNLAKRYMQQYNEVELSALGMAISTVVTVAEILKNNGFAVEKKIRTLTVDMRDEPGARPIPKAKIEVVMGKTEKFDELMAAEAEQNGDNEE*

NbL12g02940.1 uncharacterized_protein_At2g34160−like [MW = 18.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MASSFSFLFLALFLLFLSSPALSSNNDDEFVLSSTKFPVPMAEKFINQLNLFPKHDINKVERGKSVVTTEQRLFEKKFNLSYLGDSGATVQNLGHHAGYYRLPHTKDARMFYFFFESRSSQNDPVVIWLTGGPGCSSELAVFYENGPFNIANNMSLVWNDFGWDKVSNLIYVDQPTGTGFSYSSDEDDIRHDERGVSNDLYDFLQAFFKAHPQYEKNDFYITGESYAGHYIPAFASRVHQGNKNKEGTHINLKGFAIGNGLTNPEIQYKAYTDYALDMRLIKKADYNAIDKSYPKCQQAIRLCGTDGGSACMAAYLVCTSIFNKIMDVAGDKNYYDVRKTCDGDLCYDFSKMETLLNDEQVKHALGVGGIDFVSCSSTVYQAMQLDWMRNLEAGIPPLLEDGIKLLVYAGEYDLICNWLGNSRWVHAMEWSGQKDFGAARSVPFTVDGEEKGIQKNHGPLTFLKVHDAGHMVPMDQPKAALEMLQRWMQGKLSKEGHFAHM*

NbL12g02780.1 serine_carboxypeptidase−like [MW − SP = 53.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01554 MatE

Protein sequence:
MAADMSEKLLSDKEVNLKDKLWDETKKMWVIAAPAMFTKFSTFGVTVISHSFVGHIGSNELAAYALVSTVLLRFGNGILMGMASGLETLCGQSYGAKQYHMLGLYLQRSWIVLTVTTTLLLPLYIFTTPILRALGQKEEIAKEAGLISLWLIPVTYSFVASYTCQMFLQAQSKNKIITYLAACTLAMHIFLSWLLTMKFKFGITGAMISTILAYWLPNVGQLMFVICGGCKETWKGFSSLAFKDLWPVVKLSLSSGAMLCLEFWYNSILVLLTGNLKNAMVQIDALSICLNINGWEMMISLGFLAAACVRVSNELGRGSAKAARFSILITATTSFVIGFLLFLFFVFLRGRLAYLFTDSQDVAKEVEQLSPLLAFSILMNSVQPVLSGVAVGAGWQSIVAYVNIGCYYLVGIPVGFVLGYVFKLQVKGVWVGMIFGTLVQTIVLLMITLRTDWDKQVLLAQQRVKRWLVEAETNADSQTA*

NbL12g02670.1 protein_DETOXIFICATION_21−like [MW = 53.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00298 Ribosomal protein L11, RNA binding domain PF03946 Ribosomal protein L11, N−terminal domain

Protein sequence:
MPPKFDPSQVVEVFVRVTGGEVGAASSLAPKIGPLGLSPKKIGEDIAKETAKDWKGLRVTVKLTVQNRQAKVSVVPSAAALVIKALKEPERDRKKTKNIKHNGNISLDDVIEIAKVMKPRSMAKDLTGTVKEILGTCVSVGCTVDGKDPKDLQQEIDDGDVEIPLD*

NbL12g02560.1 60S_ribosomal_protein_L12−like [MW = 17.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05873 ATP synthase D chain, mitochondrial (ATP5H)

Protein sequence:
MSGTVKKIADVTFKAGKTIDWEGMAKLLVTDDARKEFANLRRAFDDVNSQLQTKFSQEPEPINWEYYRKGIGSRLVDMYKEAYDSIEIPKFVDTVTPQYKPKFDALLVELKEAEQKSLKESERLEKEIADVQELKKKLSTMTAEEYFEKHPELKKKFDDEIRNDYWGY*

NbL12g02440.1 ATP_synthase_subunit_d_mitochondrial−like [MW = 19.76 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MGKEKVHINIVVIGHVDSGKSTTTGHLIYKLGGIDKRVIERFEKEAAEMNKRSFKYAWVLDKLKAERERGITIDIALWKFETTKYYCTVIDAPGHRDFIKNMITGTSQADCAVLIIDSTTGGFEAGISKDGQTREHALLAFTLGVKQMICCCNKMDATTPKYSKARYDEIVKEVSSYLKKVGYNPDKIPFVPISGFEGDNMIERSTNLDWYKGPTLLEALDQINEPKRPTDKPLRLPLQDVYKIGGIGTVPVGRVETGVLKPGMVVTFGPTGLTTEVKSVEMHHEALLEALPGDNVGFNVKNVAVKDLKRGYVASNSKDDPAKGAASFTSQVIIMNHPGQIGNGYAPVLDCHTSHIAVKFAEILTKIDRRSGKELEKEPKFLKNGDAGMVKMMPTKPMVVETFAEYPPLGRFAVRDMRQTVAVGVIKSVDKKDPTGAKVTKAAQKKK*

NbL12g02420.1 elongation_factor_1−alpha−like [MW = 49.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I PF00187 Chitin recognition protein

Protein sequence:
MNFSSRKQFIFLFALAIVVVVVPRTILAQTCGCAEDLCCSRWGFCGTGNDFCGQGCQGGPCFSAPASSNGGSVADVVSNAFFNGIADQAASTCEGKGFYTRANFLEALQSYPNFGTMGSTDDSKREIAAFFAHVTHETGHMCFINEINGPSGDYCDEENTEYPCVSGKKYYGRGPIQLSWNFNYGPAGKSIGFDGLNDPDIVARDAVISFKTALWYWMNNCHSLITSGQGFGPTIRAINGRIECDNGNPQTVARRVEYYTEYCQQLGVETGDNLTC*

NbL12g02390.1 endochitinase_EP3−like [MW − SP = 26.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MADANMGGGGGGQFPDFPSVLTHGGQYVQYDIFGNFFEITTKYRPPIMPIGRGAYGIVCSVLNTELNEMVAVKKIANAFDNYMDAKRTLREIKLLRHLDHENVIGLRDVIPPPLRREFSDVYIATELMDTDLHQIIRSNQGLSEDHCQYFMYQLLRGLKYIHSANVLHRDLKPSNLLLNANCDLKICDFGLARPNIENENMTEYVVTRWYRAPELLLNSSDYTAAIDVWSVGCIFMELMNRKPLFAGKDHVHQIRLLTELLGTPTEADLGFLQNEDAKRYIRQLPQHPRQQLANVFPHVNPLAIDLVDKMLTLDPTRRITVEEALDHPYLAKLHDAGDEPICPVPFSFDFEQQGIGEEQIKDMIYQEALSLNPEYA*

NbL12g02360.1 mitogen−activated_protein_kinase_3 [MW = 42.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MGKCYPTVSEEYLKAVDKCKRKLRGLIAEKNCAPLMLRLAWHSAGTYDVCSKTGGPFGTMRFKAEQGHGANNGIDIAIRLLEPIKEQFPILSYGDFYQLAGVVAVEVTGGPDVPFHPGREDKTEPPVEGRLPDATKGSDHLRDVFVKQMGLSDKDIVALSGGHTLGRCHKERSGFEGPWTTNPLIFDNSYFTELLSGEKEGLLLLPSDKALLSDPAFRPLVEKYAADEDAFFADYAEAHLKLSELGFAEA*

NbL12g02350.1 peroxidase_2_cytosolic−like [MW = 27.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MDTAGKAKKGAGGRKAGGQSKKPVSRSVKAGLQFPVGRIGRYLKKGRYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAVRNDEELGKLLAGVTIAHGGVLPNINPILLPKKTGGAEKEPKSPAKATKSPRKAAA*

NbL12g02210.1 histone_H2A [MW = 15.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MAPTLTSNSFLLTTTPHPRLSFKNSRFTVFAKKSGSFPNFRLGKSAESSNGENQETTTSNSGIPFSFDFGKLPDMKSLIPVSANPSSGLAFGRQRAKDPGTVFVAGATGQAGVRIAQTLLREGFSVRAGVSDLGAAQELAQLAVSYKVISNDESKRLNAVASTFQDAESIAKAIGNASKVVVTIGKGEDGPTTEVTTTDAVQVIQAAQLAGVGHVAIVYDESSSVGSTYNVLDGITSFFNNLFSKSQPLTITEFLQKIVETDVRYTLIKTSLTEDFSPESSYNIVVSAEGSAGENAYKVAKSEIAKLVVDVFSNTAVAENKVVEVFTDPSASRKTVDEHFSTIPEDGRRKAYAEALEKSKAEEEARQAAEASKRQEEEVKKLEKKQAKAANVAKEAEEKDSSAAGPSVESLLDKAKGLSTGFSFEKFSSQLKSAVEKAGEESTQVATIRGQAKARNLPAQKAVIKTPPRKPFASKKNEVPKPTKQTETKTETRKVFGGLFQQETIYVDD*

NbL12g02110.1 protein_plastid_transcriptionally_active_16_chloroplastic [MW = 54.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase PF16891 Serine−threonine protein phosphatase N−terminal domain

Protein sequence:
MAQNNEQQVHVQGLVEAGVLDDIINRLLEFRNARTVRQVQLSEAEIRSLCSASREIFLQQPNLLELEAPIKICGDIHGQYGDLLRLFEYGGFPPEANYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASINRIYGFYDECKRRFNVKLWKCFTECFNCLPVAALIDEKILCMHGGLSPDLTNLDQIRNLPRPTDVPDSGLLCDLLWSDPSREVKGWGMNDRGVSYTFGPDKVAEFLMQHDMDLVCRAHQVVEDGYEFFAERQLVTIFSAPNYCGEFDNAGAMMSVDESLMCSFQILKPTDRKPRFL*

NbL12g01970.1 serine/threonine−protein_phosphatase_PP1_isozyme_1−like [MW = 36.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10175 M−phase phosphoprotein 6

Protein sequence:
MEKRELSSTLRNLKFMQRAALREEKPKKEEEVMIPDETFPSSAPKRCSIVIMEGDPHPGTTRGRMSFQCFNPSIDKLREEASKPHSEGSAACSSETSEINSKRENGTSQCGLENSNMDDSSLSPNEDLKRKQDDTSSEVQYPNKSHKRVLGNAESSPSSSRSSQKPHRLDWSVLKPPKSQKKKR*

NbL12g01920.1 M−phase_phosphoprotein_6−like [MW = 20.71 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MDDCIYKNPSAPIEGRIKDLLSRMTLEEKIGQMTQIERAVATPSVIRDLSIGSILSVGGSAPFEDAPSEAWADMVDGFQKAALGSRLGIPLLYGVDAIHGNNNVYGATIFPHNVGLGATRDADLAQKIGVVSALEVRACGINYTFAPCVAVCRDPRWGRCYESYGEDTELVRKMSSIITGLQGKPPPDYPQNYPFLAGRDKVVACAKHFVGDGGTDQGVNEGNTISSYDDLEEIHITPYIDCISQGVCTVMASYSRWNGTHLHANHFLLTEVLKGKLGFKGIVITDSEALDRLSHPHGSNYDQCILTAINAGIDMVMVPFRYQLFLDHLRCLVESGKIPMTRIDDAVERILRVKFVAGAFEYPLSDRSLLDTVGCNQHRELAREAVRKSLVLLKNGKDVTKPFLPLERNAKKILVAGKHADDLGFQCGGWTKTWDGMSGRITIGTTILEAIKDAVGGETEVVYEENPSPETFASQDFSYSIVVVGEPPYCESGGDSQDLKIPLGGEELISLVADRVPTLVILISGRPLYIEPSLLEKMDAFVAAWLPGTEGAGITGVVFGDYEFQGKLPMTWFKSVDQLPLHQEQNSYEPLFPYGYGLTSKNKVL*

NbL12g01790.1 beta−glucosidase_BoGH3B−like [MW = 66.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01964 Radical SAM ThiC family PF13667 ThiC−associated domain

Protein sequence:
MASVQTALTSLLCKNGNHHPQINFPSSSFLPGFDLTGQVAVMRKRETCFNSFSSPKATLTFDPPSTNKEKTKPKHTVDPNAPDFLPLPSFEECFPKSSKEYSDVIHEETGHVLKVPFRRIHLSGDEPHFDTYDTSGPQGVNPRIGLPKLRKEWIDKREKLGGPRYTQMFYAKQGIITEEMAYCAAREKMDPEFVRSEVARGRAIIPSNKKHLELEPMIVGRKFLVKVNANIGNSAVVSSIEEEVHKLQWATMWGADTIMDLSTGRHIHETREWILRNSAVPVGTVPIYQALEKVNGIAENLSWEVFRETLIEQAEQGVDYFTIHAGVLLRYIPLTAKRMTGIVSRGGSIHAKWCLAYHKENFAYEHWDDILDICNQYDISLSIGDGLRPGSIYDANDTAQFAELLTQGELTRRAWEKDVQVMNEGPGHVPMHKIPENMKKQLEWCNEAPFYTLGPLTTDIAPGYDHITSAIGAANIGALGTALLCYVTPKEHLGLPNRDDVKTGVISYKIAAHAADLAKGHPLSQAWDDALSKARFEFRWMDQFALSLDPVTALSFHDETLPADGAKVAHFCSMCGPKFCSMKITEDIRKYAETHGYGSAEEAILRGMDAMSAEFQAAKKTISGEQHGEVGGEIYLPENYINSLKS*

NbL12g01760.1 phosphomethylpyrimidine_synthase_chloroplastic [MW = 72.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11493 Thylakoid soluble phosphoprotein TSP9

Protein sequence:
MASLNLFSPPIPITQRRVLVYTKATSAKNSGGSSEEKSILDFVLGAITKEDQLLETDPILKKVEGKSTGTTTISSKKSVSVPPKKNSDGGFGGFGGLFAKKE*

NbL12g01750.1 uncharacterized_LOC107777172 [MW = 10.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00425 chorismate binding enzyme PF04715 Anthranilate synthase component I, N terminal region

Protein sequence:
MKTLGLSHRPVPTVSGHRSSIFTGRPAASTATSLSFSSSPVAAASRVRILKCSAVSPPPSLVCAVENSVKFKEAAKHGNLIPLYRSIFSDHLTPVLAYRCLVKEDDREAPSFLFESVEPGLKVSNVGRYSVIGAQPTMEIVAKENMVTIMDHHEGRRTEEFVEDPMIVPRRIMERWKPQCIDELPEAFCGGWVGYFSYDTVRYVEKKKIPFSNAPMDDRNLPDLHLGLYDDVIVFDHVEKKAFVIHWVRLDQFSSLEEAYNDGMTRLEALMSRVHDIVPPRLASGSIKLHTSQFGTSLKKSTMTREDYQKAVLNAKEHILAGDIFQIVLSQRFERRTFADPFEVYRALRIVNPSPYMTYLQARGCILVASSPEILTRVKKKTVTNRPLAGTIRRGKTPEEDYMLENQLLHDEKQCAEHIMLVDLGRNDVGKVSKPGSVKVEKLMNVERYSHVMHISSTVTGELLDHLSSWDALRAALPVGTVSGAPKVKAMELIDQLEVTRRGPYSGGFGGISFTGEMDIALALRTIVFPTGTRYDTMYSYKDANKRRDWIAHLQSGAGIVADSDPADEQRECENKAAALARAIDLAESSFVDKE*

NbL12g01730.1 anthranilate_synthase_alpha_subunit_2_chloroplastic−like [MW = 66.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13839 GDSL/SGNH−like Acyl−Esterase family found in Pmr5 and Cas1p PF14416 PMR5 N terminal Domain

Protein sequence:
MNLLSSTHSSSLICLLLLYFSVVSFAVLKNHQNQHKKPNLLANITSCSLFMGSWVYDETYPLYQSSSCPIIDPQFNCQNFGRPDTDYLKYRWKSANCDIPRFNGLDFVRKMRGKTVMYVGDSLGRNQWQSLICMISAAVPRARTQMITGDPISTFKFLDYGVSVSFYRTPYLVDIDSVQGKNVLRLDDISKNSNAWKGVDVLSFNTGHWWTHKGSLQGWDYMEAGGTLHQDMNRLVALERGLRTWARWIDANIDKSRTRIFFQGISPTHYNPNEWNTGTSMATSRSCYGETVPMTGTAYPGTYPDQMKVLQAVIRDMNNPPFLLDITFLSAMRKDAHPSIYSGALTSEQRANPDHSADCSHWCLAGLPDTWNQLFYTALFF*

NbL12g01670.1 protein_PMR5−like [MW − SP = 40.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain

Protein sequence:
MASTEPKLENREEEEEATGADDEDTGAQVAPIVKLEEVTVSTGEENEDPIIDLKAKLYRFDKDGNQWKERGAGTVKLLKHKENGKVRLVMRQSKTLKICANHLVLPTMTLQEHAGNEKSCLWHAPDFADGELKDELFCLRFASIENCKSFMEMFQEVAESQKKVENEDGSTAAELLEKLSVEDKKSEEKSEDKAEDKTKEGDGKDENPSKDTEKKDESALA*

NbL12g01630.1 ran−binding_protein_1_homolog_c−like [MW = 24.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MSDDEREEKELDLTSPEVVTKYKSAAEIVNKALQLVVSECKPKAKIVDLCEKGDAFIKEQTGNMYKNVKKKIERGVAFPTCISVNNTVCHFSPLSSDETVLEEGDMVKIDMGCHIDGFIAVVGHTHVLQEGPVTGRAADVVAAANTAAEVALRLVRPGRKNSDVTEAIQIVAAAYDCKIVEGVLSHQMKQFVIDGNKVVLSVSNPETRVEDAEFEENEVYSIDIVTSTGEGKPKLLDEKQTTIYKRAVDKSYNLKMKASRFIFSEISQKFPVMPFTARDLEEKRARLGLVECVNHELLQPYPVLHEKPGDLVAHIKFTVLLMPNGSDRITTHTLQELKPAKTIDDEPEIKTWLALPVKSKKKGGGKKKKAKKGEKTEELSQAEPMEGESNGAES*

NbL12g01620.1 ERBB−3_BINDING_PROTEIN_1−like [MW = 43.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF02179 BAG domain

Protein sequence:
MEKEGTSDNDNRSTITVNVKFSGRSVPVETTDESTVEHLKYLLQPHTNVLPRGQKLIFKGKVLVDGMTLKSSGVLNGAKIMLMASQVLHQEDMPNLLEDPMSKERKNIQNTSVSCEAVAGVRVEVDKLSHRILAIEEAMQRGTKVEDREFVVLTELFMIQLLKLDSIEADGEARAERRKEVHRIQSFVDMLDNFKARNSKL*

NbL12g01610.1 BAG_family_molecular_chaperone_regulator_1−like [MW = 22.68 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00899 ThiF family

PF09358 Ubiquitin fold domain
PF10585 Ubiquitin−activating enzyme active site

PF16190 Ubiquitin−activating enzyme E1 FCCH domain
PF16191 Ubiquitin−activating enzyme E1 four−helix bundle

Protein sequence:
MKLFTALGLGIFVDLIIPIIVVEFLHVASPDLDVLNCFLILVVSMGFRRVFSSLLHYMLPRKRSAEGVVVDGDGDGDSSSCDPERVLKKHRISCVISSGAKENTSGCSTNKIVGNNFKGNASSSSAGEQSVTEMAFDDGNPHDIDEDLHSRQLAVYGRETMRRLFASNVLVSGIQGLGAETAKNLILAGVKSVTLHDEGEVQLWDLSSNFIFSESDVGKNRALASVQKLQELNNAVAVSTLTTKLTKEKLSDFQAVVFTNTSLEDALEFSDYCHNHQPPIAFIRTEVRGLFGYAFCDFGPEFTVFDVDGEEPHTGIIASVSNDNPALVSCVDDERLEFQDGDLVVFSEVRGMIELNDGKPRKIRSARPYSFTLEEDTTNFGPYERGGIVTQVKQPKLLKFKTLREAIRDPGDFLLSDFSKFERPPLLHLAFQALDKFRYELARFPLAGSEDDAQRLISIATDLNEGMGEGKLEDINPKLLRQFSSGAGAELNPMAAMFGGIVGQEVVKACSGKFHPLFQFFYFDSVESLPTEPLDPSDLKPLNTRYDAQISVFGHSFQKKLEDAKVFLVGSGALGCEFLKNLALMGVSCNKQGKLTVTDDDVIEKSNLSRQFLFRDWNIGQAKSTVAATAAASINSQLQVEALQNRVGPETENVFDDTFWENLSVVINALDNINARLYVDQRCLYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTLHSFPHNIDHCLTWARSEFEGLLEKIPAEVNAYLSNPSEYTSAQTNAGDAQARDNLERVLECLDRESCETFEDCIAWARLKFEDYFANRVKQLIFTFPEDSMTSSGAPFWSAPKRFPHPLQFSSTDPSHLHFIMAASILRAETFGIPIPDWAKHPKKLNEAVDKVMVPDFQPTKDAKIVTDEKATSLSTASIDDAAVIDELISKLEHYRKNLTPGFRMKPIQFEKDDDTNYHMDLIAALANMRARNYSIPEVDKLKAKFIAGRIIPAIATTTAMATGLVCLELYKVLDGGHKLEDYRNTFANLALPLFSMAEPVPPKVVKHQDMSWTVWDRWVIKDNPTLRELIQWLADRGLNAYSISCGSCLLFNSMFPRHKERMDKKVVDLARDVAKVELPPYRRHLDVVVACEDDEDNDVDIPLVSVYYR*

NbL12g01580.1 ubiquitin−activating_enzyme_E1_1−like [MW = 128.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03227 Gamma interferon inducible lysosomal thiol reductase (GILT)

Protein sequence:
MGSSFRRTVSIFLACFLCFIQISPISCVEKVSLALYYESLCPYCSNFIVKYLPKVFKNGLIDVVDLKLVPWGNTKLHANNTFKCQHGKAECFLDTMEACAIDAWPDLNEHFPFVYCVESLVYHKNYTQWETCFEKLNLKAKPVKDCVGSGRGKELELRYAAETNALQPPHKYVPWVVVDGQPLYDEYMDFISYICKAYKGAPVPGCSSTVNVIKTGRKFTPFCLMHTASSKLSTIGSAITSWMNRVNPAASA*

NbL12g01570.1 gamma−interferon−inducible_lysosomal_thiol_reductase−like [MW − SP = 25.32 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF08071 RS4NT (NUC023) domain

PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
GSLVFFTEAENTENSYSTKMARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIILRNRLKYALTYREVISILMQRQVMVDSKVRTDKTYPAGFMDVVSIPKTNENFRLLYDTKGRFRLHSVRDEEAKFKLCKVRSIQFGQKGIPYLNTYDGRTIRYPDPLIKANDTVKLDLESNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIQDALGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEARKRLAAQSATTA*

NbL12g01560.1 40S_ribosomal_protein_S4−like [MW = 32.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01201 Ribosomal protein S8e

Protein sequence:
MGISRDSMHKRRATGGKKKSWRKKRKYELGRQPANTKISGNKTVRRIRVRGGNVKWRALRLDTGNYSWGSEATTRKTRILDVVYNASNNELVRTQTLVKSAIVQVDAAPFKQWYLQHYGVDIGRKKKGAAKKETTEEGEAAAPAEEAKKSNHVARKLEKRQKDRKLDPHLEEQFGSGRLYACISSRPGQCGRADGYILEGKELEFYMKKLQKKKGKAGSGAAA*

NbL12g01480.1 40S_ribosomal_protein_S8−like [MW = 25.12 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF16450 Proteasomal ATPase OB C−terminal domain
PF17862 AAA+ lid domain

Protein sequence:
MASPMVLDPAPLPKPPSTRTEPSISSSPDGEDDLYARLKSLQRQLEFIEIQEEYVKDELKNLRREHLRAQEEVKRIQSVPLVIGQFMEMIDTNNAIVGSTTGSNYYVRILSTINRELLKPSASVALHRHSNALVDVLPPEADSSISLLSQSEKPDVTYNDIGGCDIQKQEIREAVELPLTHHDLYKQIGIDPPRGVLLYGPPGTGKTMLAKAVAHHTTAAFIRVVGSEFVQKYLGEGPRMVRDVFRLAKENAPAIIFIDEVDAIATARFDAQTGADREVQRILMELLNQMDGFDQTVNVKVIMATNRADTLDPALLRPGRLDRKIEFPLPDRRQKRLVFQVCTAKMNLGDEVDLEDYVSRPDKISAAEISAICQEAGMHAVRKNRYVILPKDFEKGYRTNVKKPDTDFEFYK*

NbL12g01410.1 26S_protease_regulatory_subunit_6B_homolog [MW = 46.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01283 Ribosomal protein S26e

Protein sequence:
MTFKRRNGGRNKHGRGHTKFIRCSNCGKCCPKDKAIKRFLVRNIVEQAAVRDVQEACAFETYTLPKLYLKMQYCVSCAIHSKVVRVRSVTDRRVREPPQRFRRPRDDLPKPGQAPRPAGGAPAAPRT*

NbL12g01390.1 40S_ribosomal_protein_S26−3−like [MW = 14.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18029 Glyoxalase−like domain

Protein sequence:
MALEEAQNGEAQNGGVDQKEATKTAVAAVTFTAVKPQLFVGAPKGNDAVQFYKAAFGAEEVTRVNQKRKAEQEIPLISSVELKLGSSSFLVSDLTDDDSSAPVKVATTGCVFCLETEDVEAAVAKAVSAGAVSEGKIAEGDGAAGFGGRVGKLKDPYGNVWMICSPVKKSQ*

NbL12g01350.1 uncharacterized_protein_At5g48480−like [MW = 17.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MLFHHNLEKSFSIFTFLLFSIFFLVSAESSIYEVLKSHGLPEGLLPKGVRNFTLDNAGNFVVHLDQACNAVFDKKENELHYERNVSGRVSDGQIDSVSGISAKDLFLWFQVKKIYVSASSSGVIYFDVGVVSKQFSLSAFDSPKECTAVQPTDLEVKEVMGSSRENSLLQKCTVRLRTTDPCGPASGEARNLLKDVQT*

NbL12g01340.1 uncharacterized_LOC104248456 [MW − SP = 18.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAIANLQRFASQIVRNPSLSSTFRASITRSSATSPSPSRSASAKVADRIVKLSAVDPDGHKREIIGLSGQTLLKALTNHGLIDPDSHRLEDIDACSAECEVHIAQEWLEKLPPATYDEQYVLKRNSRARVLNKHSRLGCQVVLSPELQGMVVAIPEPKPWDIP*

NbL12g01330.1 adrenodoxin−like_protein_mitochondrial [MW = 17.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14204 Ribosomal L18 C−terminal region PF17144 Ribosomal large subunit proteins 60S L5, and 50S L18

Protein sequence:
LQRSTLLLTTASFHSPQPLTPAAEANRRTTMAFIKVQKTRAYFKRFQVKFKRRREGKTDYRARNRLINQDKNKYNTPKYRFVVRFTNKDIIAQIVSASIAGDMILASAYARELPRYGLKVGLTNYAAAYCTGLLLARRVLKKLEMDEEYEGNLDVNGEDYSVEPAESRRPFRALLDVGLIRTTTGNRVFGALKGALDGGIDIPHSEKRFAGFGKDSKQLDADVHRKYIYGGHVSAYMKTLMEDEPEKYQSHFSEYIKTGLEADDLEEMYKKVHAAIRADPSSKKSDKPPPKQHKRYNLKKLTYDERKARLIERLNALNAAAGNDDDEEDDN*

NbL12g01280.1 60S_ribosomal_protein_L5−like [MW = 37.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10674 Protein of unknown function (DUF2488)

Protein sequence:
MSASTALNLGSLCSSVVNLPTHYSHKPYLLLHGIQSQQFLALPNTVVKHCNGSSNRRWELSRKVKRAVAAVDSSDPAEKQETERKKYYFLVANAKFMLDEEEHFQEQLFERLRLFGERDKGQDFWLVIEPKFLDKFPNITKRLKRPAVALVSTNGPWITVTNFRLSYLFFKPSPKIGGSLTVIYSIFKPSSR*

NbL12g01190.1 uncharacterized_LOC104090208 [MW = 22.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05899 Protein of unknown function (DUF861)

Protein sequence:
QLSGVYINIPFFLFSFLSFMASSTTESSSSSNLRIIVQKNPSESQLNELGIKSWPKWGCSPGKYQLKFDAEETCYLLRGKVKVYPKNNSSDEIVEFGAGDLVIIPKGLSCTWDVSVAVDKHYKFDSS*

NbL12g00990.1 uncharacterized_LOC104215819 [MW − SP = 11.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MADEAEIYDGIRAEFPLSFGKQAKSQAPLELVHDATRRTTAAADGKHEPSSSKIEAKPFPSLSSSSKSWLNSLKNPKPNSKIIGPGRPPSGSGSGSSDVNEEEGAMIGPPRPAGDAKNEEDEDGEMIGPPRPPVEEEDELMIGPPAPPPFGSTGSDSEDDMEEEKEEQNQYRIPLSNEIILKGHTKVVAALAVDPSGSRVLSGSYDYTVRMYDFQGMNARLQSFRQLEPSEGHQVRSLSWSPTADRFLCVTGSAQAKIYDRDGLTLGEFVRGDMYIRDLKNTKGHISGLTCGEWHPKTKETILTSSEDGSLRLWDVNDFKSQKQVIKPKLARPGRVPVTTCAWDREGKRIAGGVGDGSIQIWNLKPGWGSRPDTYVANAHSDDITGVKFSSDGRILLSRSSDGSLKVWDLRQMKEPLRVFDDLPNNYAQTNIAFSPDEQLFLTGTSVEKDGSTGGMLCFFDRGKLELVSRVGISPTYSVVQCAWHPRLNQVFATVGDKREGGTHILYDPTLSERGALVCVARAPRKKSVDDFQAEPVIHNPHALPLFRDQPSRKRQREKALKDPLKSHKPEQPITGPGFGGRVGSTKGSLLTQYLLKQGGLIKETWMEEDPREAILKHADAAAKDPKFIAPAYADTQPQTLFAEPDAEEEDK*

NbL12g00980.1 WD_repeat−containing_protein_70 [MW = 71.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13424 Tetratricopeptide repeat

Protein sequence:
MMMKQGASPCLHSLSHSFFISPKNPPLKWREEALLKKLIQNKPKKTPKCICIDFKEILQFRQSAAAVIVVNALMMTSPLEALAETCEAENSLFNMNMPLLLLVALIGATVGGLLARQRKRELQRLNEQLRQINAALRRQAKIESYAPNLSYAPVGERVAESEVIVDPRKQELISCLKNGKKFLRNQAPEKAQLEFKAALDLAQNLKEPLKEKKAARGLGASLQRQGKYREAIKYHSMVLEISARHGEESGNTEAYGAIADCYTELGDLEQAAKYYDNYIARLETD*

NbL12g00930.1 protein_FLUORESCENT_IN_BLUE_LIGHT_chloroplastic−like [MW = 31.99 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 28 55 82 109 135

Protein length

Gel Slice

6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 28 55 82 109 135

Pfam domains

Pfam Description
SP Sequon TM Domain PF01929 Ribosomal protein L14

Protein sequence:
MPFKRFVEIGRVALVNYGKDYGKLVVIVDVIDQNRALVDAPDMVRSQINFKRLSLTDIKIDIKRIPKKKTLVAAMEAADVKNKWESSSWGRKLIVQKRRASLNDFDRFKLMLAKIKRAGVVRQELAKLKKETVA*

NbL12g00850.1 60S_ribosomal_protein_L14−1 [MW = 15.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01344 Kelch motif

Protein sequence:
MQLVMTALIEGLPNAVALRCIARVPFHLHPKLELVSHSWRAAVRSTELFKARKEVNSSEEFLCVFAFEPENLSQLYDPMHDRWITLPILPSNISHLARFSVVSTSGKLFVLGGGSDAVDPLTGDQDGIFATDEVWSYDPVTRVWSRRASMIFPRAMFACCVLEGKIIVAGGFTNYRKSICNAEIYDPEKDVWVQLPDLHHAHNSACSGVVVSGKVHVLHKGLSTIQVLEIVKQGWTVHEYSWLQGPMTVVREKLYVMSNWFIYKQEKEVREMVVSASEFRRRIGFAMIGLGDDIYIVGGVNGPEHWNCNIKVLSDVDVLTLGNERLVWRKVAPMTRCRGTILACTQLRI*

NbL12g00680.1 F−box/kelch−repeat_protein_SKIP30−like [MW = 39.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MEETSMDDCEQNRESEVAPALIAVHPTHQSVAVAVGSKLRVFNLQEGCSVSLVDDSGVHMHKDSIRAIRYGAEGKLFVSAGDDKLVKIWLTNSWRCISSVSSEKRVSAVAVSNDGRFVSFADKFGVIYAVEIEAFHENQSLPNKKAVPILAHYCSIITSLEFSPDGRYIISADRDFKIRVSVFPEKPSDGAHEIQSFCLGHTEFVSCLAFICSKDSQQRYLLSGGGDSTVRLWDFTCGSLLDTCHIGPETGLSQSKGVDDSLLAVTDLCATRGGSLIAVAIQSSLAGVVLLSCNLSARSLHFARVVPIPGETFIPTSIEAAYSSNQLWMVMGASTLCASDSAPLARVKVVDGFCESNQDSVEHEMRVLEDKDIQGGEQLLQTLQGSSSIEKDALATAAEAVKTAMCNLLIKKQYPSENRDFRKRGRNDKKVNKS*

NbL12g00670.1 tRNA_(guanine−N(7)−)−methyltransferase_non−catalytic_subunit_WDR4 [MW = 47.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 90 179 268 357 447

Protein length

Gel Slice

3.4 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 90 179 268 357 447

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MASVAFRSSYSKRLFTLSPQIYYYSCCRGSGPTQFNANESPAFFNHHWWRSMATFTRTKPHVNVGTIGHVDHGKTTLTAAITKVLAEEGKAKAVAFDEIDKAPEEKKRGITIATAHVEYETAKRHYAHVDCPGHADYVKNMITGAAQMDGGILVVSAPDGPMPQTKEHILLARQVGVPSLVCFLNKVDAVDDPELLELVEMELRELLSFYKFPGDEIPIIRGSALSALQSTNEEIGKKAILKLMEAVDEYIPDPVRQLDKPFLMPIEDVFSIQGRGTVATGRVEQGTIKVGEDVEILGLMQGNLKSTVTGVEMFKKSLDYGQAGDNVGLLLRGLKRDDIMRGMVIAKPGSVKTYKKFEAEIYVLTKDEGGRHTAFFSNYMPQFYMRTADITGKVELPENVKMVMPGDNVTATFELMSPVPLDAGQRFALREGGRTVGAGVVSKVIS*

NbL12g00550.1 elongation_factor_Tu_mitochondrial−like [MW = 49.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MQPFGQVPAFEDGDLKLFESRAITQYIAHTYADKGNQLLANEPKKMAITSVWMEVESTKFDPIGSKLSFELVVKPMLGMVTDDVAVAENEEKLGKILDVYESRLKESKYLGGESFTLADLHHAPVVHYLMGTRVKNLFDARPHVKAWCADILARPAWSKALELHKQ*

NbL12g00450.1 glutathione_S−transferase [MW = 18.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
PKLIQIAICFAFFHYISFGNISFINNQKERDFSFNSRMATTEEKSIMVVGIEDNQHSFYALEWTLDHFFGTSPSLFKLVIVHAKPSPASVIGLTGLGSVEILPSIETDLKKIAARVVEKAKEICTAKSVNDVIVEVEEGDARNVLCEAVEKHHASILVVGSHGYGVLRRTVLGSVSDYCAHHAHCSVMIVKKPKHKS*

NbL12g00430.1 universal_stress_protein_A−like_protein [MW − SP = 19.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MEKIQHRNLSVNGINMHIAEIGEGPTAILFLHGFPELWYTWRHQLISLSSKGYRAIAPDLRGYGDTDAPPSPSSYTVFHIVGDLIALLDTLDLDQVFLVGHDWGAIIAWYLCLLRPDRIKALVNMSVVFHPRHPKRKPIESMRAVLGDDYYICRFQEYGQVEEEFARVDTARLIAKFLISRNPAPLRVSKEKGFGGSSHTPIKLPSWLSEEDINYYANKFSQKGFTGGLNYYRAMDLNWELTAPWTGQQIKVPVKFIVGDLDLTYNTPGVKEYIHKGGFQKMVPFLQEVVIMEGVGHFINEEKPEEINDHIYDFIQKF*

NbL12g00400.1 bifunctional_epoxide_hydrolase_2−like [MW = 36.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
NFELPLSPQVPSISTMYNQRRKSSLHLTLLAIIFLIFMSLPKSLQTQNIQLEIAHSHCQDTLYPQLCISTLSLIPNLHQKTISEIISSTVNATIDEVKGSTQNCTNILHKMSKLDPIEKRALDDCIELLGDTTIYELNTTLYDLSTKNHNSPYKHYNDLQTLLSAAMTNQDTCLSGFNDSKHNLRHYIEHNLHTIEQHMSNSLAMLKKLKPESAPGSSISSSSNSKEVFPEYGAMKNGYPKWLKKKDRTLLQAPINQIKFDLVVAKDGSGNFRTINEALSTAPNSSSTRFVIYIKAGIYSEYIDVERKKSMIMFVGDGIGKTQIKGNRNVVDGWTTFRSATVAVVGNGFIARGITFENFAGPSKHQAVALRSGSDLSAFYQCSFVAYQDTLYVHSLRQFYRECDVYGTVDFIFGNAAVVFQNCNLYARKPNPNQKNIFTAQGREDPNQNTGISILNCKVAAASDLVPVLSSFKNYLGRPWKQYSRTVFLLSYIGSLIDPAGWLEWDGNFALNTLYYGEYLNKGPGSNTSARVKWPGYRVINSSAEASQFTVGNFIQGSQWLPATGFPFFLGLTS*

NbL12g00390.1 pectinesterase−like [MW = 64.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01280 Ribosomal protein L19e

Protein sequence:
MVSLKLQKRLAASVLKCGRGKVWLDPNEGNEISMANSRQNIRKLVKDGFIIRKPTKIHSRSRARRMKEAKRKGRHSGYGKRKGTREARLPTKVLWMRRMRVLRRLLRKYRESKKIDRHMYHDMYMKVKGNVFKNKRVLMENIHKTKAEKAREKTLSDQFEARRAKNKASRERKFARREERLAQGPGERPVQPAAPAAVAPTQPAQGSKKSKK*

NbL12g00370.1 60S_ribosomal_protein_L19−3 [MW = 24.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MKELAVLILLSALSQSIEHIEAQFDGECKFNKPLNPRPHSASVLDFGAVGDGETINTVPFQNAIFYLKSFADKGGAQLYVPAGRWLTGSIKLTSHLTLFLEKEAVILGSQDYTHWDIVEALPSYGGGIEAQGGRYRSLIAGNNLIDVVITGNNGTIDGQGSIWWEQFSAHSLNYTRPHLVEFVSSKDVVVSNLTFLNAPAWNIHPVYCSNVVVQNITVHSPANSPYTYGIVPDSSEHVCIENSNISMGHDAVVLKSGWDEYGISYGKPTTNVHVRGVRLQSCAGAGLAFGSEMSGGISNVLAEHVYLHDSLFGIELKTARGRGGYIKDIIVTDVVMANLQVGIEATGHCDSHPDEKFDPSALPVVSGITFEDIVGTNISTAGNFSGLAESPFTSICLSNVTFSVSSNPTPWLCSDISGSSQNVSPDPCPELQNSFSGTTSTCFALLHPYSQVAFS*

NbL12g00350.1 probable_polygalacturonase [MW − SP = 46.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02672 CP12 domain

Protein sequence:
MASIAGVSITTPRILSKTSDSPKVQVLKFQPLNKPWKNSSLVQFGHGKLYLKAVSATPDNKLSDLVAESVKEAEEACAENPVSGECAAAWDVVEEASAAASHARDKKKESSDPLENYCKDNPETDECRTYDN*

NbL12g00220.1 calvin_cycle_protein_CP12−1_chloroplastic−like [MW = 14.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13620 Carboxypeptidase regulatory−like domain

Protein sequence:
MASTYYQYVFTVVLIFLYVASIATADSIQGCGGFVEASSELIKSRKSSDPKLDYSNIIVELRTLDGLVKERTHCAPNGYYFIPVYDKGSFLIKVNGPEGWSWDPEQVPIAIDHTGCNGNEDINFRFTGFTVSGRIVGNVGGHSCFLKDGGPSNVKVELLSPAGDVVSSALSTPRGIYSFMNIIPGKYRLRASRHDLNVQVRGSAEIELGFENRIVEDFFFVPGYDIRGSVVAQGNPILGVHIYLYSDDVTNVDCPKGSKYSSGDLGLKEALCHNVTDANGIFSLKSLPCGVYKLLPFYKGENTVFDVSPSSMSISVQHDHVIVPEKFQVTGFSVGGRVVDGDGNGIEGAEILVDGQKRSITDKEGYYKLDQVTSKQYTIEAKKVRYRFDRLVDFLVLPNMASISDIKAASYDVCGVVQTVSSEFKAKVALTHGPQNVKPQVKLTDESGHFCFEVPPGEYRLSAIPAKLENAPELLFSPSHIDVSVRSPLLDIKFYQAQVSIHGSVVCKERCDSSVSLTLLRLDGKSKDEKKTIGLANESNEFFFANVLPGKYRVEVKNNYPISSGEDKWCWEQSFINLEVGTEDIKGVDFVQKGFRVTIISSHDVDSLLTQPDGSRMNLNIKKGSQHVCVEYPGAHELSFPNSCISFGSSSVIIDTSSLSPIYLKGESYILKGHIHVESSSFSSIEGLPDNIPLDVLDSEGSVVGGLTSKRVPDGVDQSSAAVYEFSMWASAGGKFAFVPRDARDDGGKKILFYPRQQHVAVTQDGCQSSIPPFAGRLGMYIEGSVSPPLNDVVVKIIAAGDSQSAPLKRDELALETTTGTDGSFVAGPLYDDISYSIEASKPGYHVKKVGPQSFSCQKLGQILVRVYSREDANEPFPSVLLSLSGEDGYRNNTVTGVGGIFVFGDLFPGSFYLRPLLKEYAFSPPAEAIELGSGESREVVFHATRVAYSAMGVVLLLSGQPKEGVSVEARAESKGFYEETVTDSTGFYRLRGLLPDTTYVIKVAKKVAYGGSMIERASPQSMTIQVRAEDYKGLDFIVFEQPERTILSGHVEGHKIKEFNSHLQVEIKSVSDPLKIEYNFPLPLSNFFQVKDLPKGKHLVQLRSSLPKSTHRFESEIIEVDLEKHTQVHVGPLKYKIDFSHQKQELAPAPVYPLFVGVSVIVLFIGMPRLKDLYQTMIGMSASVSAATKKDVKRPIVRKKTY*

NbL12g00170.1 nodal_modulator_3 [MW − SP = 129.1 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF00664 ABC transporter transmembrane region

Protein sequence:
MAERNGLDGNTGLNGASSSSGSRASQTVADTNAGQQDSDKTKRSESTNTVPFYKLFSFADSTDKVLMIIGTIAAIGNGLSMPIMTILFGELTDSFGQNQNNKDVLRVVSRVSLKFVYLALGCGAAAFLQVAFWMISGERQAARIRSLYLKTILQQDIAFYDKETNTGEVVGRMSGDTVLIQDAMGEKVGKFVQLISTFIGGFVISFIKGWLLTLVMLSVIPLLVISGGVMSLVLSKMASRGQEAYARAATVVEQTIGSIRTVASFTGEKQAVANYNKSLNKAYQSGANEGLATGLGLGSLFSIIYCSYALAIWFGARLILEKGYTGGQVLNVIIAVLTASMSLGQASPCMTAFAAGQAAAFKMFETIKRKPEIDAYDTNGKILDDIRGDIDLKDVYFSYPARPDEQIFSGFSLFVPSGTTAALVGQSGSGKSTVISLIERFYDPQAGQVLIDGINLKDFQLKWIRGKIGLVSQEPVLFAASIKENIAYGKHDASTEEIKAAVELANAAKFIDKLPQGLDTMVGEHGTQLSGGQKQRIAIARAILKDPRILLLDEATSALDAESERVVQEALDRIMINRTTIIVAHRLSTIRNADMIAVIHRGKVVEKGTHHELLEDPQGAYSQLIRLQEVNKETEQSGLNERERLDKSMGSGRQSSKTMSLLRSVSRSSSGIGNSSRHSLSISYGLPTGLSVPETANADTETGIQEVSGKPLKVPIRRLAYLNKPELPVIIIGAVAAIINGTLLPIFGILFSSVVKTFYEPPHQLRKDSKFWALMFVVLGVVTLIAFPARTYLFSIAGCKLIRRIRSMCFEKVVRMEVGWFDESEHSSGMIGARLSADASKVRALVGDSLAQMVQDSATAIAGLAIAFEASWQLALIILAMIPLIGLNGYVQIKFMKGFSADAKMMYEEASQVANDAVGGIRTVASFCAEEKVMEIYRRKCEGPLKAGMKQGLISGIGFGVSFALLFLVYATSFYAGAHLVQDGKITFSDVFRVFFALTMAAIGISQSSSLAPDSSKAKDAAASIFAILDRKSKIDPSDDSGMTLDTVKGEIELQHISFKYPTRPDVQIFRDLCLTIRSGKTVALVGESGCGKSTVVSLLQRFYDPDSGQVTLDGIEIQKFQVKWLRQQMGLVSQEPVLFNDTIRANIAYGKEGNATEAEIIAAAELANAHKFISGLQQGYDTTVGERGTQLSGGQKQRVAIARAIVKNPKILLLDEATSALDAESERLVQDALDRVMVNRTTVVVAHRLSTIKGADVIAVVKNGVIVEKGKHETLINIKDGFYASLVALHTRAS*

NbL12g00140.1 ABC_transporter_B_family_member_21−like [MW = 139.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04548 AIG1 family PF11886 Translocase of chloroplast 159/132, membrane anchor domain

Protein sequence:
MDSKEEATSFPPLVSSPSPGSSPINSSSSSLDSQMQNNVANTDTEINNNNNSYNSNGVSDDGTLVSGGQREKLVTGSEKPLLVDPDEKAVEKSIGEEQSNDSAEISMLKSVKPVSEVSMVDGVEKVEVLGGEKCEGVTLSEDSGGVGGFVSEGNTEELNSVDESNSIEQVKESGGEIAVGTELKKGVDGSTQEEVKEILENEKDEALTSVASSNLKGAVEPDKTVVEESATHSDDAEKHNKAVIEPSESFLVEADREKFTLEGDAVVDAIDVNVNASAPGVAVIGDVEESAIPSDVAKKPNEQVVERSLLVGAEGEKFTPEGDAVVDAIDFNFNVSAPGVAVVGDVEESEVNVSAPGVAVVGDVEGSVVNVSAPGVAVVGDVEESEEVEQHVESPADVSESLLIEADGEKFTSVGDAVVDAIDVNVSGTGLAVVGDVDESKEVKEHVESTADENVTSVNCVGETRQLIEEVANMTVDEVDVQKSKPAVDDNVAAAESKPVDNIVGSGSDGKLDAGDVQTGDAVAAAEEIKEADPESGNKSPVVKDVKKEPEQAVSETIYANGDHSEGSIEGDVVEAELSGQSSAISRSISGSQQILEADGEAKEQIDEEAELEGAISDGETDGMIFGSSEAARQFIEELERESGGDSYTGAEALHDHSQEIDGQIVTDSDEEADTDEEGDGKELFDSAALAALLKAATGADSDGGNITITSQDGSRLFSVERPVGLGSSLRSLRPAPQPNRPNLFTSSSLQNSGESENNLSEEEKKKLEKLQQIRVKFLRLIHRLGLSSDESIAAQVLYRLALIARRQNSPLFSLEAAKMRARQLEAEGEDDLDFSVNIQVIGKSGVGKSATINSIFGEEKTPINAFGPATTSVKEISGVVEGVKIRVFDTPGLKSSVMEQGFNRSVLSSAKKFTKKNPPDIFLYVDRLDAQTRDLNDLPMLKTITSCLGPSIWRSAIVTLTHGASAPPDGPSGSPLSYEVFVTQRSHVVQQSIGQAVGDLRMMSPSLMNPVSLVENHPSCRKNREGQKILPNGQSWRPQLLLLCYSMKILSEASALSKPEDPFDHRKLFGFRTRSPPLPYMLSSMLQSRVHPKLPAEQGGDNGDSDIDLDDLSDSDQEEEDEYDQLPPFKPLRKAQLAKLSKEQRKAYFEEYDYRVKLLQKKQWREELRRMREMKNNKGKEAAIEYGYAEEDADTGAAAPVAVPLPDMVLPPSFDSDNPAYRYRFLEPTSQFLARPVLDTHGWDHDCGYDGVNVEQTLAIASRFPAAVTVQITKDKKDFSINLDSSISAKHGDNGSTMAGFDIQSIGKQLAYIIRGETKFKVLKKNKTAGGISVTFLGENVVTGLKVEDQITLGKQYVLVGSAGTVRSQSDTAYGANFELQRREADFPIGQVQSTLSMSVIKWRGDLALGFNSMAQFAVGRNSKVAVRAGINNKLSGQITVKTSSSDHLSLALSAIIPTAIGIYRKLWPDAGEKYSIY*

NbL11g24050.1 translocase_of_chloroplast_159_chloroplastic [MW = 158.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDGAEEMEIEEQQFSLPIPNTSSKRFGIKNSIQTNFGDDYVFQIVPKNDWTSMAVSLSSNAIKLYSAATGQYIGECNGHSSTINQIAFSGPSSPHVLHSCSSDGTLRAWDTRSFQQVFSVSGGPSQEIFSFSFGGANHNLLAAGCNAQLLFWDWRTKRQVACLEDSHTEDVTQVHFIPGYDDRLISASVDGLICLFDTGGDINDDDHLVSVLNVGTSVGKVGFLGEKNQKLWCLTHIETLSFWDWKDERIEASFEDARALASKSWITNDVDYFVDCHYSVEEDRFWVIGGTNGGSLAYCPVNYKGTRVIGPPEAILSGGHEGIIRSVLSGVPGETMDNHGIFGWTGGEDGRLCCWLSDGSDNSQSWISTLALKSEKTRTKSRHSPY*

NbL11g24030.1 WD_repeat−containing_protein_89_homolog [MW = 42.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
MSLHPQVKWAQRPDVVYLTVLLPDAKDSKVNLDPEGVFTFSATAGAGDRHYELKLELQDKVNVEESKISIGVRSIVCVLQKAEPKWWNKLLRGDAKTPHYVKVDWDKWVDEDDEADAGPGDMDMNSMDFSKFGDMGGMMGGMGGDMAGMMGGMGGMMGGMGGDMAGMMGGMGGDMGDDLDDSDDEEQEVSKPSAKADEKVDGEPKEEGSKVVDEAK*

NbL11g24020.1 uncharacterized_protein_OsI_027940 [MW = 23.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF00664 ABC transporter transmembrane region

Protein sequence:
MDIRNNLSTESWLASVSCSASTLQSSAVVKWLRFIFLSPCPQRTLLSSIDVLLLLTFIVFAVQKFYSKLRSNEHSNSGIDKPLIAHNRTSVKTNLWFKLSLILSAILALSSIVLCILVIVGNPQSSWKVIDGLYWLFQAVTHVVITILIVHEKRFRAVSHPLSLRVFWIANFVVMSLFFGCGVTRLASFKEIDPNLRMDDISSLVSFPISVVLFIVSIKGSTGVAVISDSESHLSDATNGYEPLLDKSSVSGFASASLISKAFWIWMNPLLQKGYKSPLKIDEVPSLSPLHRAEKMSQLFERNWPKPEENSKHPVRTTLLRCFWKEVVFTAILAVIRVCVMYVGPTLIQRFVDYTAGIRTSPYEGYYLIGTLLIAKFVEVLTSHQFNFNSQKLGMLIRSTLVTSLYKKGLRLSCSARQAHGVGQIVNYMAVDAQQLSDMMLQLHSIWLMPLQVSVALAILYTYLGASTVVTLAGLAAVMVFVVFGTKRNNRFQFNIMKNRDSRMKATNEMLNYMRVIKFQAWEEHFNKRIESFRESEYGWLSMFLYSIAGNIIVLWSTPLLVATLTFGSAILLGIPLGAGTVFTATSLFKMLQEPIRAFPQSMISLSQAMISLDRLDKYMMSKELVDKAVERLEGCGGTIAMQVKDGAFCWDDENSEEALKNINFEIRKGELAAVVGTVGAGKSSLLASVLGEMHKLSGRVTVCGSTAYVAQTSWIQNGTIQENILFGMPMNRDRYKEVMRVCCLEKDLEIMEFGDQTEIGERGINLSGGQKQRIQLARAVYQDCDIYLLDDVFSAVDAHTGSEIFKECVRGILRDKTILLVTHQVDFLHNVDLILVMRDGMIVQSGKYSEILEAGMDFKELVAAHETSLELVDVETTKESNSSVEESKSSRRLSKEENGEDKSQQSTPERGDSKLIKEEERETGKVSPRVYKLYITEAFGWWGVVLVVLFSFLWQSSLMASDYWLAYETSADRAMSFNPSLFIEIYGVIAVVSSLLIVIRMYFVTFMGLKTSQIFFGKILCSILHAPMSFFDTTPSGRILSRASNDQTNIDVFLPFFMNLTLAMFITLLGIIIITCQYSWPTVLLLIPLGWLNFWYRGYYLATSRELTRLDSITKAPVIHHFSESISGVMTIRCFRKQEMFCNENVSRVNSNLRMDFHNNGSNEWLGFRLELMGSLLLCVSAMFMIVLPSSIIKPENVGLSLSYGLSLNSVLFWSIFVSCFVENKMVSVERLKQFSEIPSEAEWRKTDFVPPPSWPSHGNVELENVQVRYRPNTPLVLKGFTLSIRGGEKIGVVGRTGGGKSTLIQVFFRLVEPAAGSIIIDDVDISRLGLHDLRSRFGIIPQEPVLFEGTVRSNIDPIGQYSDDEIWKSLERCQLKDVVSFKAGKLDSPVVDNGDNWSVGQRQLLCLGRVMLKRSRLLFMDEATASVDSQTDAVIQKIIREDFAACTIISIAHRIPTVMDCDRVLVVDAGIAKEFDKPSRLLERPSLFGALVQEYANRSSEL*

NbL11g24010.1 ABC_transporter_C_family_member_14−like [MW = 168.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05347 Complex 1 protein (LYR family)

Protein sequence:
MASGRAVEALRAYRSVLKATRKTFAGDGFMLQKSAAEVRNKFEENRHVTSEADIQRLLDDARDASEFISTMIVQAKSSPSGAFVVKPEKEHAGATLEIPSEEILKKSV*

NbL11g23970.1 mitochondrial_zinc_maintenance_protein_1_mitochondrial [MW = 11.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MSRPMEEDAPVKNEEEEFNTGPLSVLMMSVKNNTQVLINCRNNRKLLGRVRAFDRHCNMVLENVREMWTEVPKTGKGKKKAQPVNKDRFISKMFLRGDSVIIVLRNPK*

NbL11g23950.1 small_nuclear_ribonucleoprotein_Sm_D2−like [MW = 12.53 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01851 Proteasome/cyclosome repeat

PF13646 HEAT repeats
PF17781 RPN1/RPN2 N−terminal domain

PF18004 26S proteasome regulatory subunit RPN2 C−terminal domain

Protein sequence:
MATAATMVSSAGGLLAMLNESHPQLKLHALSNLNAFVDYFWPEISTSVPVIESLYEDEEFDQRQLAALVASKVFYHLGEHNDSLSYSLGAGPLFDVSEDTDYVHTVLAKALDEYASHKTKAAESNDEATKVDPRLEAIVERMLDKCIVDGKYQQAIGMAIECRRLDKVAEAIVSSDNVDATLAYCSNVSHNFVNRREYRSEVLRLLVDVYEKSPSPNYLSMCQWLMFLDKPETVASILEKLLRSENKDDALLAFQIAFDLVENEHQAFLLTVRDRLSSPNLQPSEPAQLLPADSDRAPTEDAEASEDVPLLEESRPSGGTLTTADPKEAIYAERLGKLKGILSGETSIQLTLQFLYSQNKSDLLILKTIKQSVEMRNSVCHSATIYANAIMHAGTTVDTFLRENLDWLSRATNWAKFSATAGLGVIHSGHLQQGRSLMAPYLPQGGGGGGGSPYSEGGALYALGLIHANHGEGIKQFLRDSLRSTNVEVIQHGACLGLGLAALGTADEDIYDDIKNVLYTDSAVAGEAAGIGMGLLMVGTASEKAGEMLAYAHETQHEKIIRGLALGIALTVYGREEEADTLIEQMTRDQDPILRYGGMYALALAYRGTANNKAIRQLLHFAVSDVSDDVRRTAVLALGFVMYSEPEQMPRIVSLLSESYNPHVRYGAAMAVGISCAGTGLSEAISLLEPLTSDVVDFVRQGALIAMAMVMVQISEASDSRVGAFRRQLEKIVLDKHEDTMSKMGAILASGILDAGGRNVTIKLLSKTKHDKITAVVGLAVFSQFWYWYPLIYFVSLAFSPTALIGLNYDLKVPKFEFVSHAKPSLFEYPKPITVATTTSAVKLPTAVLSTSARAKARASKKEAEKAIAEKAAGTESSSGAPSSGESMQVDTPAEKKNEPEPSFEMLTNPARVVPAQEKYIKFLEESRYVPVKSSPSGFVLLRDLRPDEPEVLSLTDAPSSTASSTGGGSTGQQAPASAMAVDEEPQPPPAFEYTS*

NbL11g23890.1 26S_proteasome_non−ATPase_regulatory_subunit_1_homolog_A−like [MW = 107.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00572 Ribosomal protein L13

Protein sequence:
MVSGSGISARRIVVDARHHMLGRLSSILAKELLNGQKVVVVRSEEICLSGGLVRQKMKYLRFLRKRMNTKPSHGPIHFRAPSKILWRTIRGMIPHKTKRGAAALARLKVYEGVPPPYDKIKRMVIPDALKVLRLQAGHKYCLLGKLSSEVGWNYYDTIKELENKRKERAQVAYERRKQLAKLRVKAEKAAEEKLGPQLAIIAPIKY*

NbL11g23870.1 60S_ribosomal_protein_L13a−4−like [MW = 23.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MEKIQHRNVSINGINMHVAEIGEGPAVVFVHGFPELWYSWRHQMLYLSNKGYRAIAPDLRGYGDTDSPPDATKYTVFHIVGDLVALLDVLGLDQVYLVGHDWGALIAWYFSLFRPDRIKALVNLSVVFRPRHPSRKPVDTLRELFGNDYYMCRFQKPGEVEEEFASVDTAIVIKGFLSSRDPRPPCIPKEIGFHQALAKSPATLPSWITEEDVHYYAEKLKKTGFTGGLNYYRNLDKNWELTAPFSGCKIQVPTKFVVGDLDATYHVPGTKEYIHNDGFKKEVPNLQEVVVMEGVGHFINQEKPDEINAHIYDFIQRF*

NbL11g23830.1 epoxide_hydrolase_A−like [MW = 36.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17135 Ribosomal protein 60S L18 and 50S L18e

Protein sequence:
MGIDLVAGGKSKKTKRTAPRSDDVYLKLLVKLYRFLVRRTGSQFNAVILKRLFMSKTNKAPLSLSRLITYMKGKEDKVAVIVGTVTDDVRAYEVPSLKVTALRFTETARARIEKAGGECFTFDQLALRAPLGQNTVLLRGPRNSREAVKHFGRAPGVPHSHTKPYVRAKGRKFERARGKRKSRGFKV*

NbL11g23820.1 60S_ribosomal_protein_L18−2 [MW = 20.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAEANQNTNPNPNPNPSGGEVPPNVTIYINNLNEKIKLEELKKSLHAVFSQFGKILEVLAFKTLKHKGQAWVVFEEVSSASNALRQMQGFPFYDKPMRIQYAKTKSDVVAKADGTFVPREKRKRHEDKGRKKKDQQDANQAGMALNLAYAGAYGAAPPFSQIPYMGGAKAAVPEAPAPPNSILFVQNLPHQSTPMMLQMLFFQYPGFKEVRMVDTKPGIAFVEYGDEMQSTVAMQALQGFKITPENPMLITYAKK*

NbL11g23770.1 U1_small_nuclear_ribonucleoprotein_A [MW = 28.35 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 107 213 319 425 530

Protein length

Gel Slice

4.1 5.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 107 213 319 425 530

Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
ICFSFIGSLYYFLELKEINFTGLLSTSYSLRLVTMARKILIDGELDKPGQEEQHYDFDLFVIGAGSGGVRAGRFSAQYGAKVAICELPFHPISSELSGGVGGTCVIRGCVPKKILVYGAAYGPELEDARNYGWEVNESVNFNWKKLLHKKTEEIVRLNGIYKRLLSKAGVKFFEGEGRVIGPNKVEVIQLDGTKISYSAKHILIATGSRAHRPGLPGQELAITSDEALSLEELPKRAVILGGGYIAVEFASIWRGMGATVDLCFRKELPLRGFDDEMRAVVARNLEGRGITMHPCTTLTKLEKTEDGIKVHTDHGEVIVADVVLFATGRRPNTKRLNLDAVGVELDKMQAVKVDEYSRTNVPSIWAIGDVTNRINLTPVALMEGTCFAKTVFGGKPTKPDYSHIPCAVFCIPPLSVVGLGEEQAIEQVNGEVSVYTSTFNPMKNTISGRQEKSVMKLLVEAETDKVLGASMCGPDAPEIMQGIAVALKCGATKEQFDSTVGIHPSAAEEFVTMRSETRRVSSNKPKTNL*

NbL11g23700.1 glutathione_reductase_chloroplastic−like [MW = 57.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00566 Rab−GTPase−TBC domain

Protein sequence:
MVNKRVPDWLNSSLWSSPSPQQPSLQSPSPSPAPLNDDEDDATSNRSSTRSATKSSAVKSLGSVSGGEFPEERTEAPAVIRAETRQGAARAKAEIRDPLNSSNLYHSDDENGSSASSTTTSASAAAAAAAISSAEDISRQAQLFQELSRKIINMGEVRRLASQGIPDGAGIRATVWKLLLGYLPTEKALWPTELAKKRSQYKHFKEELLMNPSEITRKLEKSVIIDDEGTEVEDKGVLPRSEISHGEHPLSLGQNSIWNQFFQDTEIIEQIDRDVKRTHPDLHFFSGDTPFAKSNQDALRNILIVFAKLNPGIRYVQGMNELLAPLFYVFRNDPNEENTASAEADTFFCFVELLSGFRDHFCQQLDNSVVGIRSTITKLSQLLKEHDEELWRHLEMTTKVNPQFYAFRWITLLLTQEFNFVDSLLIWDTLLSDPEGPQETLLRVCCAMLIIVRRRLLAGDFTSNLKLLQNYPSSNISHLLYVANKLRVKSAG*

NbL11g23550.1 TBC1_domain_family_member_13−like [MW = 54.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00572 Ribosomal protein L13

Protein sequence:
MAAVGQPFSGNIKKALAGIRRINLEGLRWRVFDAKGQVLGRLASQISTVVQGKDKPTYTPNREEGDMCIVLNAKDVCVTGRKLTDKFYRWHTGYIGHLKERSLKDQMAKDPTEVIRKAVLRMLPRNKLRDDRDRKLRIFAGDEHPFSDRPLEPYVMPPRQVRELRPRTRRAMIRAQKKAEQQQQGTNNTSKRKKNKEVEEEAVSA*

NbL11g23520.1 50S_ribosomal_protein_L13−like [MW = 23.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
FSHQFTYLFYSLISTPKIMAILSDYTEGDSQAQQLKPVENQQEKEDENQEKELDTSSSLAPKEEEKNKKLKPNKFNGLDMENYTWGQTLQDVTINVFVPPGTKSRFLAVDIKNNFIKVGLKNQPPIVEGELLEPVKADECFWSLEDQKQVTILMTKRNQSDWWKSLFKGSPEIDTQKAEPEPSRLSELDLETRSAVEKMMFDQKQKTLGKPTSDEIQNQDMVKKFMEENPEIAKHFTNSPANANGKGGKPNVRMMPSGGMP*

NbL11g23480.1 protein_BOBBER_1−like [MW = 29.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00670 S−adenosyl−L−homocysteine hydrolase, NAD binding domain PF05221 S−adenosyl−L−homocysteine hydrolase

Protein sequence:
FNTTHLRPLLLATFFFFPKIPFRRREKSLSNIISNHQISLILARPMALLVEKTTSGREYKVKDMSQADFGRLEIELAEVEMPGLMACRTEFGPSQPFKGAKITGSLHMTIQTAVLIETLTALGAKITGSLHMTIQTAVLIETLTALGAEVRWCSCNIFSTQDHAAAAIARDSAAVFAWKGETLQEYWWCTERALDWGPGGGPDLIVDDGGDATLLIHEGVKAEEEFAKNGTIPDPNSTDNAEFQLVLTIIKESLKTDPLKYTKMKERLVGVSEETTTGVKRLYQMQANGTLLFPAINVNDSVTKSKFDNLYGCRHSLPDGLMRATDVMIAGKVALVAGYGDVGKGCAAALKQAGARVIVTEIDPICALQATMEGLQVLTLEDVVSDVDIFVTTTGNKDIIMVDHMRKMKNNAIVCNIGHFDNEIDMLGLETYPGVKRITIKPQTDRWVFPDTNSGIIVLAEGRLMNLGCATGHPSFVMSCSFTNQVIAQLELWNEKSSGKYEKKVYVLPKHLDEKVAALHLGKLGAKLTKLSKDQADYISVPVEGPYKPAHYRY*

NbL11g23400.1 adenosylhomocysteinase [MW = 60.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05694 56kDa selenium binding protein (SBP56)

Protein sequence:
MATDVEVVQHGTPEINGCCKKGPGYASPLEAMAGPKESLIYVTCIYTGTGRGKPDYLATVDVDPNSPSYSKVIHRLSMPYEGDELHHSGWNSCSSCYRDPSAARRYLVLPSLISGRIYAIDTQKDPRAPSLYKVVEPDDVIQKTGLAFPHTAHCLASGEILVSCLGDKDGNAEGNGFLLLDSDFNVKGRWEKPGHSPLFGYDFWYQPRHNTMISSSWGAPSAFTKGFNLQHVTDGLYGRHLHVYTWPGGELKKTLDLGNTGLLPLEVRFLHNPSEAIGYVGCALTSNMVRFFKNPDGSWDHEIAIAVKPVKVQNRILPEMPGLITDFLISLDDRFLYLANWLHGDIRQYNIEDPTNPKLAGQVFVGGVFQKGNSVLAEAEDGSTYQVDVPAVQGHRLRGGPQMIQLSLDGKRLYATNSLFSTWDRQFYPELLEKGGHILQIDVDTEKGGLVINPRFFVDFGAEPNGPSLAHEMRYPGGDCTSDIWI*

NbL11g23380.1 selenium−binding_protein_1−like [MW = 53.68 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MAFHYHYLLLHLLLLFTSLTFTLSDDASVMSKLLSSLSPPPSGWSTSQPFCSWKYVNCDKSSTTVTSINLDSQSVSGSLPPELNQLSNLKTLSVQNNKLSGPLPSFSNMSNLAEIFLDNNQFTSIPQDFLLGVPNLVTLSISENGKLSSWQIPMYLTESTNLGSFYASNSSIIGVIPDFFDSFPNLLNLRLSYNNLTGSLPASFRGSEIRNLWLNNQLEGLSGTINVIENMTQLSQVWLHANSFTGSIPDLSNCESIFDLQLRDNQFTGVVPESVMTLPKLLNITLQNNKLQGPMPQFKDGVKVNLGTTNSFCKDSPGPCDPQVTALLDVAGGFGYPVTLAESWKGNDACKDWSFISCDTTRKNVTVANLGKRGFSGTISPAFVKLTSLRNLFLNDNNLTGTIPESLTTLPNLQVLDVSNNNLSGPIPLFPASVKFTHTGNLLLGKNISTGGGGSGSGGSGSNSGSPGENSSGGSKRPSVSAGMIAGVVIAAVVFVLVVLFVSYKCYLKRRQKRFGRVETPEKSNEMVKSSVPSVVGGSNGYTGDPSELQSQSSGDHSEIPVFEGGNVAISIQVLRQVTNNFSEENILGRGGFGVVYKGELHDGTKIAVKRMESGAMGTKGMNEFQAEIAVLTKVRHRHLVALLGSCVNGNERLLVYEYMPQGTLSQHLFEWKELGYKPLTWKERVTIALDVARGVEYLHSLAQQSFIHRDLKPSNILLGDDMRAKVADFGLVRNAPDGKYSVETRLAGTFGYLAPEYAATGRVTTKVDVYAFGVVLMEIITGRKALDETMPDERSHLVTWFRRVLINKDNLRKAIDPILDPDDETYESISKVAELAGHCTAREPFQRPDMGHAVNVLGPLVEQWKPTRNEDDDGYGIDLDMSLPQALQRWQADEGTSRMFDDFSISDTQSSIPSKPSGFADTFNSTDCR*

NbL11g23360.1 receptor−like_kinase_TMK4 [MW − SP = 98.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16845 Aspartic acid proteinase inhibitor

Protein sequence:
TIISHNVSQYHSPLLPENKNLLYITHHLLLRNLTFPMAKTAKILSLILFFFIISLFCSTPASSLGGKKLGGRTQIQDVKTNKEIQDLGKFCVEEYNRNLQKQKQKVNNNNGLLSFSEVVEAEKQVVSGIKYYLKISATTSLGSPKMFNAVLVVKAWEKKKELLNFSPSPATK*

NbL11g23220.1 cysteine_proteinase_inhibitor_B−like [MW = 19.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00467 KOW motif PF17136 Ribosomal proteins 50S L24/mitochondrial 39S L24

Protein sequence:
MGWKSYQKLIHQWRILRGDNVMITRGKDKGETGTIKRVIRSQNRVIVEGKNLVKKHIKQGQGHEGGIFSVEAPLHVSNVQVVDPVTGKPTKVGIRFLEDGSKVRVSRGIGASGSIIPRPEILKIRTTPRPTVAGPKDTPMEVVMERTYDPKTGKGMPDL*

NbL11g23210.1 50S_ribosomal_protein_L24−like [MW = 17.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00686 Starch binding domain PF01326 Pyruvate phosphate dikinase, AMP/ATP−binding domain

Protein sequence:
MDSLHFSHCYSTLNAKKKQPHNHSSKQFTVLPQLSHSSVKNSILLPRKKLGFLMDCKGRGYGIVRAVSSVETRENQQKGKNNKNSEKVQLRVRLKHQVEFGEHVAVLGSAKELGSWKKNIMMDWTENGWISELELPAGETLEYKFVIVGKDKNMLWENGSNRILNLPEGGSFELVCQWNVTDEPVNLLQLDPFVVEEEVEEATDNGATITGEAAVLDAVTSPFVEQWQGRAASFVRSKHELDSQTNRKWDTSGLTGISLKLVEGDKNARNWWRKLEVVRELVVENMDSSQRLEALTYAAVYLKWINTGQIPCLEDGGHHRPNRHAEISRLIFRELEKLLSRRDTTLQEILVIRKMQPCLPSFKAEFTQSVPLTRIRDIAHRNDIPHDLKQEIKHTIQNKLHRNAGPEDLVSTEAMLERITKKPGQYSEAFVEQFKIFHNELKDFFNAGSLDEQLESIRESLDESRSSMLSSFLESKKGLAMLDEKRNVSETERTEFLVRIINSLNALREVIVKGLESGLRNDAPDAAIAMRQKWRLCEIGLEDYAFVLLSRFVNAVEALGGADSLAENVAQNNVSSWNDPIVALNVGIQQLGLSGWKPEECKAVGNELLSWKERGLSETEGSEDGKIIWALRLKATLDRGRRLTEEYSETLLQIFPEKVQILGKSLAIPENSVRTFTEAEIRAGVVFQVSKLATLLLKATRRTIGSSGWDVLVPGDAFGQLIQVNRIIPGTLPSSATGPVILVVNKADGDEEVTAAGSNISGVVLLQELPHLSHLGVRARQEKVVFVTCDDDDKVSDIRELLGKYVRLEASSTGVKLTSSSSEKGTSVAQNKHLSVTASPSSAASSDSSASSIAVKSSHSKEVVPTGGIIPLADAEIQSSGAKAASCAQLALLASSSAKVYSDQGVPASFKVPAGAVIPFGSMEMALETNKLTETFTLLVEQIETAQIDGGELDKHCDDLQKLISSLLPGQDAIESLAKLFPGNARLIVRSSANVEDLAGMSAAGLYDSIPNVSPSDPIRFGHAVAHVWASLYTRRAVLSRRAAGVLQKDATMAVLVQEMLSPDLSFVLHTLSPTDNNHNFVEAEIAPGLGETLASGTRGTPWRLSSGKFDDTVHTLAFANFSEEMVVGRNTPADGEVIHLTVDYSKKPLTIDPIFRRQLGQRLGAVGFYLERKFGSPQDVEGCLVGNEIFIVQSRPQPQ*

NbL11g23010.1 phosphoglucan_water_dikinase_chloroplastic [MW = 132.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MEKTTPLQVPRIKLGSQGLEVSRIGLGCMSMSGNYGPPKPEPEMIKVLHHAIDTGVTFLDTSDIYGPLTNEILISKAIKGMREKVQIATKFGIRFEDGKRGICGEPAYVRACCEASLKRLDIDCIDLYYVHRIDTQLPIEVTMGELKKLVEEGKIKYIGLSEACASTIRRAHAVHPITAVQMEWSLWTRDLEEEVVPTCRELGIGVVPYSPLGRGFFSAGTKLIENLSEDDFRKNFPRFRPENFELNKQVFEKLNVMAARKGCTPSQLALAWVLHQGDDVCPIPGTTKIENFNENVRALSVKLTTEDMKELESYASVVKGDRHLYMSSTWINSETPPLSSWKTE*

NbL11g22950.1 probable_aldo−keto_reductase_2 [MW = 38.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00656 Caspase domain

Protein sequence:
MAKKAVLIGINYPGTKAELKGCINDVKRMYSCLINRFGFSEEDITLLIDTDDSYTQPTGRNIRKALSDLVGSAEEGDSLFVHYSGHGTRLPAETGEEDDTGYDECIVPCDMNLITDDDFRELVDKVPEGCRITIVSDSCHSGGLIDKAKEQIGESHKQDDENEGHGSGFGFKKFLHRSVEDAFESRGIHIPRHHDRRAEEEESFAESSVIETEDGDQVHVKNKSLPLSTLIEILKQKTGKDDIDVGKLRPTLFDVFGEDASPKVKKFMKVIFNKLQHGNGEGESGSFLGMVGNLAQEFLKQKLDENDESYAKPAMETHVEGKQEVYAGSGSRGLPDSGILVSGCQTDQTSADATPAGGDSYGALSNAIQEILAESDGPITNEEVVNKARKKLQKQGYTQRPGLYCSDHHVDAPFVC*

NbL11g22910.1 metacaspase−4−like [MW = 45.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02678 Pirin PF05726 Pirin C−terminal cupin domain

Protein sequence:
MRAIFKQLLVNYFPFVRTKTLSRKSIYIRNIMSESNQYDSCFDRPRLVIKKVLAKPQSEGNGAVVRRSIGRPELRNLDPFLMLDEFSVSAPAGFPDHPHRGFETVTYMLEGAFTHQDFAGHKGTINTGDVQWMTAGRGIIHSEMPAGEGSQKGLQLWINLSSKDKMIEPRYQELLNEDIPRAENEGVEVKIIAGEAMGVQSPVYTRTPTMYLDFTLQPTSYYHQATPESWNAFVYIVEGEGVFGIPNSGPVSALHCLVLGPGEGLSVWNKSSKPLRFVLLGGQPINEPVVQHGPFVMNSQAEIDQTFEDYQYCKNGFENARYWRSGH*

NbL11g22890.1 pirin−like_protein [MW = 36.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02225 PA domain PF04258 Signal peptide peptidase

Protein sequence:
MAFSSLHFDYGQVSLFILFLSSSIISAHAAPTTNVHSSCSNDINTILVKLWVNGAEKDSIVGLSVAFGSVLPTDTKHAPRLPAVYTQPPNSCSASSTKLSGSIALARRGECDFLAKATVAQAGGASGVVLINTEGGALEIACPDNSTISNVTVPVVSISNDGGDIIDKYITAGKKVELLLYSPDRPIVDYSVSFIWLMAVGTIICAALWKRFTQSKDDVVVAKEDDDEILHITAWTAIGFVISASTFLVLLYFFMSTWFVWLLILLFCIGGIEGLHNCIVSLILSKYRSCGKKTLNLPLLGEVTILSLAVLLLCVAFAIFWAVNRKESYSWIGQDILGIALMITVLQLAQLPNIKVATVLLCCAFVYDIFWVFLSPTIFHDSVMISVAKGKKAGGESIPMLLRVPKLTDPYKGFDMLGFGDILFPGLLICFTYRFDEAREKGVLNGYFLWLMIGYGTGLCFTYLGLYLMKGHGQPALLYLVPCTLGTCVVLALVRRELKDLWNYRNESRQMAEERLGSA*

NbL11g22880.1 signal_peptide_peptidase−like_5 [MW − SP = 53.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03810 Importin−beta N−terminal domain PF08506 Cse1

Protein sequence:
MDLQNLAVVLRGALSPNPDERKSAEDSLNQFQYTPQHLVRLLQIIVDGSCDMAVRQVASIHFKNFVAKNWSPHDPAEQSKILPSDKELVRQNVLIFTAQVPSLLRVQLGECLKTMIHADYPEQWPTLLPWVKHNLQDQQVYGALFVLRILSRKYEFKSDEERTPVYLIVEETFPQLLNIFNRLAQIANPSIEVADLIKLICKIFWSSIYLEIPKQLFDPNMFNAWMVLFLNMLERPVPLEGQPADPELRKSWGWWKVKKWTVHILNRLYTRFGDLKLQNPDNKAFAQMFQKGYAGKILECHLNLLNVIRAGGYLPDRVINLILQYLSNSISKSNMYSLLQPRLDIVLFEIIFPLMCFSDNDQKLWEEDPHEYVRKGYDIIEDLYSPRTAAMDFVSELVRKRGKENLQKFILFIVEIFKRYDEAAPEYKPYRQKDGALLAIGALCDKLKQTEPYKSELERMLVQHVFPEFSSPVGHLRAKAAWVAGQYAHVNFSDPNNFRKALHSVVAGMRDPDLPVRVDSVFALRSFVEACKDLDEIRPIIPQLLDEFFKLMNEVENEDLVFTLETIVDKFGEEMAPYALGLCQNLAAAFWKCINMSEADEEGDDPGALAAVGCLRAISTILESVSRLPHLFIHIELTLLPIMRRMLTTDGQEVFEEVLEIVSYMTFFSPTISMEMWSLWPLMMKALEDWAIDFFPNILVPLDNYISRSTAHFLTCKDPDYQQSLWNMISTVMGDKNLEDGDIEPAPKLIQVVFQHCKGQVDHWVEPYIRITIERLRRAEKPYLKCLLMQVIADALYYNASLTLNILQKLGIATEVFNLWFQMLGQTKKSGARVNFKREHDKKVCCLGLTSLLPLPVDQLPGEALERVFKAALELLVAYKDQVAEAAKEDEAEDDDDMHGLQTDEDDDEDDGSDREMGVDAEEGDEADSARLQKLAAQAKAFRSHDSDEDDDSDDDFSDDDEELQSPLDEVDPFIFFVETIKAMQATDPLRFQSLTQTLDFHYQALANGVAQHAEQRKVEIEKEKMEKASATAAS*

NbL11g22840.1 importin_beta−like_SAD2 [MW = 118.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I

Protein sequence:
SPHLPLLCLIPNPVCFPRHLRPINLHRLFSYSTQIRQISTVHFRFLTFIVPFLEKDTPSTLHCFVPKEKIIHTKLKLNQYPFLKNQFSILSRLSFHFTILYLSLNLEEKFSFTLVLQLSKISSFLYLQKKIMGISKMKSLGLLLLIAISIIGCVNGDENESFKKRPTIVKMVKGTKMCVKDWECNKLSKFCCNLTITDYLDVDQFELLFAKRNTPVAHAVGFWDYSSFINAAALYQPLGFGTTGGKRMQMKEIAAFLGHVGSKTSCGYGVATGGPLAWGLCYNKEMSPSQDYCDDYFKLTYPCTPGAQYYGRGALPIYWNYNYGAIGEALKLNLLDHPEYIEQNATMAFQAAIWRWMNPMKKGQPSAHDAFVGNWKPTKNDTLSKRFPGFGTTMNILYGDSVCGQGDVDGMNNIISHFQYYLDLMGVGREEAGPHEVLTCGEQKAFNPSTAPAAAS*

NbL11g22640.1 chitinase−like_protein_1 [MW = 51.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03190 Protein of unknown function, DUF255

Protein sequence:
RNKDMERVAGYSFGNWAFGRRFVLERPRGNLAPKHSPSIFQMAWRFTFAPPLQPCLLNIKFNPPNSFSIFGKSLKSSILERLLISSSSRFCFSKKPIKFHSLSVLAMAEQSSSTSSSHKHNNRLTSEHSPYLLQHAHNPVDWYPWGEEAFAEARNRDVPIFLSIGYSTCHWCHVMEVESFEDEEVAKLLNDCFVSIKVDREERPDVDKVYMTYVQALYGGGGWPLSVFLSPDLKPLMGGTYFPPEDNYGRPGFKTILRKVKEAWNSKRDMLVQSGSFAIEQLSEAMAAVATSNKLSDEVPETALRNCADHLGESYDSKYGGFGSAPKFPRPVEMQLMLYRSKRSGETGKSGEAKNALDMVLFTLEWMARGGIHDHVGGGFHRYSVDECWHVPHFEKMLYDQGQLCNVYLDAFCITKDVFYSSLSRDILDYLRRDMIGPNGEIFSAEDADSYESEGASRKKEGAFYVWTDTEVDNIVGEHATLVKDHYYVKPSGNCDLSRRSDPHNEFKGKNVLIERSSTSVMASKHALPVEQYLDILGIARQRLFDVRSERPRPHLDDKVIVSWNGLVVSSLAKASKILKGEPEGTRFYFPVTGANPKEYMDVAEKAAYFIRNNLYNQQKRRLQHSFRNGPSKAPGFLDDYAFLISGLLDLYEFGGSVFWLGWALELQETQDELFLDKAGGGYFSTTGEDPSVLLRVKEDHDGAEPSGNSVSVINLVRLASMVAGDKSKHYRETAEHVLAVFEKRLKDAAVAVPLMCCAADMLAFPTRKQVVLVGVKSSKEFEDMVAAAHAVYDLNKTVVHIDPTDAEEMRFWEETNGNIALMAKNNAAADKLIALVCQNFTCRPAVSDPKSLESLLSQ*

NbL11g22510.1 spermatogenesis−associated_protein_20−like [MW = 96.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00472 RF−1 domain PF03462 PCRF domain

Protein sequence:
MNTIANTGFAAGISATSSIQWPIRRRCFGFSAGHSAFVRPPSNHTPSRRFVCMAEPYLITKLDSAEKTWKELSVKLADPDVVSNPSEYQKLAQSMAELDEVVLTYRKFKDCEKQLEEAKALAKDAGADEDMAEMVASEIQSLTEQIKDLEEKFKLMLLPSDPLDSRNIMLEVRAGAGGDEAGIWAGDLVRMYEKYSERNSWKFAPISCSEAEKGGFKTYVMEIKGKRVYSKLKYESGVHRVQRVPQTETQGRVHTSTATVAIMPEADEVDVEIDPKDIELTTARSGGAGGQNVNKVETAVDLYHKPTGIRIFCTEERSQLKNKNRAFQLLRAKLYEIKLREQQESIRNQRKLQVGTGARSEKIRTYNYKDNRVTDHRLKMNFELTSFLEGDIETAVQSCSTMEQQELLQELAESASAPA*

NbL11g22500.1 peptide_chain_release_factor_APG3_chloroplastic [MW = 47.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18511 F−box PF18791 Transport inhibitor response 1 protein domain

Protein sequence:
MAYSFPEEVLEHVFSFLSSDKDRNSVSLVCKSWYEIERWCRRRIFVGNCYAVSPSLMIRRFPEVRSVELKGKPHFADFNLVPEGWGAYVHPWIVAMSRSYPWLEEIRLKRMVITDESLELISKSFKNFKVLVLSSCDGFTTDGLASIAANCRNIRELDLGESEVEDLSGHWLSHFPDSCTSLVSLNIACLASEISILALERLVARSPNLRTLRINRAVPLEKLPNLLRRASQLIEFGTGAYSTDVRSDVFSNLTEAFSGCKQLKGLSGFWDVVPAYLPAIYPVCSRLTSLNLSYATSQNPDLGKLISQCHNLQRLWVLDYIEDIGLEELAANCKDLQELRVFPSDPFAPEPNATLTEQGLVAVSDGCPKLQSVLYFCRQMTNAALVTIAKNRPNMIRFRLCIIEPRSPDYLTLGPLDAGFGAIVENCKELRRLSLSGLLTDRVFEYIGTHAQKLEMLSIAFAGDSDLGLHHVLSGCESLRKLEIRDCPFGDKALLANAAKLETMRSLWMSSCSVSFGACKLLAQKIPRLNVEVIDERGPPDTRPESCPVEKLYIYRTVAGPRFDTPGYVWTMDEDTAVRLS*

NbL11g22410.1 protein_TRANSPORT_INHIBITOR_RESPONSE_1−like [MW = 65.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13365 Trypsin−like peptidase domain PF17815 PDZ domain

Protein sequence:
MAAAVATCWFSAGTSLNSLTSYRFSTPIRPFSSSSSSLFIPKAVHQNQYQNKVLKNSTSEKAVDKQNFPWRSKDERLLANKDGRSSKNEAGRSQSTAFKSSGQQRKGAGKGAVFESKEQQVESGIIEDATFLNAVVKVYCTHTAPDYSLPWQKQRQFASTGSAFMIGDGKLLTNAHCVEHHTQVKVKRRGDDTKYVAKVLARGVECDIALLSVESKDFWEGAEPLRFGHLPHLQDAVTVVGYPLGGDTISVTKGVVSRIEVTSYAHGSSELLGIQIDAAINPGNSGGPAFNDDGECIGVAFQVYRSDETENIGYVIPTTVVSHFLEDYERNGKYSGFPCLGVLLQKLESPALRACLKVPSNEGILVRKVEPTSDVSNVLKEGDVIVSFDGVRIGCEGTVPFRSSARIAFRYLISQKFTGDVAELGIIRAGEFMKVQAVLKPRVHLVPYHIECGQPSYLIVAGLVFTPLSEPLIGEECEDSIGLKLLTKARYSLAKFEGEQIVVLSQVLANEVNIGYEDISNEQILKLNGTRIKNIHHLAHLVDSCKDKYLVLEFEDNFLVVLEREAAVSASASILKDYGIPAERSSDLLEPYIDCIRPDDTTDQHEFGDSPVSNSEFGYEGLLWS*

NbL11g22370.1 protease_Do−like_2_chloroplastic [MW = 68.51 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF13854 Kelch motif
PF16891 Serine−threonine protein phosphatase N−terminal domain

Protein sequence:
MGSKPWLHPAPTYRILETFWDTDDDAPGPRCGHTLTAVAATKTHGPRLILFGGATAIEGGSGGAPGIRLAGVTNCVHSYDVLTRKWTRVRPAGEPPSPRAAHAAAAVGTMVVFQGGIGPAGHSTDDLYVLDMTNDKFKWHRVVVQGQGPGPRYGHVMDLVAQRYLVTVSGNDGKRVLSDAWALDTAQKPYVWQRLNPEGDKPSARMYATASARTDGMFLLCGGRDASGTPLTDAYGLLMHRNGQWEWTLAPGVAPSPRYQHAAVFVGARLHVTGGVLRGGRAVEGEAAVAVLDTAAGVWLDRNGLVTASRGSKAHTEQDPSLELMRRCRHAAASVGVRIYIYGGLRGDTLLDECLIAENSPLHSDINSPVLTSERVPTIGSPTSNNSNLLTPDGKPETHPSGGLSMDKDSMEKLTKDFAAEAEAANAVWQLAQAASTTPEETSVSDESSQVPDTGSEDSDSESAVRLHTRAVVVAKETVGNLGGMVRQLSLDQFENESRRMLPSYNDISNPTKKFTRQKSPQGLHKKIISTLLRPRNWKAPVNRKFFLDSYEVGELCYAAEQIFMHEPTVLQLKAPVKVFGDLHGQFGDLMRLFDEYGFPSTAGDITYIDYLFLGDYVDRGQHSLETITLLLALKIEYPENVHLIRGNHEAADINALFGFRIECIERMGESDGIWAWTRFNQLFNYLPLAALVEKKIICMHGGIGRSINSVEQIEKIERPITMDAGSIVLMDLLWSDPTENDSVEGLRPNARGPGLVTFGPDRVTDFCKKNKLELIIRAHECVMDGFERFAQGQLITLFSATNYCGTANNAGAILVVGRGLVIVPKLIHPLPPPLQSPETSPERVMEDTWMQELNIQRPPTPTRGRPQPDHDRSSLAYI*

NbL11g22260.1 serine/threonine−protein_phosphatase_BSL1 [MW = 96.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF15985 KH domain

Protein sequence:
MRGVQLPLSNTQKLRYERALAQLESLSSKVNTNATVIVADTIPVDEDGALKGHGTLDMGNSVVATVCGVVERVNKLVYVRSLRARYKPEIGDIIVGRVIEVAPKRWRLEINFSQDAVLMLSSMNLPDGIQRRRTAIDELNMRTIFVENDVICAEVRGFQHDGSLHLQARSQKYGKLERGRLLTIPPYLVKRRKQHFHHLDQYGVDLILGSNGFIWIGEHVEVKDAMVEDQVNKSDPQNTRSGSLLGSSEEPTSTPPETRQYICRIANAITVFAALDFMVTLESVIEMVNLSLSLNLGVDEMLKAEFHVQVAEKEAERRSTLTKRR*

NbL11g22100.1 exosome_complex_component_RRP4_homolog [MW = 36.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01738 Dienelactone hydrolase family

Protein sequence:
MAGAQCCENPPTLSLSSGVGSVLEIGGLKVYVSGPSSSKLAVLLVSDVYGYETPNLRKLADKVAAAGYYAVVPDFLYGDPYDPENTEKPLSIWIQSHGTDKGFEDAKKVVAALKDKGISAIGAAGFCWGAKVVTDLAKSDYIQAAVQLHPSLVKVDDIKEVKAPIAILAAEIDRISPPELIKQFEEILSSKPEVDSFVKIFPSVKHGWTVRYNDEDKEAVQSAEEAHRHMLDWFTKYVK*

NbL11g22020.1 NA [MW = 25.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01738 Dienelactone hydrolase family

Protein sequence:
MSGPQCCENPPTLSSSSGVGSVLEFGGLKTYVSGSFNSKHAILLVSDIFGYEAPNLRKLADKVAAVGYYVVVPDFLYGDPYNPEIMEKPLSIWLQSHGVDKGFEDAKQVVAALKDKGISAIGAAGFCWGAKVVVQLAKSDDIQAAVLLHPSFVTVDDIKEVKAPIAILGAEIDKMSPPELVKQFEEILSSKPEVDNFEKIYPGVAHGWTVRYDVEDKKAVESAEEAHQDMLEWFTKHVK*

NbL11g22010.1 NA [MW = 26.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00128 Alpha amylase, catalytic domain PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
MATSTVQLAVQSRLVSYGIGESTKLVLAPPANHGKRVLCRLRRLELEEMNFSGRSRKTDPEVSKRTHRLKALPTSGISLIQTAKRVPTYLFRTDIGGQVKVLVEKTNGKYKVLVEALPSELSDAHAELVMVWGLFRSDASCFMPLDLNRRGADGKSSTIETPFVQGPSDKVTVELDFEASLAPFYISFYMKSQLVSDMKSSEIRSHRHTSFVVPVGLTSGHPAPLGLSYQPDGTMNFALFSRSANSVVLCLYDDILAEKPSLEIDLDPYVNRSGDIWHAALDSSLPFKTYGYRCKVATSGKEELVLLDPYSKVIRSVIPRLGGSKLRPKYLGELCKEPVYDWSGDVPPSLPLEKLIIYRLNVTEFTKDGSSKLPDDLAGTFSGITEKLSHFKHLGVNAILLEPIFPFEEQKGPYFPSHFFSPGNMHGRSSDPLSVIKSMKDMVKKLHANGIEIFLEVVFTHTAEDAPLMHIDNSCYYSIKGGDLNIQFALNCNYPIVQQMILDCLRYWVIEFHIDGFVFVNASSLLKGFHGEILSRPPLVEAIAFDPILSKVKIIADYWDALANDSKEILFPHWRKWAEINTRFCDDARDFLRGKGLLSSLATRLCGSGDIFSGGRGPAFSFNYIARNFGLTLVDLVSFSSSEVASELSWNCGEEGPTTNNIVLETRLKQVRNFLFILFISLGVPVLNMGDECGLSSGGSPVHGVRKSFDWSTLKTGFGIQTTQFISFLTSLRMRRSDLLQKRTFLKEENIQWHGSDQSPPKWDDPFSRFLAMSLKADAEGSQTPVCDNGGDLFVAFNSAGESESVILPPPPTDMVWHRLVDTALPFPGFFSDKGTPVKDGLVAYEMKPHSCLLFEAQKLAEI*

NbL11g21960.1 isoamylase_2_chloroplastic [MW = 95.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00270 DEAD/DEAH box helicase

PF00271 Helicase conserved C−terminal domain
PF01715 IPP transferase

Protein sequence:
MGVTGAGKSRLSIDLATQFRGEIVNSDKIQVYKGLDIATNKITQEERCGIPHHLLGVIDPYKEFTTKNFCNMASLAVNSITGRGKLPIIVGGSNSFIEALVHDNSHNFRTRYDCCFLWVDVSMNVLHSFLYERVDAMMELGMIDEVRNMFNPKNTDYTKGIRKAIGVPEFDSYFRAELSNSLDVETRERLLKEAINEVKINNCILASKQLEKIKRLINVKGWKIQRLDATEVFRRKQRNEEEEAEEIWKNMVMGQSIKIVETIRVLLLFMDRKSDKVLMAVAAEIGYEKPTPIQCQALPIVLSGRDIIGIAKTGSGKTAAFVLPMIVHIMDQPELQKEEGPIGVICAPTRELAHQIFVEAKKLSKSHGIRVSAVYGGMSKLDQYKELKAGCEIVVATPGRLTDMLRKKAFTMLRATYLVLDEADRMFDLGFEAQIRSIVGQIRPDRQTLLFSATMPRKVEKLARETLTDPVRVTVGEIGMANEDITQLVQVIPSNAENLPWLLEKLPVLIDNGDVLVFASKKATVDEIESQLAQKGFRVAALHSDKDQVSRMETLQKFKSGISHVLIATDVAARGLDIKSIKSVVNYDIAKDMDMHVHRIGRTGRAGDKDGTACTLITQKEACFAGELVNSLVAAGQTVSIELMDLAMKIPVLQYSWCMYWIPSLKGNQDHYMLHYCWVCWWTDVHCAVVKCHRTVEYLPLLLCLHEDKYFYLVEI*

NbL11g21890.1 DEAD−box_ATP−dependent_RNA_helicase_24 [MW = 80.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MATLVSSSSLLHSSSSSTSLISPVSRFSLKFSSSSSSPLSSPLSISPSFLAYPTTNSRRFSTSQYFTVQASAAEKKKVLIVNTNSGGHAVIGFYFAKELLGSGHDVTILTVGEESSDKMKKTPFNRFSEITSAGGRTVWGDPADVGKILEGEVFDAVLDNNGKDLDAVRPVADWAKSSGAKQFLFISSAGIYKSTDEPPHVEGDAVKADAGHVGVEKYISEIFDSWSSFRPQYMIGSGNNKDCEEWFFDRIVRGRPVPIPGSGMQLTNIAHVRDLSSMLTAAVKNPAAASGHIFNCVSDRAVTLDGMAKLCAKAAGLSVEIVHYDPKAVGVDAKKAFPFRNMHFYSEPRAAKEILGWSATTNLPEDLKERFDEYVKIGRDKKEIKFELDDKILEALKVPVAA*

NbL11g21760.1 chloroplast_stem−loop_binding_protein_of_41_kDa_a_chloroplastic−like [MW = 43.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01765 Ribosome recycling factor

Protein sequence:
KEKEKKKRKGTNSYPSYPKVHAEVSLTETPKDNQQSAKKKQECFSLSSRMTSAFSHATPIRSLYQKPNPPKPLICFQDDFRTSGNVVSLMASTNYVSLRVGARRLQPVKLSWVKRSGTVRCATIEQIEAEKAAIEKDVKERMEKTIENVRSNFNSIRTGRASPAMLDKIEVDYYGTPVSLKSIAQISTPDSSSILVQPYDKSSLKAIEKAIVGSDLGMTPNNDGELIRMSVPQLTSDRRKELSKIVSKQAEEGKVALRNIRRDALKAYEKLEKEKKLSEDNVKDLSGDLQKVTDEYMKKIDTVFKQKEKELLTV*

NbL11g21680.1 ribosome−recycling_factor_chloroplastic [MW = 35.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MAKDPVRVLVTGAAGQIGYALVPMIARGVMLGADQPVILHMLDIPPAAEALNGVKMELVDAAFPLLKGVVATTDAVEACTGVNVAVMVGGFPRKEGMERKDVMSKNVSIYKSQASALEKHAAPNCKVLVVANPANTNALILKEYAPSIPEKNISCLTRLDHNRALGQISERLNVQVSDVKNVIIWGNHSSSQYPDVNHATVATPAGDKPVRELVADDAWLNGEFISTVQQRGAAIIKARKLSSALSAASSACDHIRDWVLELQRELGFLWVFTLMGHTVSQLVLFIPSQLHAKMENGLLFKVFQLMSSQERSWTPQLRNYLRKKHWHIPALPKLQHFLNCLFNIWGVYVILEVASVLNKAIVDS*

NbL11g21530.1 dehydrogenase_(LOC107772922)_mRNA_AJ299256.1_Nicotiana_tabacum_mRNA_for_malate_dehydrogenase [MW = 39.85
kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04266 ASCH domain

Protein sequence:
YNIGPRASYPFVLSQKLITKFCFVVFGIRSKRSRMGSRNRGDVNYRNPCLTMHQPWASLLVYGIKRIEGRSWPAPITGRLWIHAASKIPEPETIKAMEDFYREIYAVNGVTDLKFPEHYPVSRLLGCVEVVGCVTCEELVGWDQIPEGVRLEGQTKFCWLCEQPQKLIVPFEMRGFQGVYNLERKIYEAAIRGISPVAPPLPVKFPLPNPRDPFSLKPGSLASILNSSSTSEVNRSENLAAAIAGARAAATQFSKNSSSQSSTVEVGDEDVSSNTRNKSRRIQ*

NbL11g21460.1 activating_signal_cointegrator_1−like [MW = 31.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
RYSFAQLPMALSSLLSPQPVHVSSTSTHSIPKLYHFSHSASFSFQNTPSFTPFPTITCPQNKKWRTNVSFFPAFFNKTKDPTPIKQELLEAIAPLDRGAEATPEDQQIIDQIARKLEACNPTKEPLKSNLLNGKWELIYTTSKSILQTQRPKILRSRVNYQAINGDTLRAQNMEGLPFFNQVTADLTPLNSSKVAVKFDYFKIGGIIPVKAPGRARGELEITYLDEELRVSRGDLGNLFILKMVDPSYRVPTRD*

NbL11g21410.1 probable_plastid−lipid−associated_protein_4_chloroplastic [MW = 28.63 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 128 255 382 509 635

Protein length

Gel Slice

2.8 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80

Peptide counts over 4 repeats

1 128 255 382 509 635

Pfam domains

Pfam Description
SP Sequon TM Domain PF11443 Domain of unknown function (DUF2828)

Protein sequence:
MSSTSLLVGPPALRYEPPSTAVEIPVSGDDPITNLIDKTSNLDLSKLPLRGLTENNSATFISSGNPCLDFFFHVVPDTSPDDLIGRLELAWAHNPLTALKLICNLRGVRGTGKSDKEGFYTAAFWLHYTHPKTLACNVHAFADFGYFKDFLEILYRILEGPFVRQKEKEEREQWRGLGRGRGRFKRVNRPSEGNEEKKEKIKKNLEEIKEEMKAEQEKARCLRKEKERAKAKKALEKYYSDGNYRLLHDKISDFFAELLGADIEKLNSGKVHEISLAAKWCPTVDSSYDKATLMCESIAKKMFPRENYGEYNGVEEGHYAYRVRDRLRKDVLVPLHKALELPEVYMSAKKWNSLPYNRVASVAMKNYKELFLKHDKERFDKYLEDVKSGKAKIAAGALLPHEIIGALSDGDGGEVAELQWKRMVDDLCKKGKLSNCIAVCDVSGSMSGIPMEVSVALGVLVSELSEEPWKGKLITFSADPEMQKVEGDTLKEKTEFVRRMDWGMNTDFQKVFYRILEVAVQGKLSEDQMIKRVFVFSDMEFDQASENAWETDYQAIQRKFVETGYKNVPEIVFWNLRDSRSTPVLEKQSGVALVSGFSKNLLTMFLEGGGIVNPLEVMELAISGDEYKKLVVYD*

NbL11g21400.1 uncharacterized_LOC109207172 [MW = 72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01012 Electron transfer flavoprotein domain

Protein sequence:
MKIMVAIKRVVDYAVKIRVKPDKSGVETKNVKMSMNPFCEIALEEALRIKQSGLASEVVAVSIGPVQFSETLRTGLAMGADRAIHVEAPENIYPLTIAKILKALVDVEKPGLLLLGKQAIDNDQNQTGQMVAGLLKWPQGTFASKVVLDKEKQVATVDREVDGGIETLSLDLPAVITTDLRLNQPRYATLPNIMKAKSKPIKKFTPQDLNMEIKSDFEVVEVTEPPKRKAGLILSSVDELIDKLKNEARVI*

NbL11g21390.1 electron_transfer_flavoprotein_subunit_beta_mitochondrial−like [MW = 27.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00280 Potato inhibitor I family

Protein sequence:
MSLNIVQFGVSFFVFFKAKAMEGKTMVKLSHVFAFLLLASLLQSLTARDLVFEVNDGIEVLKFPMAKENQVETLDDASLSLICQGKQKWPEVVGMPGRTAKKIIEKENPLVKVHFLFPDMLQPLDLDCSRVFVLVNWKFIVQITPSVG*

NbL11g21240.1 proteinase_inhibitor_I−B−like [MW = 16.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00280 Potato inhibitor I family

Protein sequence:
MSFKTIQFGFSFFVFFKAKAMEGKTMFKLSHVVAFLLLASLFQPLTARDLVFEVSDGIEVLQFPMAKENQVETLDDPSLSIICPGKQSWPELVGKPAATAKRIIEKENPIAKVQFLFPGMVRPLNYVCGRVFVVVNWKLIVRDTPSMG*

NbL11g21220.1 proteinase_inhibitor_I−B−like [MW = 16.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00203 Ribosomal protein S19

Protein sequence:
ADVEADVTSGQPKKRTFKKFSYRGVDLDALLDMSTDELVKLFNARPRRRFQRGLKRKPMALIKKLRKAKREAPPGEKPEPVKTHLRNMIIVPEMIGSVIGIYNGKTFNQIEVKPEMIGHYLAEFSISYKPVKHGRPGIGATHSSRSIQLK*

NbL11g21120.1 40S_ribosomal_protein_S15 [MW = 17.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF01476 LysM domain

Protein sequence:
MRIKPLCSTFSLLFFFIFLLYNQNLCYAQEAPSTTGYSCNPSQFYPCQTYVFYRARGPEFLDLASIGDLFSVSRLMIANPSNISTPNTTLVNDQSLLVPITCSCKNINTTLGNISYAGLNYSFISGDTMYAMSTIKFQNLTNYQYVEALNPTVVPENIQIGQAIEFPIFCKCPNRTQNQTQPRYLISYVFQPFDNISSIASRFGTTPQSIREINGNNPKIFDTLFIPLSKLPNITQPTATNATPPPPPTNTTTVQENDRKGTVIGLAIGLGICGLLLILVFGLWGYREKSTKREKFSDVERQKRLYLGSKKESLNKDVEVNLMADVSDCLDKYKMYTIEQLWEATDGFDEGCLIQGSVYKGIIDGEVFAIKKMKWNAREELKILQKVNHGNLVKLEGFCIDPKEANCYLVYEYVENGSLHSWLHEDKKENLSWKTRLKIAIDVANGLLYIHEHTRPRVVHKDIKSSNILLDSNMRAKVANFGLAKSGCNAITMHIVGTQGYIAPEYLTDGIVSTKMDVFSFGVVLLELMSGREAIDNEGRVLWAKVGEILEGSEERKEKKLQEWMDDSLLREECTIESVMNVMSVAISSLNKDPSKRPSMVEIVYALSKSIDLFSDVSEEGFSPRQVTAR*

NbL11g21000.1 protein_LYK5−like [MW − SP = 67.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family

Protein sequence:
MVILLCEGTARCTNFPRCAGSGGRPDHKKQPYPAFLQEAVCAAGTSDLMVTWQQLYQRRLSVCSAMESAEASPLKRYPLGLDETSEEEYSSQSTLLQDFASIPTIDKAWTFTSASGSQCMFSISQPNLLANNNRRYILSSHISKGSTKGVSFQWAAFPIEMPRGSIMVPSPSGSKLLVVRNPENDSPTKFEIWGPSQVEKEFHVPLSVHGSVYSDGWFEGISWNNDENFIAYVAEEPTPSKPAFTHLGYKKGNSTDKECGSWRGQGDWEEDWGETYPGKREPAIFVIDVNSGELHPVEGTRKLSVGQVVWAPASGSLQQYLVFVGWPSDTRKLGIKYCYNRPCALYAVRAPLSKSENHQSRTDASEEASPVKLTQRISSAFFPRFSPDGKALVFLSAKSSVDSWVHSATQSLHRIDWSPDVKPSPDADIVDVVPVVMCPEDGCFPGLYCFNLLSKPWFSDGYTMILSSVWGSTEVILSVNVLSGKVSRISPGNSSFSWSLLALDGNNIVAVCSSPADVPEIKYGSLVVKSYSDASWSWLDISSPICRCSEKVISMLSSCQFEIIKIPVRDDYKNLTKGASNPYEAIFVSSKSKSRNLCDPLIVVLHGGPHFISLSSFSKSLAFLSSIGYSLLIVNYRGSMGFGEEALQSLPGKIGSQDVNDVLAAIDHVVNMGLADPAKISVLGGSHGGFLTTHLIGQAPDKFAAAATRNPVCSLPLMVGTADIPDWCYAETFGKQGKSIYTEAPSSEHLAAFHSKSPISHISKVKTPILFLLGAKDLRVPICTGLQYARALKDKGTEVKVLVFPEDNHAIDRPQSDFESFLNIGVWFKKYCK*

NbL11g20980.1 acylamino−acid−releasing_enzyme−like [MW = 91.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MFILGMGSSGGTSYGEYTYENLEREPYWPSEKLRISITGAGGFIASHIARRLKTEGHYIIASDWKKNEHMSEDMFCHEFHLVDLRVMDNCLKVTKGVDHVFNLAADMGGMGFIQSNHSVIMYNNTMISFNMMEASRITGVKRFFYASSACIYPEFKQLETNVSLKESDAWPAEPQDAYGLEKLATEELCKHYNKDFGIECRIGRFHNIYGPFGTWKGGREKAPAAFCRKAQTSADKFEMWGDGKQTRSFTFIDECVEGVLRLTKSDFREPVNIGSDEMVSMNEMAEMVLSFEDKKLPVHHIPGPEGVRGRNSDNTLIKEKLGWAPSMKLKDGLRITYFWIKEQIEKEKVQGADVSVYGSSKVVGTQAPVQLGSLRAADGKE*

NbL11g20910.1 GDP−mannose_35−epimerase_1 [MW = 42.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
MANPKFTRVPSMRERVEDTLSAHRNQLVALLSRYVAQGKGILQPHHLIDEFNNAVCDDTACEKLKDGPFSEVLKATQEAIVLPPFVAIAVRPRPGVWEYVRVNVYDLSVEQLTVPEYLHFKEELVDGEGNNHFVLELDFEPFNASVPRPSRSSSIGNGVQFLNRHLSSIMFRSKDCLDPLLDFLRGHCHKGNVLMLNERIQRISRLESALSKAEDYLSKLPLDTSYNEFEYALQEMGFERGWGDTARRVLETMHLLSDILQAPDPSTLETFLGRLPMVFNVVILSPHGYFGQANVLGLPDTGGQVVYILDQVRALEAEMLLRIKQQGLNFKPQILVVTRLIPDAKGTKCNQRLERISGTEYSHILRVPFRTEKGILHKWISRFDVWPYLEKFTEDVASEMTAELQGKPDLIIGNYSDGNLVASLLAYKMGVTQCTIAHALEKTKYPDSDIYWKKFEEKYHFSCQFTADLLAMNNSDFIITSTYQEIAGTKNTVGQYESHTAFTLPGLYRVVHGIDVFDPKFNIVSPGADMAIYFPYSDKEKRLTSLHGSIEKLLFDPAQNEEHLGNLNDKSKPIIFSMARLDRVKNITGLVECYAKNATLRELTNLVVVAGYNDVKKSSDREEITEIEKMHALIKEHKLDGQFRWISAQTNRARNGELYRYIADKRGIFVQPAFYEAFGLTVVEAMTCGLPTFATCHGGPNEIIEHGISGFHIDPYHPDKAAELMTEFFQRCKQDPTHWEKISASGLRRILERYTWKIYSERLMTLSGVYGFWKLVSKLERRETRRYLEMFYILKFRELAKSVPLAIDDKH*

NbL11g20840.1 sucrose_synthase_2−like [MW = 92.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01280 Ribosomal protein L19e

Protein sequence:
MVSLKLQKRLAASVLKCGRGKVWLDPNEGNEISMANSRQNIRKLVKDGFIIRKPTKIHSRSRARRMKEAKRKGRHSGYGKRKGTREARLPTKVLWMRRMRVLRRLLRKYRESKKIDRHMYHDMYMKVKGNVFKNKRVLMENIHKTKAEKAREKTLSDQFEARRAKNKASRERKFARREERLAQGPGERPVQPAASATPAQTAQGGSKKSKK*

NbL11g20780.1 60S_ribosomal_protein_L19−1 [MW = 24.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MTQNIIMKRLPVLLLLLAFSHCILDTEAQFDGECKFNKPLKPRPHSVSVLDFGAVGDGKTINTVAFQNAIFYLKSFADKGGAQLYVPAGKWLTRSINLTSHLTLFLEKDAVILGSEDYAHWDVVEALPSYGRGIEAQYGRYRSLIAGNNLTDVVITGNNGTIDGQGSIWWEMFNSHSLNYTRPHLVEFVSSKNVVISNLTLLNAPGWNIRPAYCSNVVIQNLTVHSPQGSPYTNGIVPDSSEHVCIENSNITIGYDAVVLKSGWDEYGISYGKPTSNVHVRGVRLQSSAGSAVAFGSEMSGGISNVLVEHISLRNSLFGIELKTARGRGGYIKDILITNVVMENVQVGIKATGYYDSHPDEKYDPSSLPIVSGITFKDIVGTNISIAGNFTGLSESPFTSLCLSNISFSISSDPSTPWLCSDVSGSSENVFPEPCPELQSSLSSYSSACFALPNPYTEVAVL*

NbL11g20760.1 probable_polygalacturonase [MW − SP = 46.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF06418 CTP synthase N−terminus

Protein sequence:
MKYVLVTGGVVSGLGKGVTASSIGVVLKACGLRVTSIKIDPYLNTDAGTMSPFEHGEVFVLDDGGEVDLDLGNYERFLDVTLTRDNNITTGKIYQSVLEKERKGDYLGKTVQVVPHITDAIKDWIESVSLTPVDGKDGPADVCVIELGGTVGDIESMPFIEALRQLYFSVGQDNFSLIHVSLIPVLGVVGEQKTKPTQHSVRELRALGLTPHFLACRSAQPLLENTKQKLSQFCHVPVANILNIHDVPNIWHIPLLLRNQNAHDAVLKQLDLLSVAKPVDLREWTRRAETFNNLTKTVRIAMVGKYVGLTDSYLSVVKALLHACIACSYKPSIDWIAASDLEDDSAQSAPEAYATAWETLRGAACVLVPGGFGDRGVKGMILAARYARENNIPYLGICLGMQISVIEFARSVLHMGKANSEEFDPQTPDLVVIFMPEGSKTHMGSTMRLGSRKTLFQTPDCITSKLYSNSKYVNERHRHRYEVNPEVVGTLEEAGMRFVGRDESGKRMEILELPGHRFYVGVQFHPEYKSRPGRPSAPFLGLIMAATGQLEAYVQTQQNGSI*

NbL11g20620.1 CTP_synthase−like [MW = 61.81 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
QTEQIKNSVSSVLYILTLLHPKLSRHWKNKYSLPTNTKMSGGLSNPTSTLSIFFFFLIAVSVQARPPFACDPRDRGTKNFPFCQTNLAIGDRVKDLIGRLTLQEKVKLLGNAAAAVPRLGIKGYEWWSEALHGVSNVGPGTKFGGDFPGATSFPQVITTAASFNASLWEEIGRVVSDEARAMYNGDMGGLTYWSPNVNIFRDPRWGRGQETPGEDPVVAGIYAERYVRGLQGNEEGDRLKVAACCKHYTAYDLDNWSGVDRFHFNAKVSKQDMEDTFDVPFRSCVREGKVASVMCSYNQVNGIPTCADPYLLRKTIRGGWGLNGYIVSDCDSVGVFYENQHYTSTPEEAAADAIKAGLDLDCGPFLAQHTETAVQSGILKEASIDTNLANTVAVQMRLGMFDGEPSAQPYGHLGPKDVCSPAHQELALEAARQGIVLLKNHGPALPLSPRSHRSVAVIGPNSDVTLTMIGNYAGVACGYTSPLQGIAKYAKTIHRQGCGDVACSDDRLFPGAVDAARQADATVLVMGLDQSIEAEFRDRTGLLLPGFQQDLISQVSKASRGPVILVLMSGGPVDVTFAEKDPRIGGIVWVGYPGQAGGAAIADVLFGAHNPGGKLPMTWYPQEYLNNLPMTTMDMRANLAKGYPGRTYRFYKGPLVYPFGHGLSYTKFINTIAEAPIMLAIPIFGRHASNTTITTSKAIRVTHAKCSKLSIQVRIDVKNVGSKDGTQTLLVFSKPPVGLWAPHKQLVAFEKVHVPAGSLQRVVINIHVCKYLSVVDKAGVRRIPIGEHSLHIGDVKHTLSLQASILGVIKS*

NbL11g20540.1 probable_beta−D−xylosidase_2 [MW = 87.92 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00271 Helicase conserved C−terminal domain

PF04408 Helicase associated domain (HA2)
PF07717 Oligonucleotide/oligosaccharide−binding (OB)−fold

PF13401 AAA domain

Protein sequence:
MGTERKRKVSLFDVVDETPAQKVNVGSVNGSMTPSINKWNGKPYSQRFYEILEKRKTLPVWHQKEEFLQALKSNQTLILVGETGSGKTTQIPQFVLDAVEVETTEKRRKYMIGCTQPRRVAAMSVSRRVAEEMDVAIGEEVGYSIRFEDCSSARTVLKYLTDGMLLREAMADPLLERYKVIILDEAHERTLATDVLFGLLKEVLKNRPDLKLVVMSATLEAEKFQGYFFGAPLMKVPGRLHPVEIFYTQEPERDYLEAAIRTVVQIHTCEPPGDILVFLTGEEEIEDACRKINKEVSNLGDQVGPVKVVPLYSTLPPAMQQKIFESAPPPVVEGGPAGRKIVVSTNIAETSLTIDGIVYVIDPGFAKQKVYNPRVRVESLLVSPISKASAHQRSGRAGRTQPGKCFRLYTEKSFHNDLQPQTYPEILRSNLANTVLTLKKLGIDDLVHFDFMDPPAPETLMRALEVLNYLGALDDEGNLTRLGEIMSEFPLDPQMAKMLVVSSEFNCSNEILSISAMLSVPNCFVRPREAQKAADEAKNRFGHIDGDHLTMLNVYHAYKQNTEDPQWCYENFINQRALKSADNVRQQLSRIMARFNLKLCSTDFNSRNYYVNIRKAMLAGYFMQVAHLERTGHYLTVKDNQVVHLHPSNCLDHKPEWVIYNEYVLTSRNFIRTVTDIGGEWLVDIAPHYYDLANFPQCEAKRVLERLYKKREREKDESKSKR*

NbL11g20300.1 probable_pre−mRNA−splicing_factor_ATP−dependent_RNA_helicase_DEAH2 [MW = 82.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01106 NifU−like domain

Protein sequence:
MAYIAPTMGVFQISSSIYKPELLLKSQNPNSFFLKRTKVTHKKFNLVNKASSIDGSTPAPGLYSAKQFELTPENVDLVLEDVRPYLISDGGNVDVVSVEDGVVSLQLQGACESCPSSTTTMKMGIERVLKEKFGEAIKDIRQVYDEGVVETTVEAVNAHLDILRPAIKNFGGSVEVLSVEEGNCNVKYVGPDSIGSGIKAAIKEKFPDIVNVVFTA*

NbL11g20280.1 nifU−like_protein_1_chloroplastic [MW = 23.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03364 Polyketide cyclase / dehydrase and lipid transport

Protein sequence:
MPIFSSSTLRQMSATAAVPASSTTMSMSAAATSASTAHKLNLNHNQLIVSLNVKRKPISASSSSFISRYPFYCNISRSFRKISYPSPIRVKPLSPVMEWQDCTVKMEVDVPISVAYKCYSDREAIPQWMPFISSVKILEDKPDLSRWSLKYKAFGQDIEYSWLARNMQPTPNQKIHWRSLEGLPNRGAVRFFPKGPSSCTIELTVSYEVPQLLVPVASALQPFLENLLGRGLERFATFAKSYSADTPK*

NbL11g20170.1 uncharacterized_LOC104217660 [MW = 27.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQVQAAAMANFSPLLLTTIWLVFVICKGVESGHSSAVGDPGMKRDALRIALEAWNFCNEVGEEAPGMGSPRAADCFHLSDGSLSHKVTESDNKLGVGKTFPGLSPKAKNNPDLYAVEKELYLGSLCEVDDTPRPWQFWMIMLKNGNYDTKSGLCPENGKKVPPFNPGRFPCFGKGCMNQPILDHQPTSLLADDIMQGGFNGTYDLGSTTGGSSSFFEVLWEKKVGTGGWVFKHKLRTSKLYPWLMLYFRADATKGFSGGYHYDTRGMLKTLPESPNFKVKLTLDVKQGGGPKSQFYLIDIGSCWKNNGAPCDGDVLTDITRYSEMIINPETPAWCSPTNIGNCPPFHITPNNTKIYRNDTSHFPYSAYHYYCAPGNAEHLEKPYSTCDPYSNPQAQELVQLLPHPIWADYGYPSKQGDGWVGDGRTWELDVGGLSSRLYFYQDPGTPPARRIWTSLDVGTEIFVSNKDEVAEWTLSDFDVLLTS*

NbL11g20090.1 uncharacterized_LOC109224790 [MW − SP = 50.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MEPTNDDDHRANGSDHNHLAKRPKLSSSALITDSEIRAEFAHHQSGIARINNGSFGSCPSSIIAAQKRWQLRFLQQPDDFFFNHLQKRILHSRTIIKDLINAEHVDEVSLVDNATTAAAIVLQHVGWAFAEGRFQKGDAVVMLHCAFQAVKKSIEAYVTRAGGSVIVVRLPFPLRSEEEIVAEFRKALAKGKANGKKVRLAIIDHITSMPCVVVPVRDLVKICREEGVERVFVDAAHAIGNVHVDVEEIGADFYVSNLHKWFFCPPSVAFLYCRKSPVSPDLHHPVVSHEYGNGLAIESAWIGTRDYSSQLVIPEVLEFINRFEGGIEEIRMRNHNAVVEMGQMLATAWGTALGCPPDMCPSMAMVGLPASLRILSDNDALNLRTRLRGHFGIEVPIHYQEIKYFQDGDDCVTGYVRISHQVYNTVDDYLKLKDAILQLVHDGVTCKMLSP*

NbL11g20060.1 L−cysteine_desulfhydrase [MW = 50.29 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF04810 Sec23/Sec24 zinc finger

PF04811 Sec23/Sec24 trunk domain
PF04815 Sec23/Sec24 helical domain

PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MAKRPESSVGYSVTIPPPQQGTAQSPIFSPPPFPTTTTGPIFPPPPIVQPNQIPSPSMKTPNLPSPANGVRTGSPAPHLSTPPGPPVFSSPLQPAAVPFRTSPATPQPVAYSSASSLPTSSPPQFSNGSVDLHHQSSDATEDWTSATESPNVLFSAHKVLKQKKLANIPSLGFGALVSSGREMSPGPQMIQRDPHRCHNCGAYANHYSNILPGSGQWQCVICRDLNGSEGDYVASSKEELRNVSELSLPSVDYVQTGNKRPGFFPVSDSRVSAPVVLVIDECLDEPHLQHLQSSLHAFVDSLPPTTRLGIVTYGSTVSVYDFSEESVASADVFPGNKSPDQESLKALIYGTGIYLSPMHASLPVAHSIFSSFRPYKLDIAEASRDRCLGTAVEVASAIIQGPSAEMSQGVVKRPGGNSRIIVCAGGPNTCGPGLVPYSFSHPNYAHMEKIALKWMETLGREAFRKNTVIDVLCAGTCPVRVPVLQPLAKASGGVLILHDDFGEAFGVNLQRASGRAAGSHGLLEVRCSEDIFVSQVIGPGEEAHVDSNETFKNDDALVIQMLSVEETQSFALSMETKRDIKRDFVYFQFAFKFLDVYQSDITRVITVRLPTVDSVSSYLESVQDEVAAVLIAKRTLLRAKYANDALDMRVTVDERIKDITSKFGSQMPQSKLYRFPRELSVLPELLFHLRRGPLLGSILGHEDERSVLRNLFLNAGFDLSLRMVAPRCLMHRQGGTFVELPAYDLAMQSDAAVVLDHGTDVFIWLGAELDAQEGKGAAALAACRTLAEELTEVRFPAPRILAFKEGSSQARYFVSRLIPAHKDPPYEQEARFPQLRTLTGEQRTKLKSSFLYFDDPSFCEWMRSLKVLPPEPS*

NbL11g20050.1 protein_transport_protein_SEC23−like [MW = 95.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00153 Mitochondrial carrier protein

Protein sequence:
MGDVSQRPSMYQKIHGHSCLFSQISPYTRSNHIGPNYMTGGCVNEIIHGPFMATRQATILKFEPSRAPILIRAPSEAPLEKKRTSFIVDFLMGGVSAAVSKTAAAPIERVKLLIQNQDEMIKSGRLSEPYKGITDCFTRTIKDEGVLSLWRGNTANVIRYFPTQALNFAFKDYFKRLFNFKKERDGYWKWFAGNLASGGAAGASSLLFVYSLDYARTRLANDAKAAKKGGERQFNGLPDVYRKTIKSDGIVGLYRGFTISCVGIIVYRGLYFGIYDSLKPVVLVGNLQDSFVASFLLGWGITIGAGLASYPIDTVRRRMMMTSGEAVKYKGSLDAFSQIMRKEGAKSLFKGAGANILRAVAGAGVLAGYDKLQLVVLGKKYGSGGGS*

NbL11g19920.1 ADPATP_carrier_protein_1_mitochondrial−like [MW = 42.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATTAAAATSTAATTEKKKPVFVKVDSLKPGTHGHNLTVKVVDATTVKATGGGSRGGRASGSLNPRAPPRISECLVGDDTGSILFTARNEQVDLLKAGATVILRNAKIDMFKGSMRLAVDKWGRVEVTEPADFAVNEQNNLSLVEYELVNVEE*

NbL11g19860.1 uncharacterized_protein_At4g28440−like [MW = 16.17 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01851 Proteasome/cyclosome repeat

PF17781 RPN1/RPN2 N−terminal domain
PF18051 26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Protein sequence:
MSKTPDPNSTDTSAGAGKHTGEEATVKVPSKDPKKKDDKKDEDLSEEDLGLKQQLELYVERVQDADPGLQKVALESMRQEIRTATSSMTSVPKPLKFLRPHYGTLKEFYEKMPDSDMKKLLADILSVLALTMSAEGERESLKYRLLGSEGDIGSWGHEYVRNLAGEIGQEYAKRQSEEAPIDDLMELVQQIVSFNMKHNAEPDAVDLLIEVEDLDLLVEHVDSSNCKRTCAYLTSFAKYLPGPDDMLVLDIAYTIYMKFEEYPLALVTALALDNMQSIKQVFTSCDDLLRKKQFCYILARHGQTFDLDEEMCAGDEEREGLQEIINNTKLSEGYLALARDIEVMEPKTPDDIYKPHLLDGRASAGASVDSARQNLAATFVNAFVNAGFGQDKLMTVPSEATSGGSSTSWLFKNKEHGKASAAASLGMILLWDVDSGLAQLDKYFHSTDTHVIAGALLGVGIVNCGIKNDCDPALALLAEYVDKDDPSIRIGAIMGLGLAYAGAQNEQIRSILTPILGDNKASLDVIAFAAISLGLVYVGSCNEEIAQAIVFALMERSESELGEPLARLLPLGLGLLYLGKQESVEATTEVSKTFHEKIRKHCDMTLLSCAYAGTGNVLKVQHFLGQCAQHLEKGETYQGPAVLGIAMVAMSEELGLEMTIRSLEHLLQYGEQNIRRAVPLALALLCISNPKVNVMDTLSRLSHDSDTEVAMAAIISLGLIGAGTNNARIAGMLRNLSSYYYKEANLLFCVRIAQGLVHLGKGLITLSPYHSERFLLSPTALAGLITLLHVCLDMKAIILGKYHYVLYFLTLAMQPRMLMTVDENLKPLSVPVRVGQAVDVIGQAGRPKTITGFQTHSTPVLLAAGDRAELATEKYIPISPILEGFVILKENPEYRDDH*

NbL11g19850.1 26S_proteasome_non−ATPase_regulatory_subunit_2_homolog_A−like [MW = 98.35 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF01756 Acyl−CoA oxidase
PF02770 Acyl−CoA dehydrogenase, middle domain

Protein sequence:
LNLMFLLNVRSTLSQDFFTEKKKKYPQNSSPLPPRFLSVFLISYSFLNKIENFHFSSSSMEKVNFRTKVISRHLNQENPTPINSTLQSFPCLSYNPPEFSEPSSVFDLKEMRKLLDGHNLQERDWLFGLMLQSNLFNTKIRGGKVFVQPDYNQSKEQQREITMRRIGYLMQNGVFERWLTGKGPEDELRKLALLDVVGIFDHSLAIKIGVHFFLWGGAIKFFGTQRHHDKWLRDTENYVVKGCFAMTELGHGSNVRGIETVTTYDSSTGEFVINTPCESAQKYWIGGAANHATHTVVFSQLHIDGKNQGVHAFIAQIRDANGNICPNIRIADCGHKIGLNGVDNGRIWFDNVRVPRENLLNSVADVSPEGKYLTAIKDPDQRFAAFMAPLTSGRVTIAVSATYSAKIGLATALRYSLTRRAFSVTPNGPEVLILDYPSHQRRLLPLLAKTYAMSFASNYLKKIYVKRTPEMNKVIHVISSAFKATASWHNMRTLQECREACGGQGLKTENRVGQLKGEFDVQSTFEGDNNVLMQQVSKALLGEYMTAKRSKKPFKGLGLEHMNNSRPVVPSQLTSSAMRQSQFQNDIFCLRERDLLERFAAEVSLCQSQGKSKEYAFTLNYQLAEDLGRAFSDRAVLHTFLEAEATVTSGPLKNILGLARSMYVSVTLEEDVAFLRYGYLSTDNAAAVRKEVANLCSELRPHALSLVSSFGIPDAFLGPIAFNWVEANIWSSEQN*

NbL11g19780.1 acyl−coenzyme_A_oxidase_3_peroxisomal−like [MW = 82.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01717 Cobalamin−independent synthase, Catalytic domain PF08267 Cobalamin−independent synthase, N−terminal domain

Protein sequence:
MASHIVGYPRMGPKRELKFALESFWDGKSSAEDLKKVSADLRSSIWKQMADAGIKYIPSNTFSYYDQVLDTTAMLGAVPSRYNWTGGEIGFDTYFSMARGNASVPAMEMTKWFDTNYHFIVPELGPDVNFSYASHKAVDEYKEAKGLGVDTVPVLVGPVSYLLLSKPAKGVEKSFPLLSLLDKILPIYKEVITELKAAGASWIQLDEPTLVLDLEAHKLEAFTKAYAELESSLSGLNVIVETYFADVPAEAFKTLTALKGVTGFGFDLVRGAQTLDLIKSGFPSGKYLFAGVVDGRNIWANDLAASLNLLQSLEGIVGKDKLVVSTSCSLLHTAVDLVNEPKLDSEIKSWLAFAAQKVVEVNALARALSGAKDEAFFSANAAAQASRKSSPRVTNEAVQKASAALQGSDHRRATNVSARLDAQQKKLNLPILPTTTIGSFPQTAELRRVRREYKAKKISEEEYVKAIKEEIKKVVDLQEELDIDVLVHGEPERNDMVEYFGEQLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPKPMTVFWSSAAQSMTKRPMKGMLTGPVTILNWSFVRNDQPRFETCYQIALAIKDEVEDLEKEGITVIQIDEAALREGLPLRKSEHAFYLNWAVHSFRITNVGIQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSTEEIADRVNKMLAVLDTNILWVNPDCGLKTRKYTEVKPALQNMVSAAKAIRTQLASAK*

NbL11g19670.1 5−methyltetrahydropteroyltriglutamate−−homocysteine_methyltransferase−like [MW = 84.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
RAIMTRKRNTWPGPTRPIMGSCVVTFPLPLLTMNVRQGFAYYIYTYTIHTHTHQPQEAVRIFLTPTSGGSSYFPESMAFSSLLKPTASIVRPSHRSQVSCAGLHQSANSVKLQSSIFGDAVSVMQCSSLQKSGACSIQPVRATATELPPTVPKSRTSGKTRIGINGFGRIGRLVLRIATFRDDIEVVAVNDPFIDAKYMAYMFKYDSTHGVYNSSISVLDESTLEINGKQIKVSSKRDPADIPWGDLGADYVVESSGVFTTVEKASAHKKGGAKKVVISAPSADAPMFVVGVNERTYKTTMDVVSNASCTTNCLAPLAKVVHEEFGIVEGLMTTVHATTATQKTVDGPSMKDWRGGRGAGQNIIPSSTGAAKAVGKVLPELNGKLTGMAFRVPTPNVSVVDLTCRLEKSVSYDDVKAAIKYASEGPLKGILGYTDEDVVSNDFVGDSRSSIFDAKAGIGLNNSLMKLVSWYDNEWGYSNRVLDLIEHMALVAATN*

NbL11g19630.1 glyceraldehyde−3−phosphate_dehydrogenase_GAPCP2_chloroplastic−like [MW = 53.34 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02854 MIF4G domain

PF09088 MIF4G like
PF09090 MIF4G like

Protein sequence:
MSSWKSLLLRLGEKCPEYAGNADFKDQIEACYSAVRRELEHSGDDIFPFLLQCAEQLPHKIPLYGTLIGLLNLENEEFVAKLVENAQINLQDALETGKCNRIRILMRFLTVLMCSKVIQPSALVVIFECLLSSSATTVDEEKGTPSWQARADFYITCILSCLPWGGAELVEQVPEEIERVMVGVEAYLSIRKRVSDAGFSVFEDIEETNNAVNEKDFLEDLWSRVQDLSSREWKLDSVPRPHLSFEAQLVAGKSHDLAPVSCPEQPGPSGVLSGIAFGRQKHEAELKYPQRIRRLNIFPSNKTEDIQPIDRFVVEEYLLDVLLLLNGCRKECTSYMVGLPVPFRYEYLMAETLFSQLLLLPQPPFKPTYYTLVIIDLCKALPGAFPAVVAGAVRALFDKIADLDMECRTRLILWFSHHLSNFQFIWPWEEWAHVLDLPKWAPQRVFVQEVLEREVRLSYWDKIKQSIENTPALEELLPPRGGPQFKYSAEDGTDPTERALSVELKDMVKGRKSAREMISWVEENVFPAHGFDITLRVVVQTLLDIGSKSFTHLITVLERYGQVIAKICTDDDQQVKLISEVSSYWQNSAQMTAISIDRMMSYRLISNLAIVRWVFSSSNLDRFHVSDSPWEILRNAVSKTYNRISDLRKEISSLERSVVLAEEGASRARDQLDSAESKLSIMDGEPVLGENNVRIKRLKSYAEKAKEEEVSVRESLEAKEALLVRAVDEIKVLILSLYKGFLTALAEPLNDAFRDGILRPSGQADEMNIDLEDSSVMDLDKDDGGRPKKSHPNGSREINGYNLDGKQQWCLSTLGYLKAFTRQYASEIWQNIEKLDAEVLTEDVHPLFRKAVYCGLRRPLDE*

NbL11g19610.1 nuclear_cap−binding_protein_subunit_1 [MW = 98.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13450 NAD(P)−binding Rossmann−like domain

Protein sequence:
MTSVAAKVAVIGSGISGAVCASTLAKNGISVTLFESARGPGGRMSQRREETEDGRELYFDHGAPYFTASNPDVLRLISEWQSRGLVAEWKEKFATFDFASKQFLDIEEGSKDKKYVGVPGMNSICKSLCQEPGVQSRFGVGVGRLEWLDNEDSWSLMGLDGESLGYFKGVVTSDKSTFSPKFTNVTGKPMPIDMGKFPEIPLKMTEIPVSPRFALMLAFEELLSEIPIRGFSFKNSEVLRWAHCDSSKPRRSHNSECWVLHSTPEYARDVIAKTGLQKPSSATLTKVAEELFQEFQSTKLNIPQAFFNKAHRWGSAFPATSIAGDEKCLWDAKKRIAICGDFCVSPNVEGAIVSGLAAAAKCSEVFSRL*

NbL11g19510.1 renalase [MW = 40.5 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF13202 EF hand

PF13499 EF−hand domain pair
PF13833 EF−hand domain pair

Protein sequence:
MGGALGKNESPRASVPETKLEAKITEAMQRRETEGSSIKSFDSIVLKFPKIDENLRKCKVIFQEFDEDSNGAIDPQELKRAFGKLEINFTDEEISDLFEACDINEDMGIEFSEFIVLLCLVYLLKDDPTALHAKSRMGLPNLEVAFETLVDAFVFLDKNKDGYVSRNEMIQAINETTSGERSSGRIGMRRFEEMDWDKNGMVNFKEFLFAFTHWVGIEDNEDEEGEE*

NbL11g19400.1 probable_calcium−binding_protein_CML21 [MW = 25.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
TPYMLPPFVSFLSIMRKTSSPPLSCSICNLQSTMEAPQFQASLQFRRFLASQSPCFKDIEHCKIAAPKSSDERVQSLNVKKLLRRSVLQLVGLSPIFISIRPVVSAPVQEMKEPDVIRFEAFRTLKLASGVRIQDVVEGEGPEAHEGDIVEINYVCRRSNGYFVHSTVDQFSGESSPVILPLDDTQIIEGLKEVLIGMKPGGKRRALIPPSLGYINENLKPVPEEFGPRRSLMSHVKEPLIFEVQLLKVL*

NbL11g19350.1 peptidyl−prolyl_cis−trans_isomerase_FKBP16−1_chloroplastic [MW = 27.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MADTETFAFQAEINQLLSLIINTFYSNKEIFLRELISNSSDALDKIRFESLTDKSKLDAQPELFIHIIPDKTNNTLTIIDSGIGMTKADLVNNLGTIARSGTKEFMEALAAGADVSMIGQFGVGFYSAYLVAEKVIVTTKHNDDEQYVWESQAGGSFTVTRDTSGENLGRGTKMTLYLKEDQLEYLEERRLKDLIKKHSEFISYPISLWVEKTIEKEISDDEDEEEKKDEEGKVEEVDEEKEKEEKKKKKIKEVSNEWSLVNKQKPIWMRKPEEITKEEYAAFYKSLTNDWEEHLAVKHFSVEGQLEFKAVLFVPKRAPFDLFDTKKKPNNIKLYVRRVFIMDNCEELIPEYLSFVKGIVDSEDLPLNISREMLQQNKILKVIRKNLVKKCIELFFEIAENKEDFDKFYEAFAKNIKLGIHEDSQNRSKFAELLRYHSTKSGDDMTSLKDYVTRMKEGQNDIYYITGESKKAVENSPFLEKLKKKGYEVLYMVDAIDEYCIGQLKEFEGKKLVSATKEGLKLDESEDEKKKKEELKEKFEGLCKVIKDVLGDKVEKVVVSDRVVDSPCCLVTGEYGWTANMERIMKAQALRDSSMAGYMSSKKTMEINPENAIMDELRKRADADKNDKSVKDLVLLLFETALLTSGFSLDDPNTFGNRIHRMLKLGLSIDEDSGDADVDMPALEDPEADAEGSKMEEVD*

NbL11g19340.1 heat_shock_cognate_protein_80−like [MW = 80.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MYLVLATRRGRLLLSALPNFSTKYSAGVCIYKNIPFQEPNEFNNSPTLKETNTHSYNMSDLKSKFLEVYSVLKSELLNDPDFEFTDEARQWVERNRGTVSTLLNNRVQMVCLGYLLKLNAMLDYNVPGGKLNRGISVIDSYSLLKEGKELTSEEIFQTSSLGWCIEWLQAYFLVLDDIMDGSHTRRGQPCWFRLPKVGMIAANDGILLRNHIPRILKNHFRGKPYYVDLLELFNEVEFQTASGQMIDLITTLVGEKDLSKYSLPVHRRIVQYKTAYYSFYLPVACALLMAGESLDSHVNVKNILIEMGIYFQVQDDYLDCFADPEVLGKIGTDIQDFKCSWLVVKALKHCNEEQKKLLYENYGKDDPACVAKVKALYNDLKLEDVYLEYEKTTYEKLINSIEAQPSKAVQAVLKSFLAKIYKRQK*

NbL11g19310.1 farnesyl_pyrophosphate_synthase_1−like [MW = 48.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MQLRSAAALAAVVLSLALLLLPNATEAHNITKILAKYPQFSTFNHYLTETHLAAEINNRETITVCAVDNAGMAELLSKHLSIYTIKNVISLHVLLDYFGAKKLHQITNGTALAATMFQATGSAPGSTGFVNITDLKGGKVAFGPAENHGNLPATFVKAIDEIPYNISVIQISTMLPSAAAEAPTPEPSQMNITSLMSAHGCKVFAETLLSSPAEKTFDDNVDGGLTVFCPGDDAMKNFAPKFKNLTAAGKQSLLEYHGVPVYQSMDSLKSNNGVMNTLATDGSKKYDFVVQNDGNVVTLKTKIVTAKITGTLIDEQPLAIFTINKVLMPKELFKTAPADTPAPAPSPEADAPSPKGSKKKKHKAAPAADTPADSPADGPSDDVADSTADGNGAFSYSVGGPVVAGVLSMWFFFVLL*

NbL11g19250.1 fasciclin−like_arabinogalactan_protein_1 [MW − SP = 41.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00338 Ribosomal protein S10p/S20e

Protein sequence:
MAFSASSFSAALFPVCNSSTISSQPKFSVLSLPSNSAKTKIQIFNQSKASTSKVFASPEVLDAENVSADVEDIPAASTLSVGVDADKAAPKQKIRIKLRSYWVPLIEDSCKQIMDAATTTNAKTVGPVPLPTKKRIYCVLKSPHVHKDARFHFEIRTHQRLIDILYPTAQTIDKLMLLDLPAGVDVEVKL*

NbL11g19180.1 30S_ribosomal_protein_S10_chloroplastic−like [MW = 20.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01201 Ribosomal protein S8e

Protein sequence:
MGISRDSMHKRRATGGKKKAWRKKRKYELGRQPANTKLVPNAKTVRRIRVRGGNVKWRALRLDTGNFSWGSEAVTRKTRLLDVVYNASNNELVRTQTLVKSAIVQVDAAPFKQWYLQHYGVDIGRKKKSAVKKEGEEAETAPAAEEKKSNHVQRKLQKRQQDRKIDPHVEEQFASGRLLAAISSRPGQCGRADGYILEGKELEFYMKKLQKKKGKGASGAA*

NbL11g19150.1 40S_ribosomal_protein_S8−like [MW = 25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01168 Alanine racemase, N−terminal domain

Protein sequence:
MAAPAAEGLAVTALRSVLHRVRQAAERSGRRADDVRVVAVSKTKPISLINQVYDAGHRCFGENYVQEIIQKAPELPEDIEWHYIGHLQSNKVKQLLTAVPSLAMVHGVDNQKLANHLDRMVSSIDRQPLKVLVQVNTSGEESKSGIDPSNCVELAKHVKLDCPNLEFSGLMTIGRPDYTSTPENFKTLLNCRTEVCKVLGMGESQCELSMGMSSDFELAIEMGSTTVRIGSTIFGPREYPKRQ*

NbL11g19000.1 proline_synthase_co−transcribed_bacterial_homolog_protein−like [MW = 26.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01042 Endoribonuclease L−PSP

Protein sequence:
MAWAAAASRFQMPTMDVAALRCRAPVAFGVGCVSLAGANFRRSFSPARSKPFACLSTSTDTSKKEAVHTDKAPAALGPYSQAIKANNFVFVSGVLGLVPETGKFVSDSVEDQTEQLNIDFQVLKNMGEILKASGVSYSAVVKTTILLADLKDFKTVNEIYAKYFQSPAPARATYQVAALPMDARIEIECIAAL*

NbL11g18960.1 reactive_Intermediate_Deaminase_A_chloroplastic−like [MW = 20.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASIPCTLQLKFSSSKPNLSSSSTSCPPIRLNSCFVVSASKLKRIGWCSRPNGLGPSCGSRTTCWFNFRQNAETAGVYGSQSRDDFDRDDVEQYFNYMGMLAVEGTYDKMEALLSQNIHPVDILLLMAATEGDLPKIEELLRAGADYTVKDADGRTALDRAASDEIKDFILNYKVQKA*

NbL11g18890.1 protein_LHCP_TRANSLOCATION_DEFECT [MW = 19.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
TSHVSQYSLFKLFVPLTLKRQYNSNFLLDSYHPNMAFSSSTAQTTSPLSSKHCCRLSSSASSSASYFPKFQIPFKFNKITSGPSSISCVLTKQKSMAAQEAAEPVVPLRPDSFGRFGKFGGKYVPETLMHALDELETAFKLLATDEAFQKELDGILKDYVGRESPLYFAERLTEHYKRPDGEGPLIYLKREDLNHTGAHKINNAVAQALLAKRLGKKRIIAETGAGQHGVATATVCARFGLECIIYMGAQDMERQALNVFRMRLLGAEVRGVHSGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMMVREFHAVIGKETRKQALEKWGGKPDVLVACVGGGSNAMGLFHEFVDDKDVRLIGVEAAGFGIDSGKHAATLTKGEVGVLHGAMSYLLQDEDGQIVEPHSISAGLDYPGVGPEHSFLKDLGRAEYYSITDEEALEAFKRLSRLEGIIPALETSHALAYLEKLCPTLPNGTKVVLNCSGRGDKDVHTAIKYLKV*

NbL11g18850.1 tryptophan_synthase_beta_chain_1 [MW = 55.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04051 Transport protein particle (TRAPP) component

Protein sequence:
MAPVAPRSGDAIFANVERVNAELFTLTYGAIVRQLLTDLEEVEEVNKQLDQMGYNIGIRLIDEFLAKSNVSRCIDFKETAEVIAKVGLKMFLGVTATVGNWDAEGTTCSLILEDNPLVDFVELPDTCQGLYYCNILSGVIRGALETVSMKTEVTWIRDMLRGDDAFELQLKLLKQVPEEYPYKDDE*

NbL11g18750.1 trafficking_protein_particle_complex_subunit_3−like [MW = 20.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00181 Ribosomal Proteins L2, RNA binding domain PF03947 Ribosomal Proteins L2, C−terminal domain

Protein sequence:
MGRVIRAQRKGAGSVFRSHTHHRKGPARFRTLDFGERNGYLKGVITEVIHDPGRGAPLARVTFRHPFRYKHQKELFVAAEGMYTGQFVYCGKKATLMVGNVLPLRSIPEGAVVCNVEHKVGDRGVFARCSGDYAIVISHNPDNGTTRVKLPSGAKKIVPSGCRAMIGQVAGGGRTEKPMLKAGNAYHKYRVKRNCWPKVRGVAMNPVEHPHGGGNHQHIGHASTVRRDAPPGQKVGLIAARRTGRLRGQAAATAAKADKA*

NbL11g18680.1 60S_ribosomal_protein_L8 [MW = 28.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03321 GH3 auxin−responsive promoter

Protein sequence:
MEKTIPGREENKKSTDCSIAENNKKALQFIEEVTTNVDEVQKRVLAEILSRNANVEYLQRHNLNGHTDRETFKKVIPVITYDDIQPDINRIANGDKSPILCSQPISEFFTSSGTSGGERKLMPIIEEDFGRRSQLYKLMISVVSQSFPDFEKGKGMYFMFIKSEAKTPGGLLARPVLTSIFKRPHFHSSLNHTSPTETILCLDSYQSMYSQMLCGLCQNKEVLHVGAVFASAFIRAMRFLEKHWSLLCKDIRTGTINAQITDPSVREAVMKILKADPGLADFIDAECSKSSWQGIVTRLWPNTKYVDVVVTGTMSQYIPTLEYYSSSLPLVSTTYASSECSFGINLNPLCKPSEVSYTLIPTMGYFEFLPIQRINNEVKNSISISALQNETEQQQLVDLVDVQIGQEYELVVTTYSGLYRYRVGDVLRVAGYKNNAPQFTFICRQNVILSIDSDKTDEVELQNAVKNAASVLIPFDAHVTDYTSYADTSTIPGHYVVFLELSVNGSTPIPPSVFENCCLSIEESLNSVYRQGRASDKSIGPLEIRIVEIGTFDKLMDYCVSLGASINQYKTPRCVKLTPLIELLNSRVVSSHFSQTCPNWIPGHKQWNNMN*

NbL11g18650.1 indole−3−acetic_acid−amido_synthetase_GH3.6−like [MW = 68.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03358 NADPH−dependent FMN reductase

Protein sequence:
MATKVYIVYYSMYGHVEKLAEEIKKGAASVEGVEAKLWQVPETLSEDVLAKMSAPPKSDVAVITPQELAEADGIIFGFPTRFGMMAAQFKAFLDATGGLWRTQQLAGKPAGIFYSTGSQGGGQETTPLTAITQLVHHGMIFVPIGYTFGAGMFEMEKVKGGSPYGAGTFAGDGSRQPSDLELQQAFHQGKYIAGIAKKLKGAA*

NbL11g18630.1 probable_NAD(P)H_dehydrogenase_(quinone)_FQR1−like_1 [MW = 21.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MAALSRLLKRSRYCNSNVGFITRMFSTQSLVPTPKLQLPLTHIKTQVSQLIGKTPMVYLNKVTEGCGAHIAVKQEMFQPTSSIKDRPALAMMNDAEKKGLISPEKTTLIEPTSGNMGISMAFMAAMKGYKMVLTMPSYTSLERRVTMRAFGADLVLTDPTKGMGGTVKKAYDLLESTPNAFMLQQFSNPANTQIHFETTGPEIWEETQGNVDIFVMGIGSGGTVSGVGQYLKSKNPNVKIYGVEPTESNILNGGKPGPHHITGNGVGFKPDILDMDIMEEVLMVSSEDAVNMARELAVKEGLMVGISSGANTVAALQLAQKPENKGKLIVTIHASFGERYLSSVLYQDLRKEAENMQPVSVD*

NbL11g18610.1 bifunctional_L−3−cyanoalanine_synthase/cysteine_synthase_2_mitochondrial [MW = 39.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MEASSSSGDQGVQSTFKGIPTHGGRYVQYNVYGNLFEVSKKYVPLRPVGRGAYGIVCAAMNSETREEVAIKKIGNAFDNRIDAKRTLREIKLLRHMDHDNVIAIKDIIRPPQTENFNDVYIVYELMDTDLHQIIRSNQQLTDDHCRYFLYQILRGLKYIHSANVLHRDLKPSNLFLNANCDLKVGDFGLARTTSETDFMTEYVVTRWYRAPELLLNCSEYTAAIDIWSVGCILGEMMTRQPLFPGRDYVHQLRLITELIGSPDDASLGFLRSDNARRYVRQLPQYPRQQFAARFPNSSPGAVDLLEKMLVFDPSRRVTVDQALCHPYLAPLHDINEEPICPKPFSFDFEQPSFTEENIKELIWRESVKFNPDPTH*

NbL11g18420.1 mitogen−activated_protein_kinase_homolog_MMK2 [MW = 43.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03168 Late embryogenesis abundant protein

Protein sequence:
MADLIDKAKNFVAEKVVNMEKPEASITDVDMKKVSMDSISYHAKVAVKNPYSVSIPIMQISYTLKCSGRVILSGTIPDPGSIKADDTTMLDVPVKVPHSVLVSLAKDIGADWDIDYTLELGLTIDLPVIGNFTIPLSHSGEIKLPTLSDLWKGGEEEEKEDTEKVKEI*

NbL11g18370.1 desiccation_protectant_protein_Lea14_homolog [MW = 18.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01176 Translation initiation factor 1A / IF−1

Protein sequence:
MPKNKGKGGKNRKRGKNEADDEKRELVFKEDGQEYAQVLRMLGNGRCEAMCIDGTKRLCHIRGKMHKKVWIAAGDIILVGLRDYQDDKADVILKFMPDEARLLKAYGELPENTRLNEVNGLDEEDDGDGDDYIEFEDEDIDKI*

NbL11g18190.1 eukaryotic_translation_initiation_factor_1A−like [MW = 16.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14159 CAAD domains of cyanobacterial aminoacyl−tRNA synthetase

Protein sequence:
MAAAASTSMAATAVFASRFPLSSTTKAAPVRCSALPYLPPRLSATAFSTSFQFAEPKKASLLQVKASSSEESGAVDTSELLTDLKEKWDAVENKSTVIVYGGGAIVAVWLSSIVVGAINSVPLLPKIMELVGLGYTGWFVYRYLLFKSSRKELAEDIEQLKKKIAGTE*

NbL11g18180.1 protein_CURVATURE_THYLAKOID_1A_chloroplastic [MW = 17.94 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 37 73 109 179

Protein length

Gel Slice

3.2 4.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 37 73 109 179

Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
VGRATDGRVILDFLAQGLGLPFLSPYLQSIGSDYRHGANFATLASTVRLPQTSLFVTGVSPFSLAIQLRQMKEFKVKVDEFQHKGKTNLPSPDIFGKSLYTFYIGQNDFTGNLARIGISGVKEYLPQVVSQIASTIKEIYALGGRTFWVLNLAPIGCNPAFLVELPHNTSDIDQFGHE*

NbL11g18160.1 GDSL_esterase/lipase_At4g01130−like [MW = 19.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain

Protein sequence:
MLNIQSVGLSISLEKGLPLGSGLGSSAASAAAAAVAVNELFGGKLSVSDLVLAGLESETKVSSYHADNIAPAIMGGFVLIRSYDPLELIELKFPLEKDLFVVLVNPELEAPTKKMRAALPNEVTMSHHIWNSSQAGALVAAILQGDSRGLGKVLSSDKIVEPKKGR*

NbL11g18140.1 homoserine_kinase−like [MW = 17.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEAINAVRLTPLSVLSDRRNEPKKIPSHPISFPFKNLCSVESLSRNVQGGLVLLSSALTTGLAKALTYEEALEQSTTSPAADFDATAVVETVTTFASDNPLVIAGGVVALALPLVLFQVLEKPKSWGVESAKTAYAELGDDESAQLLDIRAPAELREVGSPDIRGLKKKSVTVAYKGEDKPGFLKKLALKFKDPENTTLFVLDKFDGNSELVAELVTSNGFKAAYAIKDGAEGPRGWLNSGLPWNAPKKTLSLDLSNLSDALDGILGEGSDAVTIGLGAAAAAGLGLLAFSEVETILQLLGSAALIQLIGKKLLFAEDRKLTLQQVDEFLSTKIAPKELVDEIKQIGKALLPETVSSNALLAPAKEGPAVVTDTVEKTESVPQEDISPPKVEASSQPTPEVNSVANAEVKADALPNSSRPLSPYPNYPDFKPPTSPMPAQP*

NbL11g17970.1 rhodanese−like_domain−containing_protein_4_chloroplastic [MW = 46.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEAYPLSVQHEQTTLQILRAKLGPDDLRTQDAAAWLEYFESKAFEQQEAARNGTKKPDASIASKGHLSVSDLLDYINPNPDAKGRDVGSKRKGFVSKVKGQSDQSNVTSPNSDTPKDVLKEESDEEKQIVEDHTDPKMNLEPVDSVVKSHHNGDEEIAEDKTVHLVKEASIEKPVIREVLSEPSAEAEDGWQSVQRPRSGGFYGRRRRQRRQTISKVIGYQKKDSVSEVDHAKLKNNYQASKYYVLKKRTSPGNYADYYIAKNQSPGTKLGRRVIKAVTYRVKSVSSSVRDAVPEISTTGGDLLISSSEQVQVSATKEVVSLPKRSSIVNLGKSPSYKEVALAPPGTISMLQERVSENEVPDNQEVLKVGEESSGAEENSETMRRDAESIKEENIQDLVTDSADQVQNETEDTDNKEEIQLSDLKGGEISDVISANASIQPGHVDVSPMEQGSVQAHNVPTSDNSPKVDLCEKDSSRNLDPSYISNLTLQDMDHLKVKAASSLTCDASRELSRKLSASAAPFSPSAGIARVAPLPMNINLPSPPGTLPPVGPWPMNMSLHQGPPTMLPNPMCSSPHHLYPSPPHTPNMMHPIRFMYPPYSQPQTLPPSTFPISSSNFHPNHYAWQCNIAPTASEYVPATVWPGCHPVEFSVSPPVIEPLTDSISAAKEPSDSPESIILATSLPVDLNTGDEVKEEVNLPASETEESLAAVGSEKERASTISDSNFVTLSTNQSEDGNGSNENAVQRNPTETDKEKTFNILVRGRRNRKQTLRMPISLLKRPYSSQPFKAVYCRVIRETEVPRSTSFDSHEHGIATAT*

NbL11g17840.1 clustered_mitochondria_protein_homolog [MW = 89.68 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF03378 CAS/CSE protein, C−terminus

PF03810 Importin−beta N−terminal domain
PF08506 Cse1

Protein sequence:
MEWNPETLQFLSQCFLNTLSPLPEPRRRAEAALAEASDRSNYGLAVLQLVAEPSVDEQIRHAAAVNFKNHLKARWAPSPPKEPNVPSLIPISNSEKELIKSLIVSLMLKLSPKIQSQLSEALAVIGKHDFPLQWPTLLPELVANLVSLTQANDYVSVNGVLATINSLFKKFRYQFKTNELLVDLKECLDNFAKPLLELFKRTVNVIDQAVTSGAADAATLKLYVESQRLCCRIFYSLNFQELPEFFEDHMDEWMVEFKKYLTVKYPVLEDSGNDGLAVVDGLRAAVCENIGLYMEKEEELFQKYLSGFVEAVWSLLVVSSASSSRERLTVTAIMFLTTVSTSVHHALFERDDILEQICQSIVIPNVMLRDEDEELFEMNYIEFIRRDMEGSDLDTRRRIACELLKGIAMHYKVKVTEKVSLQIKNCLALFAQNPEANWKYKDCAIYLVVSLATKKAGGSSVSTDLIDVENFFGSVIVPELQSRDVNAFPMLKAGALKFFTMFRNQLPKAVAMALLADVVRFLAAESNVVHSYAASCIEKLLLVKDEGTRARYTATDISPFLLVLMSNLFSALEKPESEENQYIMKCIMRVLGVAEISRDVASACITGLTNVLNRVCQNPKNPIFNHYLFESVAVLIRRACEKNPTLISAFEGSLFPSLQMILANDVSEFFPYAFQLLSQLVELNRPPVPQHYVQIFEILLLPESWKKSANVPALVRLLQAFLRKAPHELNQQGRLSNVLGIFNTLISSPSTDEQGFYVLNTVIENLGYDVISPFVGHIWVSLFNRLQHGRTVKFMKNLVIFMSLFLVKHGLQNLVVSMNAVQKDVFLTIVEQFWVPNLKLITGSVELKLTSVASTKLICESSTLLDSKVRGKMLDSIVTLLSRPEEERLSEEPDVPDFGETVGYNATFVHLYNAGKKEEDPLKEVNDPKQYLVTSLANHAASCPGTYPQLIRENLEAANQAALLQLCSAYNLSIV*

NbL11g17710.1 exportin−2 [MW = 109.56 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 216 431 646 861 1076

Protein length

Gel Slice

3.7 4.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 216 431 646 861 1076

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00288 GHMP kinases N terminal domain

PF07959 L−fucokinase
PF08544 GHMP kinases C terminal

Protein sequence:
MERRYNQRSRVKADLAATLRKSWYHLRLSVRHPARVPTWDAIVLTAASPEQAQLYEWQLKRAKRMGRIADSTITLAVPDPHGQRIGSGAATLHAILRLAEYYQQLALNSQCGSSERKEPSPSLLDLVAKKHILLLHAGGDSKRVPWANPMGKVFLPLPYLAADDQDGPVPLLFDHILAIASCARQAFENEGGLLTMTGDVLPCFDASTMVLPKDASCFVTVPITLDIASNHGVIVAAKSGISNDTYSINLVENLLQKPSLDELVRHQAILDDGRTLLDTGIIAVRGQAWLNLVKLACSSQSMISELLERKKEMSLYEDLVATWVPAKHEWLRSRPLGDELVNRLGEQKMFSYCACDLLFLHFGTSSEVLDHLSEAGAGLVGRRHLCSIPATSVSDIAASAIILSSKIEPGVSIGEDSLIYDSSISAGIQIGSQSIVVGVNVPADFDMTAKVSFRFMLPDRHCFWEVPLVGRAERVIVYCGLHDNPKIPLSNGTFCGKPWRKVLDDLGIQDNDLWTAEKTQEKCLWNAKIFPILPYFEMLTLASWLMGLDNQRNETLLSSWKQSKRISLEELHKSIDFPHLCSGSSNHQADLASGIVNACLNFGSLGRNISQLCEEILQKESTGVEVCKGFLSHCPNLQAQNSAILPKSRALQVHVDLLRACGNKEMALETERKVWAAVADETASAVRYGFKENLSGSSSWSSIAANPDNTNGCCVGSSHHRMVKIELPVRVDFVGGWSDTPPWSLERAGCVLNMAITLEDSLPVGTIIEREKGTGIFISDDIGNQLSIEELSSVALPFESNDPFRLVKCALLVTNVIHEKTLQSTGLRIRTWANVPRGSGLGTSSILAAAVVKGLLRITDGDESNENVTRLVLVLEQLMGTGGGWQDQIGGLYAGIKFTSSFPGIPLRLQVIPLLASPQLIKELQQRLLVVFTGQVRLAHQVLHKVVTRYLRRDNLLVSSIKRLTELAKIAREALMNCDIDALGDIMLEAWRLHQELDPFCSNEFVDKLFAFSDRYCCGYKLVGAGGGGFALLLAKSAESGEELRRSLTNSSDFDVKVYGWKIFLERAEVIPSNN*

NbL11g17620.1 bifunctional_fucokinase/fucose_pyrophosphorylase [MW = 118.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MNQEMSGVIVEDQKQKQEMKGVNEGVHEDIKIDYVFKVVLIGDSAVGKTQVLSRFAKNEFCFDSKSTIGVEFQTRTVSIQSKIIKAQIWDTAGQERYRAVTSAYYRGALGAMLVYDITKRQSFDNVARWVDELRVHADSSIVITLIGNKADLVDLRAVPTEDAVEFAERQGLFFSETSALSGHNVESAFLKLLEEIYNVVSRKTLLIGSGANGNHIKETNNGLLKGLKIDVISGSDFEVSEMKKLSSCSC*

NbL11g17570.1 ras−related_protein_RABA3−like [MW = 27.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13301 Protein of unknown function (DUF4079)

Protein sequence:
MAATLSLLKLPILPSKQHQTKSKLSIPSKHSVTLLPQKLLLNDTIDQLRSASLPLTALTLPFFLDAKDAFAVGGEFGIFEGRTIALIHPTVMVGLFVYTLYAGYLGWQWRRVRTTQNEINELKKQVKPLPVTPEGTPIQPPKPSPVEARIQQLTEQRKELIKGSYKDKHFNAGSILLAWGVFESIAGGVNTWFRTGKLFPGPHLFAGAGITILWAAAAALVPAMQRGNETARNLHIALNALNVILFIWQIPTGIDIVFKVFEFTSWP*

NbL11g17540.1 uncharacterized_LOC104241754 [MW = 29.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00046 Homeodomain PF02183 Homeobox associated leucine zipper

Protein sequence:
MFDVGEFSCTSSAAALNSAECFSSSSFSSLPSSKKKKVNNKNTRRFSDEQIKSLETMFENETKLEPRKKLQLARELGLQPRQVAIWFQNKRARWKSKQLEKDYNILKSNFDNLASQYNSLKKENQSLLFQLQKLNDLMQKSEKEGGQYCSIGVDQESYNRHDNTIKSKEMDGKPSLSFDLSEHGVNGVISDDDSSIKADYFGLDEESDHLLKMVEAGDSSLTSPENWGTLEDDGLLDQQPNSCNYDQWWDFWS*

NbL11g17480.1 homeobox−leucine_zipper_protein_ATHB−12−like [MW = 28.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MEGSIIFSLSLLLFFTLAQGLTNPKCSSNFHQADKDSTLQVLPVNSPCSPLRHNAPQSWVDTVLQMQYKDQARLDLFASLVAGRSFVPIASGRQVIQTPTYIVRAKIGTPPQTLLVAVDNSNDVAWFPCSGCVGCSSTVFASDKSTTFKNVSCGAAQCSQVPNPTCGGSSCGFNLTYGGSSIAANLSQDTLTLSTDAVPSYTFGCVRKATGSSAPPQGLLGLGRGPLSFLSQTQSHYQSTFSYCLPSYKSPNFSGTLRLGPNGQPKRIKTTQLLRNPRRSSFYYVNLVGVKVGRRIVDIPPSALAFNPSTGAGTIIDSGTVFTRLVEPAYTAVRNEFRRRMGRNTTVTSLGGFDTCYTVPITIPTITLMFAGMNVTLPQDNFLIRSSSSSTTCLAMAASPADPVNSVLNVIANWQQQNHRFLFDVPNSKLGVARETCS*

NbL11g17270.1 aspartyl_protease_AED3−like [MW − SP = 44.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MQAATLSFQPSAPPLQTSAFHFSSKQPNQLKYSLFSYTCPILKRSLLSTQTLSRKSICKPPDVATGKYVREDYLVKKVSAKDIQELIKGERNVPLIIDFYATWCGPCILMAQELEMLAVEYESNALIVKVDTDDEYEFARDMQVRGLPTLYFISPDPNKDAIRTEGLIPIQMMRDIINNDL*

NbL11g17240.1 thioredoxin−like_protein_CITRX1_chloroplastic [MW = 20.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MASGGMGGGVVEWHLRPQVQKNPVVFFDITIGNIPAGRIKMELFADIVPRTAENFRQLCTGEFRKAGVPQGFKNCQFHRVIKDFMVQGGDFLKGDGSGCVSIYGSKFEDENFIAKHTGPGLLSMANSGPNTNGCQFFITCAKCDWLDNKHVVLGRVLGDGLLVVRKIENVAVGANNKPKLACMIAECGEM*

NbL11g17210.1 peptidyl−prolyl_cis−trans_isomerase_CYP22−like [MW = 20.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05664 Unc−13 homolog

Protein sequence:
MEEENDTELLQRFRRDRRILLNFILSGSLIKKVVMPPGAVSLDDVDLDQVSVDFVLNCARKGGLLELSEAIRDYHDSTLFPHMSNAGSTDEFFLATNPELSGSPPRRLPPSVPIATPLPNLATLSTSESIDTEPFEELSSLSKSQSLNSTQQQELTVDDIDDFDDFDDLDEVGSRRYSRRVLNDASDLVLGLPSFATGVGDDDLRETAYEILLAAAGASGGLIVPSKDKKKEKKSILMRKLGRSKSENVMTQSQHLSGLVSLLETMRVQMEISEAMDVRTRLGLLNAMVGKVGKRMDTILIPLELLCCISRTEFSDKKSYIKWQKRQLNMLEEGLINYPAVGFGESGRKANELRVLLAKIEESESFPPPAAELQRTECLKSLREIANPLAERPARGDLTGEVCHWADGYHLNVKLYEKLLLSVFDVLDEGKLTEEVEEILELLKSTWRILGITETIHYTCYAWVLFRQFVITGEQRILQYVIEQLKKIPSKEQRGPQERMHLKSLHSRIETEKGFQELTFLQSFLLPISKWADKQLGDYHLNYAEGSAMMENTVAVAMLVRRLLLEEPEMAMQYAAISDTEQIEFYVTSSIKNAFTRIIQDVEATAHATNEHPLALLAEHTKELLHRDNTIYMPILSQRHRNAAAVSASILHKLYGIKLRPFLENVEHLTEDTIAVFPAADSLEQYIMQVILSTCADGTSDGYCRKLNVSKRWTPVSPQQRHGSSIVEVYRIVEETVDQFFALKVPMRPGELSSLFRGIDNAFQVYAKTILDKIANKEDVVPPVPILTRYSREHGIKAFVKKELKDTRIPDVVKSVEIDVVATSTLCVQLNSLHYAISQLNKLEDSIWERWTRKKHHDKSIKSPAEETARNLQKKDSFDGSRKDINAAIDRMCEFTGTKIIFWDLREPFIENLYKPSVSQSRLESVMDPLDMVLNQLCDVIMEPLRDRVVTGLLQASLDGLLRVILDGGPSRVFSLGDAKLMEEDLEILKEFFISGGDGLPRGVVENQVARVRQVVKLHGYETREIIEDLRSASELEMQGGRGKLGADTKTLLRILCHRGESEASQFVKKQFKIPKSGA*

NbL11g17200.1 uncharacterized_LOC109235373 [MW = 121.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MACAALSANSCAIASSSSGRLSFCTYQKDSKLTQKQSLIRFRIRAATTDDSDCNDEECAPDKEVGKVSMEWVAGDNTKVVGTFPPRKRGWTGYVEKDTAGQTNIYSVEPAVYVAESAISSGSAGSTSDGAENTAAIAAGIALISIAAASSILLQVGKNSPPPVQTIEYSGPSLSYYINKFKPAEILQASVAAETEAPTAPEVVQASVAPETEAPNAPEVESSAPQVEVQSEAPQDT*

NbL11g17110.1 protein_MAINTENANCE_OF_PSII_UNDER_HIGH_LIGHT_1 [MW = 24.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00226 DnaJ domain PF00249 Myb−like DNA−binding domain

Protein sequence:
MASRRSIRLISYSEELINGEPIYISSNCFPIKALKYEPAGLSFHSAALRLSGHVEKEVSKDSKEDVPTEKEQSFTYSSESYSSKGKKKSSTGEKVQDHYALLGLSHLRYLASEDQIRKSYRDAALRHHPDKLASLLLAEETEAAKQAKKEEIENHFKAIQEAYEVLIDPVRRRIYDSTDEFDDEIPTECAPQDFFKVFGPAFLRNGRWSVTQPVPSLGDENTPIKEVDSFYNFWYSFKSWREFPHADEFDLEQAESRDHKRWMERQNAKLSEKARKEEVARVRTLVDNAYKRDPRILGRKEAEKAEKQKKKEAKLLAKKLQEEEAARIAEEEKRKKEEEGKRAAEVALQQKKLKEKEKKLLRKERSRLRTLAAPVLSQRLLGLADDDIEGLCMSLDIEQLRNLCDKADGKDELMIAELLREALGHDHNLKYENKGEKSKSHQNGSLEGKRQVPLMSSEKREKPWSKEEIDLLRKGMLKFPKGTSRRWEVMSEYIGTGRTVEEILKATKTVLLQKPDSAKAFDSFLEKRKPAPTIASPLSTRAEVEGVENSSKPESGSAKLADSQESPSQNTNSQNTEDAPTANGVSSSSDSDIWSAVQEKALVQALKTFPKETSQRWERVATAVPGKTMNQCKKKFALLKENFRNKKGAV*

NbL11g17070.1 dnaJ_homolog_subfamily_C_member_2 [MW = 74.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07738 Sad1 / UNC−like C−terminal

Protein sequence:
MSASTVSITANPASGSTRRRAVEKKQPSDLADSNLATAAAAAAADPISTPNISFRSDGRDAIQVVKKPLPNTNAPTSSTRRASGSAAAAAKKPSKPPKPRWLTVVSVFTKNLLVLLVLVGLIQMVRRVVMNSNNVNDFDGLAVISGDFEGKVAEMESFVKKTTKMMQVQIEVIDQKLDSGIRSVRDELSVKVAEKGEELELKLKEVSGRSENLEKLMSEFREKDWVSKDELTHLFEEYRKSKGDTEADDKSLDEFRAYAREVVEKEIEKHAADGLGRVDYALASGGGRIVKHSEPFITKSGGGDVWSLLNRNAVSNDAQKILTPSFGEPGQCFPLKGDRGFVQIRLRTSIIPEAVTLEHVAKSVAYDRSSAPKNCRISGWLHDKKETDLAADSEKMFLLTEFIYDLDKSNAQTFNVLESAGSSVIDTIRFDFTSNHGMPHTCIYRLRVHGREPNSLVMQS*

NbL11g17020.1 SUN_domain−containing_protein_3−like [MW = 50.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04427 Brix domain

Protein sequence:
MARFRNKKRKPFVKQIAKKQPTVDHVTGDKIPRSFVFARGKLPGPLRRLQMDLRKLMNPYTALKLKEKKRNNLNDFWKVAGQMGVTHYLMLSKTDSAPYLRVAHTPHGPTLSFKIHEYSLAADVAQSQLRPRCPPDLFKTPPLIVLSGFGTGEQHLKLTTIMFQNIFPAIDINTVKLPSCQRIVLLNYNKETKLIDLRHYSIRLQPVGVSRRIRKFVQNHQVPDLRSLQDVSDFVTKAGYGSESEPDDEAATVSLSSDIGRVNRASTKSAVKLQEIGPRMTLQLVKIEEGLCTGRVIFSEYGNTSAKKLGNEEEDEQESEEEMDTDGQENADEEEQEIEDEEEQEIEQD*

NbL11g16990.1 peter_Pan−like_protein [MW = 39.71 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 110 219 328 437 545

Protein length

Gel Slice

3.2 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80

Peptide counts over 4 repeats

1 110 219 328 437 545

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF03129 Anticodon binding domain
PF09180 Prolyl−tRNA synthetase, C−terminal

Protein sequence:
MGALRLPALTSIFTSSSVRSPPALKHRLRFPLRRPLSAQSTAEKAVATELGDGKSAKIVDKEKERVITPRSQDFNAWYLDVIANAELADYGPVRGTMVIRPYGYAIWEAIQDYLNVKFKETGHSNMYFPQFIPYSFIEKEASHVEGFSPELALVTVGGGKELEEKLVVRPTSETIVNHMFTQWIHSYRDLPLMINQWANVTRWEMRTKPFIRTLEFLWQEGHTAHATAEEAEKEAMQMIDVYIKFAYEQAAIPVIAGRKSRVETFAGASRTYTIEAMMGDRKALQAGTSHNLGQNFSRAFNTQFTDENGQRQHVWQTSWAISTRFVGGIIMTHGDDAGLLLPPRLAPVQVVIVPIWKKDNEKTGVLTASSSVKETLQAAGIKVKIDDTDQRTPGWKFNFYEMKGVPLRIEIGPRDVSSGTVVISRRDFPGKQGKVFGISMEPSSLVAYVIDKLNEVQSSLLERATAFRDSNIMDVSSYNELKEAIAQGKWARGPWSASDEEELKVKEETGATIRCFPFEQPEGPKKCLMTGNSADEVAIFAKSY*

NbL11g16900.1 proline−−tRNA_ligase [MW = 61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00521 DNA gyrase/topoisomerase IV, subunit A PF03989 DNA gyrase C−terminal domain, beta−propeller

Protein sequence:
MKVHTLNPQTPLTQSNPMAFSTGIRLLRCYHHHFTFTATPSRFSGLRKTSSELRFLSSVTPPPRKQLRPVSARRKEEEAGDEGNGSVTLRDRGENEGGNGGERIVLTELHKEATEAYMSYAMSVLLGRALPDLRDGLKPVHRRILYAMHELGLSSKKPYKKCARVVGEVLGKFHPHGDTAVYDSLVRMAQDFSLRSPLIRGHGNFGSIDADPPAAMRYTECRLEALTESMLLADLEQNTVDFVPNFDNSQNEPSLLPARVPNLLLNGASGIAVGMATNIPPHNLGELVDALSALIHNPEATLQELLEYMPGPDFPTGGIIMGNIGILEAYRTGRGRVVIRGKTDIELLDSKTKRAAIIIQEIPYQTNKASLVEKIADLVENKILEGVSDIRDESDRSGMRIVIELKRGSDPAIVLNNLYRLTALQSSFSCNMVGILNGQPKLMGLKGLLQAFLDFRCSVVERRAKFKLSQAQERNHIVEGIIVGLDNLDEVINTIRKASSNALAAASLRKEFELSEKQAEAILDISLRRLTALERNKFVEEGKSLRTQISKLEELLSSKKQILQLIEEEAIEIKNKFFTPRRSMLEDTDSGEVEDIDVIPNEEMLLAISEKGYVKRMKSDTFNLQNRGTIGKSVGKLRVNDAMSDFLVCRAHDKVLYFSDKGTVYSSPAYKIPECSRTAAGTPLVQILSLSDGERITSIIPVSEFAGDQYLVMLTVNGYIKKVSLNYFASIRCTGIIAIQLVPGDELKWVKCCSNNDFVAMASQNGMVILTPCANIRALGRNTRGSVAMRLKEGDKVASMDIIPDALQKELDKTLEVHQRQCRSMKGPWLLFVSESGYGKRVPVSRFRTSPLNRVGLICYKFSSEDRLAAVFVVGFSLGEDGESDEQVVLVSQSGTVNRIKVRDISIQSRYARGVILMRLEHAGKIQSASLISAADAVPEDEDAIAVAA*

NbL11g16880.1 DNA_gyrase_subunit_A_chloroplastic/mitochondrial [MW = 104.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MGKKSWILWVVTLLLCWSKIAMAKKHMKYKDPKQPVEVRVKDLLGRMTLAEKIGQMTQIDRSSATIKIMKDYYIGSVLSGGGSEPLPKATAADWVNMVNDYQNGSVSTRLGIPMIYGIDAIHGHNNVFNATIFPHNVGLGAARDPELMRRIGAATALEVRATGIPYAFAPCIAVCRDPRWGRCYESYSEDPKIVQEMTDIIIGLQGEIPYESRKGIPYVGGKKKVAACAKHFVGDGGTTKGINENNTVTNMHELLSIHMPAYDNSIIKGVATVMASYSSWNGQKMHANHDLVTGFLKGTLKFKGFVISDWQGIDRITSPPHANYTYSVETSILAGIDMVMVPYNFTEFINDLTYLVKNNFIPMARIDDAVERILLVKFTMGLFENPYTDFSLIKEVGSQEHRNIAREAVRKSLVLLKNGKTANDPLLPLPKKASKILVAGSHADNLGFQCGGWTIAWQGFRGNDGTGGTTILGAIKSAVDPGTEVTYLENPDSKYASSRGFDYAIVVVGERPYAETAGDSPTLTIADSGPDVINHVCPSVKCVVIIISGRPLVIEPYLPSIDALVAAWLPGSEGQGITDILFGDYGFTGKLPRTWFKTVEQLPMNVGDPLYDPLFPFGFGLNTSKSTVARSISSGAVGKPYVFGIMVSAFIGLWSMSRAFY*

NbL11g16800.1 beta−glucosidase_BoGH3B−like [MW − SP = 69.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06201 PITH domain

Protein sequence:
MSTESASAIPKGQVDLSDFIDWSGVECLNQNSSHSISSALKQGYREDEGLNLESDADEQLLIYIPFNQVIKLHSFVIKGPEEEGPKTVKLFSNKDHMGFSNVSDYPPSDTAVLSEDNLKGKPVILKYVKFQNVRSVTIFIEDNQSDSELTRVQKIVLYGTTVETTDMKGLKKIEDH*

NbL11g16470.1 PITH_domain−containing_protein_At3g04780−like [MW = 19.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06026 Ribose 5−phosphate isomerase A (phosphoriboisomerase A)

Protein sequence:
MASLSLISPQYHSTLRHNAIVGTRLPAISLRNPITRIRSTTPSIKALSVPSALTQDELKKLAADKAVEYVKSGMVLGLGTGSTAAFVVAKLGELISSGQLTNIVGVPTSKRTEEQALSLNIPLSTLDDHPHLDLAIDGADEVDPNLDLVKGRGGALLREKMVEAASDKFVVVVDDSKLVSGLGGSGLAMPVEVVQFCWKYNLVRLQELFKAEGVDAKLRVDGNGKPYVTDNSNYIVDLYFKTPIRDSAVAGKEIAALEGVVEHGLFLDMTTAVIIAGKEGVSVQSK*

NbL11g16460.1 probable_ribose−5−phosphate_isomerase_3_chloroplastic [MW = 30.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00191 Annexin

Protein sequence:
EVPPLNALLSLIHKHTQKQRQKLKYREKLHKEMAEANAYAALTKAFSGLGVDENLFISTLGSWNRHQRESYRVSTPGFFKEDERHFQRWDDQHILQLRQEFLRLKDAVVLYTMHPWERDARLFKEALSLKVPQIDVLTETACTRSSEELLGARRAYHSLFEHSIEEDIAFHIQTPERKLLVALVSSYRYEGPRVNDDLAKSEAKIFVNTLKDAKKNLIEDEEIVWILSHRSKLHLKAVYSHYKEMTGKYLDEDLDGYLILKQVVQCLCSPQTYFSKILIESLRLDVDESAKDSVTRVIVTRADDDMKQIKEEFQSKYGTTLSAKIEEVANGSYKKFLLTIVAKSE*

NbL11g16430.1 annexin_D4−like [MW = 40.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13426 PAS domain

Protein sequence:
MDSSSSGNKDQRRSLDVFDPTLTREGGKSASSRNEGIDVQEISMKGVESANMPGTNKPMNKWMPFDPNGKKGEDSDNANSQIPSENSIAARAAEWGLTVRTDVGEGSFHTISRSGENSFADGERGKNSLEKYSVGSTRTSEESYEDTRFPRVSQELKDALATLQQTFVVSDATKPDCPIVYASSGFFTMTGYSSKEIIGRNCRFLQGKDTDQKEVEKIREAVKTGKSYCGRLLNYKKNGTPFWNLLTVTPIKDDTGKTIKFIGMQVEVSKYTEGINEKALRPNGLPKSLIRYDARQKEKALGSITEVVQTVKNPRSHMKSASQDASSRTDKEKLQLDFMLPKSAETESMKTPGRYTPQGETTSDMSVQDSDKKSRKSARVSLKGFKGRSSSISAPLETEQNIGPEILMTKDIERTDSWERAERERDIRQGIDLATTLERIEKNFVISDPRLPDCPIIFVSDSFLELTEYTREEILGRNCRFLQGPETDQATVQKIRDAIREQREITVQLINYTKSGKKFWNLFHLQPMRDQKGELQYFIGVQLDGSDHLEPLRNRLSEQTEQSSAKLVKATAENVDEAVRELPDANSKPEDLWALHSKPVYPRPHKRDSALWTAIQKITANGERIGLNNFKPVRPLGCGDTGSVHLVELKSTGDLFAMKAMDKSIMLNRNKVHRACVEREIIALLDHPFLPALYSSFQTETHVCLITDFCPGGELFALLDRQPMKIFKEESARFYAAEVLIGLEYLHCLGIIYRDLKPENILLQADGHLVLTDFDLSFKTSCKPQVIKHPPSKRRSRSTPPPTFVAEPISQSNSFVGTEEYIAPEIITGAGHSSAIDWWALGILLYEMLYGRTPFRGKNRQKTFANILNKDLTFPSSIPVSLAARQLIHALLNRDPASRLGSNGGASEIKDHPFFRGINWPLIRCMTPPPLDAPLQLIGKESGTKDIDWNDDGVLDQPMDLF*

NbL11g16310.1 phototropin−2−like [MW = 107.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02502 Ribose/Galactose Isomerase PF07883 Cupin domain

Protein sequence:
MAQESTKRPLKIIAGADSFGCNLKDTLLSQLRALNIEVEDLGTDKYYSVGEEIGRRVSQAANNNPSVETRGLVACGTGVGVAIFANKFPGVYAATCLNPDEARNARSINNCNVLAVSGMNTTPEVAAEVLKTFLETPFRSPCPASGSNPWPDEIDQFLENSVTEMSKIGTLGTLLESGEKGESGACNLCSLVKDREFKPVEIMPGGSMTIVRESPTSAFVKFTAGSVEPAHHHTFGHDLVVLKGSKKVWNLSKGKNYDLGVGDYLFTPAGDVHRVKYLEDTEFFLKWEGQWDLVFDEDHAAANAAIDKEKES*

NbL11g16300.1 DNA_damage−repair/toleration_protein_DRT102 [MW = 33.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00301 Rubredoxin

Protein sequence:
MASATARASFTFTPNSFTQPSSPKPKPHLTFPPFHLKSHSVSSFYRNPIKIQSLSSLPKSIDVSKEDKPISEQPTSETPTSEPEQQEEEEKNFDKRRLEEKFAVLNTGIYECRSCGFKYNEAAGDPSYPIPPGLPFDQLPSDWRCPTCGAAKSFFDNKSVEIAGFAQNQQYGFGGNTLTSGQKALLIYGGLLLGFVFFLSGYFLQ*

NbL11g16210.1 rubredoxin−like [MW = 22.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRRSLSKLSHCSIGRPPTTPPSSISSAFSTFSGGGGGGRGRGIGSDSPNFGFSPGKPESNESKPESSPPTATPAGIGHGRGRGKPFPSSPFLPSFSSSVGKPNPNSSPPAGRGRGGPGQFSPPQSQPQQQHQQLSPLKKPIFFAKEEVTSDSNPSSSDAPKQREDSNLASSLTSLLSGAGRGKPLQAASSPVSEKPKEENRHLRVRQQQQRADPDSGKRESSPPPQRLSREDAVKKAVGILSRHSDGDGGGDGGGGRGVGGFRGRGGRGAMRGRGGRGRGRGYGRRDENEDDSLESGFYLGDNADGEKLANKLGPETMNTLAEAFEEMSSRVLPSPMDDAYVEALHTNMMIECEPEYLMGDFESNPDIDEKPPISLQDALEKMKPFLMAYEGIKDQEEWEKVIEETMETVPLMKEIVDYYSGPDRVTAKQQQQELERVAKTLPQSAPNSVKRFTERAVLSLQSNPGWGFDKKCQFMDKAVWEVSQHYK*

NbL11g16160.1 translation_initiation_factor_IF−2−like [MW = 52.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01113 Dihydrodipicolinate reductase, N−terminus PF05173 Dihydrodipicolinate reductase, C−terminus

Protein sequence:
MWAAIKVRSNIHGGIIHFNYSRKNVNSSSFVRGRKSLVKMCSTSDQHVQLIQNTPSIDALPIMVNGCTGKMGRAVLEASISAGLQPVSVCFGGPEDAGKIVEVSGKEITVHGPSDRENIMSSVFEEHPNLIVVDYTVPGAVNDNAELYSKVGVPFVLGTTGGDRERLYKTVSDSKVYAVISPQMGKQVVAFLAAMEIMAEQFPGAFSGYTLQVMESHQASKLDTSGTAKAVISCFQKLGVSFDLDEVQLIRDPKQQVEMVGVPEEHLLGHAFHMYHLTSPDGTVSFEFQHNVCGRSIYAEGTVDAILFLAKKVKLKEDKRIYDMIDVLREGNMR*

NbL11g16030.1 4−hydroxy−tetrahydrodipicolinate_reductase_1_chloroplastic−like [MW = 36.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00290 Tryptophan synthase alpha chain

Protein sequence:
MASFLKPTHLIHSINKLENHAFPQSYNNTQRFKILTWVKPPMAALSTTPTVGLSETFTRLRKQGKVALIPYITAGDPDMSTTAEALKVLDRCGSDIIELGVPYSDPLADGPVIQAAATRSLSRGTNFAKVLSMLKDVVPQLTCPIALFTYYNPILKRGTEKFMATVRDAGVHGLVVPDVPLEETEILRKEAARHNIELVLLTTPTTPTVRMKAITEASEGFVYLVSSIGVTGARESVSSKVQSLLIDIKEATSKPVAVGFGISKPEHVKQVAGWGADGVIIGSAIVRILGEAKSPEEGLKELEVFATSLKSALS*

NbL11g15870.1 tryptophan_synthase_alpha_chain−like [MW = 33.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03199 Eukaryotic glutathione synthase PF03917 Eukaryotic glutathione synthase, ATP binding domain

Protein sequence:
MRSGYSSSFSQSSSTCFTHYSATAHSNSLNFCSPTRFLEPHLNKFSVNFIPKSPFSAILPLKCAKKMQIQVEDSVKPIVDPHDIDPKLLQKLSYDALVFCSLRGLVVGDRNSERSGTVPGVGMVHAPVALLPMSFPESQWSQACEVAPIFNELVDRVSQDGEFLQQSLSRTKKVDPFTSRLLEIHSKMLNINKKEEIRLGLHRSDYMLDEQTKLLLQIELNTISSSFSGLSCLVSELHRSLLHQYRERIALDPSKIPINNSVNQFAEALAKAWNEYADPRAVVMFVVQAEERNMYDQHWLSASLREKHKVITTRKTLAEIDAHGELLEDGTLVVDGEPVAVIYFRAGYTPSDYHSESEWRARLLMEQSRAVKCPSISYHLAGTKKIQQELAKPNVLERFLENKDDIAKLRKCFAGLWSLDESNTVKDAIVRPGLYVMKPQREGGGNNIYGEDVKEALLKLQKEGTGSDAFILMQRIFPTISHSILMREGIPHKEQTISELGIYGTYLRNEKEILINQQSGYLMRTKVSSSNEGGVAAGFAVLDSIYLV*

NbL11g15800.1 glutathione_synthetase_chloroplastic [MW = 61.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04536 TPM domain

Protein sequence:
METILSPPSISPLFNPKIASLSKPFLPLSHLPRSSSISSAKPICCSLKKQASKIDKDLSFSVTKSWFSSVQQGLAAVAISLALNLCPVVLSGSALASEFDVLNEGPPKDSYVVDDAGVLSRVTKSDLKALLSDVENRKGFHINFITVRKLTSKADAFEYADTVLEKWYPSVEQGNDKGIVVLVTSQKEGAITGGPDFVKAVGDTVLDAAVSENLPVLATEEKYNEAVYSTAKRLVAAIDGLPDPGGPQLKDNKRESNFKSREETDEKRGQFTLVVGGLLVIAFVVPMAQYYAYVSKK*

NbL11g15780.1 UPF0603_protein_At1g54780_chloroplastic [MW = 31.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
MGEETEVIHSWSAPRSLSTSLMYSFAQRNDIEVLDEPLYAHFLRVTGADRPYREELRSKMENDGNKVVKEAIFGAGTKKYRYCKHIAKQRVPGLTNELMKRGKHFILIRNPLDILPSFDKVVPPSFLELGLAELVSIYSELSELGKPPPVIDAADIQENPEAALRGLCEDLDIPFQDSMLRWEAGPKSFDGIWAPWWYKSVHKSTGFAPAKKYPMPFPTSLYDLLEQSLPFYNMLKRHARRSSYILNSTLPHPSLPVPANEKLLAWVGDEIVPRETAKVSVFDSVVQGGDAVWEGLRVYSGKLFKLEEHLDRLFDSAKALAFSNVPTREEVKEAIFKTLLTNGMYDNAHIRLTLTRGKKVTSGMSPAFNQYGCTLIVLAEWKPPVYDNEKGIILVTATTRRNSPNNLDSKIHHNNLLNNILAKIEGNNAGADDAVMLDKDGYVSETNATNIFLVKKGRVVTPHADYCLPGITRATVMELVLKENLVLEERRISLSEFHTADEVWTTGTMGELSPVVKIDGRIIGDGRVGPVTQRLQNAYKKLAEDSGVSIPTYQKS*

NbL11g15760.1 branched−chain−amino−acid_aminotransferase−like_protein_1 [MW = 62.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain PF08544 GHMP kinases C terminal

Protein sequence:
MEVRARAPGKIILAGEHAVVHGSAAVAASIDLYTYVSLRFPTPADNDETLTLQLKDVSLEFSWPIARIKEAFPNSETQIPPSSCSLETLKLIASLVDEHNIPEAKIGLAAGVTAFLWLFTSIHGCKPAKSVVSSELPLGSGLGSSAAFCVALSAAILALSDSVTMDFSHQGWQVFGENELELVNKWAFEGEKIIHGKPSGIDNTVSTYGNLIKFKSGDLTRLKTNMPLKMLITNTKVGRNTKALVASVSERTLRHPTAMASVFTAVDSISSEVAAIIQSPVPDDLAITEKEEKLEELMEMNQGLLQCMGVSHASIETVLRTTLKYKLSSKLTGAGGGGCVLTLLPTLLSGTVVDKVIAELETCGFQCLLAGIGGNGVEILFSGTS*

NbL11g15610.1 mevalonate_kinase−like [MW = 40.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00587 tRNA synthetase class II core domain (G, H, P, S and T) PF02403 Seryl−tRNA synthetase N−terminal domain

Protein sequence:
MLDINLFREDKGHNPEIIRESQRRRFADVGLVDQVIQLDKEWRQRQFEFDNLRKDFNKINKEVARLKISGEDASQKIKDTEENKQLTAKKEAEVQEARAALYSKLEIIGNLVHDSVPISNDEANNAIVRSWGEKRTEKGLKNHVDLVELLGIADIKKGANVAGGRGYYLKGDGVLLNQALINFALNFLRKRGYNPLQTPFFMRKEIMAKCAQLAQFDEELYKVTGEGDDKYLIATAEQPLCAYHLDDWIHPSQLPLRYAGYSSCFRKEAGSHGRDTLGIFRVHQFEKVEQFCLTSPNGNDSWDMHEEMIKNSEEFFQQLKIPYQVVSIVSGALNDAAAKKYDLEGWYPASSTYRELVSCSNCTDYQSRKLEIRFGQKKGNEQAKQYVHLLNSTLTATERTICCILENNQREDGVEIPEVLRPYMDGVTFMPFQTAPAKEAKGKKSKA*

NbL11g15580.1 serine−−tRNA_ligase [MW = 51.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MALIIRSVLHLLVISLISFVVLQQKSDAQEVLMLQKPRLVNCKFDKIYQLGDSLSDTGNCIRERICGAHTLCARFPYGMNFFQNATGRCSNGMLMIDFIALESGFPLLNPIKDQTADFRHGADFAVAGATALPVEILENMKMVNPSTNSSLSVQLDWMSSHFENTFHTDWPDKVKKALFLVGGIGGNEFNFALSQGKTLEESRTIVPDIVEAIIHGVRRVISFGATRIVVPGNFPGGCFPIILTRFMTDNSSAYDEHHCLKDFNSLIIFFNDHLQQAILDLKKEYPNITLIYGDYYNAYLWLLQNAVSLGFDKNSLHKACCGIGGDYNYNIHNQCGTIGVPVCTDPTTYISWDGAHLTQEAYSWLARWLIDNNILPQLNCQA*

NbL11g15450.1 acetylajmalan_esterase−like [MW − SP = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13499 EF−hand domain pair

Protein sequence:
MRKRKQGGLDEESFVELRAGDCDCLMGNTCRGSFGGKTFAQPPQDHSKRTNPDSDSPSPTPTPKKEQQQQQPPPNNLPLKKEMNRTSANQSYYVLGHKTQNIRDLYTLGRKLGQGQFGTTYLCTELSSGIEYACKSIAKRKLISKEDVEDVRREIQIMHHLAGHKNIVSIKGAYEDSLYVHIVMELCSGGELFDRIIQRGHYTEKNAAELTKIIVGVVEACHSLGVMHRDLKPENFLLVNKDDDFSLKAIDFGLSVFFKPGQIFTDVVGSPYYVAPEVLLKHYGPEADVWTAGVILYILLSGVPPFWAETQQGIFDAVLKGHIDFESDPWPLISESAKDLIRKMLCMRPSERLTAHEVLCHPWICENGVAPDRALDPAVLSRLKHFSAMNKLKKMALRVIAESLSEEEIAGLKEMFKAMDTDNSGAITFDELKAGLRKYGSTLKDIEIRELMDAADVDNSGTIDYGEFIAATIHLNKLDREEHLMAAFQYFDKDASGYITVDELQQACADHNITDVFFEDIIREVDQDNDGRIDYGEFVAMMQKGNPCIGRRTMRNSLNFSMRDAPGAH*

NbL11g15410.1 calcium−dependent_protein_kinase_5 [MW = 63.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01476 LysM domain

Protein sequence:
MVSSSTLTTTLASLLCFVWLLTFSSPATASFTCRSGGTCDAIIDYTLPNATTYNAVKKLFHVKNLRSLLGVNNLPIDTPADKKLLANQTIKIPFPCLCRNGTGISNKRPTYNVVSGDFLSHIVSDIFANLITVQELQTVNNITDPNVIQPGDKLWVPLPCSCDDVDGEKVVHYGRLVAAGNTVDDIAQQYNVSQDTLLKLNGLSDPKELIAGSVLDVPLKACQSMVSNTSLDYPLLVPNDTYVFTAANCVACKCDAAKNWTLQCQPSQIKSSLWKSCPSMQCQGLDSFYIGNVTSSDCNSTACAYAGYSNQTIFTTSTQLTCPASTASEMTGTWRWNIILVAIHLALLSASYMR*

NbL11g15220.1 lysM_domain−containing_GPI−anchored_protein_2 [MW − SP = 35.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MAVEFLPFLIFLLVSSATACDRCVHQSKVAYFSSASALQSGACGYGDLAIGFNGGRLAAAIPSLYKEGAGCGACYQIRCKDSTLCSKEGTTVIVTDLNTNNQTDFVISSRAFMAMANKGKAKDVLKLGIADVEYKRVPCDYKSKNLAIRVEESSQKPNYLAISFLYQGGQTEIVAVDVAQVGSSTWNFLSRNHGAIWDTSRVPTGALQFRFVVTAGYDGKWYWAKSVLPADWKNGVIYDTGLQITDIAQEACSPCDDGNWKLH*

NbL11g15150.1 expansin−like_A2 [MW − SP = 26.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00006 ATP synthase alpha/beta family, nucleotide−binding domain PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
LILILSFPLQYKNKVSHYLSLPLDLNIVSPRSTLLSLSGSKSNSVLEKIRLNMGVAPNNIEMEEGNLEVGMEYRTVSGVAGPLVILDKVKGPKYQEIVNIRLGDGTTRRGQVLEVDGEKAVVQVFEGTSGIDNKYTTVQFTGEVLKTPVSLDMLGRIFNGSGKPIDNGPPILPEAYRDISGNSINPSERTYPEEMIQTGISTVDVMNSIARGQKIPLFSAAGLPHNEIAAQICRQAGLVKRLEKSDNLLEGGEGDNFAIVFAAMGVNMETAQFFKRDFEENGSMERVTLFLNLANDPTIERIITPRIALTTAEYLAYECGKHVLVILTDMSSYADALREVSAAREEVPGRRGYPGYMYTDLATIYERAGRIEGRTGSITQIPILTMPNDDITHPTPDLTGYITEGQIYIDRQLHNRQIYPPINVLPSLSRLMKSAIGEGMTRRDHSDVSNQLYANYAIGKDVQAMKAVVGEEALSSEDLLYLEFLDKFERKFVAQGAYDTRNIFQSLDLAWTLLRIFPRELLHRIPAKTLDQYYSRDASN*

NbL11g14930.1 V−type_proton_ATPase_subunit_B2 [MW = 60.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01399 PCI domain PF08375 Proteasome regulatory subunit C−terminal

Protein sequence:
MTQDVEMKEQAAPPSNSLSSTAPSVFHHLKEIASLIETGAYAREVRRISRAVRLTMALRKKLKASSLAALLNYVLVPGSEVHSRLSSFLPKEDEQDMEVDTATSGAQAPIKNPLPELEIYCYLLVLIFLIDQKKYNEAKACSSASIARMKTVNRRTVDVLASRLYFFYSLCYELTGDLAEIRGNLLALHRIATLRHDELGQETLLNLLLRNYLRYNLYDQAEKLRSKAPRFEAHSNQQFSRYLFYLGKIRTIQLEYTDAKESLLQAARKAPQAALGFRVQCNKWAIIVRLLLGEIPERTVFMQKGMEKALRPYFELTNAVRIGDLELFRKVAEKFSSTFSSDGTNNLIVRLRHNVIRTGLRNISISYSRISLVDVAKKLRLDSPNPVADAESIVSKAIRDGAIDATLDHANGWMVSKETGDIYSTNEPQIAFNSRIAFCLNMHNEAVRALRFPPNSHKEKESAEKRRERQQQEQELAKHIAEEDDDDF*

NbL11g14870.1 probable_26S_proteasome_non−ATPase_regulatory_subunit_3 [MW = 55.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MSKDVIEEGQVHQQHGKDYVDPPPAPLLDFAELKLWSFYRALIAEFIATLLFLYVTVATVIGHKKLNGADQCDGVGILGISWAFGGMIFVLVYCTAGISGGHINPAVTFGLFLARKVSLLRAVGYIIAQSLGAICGVGLVKGFMKHYYNTLGGGANFVQPGYNKGTALGAEIIGTFVLVYTVFSATDPKRSARDSHVPVLAPLPIGFAVFMVHLATIPITGTGINPARSFGAAVIYNTDKVWDDQWIFWVGPFVGALVAAVYHQYILRGSAIKALGSFRSNPTN*

NbL11g14840.1 PIP2−7 [MW = 30.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAKPVQIEVWNPNGKYRVVSTKSMPGTRWINLLIEQDCRLEICTEKKTILSVEDILALIGDRCDGVIGQLTEDWGETLFSALSRAGGKAFSNMAVGYNNVDVEAANKYGVAVGNTPGVLTETTAELAASLSLAAARRIVEADEFMRAGKYEGWLPHLFVGNLLKGQTVGVIGAGRIGSAYARMMIEGFKMNLIYYDLYQATRLEKFVTAYGQFLKASGEQPVTWKRAASMEEVLREADVISLHPILDKTTYHLVNKERLAMMKKEAILVNCSRGPVIDEVALVEHLRENPMFRVGLDVFEDEPYMKPGLADMKNAVVVPHIASASKWTREGMATLAALNVLGKIKGYPVWGNPNSVDAFLNENSQPPAACPSIVNSKTLGLPVSKL*

NbL11g14820.1 glycerate_dehydrogenase [MW = 42.31 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 59 117 175 288

Protein length

Gel Slice

3.1 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30

Peptide counts over 4 repeats

1 59 117 175 288

Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAKPIVDTEYLKEIEKARRDLRALISSKNCAPIMLRLAWHDAGTYDAKSKTGGPNGSIRNEEEFSHGANNGLKIALDFCEAVKSKHQMITYADLYQLAGVVAVEVTGGPTIDFVPGRKDSSVSPKEGRLPDAKQGVPHLKDVFYRMGLSDKDIVALSGGHTLGRAHPDRSGFDGPWTKEPLKFDNSYFVELLKGETEGLLKLATDIALLDDPEFREYVELYAKDEDAFFRDYAISHKKLSELGFTPSSGSKATLRDGTILAQSAVGVVVAAAVVALSYWYEVRKRMK*

NbL11g14690.1 L−ascorbate_peroxidase_3_peroxisomal [MW = 31.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MARYDRAITVFSPDGHLFQVEYALEAVRKGNAAVGVRGTDTVVLGVEKKSTPKLQDSRSVRKIVNLDDHIALACAGLKADARVLVNRARIECQSHRLTVEDPVTVEYITRYIAGLQQKYTQSGGVRPFGLSTLIIGFDPYTGVPALYQTDPSGTFSAWKANATGRNSNSLREFLEKNYKETSGQETVKLAIRALLEVVESGGKNIEVAVMTKEHGLKQLEEAEIDAIVAEIEAEKAAAEAAKKAPKET*

NbL11g14670.1 proteasome_subunit_alpha_type−7 [MW = 27.03 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MASLLLLTHFLCFTFTAIIPIFSPVSAEPAAKTYIFRVDSFSKPAIFPTHYHWYSSEFIEPVNILHVYDNVFHGFSASLSPSQAASILQHPSILAAFEDRRRQLHTTRSPQFLGLRNQKGLWSESDYGSDVIVGVLDTGIWPERRSFSDLNLGPVPTRWKGVCQTGDKFTAKNCNRKIIGARFFSKGHEAAPGFGGIGGGGINDTVEFKSPRDADGHGTHTASTAAGRHAFSANMSGYASGIAKGVAPKARLAVYKVCWKNSGCFDSDILAAFDSAVSDGVDVISISIGGGDGISSPYYLDPIAIGAYGAVSRGVFVSSSAGNDGPNGMSVTNLAPWLTTVGAGTIDRNFPAEVILGDGRKLSGVSLYAGKPLNGKMYPIVYPGKSGVLSASLCMENSLDPHLVRGKIVICDRGSNPRVAKGMVVNKAGGVGMILANGVSNGEGLVGDAHLIPTCAVGANEGDAIKSYIASHPTASATINFHGTVIGVKPAPVVASFSGRGPNGLNPEILKPDLIAPGVNILAAWTDAVGPTGLDLDNRKAEFNILSGTSMACPHVSGAAALLKSAHSDWSPAAIRSAMMTTANRVDNRLQPMTDEATGKPATPYDYGAGHLNLDLALDPGLVYDLANEDYVSFLCAIEYDPKTIQVITKSPVDCPMKKPLPENLNYPSIAALFSTAAKGVSSKTFFRTVTNVGDTNAEYKVKIEAPKGVTVSVKPEKLVFSEKVRKLSYYVTITVDSKNLVLNDSGAVFGSLSWIDGKHVVRSPIVVTQMSPL*

NbL11g14620.1 subtilisin−like_protease_SBT1.6 [MW − SP = 78.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00098 Zinc knuckle PF00313 'Cold−shock' DNA−binding domain

Protein sequence:
MAEESGQRAKGTVKWFSDQKGFGFITPDDGGEDLFVHQSGIRSEGFRSLAEGETVEFEVESGGDGRTKAVDVTGPDGASVQGGRGGGGGGRGGGGYGGGGGGYGGGGRGGSRGYSGGDGGYSGGGGYGGGSRYGGGGGGYGGGGGYGGGGGSGCFKCGESGHFARDCSQSGGGGGGGRFSGGGGGGGGGCYKCGEDGHFARECTSGGR*

NbL11g14550.1 protein_2_(GRP−2)_mRNA_X60007.1_N.sylvestris_mRNA_for_glycine_rich_protein_2 [MW = 19.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00388 Phosphatidylinositol−specific phospholipase C, X domain

Protein sequence:
MGTFFSKQVERRKAIRTQKKLLYDLKEKNSSDFPGSDYGVEDRKNWMATLTPEKLHVNKIIWPGTHDSATNKIGIPFISRPFARTQSLSIYKQLVMGTRVLDIRVQEDRRVCHGILLSYNVDVVINDVKKFLSETQSEVIILEIRTEFGHEDPPEFDKYLEDQLGEYLIHQDDSVFHKTVAELLPKRVICVWKPRKSPQPKHGSPLWSAGYLKDNWIDTDLPETKFESNMKHLSEQPPVTSRKYFYRVENTVTPQADNPVVCVKPVTNRIHPYARLFITESISRGYGDRLQIYSTDFIDEDFVDACVGLTNARIEDKV*

NbL11g14520.1 PI−PLC_X−box_domain−containing_protein_DDB_G0293730−like [MW = 36.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01425 Amidase

Protein sequence:
MEGELALKIEEITIKEIHQAFAQNKLTARKLVDFYLHQIETLNPLLRGIIEVNPDAQNLADEADKKRTSSNTDQGGNFLGDLHGIPVLVKDTFGTKDKLNTTAGSYALLGSEVPRDAGVVAKLRKAGAIILGKASLSEWYKFRSLSGVPNGWCARSGQGVNPYCPSGSPCGSSSGCAISVAANMAAVTLGTETHCSIICPADHNSVVGLKPTVGLTSRAGIIPMTPLWDTIGPICRNVTDAVYMLDVIVGVDPRDEVTREAAKYIPEGGYKQFLREDGLKGKQIGIVRHPFVEMIHGEIEKSAFEHHLDLLRQQGATLVDNLSIPHIEEIMDPNHSGEALVMMVEFKTAINVYLKELITSPVRSLADIIAFNERNSELEKLTEYDQHTFIAAEKTDGYGLEEKKIVEKLHIFSRNGFEKMMKDHELDAMVTPGSRASPVFAIGCYPAITVPAGYESDGMPFGICFGGLKGTEPKLIEIAYAFEQSSKVRRPPSVV*

NbL11g14480.1 probable_amidase_At4g34880 [MW = 53.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06273 Plant specific eukaryotic initiation factor 4B

Protein sequence:
MAATVSAWAKPGAWALDSEEHESELQKEETPNGDNHSNGASAGLSDFPSLAAAATTKTKKKKPQTLSLQEFSTFSSVKKSQSAAAAAVNGLTPEEVMMLPTGPRERSAEELDSSRLGGGFRSYGYDRQGGRGSSDESRRPGGFRRDSDREIAPSRADETDDWGAAKKTSIGNSFDRRERGERGGFFSDSHSKADESDNWGANKSFVPSSGRRFDRRGSFGSNGGDSDSDKWTKRSGGGGAFDSLRERRGGGYESYNSGVDSENWGRGKREETLGGGGGGRPKLNLQPRTLPITEVQQQNGGTNEATVVVKPKGSNNPFGAARPREEVLKEKGQDWKEIDQKLESLKVKEVVSESSDKKAWGNGKPSFMREESTEKSWRKPQLNEVRPLSAEVTVNGAVEETAQGAAKESGGEPKI*

NbL11g14460.1 eukaryotic_translation_initiation_factor_4B3 [MW = 44.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MANPKVFFDLTIGGTPAGRVVMELFADTVPKTAENFRALCTGEKGVGRMGKPLHYKGSTFHRVIPGFMCQGGDFTAGNGTGGESIYGAKFADENFKRKHTGPGVLSMANAGPGTNGSQFFICTAKTEWLDGKHVVFGQVVEGYDAIKKAEAVGSGSGRCSKPVVIADCGQLC*

NbL11g14440.1 peptidyl−prolyl_cis−trans_isomerase−like [MW = 18.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00121 Triosephosphate isomerase

Protein sequence:
MAVASTSLASQMSGPKSATSSISCPQFSGLRKSFSKFENFVSFSTSQALFHNVDSQLRLSSAQKGCRAVVTMAGSGKFFVGGNWKCNGTKDSISKLVSDLNSAQLESDVDVVVAPPFLYIDQVKNSLTDRIEVSAQNCWTGKGGAFTGEISVEQLKDLGCKWVILGHSERRHVIGENDEFIGKKAAYALSQGVGVIACIGELLQEREAGKTFDVCFQQLKAFADALPSWDNVVIAYEPVWAIGTGKVASPEQAQEVHAAVRDWLTKNVSAEVASKTRIIYGGSVNGSNSSDLAKKEDIDGFLVGGASLKGPEFATIINSVTSKKVAA*

NbL11g14390.1 triosephosphate_isomerase_chloroplastic−like [MW = 34.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01048 Phosphorylase superfamily

Protein sequence:
MAPPPSLGEKSSEVKESAAVDNRPISTIVFIIAMQTEALPLVKKFQLTEDLDSVFPKGVPWVRFYGNYKGLAINIVCPGKDPALGVDGVGTVSASLVTYASIQALKPDLIINAGTAGAFGAKGASIGDVFLASEVAFHDRRIPIPVFDIYGVGSRKAFATPYLLKELNLKIGKLSTGDSLDMSPMDEASIVANDATVKDMEGAAVAYVADLLKVPVIFLKAVTDIVDGDKPTAEEFLLNLAAVTAALDQTATLVVDCISGKCLSEL*

NbL11g14370.1 5'−methylthioadenosine/S−adenosylhomocysteine_nucleosidase_2 [MW = 27.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MEKNEVMDGSDIMKLVGNEAVFSNFVDHKFEELDIDQDGKLSVKELQPAVADIGVALGLPAQGSSPESDHIYSEVLQEFTHGKQEKVSKTEFKEVLSDILLGMAAGLKRDPIVLLRMDGEDLLEFVKSPAFEPEILSFFSEIELPDGSLKDHIIKAFEKLTVDQGMPPASDSWVMSNVVEPVVDSCIGASNEQPVSQETFLAEFKKVAESAAQRLKEQPVIVAHSENTFDGSGIRRLLSNKFELDKALDSAVKTVPKDRHGKMSKEYLRVALDLLAPSAGLPPIGAVDQMDKIIIEACKMLDADDGKMVKEEEFKKLLTEVLGSMMLQLEGNPVSVSTNSVVHEPLASASTLLQPPSNSEM*

NbL11g14320.1 uncharacterized_LOC104087214 [MW = 39.48 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF16450 Proteasomal ATPase OB C−terminal domain
PF17862 AAA+ lid domain

Protein sequence:
MSTEEEAVRRRTALADYRKKLLQHKELDARVRTVRENLRATKKEYAKTEDDLKSLQSVGQIIGEVLRPLDSERLIVKASSGPRYVVGCRSKVDKEKLTSGTRVVLDMTTLTIMRALPREVDPVVHNMLHEDPGNISYSAVGGLSDQIRELRESIELPLMNPELFLRVGIKPPKGVLLYGPPGTGKTLLARAIASNIDANFLKVVSSAIIDKYIGESARLIREMFNYARDHQPCIIFMDEIDAIGGRRFSEGTSADREIQRTLMELLNQLDGFDQLGKVKMIMATNRPDVLDPALLRPGRLDRKIEIPLPNEQSRMEVLKIHAAGIAKHGEIDYEAVVKLAEGFNGADLRNVCTEAGMSAIRAERDYVIHEDFMKAVRKLNDAKKLESSAHYSADFGKE*

NbL11g14290.1 26S_protease_regulatory_subunit_S10B_homolog_B [MW = 44.6 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF08263 Leucine rich repeat N−terminal domain
PF12799 Leucine Rich repeats (2 copies)

Protein sequence:
MKLKKLQFGGSVRLLVLLLYVVSSVYSQDGSVANDAAVMHELKKLINPPSSLGWNYPDPCKWGKVQCTKDGRVTRIQIGNQGLKGSLPPNLNNLTELLVFEVQNNGLTGSLPSFSGLDSLQNLLLSNNGFTSIPTDFFDGLTSLQNVYLDKNQFSPWSIPESLKSATSIQTFSAVSANITGTIPDFFDAFASLTNLHLSFNNLEGPLPSSFSGSQIQSLWLNGLKGRLNGSITVIQNMTQLTELWLQGNAFSGPLPDFSGLSQLQNCSVRDNSLTGPVPNSLVNLPSLKEIILTNNFLQGPTPKFPSSVQVDMLADTNSFCLSQPGVPCDWRVNTLLVVAKDLGYPREFAENWKGNDPCSPWMGITCDGGNITVLNFQKMGLTGTISPNYSSITSLQTLILANNNLIGTIPNELALLPNLRELDVSNNQLYGKIPPFKSNVLLKTQGNVNIGKDNPPPPAPGTPSGSTPGSSDGGGGGQTHANGGKKSSTGVVVGSVIGGVCAAAVLAGLIVFCLYRTKHKRSGRVQSPHTVVIHPHHSGSDQDAVKITIAGSSVNGGDSCGSSSAPGDLHIVEAGNMVISIQVLRDVTNNFSEVNILGRGGFGTVYKGELHDGTKMAVKRMESGVMSEKGLDEFKSEIAVLTKVRHRHLVTLLGYCLDGNERLLVYEYMPQGTLSRYLFNWKEEGLKPLEWTRRLTIALDVARGVEYLHGLAQQSFIHRDLKPSNILLGDDMRAKVADFGLVRLAPDGKASVVTRLAGTFGYLAPEYAVTGRVTTKIDVFSFGVILMELITGRKALDESQPEESMHLAPWFRRMHINKETFRKAIDPTVDLDEETLSSVSTVAELAGHCCAREPHQRPDMGHAVNVLSSLAELWKPAEVDEDEIYGIDYDMSLPQAVKKWQALEGMSGIDGSSSYVASSDNTQTSIPTRPSGFADSFTSADGR*

NbL11g14220.1 receptor_protein_kinase_TMK1−like [MW − SP = 98.86 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MGVSKKEFFGRCIVLVLGLILNESLLCNGGVTSSFIRKVEKTIDMPLDSDVFRAPPGYNAPQQVHITQGDYEGKAVIVSWVTMDEPGSSTVLYWSEKIKQKNIAKGKVTAYKFYNYTSGYIHHSTIRHLEFNTKYYYKIGIGHTARTFWFVTPPPVGPDVPYTFGLIGDLGQSFDSNKTLTHYELNPIKGQAVLFVGDLSYADNYPNHDNVRWDTWGRFVERSTAYQPWIWTAGNHEIDFAPEIGETKPFKPYTHRYHVPYRASNSTSPLWYSIKRASACIIVLSSYSAYGKYTPQYKWLEEELPKVNRTETPWLIVLVHSPWYNSYNYHYMEGETMRVMYEPWFVQYKVDIVFAGHVHAYERTERISNVAYNVVNGECTPIRDQSAPIYVTIGDGGNLEGLATNMTEPQPAYSAFREASFGHATLAIKNRTHAYYSWHRNQDGYAVEADKIWVKNRIWNPVDESMALAVS*

NbL11g14190.1 purple_acid_phosphatase_2−like [MW − SP = 50.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MALHYALIFLFSLFLTTSLLVSVNGDINGGEDDDILIRQVVGDDDDHLLNADHHFTIFKKRFGKTYASDEEHHYRLSVFKTNLRRAMRHQKLDPSAVHGVTQFSDLTPAEFRRNFLGVNRRLRLPSDANKAPILPTEDLPSGFDWRDHGAVTPVKNQGSCGSCWSFSTTGALEGANYLSTGKLVSLSEQQLVDCDHECDPEEKDSCDAGCNGGLMNSAFEYTLKAGGLMREEDYPYTATDRGTCKFDNTKVAAKVANFSVVSLDEEQIAANLVKNGPLAVAINAVFMQTYVGGVSCPYICSKKLDHGVLLVGYGTGFSPIRMKEKPYWIIKNSWGEKWGENGYYKICRGRNVCGVDSMVSTVAAVSTSSH*

NbL11g14110.1 cysteine_protease_RD19A−like [MW − SP = 38.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01496 V−type ATPase 116kDa subunit family

Protein sequence:
MAEQGGRGCCPPMDLFRSEAMQLVQIIIPIESAHRTIDYLGEIGLIQFKDLNAEKSPFQRTYATQIKRCGEMARKLRLFKEQISKAGLLSSSTSSTQVDLSFDDLEVKLGELEAELIEINANGDKLQRSYNELVEYKLVLQKAGEFFHKAQSSAEAQLREQASNQTGEQSLETPLLSDQEAVADPSKQVKLGFITGLVPREKSMAFERILFRATRGNVFLRQAVVEEPVTDPVSGEKVEKNVFAVFFSGERAKTKILKICEAFGANRYSVTEDLGKQAQMITEVSGRISELKTTIDVGVLHRGNLLQTIGEQYDRWNILVRKEKSVYHTLNMLSIDVTRKCLVAEGWSPVFATKQIQDALQRATHDSNSEVGAIFRVLRTREMPPTYFQTNKFTSSFQEIVDAYGVAKYQEANPGVYTIVTFPFLFAVMFGDWGHGICLLLATLFLLIREKKLSSQKLGDIMEMTFGGRYVIFMMSLFSIYTGLIYNEFFSVPFELFGRSAYGCRDPSCGDSTSAGLIKVRDTYPFGVDPAWHGTRSELPYLNSLKMKMSILLGVAQMNLGIFLSFFNALFFRSGINIWCQFVPQIIFLNALFGYLSILIIVKWCTGSQADLYHVMIYMFLSPTDELGENQLFAGQKTTQLVLLFSALVAVPWMLLPKPFLLKAQHERHQGQSYTALQEAEESLLVESSDDSGHHEEFEFSEVFVHQLIHTIEFVLGAVSNTASYLRLWALSLAHSELSSVFYEKVLLLAWGFNNVFILIIGIIVFIFATVGVLLVMETLSAFLHALRLHWVEFQNKFYEGDGYKFSPFSFSLIDGEDE*

NbL11g14100.1 V−type_proton_ATPase_subunit_a2−like [MW = 92.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
NTVKTITKNQSLKMATILAITPVAIQLFPSNSKRYPCYLHRTMRIGQARIHIQKYYQISFIFNKRRKLICAVSKDAEESFKKTVEVDRLIDALREASDKEILVCASPHLPDFNCTQYLVSSGRQKHIAMLFSIMRLLVLVLPQLVVENVLAFNESFWIRLAARADTCKSDDDKKDYEELALSVMNIVDRLVHKTKEKIDSSTGVLKAILEPVLDEVEEISWPVSDSEALSLMEKEINQREQDGQLDEGFLSEVNAQLRQAKKDGDKPGLEAMLQKVLQLYASRVLSKRSYAKKGNEVLKAEQFLESIIKAPEEEWNKLLINGMTVGKGDISPEELYAVIKKRMERTLIRTEGGSYQQRILIEYLKGIEARAGEIVKVLQG*

NbL11g14060.1 uncharacterized_LOC104113315 [MW = 43.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKSSPTVVDKSEFVKGQSLRQTSVSVVRCHPTNAPSLTVRAASPYADELVKTAKTVASPGRGILAMDESNATCGKRLASIGLENTEANRQAYRTLLVTAPGLGQYISGAILFEETLYQSTVDGRKIVDVLVEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRTAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAISQDSGLVPIVEPEILLDGEHGIDRTFEVAQKVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKDRAIPQQVADYTLSLLKRRIPPAVPGIMFLSGGQSEVEATLNLNAMNQAPNPWHVSFSYARALQNTCLKTWGGQPENVKAAQDALLTRAKANSLAQLGKYTGEGESDEAKQGMFVKGYVY*

NbL11g13940.1 fructose−bisphosphate_aldolase_1_chloroplastic−like [MW = 42.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05347 Complex 1 protein (LYR family)

Protein sequence:
MSGIAKASFIARRAAQKDRVRILYRRALRDTLNWAVHRHLFYPDADALRERFEANRNVEDVETIDRLIADGEASYNKWRHPDPYIGMFLYEFHNIQLCLNPKQVESAIRILIVHVFFCEFHACS*

NbL11g13910.1 NADH_dehydrogenase_[ubiquinone]_1_beta_subcomplex_subunit_9−like [MW = 14.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MAITLNSGFEMPIVGLGVWRMEGKDIKDLIINAIKIGYRHFDCAADYQNETEVGEALAEAFQTGLVKREDLFITTKLWNSDHGHVLEACKDSLKKLRLDYLDLYLVHFPVATRHTGVGTTASALGEDGVLDIDTTISLETTWHAMENLVSLGLVRSIGISNYDIFLTRDCLAYSKVKPVVNQIETHPYFQRESLVKFCQKHGICVTAHTPLGGAAANTEWFGTVSCLEDPALKGLAEKYKKTVAQVVLRWGIQRNTVVIPKSSKLERLQENFNVLDFELTKEDMDLVKSLDRKYRTNQPAKFWGIDLYA*

NbL11g13850.1 NADP−dependent_D−sorbitol−6−phosphate_dehydrogenase−like [MW = 34.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MQSSISLSLSSPSTVCRSDCSAFASNAIITLLTPPRSLRFCGLRREAFGFKSFNSFAHTRFQSSKTTRLSCSNRIAASFGGNGAPSKGFDYDLVIIGAGVGGHGAALHAVEKGLKTAIIEGDVVGGTCVNRGCVPSKALLAVSGRMRELQNEHHMKSFGLQAAAAGYDRQGVADHANNLASKIRSNLTNSMKALGVDILTGFGKILGPQKVKYGDTVITAKDIIIATGSVPSVPKGIEVDGKTVITSDHALKLEFVPQWIAIVGSGYIGLEFSDVYTALGSEVTFVEALDQLMPGFDPEIGKLAQRVLINPRKIDYHTGVFASKITPAKDGKPVTIELVDAKTKELKDTLEVDAALIATGRAPFTQGLGLENINVQTQRGFIPVDERMCVIDANGELVPHLYCIGDANGKMMLAHAASAQGISVVEQVTGKDHILNHLSIPAACFTHPEISMVGLTEPQAREKAEKEGFEIGIAKTSFKANTKALAENEGEGIAKMIYRPDNGEILGVHIFGMHAADLIHEASNAIAMGTRIQDIKFAVHAHPTLSEVIDELFKAAKVGRKSSLGCELRFSLIFNWLKLTLLVELLSQLQPKYQGASVMDA*

NbL11g13790.1 dihydrolipoyl_dehydrogenase_2_chloroplastic−like [MW = 64.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
MATQRRANPSSLHLITVFSLLVTVVSAEVFFEESFNDGWESRWVKSEWKKDENMAGEWNHTSGKWNGDANDKGIQTSEDYRFYAISAEFPEFSNKGKNLVFQFSVKHEQKLDCGGGYMKLLSGDVDQKKFGGDTPYSIMFGPDICGYSTKKVHAIITYNDTNHLIKKEVPCETDQLTHVYTFILHPDATYSILIDNVEKQSGSLYSDWDLLPPKTIKDPSAKKPEDWDEKEFIDDPEDKKPEGYDDIPEEITDPDAKKPEDWDDEEDGEWTAPTIPNPEYKGPWKPKKIKNPNYKGKWKAPLIDNPDFKDDPDLYVFPNLKYVGVELWQVKSGTLFDNIVICDDPEYAKAIAEETWGKQKDAEKASFDEEEKKREEEESKAAPADSDAEEDDDADDDSDDADENSESKDDAAHVRIVSCLSFKQRGSSRTFLVVHNLTAYILLNLFCRMNCKDQSF*

NbL11g13750.1 calreticulin−like [MW − SP = 49.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00298 Ribosomal protein L11, RNA binding domain PF03946 Ribosomal protein L11, N−terminal domain

Protein sequence:
MATLKEILTRRPISATIRLTVDAGAAKPGPPVGPALGQYKLNSMAFCKDFNARTQKFKSGTPMAVTIMAFKDGTFEFTVKSPSVTWYLKQAAGIELGSGRPGHVTASTLTLKHVYEIAKIKQSDPFCQYMPLESICKSIIGTANSMGIKVQKELD*

NbL11g13720.1 54S_ribosomal_protein_L19_mitochondrial−like [MW = 16.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MAHSCIATTSSVSKFKYPIESCTLPQAHPVSLPFKHLPFRKLKTVGKVKNRGNSTVKAVYSGAEWDSAKASPTGIWSIRDDLQVPSSPYFPTYAQAQGPPPMVQERFQSVISQLFQYRIIRCGGAVDDDMANIIVAQLLYLDAVDPTKDIVMYVNSPGGSVTAGMAIFDTMRHIRPDVSTVCVGLAASMGAFLLSAGTKGKRYSLPNSRIMIHQPLGGAQGGQTDIDIQANEMLHHKANLNGYLAYHTGQSLEKINQDTDRDFFMSAKEAKEYGLIDGVILNPMKALQPLAAAAEQS*

NbL11g13630.1 ATP−dependent_Clp_protease_proteolytic_subunit_5_chloroplastic−like [MW = 32.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09459 Ethylbenzene dehydrogenase

Protein sequence:
MGQPLLFFKLFLVSTLVVLGCTSWIQFVASHQESGDWHCEADEESRVVAEFRPGLVTLDGHAGDWENIDGFEFSLFPALDPDHDHEYKGGKMTLKALHDGKDVYFLLQVDGEYLYKKGNDKNCPSVALMFQVGESATYHNMGGCKQSPDACNNKTCRGYEVDIMHFSIENAIPGRLYGGNPIDNRDGNGGDRFGHLVDLYAWNPHCQNLDGVSPTGNDTAAQNDWRGAWWHSSFGTHSGYSDEDSPYSTNGQKGTFYFEFSRALRTMDRLQQDVQFTIGQTSKFSAAFWYPEDGNPWHGSGHYTVSCDWVPLDVPPGSSAGVKVVSRSSWDAASGFAFLLSVVSFGVSIFVGYLVHKKNAISFQPIDL*

NbL11g13560.1 uncharacterized_LOC107804171 [MW − SP = 38.31 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 223 445 667 889 1112

Protein length

Gel Slice

3.3 4.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 223 445 667 889 1112

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01436 NHL repeat

PF13419 Haloacid dehalogenase−like hydrolase
PF13905 Thioredoxin−like

Protein sequence:
LNPFPRHPLNNQIRVLFEVSVETSPKALTKGQKMALRLTPSPVSTCTRGKPRHTTLFNSRSQFSFQFRPKPFRILELESRKMSLKVNSCQKFDEKIVSEKGSQWGKVSAVLFDMDGVLCNSEEPSRRAAVDVFAEMGVQVTVDDFVPFMGMGEAYFLGGVASAKGVEGFDPNAAKKRFFEIYLSKYAKPNSGIGFPGAYELVSQCKSNGLKVAVASSADRIKVDANLAAAGLPITMFDAVVSADAFENLKPAPDIFLAASRILDVPTSECIVIEDALAGVQAAKAAKMRCIAVTTTLSEDTLKAAEPTLIRKEISNISIEDILNGGGSGSHNVMVQESQSIIDLAISSPESNRTESIADNYPTSGAVSSVGGVQVTRRDVVRYGNLGIAASCLLFTITNWKAMQYASPKAIWNFLFGTGSPPFEQKEDASRSQRIQQFVDYISDVDARKSTSIVPEFPSKLDWLNTTPLQLRRDLKGKVVLLDFWTYCCINCMHVLPDLEFLERKYKDMPFVVVGVHSAKFDNEKDLEAIRSAVLRYGITHPVVNDGEMNLWRELGVNSWPTFALVGPNGKLLAQIAGEGRRKDLDYLVEAALLFYGRKKLLDSTPIPLRLEKDNDPRLLTSPLKFPGKLAVDILNNRLFISDSNHNRIVVTDLEGNFLVQVGSTGAEGLRDGNFDDATFNRPQGLAYNAKKNLLYVADTENHALRVIDFVNETVRTLAGNGTKGSDYEGGGTGTAQLLNSPWDVCFEPENGIIYIAMAGQHQIWVHETSDGVTRAFSGNGFERNQNGSSSTNTSFAQPSGISLSRDLKEAYIADSESSSIRAVDLRTGGSRLLAGGDPIMAENLFRFGDHDGIGSEVLLQHPLGVLCGKSGQIYIADSYNHKIKKLDPVSRRVTTLAGVGQAGFKDGAAVAAQFSEPSGIVEAENGRLYIADTNNSVIRYLDLNKSEVEVLTLELKGVQPPLKSRSLKRLRRRSGADSQTIVVNGGSSKEGTLNIRISVPEGYHFSKEAQSKFSIDFDPDDAAVVDSLEGNLSQEGSAAVHFRRSSASTSTGRVYCKVYYCKEDEVCLYQSLTFEVPFQEVNPDSAPALITLPFDVKPKTSPSSLQIPEK*

NbL11g13530.1 NHL_repeat−containing_protein_2 [MW = 121.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24 PF05195 Aminopeptidase P, N−terminal domain

Protein sequence:
MQVFRRNPSLHRISSRFLNHVRFLFFSSSKVVKTSAYSTKKVYNAGQPTPATHPQLMKEGEITPGITSEEYMQRRKKLLEYLPENSLAIVAAAPIKMMTDVVPYNFRQDADYSYITGCQQPGGVAVLGHDCGLCMFMPEQSPQDVLWQGEIAGVDAALQIFKADLAYPISRLPQILSRMIESSSTVFHNVKTRTSSYLELEAYKKAVSNYKVKDFSVYTHEARFVKSPAELKLMRDSASIACQALIQTMLYSKLFPDEGMLSAKFEYECRVRGAQRMAFNPVVGGGPNASVVHYFVMTRKLKMVTLSSWMLDASSTVMSVILLVLGRPLENFLLFKRNFIILFWRQTRNAWSCAGLAQPSEKYTTTR*

NbL11g13450.1 probable_Xaa−Pro_aminopeptidase_3 [MW = 41.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
IPIYILGLPLFSSHLTLHHHLFYNKKKFAKMSLVTDEIRASASEFYTGNDICQEKSKFLLTEVGLPNGLLPMQDMLECGYVKDTGFVWLKSKKKTEHKFEKIGRQVQYGTEVTAIVEQNKIKKLTGVKAKELLMWLTLTEICVDDPPTGKIHFKATSGLSRTFPVSAFEIDVPKKEEVKDVNEVVNKENKEVIAAAAALEVKEV*

NbL11g13430.1 uncharacterized_LOC107799792 [MW = 23.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter

Protein sequence:
MAVKEDRKPSVEINKLKFTYPGIDGHPPPGSTPLIEDFSLTLYPGDRCLLVGSNGAGKTTILKILGGKHMVEPDMVRVLGRSAFHDTALTASGDLSYLGGEWRREVAFAGFEVPIQMDISAEKMIFGVPGTDPQRRDELIKVLGIDLSWRMHKASDGQRRRVQICMGLLKPFKVLLLDEITVDLDVLARADLLKFLSKECEERGATIIYATHIFDGLENWPSHMLYVAHGKLQLAMPMDKVKEISNLSLMRTVESWLRKERDEERKRRAERKAKGLPEYGKQVEGSRVVGDPARAAARPLNNGWAGGRLNSTIAGEENFVLSSNRVLR*

NbL11g13330.1 ABC_transporter_I_family_member_20−like [MW = 36.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08442 ATP−grasp domain PF16114 ATP citrate lyase citrate−binding

Protein sequence:
MARKKIREYDSKRLLKEHLKRLAGIDLQICSAQVTESTDFTELTNKEPWLSSTKLVVKPDMLFGKRGKSGLVALNLDLAAVAEFVKARLGVEVEMGGCKAPITTFIVEPFVPHDQEYYLSIVSERLGCTISFSECGGVEIEENWDKVKTIFLPTEKPMTLKACAPLIATLPLEVRGTIGNFLMGVFNVFQDLDFSFIEMNPFALVNGDPYPLDMRGELDDTAAFKNFKKWGSIEFPLPFGRVLSPTESFIHSLDEKTSASLKFTVLNPKGRIWTMVAGGGASVIYADTVGDLGYASELGNYAEYSGAPNEEEVLQYARVVLDCATANPDGRKRALIVGGGIANFTDVAATFNGIIRALREKEAKLKAARMHIYVRRGGPNYQTGLAKMRALGEELGVPLEVYGPEATMTGICKRAIDCIMSEA*

NbL11g13150.1 ATP−citrate_synthase_alpha_chain_protein_2 [MW = 46.45 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00438 S−adenosylmethionine synthetase, N−terminal domain

PF02772 S−adenosylmethionine synthetase, central domain
PF02773 S−adenosylmethionine synthetase, C−terminal domain

Protein sequence:
METFLFTSESVNEGHPDKLCDQISDAVLDACLEQDPESKVACETCSKTNLVMVFGEITTKANVDYEKIVRDTCRKIGFVSDDVGLDADNCKVLVYIEQQSPDIAQGVHGHLTKRPEEIGAGDQGHMFGYATDETPELMPLSHVLATKLGARLTEVRKNGTCPWLRPDGKTQVTVEYYNDNGAMVPVRVHTVLISTQHDETVTNDEIARDLKEHVIKPVIPEKYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPTKVDRSGAYIVRQAAKSIVASGLARRCIVQVSYAIGVPEPLSVFVDTYGTGKIPDKEILKIVKENFDFRPGMISINLDLKRGGNGRFLKTAAYGHFGRDDSDFTWEVVKPLKREKPQD*

NbL11g13130.1 S−adenosylmethionine_synthase_1 [MW = 43.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00026 Eukaryotic aspartyl protease

PF03489 Saposin−like type B, region 2
PF05184 Saposin−like type B, region 1

Protein sequence:
MERKHLWAALLLWTIACFVLPVYSDNLLRVGLKKQPLDITSINAARVARLQDRYGKNVNGIEKKLGASDLDIVSLKNYLDAQYYGEIGVGSPPQKFKVIFDTGSSNLWVPSSRCYFSIACWIHSKYKAGKSSTYTRNGESCSIRYGTGSISGHFSQDNVQVGDLVVKDQVFIEATREPSITFVIAKFDGILGLGFQEIAVGNATPVWYNIVGQGLVKEPVFSFWINRDATAKEGGELVFGGVDSNHFKGNHTYVPLTQKGYWQFNMGDFLIGNASTGVCAGGCAAIVDSGTSLLAGPTTVVTQINHAIGAEGVVSMECKTIVSQYGEMIWNLLVSGVRPDQVCSQAGLCYFNGAQHVSSNIRTVVEREAEGSSVGEAPLCTACEMAVVWMQNQLKQKETKKRVLEYVNQLCEKLPSPMGESVIDCSMISAMPNITFTIKDQAYVLTPEQYILKTGEGIATICISGFAALDVPPPRGPLWILGDVFMGVYHTVFDYGNSRLGFAEAV*

NbL11g13000.1 cyprosin−like [MW − SP = 52.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATETVSSDHLIPASEKIEKEVLDEVKTMEVESVPPTKDNGIKPIEEDSPSPVVSSTESVEKIEDTKREAPLIEETKKDGEEEKPKAEEPGSTIAEEVKKVDNEEKSNAEEPSQVIVEEVKKADEEEKPIADIAAPATVEEVKKADEVEKPIANKAAPSIVEEVKKADEEEKPTIEEQPATIIEELKKTDGEDKTKADEPIPVKVEEVKKADEEPTIEEPPPTIIEEKKSDEEEKPIADEPLPLAIEEVKKDDEDQKPNADEISPPLPTTDEEEKPKAEELPSIPATTAESEEKTGDKEIEPPTVEEVKKLDEAPALDVTSKDVPELTKEPVPEPEAQSIPEKVVDVTEGELEVQPEAEKVEILEKGSENEPVNEKPEEQPTTVDVVETPVGAVDNKNEQADLEASEPQKTVVTVSDVPVAEPKIEDISVSAPSIEEKPTEATEKFEQEVGEAVTGKEEAIPVDKVEEAPKGESLLAESSKKATSTTLGSLMQKTDEESPAEVAGDNAVVEEKEHESVPEATVAEAPAKEEVEKVERETKDVKTDDQDKGEKTVASEELAAPDAKVVETSEVAEKAPEVEISSRDMEPLAENESTKDEKIVTTNDQDEKREKSVATEELAAPEAKVVETSEVAEKVPELEIASRDIEPNAKNGSKKDEKIAASEANEAAEVEKKVDEATANATEPSAEEAEKPETETKDEKIAEAEKEVDEIAKTEEVPVKTKQSSNLMSKVKQSLVKAKKAIIGKSPNSKSESKNEVKTK*

NbL11g12940.1 FK506−binding_protein_5−like [MW = 82.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03629 Carbohydrate esterase, sialic acid−specific acetylesterase

Protein sequence:
MVYRETMLPYLLLVLLAHARWVSTADLANCSLVKNIFILAGQSNISGRGGVINHSNRPGVANETWDGVIPRECHANPSILRLNGGLKWVEAQEPLHKDIDVNNTCGVGPGMPFANTVLYRDPSVGVIGLVPCAVGGTSIIEWAPGGFLYKQMIRRTKVATRFGGRVRALLWYQGESDTKTLEDAKMYKRRLESFFNHVRHDLQLPTLPVIQVGLATALGPYMELVRKAQREINVGNVRYVDAKGLQVGPDYVHLTTAAQIQLGQMLADAFLRI*

NbL11g12930.1 probable_carbohydrate_esterase_At4g34215 [MW − SP = 27.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03283 Pectinacetylesterase

Protein sequence:
MGKLFMWFLGVIFVLRKLVDSYEFEEFFFNKTEGVFLESVYEAAAAGGPTPLMVGLTLIHGAGARGAVCLDGTLPGYHIHRGYGSGANSWLVELEGGGWCNNIRSCVYRKKTRRGSSNYMEKQIPFTGILSDKAEENPDFYNWNRVKVRYCDGASFTGDSENKAAQLQFRGKRIYEAAMNELMSKGMRYAKQALLSGCSAGGLASIMHCDDFRNLLPHSTKVKCLSDAGLFMDAVDVSGGRSLRNFFGGVVKLQGLHKTLPRTCTNHLDATSCFFPENLINNIKTPLFLLNAAYDSWQLQESLAPRGADPHGIWHDCTLNNERCSPSQIHFLQGFRIHMLNSIKRFAASRQNGLFINSCFAHCQSERQDTWFSDNSPMINNKPIALAVGDWYFDRSGMKAIDCAYPCDRTCHNLIFR*

NbL11g12900.1 pectin_acetylesterase_12−like [MW − SP = 44.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00752 XPG N−terminal domain PF00867 XPG I−region

Protein sequence:
MGIKGLTKLLADNAPRGMKEQKFESYFGRKIAIDASMSIYQFLIVVGRSGTEMLTNEAGETTSHLVGMFSRTIRLLEAGIKPVYVFDGKPPDLKKQELAKRYSRREDATDDLAKATEIGNKEDIEKFSKRTVKVTPQHNDDCKKLLRLMGVPVVEAPSEAEAQCAALCKAEKVYAVASEDMDSLTFGAPRFLRHLMDPSSKKIPVMEFDISQILEELELSMDQFIDLCILCGCDYCDSIRGIGPQTALKLVRQHGSMESILENINKERYQIPDDWPYEEARRLFKEPLVADDEQTELKWAAPDEEGLVNFLVKENGFNIDRVTKAVEKIKTAKTKSSQGRLESFFKPVSTSAPVKRKGTKCVLVSPNPVTKFKTLSLQSRPMVLGSQIFPSLDLGSNYSVPLSRHVCFGT*

NbL11g12890.1 flap_endonuclease_1 [MW = 45.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
IFSSSICFPLVSLFTCFVQSKMAAFGKMLSLIVITVALLAIKSNKACAGDPDMLQDICVADLTSTTKVNGFACKTMFTEADFSSMVISKPGATNNTFGSLVTGANVQSIPGLNTLGVSLARIDYAPGGINPPHVHPRATEMVYVLSGQLYVGFITTANVLVSKVIVQGEVFAFPRGLVHFQKNNGKVPAAVIAGFNSQLPGAQSMATTLFAASPSVPDDVLGQAFQINTMQVQQIKSRFAPGNRSSIFVC*

NbL11g12850.1 nectarin−1−like [MW = 26.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
MSAFGKLLVIMAMAILAIKVSAGDPDMLQDVCVADLTSSFTINGLLCKKNFSEIDFSSMAIAKAGATNNTYGSVVTGANVMKVPGLNTLGVSLSRIDYAPGGINPPHTHPRATEMIFVTEGELDVGFITTSNVLISKHIVKGEVFVFPKGLVHFQQNNGKVPAAVVAAFNSQLPGTQSIATTLFASTPTVPDHVLTKAFQIGTKQVEKIKSRLAPKK*

NbL11g12840.1 nectarin−1−like [MW − SP = 20.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00749 tRNA synthetases class I (E and Q), catalytic domain PF03950 tRNA synthetases class I (E and Q), anti−codon binding domain

Protein sequence:
MELKLAFPADTPPLAVIAAAKIAGVPLSTDPTLSPGSSPVILLSNGLKLQGTSVLLRYISRVATVPDLYQRDAFESCQIDEWLEYAPIFASGSQFEEACGYVDGYLLQCTFLVGHSLSIADIAVWSGLAGGSIFNCIRRKSRSEVECNTPELHRGTGKRWESLRSSKKYQNLARWFNSILAEYDVVLNEVTATYMGKKGSGKPTVSKVKEQSGSNANLAKVNGDSTDKEKSSSRPTFEVDLPEAEAGKVRLRFAPEPSGYLHIGHSKAALLNQYFAERYKGEVIIRFDDTNPDKESNEFVDNLLKDIVTLGIKYRTVTYTSDYFPKLMEMAEKLIREGKAYVDDTPREQMQKERMDGIESRCRNNSVEENLKLWKEMIAGSERGTMCCVRGKLDMQDPNKSVRDPVYYRCNKTPHHRIGAKYKVYPTYDFACPFVDAVEGITHALRSSEYHDRNDQYYRIQTDMGFRKVHIYEFSRLNLVYTLLSKRKLLWFVQNGLVEGWDDPRFPTVQGIVRRGLKIEALIQFILEQGASKNLNLMEWDKLWAINKKLIDPVCPRHTAVIEERRVLLTLSNGPDDPFVRIVPKHKKYAGAGEKATTYSKRIWIDYDDAVSISVNEEVTLMDWGNAIVKEIQKDQEGNVTHLSGILHLEGSVKTTKLKLTWLPESDELVKLSLVDFDYLITKKKLEEDENFVDVVNPCTRKETPALGDSNMRNLKRGDVLQLERKGYFRCDVPFLRPTKSIVLFAIPDGRQQPVLRFAGSDGKAK*

NbL11g12830.1 glutamate−−tRNA_ligase_cytoplasmic [MW = 86.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00759 Glycosyl hydrolase family 9

Protein sequence:
MSMYGRDPWGGPLEIHATDSATDDDRSRNLGDFDRAALSRNLDETQQSWLLGPTEQKKKKYVDLGCIIVSRKIFKWTVGSILAAALLAGFITMIVKLAPRHKHHNPPPDNYTVALHKALMFFNAQKSGKLPKHNNVSWRGNSCLKDGQSDDSTMFKNLVGGYYDAGDAIKFNFPQSFALTMLSWSVIEYSAKYEAAGELAHVKDIIKWGTDYLLKTFNSSADTIDRIAAQVGKGDTSGGSTDPNDHYCWVRPEDIDYDRPVTECHGCSDLAAEMAAALASASIVFKDNKAYSQKLAHGAKTLFKFSRDQRGRYSVGNEAETFYNSTGYWDEFIWGAAWLYYATGNSSYLQLATTPGLAKHAGAFWGGPDYGVLSWDNKLTGAQVLLSRMRLFLSPGYPYEEILKTFHNQTSIIMCSYLPIFTSFNRTKGGLIQLNHGRPQPLQYVVNAAFLATLFSDYLEAADTPGWYCGPNFYSTDVLRRFAETQIDYILGKNPRKMSYVVGFGNHYPKRVHHRGASIPKNKVKHNCKGGWKWRDSSKANPNIIVGAMVAGPDKHDGFHDVRSNYNYTEPTLAGNAGLVAALVALSGDRDVGVDKNTIFSAVPPMFPTPPPPPAPWKP*

NbL11g12700.1 endoglucanase_25−like [MW = 68.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MVVSLAMRIQLCFLVVWIHVLAITAWTNPDDFAALQSLRDSWQNVPPNWAGADPCGSRWEGIGCRNSRVISITLSSMSLSGQLSGDIQGLSELQTLDLSYNKELTGSLPQSIGKLTKLSNLILVGCGFSGPIPDSIGSLTQLVFLSINSNNFIGRIPATIGYLSKLYWLDLADNKLTGTLPVSSGSSPGLDMLVNTKHFHFGKNQLSGEIPARLFHSNLTLIHLLVENNKLTGNIPDTLGLVQTMEVLRLDRNSLSGSVPQNLNNLTHVNELHISNNNLDGLLPNLTGMNVLNYLDMSNNSFNASDFPSWIPDLQSLTTVAMENTGLQGLVPAKLFSLFQLQTVNMRRNRLNGTLEIDSSYSDQLQLIDMQSNLIDSFTQRPGYPFQILLAGNPVCNEGTTQTYCVQAQQADSYSTPPENCLPTECSSDQISSPTCKCAFPYTGNLVFRAPSFSNLGNKTTYETLQKSLMLTFQNRQLPVDSVSLSNPTKNLDDYLVIHLQVFPSSQDFFNRTGVSGIGFVLSNQTFKPPSTFGPFFFIGEGYKYFDGASTGSHKSSSTGIIIGAAVGGSVLVILALIVGIYAFRQKKRAEDADRRNDPFASWDSNKHSGAVPQLTGARFFSFEELKKMTNNFSETNDIGSGGYGKVYRGTLPNGQLVAVKRALQGSMQGALEFKTEIELLSRVHHKNVVGLVGFCFDQAEQMLVYEYIPNGTLKDGLSGKTGIRLDWMRRLKIALGAARGLQYLHDLVNPPIIHRDIKSNNILLDERLNAKVADFGLSKLLGDSERGHITTQVKGTMGYMDPEYYMTQQLTEKSDVYSFGVVLLEIVTGKNPIEKGRYIVREVRTAMDKTKDMYNLHEVLDPVVRSGATPKSVEKFVDVAIKCVEEEGAKRPTMSEVVKEIEYIMEIIGLNPNAESASTSETYEGANKGLHPYTDESLFVYSGAYPPSKLEPK*

NbL11g12640.1 probable_leucine−rich_repeat_receptor−like_protein_kinase_At5g49770 [MW − SP = 101.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MANEKPSVCVTGANGFIGSWVVQTLLDRGYTTIHAAIFPGSDPSHLYSLAGASNAGIRLLVHEVNILDADAVARAIEGCAGGGVFHVASPCTLEDPVDPQKELVEPAVQGTINVLTAAKRFNVRRVVLTSSISAMVPNPGWPENKVFDETSWTDLDYCKSRQKWYPVSKTLAEKTAWEFAEKNGLDVVAINPATCLGQLLQPGLNASCAVLQQLLQGSTDTQEYHWLGAVHVKDVAKAQILLFESPHASGRHLCTNGIYQFGDFAERVSKLYPEFPTHRFTGETQPGLVGCKDAAKKLIDLGLVFTSVEDAVRDTVESLKTKGFLKQQQN*

NbL11g12600.1 cinnamoyl−CoA_reductase_1 [MW = 35.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08623 TATA−binding protein interacting (TIP20)

Protein sequence:
MANLTITNILEKMTGKDKDYRYMATSDLLNELNKEGFKLDVELEGKLSSTVLQQLDDAAGDVSGLAVKCLAPLAKKVSEQQILEMTNRLCDKLLNGKEQHRDIASIALKTIVSEVPSSSIAQSVLVSISPKLIKGITAPGMSTEIKCECLDILCDVLHKYGNLMASDHEALLTSLLPQLSSNQASVRKKTVSCIASLSSSLSDDLLAKATVEVVRLLSKKGSKSEMIRTNIQMIGALSRAVGYRFGPHLGETVPMLISYCTSASENDEELREYSLQALESFLLRCPRDISYYCDEILHLTLEYLSYDPNFSDNMEEDIDEEILDEEEDDESANEYTDDEDVSWKVRRAAAKCLAALIVTRPEMLSKLYEQACPKLIDRFKEREENVKMDVFSTFIELLRQTGNVTKGHTDLDESSPRWLLKQEVPKIVRSLNKQLREKSVKTKVGAFSVMKELVVVLPDCLAEHIGSLIPGIEKALCDKSSTSNLKIEALIFTRLVLASHSPPVFHPHIKAISSPVISAVGERYYKVTADALRVCGELVRVLRPNIEGSTFDFKPYVHPIYNAIMARLTNQDQDQEVKECAISCMGLVVSTFGDHLQAELSACLPVLVDRMGNEITRLTAVKAFAVIAASPLHLDLSCVIEQVISELTAFLRKANRALRQATLGTLNTLIVAYGDKIGSAAYEVIVMELSTLISDSDLHMTALALELCCTLMADRRSSANVGLTVRNKVLPQALTLVRSSLLQGQALMALQNFFAALVYSANTSFDTLLDSLLSTAKPSPQSGGVTKQALFSIAQCVAVLCLAAGDQKCSSTVNMLTDSLKDDSSTNSAKQHLALLCLGEIGRRKDLSSHAHIENIVIESFQSPFEEIKSAASYALGNVAVGNLPKYLPFILDKIDNQQKKQYLLLHSLKEVIVRQSVDNAEFQDSSVDKILNLLFNHCESDEEGVRNVVAECLGKIALIEPSKLVPALKERISNPAAFTRATVVIAVKYSIVERPEKIDEILSHEISSFLMLIKDKDRHVRRAAVLALSTAAHNKPNLIKGLLPELLPLLYDQTIIKKELIRTVDLGPFKHTVDDGLELRKAAFECVDTLLDTCLDQVNPSSFIVPYLQSGLDDHYDVKMPCHLILSKLADKCPSAVLAVLDSLVDPLHKTINFRPKQDAVKQEVDRNEDMIRSALRAIASLNRISGGDYSHKFKNLMGEIGKSQTLWEKYCSIRNE*

NbL11g12420.1 cullin−associated_NEDD8−dissociated_protein_1 [MW = 134.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00034 Cytochrome c

Protein sequence:
MATFEEAPAGNPKAGEKIFKTKCAQCHTVDKGAGHKQGPNLNGLFGRQSGTTPGYSYSAANKNMAVIWGENTLYEYLLNPKKYIPGTKMVFPGLKKPQERADLIAYLKESTA*

NbL11g12200.1 cytochrome_c [MW = 12.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MSNEYDYLFKLLLIGDSSVGKSCLLLRFADDSYVDSYISTIGVDFKIRTAELDGKTIKLQIWDTAGQERFRTITSSYYRGAHGIIIVYDVTERESFNNVKQWLNEIDRYANESVCKLLVGNKCDLVENKVVDTQTGKALADELGIPFLETSAKDSINVEQAFLTMAGEIKKKMGNQSAGAKKSGSTVQIKGQPIEQKSNCCG*

NbL11g12120.1 ras−related_protein_RABD1 [MW = 22.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00205 Thiamine pyrophosphate enzyme, central domain

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

Protein sequence:
MAAAAAPSPSSSAFSKTLSPSSSKSSTVLPRSTFSFPHHPHKTIPPPLHLIHTHVHSQRRRFTISNVISTIQKVSETEKTETFVSRFAPDEPRKGSDVLVEALEREGVTNVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKFPNEMLLEQIVRLISESKKPVLYVGGGCSQSSDELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSLLESKEGKLKLDFSAWRQELTEQKVKHPLNFKTFGDAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY*

NbL11g12110.1 acetolactate_synthase_1_chloroplastic [MW = 72.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MARRAEEEYDYLFKIVLIGDSGVGKSNLLSRFTRNEFLLESKSTIGVEFATRTLQVEGRTVKAQIWDTAGQERYRAITSAYYRGALGALLVYDVTKPTTFENVSRWLKELRDHADSNIVIMLIGNKTDLKHLRAVDTEDAQSFAEKEGLSFIETSALEATNVEKAFQTILSEIYRIISKKPLSSEEPATANVKEGKTLVVGAEEPAPKKACCSSS*

NbL11g12090.1 ras−related_protein_RABA2a [MW = 23.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00928 Adaptor complexes medium subunit family

Protein sequence:
MVVLAASIISKSGKALVSRQFVDMSRIRIEGYLAAFPKLVGTGKQHTYIETDNVRYVYQPIESLYLLLVTNKQSNILEDLETLRLLSKLVPEYCHSLDEEGIGSTSFELIFAFDEVISLGHKENVTVTQVKQYCEMESHEERLHKLVLQNKINETKDVMKRKASEIDKSKIEKNRGEKGGFMSLQSMGSGRIDTGFGSDSGISSGGTGGFGSGSGFGLSPDVDTFSTKSKGRPAASATAPPKGLGMQLGKNQKTDQFLESLKAEGEVIVEDVRPSIGQAKPAAAPLTDPVTLTVEEKINVTLKRDGGVSNFDVQGTLSLQILNQEDAFIQVQIETSGNPTILFKTHPNMNKELFSNENILGLKDPNRPFPTGQGGDGVSLLRWRMQTADESILPLTINCWPSVSGSETYVNIEYETPAQIDLQNVVISVPLPALREAPNVQQIDGEWRYDPRNSVLEWSVLLIDNSNRSGALEFVVPAADPSVFFPISARFTASRTFSDLKVVNILPIKGGPTPKHSQRTQLATETYQVV*

NbL11g11990.1 coatomer_subunit_delta−like [MW = 58.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MSHRKFEHPRHGSLGFLPRKRAARHRGKVKAFPKDDPTKPCRLTAFLGYKAGMTHIVRDVEKPGSKLHKKETCEAVTIIETPPMIVVGVVGYVKTPRGLRCLSTVWAQHLSEDIKRRFYKNWCMSKKKAFEKYSKKYETDDGKKDINAQLEKMKKYCCVIRVLAHTQIRKMKGLKQKKAHLMEIQVNGGDISQKVDYAYGFFEKQIPVDAIFQKDEMIDIIGVTKGKGFEGVVTRWGVTRLPRKTHRGLRKVACIGAWHPARVSYTVARAGQNGYHHRTELNKKVYRLGKAGQESHSAITEFDRTEKDITPMGGFPHYGIVKEDFLLIKGCCVGPKKRVVTLRQSLLNQTSRVALEEIKLKFIDTSSKFGHGRFQTTQEKAKFYGRLKA*

NbL11g11950.1 60S_ribosomal_protein_L3−2 [MW = 44.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MSGEDAAVPVVAAETPAPALGEPMDIMTALQLVLRKSKAHGGLARGLHEGAKVIEKHAAQLCVLAEDCDQPDYVKLVKALCADHNVSLITVPNAKTLGEWAGLCKIDSEGKARKVVGCGCVVVKDYGEETEGLHIVQEYVKSH*

NbL11g11690.1 40S_ribosomal_protein_S12−like [MW = 15.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01634 ATP phosphoribosyltransferase PF08029 HisG, C−terminal domain

Protein sequence:
MSAVQTFFIQGSVSSFSSSPSVTTCRKVSVKFTVSCCSTASPVTVVNGNVEKRSSDRNEIRLGLPSKGRMATDTLDLLKDCQLSVRQVNPRQYVAEIPQISNLEVWFQRPKDIVRKLVSGDLDLGIVGLDTVSEFGQGNEDLIIVHDSLDYGDCRLSLAIPKYGIFENVNSMKELAEMPQWTSERPLRVATGFTYLGPKFMKDNGLKHVTFSTADGALEAAPAMGIADAIVDLVSSGTTLRENNLKEIEGGVILESQAVLVAGRKSLMQRKGVLDITHEMLERLEAHLRAVGQFTVTANMRGSSAEEVAERILSQTSLSGLQGPTVSPVFCKRDGRVTADYFAIVICVPKKALYKSVQQLRAIGGSGVLISPLTYIFDEETPRWRQLLSMLGL*

NbL11g11640.1 ATP_phosphoribosyltransferase_2_chloroplastic−like [MW = 42.93 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF06427 UDP−glucose:Glycoprotein Glucosyltransferase

PF18400 Thioredoxin−like domain
PF18401 Thioredoxin−like domain

PF18402 Thioredoxin−like domain
PF18403 Thioredoxin−like domain

PF18404 Glucosyltransferase 24

Protein sequence:
METRFRFGFWVVIAVAFCICVSGHSVSAVNIKPKNVQVALKAKWSGTPVLLEAGELLSKESKDIYWDFTEFWLQSADENSDCRTAKDCLKRIVKYGRSHLSESLASIFEFSLTLRSASPRIVLYRELAEESLSSFPLADDNSSSSPEGGVFQQNDNAKNKKVNPLLVGENPRSPEGNCCWIDTGGRLFFDVAELLVWLQNAKEVSLDTFYPELFEFDHVHTDSNVGSPVGILYGALGTYCFEQFHRTLANAAREGKIYYVVRPVLPSGCESKSGPCGALGTRDSLNLGGYGVELALKNMEYKAMDDSTVKKGVTLEDPHTEDLSQEVRGFIFSRILERKPELTSEIMAFRDYLLSSAVSDTLDVWELKDLGHQTAQRIVHAADPLQLMQDINQNFPSVVSSLSRMKLNESIKEEIVENQRMIPPGKSLMALNGALVNIEDIDLYLLVDMVHKELSLADQYSKMKIPVSTVRKLLSALPPSESSNFRVDFRSDHVHYLNNLEVDVMYKRWRSNLNEILMPVFPGQLRYIRKNLFHAVYVLDPASICGLETIDTIVSLFENHIPMRFGVILYSAKLIEEIESSGGELPLSYREKDSPSQEDLSSLIIRLFIYIKENQGIATAFQFLSNINKLRIESAADDPLEVLHVEAAFVETLLLQAEIPPQDTLLKLEKEHTFKELSEESSLFVFKLGLAKRRCCLLFNGLVHDPTEDALMNAMNDELPRIQEQVYFGHINSHTDILEKFLSESGVQRYNPQIIAEGKVKPRFVSLCAIILAEDSFLNDVSYLHSTETIDDLKPVTHLLAVNMASKKGMRLLREGIHYLMAGTTTGRLGVLFNSVLDPHSLSSLFIKVFQITASSYSHKKGVLEFLDQICSFYEHDYIHASSAGTESSSESFLDKVFELANSNGLSSKALKSALSGLSDEKLRMHLNKVGTFLFGQVGLEYGANAVITNGRVIGLVDDTTFLSHDLQLLESLEFKQRIKHVVEIIEEVKWEEIDPDMLTSKFVSDIVMSVSSSISMRDRSSEGARFELLSAKYSAVVLENESSSIHIDAVIDPLSSSGQKLSSLLRLLSKSIRPSMRLVLNPMSSLVDLPLKNYYRYVIPTLDDFSSTDYTIYGPKAFFANMPPSKTLTMNLDVPEPWLVEPVVAIHDLDNILLENLGETRTLQSVYELEALVLTGHCSEKDHEPPRGLQLILGTKSTPHLVDTLVMANLGYWQMKAFPGVWYLQLAPGRSSELYALKEDGDGGQETTLSKRITIDDLRGKLVHMEVMKQKGKEHEKLLVSAVDNSYSQEKKEGNQDSWNSNILKWASGFIGVGDHSKKSKSTPVVTSGRHGKTINIFSVASGHLYERFLKIMILSVLKNTQRPVKFWFIKNYLSPQFKDVIPHMAREYGFDYELITYKWPTWLHKQKEKQRIIWAYKILFLDVIFPLALEKVIFVDADQIIRTDMGELYDMDLKGRPLAYTPFCDNNREMDGYRFWKQGFWKEHLRGRPYHISALYVVDLLKFRETAAGDNLRVFYETLSKDPNSLSNLDQDLPNYAQHTVPIFSLPQEWLWCESWCGNATKPKAKTIDLCNNPMTKEPKLQGAKRIVAEWPELDYEARRFTAKILGEDFDPLEQAAPSAETQQTISDTPTISDTPLEDEESMSEL*

NbL11g11630.1 UDP−glucose:glycoprotein_glucosyltransferase [MW − SP = 183.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12796 Ankyrin repeats (3 copies) PF17830 STI1 domain

Protein sequence:
MSEGEKVLPTASADEKSGASENKISSESSSTEAPSGEARTTSTAAAGAGLQNPFDFSAMSGLLNDPSIKELAEQIAKDPAFNQMAEQLQKTFQGAAVEESVPNFDSQQYYSTMQQVMQNPQFMTMAERLGNALMQDPSMSGMLESLSNPAQKEQIEERMARIKEDPSLKPILEEIESGGPAAMMRYWNDQETLKKIGEAMGFAAGGEGATSSAIPGTDETEEANEDESVVHQCASVGDAEGLKAALTAGADKDEEDSEGRTALHFACGYGEVKCAQILLEAGAKVDALDKNKNTALHYAAGYGRKECVALLLENGAAVTLQNLDGKTPIDVAKLNNQQEVLKLLEKDVFL*

NbL11g11530.1 ankyrin_repeat_domain−containing_protein_2B−like [MW = 37.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
MSIGEIACTYACLILNDEDIPITAEKISSIVKAANVTVEPYWPLLFAKLAEKRNLSDLIMNVGAGGGAAAVAVAAPTGGAAAGGAAAAPAAEEKKEEPKEESDDDMGFSLFD*

NbL11g11420.1 60S_acidic_ribosomal_protein_P1−like [MW = 11.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MSGQGRSSAMKVVLVLCVVVLIQTEMAQAAMYTVGDAAGWTFNTDSWPRGKRFRAGDILAFNYPSGAHNVVAVDKAGYSNCRTPRGAKVYTKGGDKIKLVNGQNYFICNFPGHCQSGMKISVFAS*

NbL11g11400.1 basic_blue_protein [MW − SP = 10.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09282 Mago binding

Protein sequence:
MASSTTRGGEDEAKQMAAELSKTLKEGERLLAPTRRPDGTLRKPIRIRAGYVPQDEVAIYKSKGALWKKEMEALQDVPPGYDPVMEAKPKSKAAKRNERKKEKRQQAAVEKGTNPESGEISSAENSVGVPEQVESVMSQINSLAISANPVVPLSNSIESSAVGDSVQDIDKRIRALKKKIRLTEAQQQKTEEKDMKPEQLEKVAKLESWRKELKVLEDKKAELEA*

NbL11g11370.1 partner_of_Y14_and_mago [MW = 24.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00466 Ribosomal protein L10 PF17777 Insertion domain in 60S ribosomal protein L10P

Protein sequence:
KTRSRVLAFTTQTEEAMPKSKRNRAVTLSKTKKKGKEHKENIVNTIRECTEKYSSAYVFSFENMRNLKFKEFRDQLKSSSRFFLGSNKVMQVALGRSVSDEIRPGLHKISKLVRGDSGICFTNLSKEEVQRLFNEFEGYDFARTGSAATEKVELQEGPLDQFTHEMEPFLRKQRMPVRLNKGVVELVSDFVVCEEGKALSPEAARILRLLGIKMATFRLNLICRWTPDEFEIYREGLEESDIESS*

NbL11g11360.1 mRNA_turnover_protein_4_homolog [MW = 28.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MSHRKFEHPRHGSLGFLPRKRAARHRGKVKAFPKDDPSKPCKLTAFLGYKAGMTHIVRDVEKPGSKLHKKETCEAVTIIETPPMVIVGVVGYVKTPRGLRCLNTVWAQHLSEELKRRFYKNWCKSKKKAFLKYSKKYETDEGKKDIQTQLEKLKKYACVIRVLAHTQIRKMKGLKQKKAHLMEIQVNGGTIAQKVDFAYGFFEKQVPVDAVFQKDEMIDIIGVTKGKGYEGVVTRWGVTRLPRKTHRGLRKVACIGAWHPARVSYTVARAGQNGYHHRTEMNKKVYKLGKAGQESHAAITDFDRTEKDITPMGGFPHYGVVKDDYLLIKGCCVGPKKRVVTLRQSLLNQTSRVALEEIKLKFIDTSSKFGHGRFQTTQEKEKFYGRLKA*

NbL11g11260.1 60S_ribosomal_protein_L3 [MW = 44.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10075 CSN8/PSMD8/EIF3K family

Protein sequence:
MDTSLLNEALASKSYDKIADICDNLLLQGASEGVDCLDEWPYAIHLLGHIYNNDINSARFLWKKIPAVIKEGRPEVVAVWRIGQKLWTRDYVGVYEAIREFSWTPDVQPIVASFAELYRKRMFELLLSAYSTISTQDTAQFLGMNENDATNYVLQQGWVLDPASQMLTVKKQAVVTEQKLDPSKLQRLTEYVFHLEH*

NbL11g11250.1 COP9_signalosome_complex_subunit_8 [MW = 22.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADSEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPDEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDCLMKILTERGYSFTTSAEREIVRDVKEKLAYVALDYEQELETAKSSSSVEKSYELPDGQVITIGSERFRCPEVLFQPSLVGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGTTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWITKGEYDESGPSIVHRKCF*

NbL11g11160.1 actin−101 [MW = 41.64 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
MSIQLFFSSYKETKILPLISQLFFFVLHFHFFSLFFNKAMALTYNNSMKKQHSVLLCFFFILSHFALNFKPVLAQTSPVFACDVANNPGLKNFAFCDVSLDVSSRVNDLVKRLTLEEKITMLVNTAGSVSKLGIPKYEWWSEALHGISYTGPGVKFNGVVPGATSFPQPILTSASFNETLFETIGKAVSTEARAMYNVGLAGLTYWSPNVNIYRDPRWGRGQETPGEDPTLASKYGVAYVKGLQQRDDGKKDMLKVASCCKHYTAYDVDDWKGIQRYNFNAKVTQQDLDDTFNPPFKSCVVDGNVASVMCSYNQVNGKPTCGDHDLLAGVIRGQWKLNGYIVTDCDSLNEIYWAQHYTKTPEETAALSLNSGLDLNCGSWLGKYTQGAVNQGLVNESVIDRAVSNNFATLMRLGFFDGDPKNHAYGSLGPKDVCSAEHQELAREAARQGIVLLKNSAGSLPLSPKSIKSLAVIGPNANVGYTMIGSYEGTPCKLTTPLQGLNASVSTVYHPGCFNASVSCDPALADDAKKIAAAADAVVLVMGSDQSVERESKDRVNITLPGQQSLLITEVASVSKGPVILVIMSGGGMDVQFAVDNPKVTSIVWIGFPGEDGGGALADIIFGYYNPSGRLPMTWYPQSYADKVDMTNMNMRADPKTGFPGRSYRFYKGPTVFNFGDGLSYSNYKHHLVQAPKYVSIPLEEGHACRSTRCKSIDAVNEHSCSNLGYDIHLRVKNVGKMSGSHTVFLFTSPPSVHNAPQKHLLEFQKIHLTPQSEGTVKFKLDVCKHLSVVDEVGNKKVALGLHVLHIGDLKHSLTVRI*

NbL11g10980.1 beta−xylosidase/alpha−L−arabinofuranosidase_2−like [MW = 89.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
MASKMNSFALFCLVLMWTFSSTTVESASRQAAPAPAVDCNNLVLSLADCLSFVTNGSTEKKPQGTCCSGLKTVLKTDAECLCEGFKNSAQLGVVLNITKAMALPAACHVSAPSVSSCGLSTDTGAAPALSPIAVSPTMAGAVAPTTVEGASEVAPAPAPGSSDSNTLGLSIGQLVLTAMAVAFCWF*

NbL11g10930.1 non−specific_lipid−transfer_protein−like_protein_At2g13820 [MW − SP = 15.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07228 Stage II sporulation protein E (SpoIIE)

Protein sequence:
MADPLYKFPEARSITGSQFFATYFCTQKSFRLVSLHNPTLVRRRRRTKPLQIAFCYTPTSPNLHVISTHEHSDGSLVFRFGDPSVLAKEDELEEPLLGVEEVERDSEEEEFSMVKVMDGDNEREVIVKNVEREASSQAVTVAVDAGVSESVVSNNPRSDFLERETGLSANLVEESTDENGLISPVGIQDQSVAEVHIENAGLVEEILEKQDDTEASIPPTENGFPSLEVEEEMKGQSTEESFKEFDEILEKKDDSEASIPPPETSFPSLEVEEELKGRSTEEQSFEELDDDVSPLLGSAAAMPEYSDSVNAEEIKESEGEVSSQLLENGGDKDHGVDSIGLMENGAASTEVQAVDIDNETVQQIEQISENVDPLMEEPAKSVPEEINLENIETVVDEISPANADIRHFSIDAEDLSTQVLSLENDDQTKLTNFSGDTEDQASQKGTFKDSDEANVIEVMPLSAMLEAEPILDEEVDHKLTSESNEEGESPLPPEENLPNLSLEAEKEENAENSEVREMSGYEVVEDKSSEVLGSSKEAIPAELILSSGATLLEYPSKALTGGHEAYFVACGKWLGVADGVGSWSLEGSDPGVYAKELMQNSESIVSQCDNDMPNDPKQVLNLSVSKTDSPGSSTALIAHFDGKDLHVASIGDSAFIIIRNGSVYRKSSPMLHEFNLPIQIEKGDDPSQLLEEYKIELDEGDVIVTATDALFDNLYDQEIVSIVSKSLAADKRPQEIAEVLATRVQEVGSSASGRSPFADAAQAAGYVGYTGGKRDDVAVIVSVVQKGLERRIWKS*

NbL11g10920.1 probable_protein_phosphatase_2C_62 [MW = 86.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATTSAALLNGLSSSFLTGGRKSQALLGAPVAARVGGVATPKRFIVVAAAPKKSWLPGVKGGGNLVDPEWLDGSLPGDYGFDPLGLGKDPAFLKWYREAELIHGRWAMAAVLGIFVGQAWSGIPWFEAGADPGAIAPFSFGSLLGTQLLLMGWVESKRWVDFFNPESQSVEWATPWSKTAENFANFTGEQGYPGGKFFDPLSLAGTLQDGVYIPDTEKLERLKVAEIKHARLAMLAMLIFYFEAGQGKTPLGALGL*

NbL11g10910.1 chlorophyll_a−b_binding_protein_CP24_10A_chloroplastic−like [MW = 27.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
AQKRAEIYYSNLRIRLYILLTRTMEYYHHSINKMAMFMVILVLAIDVTMVLGQGTRVGFYSSTCPRAESIVQSTVRAHFQSDPTVAPGILRMHFHDCFVLGCDGSILIDGSDAERTAIPNRNLKGFDVIEDAKTQIEAICPGVVSCADILALAARDSVVVTRGLTWSVPTGRRDGRVSRAADAGDLPAFFDSVDIQKQKFLRKGLNTQDLVALTGAHTIGTAGCAVIRDRLFNFNSTGGPDPSIDAIFLPQLRALCPQNGDAARRVGLDTGSVNNFDTSYFSNLRNGRGVLESDQKLWTDASTRVFVQRFLGVRGLLGLTFGVEFGRSMVKMSNIEVKTGPNGEIRKVCSAIN*

NbL11g10880.1 peroxidase_N1 [MW = 38.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03060 Nitronate monooxygenase

Protein sequence:
MGWRGIFGFEYGIVQAPLGPDISGPELVAAVANAGALGLLRAPDWEDPDYVRELIRKTRTLTSKPFGIGVVLAFPHKENLKAILDEKVEVLQLYWGECSKELVLEAHKAGIKVVPQIGSYEEAKKAAEAGVDAIIVQGREAGGHVAGQDGLITLLPRVVDLVRGRDIAVIAAGGIVDARGYVAALALGAQGVSLGTRFLATEESYAHPTYKRKLIEFEQTEYTDLFGRARWPGAPHRVLATPFFKEWKALPSHENETNQPVIGRTIIHGKEREVRRFAGTVPNASTTGDIESMAMYAGQSIGLIKEILPAGEVIKQIVEGAQRLIDQLFVPVN*

NbL11g10690.1 nitronate_monooxygenase [MW = 36.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04674 Phosphate−induced protein 1 conserved region

Protein sequence:
MASNYSSAIPSILLLLLCPTSLFVASMAALVKEQPLVLKYHNGALLKGTITVNLIWYGKFAPIQRSIIVDFLQSLNSPKASLPSAASWWKTTEKYRTGASTLIVGKQILDENCSLGKSLKNSHIVYLASKGGHMGRSVNLVLTAKDVFVEGFCMSRCGTHGSTRGKIRFAYAWVGNSETQCAGQCAWPFHQPIYGPQTPPLVAPNGDVGVDGMIINVATVLAGTVTNPFNNGYFQGPATAPLEAVSACTGMYGSGSYPGYPGQVLVDKSTGASYNAHGVNGRRFLLPAMWDPAKSACSTLV*

NbL11g10680.1 protein_EXORDIUM−like_2 [MW − SP = 29.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01474 Class−II DAHP synthetase family

Protein sequence:
MALTAATSSSSSRGGSALPNSCLQTLKLSPLQKPTFISSFPTTTATPSNSKIKPRINKPISAVQSPPSTTTKTAQNPDGKWSLESWKLKPAFQLPEYPDKVELESVLKTLSTYPPIVFAGEARNLEEKLGEAALGNAFLLQGGDCAESFKEFSANNIRDTFRVILQMGVVLMFGGQMPVIKVGRMAGQFAKPRSDPFEEKDGVKLPSYRGDNVNGDAFDEKSRLPDPDRMIRAYAQSVATLNLLRAFATGGYAAMQRVNQWNLDFTDHSEQGDRYRELAHRVDEAMGFMSAAGITVDHPIMTTTDFWTSHECLLLPYEQALTREDSTSGLYYDCSAHMIWVGERTRQLDGAHVEFLRGIANPLGIKVSQKMDPDELVKLIDILNPQNRPGRITVIARMGADNMRVKLPHLIRAVRGAGQIVTWVSDPMHGNTTKAPCGLKTRSFDSIRAELRAFFDVHDQEGSYPGGVHLEMTGQNVTECVGGSRTITYNDLSSRYHTHCDPRLNASQALELAFLIAERLRKRRLGPKFRL*

NbL11g10670.1 phospho−2−dehydro−3−deoxyheptonate_aldolase_2_chloroplastic−like [MW = 58.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00925 GTP cyclohydrolase II PF00926 3,4−dihydroxy−2−butanone 4−phosphate synthase

Protein sequence:
MASINISLSSTCLSRSEALKNFKVFNGLHSGDVYSVNGVSSESFIRLNARAHFNIKTDFKIRSALLSGEGDARSQYRGDSSLFSSLFTGTETQPDAVAFGTLAADVVPTTNGFSLDNDEFDLDRPTQGFSSVPEAIEDVRQGKMVLVVDDEDRENEGDLVMAASKATPEAMAFFVRHGTGIVCVSMLEEDLERLQLPLMVNDKKNEEKLCTAFTVSVDAKHGTTTGVSAQDRAATVLALASGDSKPEDFNRPGHIFPLKYRPGGVLKRAGHTEASVDLAMLAGLDPIGVICEIVDEDGSMARLPKLRQFAKEHNLKIISVADLIRYRRKRDQLVEHASAARLPTMWGPFTAHCFKSIIDGIEHIAMVKGDIGDGQDILVRVHSECLTGDIFGSARCDCGNQLALAMQQIEAAGKGVLVYLRGHEGRGIGLGHKLRAYNLQDAGRDTVEANEELGLPVDSREYGIGAQMLRDLGVRTMKLMTNNPAKYRGLKGYGLAISGRVPLLCPITKENKKYLETKRAKMGHVYGLDLIRPATSSNTSTTNGKPNVENISTI*

NbL11g10520.1 bifunctional_riboflavin_biosynthesis_protein_RIBA_1_chloroplastic−like [MW = 60.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00996 GDP dissociation inhibitor

Protein sequence:
MDEEYDVIVLGTGLKECILSGLLSVDGLKVLHMDNNDYYGGESSSLNLIQLWKRFRGNDKPPEELGTSKEYNVDMIPKFAMANGTLVRVLIHTDVTKYLNFKAVDGSFVYNKGKIYKVPATDVEALKSPLMGLFEKRRARKFFLYVQDFEETDPKTHEGMDLNKITAKEFIAKYELEADTIDFIGHALALYTDDNYLDQPAMDFVKRVKLYAESLARFQAGSPYIYPMYGLGELPQAFARLSAVYGGTYMLNKPQCKVEFDENGKVVGVTSEGETAKCKKVVCDPSYLPDKVQKVGKVARAICIMSHPIPDTNDSHSAQVILPQKQLGRKSDMYLFCCSYSHNVAPKGKYIAFVSTEAETDDPETELKPGVGILGPVDEIFYETYDRFAPSHDSAADNCFISKSYDSTTHFESTVMDVLDMYSKITGKVVDLSVDLSAASATAEE*

NbL11g10290.1 guanosine_nucleotide_diphosphate_dissociation_inhibitor_At5g09550 [MW = 49.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MAYQGQTLDISGDRQSGQDVRTQNVTACQAVANIVKSSLGPVGLDKMLVDDIGDVTITNDGATILRMLEVEHPAAKVLVELAELQDREVGDGTTSVVIIAAELLKGANELVRHKIHPTSIISGYRLAMREACKYVEEKLAVKVDKLGKDSLVNCAKTSMSSKLIADDSDFFANMVVEAVQAVKMTNVRGEIKYPIKGINLLKAHGKSAKDSYLLKGYALNTGRAAQGMPLRVSPARIACLDFNLQKTKMQMGVQVLVTDPRELERIRQREADMTKERIQKLLSAGANVVLTSKGIDDMALKYFVEAGAIAVRRVRKEDLRHVAKATGATVVSTFADMEGEETFEPSLLGHAEEVVEERIADDDVIMVKGTKNSSSVSLILRGANDFMLDEMERALHDALCIVKRTLESTTVVAGGGAVEAALCVYLEYLATTLGSREQLAIAQFAESLLVIPKVLANNAAKDSSDLVSKLRSCHYLAQTKADKKHLSSMGLDLAKGTVRNNLGAGVIEPAMSKVKIIQFATEAAITILRIDDMIRLVKDESQNDD*

NbL11g10180.1 T−complex_protein_1_subunit_alpha [MW = 59.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MEYLGSMEKPLVLLGCACLSWKIVRHIWSFLNIEKDPITVLVTGAAGQIGYALVPMIARGAMLGPDQPVIIHMLDIEPAAEALKGVKMELIDAALPLLKGVVATTDVVEACKDVNIAVMVGGFPRKEGMERKDVMSKNVSIYKAQASALEQHAAPDCKVLVVANPANTNALILKEFAPSFPEKNITCLTRLDHNRALGQVSERLNVHVGDVKNVTIWGNHSSTQYPDVNHATVKTTSGEKSVRELVANDQWLNTEFITTVQQRGAAIIKARKLSSALSAASSACDHIRNWVLGTPKGTWVSMGVYSDGSYGIPPGLIYSFPVTCEKGEWSIVQGLKIDEFSRAKMDASAKELIDEKSLAYSCLN*

NbL11g10140.1 malate_dehydrogenase_cytoplasmic−like [MW = 39.49 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
MARSARSSTTRLIYNLCSSTKRTTPLNPQHPPQSPIAALLAGNFQFRHFAAASTATTRVRDEKEAAWRESLEKVRNIGISAHIDSGKTTLTERVLFYTGRIHEIHEVRGKDGVGAKMDSMDLEREKGITIQSAATYCTWKDYQVNIIDTPGHVDFTIEVERALRVLDGAILVLCSVGGVQSQSITVDRQMRRYEVPRLAFINKLDRMGADPWKVLNQARSKLRHHSAAVQVPIGLEDDFKGLIDLVQSKAYYFHGSSGEKIVTEDIPANMEAIASEKRRELIEAVSEVDDKLAEAFLNDEPISSAELEAAIRRATIARKFVPVFMGSAFKNKGVQTLLDGVLNYLPCPVEVSNYALDQTKNEEKVTLTGSPTGPLVALAFKLEEGRFGQLTYLRIYEGVIRKGDFIINVNTGKRIKVPRLVRMHSNEMEDIQEAHAGQIVAVFGVDCASGDTFTDGSVKYTMTSMNVPEPVMSLAVSPVSKDSGGQFSKALNRFQREDPTFRVGLDAESGETIISGMGELHLDIYVERIRREYKVEAQVGKPRVNFRETITKRADFDYLHKKQSGGQGQYGRVIGYVEPLEQGSGSKFEFDNMLVGQAIPSNFVPAIEKGFREAANSGSLIGHPVENIRVVLTDGNSHAVDSSELAFKLASIYAFRQCYAAAKPIILEPVMLVEMKVPTEFQGTVTGDINKRKGLIIGNDQEGDDSVITAHVPLNNMFGYSTSLRSMTQGKGEFTMEYKEHAPVSSDVQTQLVNTYKASKES*

NbL11g10110.1 elongation_factor_G−2_mitochondrial [MW = 84.29 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01071 Phosphoribosylglycinamide synthetase, ATP−grasp (A) domain

PF02843 Phosphoribosylglycinamide synthetase, C domain
PF02844 Phosphoribosylglycinamide synthetase, N domain

Protein sequence:
MTCISLSIGATNSLKFVGNCQNHSAKLFSANQQRFFNLSSASWNCSNFSVRHTSCRGFNTYKSFATVFNSLSVDNGNPKERVVVLVIGGGGREHALCHALRRSPSCDAIFCAPGNAGISSSGDATCIADLDILDSSVVIAFCRKWGVGLVVVGPEAPLVAGLANDLVKEGIPTFGPSSEAAALEGSKNFMKSLCDKYGIPTAKYQAFTDPSAAKVYIKQEGAPIVVKADGLAAGKGVIVAMTLEQAYEAVDSMLVENVFGSAGSRVIVEEYLEGEEASFFALVDGEHAIPLESAQDHKRVGDGDTGPNTGGMGAYSPAPVLTKELQSVVMESIIFPTVKGMAEEGCKFVGVLYAGLMIEKKTGFPKLIEYNVRFGDPECQVLMVRLESDLVEVLLAACRGKLRGVSLDWSPGSAMVVVMASKGYPGSYQKGTVIHKLEEAEQVAPSVKVFHAGTAFDADGNFIATGGRVLGVTAKGEDLEEARDRAYQAVEQISWPGGFYRRDIGWRALPQKQYS*

NbL11g10000.1 phosphoribosylamine−−glycine_ligase−like [MW = 54.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD PF00515 Tetratricopeptide repeat

Protein sequence:
MGRPRCYLDISIGGELEGRIVVELYNDVVPKTAENFRALCTGEKGIGPNTGVPLHYKGVRFHRVIKSFMVQGGDISAGDGTGGESIYGLKFEDENFELKHERKGMLSMANAGANTNGSQFFITTTRTSHLDGKHVVFGKVIKGMGVVRSIEHVTTGDNDFPMVDVSIADCGEIPEGADDGIANFFKDGDLYPDWPADLDNNTDDISWWVTALEAIKAFGNENFKKQDYKMALRKYRKALRYLDICWEKEEIDEDRSAYLRKMKSQIFTNSSACKLKLGDLKGALLDADFAMRDGENNAKALFRQGQAHMALNDIDAAVESYMKALELEPNDGGIKNQLAAAKKKIADRRDKEKKAYARMFQK*

NbL11g09790.1 peptidyl−prolyl_cis−trans_isomerase_CYP40 [MW = 40.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01118 Semialdehyde dehydrogenase, NAD binding domain PF02774 Semialdehyde dehydrogenase, dimerisation domain

Protein sequence:
MSSSAALSSSHFNGASSLWKIQEELRVNKVGKFRIRATSMATSSPAQGLQFGEGKANKLDKLRIGVLGASGYTGTEIIRLLANHPHFQITLMTADRKAGQSIESVFPHLITQNLPSLVAVKDADFSAVDAVFCCLPHGTSQEIIKSLSTNLKIVDLSADFRLRDIAEYEEWYGQPHKATTLQQEAVYGLTEISRREIQSARLVANPGCYPTSVQLPLIPLIKSNLIEVRNIIIDSKSGVSGAGRAAKEANLFTEIAEGIRSYGITRHRHVPEIEQGLSEAANSKVTVSFTPHLMPMSRGMQSTIYVEMAPGVTTQDLKDHLVNYYEHEKFVVLLKNKEVPYTRHVTGSNYCLMNVFPDRIPGRAIIVSVIDNLVKGASGQALQNLNLMMGLPENLGLGSLPLFP*

NbL11g09670.1 probable_N−acetyl−gamma−glutamyl−phosphate_reductase_chloroplastic [MW = 44.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MAEIVHDLFPLIRVYKDGRIERLMGESVVPAELDPETGVQIKDVQIDPKINQSARLYLPKNLDPVQKIPLFVYFHGGGFVIESASSPSYHKHLNLVATEANVIIVSVNYRLAPEYPLPVAYEDSWVALKWIASHAKGDGHEPWLKDHADLNRVYFGGDSAGANIAHNVAIRVGLEKLDGVKLDGIFLACPYFWGIDLIDGEAENLDCKNYIEKLWALAHPNSSGLDDPLMNPEKDPKLSSLGCDKVLVYVAAKDPLKYRGLYYKELLEKSGWQGTVEAVEIKDEEHVFHLFAPTSENAMVVLKKLVSFLNQSKA*

NbL11g09490.1 2−hydroxyisoflavanone_dehydratase−like [MW = 35.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01077 Nitrite and sulphite reductase 4Fe−4S domain PF03460 Nitrite/Sulfite reductase ferredoxin−like half domain

Protein sequence:
HSHNSTKWSDILPSPLQTSKMASFTIKFLAPSSPNPARFSKNAVKLHATPPSVAAPPAGAPEVAAERLEPRVEEKDGYWILKEQFRKGINPQEKVKIEKEPMKLFMENGIEELAKIPIEEIDQSKLTKDDIDVRLKWLGLFHRRKNQYGRFMMRLKLPNGVTTSAQTRYLASVIRKYGKEGCADITTRQNWQIRGVVLPDVPEILKGLAEVGLTSLQSGMDNVRNPVGNPLAGIDPEEIVDTRPYTNLLSQFITGNSRGNPAVSNLPRKWNPCVVGSHDLYEHPHINDLAYMPARKDGRFGFNLLVGGFFSAKRCDEAIPLDAWIPADDVVPVCKAILEAFRDLGFRGNRQKCRMMWLIDELGVEGFRAEVEKRMPQQQLERASPEDLVQKEWERRDYLGVHPQKQEGYSFIGLHIPVGRVQADDMDELARLADEYGSGEIRLTVEQNIIIPNIENAKIEALLKEPVLSTFSPDPPILMKGLVACTGNQFCGQAIIETKARSLKITEEVQRQVSLTKPVRMHWTGCPNTCGQVQVSDIGFMGCLTRDKNGKTVDGADVFLGGRIGSDSHLGEVYKKAVPCDDLVPLVVDLLVNNFGAVPREREEAED*

NbL11g09420.1 ferredoxin−−nitrite_reductase_chloroplastic−like [MW = 67.84 kDa]
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1 128 255 382 509 635

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00106 short chain dehydrogenase

PF00107 Zinc−binding dehydrogenase
PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MELKPGLSALVTGGASGIGRALSLALAQKGVFVTIVDFSEEKGKEVAALAEKECAKFHSGLEFPLVMFIRCDVTNAGELKAAFEKHFVTYGGLDICINSAGIGDIIPFRNDRTDGSKSWRHTVNVNLVGVIDSTRLAIQTMQAAQKPGVIVNLGSASGLYPMYTGPIYSASKGGVVMFTRSLAPFKRQGIRINVLCPEFVQTDLATRVSSPHIDQLGGYLPMELVVKGAFELIRDESKAGSCLWITNRRGMEYWPTPAEEAKYLLPSSKALRKPLVTVPMDLQIPQSFEKLVVHMLSHNFRSATRIVRTALRLPLKPDHVLLKVIYAGVNASDVNFSSGRYFRGDGNDIASRLPLDSGFEAVGLIAAIGDAVRNLKIGMPAAIMTFGGYAEFVMVPAKHILPVAKPDPEVVAMLTSGLTASIALEKAAQMESGKVVLVTAAAGGTGQFAVQLAKLSGNTVVATCGGTEKAKLLKDLGVDRVIDYKVENIKAVLKEEFPKGIDVVYESVGGEMFDICLNALAVYGRLVVIGMISQYQGEHGWKPRNYPGICEKLLAKSQTVAGFFLVQYAHLWQEHLDRLVNLFSSGKLKIAIDPKQFVGPHSVADAVEYLHSGKSAGKVVVCIAPTYAQQLAKL*

NbL11g09310.1 probable_quinone_oxidoreductase [MW = 68.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase

Protein sequence:
KGTAESSSHGFLLLSQLHTYLLKLKSPKHSSSSLIPSHRPFTYSRLSFSKSSSLHSRQTLFRTHFRRIPPPNSASFLVLGCAKKAEPLRIMISGAPASGKGTQCELITNKYGLVHIAAGDLLRAEIAAGSENGKQAKEYMDKGKLVPDEIVVTMVKERLNGPDSREKGWLLDGYPRSSSQAIALKEFGFQPDIFILLEVPEEILVERVVGRRLDPVTGKIYHLKYSPPETEEIAARLTQRFDDTEEKVKLRLHTHHQNVEAVLSLYKDITLKVNGSASKQDVFAQIDDALTQLREQKQGKLGTVAA*

NbL11g09070.1 adenylate_kinase_chloroplastic [MW = 33.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17830 STI1 domain

Protein sequence:
MENIGIVSSPKMVLGFSSNPRNSVVTSKPFFGLPHLPKRPSKNARIVRLTTCFEVLSCFQGPRLTKKIVLEKIGKDCFASTTTSGGQQTSSVGVNPQFSAPSPSSQVGSPLFWIGVGVGFSALFSWVASYLKKYAMQQAFKTMMGQMNNNQNSPFGNTTFSPGLPFPFPPPPPMSGAASSSPPPPASSASFASQPVTVDVSATKVEEPPAVNVKKNDTEAERPPKKNAFVDISPDETFQKGAFENFKESTETASVTVDVTVDQVTQNGAASKSEFGANTSKSTGFGANTSDSTSSTEKSNPPMSVEAVEKMMEDPTVQKMVYPYLPEEMRNPTTFKWMLQNPQYRQQLQDMLNNMGGNPVWDNRMVDSLKNFDLSSPEIKQQFDQIGLTPEEVISKIMANPDVAMAFQNPRVQAAIMDCSQNPLSIAKYQNDKEVMDVFNKISELFPGVSGSL*

NbL11g09050.1 protein_TIC_40_chloroplastic [MW = 49.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01535 PPR repeat PF13041 PPR repeat family

Protein sequence:
MVVGYIYFGDLSQARKLFDEMPHKNIASWNAMISAFVKFGDLLSAGKLFDSMAGKDVVSFTTMIDGYAKAGDMASARFLFDQSFDRDIISRSTLISGYAQNEQPNEAVKIFHEMLSMNVRPDEFIMVSLMRACCQLGRLDLANWVERYMSQNSFDFNQGHIAAALVDMNAKCGNMEMAIMLFEGTPKRDLVSYCSMIQGLSIHGCGSQAVVFFDRMLNEGLVPDDVSLKVIMTACSRAEEGCRIFNLVINKYHVKPSPDHYACVVDLLGRSGKLKDAYEFIRSMAIGPHAGAWGANLGACKLHCDIEVGEEVSHRLFELEPQNTGNYVLLSNIYAAANRWLDVALLRQQMSEKGLKKIPGCSWYNVMAICGHSLKLNKELQKEIKVDNSLLHDW*

NbL11g08900.1 putative_pentatricopeptide_repeat−containing_protein_At5g37570 [MW = 44.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00647 Elongation factor 1 gamma, conserved domain

Protein sequence:
MACNLSHGFRYIMTKTFTKEFPHVERYFWTVVNQPNFCKILGEVKQAESIPAPPSKKPAPAKEPAKPKAKEEPKKEVKKEEPKFEEEEEAPKPKAKNPLDLLPPSKMILDEWKRLYSNTKTNFREVAIKGIF*

NbL11g08740.1 elongation_factor_1−gamma_2−like [MW = 15.29 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00043 Glutathione S−transferase, C−terminal domain

PF00647 Elongation factor 1 gamma, conserved domain
PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MALVLHSTNNNKNASKALIAAEYTGVKVELAKNFEMGVSNKTPEFIKMNPIGKVPVLETPDGPVFESNAIARYVTKLKPDNPLFGSSLIEYAQIEQWNDFSAIEIDANIGQWLYPRLGYRAFIPPAEEAAVAALKRALGALNIHLASTTYLVGHSITLADIVTVCNLSHGFRYIMTKSFTKEFPHVERYFWTVVNQPNFCKILGDVKQAESIPEPPSKKPAPVKEPAKPKAKEEPKKEVKKEEPKFEEEEEAPKPKAKNPLDLLPPSKMILDEWKRLYSNTKTNFREVAIKGFWDMYDPEGYSLWFCDYKYQDENTVSFVTLNKVGGFLQRMDLARKYAFGKMLVIGSEAPYKVKGLWLFRGKEIPKFVMDECYDMELYEWKEVDINDKAQKERVNQMIEDYEPFEGEALLDAKCFK*

NbL11g08730.1 elongation_factor_1−gamma_2−like [MW = 47.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain PF03765 CRAL/TRIO, N−terminal domain

Protein sequence:
MADTAPTEHTLQPPLTAEEDTSPPLPPLAVEPAAAEPPLASVEVEPVKQESVTEAEEHHPAVTVIEKDTPLTEPPPEEPSLIAAEHVSVTVPEKEPEGVSVTESDKSKPTDVKKIPESLVSFKEESNKVSDLSDSERKSLEEFKFLVQESIKNQTFTTGTPAKAQETQTPSTEITDLPQEVSVWGVSLLKDDRTDVILLKFLRARDFKVKDSFAMLKKTILWRKEFNIEELVDEDLGDDLDKVVFMHGHDKEGHPVCYNVYGEFQNKELYNKTFGDEEKRNKFLRWRIQFLERSIRKLDFNPGGINTIFQVSDLKNSPGPGKRELRLATRQALHLLQDNYPEFVAKQVFINVPWWYLAFYTMISPFMTQRTKSKFVFAGPSKTAETLYKYVSPEQVPVQYGGLSVDYCECNPEFTVSDPVTEIIVKPATKQTVEIIVNEKCIIVWELRVLGWEVTYSAEYVPNTDSGYTVNIQKPRKMAPTDEPVVSSSFKIVELGKILLTIDNPTSKKKKLLYRYKDKPYST*

NbL11g08700.1 patellin−3 [MW = 59.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04418 Domain of unknown function (DUF543)

Protein sequence:
MAEEKKQEQAIVPPPQYNLDARWDACLDLGVRRFAYFSLIGGFAGLLLFRSPVTRWASTAFGAGTGLGSAYTECSQKLGGYPGKLTANVSEAPVTKDGEH*

NbL11g08690.1 uncharacterized_LOC104109700 [MW = 10.75 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 127 253 379 505 631

Protein length

Gel Slice

3.2 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80 10
0

Peptide counts over 4 repeats

1 127 253 379 505 631

Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain PF03765 CRAL/TRIO, N−terminal domain

Protein sequence:
MAEETKKPASETTPETTQEVVVSDVPVPEKETATPQPEPVPVPETPEKSAAPAPEGSTEAETDKEKDAVAESASFKEESNKVEELPNPEQKALAELKQLVQEALNKHEFTAPPPPPPAKEEEKKPDAETAEPASAVSPEEEKKEESAVAAAETTAIAVVPAETPATAEPVKEEEKKETPPPAPAAVVEEKKETPPPAPLAVEEKKEEEKATPPPAAPAAAEPSDKVTEKVAAVVEDDGAKTVEEIKETIVEVTSAAAPPAPSEESAVPAAAEEEKLTEGPKEEIPPEEVSIWGIPLLADERSDVILLKFLRARDFKVKEAFAMLKSVVAWRKEFKIDELLEEDLSGLGLEKVVYNHGVGKEGHPVCYNAFGAFQDNELYQNTFADKEKMNKFLRWRIQFMEKSIRNLDFSPDGICTFVQVIDLKNSPGLYFFKKELRQATNRALQLLQDNYPEFVAKQVFINVPWWYPAYYRMINALFTTRTKSKFVFAGPSRSAETLFKYIVPEQVPAQYGGLSREGEQEFTTAEAATEDTIKPTSKHTIEFPVTEKTSLVWEARVIGWDVSYGAEFVPSAEGGYTIIVEKSRKVAAADETVITNTYTTVEAGKIVLTFDNQTSKRKKLVYRSKTKPSD*

NbL11g08640.1 patellin−3−like [MW = 69.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MFQVHLLLSLLTLSFTTQSYSSTSQLSILFHSVTKFGAAGDGIHYDTVPIQKAINACSATFSKHRRQCHVIFPPGNYLTETIFLKSGVLLDIHKKATILGGTKLEDYPKEQSKWYVVLAEDAADVGITGGGEINGQGLKFVQRFDKKKNVMVSWNHTGACLGDECRPRLVGFIGCRNIEISDVRLIEPAYWCLHLVRSENTSVSDVTIYGDFNSPNNDGIDIEDSNNTVITRCYINTGDDAICPKSSTGPVHNLTATNCWIRTKSSAIKLGSASFYTFNNFLFDNITIFESHRGLALQIRDGGDVSDITFSNINISTRYYHPSWWGRAEPIYVTTCPRDATSKAGSISNLQFVNITSTSENGIFLSGSGGGVLSNLKFINMNLTYKRWTKYPDGWVDYRPGCQELVKHQTAGFMMEHIDGLVFENVVMKWSNDESMRWNNPLDFRPSTVNNISMLNFYSRSYQQ*

NbL11g08520.1 probable_polygalacturonase_At3g15720 [MW − SP = 49.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MAPKKGVAVAAKKKPVAKVVNPLFEKRPKQFGIGGALPPKKDLTRFVKWPQVVRIQRKRRILKQRLKVPPALNQFSKTLDKNLATNLFKMLLKYRPEDKAAKKERLVKRAQAEAEGKTPETKKPIIVKYGLKHITYLIEQNKAQLVVIAHDVDPIELVVWLPALCRKMEIPYCIVKGKARLGSIVHKKTASALCLTTVKNEDKMEFSRILEAIKANFNDKYEENRKKWGGGVMGSKSQARTKAKERVLAKEAAQRMN*

NbL11g08390.1 60S_ribosomal_protein_L7a−1 [MW = 29.18 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 49 97 145 193 240

Protein length

Gel Slice

4.6 6.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6 7

Peptide counts over 4 repeats

1 49 97 145 193 240

Pfam domains

Pfam Description
SP Sequon TM Domain PF00572 Ribosomal protein L13

Protein sequence:
MATHCSSSSLMFTSTSPKSFSFSPKKTPFLGFSMAALSKPSFQLSPLAKTNRTAQIRCQDKAAAYIPLDQRWMFVESEIDGPDIWNETWYPKASDHVNTDKPWYIVDASDLILGRMASTIAIHMRGKNLATYTPSVDMGAFVIVVNAEKVAVSGKKRTQKLYRRHSGRPGGMKVETFDQLQQRIPERIIEHAVRGMLPKGRLGRQLFTHLKVYKGPEHPHEAQKPIELPIRDKRIQKQR*

NbL11g08220.1 50S_ribosomal_protein_L13_chloroplastic [MW = 27.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 162 323 484 803

Protein length

Gel Slice

3.5 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 162 323 484 803

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00627 UBA/TS−N domain
PF02148 Zn−finger in ubiquitin−hydrolases and other protein

PF17807 Variant UBP zinc finger

Protein sequence:
MELLRSNLARVRIPEPTNRIYKHECCISFDTPKSEGGLFVDMNTFLAFGRDYVSWNYEKTGNPVYLHIKQTKKTIAEDRPSKRPTLLAIGIDGGFDNSDPQYEEHYEIFILPDYVALPFPSVELPEKVRLAVDATLMAEAAERKEQVASWTADKKLVSKYAMDLQQLDNGVVVPPMGWKCAKCDKTENLWLNLTDGSILCGRRNWDGTGGNDHAIDHYKEAGYPLAVKLGTITADLEGADVFSYPEDDSVLDPLLGLHLAHFGIDFSSLQKTEMTTAERELDQNINYDWNRIQETGQDVEPLFGPGYTGLVNLGNSCYLAATMQVVFSMRPFCSRYYVEQSLKAAFSVAPADPTVDLNMQLTKLAHGLLSGKYSVPVLEDDDKSSAPSSLKQEGIRPRMFKSVIAASHPEFSTMRQQDALEFFLHFIDQVDRMNIGNPNFDPSRSFKFGIEERLQCPSGKVAYNGRKDYILSLNIPLEKAVNKRELADFHKLKAERAAEGKDVSTDEIVRPRVPLKDCLDCFSAPEEVHDFYSTALKARTTAIKTAGLTSFPDYLVLHMRKFVMEEGWVPKKLDVYVDVPDIIDISNMRSIGLQPREELLPETAAGDGEESPKLLADEVIVAQLVSMGFNYLHCQKAAINTSNCGVEEAMNWLLAHMNDPDIDSPISQDAQTPHIDRSKIDTLVSFGFEEELACRALKASGGNVEQAAEWIFSNPSASAAASDMDVTTSGGAVVDTLLPDGGGRYRLLGLVSHIGTSTHCGHYVAHIFKDGRWVIFNDEKVGISKNPPLDMGYLYFFERLES*

NbL11g08130.1 ubiquitin_carboxyl−terminal_hydrolase_14−like [MW = 89.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00181 Ribosomal Proteins L2, RNA binding domain PF03947 Ribosomal Proteins L2, C−terminal domain

Protein sequence:
MGRVIRAQRKGAGSVFKSHTHHRKGPAKFRSLDYGERNGYLKGVVSEIIHDPGRGAPLARVTFRHPFRYKHQKELFVAAEGMYTGQFIYCGKKANLMVGNVLALRSIPEGAVVCNVEHKVGDRGVFARCSGDYAIVISHNPDNGTTRIKLPSGAKKIVPSGCRAMIGQVAGGGRTEKPMLKAGNAYHKYRVKRNCWPKVRGVAMNPVEHPHGGGNHQHIGHASTVRRDAPPGQKVGLIAARRTGRLRGQAAATAAKADKA*

NbL11g08100.1 60S_ribosomal_protein_L8−like [MW = 28.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MALRAAATTTPAASRGLRALFSTFSSNFPFNPPQPQVEKPPPAEPSTNLFVSGLSKRTTSEGLREAFAKHGEVVNARVVTDRVSGYSKGFGFVRYATLEDAAAGIKGLDGQFLDGWVIFAEYARPRPPPPSLQNDNPAGGYGNYNGPSYGRNNM*

NbL11g08090.1 glycine−rich_RNA−binding_protein_3_mitochondrial−like [MW = 16.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00766 Electron transfer flavoprotein FAD−binding domain PF01012 Electron transfer flavoprotein domain

Protein sequence:
MGSGRMLFAFRNLSITARITPYRSLSTLVLAEHEGGSIKTSSLSAVEAAKSLGGDNSVSLLLAGSGQSLKEAAAHAASSHPSVSQVLIADSDKFAYPLAEPWARLVHLVQQRGDYSHIIAASGSFGKNVLPRAAALLDISPITDVTKISGSNLFIRPIYAGNALSTVRYTGSSPCMLSIRATSFPIASLPADSKSDAASIDQVDLSTLDEDDSVGKSRYIKLSSQNVERPDLGNARIVVTGGRGVKSAENFKMIDKLAEKIGAAVGATRAAVDAGFVPNDLQVGQTGKIVAPELYMAFGVSGAIQHIAGMRDSKVIVAVNKDADAPIFQIADYGLVGDLFEVIPELLEKIPEKK*

NbL11g07960.1 electron_transfer_flavoprotein_subunit_alpha_mitochondrial−like [MW = 37.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08212 Lipocalin−like domain

Protein sequence:
MVCYNLVVQQSPPILLQSLYPSKPRGMPMKVMSGCCNECPTSSKVAVKQVFSGLAASILFLSQSNLVFAADLPHYNSVSQLANATDSAPILPLEKGNDGGGGKLMMMRGMTAKDFDPIRYSGRWFEVASLKRGFAGQGQEDCHCTQGIYTVDMSAPAIQVDTFCVHGGPDGYITGIRGRVQCLTEEDREKNETDLERQEMIREKCYLRFPTLPFIPKEPYDVIATDYDNFALVSGAKDRSFIQIYSRTPDPGPKFIEKYKNYLGSFGYDPSQIKDTPQDCEVKSTSQLAAMMSMPGMQQALSNQFPDLELKAAVEFNPFTSVFETLKKLVELYFK*

NbL11g07940.1 chloroplastic_lipocalin−like [MW = 37.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain) PF00364 Biotin−requiring enzyme

Protein sequence:
MLGVLRRKASASCLGKNLHVIRPAASTSRIPSAASEQITLIPRQCGHARNFSHRVLPGCSTNLRPERGAVANHHSSLTLQIYSRPFCSNSGDLVDAVVPFMGESISDGTLAKFLKNPGDRVEVDEPIAQIETDKVTIDVTSPESGVLQKFVAKEGDTVEPGYKVAIISKSGEGVESVDHVAPSEKPSEKEALKPPSAVEEKKEEEMKPKVEATPVKEKSKETSPPPPKRSATEPQLPPKERERRVPMTRLRKRVATRLKDSQNTFALLTTFNEVDMTNLMKLRSDYKDAFVEKHGVKLGLMSGFVKAAVSALQNQPIVNAVIDGDDIIYRDYVDISIAVGTPKGLVVPVLRNAEKMNFAEIEKTINGLAKKATNGTISIDEMAGGSFTISNGGVYGSLLSTPIINPPQSAILGMHSIVNRPMVVGGDVVSRPMMYIALTYDHRLIDGREAVYFLRRIKDVVEDPRRLLLDV*

NbL11g07780.1
dihydrolipoyllysine−residue_succinyltransferase_component_of_2−oxoglutarate_dehydrogenase_complex_1_mitochondrial−like
[MW = 51.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13088 BNR repeat−like domain

Protein sequence:
LNCIFMAKCSKVSSFVWIPLLFLFIFLVSFFTFSDFDCSFSGFKNILKPKNQLVISSSYVRALSHPVNAFLGSEERRVLTSATAIVKMEIDNRSWIPLVEEFTFVANSAPFNNCHASTIVEVNKDHFLVAYFGGTVEGAPDVKIWVQTFKDGHWNAPVIADEQFNVSMWNPVLFKLPSSEILLFYKIGQQVQKWSGCLKRSYDGGVTWTAREQLPPGILGPIKNKPILLESGSLLCGSSVESWNSWGAWMEMTADSGRTWRKYGPIYIKNDPLSVIQPVPYQTANGTLRVLLRSFTGINKICMSESHDSGYTWSYAKPTELPNPNSGIDGTKLKDGRLLLAYNTISRGVLKVALSGDDGDSWHDVVTLEETVGEFSYPAVIQSSDGLVHITYTYNRTQIKHVVLQPK*

NbL11g07710.1 uncharacterized_LOC109235633 [MW = 45.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03009 Glycerophosphoryl diester phosphodiesterase family

Protein sequence:
MWNLRCLSCLLLLCFLVTTVAAQRTNSETTKWLTLNGDAPLVIARGGFSGLFPDSSYDAYMVAMETSLANVIAWCDVQLTKDGVGICLPDLKLDNASDIDVYFKNKKSKYSVNGVPMQGWFSIDFNFKDLAPVTLRQGFFSRTPKFDGTQQKILTVLDVVNKVKPPGLWLNIQHDTFFSQHNLSMRSFIISLSRSVIVNYISSPEVNFLKSVVSRFNPRVTKLVFRFLGQDDIEPSTNQTYGSLLKNLTFIKTFASGILVPKSYIWPVDNSLYLQPHTSLVLDAHKEGLQILVSEFVNDVPFAYNYSYDPATEYLSFIDNGDFSVDGVLSDFPITPSATIDCFTHLGKNDKPQAKLLIITSEGASGDYPGCTDLAYTKAAVDGADVLDCPVQMAKDGIPICLGSINLIDKTTVAQSPFGNIGSAVPELNVTNGIFTFNLTWDEIKSLKPEISNPWSEFRLYRNPKARNDGSFVSLVDFLTYAKNATTVSGVMISIENAAYLAKHGFGVTAAVLEALSNTAYNNQLAKKVMIQSTDSSVLKEFRKSHYELVYRVADDISDIESSTISEIKNFASSVIVTKKSVFPSEEQFLIGQTDVVQKLQSSNLPVYVSLFNNEFVSQAWDFFSDSSVEINNYISGAGIDGVITEFPGTAARYRRNRCLGYKERPLYLSPVEPGGLLQFMAPQLLPAAEAPNPILTDSDVVEPPLPPVAKISPTAGNESIAAAPAPPSGQSSVVAGIFISCVPILLANLLIF*

NbL11g07590.1 glycerophosphodiester_phosphodiesterase_GDPDL3−like [MW − SP = 80.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MSDLKSKFLDVYAVLKSELLSDPDFEFTDDSRQWVDKMLDYNVPGGKLNRGLSVIDSYSLLNDGRELTSEEIFQASALGWCIEWLQAYFLVLDDIMDNSHTRRGQPCWYKLPKVGMIAVNDGILLRNHITRILKNHFRAKPYYVDLLDLFNEVEFQTASGQMIDLITTLVGEKDLSKYSLPIHRRIVQYKTAYYSFYLPVACALLMAGDNLDKHVDVKNILVEMGIYFQVQDDYLDCFADPEVLGKIGTDIQDFKCSWLVVKALELCNEEQKKLLYENYGKDDSECIAKIKALYNDLKLEEVFLEYEKKSYEKLTSSIAAHPSKAVQAVLHSFLGKIYKRQK*

NbL11g07310.1 farnesyl_pyrophosphate_synthase_1−like [MW = 39.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MAEQETFAFQAEINQLLSLIINTFYSNKEIFLRELISNSSDALDKIRFESLTDKSKLDSQPELFIHIIPDKTNNTLTIIDSGIGMTKADLVNNLGTIARSGTKEFMEALAAGADVSMIGQFGVGFYSAYLVAERVVVTTKHNDDEQYVWESQAGGSFTVTRDTSGENLGRGTKITLFLKEDQLEYLEERRLKDLVKKHSEFISYPISLWVEKTIEKEISDDEDEEEKKDEEGKVEEVDEEKEKEEKKKKKIKEVSNEWSLVNKQKPIWMRKPEEITKEEYAAFYKSLTNDWEEHLAVKHFSVEGQLEFKAVLFVPKRAPFDLFDTKKKPNNIKLYVRRVFIMDNCEELIPEYLSFVKGIVDSEDLPLNISREMLQQNKILKVIRKNLVKKCIELFFEIAENKEDYDKFYEAFSKNLKLGIHEDSQNRSKFAELLRYHSTKSGDEMTSLKDYVTRMKEGQNDIYYITGESKKAVENSPFLEKLKKKGYEVLYMVDAIDEYSVGQLKEFEGKKLVSATKEGLKLDESEDEKKKHEELKEKFEGLCKVIKDVLGDKVEKVVVSDRVVDSPCCLVTGEYGWTANMERIMKAQALRDSSMAGYMSSKKTMEINPENAIMEELRKRADADKNDKSVKDLVLLLFETALLTSGFSLDEPNTFGNRIHRMLKLGLSIDEDCGDAEADMPPLEDPEADAEGSKMEEVD*

NbL11g07290.1 heat_shock_cognate_protein_80−like [MW = 80.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEWTHCCSCFILLLSFSLLPAVSSSSSISDGIFVHQVSTGRNLLQVRKACPVSFEFQNYTVITSQCKGPRFPAKQCCDAFVQFACPFADLLNDLSNDCSTTMFSYINLRGKYPPGLFGSMCTGTKEGLECPILAPSQSANDDANSSQNNCKLSPVQIMATAFMWMLFLVF*

NbL11g07240.1 GPI−anchored_protein_LORELEI−like [MW − SP = 16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01379 Porphobilinogen deaminase, dipyromethane cofactor binding domain PF03900 Porphobilinogen deaminase, C−terminal domain

Protein sequence:
MEKIAVFTPLCPSLEPFNSNSSSDVGFSLPCLTSVFPNQRRKILVTRASIAVEQETQTKLALIRIGTRGSPLALAQAYETREKMIASDPGLAEEGAIEIVIIKTTGDKILSQPLADIGGKGLFTKEIDEALINGEIDIAVHSMKDVPTYLPDKTILPCNLPREDVRDVFISLTAGSLAQLPSGSTVGTASLRRKSQILHRYPSLNVLENFRGNVQTRLRKLNEGVVQATLLALAGLKRLDMTENVTSILPIEDMLPAVAQGAIGIACRSDDETMANYIALLNHEETRLAVACERAFLKTLDGSCRTPIAGYACRGEDGDCIFKGLVASPDGTRVLETSRKGPYTFEDMTLMGEDAGKELLSRAGPGFFGN*

NbL11g07160.1 porphobilinogen_deaminase_chloroplastic−like [MW = 39.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00581 Rhodanese−like domain

Protein sequence:
MASAVLSKSLFAFRFLKSSSTPLLCQNPPFSLSAFTRKPFHLQAAPIYYSNKVIDSFTRMASSTVGAQPSFSTLAMSTNESVVSVDWLHANLREPDLKVLDASWYMPHEQRNPLQEYQVAHIPGALFFDVDGISDRTTNLPHMLPSEEAFAAAVSALGIKNKDGVVVYDGKGIFSAARVWWMFRAFGHDKVWVLDGGLPRWRASEYDVESSASGDAILKASAASEAIEKVYQGQMVGPTTFETKFQPHLVWNLDQVKRNIEDKTYQHIDARSKARFDGVAPEPRKGIRSGHVPGSKCIPFPQMLDDSQTLLSREELKKKFDLEGISLDKPVGTSCGTGVTACILALGLHRLGKTDIPVYDGSWTEWGAHPDTPVSTSET*

NbL11g07140.1 thiosulfate/3−mercaptopyruvate_sulfurtransferase_1_mitochondrial−like [MW = 41.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00162 Phosphoglycerate kinase

Protein sequence:
MAVKKSVGSLKEADLKGKRVFVRADLNVPLDDNFNITDDTRIRAAVPTIKYLMQHGSRVILASHLGRPKGVTPKYSLKPLVPRLSELLGLEVKMADDCIGPEVEKLVAEIPEGGVLLLENVRFYKEEEKNEPEFAKKLASLADLYVNDAFGTAHRAHASTEGVAKYLKPAVAGFLMQKELDYLVGAVSNPQKPFAAIVGGSKVSSKIGVIESLLEKVNVLLLGGGMIFTFYKAQGYSVGSSLVEEDKLDLATSLIEKAKAKGVSLLLPADIVIADKFAADANSKIVPASEIPDGWMGLDIGPDAIKSFGEALDTTKTIIWNGPMGVFEFEKFAAGTEAIAKKLAELSGKGVTTIIGGGDSVAAVEKVGLADKMSHISTGGGASLELLEGKQLPGVLALDDA*

NbL11g07130.1 phosphoglycerate_kinase_cytosolic−like [MW = 42.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01201 Ribosomal protein S8e

Protein sequence:
MGISRDSMHKRRATGGKKKAWRKKRKYELGRQPANTKLVPNAKTVRRIRVRGGNVKWRALRLDTGNYSWGSEAITRKTRLLDVVYNASNNELVRTQTLVKSAIVQVDAAPFKQWYLQHYGVDIGRKKKTAASKKEGEEAEAVPEEKKSNHVQRKLQKRQQDRKIDPHIEEQFASGRLLAAISSRPGQCGRADGYILEGKELEFYMKKLQRKKGKGASGAT*

NbL11g06990.1 40S_ribosomal_protein_S8−like [MW = 25.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00996 GDP dissociation inhibitor

Protein sequence:
MDEEYDVIVLGTGLKECILSGLLSVDGLKVLHMDRNDYYGGESTSLNLVQLWKKFRGSDKPPPQLGSSRDYNVDMIPKFIMANGALVRVLIHTDVTKYLYFKAVDGSFVYSKGKVHKVPATDMEALKSPLMGIFEKRRARKFFIYVQNYNERDPKTHEGMDLSRVTTRELIEKYGLDDNTVDFIGHALALHRDDRYLDEPALDTVKRMKLYAESLARFQGGSPYIYPLYGLGELPQAFARLSAVYGGTYMLNKPECKVEFDEEGKVCGVTSEGETAKCKKVVCDPSYLTNKVRKVGKVARAIAIMSHPIPNTNDSHSVQIILPQKQLGRKSDMYLFCCSYTHNVAPKGKFIAFVSTEAETDNPESELKPGIDLLGQVDEIFFEAYDRFEPVNEPSLDNCFISTSYDPTTHFESTVDDVLNMYTLITGKVLDLNVDLSAASAAEE*

NbL11g06860.1 guanosine_nucleotide_diphosphate_dissociation_inhibitor_2 [MW = 49.85 kDa]
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Peptide counts over 4 repeats

1 355 709 1063 1769

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01369 Sec7 domain

PF09324 Domain of unknown function (DUF1981)
PF12783 Guanine nucleotide exchange factor in Golgi transport N−terminal

PF16206 C−terminal region of Mon2 protein
PF16213 Dimerisation and cyclophilin−binding domain of Mon2

Protein sequence:
MAGGAAGGFITRALESMLKECSNKKFSALQTAIQSYIDNSKAFNQQSLPTEGDAASSAVNQSSATDTEAPKNESVSVNSITASPTGEGTEQVSRPARESGTIVTALAQAGNTLSEAQAELVLNPLRLAFETKNGKIMELALDCLHKLIAYDHLEGDLGLDGGKNVTLFTDILNRVCGCVDNLSPDSTTLQVLKVLLTAVASTKFRVHGESLLGVIRVCYNIALNSKSPINQATSKAMLTQMLSIVFRRMENDLVSSSSGSVARQETTDTNGSNVKVEEVSCNDPENEEITEGEDATNIIQAKDTSVASVEELQSFVGGADIKGLEAALEKAVQLEDGEKVTRGIELESMSPGQHDALLLFRTLCKMGIKEDNDEVTVKTRILSLELLQGLLEGISDSVTKNFQFMDSIKAYLSYVLLRASVSQSPTIFQYATGIFSVLLLRFRECLKGEIGIFFPLIVLRPLDGTDLNAKISVPRMLEKVCKNPQMLVDLYVNYDCDLQAPNLFERMVTTLSKIAQGTQNTEPSSVATSQIASIKASSLQCLVNVLKSLVDWEKCWTESERLHNRNQSSEEETSKGDPDKMRDMDDLPSNFEKLKAHKSTVEAAISEFNRKPTKGIEHLISNGLVENSPTSVAQFLRSTPSLDKAIIGDYLGQHEEFPVAVMHAYVDSMNFSGMKFDLAIREFLKGFRLPGEAQKIDRIMEKFAERYCADNPGLFKNADTAYVLAYAVIMLNTDAHNPMVWPKMSKDDFVRMNTTDEAEDCAPKELLEEIYDSIVKEEIKMKDDPTGLAKSSKQKPESEERGHLVNILNLALPRSRSSIDPKSESEAIIKQTQAIFRNQAGKRGVFYTSHNIKLVRPMIEALGWPLLATLAVLMEEGDNKARVGVCMEGFKAGIHITHVLGMDTMRYAFLTTLLRLNLLHVPRDMKSKNVEALRTLLAICDSDAEALQDTWIAVLECISRLEFIVTNPSMAATVMQGSNQISRDALLQSLRDLTGKPTEQVFVNSVKLPSESVVEFFSGLCKVSAEELRQYPARVFSLQKLVEISYYNMARIRMVWARIWSVLATHFIFAGSHPEEKVAMYAIDSLRQLGMKYLERAELANFTFQNDILKPFVVLMRSSRSETIRRLIVDCIVQMIKSKVGSIKSGWRSVFMIFTAAADDDLEPIVESAFENVEQVILEHFDQVVGDCFMDCVNCLIRFANNKTSHRISLKAIALLRICEDRLAEGLIPGGALKPVDTSEDVTDVTEHFWFPMLAGLSDLTSDPRPEVRNCALEVLFDLLNERGGKFSSTFWENIFHRVLFPIFDHVRHAGKGNLSSTDEWPRESGIHSLQLLCNLFNTFYKNVCFMLPPLLGLLLDCAQKSDQSVVAISLGALVHLIEVGGHQFSYNDWDTLLESIRNASYATQPLELLNDLGFENLKHHTVLHNIAENGNGGGHSSDLLDDNRGTDSPAYLDETGGMPSPSGRSEKPTVPGLERSQTIGQKIMGNMMDNRFIRSFTSKPKIQASDNLPTSPSQLLADDTEPEARDEDESSMLATIRSKCITQLLLLSAIDSIQKKYWNKLKPTHKITIMDILFSVLEFAASYNSYSNLRLRMRQIPAERPPFNLLRQELAGTSIYLDILQKTTDGINSIREESTETTVAQKGNSLMNNDAAPNDKFQQSGSIEEDKFQQIAEEKLVSFCGQVLREASDFQSCTAESANMDVHRVLELRSPIIVKVLKGMCFMNSQIFRSHLREFYPLITKLVCCDQMDVRGSLADLFIMQLNPLLA*

NbL11g06830.1 brefeldin_A−inhibited_guanine_nucleotide−exchange_protein_5 [MW = 196.42 kDa]
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Peptide counts over 4 repeats

1 200 399 598 797 995

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00270 DEAD/DEAH box helicase

PF00271 Helicase conserved C−terminal domain
PF08148 DSHCT (NUC185) domain

PF13234 rRNA−processing arch domain

Protein sequence:
MESSSPTVGKRKLEEEQEAAAASQESASKRRDLTAARTCVHEVAVPSHYTSTNDESLHGSLSNPIYNGQMAKNYPFKLDPFQEISIACLERKESVLVSAHTSAGKTAVAEYAIAMSFRDKQRVIYTSPLKALSNQKYRELSHEFSDVGLMTGDVTLSPNASCLVMTTEILRGMLYRGSEVLKEVAWVIFDEIHYMKDRERGVVWEESIIFLPPEIKMVFLSATMSNATEFAEWICNIHKQPCHVVYTDFRPTPLQHYVFPMGGSGLYLVVDDNEQFREDNFLKLQDTFTKQKLRGSANGKASGRIGKGGSPSGSVSEIYKIVKMIMERKFQPVIVFSFSRRECEQHAMSMTKLDFNTEEEKEAVEQVFRSAVACLSEEDRNLPAIELMLPLLQRGIAVHHSGLLPVIKELVELLFQEGLIKALFATETFAMGLNMPAKTVVFSSVKKFDGDSHRYIGSGEYIQMSGRAGRRGKDERGICIIMVDEQMEIDNLKDMVLGKPAPLVSTFRLSYYTILNLMSRSEGQFTAEHVIKNSFHQFQYEKALPDIGKKVSKLEEEAATLDASGEAEVAGYHKLKLEIAQFEKKLMAEITRPERVLYFLLPGRLVKVREGGKDWGWGVVVNVVKKPPAALGSLPAALSASRGTGYIVDTLLHCSLGSSENGSRPKPCPPRPGEKAEMHVVPVQLPLISSLSKLRISVPSDLRPLEARQSILLAVLELEKRFPEGLPKLNPVKDMGIEDPEVVDMVNHIEELEKKLFSHPLHKSQNEHQLKCFQRKAEVNHEIQQLKSKMRDSQLQKFRDELRNRSQVLKKLGHIDADGVVQLKGRAACLIDTGDELLVTELMFNGTFNDLNHHQVAALASCFIPGDRSTEQILLRDELTKPLRQLQDSARNIAEIQNECKLEINVDEYVDAAVRPFLMDVIYCWSKGASFAEVIQMTDIFEGSIIRLARRLDEFLNQLKAAAHAVGETDLENKFGAASDSLRRGIMFANSLYL*

NbL11g06800.1 DExH−box_ATP−dependent_RNA_helicase_DExH10−like [MW = 111.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01156 Inosine−uridine preferring nucleoside hydrolase

Protein sequence:
MATEPKKIIIDTDPGIDDAMAIFVALQSPEIEVIGLTTIYGNVYTSLATRNALHLLDVAGRTDIPVAEGSHVTITKGTKLRIADFVHGTDGLGNQNFPAPNGKPIDQNAAEFLIQQASLYPGKVTVVVLGPLTNIALAIQSDPAFVKNISQIVVLGGSFAVNGNVNPAAEANIFGDPDAADIVFTSGADVLAVGINVTHQVVLTDSDRNELAKSNGKFAKYLDKILGVYFGYHHDAYSTKGVYLHDPTALLAAVDPSLITYTEGAVRVQTIGITRGLTLFYNKQKRFGEVTEWCDKPSVKVAVTVDAPKVLKLVMERLINS*

NbL11g06740.1 probable_uridine_nucleosidase_2 [MW = 34.29 kDa]
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Peptide counts over 4 repeats

1 195 389 583 968

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF08264 Anticodon−binding domain of tRNA ligase
PF10458 Valyl tRNA synthetase tRNA binding arm

Protein sequence:
MALRTSSSFLSSTSSSCSSLCFRFNPLLFSTQRRSTVSLSRSRRFFVTAAESDGIFTSPEVAKSFDFSNEERIYKWWESQGYFKPNIDKGGDPFVVPMPPPNVTGSLHMGHAMFVTLEDIMIRYNRMKGRPTLWLPGTDHAGIATQLVVERMLAAEGVKRADLGRDEFTKRVWEWKQKYGGTITNQIKRLGASCDWTREHFTLDEQLSRAVVEAFIRLHEKGLIYQGSYMVNWSPNLQTAVSDLEVEYSEEPGTLYYIKYRVAGGSKSDYLTIATTRPETLFGDTAVAVNPQDERYAKFIGKQAIVPLTFGRHVPILSDKYVDKDFGTGVLKISPGHDHNDYLLARKLGLPILNVMNKDGTLNEVAGLYAGLDRFEARKKLWSDLEETGLAVKKEAHTSRVPRSQRGGEIIEPLVSKQWFVSMEPLAERALEAVSKGELTIMPERFEKIYNHWLSNIKDWCISRQLWWGHRIPVWYVSGKDCEEEYIVARSHREALSKAQEKYGKNVEIYQDPDVLDTWFSSSLWPFSTLGWPDESAEDFKRFYPTSVLETGHDILFFWVARMVMMGIEFTGTVPFSNVYLHGLIRDSQGRKMSKTLGNVIDPLDTIAEYGTDALRFTLALGTAGQDLNLSMERLISNKAFTNKLWNAGKFILRNLPHQDDTLAWEALLAHKFDKVESVVKLPLPECWVVSKLHVLVDEVTASYEKLFFGDVGREIYDFFWADFADWYIEVSKARLYHSGDHSVASVSQAALLYIFGSILKLLHPFMPFVTEELWQALPNRQEALIVSAWPPTSLPRDIVSIKKFENLQALTRAIRNVRAEYAVEPAKLISACIVANPDVIQYISGEREVLALLSRLDLGNVNFAEAPPGDANQSVHVVASEGLEAYLPLSDMVDISAEVQRLSKRLVKMQAEYDGLMARLTSSSFVEKAPEDIVRGVREKAAEAEEKLTLTKNRLNFLKSKVLIAN*

NbL11g06640.1 valine−−tRNA_ligase_mitochondrial [MW = 109.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01842 ACT domain

PF10369 Small subunit of acetolactate synthase
PF13710 ACT domain

Protein sequence:
MAAVSTPFNSSLNKPFLSLYSSIPHLGFSQVVQFPTLKPKFLLSNPKTVVISAAKADGTYTNEDDALTTFDSSIRQKTRRHTIQVFVGDESGMINRIAGVFARRGYNIESLAVGLNKDKALFTIVVSGTERVLQQVIEQLQKLVNVIKVEDLSKEPQVERELMLIKISADPKYRAEVMWLVDVFRAKIVDISDHSLTIEVTGDPGKMVAVQRNLSKFGIREIARTGKIALRREKMGESAPFWRFSAASYPDLEGAMSAGTILRTINRNPNGESMSMAEGDVYPVETDDNSGVSQVLDAHWGVLNDEDTSGLRSHTLSMLVNDTPGVLNIVTGVFARRGYNIQSLAVGHAEVEGLSRITTVVPGTDESVSKLVQQLYKLVDIHEVRDITHLPFAERELMLIKIAVNAAARRNVLDIASIFRAKAVDVSDHTITLELTGDLHKMVALQRLLEPYGICEVARTGRLALVRESGVDSKYLRGYSYPL*

NbL11g06550.1 acetolactate_synthase_small_subunit_1_chloroplastic−like [MW = 53.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF16884 N−terminal domain of oxidoreductase

Protein sequence:
MAEEVSNKQVILKNYVTGYPKESDMEIKNSTIKLKVPEGSNAVVVKNLYLSCDPYMRSRMRIMEGSYVESFTPGSPITGYGVAKVLESGDPKFQKGDLVWGMTGWEEYSIITPTQTLFKIHDKDVPLSYYTGILGMPGMTAYAGFHVVCSPKKGETVFVSAASGAVGQLVGQFAKMLGCYVVGSAGSKEKVDLLKTKFGFDEAFNYKEEQDLNAALKRYFPDGIDIYFENVGGKMLDAVLLNMKLHGRIAVCGMISQYNLEQTEGVHNLFCLITKRIRMEGFLVFDYYHLYEKYLEMVIPQIKAGKVVYVEDVVDGLESAPSALVGLFSGRNIGKQVVIVSRE*

NbL11g06520.1 2−alkenal_reductase_(NADP(+)−dependent) [MW = 38.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
LYFCICNLCFYYVSCISYLNFLETYQAQAKAKMQTESALSVIGPRPMELSAVPPSFPQGLGPNGKPRTSSLESPIMLLTGHQSAVYTMKFNPTGTTIASGSHDKEIFLWDVHGDCKNFMVLKGHKNAVLDVQWTTDGSTIVSASPDKTVRAWDVETGKQIKKMAEHSSFVNSCCPARRGPPLIVSGSDDGTAKLWDMRQRGAIQTFPDKFQITAVSFSDASDKIYSGGIDNDVKVWDLRRCEVTMTLQGHQDTITGMQLSPDGSYLLTNAMDCTLRIWDMRPYAPQNRCVKILEGHQHNFEKNLLKCSWSPDGSKVTAGSSDRMVYIWDTTSRRILYKLPGHTGSVNECVFHPNEPIVGSCSSDKQIYLGEI*

NbL11g06330.1 U5_small_nuclear_ribonucleoprotein_40_kDa_protein [MW = 41.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01417 ENTH domain

Protein sequence:
MDSSRRAVESYWRSRMIDAATSDEDKVTPVYKLEEISELLGSSHSSIVKEVSEFILKRLQHKSPIVKQKALRVIKYAVGKSGAEFRREMQRNSVAVRQLIHYKGQPDLLKGDSRNKAVRETAQEALSALFSSEESKPASTETLGGRIQGFGNTNYEIPTDDKKSFLSEVVGIGSATIKQGLNTLSQSPSLKKNDTGNYRSPNLQKSLTTETDYTERYEGISSHSDGSRFSRNAASGSWSQDLQASQSETTNADSGLSSGEKTREEKLLETIATSGGVRLQPTRDALQAFLLEASKLDALALTQALESKLQSPSWQVRVKAICVLEAILRKKDDEHFGIMESYFNENKDVVVKCSESPQASLREKANKVLSLLNDGQTADSVSHVDRSARASTPAVQMPDLIDTGNSDDLFGADDLANMQSGEGINIASTSAAPLVDDLFGDNLGGGVTSGQQKNDDDPFADVSFHTSNEKALEADLFSGMIFDKSDAAEVHSAVNRTGPELFDIFGPSVEVPQEPNNPRKEIHDLMNSFSLNGNDSSKKQNGSSRGTYQDMCQESTIDPHHQASNDALNSIFSSQAGGVNSNPMFPLGAMQYNLPPGFVLNPSFAPQALNYNAMGNMFAQQQLFATLSSYQQLATMHPSASASHAGDSAGGYGSALPDIFNPSISNQTPTSLMNTSKKEDTKAFDFISDHLAAARDPKRVI*

NbL11g06190.1 VHS_domain−containing_protein_At3g16270 [MW = 76.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MYYGRIDKPKPKDPSRRQILPNSADNATSTPHRLKPLLLIFSTILILASGISAGVLVTVRNKTGPAPTLHHSKPTLAMSRTCSRTRFPTLCLNSLHEFPGALSASDDDLVHISVNLTLQRFGKALYVASDISNLYMDKRIRSAYEDCLELLEESVDLLARSLTSVSHGAGKSNNHDVLTWLSAALTNQDTCTEGFADVNGNVKDQMAAKLRDLSELVSNCLAIFAAMNGDDDFSGVPIHNRRRRLMGSTDDAGTVVSAKDEDFAPFPKWLNRKERVLLDTPVSAIHADIIVSKDGNGTFKTIAEAIKKVPQYSNRRIIVYVKTGRYEEDNLKIGRKKSNVMFIGDGKGKTVITGGKSVSQNLTTFHTASFAATGAGFIVRDITFENYAGPSKHQAVALRVGADHAVVYRCNIIGYQDTLYVHSQRQFYRECAIYGTVDFIFGNAAVVLQNCSIYARKPMDFQKNTITAQNRKDPNQNTGISIHACKIAATSDLEASKGSFPTYLGRPWKLYSRTVVMLSNLGDHIHPRGWLEWNATFALETLYYGEYMNYGPGAAVGQRVTWPGYRVITSVEEASKFTVAQFIFGSSWLPSTGVAFLAGLNT*

NbL11g05910.1 probable_pectinesterase/pectinesterase_inhibitor_34 [MW = 66.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSVKTVQVNNVSLGAKEQDIKEFFSFSGDIEFVDMRSDNERSQVAYIMFKDPQSAETAVLLSGATIVDQSITIALAPEYKLPPTASVSASPTGNTNIPAAGGSAIQKAEDVVSSMLAKGFILGKDAVSKAKALDEKHKITSTTSARVASLDQKYGLSEKITTGATIVNHKVKEMDQKFQVSEKSKSAFAAAEQTVSNAGSAIMKNRYALTGVTWAAGAFSRVTKAAGEVGQKTKEKLAEEEKGRNSAKGHVQEHAETQTGIKEPTIESQTGIKEPANDSLTQIQELTASSLPPKA*

NbL11g05840.1 binding_partner_of_ACD11_1−like [MW = 31.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01294 Ribosomal protein L13e

Protein sequence:
MKHNNVIPNGHFKKNWQNYVKTWFNQPARKTRRRIARQKKAVKIFPRPNAGTLRPIVHGQTLKYNMKVRSGRGFSLEELKAAGIPKKLAPTIGIAVDHRRRNRSLEGLQTNVQRLKTYKAKLVVFPRRARKVKAGDSAPEELATATQVHGAYMPIAREKPSVDLVKVTEEMKSFNAYGKLRVERTNERHLGARMKRAAEAEKEEKK*

NbL11g05770.1 60S_ribosomal_protein_L13−1 [MW = 23.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02482 Sigma 54 modulation protein / S30EA ribosomal protein PF16321 Sigma 54 modulation/S30EA ribosomal protein C terminus

Protein sequence:
MATLSISPTVGTTFPCPHSYPPGSSSFTSSSTLSLTLSASSSGFLNSAFKNNEINAPVKKKGTRSFGIRMSWDGPLSSVKLILQGKNLELTPAVRSYVEEKLGKAVQKHSYLVRDVDVRLSVRGGELGKGPKIRRCEVTLFTKKHGVVRAEEDAESVYGSIDMVSSIIQRKLRKIKEKDSDHGRHMKGFDRLKVRDPELLAVQEDLGTLPQEEEVEDDESEGFVTEIVREKLFDMPPLTVTEAIEQMESVDHDFYGFRNEETGEINIVYRRKAGGYGLIIPKEDGKTKLEPVEVELEKETSMAE*

NbL11g05610.1 ribosome−binding_factor_PSRP1_chloroplastic−like [MW = 33.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01182 Glucosamine−6−phosphate isomerases/6−phosphogluconolactonase

Protein sequence:
MATQKGKKTVLKFDSEEDVANALAKYTADLSNKFIKEKGSFTVVLSGGTLIDTMRKLVEQPYKDSVDWSKWWIFWVDERVVPLDHDDSNYKLATDGFLSKVPIPSSNIYAINDKESPEGAATDYEARVKQLVESKVLPLSAVSGFPKFDLMLLGMGPDGHVASLFPTRSQRHEKERLVTFITDSPKPPPPRITFTFPVINSASEIAMVITGAELANMVDVVLGSGLTADGIPPPATEVSAEEELTWFLDKDAASKLQTSE*

NbL11g05550.1 probable_6−phosphogluconolactonase_4_chloroplastic [MW = 28.58 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 47 93 139 185 231

Protein length

Gel Slice

4.1 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 47 93 139 185 231

Pfam domains

Pfam Description
SP Sequon TM Domain PF00581 Rhodanese−like domain

Protein sequence:
MAAVTSVSAGQHRFHSTTSCCYSSIKESVTYGLATKVSRRLSLRLSYYPSTLRIRNAATKPAKSPAEEEWSTKRAYLLEKRVRSVEPKEALRLQQENNFVILDVRPEAEFKEAHPEGAINVQIYRLIKEWTAWDIARRVAFAFFGIFSGTEENPEFIQMVESKINKDAKIIVACSSGGTMKPTQNLPEGQQSRSLIAAYLLILNGYTNVFHLEGGLYNWFKQGLPAVSEE*

NbL11g05490.1 rhodanese−like_domain−containing_protein_14_chloroplastic [MW = 25.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGGAWNRRAYLIVFGIVLFGCLFAFSIATEEATKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVAFTDGERLIGEAAKNLAAVNPERTIFDVKRLIGRKFDDKEVQKDMKLVPYKIVNKDGKPYIQVKIKDGETKIFSPEEISAMILTKMKETAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSILTIDNGVFEVLSTNGDTHLGGEDFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRSLSSQHQVRVEIESLFDGVDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLEKTQIDEIVLVGGSTRIPKVQQLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVTIQVFEGERSLTKDCRLLGKFDLTGIAPAPRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNDKGRLSQEEIERMVKEAEEFAEEDKKVKERIDARNSLETYVYNMRNQINDKDKLADKLESDEKEKIETATKEALEWLDDNQSAEKEDYEEKLKEVEAVCNPIITAVYQKSGGAPGGESGASEDDDHDEL*

NbL11g05440.1 luminal−binding_protein_4 [MW − SP = 70.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MSGIIGRTMASRKISSLNQFLMGSRVFASRTYSSSAKEMTVRDALNSALDEEMSADPKVFVMGEEVGEYQGAYKITKGLLDKYGPERVLDTPITEAGFAGIGVGAAYHGLKPIIEFMTFNFSMQAIDHIINSAAKSNYMSAGQISVPIVFRGPNGAAAGVGAQHSQCYAAWFGSCPGLKVLAPYSSEDARGLLKAAIRDPDPVVFLENELLYGESFPISAEALDSSFCLPIGKAKIEREGKDVTITAFSKMVRCALQAAEILAKEGISAEVINLRSIRPLDRPAINASVRKTNRLVTVEEGFPQHGVGAEICASVVEESFEYLDAPVERITGADVPMPYAANLERMAVPQVEDIVRAAKRACYRSST*

NbL11g05290.1 pyruvate_dehydrogenase_E1_component_subunit_beta−1_mitochondrial [MW = 39.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme PF00627 UBA/TS−N domain

Protein sequence:
MVDLARVQKELQECNRDVGVSGISVTLKGDSLTHLIGTIPGPLGTPYEGGSFKIDITLTDGYPFEPPKMRFATKVWHPNISSQSGAICLDILKDQWSPALTLKTALLSIQALLFAPEPDDPQDAVVAQQYLRDHQTFVGTARYWTETFAKTLGTEEKIQKLVEMGFPEAQVRSTLEGTGWDENMALEKLCSG*

NbL11g05280.1 ubiquitin−conjugating_enzyme_E2_27 [MW = 21.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01015 Ribosomal S3Ae family

Protein sequence:
MAVGKNKRISKGKKGGKKKAADPYAKKDWYDIKAPSVFDIKNVGKTLVTRTQGTKIASEGLKHRVFEVSLADLQKDEDQSFRKIRLRAEDVQGKNVLTNFWGMDFTTDKLRSLVKKWQTLIEAHVDVKTTDSYTLRMFCIAFTKKRPNQQKRTCYAQSSQIRQIRRKMVEIMRNQASSCDLKELVAKFIPESIGREIEKATSSIFPLQNVYIRKVKILKAPKFDIGKLMEVHGDYSEDVGVKLDRPADETVAEAEPEIPGA*

NbL11g05250.1 40S_ribosomal_protein_S3a [MW = 29.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00831 Ribosomal L29 protein

Protein sequence:
MMSLSIASPSGATFTPKINLSKSSFHGIRIAQASAVRAPSASTIRTTHSFSSLVVKMAKKEEELKEIRTKTTEEIQEEIVDLKGELFMLRLQRSARNEFKSSEFLRMRKRIARMLTVKRERELEEGINKRISRKLDRKWKKSIVPRPPPSLKKLQEEEAAAEAKESA*

NbL11g05210.1 50S_ribosomal_protein_L29_chloroplastic−like [MW = 19.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02733 Dak1 domain PF02734 DAK2 domain

Protein sequence:
MAFQSKKLINDPNDVVTEFIEGLIETYPGLQYLDGFPEVKVVLRADVSGEKYDKVAVISGGGSGHEPAHAGFVGEGMLTAAICGDVFTSPNVDSIVAGIRAVTGPMGCLLIVKNYTGDRLNFGLAAEQAKSEGYKVEMVIIGDDCALPPPRGIAGRRGLAGTILVHKVAGAAAACGLPLADVAAEAKRASEMVGTMGVALSVCTLPGQVTSDRLGPRKMELGLGIHGEPGAAVADLQPVDVVVSHVLKEILSSETNYVPITRGSRVVLLINGLGATPLMELMIIAGKAVPGLQLEHGLAVDRVYTGSLMTSLDMAGFSISVMKADQAILDRLDAPTKAPNWPVGADGNRPPAKIPVPLPPPHSIQSDKTLSRPEKLSSLGHILEAAIEAAATELVNLRDNLNEWDSKVGDGDCGSTMFRGAVAILEDMKKYYPLNDPAETVNEIGSSIRRVMGGTSGILYDIFCKAAYAKLKADSELVITALHWADALDAAIAAVSKYGGARAGYRTLLDALIPALSALKERLSAGDNPVDAFVISAEAAVAGAESTKHMQAQAGRSTYIPGDVLASIPDPGAMAAAAWYRAAALAIKEKCSTA*

NbL11g05150.1 putative_34−dihydroxy−2−butanone_kinase [MW = 61.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04535 Domain of unknown function (DUF588)

Protein sequence:
MTTPRAIAILVLRIFSMVLCAASVPLMVNNSFTLSGGEKTKYSDIRGYRYVVSAGMGGFLYSFIQLPFAMYYAFTGEKVIKGRFLGMLDFYADKIITFFLASGLGVGFGVSSELKRYINGFVDTIETSGIDTFEELRTESKKFFDRGTLATTPLLAGFTTMAVLTIITSFHRK*

NbL11g05110.1 CASP−like_protein_4D2 [MW − SP = 16.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00197 Trypsin and protease inhibitor

Protein sequence:
MNTLLLLLSLSIIPLALCVPNPSRLLAGSSLSPVLDINGDKVQVGLNYFVLPVIRGRGGGLYPSNVKQNNTCPRDIIQEADEVQQGLPVVFTPFDAKKGVVRLSTDLNVRFFTPTICARETIWKLGTYDDKLKQYFIVTGGVEGNPGPQTLSSWFKIEKLGTDYKFVFCPSVCKICKVICKDVGIYSGNDGVRFMALSDTPFRVMFKKTF*

NbL11g05000.1 miraculin−like [MW − SP = 21.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MAKVKIGINGFGRIGRLVARVALQRDDVELVAVNDPFISVEYMTYMFKYDSVHGQWKNHELKVKDDKTLLFGEKPVAVFGIRNPEEIPWAEAGAEYIVESTGVFTDKDKAAAHLKGGAKKVIISAPSKDAPMFVVGVNEKEYKPDLNVVSNASCTTNCLAPLAKVIHDRFGIVEGLMTTVHSMTATQKTVDGPSAKDWRGGRAASFNIIPSSTGAAKAVGKVLPSLNGKLTGMAFRVPTVDVSVVDLTVRLEKEATYDEIKAAIKEESEGKLKGILGYTEDDVVSTDFIGDNRSSIFDAKAGIALSKNFVKLVSWYDNEMGYSTRVVDLIKHMASVQ*

NbL11g04780.1 glyceraldehyde−3−phosphate_dehydrogenase_cytosolic [MW = 36.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MASISAASATATASTKLAYPYSPSSSTSSSNTAAVFPSNSSKLILSSSFTPTPSTLFLHSPTTTPSTTHPRRFTARAARGKFERKKPHVNIGTIGHVDHGKTTLTAALTMALASMGNSAPKKYDEIDAAPEERARGITINTATVEYETENRHYAHVDCPGHADYVKNMITGAAQMDGAILVVSGADGPMPQTKEHILLAKQVGVPNMVVFLNKQDQVDDEELLELVELEVRELLSSYEFPGDEIPIISGSALLALEALMANPSIKRGENQWVDKIYQLMDNVDEYIPIPQRQTELPFLMAIEDVFSITGRGTVATGRVERGTVKVGEIVDIVGLKDTRNTTVTGVEMFQKILDEAMAGDNVGLLLRGIQKIDIQRGMVLAKPGTITPHTKFEALVYVLKKEEGGRHSPFFAGYRPQFYMRTTDVTGKVTAIMSDKGEESKMVMPGDRVNMVVELIMPVACEQGMRFAIREGGKTVGAGVIQKILE*

NbL11g04680.1 elongation_factor_TuB_chloroplastic [MW = 52.65 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 81 161 241 321 401

Protein length

Gel Slice

3.9 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 81 161 241 321 401

Pfam domains

Pfam Description
SP Sequon TM Domain PF00591 Glycosyl transferase family, a/b domain PF02885 Glycosyl transferase family, helical bundle domain

Protein sequence:
MALFHSRIPFSASASLFAKTDLTKLFLGCNPLANITQKKFSTLHCTLTNSNKQSSISTFNELIEALISRKDLTESEAEESLDYLLDGADEALISAFLVLLRAKGETFEEVVGLARAMIKHCRQVEGLGDAVDIVGTGGDGANTVNISTGASILAAACGAKVAKQGNRSSSSACGSADVLEALGIAIELDPEGVKECVTRAGIGFMMAPVYHPAMKIVRPIRKKLKVKTVFNILGPMLNPARVPFAVVGVYKEDLVHKMAKAVQRFGMKRALVVHSEGLDEMSPLGPGLVLDVTPDNIEKFSFDPLVDFGIPRCTLESLRGGGPDYNADMLKRVLSGEKGPIADAFALNAAAALLVSGLVKNLAEGVALARETLVSGKALKTLDLWVEVSNEVKAAVSQVA*

NbL11g04530.1 anthranilate_phosphoribosyltransferase_chloroplastic−like [MW = 42.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MRPQIVLFGDSITEQSFRFGGWGAALADTYVRKADILNRGYGGYNTKWGLFLLHHLFPLDAPTPPVAATIFFGANDAALLGRTSERQHVPLEEYKENLRRIIQHLKKCSPSILVVLITPPPVDEAGRFEQARSMYGDKAMELPERTNEVTGEYAKQCVQLARELGLPSINLWSKMQETEGWQKKFLSDGLHLTAEGNAIVHQEVVKAFNEAGFSAQKMPYDVPHHSEINGQNPEKTFQLQCPAV*

NbL11g04490.1 GDSL_esterase/lipase_At5g62930 [MW = 27.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04695 Pex14 N−terminal domain

Protein sequence:
MASQSDENNQNPAKASQPAAEDHQDSKPEATNGSSPTSVFVNSEPIREEQVQNAMKFLSHPKVRGSPVMYRRSFLERKGLSKEEIDEAFRRVPDPTPTVTSTQPVAANEDGKLKPSSTSPPQNALQNMQPASATLSNSMTKTGYLSHFRWTHAVIAVGLLAASGAGTAILFKKSIIPRLKSWIRKVVMDEEDEKDTVKGKPSLAEEAAVAAKAAAAAAADVARASQEMLASKSEDKRYFEELTSLLNYQVREMKSMTSAIEKLEGQSNTSGRIPITELDDRRISVTQSRQSYLNGKVDGDARSVRSLSPPASVEPSVAPHPKSYMEIMAMVQRGEKPSNIRDINDQPPNPNQPVPDPRVAPKPKPWEVGQIQSNSTNLLQSQGSGDGLNYGYQDNLTNGDSSAAWWQRRNARITEIETEGEQNFGSPAAPVQERPIQRSWVPPQPPPVAMAEAAAAIRQPKKPVFQNEQLTDDQLMARSSEITDELQRVTRISESGGAPEANGSSSALQISETPIGEGDQVLSS*

NbL11g04430.1 peroxisomal_membrane_protein_PEX14−like [MW = 56.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13639 Ring finger domain

Protein sequence:
MKGADFKWYDGFFLSMLATSIIIVAINWKRYHLCIYPLHIWIVVDYTAVFLFRLLMFVDNGLAAGMGLDLGWQQRYTRFRGRIVVLSLLALFLYPFLWAWTIIGTLWFTSARNCLPEEGQKWGFLIWLLFSYCGLLGIACISTGKWLTRRQAHSLRAQQGIPTSEFGVLVDMIRVPDWTFAAAGQEMRGMGQDATSYHPGVYLTQAQREAVEALIQELPKFMLKAVPTDCSECPICLEEFRVGNEVRGLPCAHNFHVECIDEWLRLNVKCPRCRSSVFPNLDLSALSNIRADIESSTADVVTEARYMRSQPSSQSYLLRLQGLLRPVRTQDTGMGSEVDATSGTAESRNQALTPHHQGNMEPVQVVVEQSPRE*

NbL11g04370.1 E3_ubiquitin−protein_ligase_SIS3−like [MW = 42.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATEQPKPATEDVKMDLFEDDDEFEEFEIDQGSIGNRLSAISARLHITLPRPHFVGLYWIIVVVKFENGRRKRKGKKLPSNGKMIGMMMMSMMTSLFSSKGNWKATRRRNEPSLKGLFLFFKNELQSFCSVQMFPIM*

NbL11g04350.1 probable_26S_proteasome_complex_subunit_sem1−2 [MW = 15.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAIPNVRIPSRQLYIDGEWREPVKKNRIPIISPATEEIIGDIAAATEEDVDIAVEAARRALGRDDWGSTTGAQRAKYLRAIAAKILERKSELAKLESLDCGKTLFEAAWDMDDVAASFEYYADLAEALDSKRKTPVDLHLDSFKTYVLREPLGVVGLITPWNYPLLMATWKVAPALAAGCAAILKPSELASITCLELGEICREVGLPPGALNILTGLGPEAGAPLVSHPHVEKIAFTGSGVTGVKIMTAAAQLVKPVTLELGGKSPIVVFDDIDNLDLAVEWTLFGCFANAGQVCSATSRLILQESIASEFLERLLLWIKNIKLSDPLEEDCKLGPIVSSGQYEKVLKFISKAKDEGATILCGGERPQHMKKGYYVQPTIITDVNTSMEIWKEEVFGPVLCVKTFKTEEEAIELANDTKYGLASAVLSKDLERCERFTKAFQTGIIWLNCSQPTFTQLPWGGRKRSGFGRDLGEWGLENYLNIKQVTQYTSDEPWAFYKSPSKV*

NbL11g04250.1 betaine_aldehyde_dehydrogenase_chloroplastic−like [MW = 55.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00690 Cation transporter/ATPase, N−terminus
PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MGEKPEVLDAVLKETVDLENIPIEEVFENLRCTKEGLTGPAAQERLAIFGYNKLEEKKESKFLKFLGFMWNPLSWVMEAAAIMAIALANGGGKPPDWQDFVGIITLLVINSTISFIEENNAGNAAAALMARLAPKAKVLRDGKWDEQDAAILVPGDIISIKLGDIIPADARLLEGDPLKIDQSALTGESLPVTKGPGDGVYSGSTCKQGEIEAVVIATGVHTFFGKAAHLVDSTNQVGHFQKVLTAIGNFCICSIAVGMIIEIIVMYPIQHRKYRPGIDNLLVLLIGGIPIAMPTVLSVTMAIGSHRLAQQGAITKRMTAIEEMAGMDVLCSDKTGTLTLNKLTVDKNLVEVFAKGVDADTVVLMAARASRTENQDAIDTAIVGMLSDPKEARAGIREIHFLPFNPTDKRTALTYLDGEGKMHRVSKGAPEQILNLAHNKSDIERRVHAVIDKFAERGLRSLGVAYQEVPEGRKESTGGPWQFIGLLPLFDPPRHDSAETIRRALNLGVNVKMITGDQLAIGKETGRRLGMGTNMYPSSALLGQTKDESIASLPIDELIEKADGFAGVFPEHKYEIVKRLQARKHLCGMTGDGVNDAPALKKADIGIAVDDATDAARSASDIVLTEPGLSVIISAVLTSRAIFQRMKNYTIYFCFVSSLRGVIFGSLYILIFCSILASVMLIAVP*

NbL11g04080.1 plasma_membrane_ATPase_2 [MW = 74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MYRVAAYRQLKNRVSWISSFNSTRSNHTLPFATLKAEEISGSQPAEVHNLVQGKWTGSSSWNAILDPLNGQPFIKVAEVDESELQPFVESLSKCPKHGLHNPFKAPERYLMLGDVSTKAAHMLGLPEVSDFFAKLIQRVSPKSYQQAHGEVFVTQKFLENFCGDQVRFLARSFAVPGNHLGQQSHGFRWPYGPVAVIAPFNFPLEIPVLQMMGALYMGNKPVLKVDSKVCVVMEQFLRLLHDCGLPADNVDFINSDGKTMNKLLIEGKPRMTLFTGSSRVAEKLADDLSGRVKLEDAGFDWKILGPDVHEVDYVAWVCDQDAYACSGQKCSAQSILFMHENWGRSSLLDKMTELAARRKLDDLTIGPVLTVTTEAMLDHAKKLLQIPGSRLLFGGEPLQNHSIPAIYGAIKPTAIFIPLEEILKGQHYHLVTKEIFGPFQVVTEYKDNQLPLVLNALEKMHAHLTAAVVSNDILFLQEVIGNSVNGTTYAGLRARTTGAPQNHWFGPAGDPRGAGIGTPEAIKLVWSCHREVIYDVGPVPLGWKTPAST*

NbL11g04000.1 delta−1−pyrroline−5−carboxylate_dehydrogenase_12A1_mitochondrial−like [MW = 60.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain

Protein sequence:
HGLADPSFILPSAALGSLSFSLCKTSLKKHSIRTKTMASIEPQHEHREEEEAAAGADDEDTGAQVAPIVRLEEVAVITGEEDEDAILDLKAKLYRFDKDGNQWKERGAGTVKFLKHKETGKVRLVMRQSKTLKICVNHLVIPTMTVQEHAGSEKSCVWHAADFADGELKDEFFCIRFASIENCKTFMETFREVAESQKKKKENEDASNAAGLLEKLSVEDKKSEEKSVEKAEEKTKEDDVKDAKPSDNAEKRDETASD*

NbL11g03820.1 ran−binding_protein_1_homolog_b−like [MW = 28.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MSDDEREERELDLTSPEVVTKYKSAAEIVNKALQLVLSECKPKAKIVDLCEKGDAFIKEQSGNMYKNVKKKIERGVAFPTCISVNNTVCHFSPLSSDETVLEEGDILKIDMGCQIDGFIAVVGHTHVLHEGPVTGRAADVIAAANTAAEVALRLVRPGKKNSDVTEAIQKVAAAYDCKIVEGVLSHQMKQFVIDGNKVVLSVTNPETRVDEAEFEENEVYSIDIVTSTGEGKPKLLDEKQTTIYKRAVDKSYNLKMKASRFIFSEISQKFPIMPFTARDLEEKRARLGLVECVNHELLQPYPVLHEKPGDLVAHIKFTVLLMPNGSDRVTSHALQELKTAKTIENEPEIKAWLALPVKTKKKGGGKKKKGKKGDKTEDSSQAEPTEG*

NbL11g03790.1 ERBB−3_BINDING_PROTEIN_1 [MW = 42.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01680 SOR/SNZ family

Protein sequence:
MAGSGVVTLYGNGALTETTKQSPFSVKVGLAQMLRGGVIMDVVNPEQARIAEEAGACAVMALERVPADIRAQGGVARMSDPQLIKEIKQAVTIPVMAKARIGHFVEAQILEAIGIDYVDESEVLTLADDENHINKHNFRIPFVCGCRNLGEALRRIREGAAMIRTKGEAGTGNIIEAVRHVRSVMGDIRVLRNMDDDEVFTFAKKLQAPYDLVMQTKQLGRLPVVHFAAGGVATPADAALMMQLGCDGVFVGSGIFKSGDPAKRGRAIVQAVTHYSDPGLLAEISCGLGEAMVGINLDDKVERYANRSE*

NbL11g03670.1 probable_pyridoxal_5'−phosphate_synthase_subunit_PDX1 [MW = 33.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11493 Thylakoid soluble phosphoprotein TSP9

Protein sequence:
MASLNLFNFTPIATAERSRVYTASLAITERRRVYAAATAAKSSGGSSEEKSLLDFILGSLQKEDQLLEVDPILKKVEDKSVGTTSRGKNSVAVPPKKNSNGGGFGGFGGLFAKKD*

NbL11g03580.1 uncharacterized_LOC107793146 [MW = 12.17 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 121 241 361 599

Protein length

Gel Slice

4.0 4.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 121 241 361 599

Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MDCVYKYPNAPVEERVKDLLSRMTLEEKIGQMTQIERAVANHSAIRDRYIGSVLSGGGSKPFENAASSDWADMIDEFQKGAVETRLGIPIFYGTDAIHGNNNVWGATIFPHNIGLGATRDADLVRRIGVVTALETRACGAQYAFAPCVAVAKDPRWGRFYESYSEDTEVVRKMTSLVTGLQGQPPEGHPNGYPYVAGRNYVMASAKHFVGDGATENGTNEGNTIASHDEIFNIHLAPYIDCIARGVCTVMASYSSWNGDKMHTHRYLLTEVLKDKLGFKGLVITDWEALDRLTDPHGSDYRQSIKSTINAGIDMVMVPFRYELFLEELLSLVKSGEISMTRIDDAVERILRVKFVAGLFEHPFTDRSLIELVGCEAHRELAREAVRKSLVLLKNGKDPKKPFLPLDRNAKKILVAGTHADDLGYQCGGWTATWTGESGRITVGTTLLEALRKLIGNGTEIVFEPNPTTETFANQEFSFAIVAIGEGPYCETGGDDPELKIPFNGTEIATFVADRVPTVTILISGRPMVLEPSLFEKVDAFVAAWLPGTEGTGITDVLFGDYPFQGKLPVTWFKTVDQLPMHARGNSDPLFPFGFGLTA*

NbL11g03560.1 beta−glucosidase_BoGH3B−like [MW = 65.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MDKAKAYIEPTQGESDRVSSLAFHPHRVGTDCSFYEYYALRGIRVDRVEPGQVFCTFKVPPRLTDREGKLASGAIANLVDEVGGAVVFVEGLPMNVSVDMSISFLSSAKADDELEIIGRVLGQKGGYSGTNVLMKNKATGELIAEGRHSLFGKHASKM*

NbL11g03500.1 acyl−coenzyme_A_thioesterase_13−like [MW = 17.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00705 Proliferating cell nuclear antigen, N−terminal domain PF02747 Proliferating cell nuclear antigen, C−terminal domain

Protein sequence:
MLELRLVQGSLLKKVLESIKDLVNDANFDCSATGFSLQAMDSSHVALVALLLRSEGFEHYRCDRNISMGMNLGNMAKMLKCAGNDDIITLKADDGSDTVTFMFESPTQDKIADFEMKLMDIDSEHLGIPEAEYHAIVRMPSAEFARICKDLSSIGDTVVISVTKEGVKFSTRGDIGTANVVCRQNTTVDKPEEATVIEMNEPVSLTFALRYLNSFTKATPLSNTVTISLSSELPVVVEYKIAEMGYIRFYLAPKIEEDEEETKP*

NbL11g03460.1 proliferating_cell_nuclear_antigen [MW = 29.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain PF03952 Enolase, N−terminal domain

Protein sequence:
MSVQEYLDKHMLSRRIEDAVNAAVRAKTPDPVLFISNHMRKSVPSVITKVKARQILDSRGIPTVEVDLHTNKGVFRASVPSGASSGMYEAIELRDGEKGTYLGNGVNRAVKNINEKISVALVGMDPTLQSQIDQVMIDLDKTENKSELGVNAILAVSIAACKAGAAEKEVPLYKHIADLSGQTSLLLPIPVFSLITGGKHAGNNLAIQEIMILPVGSKTFEEALQIGSETYHHLKVVITEKYGARGCNVGEDGGFAPDISSLRDGLDLVLEAIGRTGYKEKIKIAIGVAATEFCIGTKYDLDFKTPNKSGQNFKSGQDMIDMYKELCADYPVVSIEDPFDKEDWEHVKYFSSLGMCQVVGDDLLMSNPKRIERAIQENACNALLLKVNQLGTVTEAIEVVKMAKDAQWGVVISQRSGETEDSFIADLSVGLATGQIKAGAPCRGERLAKYNQLLRIEQELGDQAFYIGEKWRT*

NbL11g03450.1 cytosolic_enolase_3 [MW = 51.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16053 Mitochondrial 28S ribosomal protein S34

Protein sequence:
MAHALVNRAATVNRATSYFRLSFNFLRNLSTATPTNNPSTTSSADGPKKHKRKKKKNLFEVAQFLPNWGIGYHMAKTHWTGISYEITKINLYKDGRHGKAWGLAYKDGLPIADAPKKMSGVHKRCWKYIANFKKAEGSLDQIKKAEESTPNSDVEAA*

NbL11g03440.1 uncharacterized_LOC109226983 [MW = 17.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MEGLMSFQANTVRAVSRQKNSVLVPAFSSKITSTRVSVQPIGMVRNSRLFNSFVASVQPVEASAVTPFDNTLPSKEVLDVWQNTNAVCFDVDSTVCIDEGIDEFAEFCGAGKAVAEWTARAMNGSVPFEDALAARLSLINPSLSQLQDFLKRPPRLSPGIDLLVKKLKDKKKDVYLVSGGFRQMINPIASILGIPLENIFANQMLFGSDGECAGFDKNEPTSRSGGKPTAVQQIKKACGYKSVVMIGDGATDLEARMPGGADLFICYGGVQQREPVAAKADWLVFNFKDLINSLE*

NbL11g03380.1 phosphoserine_phosphatase_chloroplastic [MW = 31.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain PF03876 SHS2 domain found in N terminus of Rpb7p/Rpc25p/MJ0397

Protein sequence:
MFFHIVLERNMQLHPRHFGRDLREKLVSKLMKDVEGTCSGRHGFIVAITGIESVGKGLIRDGTGFVTFPVKYQCVVFRPFKGEILEAVVTVVNKVGFFAEAGPVQIFVSNHLIPDDMEFQSGDVPNYTTSDGSVKIQKESEVRLKIIGTRVDATEIFCIGTIKDDFLGVISDPGANA*

NbL11g03300.1 DNA−directed_RNA_polymerase_II_subunit_RPB7 [MW = 19.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02142 MGS−like domain

PF02786 Carbamoyl−phosphate synthase L chain, ATP binding domain
PF02787 Carbamoyl−phosphate synthetase large chain, oligomerisation domain

Protein sequence:
MKMGYCVNHCENAAYRLISSSSSSVLPPSKIYSSRTHLFPLFPRFAKSSVYKSSSFLHLQSRPSVSGHTHLRKRVNFSIVSEQSPNSDSVVQKQKLGKRTDIKKILILGAGPIVIGQACEFDYSGTQACKALREEGYEVILINSNPATIMTDPDMADRTYIEPMTPELVEQVLEKERPDALLPTMGGQTALNLAVALSESGVLDKYGVELIGAKLGAIKKAEDRDLFKQAMKNIGIKTPPSGIGNTLEECIEIAGEIGEFPLIIRPAFTLGGTGGGIAYNREEFEAICKSGLAASLTSQVLVEKSLLGWKEYELEVMRDLADNVVIICSIENIDPMGVHTGDSITVAPAQTLTDKEYQRLRDYSIAIIREIGVECGGSNVQFAVNPVDGEVMVIEMNPRVSRSSALASKATGFPIAKMAAKLSVGYSLDQIPNDITKKTPASFEPSIDYVVTKIPRFAFEKFPGSEAILTTQMKSVGESMAVGRTFQESFQKAVRSLESGYSGWGCTQVKELDWDWDKLKYSLRVPNPDRIHAVYAAMKRGMKVDDIFELSFIDKWFLTQLRELVDVEQFLLARSLSDLTKDDFYEVKKRGFSDRQIAFATKSSEEGVRSRRLSLGVKPAYKRVDTCAAEFEADTPYMYSSYDHECESAPTGKKKVLILGGGPNRIGQGIEFDYCCCHTSFALQDAGYETIMMNSNPETVSTDYDTSDRLYFEPLTVEDVLNIIDLEGPDGIIVQFGGQTPLKLALPIQNYLDERRPKTRSGAGIVRIWGTSPDSIDAAEDRERFNTILNELQIVQPKGGIAKSENDAVAIATEVGYPVVVRPSYVLGGRAMEIVYNNDKLVTYLENAVKVDPERPVLIDKYLTDAVEIDIDALADLHGNVVIGGIMEHIEQAGVHSGDSACMLPTQTISDSCLETIRSWTTKLAKRLNVCGLMNCQYAISASGEVFLLEANPRASRTVPFVSKAIGHPLAKYASLVMSGKSLHDLNFTKEVIPRHVSVKEAVLPFEKFQGCDVLLGPEMRSTGEVMGIHYESSIAFAKAQIAAGQKMPLSGTLFLSLNELTKPQLTTIARAFLGIGFQIIATSGTARVLELEGMPVERVLKMHEGRPHPADLIANGQIQLMVITSSGDALDQIDGRKLRRMALAYKIPVITTIAGALATADAIKSLKCNKIKMTALQDYFDVKKVEAELKNLQCASSVSTS*

NbL11g03240.1 carbamoyl−phosphate_synthase_large_chain_chloroplastic−like [MW = 131.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
RTITMTKCYPTVSEEYVKAVDKGKRKLRGLIAEKNCAPLMLRLAWHSAGTYNVCSKTGGPFGTMRFKAELSHGANNGVDIAIRLLEPIKEQFPTLSYADFYQLAGVVAVEVTGGPDVPFHPGREDKTEPPLEGRLPDATKGSDHLRDVFVKQMGLSDKDIVALSGGHTLGRCHKERSGFEGPWTANPLIFDNSYFKELLSGEKEGLLQLPSDKALLSDPVFRPLVEKYAADEDAFFADYAEAHMKLSELGFAEA*

NbL11g03170.1 L−ascorbate_peroxidase_1_cytosolic−like [MW = 27.94 kDa]
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1 83 165 247 409

Pfam domains

Pfam Description
SP Sequon TM Domain PF13242 HAD−hyrolase−like PF13344 Haloacid dehalogenase−like hydrolase

Protein sequence:
MRILQILTRKLSSSQILSTAPSLSSTFSSRQLHSLFNPYLISSPYLLLYVFIAVVYDNSCSIRYRASFGIAFDIDGVLLRGSIPIGGSPQALKRLYDDSGTLKVPYVLLTNGGGVPESKRAKELARLLDVNILPLQVIQGHTPFKQLTRRFEDELVVAVGKGEPAEVMSEYGFKNVLSIDEYASYFDNIDPLAQYKKWTDKQDVNQNSKSKHFALSNDPCSQRVQAVFVVSDSVDWSRDIQVLCDILRTGGLPGKEIAHQPPLFFANDDLAYQALFPSERLGMGAFRIALESVFNAIHPAALKYTSYGKPSPFVFKNAETVLTKVLQSSQDNNQIDGREQLFKTLYMIGDNPAVDIKGARQAGNPWFSILTRTGVFKGKENHDDCPADLVVDTVEEAVDYILSKECIS*

NbL11g03120.1 uncharacterized_protein_YKR070W [MW = 45.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MPISNIALGNLAEASQPDALKAALAEFISMLIFVFAGEGSGMAFGKLTNGGAATPAGLISAAIAHAFALFVAVSVGANISGGHVNPAVTFGAFVGGHITLFRSVLYWIAQLLGSVVACVLLKFATGGLETSAFALSTGVTPWNAVVFEIVMTFGLVYTVYATAVDPKRGNLGIIAPIAIGFIVGANILAGGAFDGASMNPAVSFGPAVVSWTWNCHWVYWLGPFVGAAIAALVYEIIFIGDNTHEQLPTADY*

NbL11g02980.1 aquaporin_TIP1−3 [MW = 25.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13515 Fusaric acid resistance protein−like

Protein sequence:
MATSSSQSIRTRSVWRTCLASSLRTALACTIVGVATLFGPEYFKKQVAFPAFSYVTVILIVTDATLGDTFRGCWHALYATIQGVCPAILSLWLIGPARLTASTTTMAVALSAFVVVLPENTHLLAKRIALGQIVLVYVIAYINGGQTETIMHPIHVAASTGLGVVACVLALIFPYPSLACCEVKQNCKLFAENALERFNLFVKAFSAEDNISALAFISQAKSLVSTGAKLLQRIKTKQESMKWERFPFKFLRPYGENPGNIFQHLLQTPLRGMEIALENSPSFPIEGPNSELKSGLYMLGEHISKQVNSISLESSATVPESSPENTQKFFQTLHTFQPTKKHLPSLFFLFCLNLLLNKPIAHPPPKEGSTNSKQHDEEVLFSRKTWINYLSITINNKRFMEAFKCSLSLGLAILFGSIYSKENGFWAGLPVAVSLAGAREASFKVANYKAQGTVLGSIYGILGCFVFEKYVQIRFLSLLPWFIVSSFLRQSKMYGQAGGISAIVGAVLILGRKGFGPPSEFAIARITETFIGLSCSIMVEILLQPTRASTLAKLQLSKSFEILHECIGSISFGSLGNLVETQNKLKFHVNKMGKFIGEAEAEPNFWFVPFNSACYRKLMGSLSKMVDCLYFGSQAILFLEQESGGIDNFVWKETLNKLDADFMLFKDFIGSFMKCFEEVSLVKSLAVLDKEFEKKKLSVDVELGTSPTYYNTIRSSSEEEIDENFSSYFQHSKELVDQIVNDEESKCQVVLSLSALAFCMERLVKETIEIEKAIKELVQWENPSSHVNLQDISCKVRALANSVAK*

NbL11g02900.1 uncharacterized_LOC104240093 [MW = 89.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12681 Glyoxalase−like domain

Protein sequence:
MASNLGPAYAYTVVYVKDVAKSVAFYAKAFGYNVRRLDDNRKWGELESGATTIAFTPIHQHETDDLTGQVQTPHSRGDRQPVELCFDYVDIDAAYKRAVENGAVAVSQPEEKKWGQKVGYVRDLDGNIVRLGSHVDPK*

NbL11g02880.1 uncharacterized_protein_Mb0911c [MW = 15.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MKLWPFKVIPGPGDKPMIVVNYKGEEKQFSAEEISSMVLTKMKEIADAFLGSTVKNAVVTVPAYFNDSQRQATKDAGVISGLNVMRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTSCERAKRTLSSTAQTTIEIDSLYEGVDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGDEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVFEGERARTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKAEDEDHKKKVEAKNALENYAYNMRNTVKDEKIGSKLSTDDKKKIEDAIDQAISWLDSNQLAEADEFEDKMKELEGICNPIIAKMYQGAGGDAGAAMDDDAPPAGASSAGPKIEEVD*

NbL11g02850.1 heat_shock_cognate_70_kDa_protein_1−like [MW = 61.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDHLMKILTERGYSFTTSAEREIVRDVKEKLSYIALDFEQELETSKTSSSVEKSYELPDGQVITIGSERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFNGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWIAKAEYDESGPSIVHRKCF*

NbL11g02790.1 actin−like [MW = 41.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF09296 NADH pyrophosphatase−like rudimentary NUDIX domain

Protein sequence:
MIFRLSFSNSSKLVSVSKNPRFLHSHPHLSMNLFKTHAFAGNPIKLKTPKPSDPFSPASALHTLKTLLLKGHTDNPSPNFKILPFRKGRPLAGSLNNSTEPNWHLAWLSFNDCKAFLENSSEVKLSEDSLVYLGSDPESDGDGDGVYVVYWAIDVTEAGSRLVNELGAKQFCFVELRTLMVASDWENASAMAQLAIAGHARSLLEWHTVSRFCGFCGGKNNLIDAGRRKQCSNELCKKKIYPRVDPVVIMLVIDKENDRVLLSRQSRFVPRMWSCLAGFMEPGESLEEAVRRETWEETGIEVGQVVYHSSQPWPVGPSSMPCQLMVGFFAYAKSLDINVDKVELEDAKWHGREDVKKALTFTEYKKAQRTAAGKVDQMCKGVERGQSLSSDFNVESGELAPMFIPGPFAIAHHLISSWVNGAEAQVKQLASSFSNL*

NbL11g02430.1 nudix_hydrolase_19_chloroplastic [MW = 48.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASANAISTASIMSSSSKQVGLKGRRVNQLQGQKFNNNKASKSRLVVRANAKEIAYDQKSRSALQAGIDKLVDVVGLTLGPKGRNVVLDDYDTPKVVNDGVTIARAIELPDAMENAGAALIREVASLTNDSAGDGTTTASVLAREIIKRGLLSVTSGANPVSLKKGIDKTVNVLIEMLERRARPVKGRDDIKAIASISAGNDEIGTMIADAIDKVGPDGVLTIESSSSFETTVHVEEGMEIDKGYISPQFMTNQEKLIVEFENARVLVTDQEISAIKDIMPLLEKSTELRAPLLIVAGDVTGEALATLVVNKLRGVLNVAAIRAPGFGQRRKALLQDIAIVTGAEYQATELGMLVENTPVEALGFARKVTISKDSTIILADDASKDEIQARISQLKKELDMTDSISDSEKLAERIAKLCGGVAVIKVGAATEAELEDRKLRIEDAKHATFAAIEEGIVPGGGAALVHLSTYVHAIKDNLEDPDEKLGADIMQKALVAPASLIAQNAGVEGEVVVEKIKASKWKMGYNAMTDKYENLVEAGVIDPAMVTRCALQNAASVAGVVLTTQAIVVDKHTPDVPAFAPPQGLPM*

NbL11g02380.1 ruBisCO_large_subunit−binding_protein_subunit_alpha−like [MW = 62.37 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 35 69 103 137 170

Protein length

Gel Slice

3.5 4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01575 MaoC like domain

Protein sequence:
MIIKRMLSSSISSSYGFSSLSTSSNLLKNGIILKQARTFSDADIIEYSKLTHDANPLHFDAECAKNAGFSDRLVPGMLVASLFPRIIAAHFPGALYVSQTLHFKLPVYIGDEIIAEVQASSIRQMKNKYIAKLSTKCFKCDGPLVIDGEATAILPSLVMEPTHLASTSS*

NbL11g02370.1 (R)−specific_enoyl−CoA_hydratase−like [MW = 18.36 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02359 Cell division protein 48 (CDC48), N−terminal domain
PF02933 Cell division protein 48 (CDC48), domain 2

PF17862 AAA+ lid domain

Protein sequence:
MSHQAESSDSKGAKKDFSTAILERKKSPNRLVVDEAVNDDNSVVALNPATMEKLQLFRGDTILIKGKKRKDTVVIALADETCDEPKIRMNKVVRSNLRVRLGDVVSVHQCPDVKYGKRVHILPIDDTIEGLTGDLFDAFLKPYFLEAYRPLRKGDNFLVRGGMRSVEFKVIETDPGEYCVVAPDTEIFCEGEPVKREDEERLDEVGYDDVGGVRKQMAQIRELVELPLRHPQLFKSIGVKPPKGILLYGPPGSGKTLIARAVANETGAFFFCINGPEIMSKLAGESESNLRKAFEEAEKNAPSIIFIDEIDSIAPKREKTHGEVERRIVSQLLTLMDGLKSRAHVIVMGATNRPNSIDPALRRFGRFDREIDIGVPDEVGRLEVLRIHTKNMKLAEEVDLERISKDTHGYVGADLAALCTEAALQCIREKMDVIDLEDDSIDAEILNSMAVTNEHFQTALGTSNPSALRETVVEVPNVSWEDIGGLENVKRELQETVQYPVEHPEKFEKFGMSPSKGVLFYGPPGCGKTLLAKAIANECQANFISVKGPELLTMWFGESEANVREIFDKARQSAPCVLFFDELDSIATQRGSSVGDAGGAADRVLNQLLTEMDGMNAKKTVFIIGATNRPDIIDPALLRPGRLDQLIYIPLPDEDSRHQIFKACLRKSPLSKDVDLRALAKYTQGFSGADITEICQRACKYAIRENIEKDIEKERKRSENPDSMDEDADDEIAEITPSHFEESMKYARRSVSDADIRKYQAFAQTLQQSRGFGTEFRFAEASGGAAATDPFATSNAGADDDDLYS*

NbL11g02310.1 cell_division_cycle_protein_48_homolog [MW = 89.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MPIHQIAFGSHEELRQSGTLKAALAEFICTLIFVFAGQGSGMAFNKLSADGVATPAGLISASIAHAFGLFVAVSVGANISGGHVNPAVTFGAFVGGNITLFRGILYIVAQLLGSTVACFLLEFATGGMSTGAFALSAGVSVWNAFVFEIVMTFGLVYTVYATAVDPKKGDLGVIAPIAIGFIVGANILAGGAFTGASMNPAVSFGPALVSWTWTHQWVYWAGPLVGGGIAGVVYELIFINHSHEPLPSGDF*

NbL11g02170.1 probable_aquaporin_TIP1−1 [MW = 25.78 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00400 WD domain, G−beta repeat

PF08324 PUL domain
PF09070 PFU (PLAA family ubiquitin binding)

Protein sequence:
MEIDSAEYQLRCELTGHEDDVRGICICENVGFATSSRDRTIRFWSPDESNHRNYTASKILLGHTSFVGPLAWVSPGEEFPEGGLVSGGMDTLILVWNLATGEKIQTLKGHKLQVTGIALDGSDVVSTSVDCTLRRWRKGQEVEVLEAHKAAIQAIIKLPSGELVTGSSDTMLKLWKGAACMHTFSGHTDTVRGLAAVPGLGILSASHDGSIRLWELSGQVLLEMVGHTSIVYSVDAHASGLIVSGSEDRFAKIWKDGVCVQSLEHPGCVWDAKFLDNGDIVTACSDGVVRIWTAHQDRIADLLEIESYAAQLSEYKLSRKKVGGLKLEELPGLEALQTPGTSDGQTKVVREGDNGVAYAWNMMEQKWDKIGEVVDGPDDGMTHPIHDGIQYDYVFDVDIGDGEPVRKLPYNRSDNPYDIADKWLLKENLPLSFREQIVEFILQNTGQRQFTPDPSFRDPYTGNSAYTPGQPSKPVATAAKPTFKHIPKKGMLVFDAALFDGILKKISEFNSTLLSGSEQKHMALTEAYMSRLASILNVLKDTSHYHSTKLSDDDVAMVLKLLKTWPLTMLFPVIDVLRMIMLHADGAAVLFKHVSNPNDVLMELIKKVTTSPPLPANLLTSVRALTNLFKNGSYHDWLLKHRGEVLDAFSTCYLSSNKNVQLAYSTLILNYAVLLIEKKDEEGQSQVLSAALEIAEEESVEADAKFRALVAIGSLMLEGVVKRIAMDFDVANIAKAAKASKDAKISEVGADIELITKQS*

NbL11g01930.1 phospholipase_A−2−activating_protein [MW = 83.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02401 LytB protein

Protein sequence:
MAIPLQFSSISTRTELSLPETRTFRLPKFSVVRCSAGEAAPSSSATADSEFDAKAFRKNLTRSANYNRKGFGHKEATLELLNQEYQSSDIIKKLKENGYEYTWGNVTVKLAEAYGFCWGVERAVQIAYEARKQFPTERLWITNEIIHNPTVNKRLEEMDVKNIPIEEGKKNFDVVDKDDVVVLPAFGAAVDEMLVLSDKNVQIVDTTCPWVTKVWNTVEKHKKGDYTSIIHGKYSHEETVATASFAGKYIIVKNMAEATYVCDYILGGKLDGSSSTKEAFMQKFKNAVSKGFNPDVDLVKNGIANQTTMLKGETEEIGKLVERTMMQRYGVENINNHFISFNTICDATQERQDAMYKLVDQKLDLMLVVGGWNSSNTSHLQEIAEERGIPSYWIDSEQRIGPGNRISYKLLHGELVEKENFLPEGPITVGVTSGASTPDKNQMNGRLSYRKLCVLTIAGIIQQGKYIDIYNSIKVRCNNFSRHKSFCHDQETEPVYL*

NbL11g01880.1 4−hydroxy−3−methylbut−2−enyl_diphosphate_reductase_chloroplastic [MW = 56.05 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01602 Adaptin N terminal region

PF08752 Coatomer gamma subunit appendage platform subdomain
PF16381 Coatomer subunit gamma−1 C−terminal appendage platform

Protein sequence:
MDARRCSQVITKLLYLLNQGESFTKAEATGVFFAVTKLFQSKDIGLRRMVYLIIKELSPSADEVIIVTSSLMKDMNSRTDMYRANAIRVLCRITDGTLLTQIERYLKQAIVDKNPVVASAALVSGIHLLQTNPEIVKRWSNEVQEAVQSRAALVQFHALALLHQIRQNDRLAVSKLVTSLTKGSVRSPLAQCLLIRYTSQVIRESGISQTGDRPFYDYLESCLRHKAEMVIFEAARAITELSGVTNRELTPAITVLQLFLSSSKPVLRFAAVRTLNKVAMTHPMAVTNCNIDMESLISDQNRSIATLAITTLLKTGNESSVDRLMKQITNFMSDIADEFKIVVVEAIRSLCLKFPLKYRSLMNFLSNILREEGGFEYKKAIVDSIVILIRDIPDAKEGGLLHLCEFIEDCEFTYLSTQILHFLGNEGPKTSDPSKYIRYIYNRVILENATVRASAVSTLAKFGALVDSLKPRIFVLLKRCLFDSDDEVRDRATLYLNTLGGDGAVVETDEEVKEFLFGSLGVPLTNLETSLKNYEPSEEPFDIHSVPKEVKSQPLSEKKAPGKKPTGLAAPPVAPTSTVDAYERLLSSIPEFASYGKLFKSSAPVELTEAETEYAVNVVKHIFDNHIVFQYNCTNTIPEQLLENVTVIVDASDAEEFSEVASKPLKSLPYDTPGQTFVTFEKPEGVPAVGKFSNMLRFIVKEVDPSTGEAEDDGVEDEYQLEDLEAVSADYVLKVGVSNFRNAWESLGPDCEKVDEYGLGPRESLAEAVNTVIDLLGMQPCEGTEVVPSNSRSHTCLLSGVYLGGVKVLVRLSFGVDGPKEVAMKLAVRSEDISVSDAIHEIVASG*

NbL11g01680.1 coatomer_subunit_gamma [MW = 93.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAEGEYRCFVGGLAWATTDQTLGEAFSQFGEILDSKIINDRETGRSRGFGFVTFKDEKSMRDAIEGMNGQDLDGRNITVNEAQSRGSGGGGGGYRGGGGGGYGGGGRREGGYGGGGGYGGGRREGGYGGGSEGNWRS*

NbL11g01550.1 glycine−rich_RNA−binding_protein_GRP1A−like [MW = 14.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00278 Pyridoxal−dependent decarboxylase, C−terminal sheet domain PF02784 Pyridoxal−dependent decarboxylase, pyridoxal binding domain

Protein sequence:
MAAHPVSHSPSLPKSLKYLSNPTPKLSFFKPLFPLKPISRNLSIRAAVSTSEAPTQKFQHCFKKSGDGFLYCEGVKVQDVMETVEKRPFYLYSRPQITRNVEAYKAALEGLNSIIGYAIKANNNLKILEHLRGLGCGAVLVSGNELKLALRAGFDPTKCIFNGNGKLLEDLVLAAQEGVFVNIDSEFDFDNIVAAARISGKKVNVLLRINPDVDPQVHPYVATGNKSSKFGIRNEKLQWFLDAVKAHPQELKLVGAHCHLGSTITKVDIFRDAAVLMVNYIDEIRSQGFEIDYLNIGGGLGIDYYHSGAILPSPRDLIDTVRELVLSRNLNLIIEPGRSLIANTCCLVNRVTGVKTNGTKNFIVIDGSMAELIRPSLYDAYQHIELVSPPPAEAVISRFDVVGPVCESADFLGKDRELPAPSRGTGLVVHDAGAYCMSMASTYNLKMRPPEYWVEEDGSISKIRHGETFEDHLRFFEGL*

NbL11g01400.1 diaminopimelate_decarboxylase_1_chloroplastic−like [MW = 52.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14308 X−domain of DnaJ−containing

Protein sequence:
MLHTIGYIYTRQAAKEIGNLKRFMKVPFLAEWVRDKGHLIKSQAMAASGAVNLLQIQEEQKRYHEENKVEDAIKTMEEKKDIMIKSLWQINVVDIELTLSRVCQAVLKEPNVPRDVLRLRARAMKKLGTIFQGAKPMYRRESSLRSENTDMVDGGTSSK*

NbL11g01340.1 chaperone_protein_dnaJ_10−like [MW = 18.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain PF13537 Glutamine amidotransferase domain

Protein sequence:
MAATVSTASAAATNKSPLSQPLDKPFCSPSQKLLSLSPKTHPKPYRTLITASSKNPLNDVVSFKKSAGNTLDSYFDDDDKPREECGVVGIYGDSEASRLCYLALHALQHRGQEGAGIVAVDDDVLKSITGVGLVSDVFNESKLDQLPGDMAIGHVRYSTAGSSMLKNVQPFVASYKFGSVGVAHNGNLVNYKLLRSELEENGSIFNTSSDTEVVLHLIAISKARPFLLRIVEACEKIEGAYSMVFVTEDKLVAVRDPHGFRPLVMGRRSNGAVVFASETCALDLIEATYEREVNPGEVVVVDKDGVQSICLMPHPERKSCIFEHIYFALPNSVVFGRSVYESRRAFGEILATEAPVECDVVIAVPDSGVVAALGYAAKAGVPFQQGLIRSHYVGRTFIEPSQKIRDFGVKLKLSPVRAVLEGKRVVVVDDSIVRGTTSSKIVRLLKEAGAKEVHMRIASPPIIASCYYGVDTPSSDELISNRMSVEEIKEFIGSDSLAFLPMDSLNKLLGNDSKSFCYACFSGNYPVEPTGKVKRIGDFMDDGLSGDMDSIDGGWLPGSSRVQKTILNEVRTS*

NbL11g01070.1 amidophosphoribosyltransferase_chloroplastic−like [MW = 62.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00639 PPIC−type PPIASE domain

Protein sequence:
MASNQVRASHILIKHEGSRRKASWKDPEGRVISNTTRNAAVTQLKAFRDDIISGKSKFEDVASRFSDCSSAKRGGDLGPFCRGQMQKPFEDTTFALKVGEISDIIDTDSGVHIILRTG*

NbL11g01060.1 peptidyl−prolyl_cis−trans_isomerase_Pin1 [MW = 12.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02033 Ribosome−binding factor A

Protein sequence:
MQHLVIQIPRLRPLPPSTQCLFPATMSSSPSVFTAKTLSLQQFNSTELITNSKSVKLRFIRCMANPRRVKMVAKQIQRELSDMLLTDKVLQYAVLPEAALGADRYLSSLTTISDVEVSTDLQVVKVYVSVFGDERGKEVALSGLKSKAKYVRSELGRRMKLRLTPEIRFIEDESIERGSRVLAILDRIKDENENKNAPSGASDNNDQSDDDGDWEGDDPDDEGIIYVK*

NbL11g01030.1 probable_ribosome−binding_factor_A_chloroplastic [MW = 25.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00436 Single−strand binding protein family

Protein sequence:
MNSMAAKIVKLLRVSPATRPCSSLVMRVQGGSRLCYSTGTFISDDDGPLSNKEAVEIDDDDFLPEKPDLQLQSVDPRKGWNFRGVHKAVICGRVGQSPVQKILRNGRTVTIFTVGTGGMFDQRITGDRNLPKPGQWHRVAVHNDMLGQYSVQQLTKNSSVYIEGDIETRVYNDSLSGEVKSIPEICVRRDGRIRLIKGGESVSSISIDELREGLL*

NbL11g00880.1 single−stranded_DNA−binding_protein_mitochondrial [MW = 23.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00692 dUTPase

Protein sequence:
MAENDINSPEIKEPSPKIQKLDQPQNGVVLEIPFFRVKKLSENAVLPSRASPLSAGYDLSSAAEAKVPARGKALIPTDLSIAVPQGAYARIAPQSGLAWKHSIDVGAGVIDADYRGPVGVVLFNHSDVDFEVKAGDRIAQLIIQNVETPDVEEVDDLDSTVRGSGGFGSTGV*

NbL11g00760.1 deoxyuridine_5'−triphosphate_nucleotidohydrolase−like [MW = 18.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MIYHLSKDKATAVYPEQERKMESIEHRTVNVNGINMHVAEKGKGPVVLFLHGFPELWYTWRHQLVAFADLGYRAVAPDLRGYGDTDAPADVASYTCFHVVGDLVALIESLGVESVFLVAHDWGAMIGWYLCLFRPDLVKAYVCLSVPFRPRHPKMKPIPTMRAFFGDDYYMCRFQDPRMEDEIAKNGSEAVLKKILTDRKPGPPCLPKENPFGISPDSKLPSWLSQDDLKYYSTKFDQKGFTGGLNYYRALDLNWELTAAWTGAKAKVPVKFMVGELDLVYTTPGMKEYVHGGGFKKDVPMLDEDVVVMEGAAHFINQERAQETNSHIHNFINKF*

NbL11g00660.1 bifunctional_epoxide_hydrolase_2−like [MW = 38.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17135 Ribosomal protein 60S L18 and 50S L18e

Protein sequence:
MGIDLKAGGKSKKTKRTAPKSDDVYLKLLVKLYRFLVRRTGSKFNAVILKRLFMSKINKPPLSLSRLISYAKGKEDKVVVIVGTITDDVRAYEVPALKVCALRFTKTARARIEKAGGECLTFDQLALRAPLGQNTLLLRGPKNAREAVKHFGAAPGVPHSHTKPFVRSKGRKFERARGRRNSRGYKA*

NbL11g00650.1 60S_ribosomal_protein_L18−2−like [MW = 20.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSKGVTFPLNRDCMITYPKMSRKKAILIDNSKKSAIIVTFGEKYAILTNHLFFFDTESEVSTPRSFNEETSSGDAVRVTRSIMIVKPPGSQNRDSPPVSPAGTTPPVSPFAGAGGREAYWSRRRSFAYENASGVGPRSPRPPYDL*

NbL11g00590.1 auxin−repressed_12.5_kDa_protein−like [MW = 15.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01321 Creatinase/Prolidase N−terminal domain PF16189 Creatinase/Prolidase N−terminal domain

Protein sequence:
FILDNSTHCYYPPLNFPSNSVYTSAPKTPILSLSLSKSMELLVAPFSASTTTILNSSSKLHHHHPPRRFRFLSFSLPIFHKFKTCPKFSSKSPNHFNLLIVRSFSSSSISAKPSSEFQKKSGSDRKEEDNKLRALRELFTKPGVNVDAYIIPSQDAHQSEFIAECYMRRAYISGFTGSAGTAVVTKDKAALWTDGRYFLQAEKQLNSSWVLMRAGNLGVPTPSEWLNTVLAPGCRIGIDPFLFSSDAAKEFKEDISKENHELVLLYDFNLVDEIWKESRPTPPKEPIRLHDLKYAGVDVSSKLSSLRSELKHAGASAIVISMLDEIAWLLNLRGNDVPRSPVMYAYLVVEIDGAKLFADDTKVTPEVMEHLTNAGIELRAYESILSEIESLAAKGANIWLDTSSVNAAILNAYESACYKYPWNSATKSRRKKTANLDSNGQSGGPCAVYRSSPVSLRKAVKNDAELEGMRNCHLRDAAALAQFWAWLEDEIQRNVALTEVEVADKLLEFRSNQDGFLDTSFDTISGILVSIIMI*

NbL11g00550.1 probable_Xaa−Pro_aminopeptidase_P [MW = 59.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MATHLRLPMASSVPCTSSSSSPLKRRSFSVLCAANSNSSSKIPMPPLNPKDPFLNKLAAVAANNPEALYTRPQNSVMPPFLDIYDSPKLMATPAQVERSVSYNEHRPRRPPPDLPSLLLHGRIVFIGMPLVPAVTELVVAELMYLQWMDPKEPIYLYINSTGTTRDDGETVGMETEGFAIYDAMMQLKNEIHTVAVGAAIGQACLLLAAGSKGKRFMMPHAKAMIQQPRVPSSGLMPASDVFIRAKEVIINRDTLVKLLAKHTENSEETVANVMRRPFYMDATRAREFGVIDKILWRGQEQIMADVSAPEQWDKNAGIKVADAI*

NbL11g00400.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_3_chloroplastic [MW = 35.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MGLKGLLFSIVLINLSLLGLCGYPRKPVDVPFWKNYEPSWASHHIKYLNGGSTVDLVLDRSSGAGFQSKKSYLFGHFSMKLKLVGGDSAGVVTAFYLSSNNAEHDEIDFEFLGNRSGQPYILQTNVFTGGKGDREQRIYLWFDPTKGYHSYSVLWNTFQIVIFVDDVPIRAFKNSKDLGVKFPFNQPMKIYSSLWDADDWATRGGLEKTDWSNAPFSASYTSFHVDGCEAATPLEVQICNTKGMRWWDQKAFQDLDALQYRRLRWVRQKYTIYNYCTDRKRYPTLPPECTKDRDV*

NbL11g00320.1 xyloglucan_endotransglucosylase/hydrolase_protein [MW − SP = 31.66 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00887 Acyl CoA binding protein

PF01344 Kelch motif
PF13415 Galactose oxidase, central domain

PF13418 Galactose oxidase, central domain

Protein sequence:
MAAMARVSSGLAYPERFYAAAAYAGFDGSPDSSTKGVSSKFSNDGALLLYALYQQATVGPCKIPKPRSWSPVEQSKWTSWNGLGNMAFTEAMRLFVKILEEEDPGWYSRASNFVSEPAVQVEKINDTIAEPVTENGIVFPETQTIPAESGNLSEPQDKDVVSEGFGTVGVYDQWVAPPISGPRPKARYEHGAAVIDDKMYIFGGNHNGRYLSDLQALDLRSWTWSKVEVKTAGEASQVQVAPFAGHSLIPWEGNKLISVGGHTKDPSETMQVKVFDLPAGTSSTLKTYGKPPLSRGGHSVTLAGTSLVIFGGQDANRSLLNDLHILDLETMTWDEMGTLGVPPSPRSDHAAAVHAERYLLIFGGGSHATCFNDLHVLDLQTMEWSRPTQQGEIPSPRAGHAGVTVGENWFITGGGNNKSGVSETVVLNMSTLGWSIVTTVQGRVPLASEGLSLVLCSYNGEDILVSFGGYNGRYSNEANVLKPSHKSTLQSKMMETPVPDSVSAVQNATNATRDLESETVTGQEGKFREISVDNIESEPMVSKVEETSERLLAALKAEKEELESSLSKEKLQTLQLKQDLTDAEARNTDLYKKKGCQAKLLELQYVRGQLAADQSRCFKLEVDVAELKQKLQTVESLKKELELLLRQKAASEQALNEKRRQSSGGVWGWIAGTPPDQQGDA*

NbL11g00170.1 acyl−CoA−binding_domain−containing_protein_4 [MW = 73.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00838 Translationally controlled tumour protein

Protein sequence:
MLVYQDLISGDELLSDSFPYKELENGCLWEVQGKWVVQGALDVDIGANPSAEGADEDEGVDDQAVKVVDIVDTFRLQEQPSFDKKQFVTYMKRYIKNLTPKLEGEAQEAFKKNIESATKFLMSKLKDLQFFVGESMHDDGALVFAYYKDGATDPTFLYLAPGLKEVKC*

NbL11g00140.1 translationally−controlled_tumor_protein_homolog [MW = 18.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01776 Ribosomal L22e protein family

Protein sequence:
MSKGSSGATKGGKKKGATFVIDCSKPVEDKIMDIASLEKFLQERIKVGGKAGALGDAVTVTRDKTKITVTSESTFSKRYLKYLTKKYLKKNNVRDWLRVISANKDRNVYELRYFNIAENEAEEED*

NbL11g00110.1 60S_ribosomal_protein_L22−3−like [MW = 14.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MALIIRSVLPLLVIFLISFVVLQQKSDAEEVLMLQKPRLINCKFDKIYQLGDSFADTGNCIRERTCGAHTVCGRFPYGMNFFQNATGRCSNGMLMIDFIALESGLPLLNPIKDQNANFRHGANFAVAGATALPAEILENMNMVNPSTNSSLSVQLDWMSSHFETTCYTDCPEKLNKSLFLVGEIGGNECTHGLLEGKTIEESRRIVPEVVEAIIHGVRRVISLGATRIVVPGNFPSGCFPIILTKFMTNNSSAYDEHNCLKDFNNLVIFFNDHLQQAIQELKKEYPNITLIYGDYYNAYIWLLQNAVSLGFDRNSLQKACCGIGGGDYNFDIHNIKNCGAPGVSVCVDPTTYISWDGIHLTQEAYSWLVRWLIDNMLPQLNCQV*

NbL11g00080.1 acetylajmalan_esterase−like [MW − SP = 39.73 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01369 Sec7 domain

PF12783 Guanine nucleotide exchange factor in Golgi transport N−terminal
PF16213 Dimerisation and cyclophilin−binding domain of Mon2

Protein sequence:
MSASQTLGGPSRSGWVLGPSLDKIIKNVAWRKHSQLVAACKSALDKLDSVVDDPVDPASCTPLYGLSPSDADFVLQPLIMALDSASPKVVEPALDCTFRLFSLGLIRCEIDTPSPNPSPPSLIFRLTDSVCKCGALGDEGIELALLRVLLSVVRSPYVLVRGDCLVHVVRSCYNVYLGGMNGTNQICAKSVLAQMMMIVFTRVEENSMMVEFKTVSVAELLEFTDRNLNEGSSIQFAQNFLNEIVDAKSKEGLAESKLCLHFENDKGEKKKGEPTDGELSEGADLSGYSKIREDGFILFKNLCKFSMKFSSQEHADDNILLRGKVLSLELLKVIMDNAGPIWSSNERFLNVIKQFLCLSLLKNSALSVMTIFQLLCSIFKNLLSKYRSGLKSEIGIFFPMLILRVLENVLQPSFLQKMTVLSLLEEVSKDPQIIIDVFVNYDCDVDAPNIFERTVNGLLKTALGPPPGSTTTLSPVQDITFRSESVKCLVTIIKSMGTWMDQQLKVGEPNLDKVSDHEVPEAATSVSEEGNIIDYELHPEANSEFSGAAALEQRRAYKLEIQKGVSLFNRKPSKGIDFLMSTKKLGNSPEDVASFLKNTTGLNPSTIGDYLGEREEFPLKVMHAYVDSFNFEGMDFGESIRYFLRGFRLPGEAQKIDRIMEKFAERYCKCNSNSFTSAETAYVLAYSVIMLNTDAHNSMVKDKMTKADFIRNNRGIDDGKDLPENYLGALYDQIVKNEIKMNADSSVPQNKQGNSLNKLLGLDGILNLVWKQREEQPLGANGVLVRHIQEQFKAKSGKSESIYYVIADPAILRFMVEVCWGPMLAAFSVTLDQSDDKNATSQCLLGFRHAVHITAVMGMQTQRDAFVTSMAKFTYLHCAADMKQKKC*

NbL11g00010.1 brefeldin_A−inhibited_guanine_nucleotide−exchange_protein_1 [MW = 98.41 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

PF17808 Fn3−like domain from Purple Acid Phosphatase

Protein sequence:
MKSILGFAKLIFVLLGSLYVASAHSGEQPLSNIAIRRATLALQDSVTIKAYPFILGAKGGDMEWVTVDIEHPKPSHDDWVGVFSPAKFNGSTCYFENDPREQAPYICTAPIKYNFANFSNSGYVKTGKTSLKFQLINQRADFSFTLFTGGLSNPKLVAISNSISFANPKAPLYPRLALGKSWNEMTLTWTSGYDIDEAVPFIEWGRKGDPQHRSPAGTLTFDRNTMCGSPARTVGWRDPGFIHTSFMKDLWPNNLYTYKMGQILSNGSYVWSKMYSFRSSPYPGQNSLQRVIIFGDMGKAERDGSNEYSNYQPGSLNTTDQLIKDLKNIDIVFHIGDITYANGYISQWDQFTAQVQPIASTVPYMIASGNHERDCPGTGSFYEGNDSGGECGVLAQTMFYVPADNRAKFWYSTDYGMFHFCIADSEHDWREGSEQYKFIEHCLASVDRQKQPWLIFSAHRVLGYSSDKWYGIGGSFEEPMGRESLQKLWQKYKVDIAFYGHVHNYERTCPIYQNQCVNSERSHYSGVVNGTIHVVVGGGGSHLSEFSPVNTTWSLYKDYDWGFVKLTAFNHSSLLFEYKKSRDGKVYDSFTISRDYKDVLACVHDGCEPTILAS*

NbL10g24670.1 probable_inactive_purple_acid_phosphatase_27 [MW − SP = 66.7 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 88 175 262 434

Protein length

Gel Slice

2.9 4.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSRDIRRPFKRPAISDQQRRRELSLLRQCQNRRDAQLQARRLASTVLSLQPTQDDDYKSASEEQQLDIEVASVPEVDSFSDEADADSGHPKDAHDIRQATKLRGPEARQWFAKQLMLPEWMIDVPDNLNTDWYVFARPAGKRCFVVSSDGTTISRLRNGVRLHRFPSALPNGARTNNSKSAQSYCILDCIFHESDETYYVIDGVCWAGLSLYECTAEFRFFWLNSKLAETGACDAPSTCHRYKFSTLPVYNCDKEGLHTAYAGQVPYVKDGLLFYNKHAHYQTGNTPLTLVWKDENCSQYVIDTDNKGQVPSQQQVVLELLDDGRLATSDDPPVVFGCLLGDFIQKTELHRGDLIKFAIGEGGLVFGDSKLEKADLQYLGKSNRARAFADSYSKVLFQYAARHSPLRIEHLFASISSCVEDGRSTQDADMAG*

NbL10g24660.1 snurportin−1−like [MW = 48.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00111 2Fe−2S iron−sulfur cluster binding domain

Protein sequence:
MKAIEIYSSGALASVSRSSIFKNKKIASPSLSFGRTKIRAVGTVPEKTSVGASQEDEEAASVKFAFVSSVLLPDGTPDVQIRKACGGQKLRDIMLDANVELYGPYARPLLNCGGGGTCGTCLVEVVEGKELLNPRTDKENNHEDLKRHPKNWRLACQAIVGKPDSRGMMVIQQLPEWKAHEWNYRGLPPIQEEEEKE*

NbL10g24550.1 photosynthetic_NDH_subunit_of_subcomplex_B_3_chloroplastic−like [MW = 21.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00298 Ribosomal protein L11, RNA binding domain PF03946 Ribosomal protein L11, N−terminal domain

Protein sequence:
MASLSTCNHSGKLSSSFSPSSLNLSSFQRVSVQFIQTHNKNTCSLPSTPRPLTVISMAPPKPGGGKAKKVTGIIKLALEAGKATPAPPVGPALGSKGVNIMAFCKDYNARTADKAGYVIPVEITVYDDRSFTFILKTPPASVLLLKAAGVEKGSKDPQRDKVGKITIDQLKTIAQEKLPDLNCTTIESAMRIIAGTAANMGIDIDPPVLEPKKKELIY*

NbL10g24540.1 50S_ribosomal_protein_L11_chloroplastic−like [MW = 23.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MSDDQVSPNRRAPRLNERILSSLSRRSVAAHPWHDLEIGPEAPKVFNVVIEISKGSKVKYELDKKTGLIKVDRVLYSSMVYPQNYGFIPRTLCEDNDPMDVLVLMQEPVLPGCFLRARAIGLMPMIDQGEKDDKIIAVCADDPEYRHYTDINQLAPHRLAEIRRFFEDYKKLENKEVAVNEFLPPNTAVDAIQYSMDLYAEYILETLRK*

NbL10g24530.1 soluble_inorganic_pyrophosphatase_PPA1−like [MW = 24.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06552 Plant specific mitochondrial import receptor subunit TOM20

Protein sequence:
MSSTADQPELQKEVEAPATVTDPGDTVIRPEESPSTDAVDPKLDKSEEIANESGDVQSNDAEASKSDEKLAKSNEASDSDPKVSDVQLNNAEASKLIESNEMSDSNAKVDELKDDTVESESNSKQLKKDEGSRTFTMRELLDELKNGDANDDSEAERREGDTPHSEQSNQQQSDSNAALELINSVTGADEEGRSRQRILTYAARRYASALERNPEDYDALYNWALVLQESADNVNPDSTSPSKDDLLEEACKKYEEATRLCPTLNDAYYNWAIAISDRAKIRGRTKEAEELWKQATKNYEKAVQLNWNSPQALNNWGLALQELSAIVPAREKLTIVKMAISKFRAAIQLQFDFHRAIYNLGTVLYGLAEDMSRTGGAVNAKDISPNELYSQSAIYIAAAHALKPNYSVYTSALKLVRSMLPLPYLKVGYLTAPPAGNPLAPHSDWKRSQFVLNHEGLQQISKVDQRQMSRSLSSNSADMSPNGQAIKVDVPDIVSVSACSDLTLPPGAGLCIDTIHGPVYMIADSWESLDWWLDAISLVYTIGARGKSDVLAGIITS*

NbL10g24410.1 uncharacterized_LOC104214638 [MW = 61.16 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 118 235 352 583

Protein length

Gel Slice

2.7 3.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

Peptide counts over 4 repeats

1 118 235 352 583

Pfam domains

Pfam Description
SP Sequon TM Domain PF01204 Trehalase

Protein sequence:
HNCYDFHSVISLTAMDMTKAETCTSTNKDPIIPPTPLVIFLEKVQEAALQSYGQKGFDAKLYVDMSLKQNLAATIEAFNKLSRTVNGSIPAHDLDVFMGKYLNGADEDLVYVEPVDYVAEPEGFLPKVKNSEVREWALEVHSLWMNLIRKVSDKVLEKPELYTLIPLKNPVIIAGSRYREVYYWDSYWIIRGLLASKMYETAKGIVSNLVSLIDQFGYVLNGARAYYTNRSQPPLLSAMIVEIYNQTGDLDLVRRSLPALLKEYHFWNSGIHKVTIQDAQGSNHSLSRYYAMWNKPRPESSTIDSKTASKLPNNCEKRQFYRDLASAAESGWDFSSRWMRNESDLTTTSTTSILPVDLNAFLLKMELDMVFLANTIGESNIVARFTEASQNRQRAINCIFWNAEMGQWLDYWLGDSNTSQDIYKWEGIHQNKKSFASNFVPLWIELFNSDDITTRNVVQSLKSSGLLQPAGIASTLSNTGEQWDFPNGWPPVQHMIIEGLARSGLEEARALAKDIVIRWIRTNYVAYKKTGAMYEKYDVTKCGAYGDGGVYAAQTGFGWANGVVLALLEEFGWPEDLKIDCY*

NbL10g24170.1 probable_trehalase [MW = 65.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF12848 ABC transporter

Protein sequence:
MTEVATSNVVHEVLGRRAEDVDQPIIDYIINVLADEDFDFGLDGEGAFEALGELLVDSGCVTDFPECRAVCSKLSEKLEKHGLVKPQPTVRSLKMPLRMFDGMDEEEAPKNKKPEPVDGPLLTERDKIKIERKKRKDERLREAEYQAHLKEVEEVKAGMPLVCVNHDGQGDGPTVKDIRMENFNISVAGRDLIVDGSVTLSFGRHYGLIGRNGTGKTTLLRHMAMHAIDGIPKNCQILHVEQEVVGDDTSVLQCILNTDMERTQLLEEEGRLLELQREMDLEGEAGKSDKLNGEIDKNAMAKRLEEIYKRLDFIDAYSAESRAATILSGLSFTTEMQKRATKTFSGGWRMRIALARALFIEPDLLLLDEPTNHLDLHAVLWLETYLVKWPKTFIVVSHAREFLNTVVTDIIHLQNQKLSTYKGDYDTFERTRDEQVKNQQKAFEANERTRAHMQTFIDKFRYNAKRASLVQSRIKALERIGRVDEVINDPDYKFEFPSPDDRPGAPIISFSDASFGYPGGPILFKNLNFGIDLDSRVAMVGPNGIGKSTILKLISGELQPTSGTVFRSAKVRIAVFSQHHVDGLDLSSNPLLYMMRCFPGVPEQKLRGHLGSFGITGNLALQPMYTLSGGQKSRVAFSKITFKKPHILLLDEPSNHLDLDAVEALIQGLVLFQGGVLMVSHDEHLISGSVDQLWAVSEGRVTPFDGTFQDYKKILQS*

NbL10g24160.1 ABC_transporter_F_family_member_3−like [MW = 80.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase PF02540 NAD synthase

Protein sequence:
MRLLKVATCNLNQWAMDFDCNLKHIKESIAEAKAAGAKIRLGPELEITGYGCEDHFLELDTVAHAWDCLKELLLGDWTDGILCSFGMPVIKDSERYNCQVLCLNRKIIMIRPKMWLANDGNYRELRWFTAWKEKEHLEDFHLPSEISDALSQTTVPFGYGYVQFLDTAVAAEVCEELFTPLPPHAELALNGVEVFMNASGSHHQLRKLDLRLRAFISATHTRGGVYMYSNHQGCDGGRLYYDGCSCVVVNGDMVAQGSQFSPKDVEMVFAQIDLDAVASLRSSVSSFQEQASCKAKVSKVFVPYKLCQSFNLQISLSSPLKIKYHSPEEEIALGPACWLWDYLRRSGASGFLLPLSGGADSSSVAAIVGSMCQLVVKEIANGDEQVKADAMRIGHYAGGQFPTDSKEFAKRIFYTVFMGSENSSEATTTRAKVLADEIGSWHLNVSIDGVVSSLISLFQTLTGKRPRYKVDGGSNIENLGLQNIQARVRMVLAFMLASLLPWVHNKPGFYLVLGSSNVDEGLRGYLTKYDCSSADINPIGSISKMDLRTFLKWAAIHLGYSSLAEIEAAPPTAELEPIRSNYSQLDEVDMGMTYEELSVYGRLRKIFRCGPVSMFKNLCYKWGTKLTPAEVADKVKYFFKYYSINRHKMTVMTPSYHAESYSPEDNRFDLRQFLYNVRWPYQFRKIDELVNELDGDRVAITKSTDGGKGQCYG*

NbL10g24150.1 glutamine−dependent_NAD(+)_synthetase [MW = 79.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGYLRRGSSLVVLAIVLFGCLSALSIAKEEATKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVGFTDSERLIGEAAKNQAAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVNKDSKPYIQVKINNGETKVFSPEEISAMILTKMKETAEAFLGKKIEDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSILTIDNGVFEVLSTNGDTHLGGEDFDQRIMEYFIKLIKKKHDKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFDGTDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKNQIDEIVLVGGSTRIPKVQQLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVSIQVFEGERSLTKDCRLLGKFDLTGIAPAPRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVREAEEFAEEDKKVKERIDARNSLETYVYNMKNQINDKDKLADKLESDEKEKIETAMKEALEWLDDNQSAEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPGGGSSEEEEEGHDEL*

NbL10g24140.1 luminal−binding_protein [MW − SP = 70.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01922 SRP19 protein

Protein sequence:
NSTNPRSHSIRSTVSIFNSLLYQEIRKMDSEIKNIKKWNIMYPIYINSKKTIAEGRRICVTKACENPTVTEISDCCNYLKIPCAIELDKAYPRDFMQRGRVRVLLKKEDGTPYNPAISSRKQLMIHVAELVRRHPNRTKKQEPASSSAAGSSKSGKGGKKKR*

NbL10g24020.1 signal_recognition_particle_19_kDa_protein−like [MW = 18.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10075 CSN8/PSMD8/EIF3K family

Protein sequence:
MDPKLREVSQNFERFKAAFARNDFGTCTTLLSQLKVLLTEFKSLPPLFQETPNALHELTIARDIYEHAVVLSVKMEDQDAFERDFFQLKSYYTDARGCLPPSPQEYPILGLNLLRLLVQNRIAEFHTELELLSQSALDNPCIKHAVELEQSFMEGAYHRVLSARQTVPDATYAYFMDLLAKTVRDEIAGCSEKAYDRLSTSDARQMLLFSSDQELFEYVREEHPEWEIKDGFIVFQKVKDSVPCKEIPSLQLITQTLSYARELERIV*

NbL10g23990.1 26S_proteasome_non−ATPase_regulatory_subunit_8_homolog_A−like [MW = 30.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02229 Transcriptional Coactivator p15 (PC4) PF08766 DEK C terminal domain

Protein sequence:
MDSETSNKIEETVLEILKSCNLDEVTELKIRKMASEKLGLELSDPTRKAFVRQVVEKFLAEEQAKAEANEEEEEEEEEEDNKKKSSGAGDKEYDDDGDLIVCRLSHKRRVTITEFRGKTLVSIREYYNKDGKELPTAKGISLTAEQWATFNKNIPAVEKAIKKMESRA*

NbL10g23940.1 RNA_polymerase_II_transcriptional_coactivator_KELP [MW = 19.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MSKSILVTGGAGYIGSHTVLQLLLGGYKTVVIDNLDNSSEIAIKRVRELASQYGPNLSFHKVDLRDKPTIEEIFRSNKFDAVIHFAGLKAVGESVQKPLMYFNNNLIGTITLLEVMAAYGCKRLVFSSSATVYGWPKEVPCTEEFPLSAANPYGRTKLFIEEICRDVRSSDSEWKIILLRYFNPVGAHSSGYIGEDPRGIPNNLMPFVQQVAVGRRLALTVYGTDYATKDGTGVRDYIHVVDLADGHIAALQKLSDPSIGCEVYNLGTGKGTSVLEMVAAFEKASGKKIPLVMSGRRPGDAEIVYAATQKAERELKWKAKYGIEEMCRDQWNWASKNPYGYEGIQESNCH*

NbL10g23840.1 UDP−glucose_4−epimerase_GEPI48−like [MW = 38.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11623 NAD(P)H dehydrogenase subunit S

Protein sequence:
MASSSYFQLSSLQIQTPPLKKSNFFGQSHNLNLSNIHTKSTLKPFLTSITTAKFNLYEILGGRGLCNGEKGIQKELKKSVSEEQTSANSATVDNNYNNNQEKVETGEFPEDGFEKEMMGLVGGFPGGEKGLKKFIEKNPPPKKIESRIDGFNLSLVKKPKPPELPLLLPGMIAIVKNSNNPYYMYCGIVQRITDGKATVLFEGGNWDRLISFRLEELERREKGPPMVNPRSVILETMLEKSSES*

NbL10g23810.1 NAD(P)H−quinone_oxidoreductase_subunit_S_chloroplastic−like [MW = 27.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MAQEKFIVEVEPAKPSQNGKPSMGAVYRSLFAKDGFPPPIPGLDSCWDIFRLSVEKYPNNRMLGRREIVDGKPGKYVWMSYKEVYDIVIKVGNSIRSCGVDEGEKCGIYGANCPEWIMSMEACNAHGLYCVPLYDTLGAGAVEFIINHAEVKIAFVEEKKLPELLKTFPNATEYLKTVVSFGNVTPQQKEEVEKCGVALYSWDEFLQLGSEKQFDLPVKKKEDICTIMYTSGTTGDPKGVLISNNSIVTLIAGVQRLLGSVNESLTVDDVYLSYLPLAHIFDRVIEECFINHGASIGFWRGDVKLLTEDIGELKPTIFCAVPRVLDRIYSGLQQKISSGGRLKSTLFNLAYAYKHYNLKKGRKHFEASPLSDKVVFSKVKEGLGGKVRLILSGAAPLAAHVEAFLRVVACCHVLQGYGLTETCAGTFVSLPNQYDMLGTVGPPVPNVDVCLESVPEMAYDALSSTPRGEVCVRGDTLFSGYYKREDLTKEVMIDGWFHTGDIGEWQPNGSLKIIDRKKNIFKLSQGEYVAVENLENIYGNNPVIDSIWIYGNSFESFLVAVLNPNQRAVEQWAQQNGLSGDFDSLCENPKVKEYILGELTKAGKEKKLKGFEFIKAVHLDPQPFDMERDLLTPTFKKKRPQLLKYYKDVIDSMYKTK*

NbL10g23720.1 long_chain_acyl−CoA_synthetase_4−like [MW = 73.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MNQWVGSIFLCIFGMLLLMNWSVMAEVETCSGIVPMQYRYDKISILDYGGVGDGRTLNTKAFQEAIFRIQHLKRRGGTLLYVPAGVYLTGPFNLTSRMTLYLARGAVIKATQDASQWPLVDPLPSYGRGRERPGGRYMSLLHGDGLHDVIITGENGTIDGQGDVWWNMWRQRTLQFTRPHLIEVMNSRGIIISNVIFKNSPFWNIHPVYCSNVVIRYVTILAPADSPNTDGIDPDSSSHVCIEDSYISVGDDLVAVKSGWDQYGIAYGRPSHGITIRRITGSSPFAGIAVGSETSGGVVDVLAEHINLFNMGVGIHIKTNIGRGGVIRNITVSNVYMENTRTGIKIAGDVGDHPDEKFNPNALPIVKGIKIKDVWGEKVLQAGLIRGLKNSPFSGICLSNINLNGNNPGPRKSPWKCSDVSGAAIQVSPWPCSELTSSQQTGECSTYF*

NbL10g23590.1 probable_polygalacturonase [MW − SP = 46.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPKAKHHIREKIKSFFGSHVDQEKDDELKGTKAEIEGKIQKILAHLRGEDGRDEKEPLVELVEDFQNHYQSLYARYDHLTGKLRENAHGKHEKDSSSSSSDSDSDYSTRKKGKKNGKMEFADVTDGAKEELASANLEIAELKAQLMAAKEEKEALHLEHQSSLSKLQEAETTISSLNSEAERLKEENLKLLFDNAELKDNLEKAAKLEAELMQKLDEIAREKESLLSEKEALGNSISQGNSTIEELRTSVGQLKEEKESLQVELDALKTELPSVREQLDSAEKEIAQLSQTQKATEEDNSSLLSRILQLTEEIGQAQQKIQDLVTEADQLKGMLDEKEKELSTHKDIHEAHKNESSTRLRGMEVEIDALQSQRSEIEKQKEDELSSLLKKLEEKEEEFASQMEALTTKINDMQLEIESLHELKVKLEEQMEQQRNKRSAELEDLTNKVNEKDQELTSLCSQKLELEAEVEKKAQENAELSSEIESLKQDIANKSADSLKILEEKESSLSQLKDLEVELKSLQNLKCELEEQLTSKDEVVAQMKSDKEMTQAETEGVLTKRESELAILKKKSEDGETESSAQIAALTLQVSNLQEQLENLQVHKSEIESQLEAKTGETSEYLIQLENLKEELAGKASDGQRLLEEKEGLVVQVREENGSLLSKISELENALVEKMDEQGTLQKKLEDVQNEASTQIVALTEEVNELRQQIELLQTEKNQLELVTERGKQESTESLAQAENQNTKLSQKIVDLETKLNEKEEAHRKLVEEKDGLVVQVNDLQAKVKSLCEQKSTLEEKISSANNENNLLTEEKGSFLSKLSELENTLVEKVDEHGALQKKLEDVQNEASTQILALTEEVNELRKQIELLQTEKSQLKLVTERGKQESTESLAQAENQNTELSQKIVDLETKMKEQEEACGKLVEEKDGLVVQVNDLQAEVKSLSEQTSTLEENISKSNENNLLKEEKESLLLKISELKNALAEKVEEHQALQKRLEDVQNDTSAQILVLTEEVNKSSQQIELLQTEKDQLELVIERGKHESTQTLAHAENQHTELSQKIVDREMKLKEHEEAFGKLGEEQKQLEGLLQEYKENLKLAERKIEEITEEYQKNLESKDHKIDELDDKIEDLKRDLEMKGDEMSTLLENVRNAEVKLRLTNQKLRVTEQLLSEKEEDHMKKEEKLLQHQRLLEERIATLSGVVAAYKETQVKIIADVSDKVNDTLNEMDTFNMKYEEDTGHLESRIYEILNELKVALNWIKEAGEEKKQLKKEINTLVQQLKDEKECASVLREKVEELSKAEQSEVNQKGSLIEAVHQLEEKIATLQKLTADKDEKIAEYERKMNDKDKGILDLSEEKREAIRQLCIWIDYHQSRYDGLIEMISKTRGRRQVTA*

NbL10g23460.1 myosin−11−like [MW = 158.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MEHSAADRDPKAVEFAKDKNGVGQVLLRNPRGASVRVSLHGGQVLSWKNDHGEELLFISSKATFKPPTAVRGGIPICFPQFGNRGSLEQHGFARNRIWIIDDNPPPLHPNDSNGKAYTDLLLKSSDDDLKVWPHGFEFRLRVTLAFDGSLTLISRIRNVNCKPFSFSIAYHTYFALSDISEVRVEGLETLDYLDNLCNRERFTEQGDALTFETEVDRVYLSSSDVIAIFDHEKKRTFVIKREGLPDVVVWNPWEKKSKTIADFGDDEYRHMLCVDGAAIEKPITLKPGEEWTGRLELSVMPSS*

NbL10g23400.1 putative_glucose−6−phosphate_1−epimerase [MW = 34.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01991 ATP synthase (E/31 kDa) subunit

Protein sequence:
MNDADVSKQIQQMVRFIRQEAEEKANEISVSAEEEFNIEKLQLVELEKKKIRQEYERKEKQVDVRKKIEYSMQLNASRIKVLQAQDDLVNSMKEAASKELLNVSQNHHIYEKLLQDLIVQSLLRLKEPCVLLRCREDDVSLVEGVLDAAKEEYAEKSQVHSPEVIIDQIYLPSAPSHHNAHGSSCYGGVVLASRDGKIVCENTVDARLEVVFRKKLPEIRKCLFGQIAA*

NbL10g23380.1 V−type_proton_ATPase_subunit_E−like [MW = 26.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02542 YgbB family

Protein sequence:
MASSLFFSTPIPTNSISKQKPFSFSSSNPTVKPLLTHKPLRNLVVASSAAAIEAETQTSSSATTPAKSLPFRVGHGFDLHRLEAGYPLIIGGINIPHDRGCEAHSDGDVLLHCVVDAILGALGLPDIGQIFPDTDPKWKGAPSSVFMEEAVRLMHEAGYELGNLDATLILQRPKVSPHKEAIRANLCKLLGADPSVVNLKAKTHEKVDSLGENRSIAAHTVVLLMKK*

NbL10g23050.1 24−cyclodiphosphate_synthase_chloroplastic [MW = 24.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MSTVAVRRLMATMPNTMSFKQGLSLWCPQSASLNRIPRISSRSFRRSYVAAASSFANENREYVVVGGGNSAGYAAKTFVEHGQANGKLCIVTKEPYAPYERPALTKAYLFPTDKKPARLPGFHTCVGSGGERQTPDWYNEQGIEMLYEDPVTGIDIEKQTLTTNSGKLLKYGTLIIATGCTASRFPEKIGGSLPGVHYIRDVADADSLISSLGKAKKLVVVGGGYIGMEVAAAAVAWKLDTTIIFPEEHLLPRLFTPSLAQKYEQLYQDNGVKFVKGAKIKHLESGPDGRVVAVKLEDGSSIETDTVVIGIGAKPAVSPFDVVGLNSTVGGIAVDGQFRTSIPGIFAIGDVAAFPLKIYNRIARVEHVDHARKSAQHCIKSLLTAHTHTYDYLPYFYSRVFEYEGSPRKVWWQFFGDSVGETVEVGNFDPKVATFWIDSGKLKGVLLESGSPEEFQLLPKLARSQPSVDKSKLQNASSVEEALKIAQASL*

NbL10g22980.1 monodehydroascorbate_reductase_chloroplastic [MW = 53.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
TMEFPIITLRNIPAIPRILLLAVVILTALGNVHGRHKVHKWETVEYSAISCRAHTASLTDFGGVGDGTTLNTNAFKTAVDHLSQFQSDGGSMLYVPAGKWLTGSFNLTSHFTLYLDKDAVLLASQDENDYPVIAPLPSYGRGRDTDGGRFISLIFGTNLTDVVITGENGTVDGQGQLWWDKFHKKELQYTRPYLIEIMYSDNIQISSLTLVNSPSWNVHPVYCSNIIIQGITILAPVRSPNTDGINPDSCINTRIEDCYIVSGDDCIAVKSGWDEYGVAFGMPTKQLAIRRITCISPTSATIALGSEMSGGIQDVRAEDIVAINTESGVRIKTAVGRGGYVKDVYVKGVTMKTMKYVFWMTGDYGSHPDNNYDPNALPVIDNINYRDMVAENVTIAAKLAGISGDPFTGICISNVTIELAPKAKKLTWNCTDISGISSGVVPQPCELLPDQGTENAAPCNFPTENLPIDDMKVQTCSCRKKLY*

NbL10g22960.1 probable_polygalacturonase [MW − SP = 48.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MSNLFSKIYPTSFGVNHQKPHPKSSTIRCCNDEYSKVQHKSTELNGWVSSFPEKNLVLSYPGIIKPPRPKRIILVRHGQSEGNVDESVYTRVADPKVGLTEKGVVEAEECGRKMREIIEKNGGDDWKVYFYVSPYKRGIETLRNLAKSFERSRIAGVREEPRLREQDFGNFQDKEQMKIEKAVRARYGRFFYRFPNGESAADVYDRITGFRETLRSDIDIGRFQPPGQQSPNMNLVIVSHGLTLRVFLMRWYKWTVEQFEGLHNMSNGGMIVMERGYGGRYCLSVHHTKEELQKFGMTDEMLIDQEWQKIAKPGELNYDCLITGPSYFTHFDDDEEQNFEL*

NbL10g22890.1 uncharacterized_LOC104246640 [MW = 39.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00635 MSP (Major sperm protein) domain

Protein sequence:
MSNGTGELLQIEPLELQFPFELKKQISCSIQLTNKSDNYVAFKVKTTNPKKYCVRPNTGVVMPHSASDVTVTMQAQKEAPADMQCKDKFLLQSVVASSGTTAKDITPEMFNKEEGNHVEDCKLRVVYVPPQQPPSPVQEGSEEGSSPRASVSENGTVNTSEFNNISRAYNEQQDSSSETKALISKLTEEKISVIQQNNKLQQELALLRRERNSSRGGIPTIYVLIIGLLGIILGYLLKKT*

NbL10g22730.1 vesicle−associated_protein_1−2−like [MW = 26.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQSPSLDASKSFKLQQQQFQFVGFCTNPSTTSPSIRKLNSRYPCVSCSRKFDRKERVKVKGKENVWSIDNETAREGDKTRTRSRRKRGGKRMRNVTRKSKGERVMVSGAMLMEVETVLQTQEPVIRPAWNTFASSLSGIWKGVGAVFSPITAEMEPIEVGNKNEHLFDCYTSSRVEVVPSSSASQKSQIRRKVNWVTLNPHGEVSEPNGGDDRGIEKRIGADLSFHMHETPDRKSRHQKLPKFESFDFEKSDIMEEDIMGMEPGLVFFEDGSYSRGPVDIPVGELDESKYYISPTFKFEQCLVKGCHKRLRIVHTIEFSNGGSDIQILRVAVYEEQWISPANLSDESDTELDVKLFSQRRRLHPSELAGSWKVFEMSATPIYSEEGVTQETDDVPYVYLCTENLKKRSLPENPAYFGEEEMLDMQDVTVLWLPGGFTSYVDVNKDGILCIGVGWYSDEGVNLVMERDYEMDGKLKEVRWKSEMKRRWTNPPLIWLS*

NbL10g22420.1 uncharacterized_LOC107820933 [MW = 56.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00887 Acyl CoA binding protein

Protein sequence:
MVESRPDFITRKVYLEDKILHLVLAIPFAEIFGLQEDFEEHAELAKTLPESTSNENKLILYGLYKQATVGNVETCRPGIFNMRDRAKWDAWKAVEGKSKDEAMNDYITKVKQLKEEAASA*

NbL10g22330.1 acyl−CoA−binding_protein [MW = 13.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01294 Ribosomal protein L13e

Protein sequence:
MKHNNVIPNGHFKKHWQNYVRTWFNQPARKTRRRAARQQKAVKIFPRPTAGSLRPIVHGQTLKYNMKVRAGRGFSLEELKAAGIPKKLAPTIGIAVDHRRRNRSLEGLQTNVQRLKTYKAKLVIFPRRAKKVKAGDSSVEELATATQVQGSYMPITREQPAVELVKVTDEMKSFNAYGKLRIERTNARHIGARLKRAAEAEKEEKK*

NbL10g22320.1 60S_ribosomal_protein_L13−2 [MW = 23.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03151 Triose−phosphate Transporter family

Protein sequence:
MESRVLTGATAIRGLPLLRKPVVKLTAASFPTVAKPVGAVSGGANLIWGRQLRPAILLEASPKRESIKPCFTAASSPAEGSDSVGDAKVGFFNKGTLITGFFFFMWYFLNVIFNILNKKIYNYFPYPYFVSVIHLAVGVVYCLLSWTVGLPKRAPIDSTQLKLLTPVAFCHALGHVTSNVSFAAVAVSFTHTIKALEPFFNASASQFILGQQIPLALWLSLAPVVIGVSMASLTELSFNWLGFISAMISNVSFTYRSIYSKKAMTDMDSTNVYAYISIIALIFCIPPAIIIEGPQLLQHGFADAIAKVGLTKFVTDLFWVGMFYHLYNQVATNTLERVAPLTHAVGNVLKRVFVIGFSIIVFGNKISTQTGIGTCVAIAGVALYSFIKAKMEEEKRVSPTMQK*

NbL10g22210.1 phosphate/phosphate_translocator_chloroplastic−like [MW = 43.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01078 Magnesium chelatase, subunit ChlI PF17863 AAA lid domain

Protein sequence:
MASLLGTSSSAAAAVLASTPLSSRSSKSSIFSLLPSSGQSQGRKFYGGIRVPVKKGRSQFHVAISNVATEISPAQEQGQKLAEESQRPVYPFAAIVGQDEMKLCLLLNVIDPKIGGVMIMGDRGTGKSTTVRSLVDLLPDIKVISGDPFNSDPDDQEVMSAEVRDKLRSGEKLPISRTKINMVDLPLGATEDRVCGTIDIEKALTEGVKAFEPGLLAKANRGILYVDEVNLLDDHLVDVLLDSAASGWNTVEREGISISHPARFILIGSGNPEEGELRPQLLDRFGMHAQVGTVRDAELRVKIVEERARFDKNPKEFRESYKAEQEKLQNQIDSARNALSAVTIDHDLRVKISKVCAELNVDGLRGDIVTNRAARALAALKGRDKVTPEDIATVIPNCLRHRLRKDPLESIDSGVLVVEKFYEVFA*

NbL10g22050.1 magnesium−chelatase_subunit_ChlI_chloroplastic [MW = 46.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MMASVIEQCQVAPSPGSAAELTLPLTYFDHLWLGFHRMRRILFYKLPIFRSDFVQTIIPSLKYSLSLTLKYYLPLAGNVACPQDWTNYPELRYVTGDSVSVIFSESDLDFNYLVGNHPRNAKDFYHFIPQLAEPTDAPGFQLAPVLAIQVTLFPNHGISIGFTNHHVAGDGATIVKFVRAWALLNKFNGDEQFLDKEFIPFYDRSIIKDPNGVGMLIWDEMKKYKHMMTMSDIVTPPDKVRGTFIVSRDDILKFKNLILSRRPNLTHVTSFTVTCAYIWSCLIKSEAATGEKIDENGVEFFGFAADCRAQFNPPLPPSYFGNALVGYVARTRHVDLAGKEGFTIAAELIGEAIQKRMKDEEWILSGGWFKEYDKLDVKRSVSVAGSPKLDLYAADFGWGKPEKLEFVSIDSGDSISMSLSKYKDSDGDLEIGLSLSKTRMNAFAAMFTHGLSFL*

NbL10g22030.1 anthocyanin_5−aromatic_acyltransferase−like [MW = 51.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00609 Diacylglycerol kinase accessory domain

Protein sequence:
MLVTCKLNSQNRSNVSNPLLLIFPKTLLLYGLEDNNISRNSIYSWHILMRMRAPKEGSCDPIAPLELPHSLHAFHRVSTSDDLNVEGCHTFRGGFWNYFSMGMDAQVSYAFHSERKMNPEKFKNQLVNQSTYARLGCTQGWFFAPLFHPSSRNIAQLAKVKIMKRQGQWQDLHIPHSIRSIVCLNLPSFSGGLNPWGTPNSNKRRDRDLTPPFVDDGHLEVVGFRDAWHGMVLLAPNGHGTRLAQAHRIRFEFHKGAADFTFMRIDGEPWKQPLPVDDDTVVVEIAHLGQVKMLATHGCRSKSMHDPSSHVNHGGDDGDSGEEDSVVEEQRKFGAADTFKIPDEVDISHLS*

NbL10g21990.1 diacylglycerol_kinase_5−like [MW = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLRGLQKLHSNLENTLQIPFFLFQGEAANTIPNFSERMWSFSISNRFLTFEGCAELERKNCERVSELVTVHEVDAHNVVPVWVASNKLEYSAKTIRGKINKLLPEYLIELPAIGPPKIKWPSPNPPTDWPKLIADVVRKGAEVPELEWCEPGEDTALEVLMGSKNGFLTARLKNYSTERNNPLKPQALSGLSPYLHFGQISAQRCALEASKVRKLYTQAVDAFLEELIVRRELADNFCYYQPRYDSLLGAWEWARKTLMEHASDKREHIYMREQLEKAQTADPLWNASQLEMVHYGKMHGFMRMYWAKKILEWTSGPEEALAITIYLNDKYHIDGRDPSGYVGCMWSICGLHDQVLLHYAQSLQCRIKLIELFSLLLITLLSK*

NbL10g21950.1 deoxyribodipyrimidine_photo−lyase [MW = 44.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04937 Protein of unknown function (DUF 659)

Protein sequence:
GNVTTTSYQVPPLAIVDPSRFAVELAYSPVVSMATTIVSATGGSGGFTAGSGGCTVGSGGGVYAHQHLMLSGGKEDLGALAMLEDSVKKLKSPKASPGPTLSKSQIDSALDYLADWVYECCGSVSFSSLEHPKFKSFLNQVGLPPLSRRDFVGSRLDAKYEEAKAESEVKIRDAMFFQIASDGWKLKNYGEENLVNLSVNLPNGTSVFRRAVFTSGYLHSKYAEEIFMETISEICGNSFHQCVGIVADKFKAKALRNLENQHHWMVNLSCQYQAFNSLVKDFGKELPLLKNVTGNCLKLANFVNNKSQVRNSFHKYQLQEYGHASLLRVPLRSYERSDFEPVYTLVEDILSSARALQLVLLDESYKILSMEEQIARDIEEMMRSPHFWNELEAVHSLVKLIKTMAQDIQTEKSRVGQCLPLWEELRVKVKDWCLKFHIVEGPVEKVIERRFNKNYHPAWAAAFILDPLYLIRDNSGKYLPPFKCLTPEQEKDVDKLITRLVSREEAHIALMELMKWRTEGLDPVYAQAVQLKQRDASSGKMKIANPQSSRLVWETHLTEFKSLGKVAVRLIFLRASSCGYKCNWSFLRWANAHSHSRVGMDKAQKLIFVAAHSKLQRRDYSNDEDKDAELFSLANSEDDVLNEFFRLSRCDCGN*

NbL10g21940.1 uncharacterized_LOC109214416 [MW = 73.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
NNNQGPGPFPIQNNQVRDSRLTLLSSFTEAAMAVTLPTTSSSYLHSRTKVPEPFLSCASKVFVGLRIQSPNSYGIATSNVNVEFHNRVYRSIESGTRNSKPARARVSMMPIGTPRVPYRNPTEGTWQWVDLWNALYRERVIFIGQHIDEEFSNQILATMLYLDSIDDSKKLYLYINGPGGDLTPSMAIYDTMQSLKSAVGTHCVGYAYNLAGFLLAAGEKGNRFAMPLSRIALQSPAGAARGQADDIRNEADELLRIRDYLFKELAEKTGQPVEKVHKDLSRMKRYNAQEALEYGLIDRIVRPPRIKADAPRKDTTAGLG*

NbL10g21880.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_2_chloroplastic−like [MW = 35.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02861 Clp amino terminal domain, pathogenicity island component

Protein sequence:
MAALSTVATTSNGINQLNYRVGPKSSLCTINSQNLHSQWLGTPIKFSLQSKNFKPFLKHCPIKATISFSLPYGKSEAAVSIEKIPKWSSKAIKSFAMGELEARKLKYPTTGTEALLMGILIEGTNFASKYLRANSITLFKVREETVKILGKADMWFFSPEHPPLTEDAQKALDWALDEKLKSSENGEITTTHLLLGVWSQVGSPGYKILSGLGFNDEKAQELKKVISEPGFVDD*

NbL10g21850.1 ATP−dependent_Clp_protease_ATP−binding_subunit_CLPT2_chloroplastic−like [MW = 25.8 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MKKLGTFAHCLIVWCFCLLELELVSPLTEKEILLQFKGNISTDPYNSLASWNPSGSPCLDFSGVFCNSAGNVVKIVLWNTSLGGVLSSALAELKSLRILTLFGNKFTGNIPVEYSGIDSLWKINVSSNALSGSIPEFLGDLPNIRFLDLSRNVYSGDIPVALFMNCNKTRFISLSHNNLSGPIPASIGNCQNLEGIDLSFNGLSGSLPSQICDIPGLVYLSVRSNALTGNVQEQVSTCQRLELLDLSSNKFSGLAPFGALGLLNLTYFNVSSNGFEGETVNSSTCSQRLEVLDVSRNNFFGEIPLSITKCSALKYLDIAYNRINGTIPTELADLKSLSVIRLGNNSLGGTIPAELSSIEWLAVLDLHNLTLFGEIPYDISNCKLLLELDLSGNLLEGEIPQNLYNLSNLVYLDLHHNQLNGSIPSTIGNLSNLHFLDLSENVLSGSIPVALENMHNLTHFNVSYNLLSGAIPSTESIQQFGPSAFFHNSGLCGAPLDVSCSPSGIAPAKGKPRLSASAIVAIVAAAVILTGVCVITIINMKARRRRRRADETIIVESTPLASTDSNVIIGKLVLFSKTLPSKYEDWEAGTKALLDKESLIGGGTIGSVYRTSFEGGVSLAVKKLETLGRIRNQDEFEHEIGRLGTLQHPNLVALQGYYWSSSMQLILSEFVPNGNLYDNLHGLGYPGTSIGAAGTPELNWPRRFQIAVGTARALAYLHHDCKPPILHLNVKSTNILLDTNYEAKLTDYGVGKFLPLLDNYGLTKFHNAVGYVAPELAQSLRLSDKCDVYSFGVILLELVTGRKPVESPVANEVVVLCEYVRGLIERGAASDCFDRSLRGFAENELIQVMKLGLICTSEMPSRRPSMAEVVQVLESIRNGLGS*

NbL10g21760.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g12460 [MW − SP = 92.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase

Protein sequence:
MCTLEKRGNIFLLTLTGTDEHRLHPKLIDSLAAALRRLRSESVSSSSALITTAQGKFFSNGYDLKWALVDKARPQLMSKKLRALVYDLITLPMPTIAAVTGHASAAGLIFALSHDYILMRKDRGFLYMSELDIGLKVPIWFSALVKCKVGSPAVWREVVLKSAKMTAEMGVEMGIVDSAHSGAEETVEAAVRLAEELVSRNWDGNVYADCRKTLCVELLNSLGSDETVGDYGEEEKPNKTLSRL*

NbL10g21690.1 enoyl−CoA_delta_isomerase_1_peroxisomal [MW = 26.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00080 Copper/zinc superoxide dismutase (SODC) PF00403 Heavy−metal−associated domain

Protein sequence:
MAFLRSIVTAKTTAIAAVIPAAAFAVSSISSSSSSSHFERLSKNLKFGSISSSNPNLRLSFAKNIEKSSPPSALHMDAPSSNHQTSVENGAVLPELLTEFMVDMSCQGCVKAVKSKLQTVKGVKNVDVDLDNQVVRVLGSSPVKILTEALEQTGRKARLIGQGVPADFLISAAVAEFKGPDIFGVVRLAQVNMELTRIEANFSGLSPGRHGWSINEFGDLTRGAASTGKLYSPPLGDLGTLEVDVKGEAFYSGAKEKLRVADLIGRAIAVYSTEDKSDPGLKAAVIARSAGVGENYKKLCTCDGTIIWEATNKL*

NbL10g21670.1 copper_chaperone_for_superoxide_dismutase_chloroplastic/cytosolic [MW = 33.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MGFLKILLFCIVCSFPWPSIQSDLETYIVQLEPPEPQISTQSSSLDLESYYHSFLPKTTTISSSENEEPRMIYSYHNVMKGFAARLTAAEVKEMEKKQGFFSARPQRILSLHTTHTPSFLGLQQNMGLWKDSNYGKGVIIGVLDTGIFPDHPSFSDVGMSPPPAKWKGFCESNFTTKCNNKIIGLRSFRLSEDTPIDTDGHGTHTASTAAGAFVKGANFFGNANGTAVGVAPLAHIAIYKVCSFATCSETDALAAMDAAIDDGVDIISASLGGFTNAPLHDDPISLGAYSATEKGILVSASAGNSEFDNPVANNAPWILTVGASTHDRKLKATVKLGNKEEFEGESADQPKTSNSTFIALFDAGKNASDQDAPFCRSWAMTDPAIKGKIVLCQKDPSSLTSSQGRNVKDAGGVGMILINNPEDGVTKSATAHVLPALDVSHEEGEKIKAYINSTSNPIAAITFQGTVIGDKNAPIVASFSARGPSRANPGILKPDIIGPGVNILAAWPTTVNIPNKNTNSGFNILSGTSMSCSHLTGIAALLKSAHPNWSSSAIKSAIMTTADTLNLANNPILDETLNPANIFATSAGHVNPSRANDPGLVYDTPFEDYLPYLCGLNYTNREVGFLLQRKVNCLEVKSIPEAQLNYPSFSIRLRSTPQIYTRTVTNVGDATSTYKVEIVSPKGVAVKVKPSKLNFSMLNQRLTYQVTFSKTTNSSGNEVVQGFLKWISNRHSVRSPIAVVLV*

NbL10g21650.1 subtilisin−like_protease_SBT1.2 [MW − SP = 77.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSWLKSAMSKAVEVGNKNNLTRTVKNYADSVVQQAGQAVAELHHRIGNRNFKNFKQTVKRLEEASVSCRGPERVRLLKMWLSVLKEIEKRTEVSAEDNDKINEQQYPSEEAKENPRKQSLVLYYDSEMGGEPMNFHDVFLYSQALEGISVCMILEAPNEEEVALLLELFGLCLTGGKEVHYAIVSSIQDLAKAFSSYQDEVLVKREELLQFAESAITGLKINADLGRIDAEVSLLKKKLDEIKAAKGPNGKGHELMPQETAASIEALKEALAHIRVCSKLEGLLLKKRALKYGDSPEVHVQKVDKLKVLSESLASSTCKAEKKISDHRIQKEEALKFRVTKTSEVGEIEKELATEVSALEKQRDEIEAQLKQVNISLAAANARLQNVREERDQFYEANDQIVAHLKTREDELTKSIGSCKVEANILGTWINFLEDTWNLQSSFTESKDKEVSVELEKHEDYFVNLVMQLLSAYEKELRPSIDRISKFVENLKTLGEGAAVGSGVSKSLSPRKSLEEEYLDYEAKIITTFSVVDNMREQFYSQQEKISRKDDPDMKKLFENIEKLRQEFESIERPNLEMEIPVQEGDDSSHETVDDNTSHPIKQAVETAIAGESKKNEPPSAKTEQVLDPEAELAKLESEFGKIHRDYSAEEIGDWEFDELEKELKSGDSATSK*

NbL10g21630.1 coiled−coil_domain−containing_protein_18−like [MW = 76.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MGHQLHNQTKSVIGIGKMSFYGSPETTNHRLLLLHRLPRFKTMFLSKLRTSYRILDPLEESDPSFLHLSSSVRLMLCVGPSPVTSKTLDTYPSLECIVGTSAGFDHFDLSECRRRNIRITTAGDSFSDDAADYAVGLLIDVLRGVSAADRFVRAGSWPVIGELSPLGYKVGGKQVGIVGLGSIGTRVGKRLEAFGCSIAYTSRRMKPDVPFPFHSNIHDLATNCDVLILCCALTEETHHIIDKEVLTALGKEGIIINVGRGALVDEKELVEFLKRGDIGGAGLDVYENEPHVPEELFGLDNVVLSPHLAVLTPESMEALEELFTYNLEAFFSNKPLRAQIEYE*

NbL10g21580.1 glyoxylate/hydroxypyruvate_reductase_HPR3−like [MW = 37.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATKLGFSMTSSRLFHAPFKRPFFSASLPTSSSSSSPRLPLIPFGANRKLSIRKRLLVLSPKATTDQPGQVQEEEDSKILQYCSIDGKGKKSMGEMEQEFLQALQSFYYEGKAIMSNEEFDNLKEELMWEGSSIVMLSADEQRFLEASMAYVSGNPIMTDKEFDKLKLKLKMDGSDIVVEGPRCSLRSRKVYSDLYVDYLRMFLLNVPAAVVALGLFFFLDDITGFEITYLLELPEPFSFIFTWFAALPFILWLSFTITNAIIKDFLILKGPCPNCGTENTSFFGTILSVSSGGNTNKVKCTNCGTDMVYDSGTRLITLPEGSSA*

NbL10g21560.1 PGR5−like_protein_1A_chloroplastic [MW = 36.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01154 Hydroxymethylglutaryl−coenzyme A synthase N terminal PF08540 Hydroxymethylglutaryl−coenzyme A synthase C terminal

Protein sequence:
MASQPKNVGILAMEIYFPPTCLQQEVLEAHDGASKGKYTIGLGQDCMGFCTEVEDVISMSLTAVTSLLEKYAIDPKQIGRLEVGSETVIDKSKSIKTFLMQIFEKHGNTDIEGVDSTNACYGGTAALFNCVNWVESSSWDGRYGLVVCTDSAVYAEGPARPTGGAAAIAMLVGPDAPIVFESKIRASHMSHAYDFYKPILDSEYPVVDGKLSQTCYLMALDSCYKSLCNKYEKLEGKQFSMADAAYFVFHSPYNKLVQKSFGRLLFNDFLRNASSIDESTKQILAPFESLTGDESYQSRDLEKASQQVAKPFYDEKVQPTTLIPKQVGNMYTASLYAAFASLIHNKHNTLAGQRVIMFSYGSGLTATMFSLKFNEGQHPFSLSNIASVMNVAEKLKSRHEFTPEKFVEIMKLMEHRYGAKDFVTSKDCSLLAPGTYYLTEVDSKYRRFYAQKAPEHGLINGH*

NbL10g21450.1 hydroxymethylglutaryl−CoA_synthase−like [MW = 51.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00732 GMC oxidoreductase PF05199 GMC oxidoreductase

Protein sequence:
MTMEFGLISATLLAFFFFLGFSSSEKAPNYSFMHQATTAAETSYYDYIIIGGGTAGCPLAATLSQNYSVLLLERGGSPYGNPNITNLSEFGSALSDLSPTSPSQRFISEDGVINARARVLGGGSCLNAGFYSRAGPKYVNRVGWDGKLVNESYIWVEDKVAFQPPVKQWQSAVRDGLVESGVVPYNGFTYDHINGTKVGGTIFDANGSRHTAADLLEYANPSGITVLLHASVHKILFNTKGVARPVARGVVFRDALGKKHKAYLKRGEMNEVIVSAGALGSPQMLMLSGVGPSAQLKAHNITVVLDQPNVGQGMSDNPMNAIFVPSPVPVEVSLIQVVGITHFGSYIEAASGENFAGRETQSDYGMFSPKIGQLSTVPPKQRTPEALEKAINAMSELDDAAFRGGFIIEKIMGPISTGHLELRTRSPNDNPSVTFNYFKQQEDLQRCVNGLKVIENIIESKSFSKFRYDKISIPALLNFTASAPVNLLPRHDNVSVSLEQFCKDTVMTIWHYHGGCQVGRVVDQDYKVIGIGKLRVIDGSTFTYSPGTNPQATVMMLGRYMGVRILNERLAKEKSHIN*

NbL10g21430.1 protein_HOTHEAD [MW − SP = 60.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06747 CHCH domain

Protein sequence:
MSSAVDAVGNPIPTSAVLMSASKHIDIRCRSENVAYLKCKKDDPNPEKCLHKGQQVTRCVLSLLKDLHQRCNKEMDAYAGCMYYNTNEFEMCRKEQQEFEKACPY*

NbL10g21380.1 NADH_dehydrogenase_[ubiquinone]_1_alpha_subcomplex_subunit_8−B−like [MW = 12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain

Protein sequence:
MRGTKRFASSDSNSFTTDSQIQGKRIMAGSIFDTQKAEQSLPQTLKTPQLDMQRAESSRQHVRALNTQFASWVQTQLQNHPDELWEDGVQDYLNHSSTIKDKFSDVVNWLKAKSSNGENKSAPGSQAASKTLESETKENDGRLSFLKPAVPVANSSPGFGPVANSSPSFVGLANSSSSFGALWSSGGLFNNKSPFSFGLQSSVQTQSSVPVKSDAANDVQDTEDEVEQPSSPSVKKTEEKGVTLVHEVKCKLYVKSTDPADKDAWKDRGTGQLSIKCKEGVSKGTRESKPTIVMRNDVGKILLNALLYPGIKTNMQKNSIVAIFHTSGDDDKDDAVVARTFLIRTKTGEDRDKLAAIIQEYAPAAA*

NbL10g21360.1 uncharacterized_LOC109212508 [MW = 39.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00789 UBX domain PF14555 UBA−like domain

Protein sequence:
MARPNQEAIDTFMSITGVSETTAIQKLEEHGGDLNEAVNAHFNQGGSNRVHAAPLATASDEDAMEIDDPITEEFRRPPFSVLSSSRSPNPFSLLDPNFTRSVFDTDLTSRAPFVSHPRQVREIPIEVKDGDGQYGHSRNAPIIEDVTDTEQTHGPETRGTVIVDDDDDEVVPSPLSTHAARHHDRTNDVIFDGDSTAAFSRPSVPGDNVLPGYTNDIEEEMVRAAIEASKRDAEMSNQQLDVNNDLSDPTPQPRQSHLEDAQLAHAVSLSLKTAEQEKAIHELGSKAISEPEGYKPAEEDERGKSITSNGRQFRSEVGSSFVPDEAEDLEEEPLVWRRRKPISSGSETAQDIEEHVVSPLSSPRQHDNLNHSPRNGADFPSDEWGGISSLEHDEAVMLEAALFGGIPEGSGYRLPNAPHQLMQNGVEGPMGPYQWRMPRPPSPSLVAQRLLREQQDDEYHAALQADREKELKAKEEAEAALEEKRQEEEESRRKAEEEKEMERQLAAKEASLPREPTTDNENAVNLVVRMPDGSRRGRRFLKSDRLQYLFDYIDVGRAVKPGTYRLVRPYPRRAFSDGESALSLDELGLSSKQEALYLEMI*

NbL10g21250.1 plant_UBX_domain−containing_protein_8−like [MW = 66.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01239 Protein prenyltransferase alpha subunit repeat

Protein sequence:
MDTGEDKRTRIPFKERTEWADVKPVPQDDGPCPVVPIAYTEDFSETMDYFRAIYLADERSPRALQLTAEAIQLNPGNYTVWQFRRVVLEALGVDLHEELKFVDRIAWENTKNYQIWHHRRWLAEKLGADAVTNELEFTKKIFSQDAKNYHAWSHRQWVLQALGGWENELAYCQQLLEDDIYNNSAWNQRYFVVTRSPLLGGLVAMRELEVSYTVQALRASPENESPWRYLRGLYKNDTQSLGEDPQVASVLLDVLTSKNNHVHALSLLLDLLCHGFEPSEELKSAVDVLTPESCSMDLPLAKRICSILEHADPMRINYWNWRKSTILVQSAKCQNTDRLADLSMQDNL*

NbL10g21180.1 protein_farnesyltransferase/geranylgeranyltransferase_type−1_subunit_alpha [MW = 40.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
IKHPAFSNFPYLRCLLIQFSKTVLDLLKLFSFYLFPSLHVSSTSAFSHYYTLTPFSHSTIKSEFLFLIETLFCVVKMVMQRQENILVTGGAGFIGTHTVVQLLNEGFKVTIIDNFHNSVEEAVDRVRELVGLQLSQNLEFHLGDIRNKDDLEKLFSKRKFVAVVHFAGLKAVGESVDHPFLYFDNNLIGSITLYSIMAKYNCKKLVFSSSATVYGQPEKIPCVEDFELKAMNPYGRTKLFLEEIARDIQKADAEWNIILLRYFNPVGAHESGKLGEDPRGIPNNLMPYIQQVAVGRLPELNVYGTDYPTPDGTAIRDYIHVMDLADGHVVALQRLLKQNDLGCVAYNLGTGKGKSVLEMVAAFEKASGKKIPLKMCPRRPGDATAVYASTEKAEKELGLKAKYGIDEMCRDQWKWASQNPWGYQSNP*

NbL10g21080.1 bifunctional_UDP−glucose_4−epimerase_and_UDP−xylose_4−epimerase_1 [MW = 48.11 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00383 Cytidine and deoxycytidylate deaminase zinc−binding region

PF01872 RibD C−terminal domain
PF08719 NADAR domain

Protein sequence:
MAHLLGGLATPLLCKPINASSFNNNYTSASASSLHALDSLYIKRAAELADKSAGFTAPHPNFGCVIAESNNGGGTVYGEGYLYAEGTIPAEVQAVEAAGERCRGATAYLNMEPGDCHSNSSAVSALIKAGISRVVIGIRNPLQHLRGNAIQALRSEGLQVDVLGEDTQNKIIEEAVKSCLFVNAPLLYRAACQVPFSVLKYAMTLDGKISTTSGHASWISSKKSRTRVFEMRGRSDAVIVGGNTVRRDNPRLTVRHGGSHLPRRIVLSQTLDLPEDAHIWNVSEVPTIVATQRGARRSFQRLLASKGVEVVEFDILDPRDVMGYLYDRGYLSILWECGGTLAASAISSGVIHKVHAFVAPKIIGGKNAPSPVGELGMVEMTQALELIDVCYEQIGPDILVSGFLQPVPDLTPTIPSVEETSAIDPTISPFESSIIFFYKTWDPYGGFSNFSLHPFQMPNENGELVTWSSVEHYYQAQKFVGASDLVAKSCVEEIQCAKSPEEAARIGRRIQRQQPNLVRPDWESVKVDAMYKAIKCKFTTYPYLKSLLLSTAGSVLVEGSPHDLFWGGGRDGEGLNYLGRLLMKLRSEFLGDSSTNQNSLLHQKSENK*

NbL10g21060.1 riboflavin_biosynthesis_protein_PYRR_chloroplastic [MW = 66.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
MSNMGNLRSFVFFLLALVTYTYAATIEVRNNCPYTVWAASTPIGGGRRLDRGQTWVINAPRGTKMARIWGRTNCNFNAAGRGTCQTGDCGGVLQCTGWGKPPNTLAEYALDQFSGLDFWDISLVDGFNIPMTFAPTNPSGGKCHAIHCTANINGECPRELRVPGGCNNPCTTFGGQQYCCTQGPCGPTSFSKFFKQRCPDAYSYPQDDPTSTFTCPGGSTNYRVIFCPNGQGHPNFPLEMPGSDEVAK*

NbL10g21040.1 osmotin [MW − SP = 24.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
TTNLLTKISTKMSHLATCLMFLLLAFVTYTYASGVFEVHNNCPYTVWAAATPVGGGKRLERGQSWWFWAPPGTKMARIWGRTNCNFDGAGRGWCQTGDCGGVLECKGWGKPPNTLAEYALNQFSNLDFWDISVIDGFNIPMSFGPTKPGPGKCHGIQCTANINGECPGALRVPGGCNNPCTTFGGQQYCCTQGPCGPTELSRWFKQRCPDAYSYPQDDPTSTFTCTSWTTDYKVMFCPYGSAHNNNTTNFPLEMPSSTHEVAK*

NbL10g21030.1 osmotin−like_protein [MW − SP = 25.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02441 Flavoprotein

Protein sequence:
MEPMTSEREPVQIHNAPRRPRILLAASGSVAAIKFASLCRSFTEWAEVKAVATKASLHFIDKASLPEDVMLYTDEDEWSTWMKIGDSVLHIELRRWADIMIIAPLSANTLGKIAGGLCDNLLTCIVRAWDYDKPLFVAPAMNTLMWNNPFTEKHLMVIDELGISLIPPVSKRLACGDYGSGAMAEPSLIYQAVRIYYDAQLRSGGSNVA*

NbL10g20870.1 probable_phosphopantothenoylcysteine_decarboxylase [MW = 23.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MTLKLYVDRMSQPSRALLIFCKLNRIDFEEVYINLSKRQHLSPEFKEVNPLKQVPAIMDGRFKLFESHAILRYLACAFPGVADHWYPADLYKRAKVDSVLDWHHSNLRRGAAVYVFSTVLAPAFGLPLNQQAAAEAEKVLLASLAKIESVWLQKKGRFLLGSGQPSIADLSLVCEIMQLEVLDEKDRKRIIGPYKRVLKWIDDTKNAMEPHFGEVHLILFKAKEKFQKQRDAVGSSIPQSSRKLDLHSKM*

NbL10g20860.1 glutathione_S−transferase_T1−like [MW = 28.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04107 Glutamate−cysteine ligase family 2(GCS2)

Protein sequence:
MALMSQAGSSHCIYSEKMKCISGLSSITNNMEMLKMKDICFGNISSRNSAKPMQGIYLGRVGVERRRGRLAIVAASPPTEDAVVAAEPLTKEDLVAYLASGCKSKEKWRIGTEHEKFGFEFGTLRPMKYEQIAELLNGIAERFDWEKVMEGDKIIGLKQGNQSISLEPGGQFELSGAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGTGFQPKWGLKDIPVMPKGRYEIMRNYMPKVGSLGLDMMFRTCTVQVNLDFSSEVDMIRKFRAGLALQPIATALFGNSPFTEGKPNGYLSMRSHIWTDTDNNRAGMLPFVFDDSFGFEQYVDYALDVPMYFVYRKKKYIDCAGMSFRDFMNGKLLPIPGDYPTLNDWENHLTTIFPEVRLKRYLEMRGADGGPWRRLCALPAFWVGILYDELSLQTVLDMTSDWTAEEREMLRNKVPTSGLKTPFRDGLLKHVAQDVVKLAKEGLERRGFKETGFLNEVTEVVRTGVTPAEKLLELYHGKWGRSVDPVFEELLY*

NbL10g20720.1 glutamate−−cysteine_ligase_chloroplastic [MW = 58.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MAENKEEDVKLGANKFRETQPLGTAAQTDKDYKEPPPAPLFEPGELSSWSFYRAGIAEFMATFLFLYITILTVMGLKRSDSLCSSVGIQGVAWAFGGMIFALVYCTAGISGGHINPAVTFGLFLARKLSLTRAIFYMVMQCLGAICGAGVVKGFMVGPYQRLGGGANVVNPGYTKGDGLGAEIIGTFVLVYTVFSATDAKRNARDSHVPILAPLPIGFAVFLVHLATIPITGTGINPARSLGAAIIHNNDHAWDDHWIFWVGPFIGAALAAVYHQIIIRAIPFHKSS*

NbL10g20560.1 aquaporin_PIP−type_pTOM75 [MW = 30.77 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01433 Peptidase family M1 domain

PF11940 Domain of unknown function (DUF3458) Ig−like fold
PF17432 Domain of unknown function (DUF3458_C) ARM repeats

PF17900 Peptidase M1 N−terminal domain

Protein sequence:
MEAPKEIFLKDYKQPDYYFDTVDLKFSLGEESTFVASKIAVSPRVEGQSFPLVLNGQDLKLLSITINGNPLKEEDFHLDSRHLTLKSPPSRKFALEIVTEIYPQKNTSLEGLYKSSGNFCTQCEAEGFRKITFYQDRPDIMAKYTCRIEADKSLYPVLLSNGNLIEQGDLEGGKHFTVWDDPFKKPCYLFALVAGQLASRDDTFTTRSGRNVSLRIWTPAQYLSKTAHAMYSLKAAMEWDEDVFGLEYDLDLFNIVAVPDFNMGAMENKSLNIFNSKLVLASPVTATDADYAAILGVIGHEYFHNWTGNRVTCRDWFQLSLKEGLTVFRDQEFSSDMGSRTVKRIADVSKLRMYQYPQDSGPMAHPVRPHSYIKMDNFYTVTVYEKGAEVVRMYKTLLGSQGFRKGMDLYFERHDGQAVTCDDFFAAMRDANNADFANFLLWYSQAGTPVVKVTTNYNAESRTFSLKFSQEVPPTPGQPAKEPMFIPVAVGLLDSSGKDMPLSSIYHDEKLESFANSGQNVHTTVLRITKKEEEFVFNDISEKPTPSILRGFSAPIRLESDLTDSDLLFLLAHDSDEFNRWEAGQVLARKLMLSLVADFQQNKALVLNPQFVQGIKSILIDSSLDKEFIAKAITLPGVGEIMDMMTVADPDAVHAVRTFIRKQLASELKEELLITVKNNRSSDSYEFDHNNMARRALKNTALAYLGSLEGPEITELLLNEYRNATNMTDQFSALVAIDQQPAIREEILADFYNKWQDDFLVVNKWFALQAMSDAPGNVENVKKLLNHPAFDLRNPNKVYSLIGGFCGSPVNFHCKDGSGYKFLGELVVQLDKINPQVASRMVSAFSRWKRYDETRQSLAKEQLEMILSTEGLSENVFEIASKSLAA*

NbL10g20500.1 puromycin−sensitive_aminopeptidase−like [MW = 100.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGDLYALDFDGVLCDSCGESSLSAVKAAKVRWPSLFIGVDSSLEDWIVDQMHVVRPVVETGYENLLLVRLLLETRIPSIRKSSVAEGLRVEGILDNWAKIKPIIMAEWDEDRDSLVNLFGKVRDEWMDSDLATWIGANRFYPGVPDALKFASSKLYIVTTKQSRFADALLRELAGITIPAERIYGLGTGPKVKVLKLLQEMPEYQGLTLHFVEDRLATLKNVIKESELDGWNLYLGDWGYNTQKEREEAASIPRIRLLGLSDFSNKLK*

NbL10g20150.1 uncharacterized_LOC109231095 [MW = 30.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MASLSLFLKRKSMDVMKVNSRLFSTEALATDSESSFVQRLRDLPKHLPGTNIKSEVSQLIGKTPLVYLNKVSEGCGAYIAVKQEMMQPTSSIKDRPALAMINDAEKKGLISPGKTTLIEPTSGNMGISMAFMAAMKGYKMVLTMPSYTSLERRVCMRAFGADLVITDPTKGMGGTVKKAYDLLESTPNAFMLQQFSNPANTQVHFETTGPEIWEDTQGNVDIFVMGIGSGGTVSGVGQYLKSKNPNVKIYGIEPTESNVLNGGKPGPHHITGNGVGFKPDILDMDIMEEVLMVSSEEAVNMARELALKEGLMVGISSGANTVAALRLANKPENRGKLIVTIHPSFGERYLSSVLYQELRKEAENMQPVPVD*

NbL10g20130.1 bifunctional_L−3−cyanoalanine_synthase/cysteine_synthase_1_mitochondrial [MW = 40.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04667 cAMP−regulated phosphoprotein/endosulfine conserved region

Protein sequence:
MSEMEGVKDQIDGAETPMPSTKQEEEVVKKKYGGIMPKKPPLISKDHERAYFDSADWALGKQGVAKPKGPLEALRPKLQPTNQQTRYRKSPYAPSEGEDGSNMPPEDATANE*

NbL10g20020.1 uncharacterized_LOC107784094 [MW = 12.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MTSSFLTSYAMFTGPVGEDMFHWQATIMGPPDSPYTGGVFLVTIHFPPDYPFKPPKVAFRTKVLHPNINSNGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYETTARSWTQKYAMG*

NbL10g19910.1 ubiquitin−conjugating_enzyme_E2_28−like [MW = 15.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MYEEEIKKIKGPAKMEKKSNCKVCVTGGAGYIGSSLVNKLLDKGYTVHATLRNLEDESKVGLLKSFVGADKRLKLFQADIYKPEEFELAIQGCEFVFHVATPLLHSEGFQYKNRTEATIAAVKKLGMTCLKSGTVKKLIYTASVVAASPLKDDGTNFKDLMDETCWTPLNFSNPYANQGLKEYVESKMLAEKEMLNFGEEGLEVVTLCCGLVGGETYLPYTPTSTALFLSLFTQDKSLYNSLKFLEELIGKVPIVHIEDVCEAHLLSMRAAVNGRFLCASSFISSAEIGCYYQQNYPEFNLNQEYLNDPNREIKWGSKKLVDNGFVYKYGMKEILDDSVSCARKNGAF*

NbL10g19820.1 anthocyanidin_reductase−like [MW = 38.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MTENTEIDDRVDLDDENYSEEDEDPELIEDDGAGEDGDENGEEQSYDSGGGDSGRAESPEADMRDVPEPATDEEKPSASLTEEDKKEHAELLALPPHGSEVFIGGIPRDVSDEDLRDLCEPFGEIHEVRIMRNKDTGESKGFAFVAFTTKDEAQKAIEELHSKEFKGKTIRCSLSETKYRLFIGNVPKSWSDDDFRKVIEGTGPGAETIELIKDPQNPARNRGFAFIEYYNNACADYSRKKMASANFKLEGNSPTVTWADPKITPDHSAAAAQVKALYVKSIPENTSTEQLKEIFQRHGDVTKVVMPPAKSGGKRDFGFVHYAERSSALKAVKDGETYEVNGQVLEVVLAKPQTEKKFDAAAGPHNAMPHPNYIPHPGFGAFPVNPYGHLTAGYGAAAGFQQQPMIYGRGPMPAGMQMVPMVLPDGQIGYVLQQPGVQAPAVRPRRNDRSNGSGGPQGRGGSSGTGDDSNRGRRYRPY*

NbL10g19630.1 heterogeneous_nuclear_ribonucleoprotein_Q [MW = 52.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14159 CAAD domains of cyanobacterial aminoacyl−tRNA synthetase

Protein sequence:
MASTSSPSLSLSSSSTFVDGKTTRKSAAAASSQCVTLPTLPPPPAVQSRAARTTAYCRKIARNVVAMATSTGEVATTTEASSADMATTELPSELLQKIQEAWDKLDDKYAVSSLGVAALLLLWSSTGVISAIDRLPLIPGVLELVGIGYTGWFAYKNLVFKPDREALISKIKDLYKEVIGSS*

NbL10g19560.1 protein_CURVATURE_THYLAKOID_1B_chloroplastic [MW = 19.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00891 O−methyltransferase domain PF08100 Dimerisation domain

Protein sequence:
MESSTKSQIQTQSEEERNCTYAMQLLSSSVLPFVLHSTIQLEVFEILAKANDTNLSASEIVSQMPNCKNPDAATMLDRMLYLLASYSLFTCSIVEKENGGSNRVYGLSQVGKFFVRDEDGASMGPLLALLQDKVFINSWFELKDAVLEGGVPFDRVHGVHAFEYPKSNPKFNDVFNSAMLNHTTVAMKKILENYKGFDNLKTLVDVGGGLGVNLKMITAKYPTIKGTNFDLPHVVQHAPSYPGVEHVGGDMFESVPDGDAIFMKWILHDWSNSHNLKLLKNCYKALQENGKVIVVEAILPVKPDTDTAVIGVSQCDLIMMAQNPGGKERSEEEFRTLATEAGFKGVNLICCVCNFWVMEFFK*

NbL10g19550.1 caffeic_acid_3−O−methyltransferase−like [MW = 40.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MEALRVQSLAEKGEMSVPSQYIQPPESRSQRENPNSNLNPNVKSIPVIDFSNPRTNLLEELRKACKEWGAFHVINHGVPTGLLDDMRRVARTFFEERPMEEKLRYSCDSGSAASEGYGSRMLVASNDTVLDWRDYFDHHTLPVSRRNPSRWPDSPADYRKVVTAYSDHMKALAQELLGLVSESLGLTCQSMENVVGEFYQNITISYYPPCPQPELTLGLQSHSDMGAITLLIQDDVGGLEVFNSGEWVTVNPMSDAICVILADQTEIISNGEYRSAQHRAVTNARKARLSVATFHDPAKTRQISPSPAFHPPKYRPVIYGDYVSSWYTKGPEGKRNLDALLNCQLN*

NbL10g19490.1 probable_2−oxoglutarate/Fe(II)−dependent_dioxygenase [MW = 38.84 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 48 95 142 189 237

Protein length

Gel Slice

3.1 6.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 48 95 142 189 237

Pfam domains

Pfam Description
SP Sequon TM Domain PF05558 DREPP plasma membrane polypeptide

Protein sequence:
MGYWQAKVVPKLKQIFDKNGPKKAAAAEAWKTFDEAKEQYSKEFDEKKTELQPKVVEIYEAAAVEIKTLVKGPKVSGLKKHSTEVQKFLDELVKIEFPGSKVVSEASSNFGPSYVSGPVLFVFEKVSTLIVTEDKKEEEAAIPVAAASEAEATTTAPVEVKEKEIVVEAEAKKEEEPAPAPAPAPAPAPAPAPAPAPAAAPAAEVAPAEVAPAADVAPAKVEEAPAAVAAPEPPKA*

NbL10g19480.1 plasma_membrane−associated_cation−binding_protein_1−like [MW = 24.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
TKAAHAHNTLFSCIIQTYYHRYKISISLLSVSLLSPLLTSSTHIPSRNPLGFNTMQPASSMVPPPMAAAPQYQQQWMPQQPQQAQPAYQVPPPQQSGYYYQQPPQQGGAPPPQQQQQSQYTASAVQPTSADEIRTLWIGDLQFWMDEQYLYNCFAQTGEVVSAKIIRNKQTQQSEGYGFIEFNSHAAAERNLQAYNGTLMPNIEQNFRLNWASLGSGEKRFDNGPEYTIFVGDLAADVTDYMLQETFRANYPSVKGAKIVTDRETGHTKGYGFVRFGDESEQLRAMTEMNGKFCSTRPMRIGPAANKKSAGGQMQASYQTTLGTQNEDDPTNTTIFVGNLDSNVTDDHLRQVFGHYGQLLHVKIPVGKRCGFVQFADRSCAEEALRALSGTQLGGQSIRLSWGRSPSNKQQPQVDPNQYGGYYGYTPGYEAYGYAPPAQDPNMYYAGYAGYGNYAQPPQQQQQMSQQPQ*

NbL10g19370.1 polyadenylate−binding_protein_RBP45−like [MW = 52.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00962 Adenosine/AMP deaminase

Protein sequence:
MDWWVSMPKIELHAHLNGSIRDSTLLELARELGDKGLVCFPDVEHVIVKHDRSLSEVFKLFDLIHILTTDHETVTRITKEVIEDFAAENVVYLELRTTPKKNVSKGMNKRSYIEAVLEGLRAVTTVEVDLLSEPSIDSQANGGIYAQTDGYASNGTERKKIFVRLLLSIDRRESTEAAVETVKLALEMRHQGVVGIDLSGNPIIGEWLTFLPALEFAKEQGLLITLHCGEVPNPVEIHAMLDFLPARIGHACCFEEEEWAKLKSLKIPVEICLTSNIRTETISSLDIHHFADLYYSGHPIVLCTDDSGVFSTSVSGEYSLAASAFGIQKREMFQLARSAIKFIFAGDKVKLELEQLFDLAAKNLEF*

NbL10g19320.1 adenosine_deaminase−like_protein [MW = 40.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKNSLLIFTLLTFFFITITFSFAAQNDNGGGFGFGPGGGFNIPGFGGGGFGGPKGGYAKGGIIRPTVVCKDKGPCLGKKLRCPAKCFKSFSRAGKGYGYGGGGGGCTMDCKKKCVAYC*

NbL10g19110.1 keratin_type_II_cytoskeletal_1−like [MW − SP = 9.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1

Protein sequence:
RIGSSVHKFIGLDVQIIVLGTGKKVFEQEIEQLEVLYPNKAKGVAKFNVPLAHMITAGADFMLVPSRFEPCGLIQLHAMRYGTVPICASTGGLVDTVKEGWIPYGSIQR*

NbL10g19080.1 granule−bound_starch_synthase_1_chloroplastic/amyloplastic−like [MW = 11.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF03571 Peptidase family M49

Protein sequence:
MAAEHHQMPVKEEEYLDVLTKTGEKTGISKPRGDVHRAGDYHRAIHVWIFAESTQELLLQRRADCKDSWAGLWDISSAGHISAGDSSLISAMRELQEELGVTLPKDAFELIFVFLQECTINDGKFINNEYNDVYLVTTIDPIPLEAFTLQESEVSAVKYISLEEYRRVLAQEHPDYVPYDVNEEYGQLFTIIEKRYKENAEARSLTLNKQLNRYASTSISAELTGLTAADKKALTLLVKAATSMDKIFYLQVWYSNPSLRDWLKENADKSQLDKLKWMYYVINKSPWSSLDENEAFLTTADSAVKLLPNATKPVPGWKGLEYRTAFPAAKPPGANFYPPDMDKMEFNLWKDSLQEEKREEAMGFFNVIRRHSESLFEDTISQKTENVTSSSQDLYVVPYSQEYNSLLAEAATLLREAGEMASSSSLKRLLYSKADAFLSNDYYDSDIAWMELESKLDVTIGPYETYEDSLFGYKATFEAFIGVRDDKATAQLKLFGDHLQVLEKNLPMDNIYKSENVTAAPIRVIQLLYNAGDVKGPQTVAFNLPNDERIVKDRGTSMVMLKNVSEAKFKLILKPIADVCIMEEQREFVDFESFFTHTICHECCHGIGPHTIALPNGQKSTVRLELQELHSSLEEAKADIVGLWALRFLMDKDLLPKSLAKSMYVSFLAGCFRSVRFGLEEAHGKGQALQFNYLFEKGAFILRPDETFAVDFEKVEDSVESLSRKILTIQARGDKEAARILLQKYGVMTPPLKRALEKLETVQVPVDIVPDFPIANQILRDIN*

NbL10g18840.1 nudix_hydrolase_3 [MW = 88.9 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00005 ABC transporter

PF00037 4Fe−4S binding domain
PF04068 Possible Fer4−like domain in RNase L inhibitor, RLI

Protein sequence:
MSDQKLTRIAIVSADKCKPKKCRQECKKSCPVVKTGKLCIEVTPAAKIAFISEELCIGCGICVKKCPFEAIQIINLPKDLDKDTTHRYGPNTFKLHRLPVPRPGQVLGLVGTNGIGKSTALKVLAGKLKPNLGRFSNPPDWQEILTHFRGSELQNYFTRILEDNLKAIIKPQYVDHIPKAVQGNVGQVLDQKDERDVMSQLCVDLELNQVLDRNVGDLSGGELQRFAIAVVAIQNAEIYMFDEPSSYLDVKQRLKAAQVIRSLLRPNSYVIVVEHDLSVLDYLSDFICCLYGKPGAYGVVTLPFSVREGINIFLAGFVPTENLRFRDESLTFKVAETPQEAAEEIETYARYRYPTMTKTQGNFKLKVAEGEFTDSQIIVMLGENGTGKTTFIRMLAGLLKPDVVEGSDTDIPEFNVSYKPQKISPKFPSTVRHLLHQKIRDSYMHPQFCSDVMKPLQIEQLMDQEVVNLSGGELQRVALALCLGKPADIYLIDEPSAYLDSEQRIVASKVIKRFILHAKKTAFIVEHDFIMATYLADRVIVYEGTPSIDCVANAPQSLLTGMNLFLSHLNITFRRDPTNFRPRINKLESTKDREQKSAGSYYYLDD*

NbL10g18810.1 ABC_transporter_E_family_member_2 [MW = 68.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MESALKEQRGGESVLDLSPRATPAGGVEDVYGEDCATEDQLITPWTIAVSSGYNLLRDPRYNKGLAFTERERDAHYLRGLLPPVISTQELQEKKIMQSLRQYDVPLHKYVAMMELEERNERLFYKLLIDNVEELLPIVYTPTVGEACQKYGSIFKRPQGLYISLKEKGRILEVLKNWPERSIQVIVVTDGERILGLGDLGCQGMGIPVGKLALYTALGGVRPSACLPITIDVGTNNEQLLNDEFYIGLRQKRATGQEYYDFLHEFMSAVKQNYGEKILVQFEDFANHNAFELLAKYGTTHLVFNDDIQGTASVVLAGLIASLKLLGGSLADHTFLFLGAGEAGTGIAELIALEISKKTKCPVEETRKKIWLVDSKGLIVSGRKETLQSFKKPWAHEHDPVNNLLDAVKSIKPTVLIGTSGVGRTFTKEVIEAMASTNERPLIMALSNPTSQAECTAEEAYTWSEGRAVFASGSPFPSFEYNGKLNIPGQANNCYIFPGFGFGLVMSGTIRVHDDMLLAASEALAAQVTEEHFAKGMIYPPFADIRKISAHIAASVATKAYELGVATRLPRPENLVKYAESCMYTPNYRSYR*

NbL10g18560.1 NADP−dependent_malic_enzyme−like [MW = 65.39 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00264 Common central domain of tyrosinase

PF12142 Polyphenol oxidase middle domain
PF12143 Protein of unknown function (DUF_B2219)

Protein sequence:
MASSSSTLPLCANKTPSSSFTNTNTNTNTSTNSSFFAKRSQLFLHGKRKQNFKFSCNANSGEHDKNLDAVDRRNVLLGLGGLYGAANLVPLATAAPIPPPDLKSCSKAHINDKEEVSYSCCPPIPSYMDSVPYYKFPSMPKLRIRPAAHAVDEEYIAKYQLATSRMRELDKDPFDPLGFKQQANIHCAYCNGAYKIGGKELQVHFSWLFFPFHRWYLYFYERILGSLINDPTFGLPYWNWDHPKGMRIPPMFDREGSSLYDARRNQSHRNGTIIDLGHFGTEVQTTQLQQMTNNLTIMYRQMITNAPCPLLFFGQPYPLGTDPSPGMGTIENIPHTPVHIWVGSRPGENNVKHGEDMGNFYSAGLDPLFYSHHANVDRMWSEWKALGGKRRDLTHKDWLNSEFFFYDENRNPFRVKVRDCLHSKKMGFDYAPMPTPWRNFKPTRKSNAGKVNLSSVPPASKVFPLSKLDRAISFSIDRPSSSRTQQEKNEQEEMLTFNNIKYDDSKYIRFDVFLNVDKTVNADELDKAEYAGSYTSLPHVHGDNVSHVTSVTFQLAITELLEDIGLEDEDTIAVTVVPKTGGEEISIEGVEIKLVDC*

NbL10g18390.1 polyphenol_oxidase_E_chloroplastic−like [MW = 67.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00579 tRNA synthetases class I (W and Y)

Protein sequence:
MEKREEAKEVVEEEEQVVNPWEVSAKDGGKIDYDKLIDKFGCQRLDDSLVQRVQRLTNRPAHVFLRRGVFFAHRDFNDILDAYEKGQKFYLYTGRGPSSEALHLGHLIPFMFTKYLQDAFKVPLVIQLTDDEKCMWKNLSVEESQRLARENAKDIIACGFDVSKTFIFSDFDYVGGAFYKNMVKVAKCVTYNKVVGIFGFTGEDHIGKVSFPPVQAVPSFPSSFPHLFSGNDNIRCLIPCAIDQDPYFRMTRDVAPRIGYHKPALIESSFFPALQGENGKMSASDPNSAIYVTDSAKEIKNKINRYAFSGGQDSIELHRKYGANLEVDIPFKYLGFFLDDDAELERIREEYGSGRMLTGEVKKRLTEVLTDLVERHRRARALVTDEMVDAFMAVRPLPNMFN*

NbL10g18300.1 tryptophan−−tRNA_ligase_cytoplasmic [MW = 45.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MGTIGMKYGIWISMIVGLMVLEKVYGIGANWGTQATHPLPPNIMVKLLKDNGIQKVKVFDADSDIFKALSGSGIEVMVGIPNEMLYSLANSLGAAEKWVEKNISSFVSSNSVDIKYVAVGNEPFLSQFNGTFLSTTFPALQNIQAALIKAGLGNRVKVTIPLNADVYESSNEKPSTGDFRQDIRDLMVNIVKFLNDNGGAFTVNIYPFISLYNDPNFPADYAFFDGYSNAIDDNGKIYNNVFDANHDTLLWALQKNGYPNMSIIIGEIGWPTDGDNNANLKAAQRFNQGFMTHISGGKGTPMRPGPIDAYLFSLIDEDAKSIQPGNFERHWGIFYFDGTPKYNLSLGANNGGLVPANDVRYLARQWCVLSPSASLDDPQLADSVGYACSHADCTSLGHGTSCADLDTRGNISYAFNSYYQENDQLATACKFPNLSMITNTDPSPPGGTCKFKIMIQASRPKSLKSNAFTSKPVNVMLLVIVSLLSVL*

NbL10g18290.1 glucan_endo−13−beta−glucosidase_5−like [MW − SP = 50.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13091 PLD−like domain

Protein sequence:
MRAIIAFLLFLFLTATTVTATAHESSKCKAWLVQSIPTDMPQLAPVSGVLSTADVLQWLAGNSSKSLDIIAQYWQLVPRPSDPRSGDYGYSDEKLRQFGASEGLKVYNALESAANRKLPIRLLQHSGVYPDYTEEPSNLASGRPNVKNVTLLLSDWWGSGVVHAKVWISDSRDVYIGSANNDWKSLTQVKEVGIYLAGCSDIAKKVEIYYDNLWKLAHLDVSAYTRSAWDSQWQINRKVPCWSHYVNSKDRCRSPLPKCMEVAHISGYPVLSDPFMFHIPIETPGVNDSFFHPQPSYLSFAPPELLFGKYYADEQAWVDTIKSVGNGGTVKINTMDWLGQSGYTKETVYWASLSSAISEVVFSKSAKVQILVAKWAHFINNTDQYLKSLLYSNTLCSSSKYNHCSGKVEIKYYIVPGYNSTGPAALNGAATGNMYPGYTRVNHGKYAVSDTRAHISTSNLVWDYFYTTAGVSFGTYQPAIVLQLQEIFNADWNSPYAVPVEPLEEGHACSS*

NbL10g17910.1 phospholipase_D_Z−like [MW − SP = 54.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14249 Tocopherol cyclase

Protein sequence:
MLQTQLTPLKSCTTMENMYDFSTISSISQPKKNLGFSWTVTNSATSVTNRKILSLAKFKNLSTSSSTLKLQCQKSSHACVLKAVAGADSSVEMTKEENREAVKPVYSSTPSNRPLRTPHSGYHFDGSSREFFEGWFFKVSIPECRQSFCFMYSVENPAFPKKLSSFEELQYGPRFTGVGAQILGPDDKYICQYTQESSNFWGSRHELMLGNTFIAQNSARPPNKEVPPQEFNRRVVEGFQVTPLWHQGSIRNDGRTDYTEIVETASWEYSMRPIYGWGDVNSKQKSTAGWPAAFPVFEPHWQICMAAGLSTGWMEWDGQRYEFQNAPSYSEKNWGGAFPRKWFWVQCSVFEGAIGDVALTAGGGLRQLPGLSQTFENAALIGIHYGGVFYEFVPWNACVSWEIAQWGKWHIFGENETHTVELEATAEDPGTTLRAPTDEMGLAPACRDTCFGDLRLRLWERKSNGSKGKVILDVTSNMAGLEVGGGPWFNTWKGKAQMPEIVSRAINVPVDLDAIFGLTPFLKPPGL*

NbL10g17900.1 tocopherol_cyclase_chloroplastic [MW = 58.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00378 Enoyl−CoA hydratase/isomerase

PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain
PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MLFILFLHINTTYISNHSHNKPNSFNQNYKAQERRLNLCEEIKEMAKKASINMEIGNDGVAVITMLNPPVNALTLSAIEELTRCYQEAIDSDSVKAIVLSGADGRFCGGLDISVVENVHKHGDISLLPDASIGLVVNKMENGKKPSVAAIQGFALGGGLELAMGCSARIATAKADLGLPELKLGVIPGCGGTQRLPRLVGTSKAVDMLMSSKTITSEEGKELGLIDAIVSSEELLAVARCWALDIVEGRQPHCNSLEKTDKLGPKDESLEILKSARQRYRAPHYSACLDAIEEGIISGGYSGVLKEDKVFKELVLSNTAKGLLHVFLAERSTSKVPGVTDIGLKPRRIEKVAVVGGGLMGSGIATALIMSNMNVVLKEINHEYLLKAVKSVEANLQGLVTRGQLNQDKMKRTLSLLKGTLDYEDLKDVDMVIEAVNEVVSLKQSIFEDIEKVCSSDCIFASNTSTISLDVIGERTSSQDRILGIHLFSPAHVMTLVEIVRTENTSPQVIVDVIRFTKTMKKVPIVVKNCTGFAVNRSFFPYMQGPDLLANLGVDIFRVDRVITEFGMRLGPFQLQDLSGYGIFLAGVKEFVAAFPDRAFQSPLVQLMVENGREGKKNGKGYYTYKKGSKPEADHSVIQVVEESMRFTNIAPGGKPISVTDEEILEMIFFPVVNEACRVIEEGIVVRASDIDIASVHGFKFPSETGGIMFWADTIGSEYIYSKLKTWHETYGDFYKPSTFLEQRAAKGLPLGGSC*

NbL10g17850.1 peroxisomal_fatty_acid_beta−oxidation_multifunctional_protein_AIM1−like [MW = 82.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MGCSARIATPRAELGLPELKLGIIPGCGGTQRLPRLVGTSKAVDMLMSSKIITSEEGKELGLISEVVSSEYLLTVSRLWALDIAEGRQARINTLQRTDKIEPIHESSAILETARQKVLKTSPSMPHYKACLDVIEVGIISGGYAGVLKEDKVLRELVLSKSSRALLHVYFAERATSKVPGITDCQLEHRKIEKVAVIGGGLMGSGIATALIISFVHVILKEIDYNCLQKSLKSVEVNLQSLVKGGHLVEEKMKKAFSFSKVL*

NbL10g17840.1 peroxisomal_fatty_acid_beta−oxidation_multifunctional_protein−like [MW = 28.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10255 RNA polymerase I−associated factor PAF67

Protein sequence:
MAASYEYVDGGFQQQPDSAGYDPNFVPDSVKSFVVHLYRHIREKNVYEIHQMYESSFQTLSERMFKETPWPSVDAVAPYVDNDHVFCLLYREMWFRHLYARLSPTLKQRIDSWDNYCSLFQVVLHGVVNMQLPNQWLWDMVDEFVYQFQAFCQYRAKMKNKTAEEIALLKQYDQAWNVYGVLNFLQALVEKSTIIQILEREKEGLEEFTATDGYDYSGGSNVLKVLGYFSMIGLLRVHCLLGDYHTGLKCLRPIDITQQGVYTSVIGSHITTIYHYGFANLMLRRYVDAIQEFNKILLYIYKTKQYHQKSPQYEQILKKNEQMYALLAISLSLCPQLKLVEETVNSQLREKYGEKMARMQRYDDEAFALYDELFSYACPKFITPSAPSFEEPLVNYNQDAYRLQLKLFLYEVKQQQLLAGVRTFLKVYSTISLGKLANYMGVDEPTLRTILLTYKHKTHAVDSDGKITSNADVDFYIDEVRNTCYVNIWFFFVYLLLSLLCNNCLTTIFIKHNLDIVSEVVVVFLVGLIQDNAFLSISGIVNRLLASMFTVSQEMQAITVARFS*

NbL10g17810.1 eukaryotic_translation_initiation_factor_3_subunit_L−like [MW = 65.69 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

PF05383 La domain
PF08777 RNA binding motif

Protein sequence:
MAKTLNEETIKKVIRQVEFYFSDSNLPKDGFLKKTVDESEDGLVSLALICSFARMRSHLGLGASKLEEISDDTIQAVAEALKASSFLKISEDGKRVGRVTELSKPEEVIEQIDVRTIAASPLEYSVKLEDVESFFGQHGKVNSVRLPRHVADKRMFCGTALVEFASEEDAANVVKQNLVYEGVELELKPKKDFDVERANEEKEVEHNRPHLGPNSKNSAKPEPDYPKGLIIAFMLKKKSSTEQNGNHQTAAESASAPETEGNKETTKDNVEVTEESVSEDKDEDNNEKGDEKDADNGSGETVVHNPEAVEKSMDSPTEEDDQAPAEEKLSIAACKDNMDIVMREDLKSVFQKFGTVKFVDFTIGSESGYIRFENEGAAQKARAAGVLAEEGGLTVKNYIAALDPVTGDAEKEYWSMFRNYQDKRRDFNKGNRGRGGRYNRGGKHSRPRGNDLGGRPNKFQKVRT*

NbL10g17780.1 la_protein_1 [MW = 51.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05670 NFACT protein RNA binding domain

Protein sequence:
MVFYFKARSESGDYTIFMGLDKYENEELIKYGFPEDIWFHVDKMSSAHVYLRLNKGQTFDDIPEGVLEDCAQLVKANSIQGNKVNNVDIVYTPWQNLKKTASMDVGQVSFHNPKMVRTVKVEKRINEIVNRLNRTKVEKKPDLKAEREAVNAAERAERKQQLREKKRREEMDRLEKERQAEMRSYKNLMVADKMTSNKDIASTNKSLQELEEDFM*

NbL10g17770.1 coiled−coil_domain−containing_protein_25 [MW = 25.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01907 Ribosomal protein L37e

Protein sequence:
MGKGTGSFGKRRNKTHTLCVRCGRRSFHIQKSRCSACAYPAARLRKCMCCFSLFGSPFFILIFACWNWYYREIFQCWKSMYYLVDYELVCFGLEKGLSLFK*

NbL10g17660.1 uncharacterized_LOC109213855 [MW = 11.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03181 BURP domain

Protein sequence:
MELKLLHILTYLSLALVASYAALPASSGQTYWNTKLPNTPMPKAIKDSLQPTGLTEEKSTSVEVGKGGVNVNTGKGHSGRGGTNVNVGHKGVGVNTGGGTHVGVGKGGVGVTTPGHHGKPPVYVGVHPGPSPFVYNYAAKDDQLHDNPNVALFFLEKDLHQGSNMNLQFVKTTNNAATFLPRQVANSIPFSSNEMPEILNQFSVKPDSEEAEILKQTVQECEEPGIKGEEKYCATSLESMVDFSTSKLGNKVQPVSTETEKETQMQKYTILGTKKMGNGKSDAVVCHKQNYAYAVFYCHKTETTQSYMVSLVGADGTKAKAVAVCHKNTSAWNPKHLAFKVLKVTPGSVPVCHFLPEDHIVWVPKN*

NbL10g17630.1 BURP_domain_protein_RD22 [MW − SP = 37.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01152 Bacterial−like globin

Protein sequence:
MQSLQEKASEWSGVDTDDAFAIDETNLFEKLGLQTFINLSTNFYNRVYDDEEEWFRSIFSNLSKEDAIRNQYEFFVQRMGGPPLYSQRKGHPALIGRHRPFPVTHKAAERWLQHMQLALDSVTVIDEDSQN*

NbL10g17590.1 two−on−two_hemoglobin−3−like [MW = 15.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01196 Ribosomal protein L17

Protein sequence:
MTKFRKLNRPTGHRMSMLRTMVSQLVKHERIETTVAKAKEVRRLADNMVQLGKEGSLSAARQAAAFVRGDDVIHKLFTELAYRYKDRAGGYTRMLRTRIRVGDAAPMAYIEFIDRENELRQSKPPNPQPPQRPAMDPWTRSRLSRQFAPPKEEKSSDSDI*

NbL10g17500.1 50S_ribosomal_protein_L17−like [MW = 18.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MATALLSSPPLPLSSSSNHSILPTRLKNQSKILWKQKKCGKIRDCSEFCKKPALEYEISRRDLAFIALSSSLSLIFPLSGFSAEVESKMGSFVDDVNSYSYLYPIELPSKKFVFKWVETRKPERYSSAAPLSPDARLRIVSERVDIIDNLIISVSIGPPNSQFLKSEEKSTWTAKDVADSVLSDKSALRVTSTQRLAESSLLDAHTSEIDGEPYWYYEYLVRKSPTKTAQETNLFRHYAASTAERDGYLYTFSASTLGKQWDRMGPFLQKSVASFRLLPPTESYVPPYKDPWRFW*

NbL10g17410.1 psbP_domain−containing_protein_5_chloroplastic [MW = 33.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MEITTSMAISRMLNKQLFPFLIICIAVAVAAITATATNTAAATAADATVTCNTVYDSLEPCLGYVLGGASVPPECCSGLKSLLSAARTRTDRQSACQCVKSVASSATGDQISRAASIPGICKAKVPFKISANVDCSKIK*

NbL10g17260.1 non−specific_lipid−transfer_protein_1−like [MW − SP = 10.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MAISKMQKVSACLFLLCMVVISFSSPHAEAAISCSTVYSNLAPCLSYLIGSSKQAAPSGCCSGIQSLYTTARTTVDRQSVCSCLKAGAASLGNSIDANKAAILLNKCGVTVPYKISPNIDCSKVQ*

NbL10g17250.1 non−specific_lipid−transfer_protein_1−like [MW − SP = 9.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01494 FAD binding domain

Protein sequence:
MDLQRRGRKEMEKPKAVIVGGSIGGICSAHALIRAGWEVVVIEKTPAPPTGSPTGAGLGIDPFSRQIIQSWLQQPNLLQQTTLPLTVDQNQATDGETKVSQMLARDEHFNFRAAYWADLYSLLYGALSLDIVFWGYLFLSFSMYDDKSKVRVETKVLQTGITIEIVADLLIAADGCLSSIRQSFLPGLKLRYSGFCAWRGVLDFSDKKHSEAIISLKKLYPDLGKCLYFDLSSGTHSVFYELLNQRFNWIWYINQPEPNLKGNSVTMKVNENSIQNMHEEAEKTWAPELVRVIKEIKEPFLNVIYDCDPLEQIFWDKVVLIGDAAHPTTPHGLRSTNMSIVDAAVLGKCLEKWGVENLNSALEEYQSIRLPVASKQVLHSRRLGRIKQGLSLSDRLSFDPKTASSEDCEELQQKNMPYFYDIPSILK*

NbL10g17230.1 6−hydroxynicotinate_3−monooxygenase [MW = 48.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03330 Lytic transglycolase

Protein sequence:
MSKPLPLLLQWLSLFLIFSQLFYASQADLGTASQYSPPYTPSVCFGSDSTQFPSSNFFAAAGEGIWDDGAACGRQYLISCISSILPRACKSGETIQIKIVDRAQTVASNPTRQGTTIVLSNAAFAAIADSNALSLNIDFQQV*

NbL10g17200.1 EG45−like_domain_containing_protein [MW − SP = 12.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MKGLIAKTNLLLEMEHSLMSTRSYFLLFSSSTFLLILLSISVEKSHALEAKETIESHFHTLQLTSLLPSSSCNTATKGKRRGASLEVVNRQGPCTQLNQKGAKAPTLTEILAHDQARVDSIQARVTDQSYDLFKKKDKKSSNKKKSVKDSKATLPAQSGLPLGTGNYIVNVGLGTPKKVLSLIFDTGSDLTWTQCQPCVKSCYAQQQPIFDPSASKTYSNISCTSTACSGLKSATGNSPGCSSSNCVYGVQYGDSSFSVGFFAKDTLTLTPKDVFDGFMFGCGQNNRGLFGKTAGLIGLGRDPLSIVQQTAQKFGKYFSYCLPTSRGSNGHLTFGNGNGIKTTKAVKNGITFTPFASSQGATFYFIDVLGISVGGKALSISPMFFQNAGTIIDSGTVITRLPSTAYSSLKSTFKQFMSKYPTAPALSLLDTCYDLSNYTSISIPKISFNFNGNANVELDPNGILITNGASQVCLAFAGNADDDSIGIFGNIQQQTLEVVYDVAGGQLGFGYKGCS*

NbL10g17060.1 aspartyl_protease_family_protein_At5g10770−like [MW = 54.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00006 ATP synthase alpha/beta family, nucleotide−binding domain PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
MVTIRADEISNIIRERIEQYNREVKIVNTGTVLQVGDGIARIHGLDEVMAGELVEFEEGTIGIALNLESNNVGVVLMGDGLLIQEGSSVKATGRIAQIPVSEAYLGRVINALAKPIDGKGEISAYEFRLIESAAPSIISRRSIYEPLQTGLIAIDSMIPIGRGQRELIIGDRQTDKTAVPTDTILNQQSQNVIYFYVAIGQKASSVAQVVTTLQERGAMEYTVVVAETADSPATLQYLAPYTGAALTEYFMYRERHTLIIYDDPSKQAQAYRQMSLLLRRPPDREAYPGDVFYLHSSLL*

NbL10g16970.1 ATP_synthase_subunit_alpha_chloroplastic [MW = 32.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MMKNSKMKGLSLLLLLLCAIFSISLSLTDGLLKNGNFEMPLAKGDLNGTVVLKHNAIPEWSISGFVEYIKAGQKQGDMLLLVPEGYAAVRLGNEASIKQVLNVTKGMYYSLTFSAARTCAQEERINVSVTPDFGLLPIQTLYSSSGWDSYAWAFQAEFSQVEILLHNPGAEEDPACGPLIDSIAIRSLYPPRATNNNLLKNGDFEEGPYIFPNTSWGVLVPPNIEDDHSPLPAWMVESLKAVKYLDSDHFSVPQGKRAVELVAGKESAVAQVARTTIGKMYELSFKVGDASNSCEGSMIVEAFAGRDTLKVPYESKGKGGYKRAVLRFKAAANRTRIMFLSTYYHTRSDDFVSLCGPVVDDVKLLSVRNPRRFL*

NbL10g16940.1 uncharacterized_LOC109237937 [MW − SP = 38.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MATLSIPRKYHSLYILFQFFLLIQTKVLCYQYKVGDLSAWNVPSSANKDVYTKWSKNHVFKIEDSIMFLYPPSEDSVIQVTKANYNSCNLKNPILYMNNGNSLFNITKPGEFYFTSGAEGHCEKSQKLHISIPGGNGTTYEEDSPAFAPSADSPAYPTVFGSIPVQSANQSSSGKLPISIFAAIGSLFFTLLIRSTIF*

NbL10g16820.1 early_nodulin−like_protein_1 [MW − SP = 18.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01138 3' exoribonuclease family, domain 1

Protein sequence:
METDRKDGRTANQLRPLACTRNVLNRAHGSASWSQGETKVLAAVYGPKAGTKKNENPEKACFEVIWKPKTGQIGKAEKEYEMILKRTVQSICVLNVHPNTTTSIIIQVVNDDGALLPCAINAVCAALVDAGIPLKHLAVAICCSLAESGHILLDPSKLEEQNMKAFVYLVFPNSTLSVLPEESLKVRGEATEHGLITSFTHGVMSVDDYIRCLERGRAATGKLSDFLRRSFQSQVQSDSSKLG*

NbL10g16800.1 exosome_complex_exonuclease_RRP46_homolog [MW = 26.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MIVFTRPYFLRKALGLFLLGQRGGGILKIRVVMESTLKEISSNGDSVLDMKDKCGVAGGVEDMYGEDRATEDQPITPWTFSVASGYSLLRDPHYNKGLAFTEQERDAHYLRGLLPPTVLSQELQEKRLIHNLRQYQVPLQRYMAMMDLQERNERLFYKLLIDHVEELLPIVYTPTVGEACQKYGSIFRRPQGLFISLKEKGKILEILKNWPEKSIQVIVVTDGERILGLGDLGCQGMGIPVGKLSLYTALGGVRPSVCLPITIDVGTNNQKLLDNEFYIGLKQKRATGQEYVELLEEFMSAVKQNYGEKVLIQFEDFANHNAFDLLAKYRTTHLVFNDDIQGTASVVLAGLIASLKLLGGTLADHTFLFLGAGEAGTGIAELIALEITKRTSVPLEEARKKIWLVDSKGLVVSSRLESLQPFKKPWAHGHEPVKELIDAVKAIKPTVLIGTSGVGKTFTKEVIETMASLNPKPLIMALSNPTSQAECTAEEAYTWSKGHAIFASGSPFDPFEYEGRTFVSGQANNAYIFPGFGLGIIMSGTIRVHDDMLLAASEALAAQVTEEDYLKGRIYPPFTNIRRISAHIAAEVAAKAYELGLATRLPRPTDLEKYAESCMYTPVYRTYR*

NbL10g16490.1 NADP−dependent_malic_enzyme−like [MW = 69.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MDQYEKVEKIGEGTYGVVYKARDRVTNETIALKKIRLEQEDEGVPSTAIREISLLKEMQHANIVRLQDVVHSEKRLYLVFEYLDLDLKKHMDSSPEFSKDPRLVKMFLYQILRGIAYCHSHRVLHRDLKPQNLLIDRRTNALKLADFGLARAFGIPVRTFTHEVVTLWYRAPEILLGSRHYSTPVDVWSVGCIFAEMVTQRPLFPGDSEIDELFKIFRVMGTPNEDTWPGVTTLPDFKSAFPKWPSKDLAAIVPNLDGAGLDLLDKMLRLDPSKRITARNALEHEYFKGIGYVP*

NbL10g16470.1 cell_division_control_protein_2_homolog_A [MW = 33.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALTLLLFLVFFVNPLSISAYSDDDSEVILFHQDYSPPAPPPPPPHPPSVSCEDDLGGVGSLDTTCKIVSNVNITKSVYIEGKGNFYVLPNVTLNCTFTGCEIGINVTGNFTLGENSVILVGTFQLVADNATFSNSSAVNTTGLAGSAPAQTSGTPQGVEGAGGGYGGRGACCLTDGKKIQEDVWGGDAYGWSTLQMPWSYGSKGGTTSKVADYGGGGGGKIMLLVDKFLEVNGSVLADGGDGGVKGGGGSGGSIYIKAYKMTGNGRISACGGDGFAGGGGGRVSVDIFSRHDEPEIFAYGGSSRGCPENAGAAGTFYDNVPRSLTVSNHNKSTFTDTLLLDLPQPLLTNVYIRNHAKAAVPLLWSRVQVQGQISLLCNGALSFGLARYAMSEFELLAEELLMSDSVIKVFGALRMSVKMFLMWNSRMIIDGGGDQNVETTMLEASNLIVLKESSQIRSNANLGVHGQGSLNLSGPGDAIEAQRLVLSLFYSVNIGPGSVLRGPSRNATADAVIPKLNCDSPGCPFELLHPPEDCNVNSSLSFTLQICRVEDILVEGLIEGSVVHFHRARTVDVQPYGIISTSGMGCIGGVGKGSVLSNGLGSGAGHGGEGGYGYYSGSCIGGGITYGDPNLPCEPGSGSGNSSLAGSTAGGGVLVMGSWEHPLTYLSVKGKVDSDGDSFEESFRKKGYLTRDQYIGPGGGSGGSILLFLKSLHLGESGTMSSLGGSSSSSGGGGGGGGRIHFHWSDIPTGDVYLPIATVNGSIYTRGGLGGEQGGSGGSGTLSGKPCPKGLYGIFCEECPLGTFKNVTGSDRALCVSCLSDELPRRAVYISVRGGVTERPCPYKCVSERYHMPHCYTALEELIYTFGGPWLFVLLLLGLLILLALVLSVARMKFVGVDELPGPAPTQQGSQIDHSFPFLESLNEVLETNRVEESQSHVYRLYFFGPNTFSEPWHLSHTPPQQIKEVVYEGAFNTFVDEINTIAAYQWWEGAVHSILCILVYPLAWSWKQWRRRMKLQRLREFVRSEYDHACLRSCRSRALYEGLKVAATPDLMLAYLDFFLGGDEKRSDLPPSLHQRFPMSLLFGGDGSYMAPFSLNNDNVITSLMSQSVPPTTWYRLVAGLNAQLRLVRRGRLSTMFRPVLRWLETFANPALRVYGIRVDLALFQATTDSCTQFGLSVCVIEEETGLVSFEGLDEGSRSEHLSSDSNTDIQNSPRYLRDESNLRGDDKNTVKRKFYGGILDINSLKMLKEKRDLFYVLSFLIHNTKPVGHQDLVGLVISILLLGDFSLVLLTLLQLYSISLADVFLVLFVLPLGILFPFPAGINALFSHGQRRSAGLARVYAMWNITSLINVIVTFVCGYAHYSTQSSRKLPYFQPWNMDESEWWIFPFALVLCKCIQLQLVNWHVANLEIQDKSLYSNDFELFWQS*

NbL10g16320.1 uncharacterized_LOC109241480 [MW − SP = 151.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01650 Peptidase C13 family

Protein sequence:
MIVRYVVSAVLIIGLSILAAVNGRDVLKLPSEALKFFGGVYDDDSIGTKWAVLVAGSRGYWNYRHQADVCHAYQLLKKGGLKDEHIIVFMYDDIAHNPENPRPGVIINSPNGDDVYKGVPKDYTGHHVTANNVLAVILGDKAALSGGSGKVVESGPNDHIFIFYSDHGGPGVLGMPSGPYLYADDLIDALKRKHASGTYKSLVFYIEACESGSIFEGLLPEGLNIYATTASNAEEDSWGTYCPGDYPGPPPEYQTCLGDLYAVSWMEDSEKHNLHTETLGMQYELVKRRTANSFPYASSHVMQYGDLKLMDDPLSLYMGTNPANDNYTFLDENSSLLSAKPVNQHDADLLHFWDKFLKAPQGSVRKVEAQKQLTEAMSHRMHIDDSIALVGKLLFGSEKSPEVLIRVRPTGEPLVDDWDCLKSFVRTFETHCGSLSQYGMKHMRAVANICNSGIKMEQIAKASAQACLSILSYSWSSLDEAFSA*

NbL10g16150.1 vacuolar−processing_enzyme−like [MW − SP = 50.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MEACCGAAIMGSVQQPVWVKSSAFPSKGAAGIPARVKLCSVKPCRASPIEGSLLTGSPTSSVGARSSFEDYGLSEADLDVCTIIDKEKKRQFRSLELIASENFTSRAVMEAVGSCLTNKYSEGLPGKRYYGGNEYIDELETLCQERALAAFSLDGKQWGVNVQPLSGSPANFAVYTAVLNPHDRIMGLDLPHGGHLSHGFMTPKRRVSATSVYFESMPYRLDESTGILDYEMLEKTANLFRPKLIIAGASAYPRDFDYPRLRKIADAVGAFLMMDMAHISGLVAASVLANPFEYCDIVTTTTHKSLRGPRGGMIFFKKDPVLGVDLESAINNAVFPGLQGGPHNHTIGGLAVCLKHAKSAEFKAYQNQVVSNCRALASRLTELGYKLVSGGSDNHLVLVDLRPLGTDGARVEKILDMASITLNKNSVPGDKSALVPGGIRIGSPAMTTRGFTEKEFVAVADFIHEGVQITLEAKKSVSSTKLQDFMKFVTAPDFNLIDNVLDLQKRVEAFTSQYPLPGL*

NbL10g16050.1 serine_hydroxymethyltransferase_3_chloroplastic−like [MW = 56.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10604 Polyketide cyclase / dehydrase and lipid transport

Protein sequence:
MSRSQVPHGLNEEEFIELEPLIHNYHTFDHLPNTCTSLITQRIEAPTNVVWPFVRRFDNPQKYKHFIKSCKMTGDGGVGSMREVSVVSGIPALTSTERLEILDDEKHILSFKVVGGEHRLNNYRSVTSVNEFKKNGKPYTIVLESYIVDIPEGNTGEDTKMFTDTVVKLNLQKLGVVAMAALHGHE*

NbL10g15970.1 abscisic_acid_receptor_PYL2−like [MW = 20.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02347 Glycine cleavage system P−protein

Protein sequence:
MERARKLANRAILKRLVSESKQSRANEIPSSAALYRPSRYVSSLSPYTFQARNGKTMLHGNGNFNKQHVRSISVEALKPSDTFPRRHNSATPQEQTQMAEFCGFSSLDSLIDATVPQSIRIESMKFSKFDEGLTEAQMIEHMSKLASMNKVFKSYIGMGYYNTFVPPVILRNIMENPAWYTQYTPYQAEISQGRLESLLNYQTMITDLTGLPMSNASLLDEGTAAAEAMAMCNNIFKGKKKTFLIASNCHPQTIDICKTRADGFGIKVETVDLKDIDYKSGDICGVLVQYPGTEGEILDYGEFIKNAHAYGVKVVMASDLLALTMLKPPGEFGADIVVGSAQRFGVPMGYGGPHAAFLATSQEYKRMMPGRIIGVSVDSSGKPALRMAMQTREQHIRRDKATSNICTAQALLANMAAMYAVYHGPEGLKTIAQRVHGLAGTLAAGLKKLGTVEVQDLPFFDTVKVKCADAKAIADVAYKNEINLRVVDNNTITVAFDETTTLEDVDNLFKVFALGKPVTFTAQSIAQEVENLIPSGLVRETPYLTHQIFNSYHTEHELLRYLHKLQSKDLSLCHSMIPLGSCTMKLNATTEMMPVTWPNFTNIHPFAPTEQAAGYQEMFKDLGDLLCTITGFDSFSLQPNAGAAGEYAGLMVILAYHVARGDHHRNVCIIPVSAHGTNPASAAMCGMKIVAVGTDAKGNINIEELRKAAEANKDKLAALMVTYPSTHGVYEEGIDEICKIIHDNGGQVYMDGANMNAQVGLTSPGFIGADVCHLNLHKTFCIPHGGGGPGMGPIGVKKHLAPFLPSHPVVPTGGIPSPDKSEPLGTISAAPWGSALILPISYTYIAMMGSKGLTDASKIAILNANYMAKRLEKHYPVLFRGVNGTCAHEFIIDLRGFKNTAGIEPEDVAKRLIDYGFHGPTMSWPVPGTLMIEPTESESKAELDRFCDALISIREEIAQIEKGNADINNNVLKGAPHPPSMLMADAWVKPYSREYAAFPAPWLRNAKFWPTTARVDNVYGDRNLICTLLPVSQMVEEEAAANA*

NbL10g15890.1 glycine_dehydrogenase_(decarboxylating)_mitochondrial [MW = 113.89 kDa]
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1 97 193 289 385 482

Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MAHLLSTTCSLDISSSNKLHFKSINQCSTPIPTSFNMGISFSPLKKLSLQRKKSAQYVVRASAVSTSQEATTQNISGFQQSTDAASTRKKVMVIGGDGYCGWATALHLSNKGYEVAIVDNLIRRLFDHQLGLDSLTPISSIHNRIRHWKSLTGKDIQLFVGDICDFDFLAEAFKSFEPDAVVHFGEQRSAPYSMIDRSRAVFTQHNNVIGTLNVLFAIKEFREECHLVKLGTMGEYGTPNIDIEEGFITITHNGRTDTLPYPKQASSFYHLSKVHDSHNIAFTCKAWGIRATDLNQGVVYGVRTDETAMHEDLVNRLDYDAVFGTALNRFCVQAAVGHPLTVYGKGGQTRGYLDIRDTVQCVEIAIANPAKPGEFRVFNQFTEQFSVNELAALVAKAGEKLGLEVKTISVPNPRVEAEEHYYNAKHTKLIELGLQPHLLSDSLLDSLLNFAVQYKDRVDTKQIMPSVSWKKIGAKPKTVAA*

NbL10g15840.1 UDP−sulfoquinovose_synthase_chloroplastic [MW = 53.35 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
MVKFTAEELRHIMDYKHNIRNMSVIAHVDHGKSTLTDSLVAAAGIIAQEVAGDVRMTDTRADEAERGITIKSTGISLYYQMTDDSLKNFKGERNGNEYLINLIDSPGHVDFSSEVTAALRITDGALVVVDCVEGVCVQTETVLRQALGERIRPVLTVNKMDRCFLELQVDGEEAYQTFSRVIENANVIMATYEDPLLGDVQVYPEKGTVAFSAGLHGWAFTLTNFANMYASKFGVDESKMMERLWGENFFDPATKKWTTKSTGSATCKRGFVQFCYEPIKQIINTCMNDQKDKLWPMLQKLGVTMKSEEKELMGKALMKRVMQTWLPASTALLEMMIFHLPSPSTAQKYRVENLYEGPLDDQYANAIRNCDPEGPLMLYVSKMIPASDKGRFFAFGRVFAGKVCTGMKVRIMGPNYVPGEKKDLYVKNVQRTVIWMGKKQETVEDVPCGNTVAMVGLDQFITKNATLTNEKEVEAHPIRAMKFSVSPVVRVAVQCKLASDLPKLVEGLKRLAKSDPMVLCSIEESGEHIIAGAGELHLEICLKDLQDDFMGGAEIIVSDPVVSFRETVLEKSSRTVMSKSPNKHNRLYMEARPLEEGLAEAIDDGRIGPRDDPKVRSKILSEEFGWDKDLAKKIWCFGPETTGPNMVVDMCKGVQYLNEIKDSVVAGFQWASKEGALAEENMRGICFEVCDVVLHADAIHRGGGQVIPTARRVIYASQLTAKPRLLEPVYLVEIQAPEQALGGIYGVLNQKRGHVFEEMQRPGTPLYNIKAYLPVIESFGFSGTLRAATSGQAFPQCVFDHWDMMSSDPLEAGTQAHQLVLDIRKRKGLKQTVTPLSEFEDKL*

NbL10g15720.1 elongation_factor_2 [MW = 93.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03641 Possible lysine decarboxylase

Protein sequence:
MESNNRSKFKRICVFCGSNPGHRKVFSDAAIDLGNELQVSRKIDLVYGGGSVGLMGLISKRVYEGGCHVLGVIPKALVPIEISGESVGDVKIVSDMHERKAEMASQADAFIALPGGYGTMEETLEMITWAQLGIHKKPVGLLNVEGYYNSLLTLFDNGVEEGFIKPGARDIVLAAPTAEELLSKMEQYTPSHDHVAPHDSWKMEELAYPKEQSP*

NbL10g15690.1 cytokinin_riboside_5'−monophosphate_phosphoribohydrolase_LOG8−like [MW = 23.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain

Protein sequence:
MASSGEPELEKKEVEEEVVEENPSAAADDEDTGAQVAPIVKLQEVSVSTGEENEDVLLDLKSKLYRFDKEGNAWKERGAGTVKLLKHKETGKVRLVMRQSKTLKICANHLVLPTMSIQEHAGNEKSCVWHAADFADGELKEETFCIRFASIESEYSVYASFGFCCSVFS*

NbL10g15540.1 ran−binding_protein_1_homolog_c−like [MW = 18.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00995 Sec1 family

Protein sequence:
MSMSDSDTSSQGSDYKYFRQVSRDRLLYEMLRSAKSKDSKSAWKVLIMDKLTVKIMSYPCKMADITEEGVSLVEDIYKRRQPLPSMDAIYFIQPTKENVVMFLSDMAGKSPLYRKAFVFFSSPIAKELVSYIKRDSSVLSRIGALREMNLEYFANDIQCFTTDNERALEELYGDEEGSRKGDLCLNVMANRIATVFASLREFPYVRYRAAKSLDPTTMTTFRDLIPTKLAAAVWNSLTKYKSTLPHFPQTETCELLILDRSVDQIAPIIHEWTYDAMCHDSLNMEGNKYVHEVPGKAGGPPEKKEVLLEDHDPIWLELRHAHIADASERLHEKMTNFVSKNKAAQMHQSSRGGGQLSTRDLQKMVQALPQYSEQIEKLSLHVDIAGKLNRIIRESSLKEIGQLEQNLVFGDAGTKDLINFLKMDVTRENKLRLLMIYAAVHPEKLESDKLSKLMELARLPQDDMNAVYNMRLLEGSSDNKKSSLGPFSLKFDVHKKKHAARKDRTDEAATWQLSRFYPMIEELVEKLSKGELPKNDYPCMNDPNPTFHGTSQSASVQANQVPTPHSMRSRRTATWARPRNSDDGYSSDSILRHASSDFKKMGQRIFVFIVGGATRSELRACHKLTTKLKREVVLGSSSLDDPPQFITKLKLLTADELSLDDLQI*

NbL10g15520.1 SNARE−interacting_protein_KEULE [MW = 75.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MDRSMVQEIVEKQVLTVAKAVEEKLDDELHALERLDLDDLEVLRERRLKQMKKMAEKRSRWISLGHGEYSEIPTEKEFFSVVKASDRVVCHFYRDNWPCKVMDKHLSILAKQHIETRFVKIHAEKSPYLAEKLRIVVLPTLALVKHAKVEDYVVGFDELGHTDEFSTEELEERLAKAEVIIFEGESSKLKSKAPSKSVRQSANPDSSDSE*

NbL10g15500.1 thioredoxin_domain−containing_protein_9_homolog [MW = 24.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MHRFKQSLHFIKPNAYRCFSTQLENAGPMATHLKTRSVIRFSGPDTVKFLQGLVTNDVRRLGDPQDQDRTTLTSSNVPFVSVPPVYAALLTPQGRFLYDMFLYRPPRPDEKLDRTGSGPGPGPGELELFADVDDSEFDELLLILKKYRLRSKVDIESVADDFCCWQRFGQNLDQKSSVEPEAASLGWGGGFDRSGQSSAQGNNRGWLWYRDPRLDCLGFRGIFPSNITPPLVEADKETNEENYLLWRLEKGVAEGSAEIPKGEAVPLEYNLAGLNGISFDKGCYVGQELIARTHHRGVIRKRLLPLKFVNDSGKEVEQKVAPRSEVVDASSGKKAGTVTTALGSRGLGLLRLDEAFKGSLTIRDLDDVKVQAIKPEWWRAEWLLDHQGQTAAA*

NbL10g15460.1 putative_transferase_CAF17_homolog_mitochondrial [MW = 43.82 kDa]
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1 88 175 262 433

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF13181 Tetratricopeptide repeat

PF17830 STI1 domain
PF18253 Hsp70−interacting protein N N−terminal domain

Protein sequence:
MEPAKLNELKQFVEQCKSNPSILSNPSLSFFRDYIESLGGKLPPSAYDTGDYKAKSHVVDESDDEVGDDENDAHAKGAVEEDEEPEIIESDIELDESDTVEPDNDEPQKMGDPSVEVTEEARDASQESKAQAMEAISEGKLEDAIEHLTKAVFLNPTSAIMYAARASVYIKMKKPNAAIRDANAALEINPDSAKGYKSRGIACAMLGKWEEAAKDLHLASKLDYDEEISAVLKKVEPNAHRIEEHHRKYDRLRKEREDRKNERERQRRKAEAQAAYEKAKKQEESSASRRAGAMPGGFPGGMPGDLPGGMPGGFPGGMPGGFPGGMPGGFPGGMPGGSPGAMPGGSPGAMPGGFPGAMPGGFPGAMPGGMPGNMDYRKILNDPELMAAFKDPDVMAALQDVMKNPANLAKHQANPKVAPIIAKMMSKFAGSN*

NbL10g15350.1 FAM10_family_protein_At4g22670−like [MW = 46.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAAIFSISFASSAIGAHFHRTKFNRPKTFVNPIRCAGRLEWDPEGVLGAPQTGHIARLEFKRRLEQDAAAREEFERQVREERERRRVLRESRVIPDTVEELVEYFLDTEAQEIEFEIARLRPRLNKEFFDHLQVEVGKLRFSMTKTQEVEDRLIELEALQKALHEATEAYDKMQADILATKKNLTDILTSKDVKATLLDLVERNELNRPLLTLLDENIATAHSVNQKQAAEYMEKLRGLVLKYLTV*

NbL10g15330.1 uncharacterized_LOC107808286 [MW = 28.56 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
MAAESVTRMSSAASSLCNFNGSQRPMPISNRVSSSSRRNRSVKVQSLASEFIGSFKLCSVSASISSRLYQKPKKNGFSVFAMAAAEEGKRTVPLKDYRNIGIMAHIDAGKTTTTERVLYYTGRNYKIGEVHEGTATMDWMEQEQERGITITSAATTTFWNKHRINIIDTPGHVDFTLEVERALRVLDGAICLFDSVAGVEPQSETVWRQADKYGVPRICFVNKMDRLGANFFRTRDMIVSNLGAKPLVIQIPIGAEDNFKGLVDLVKMKAIVWSGEELGAKFSYEDIPADLQELAEEYRALMIETIVELDDDAMENYLEGVEPDEETIKKLIRMGTIGGSFVPVLCGSAFKNKGVQPLLDAVVDYLPSPVDLPAMQGTDPENPEVTIERAASDDEPFAGLAFKIMNDPFVGSLTFVRVYSGKLSAGSYVVNANKGRKERIGRLLEMHANSREDIKTALTGDIVALAGLKDTITGETLADPDKPVVLERMDFPDPVIKVAIEPKTKADIDKMATGLIKLAQEDPSFHFSRDEEINQTVIEGMGELHLEIIVDRLKREFKVEANVGAPQVNYRESISKNSEVKYVHKKQSGGSGQFADITVRFEPMETGGGYEFKSEIKGGAVPKEYIPGVMKGLEECMSNGVLAGFPVVDVRAVLVDGSYHDVDSSVLAFQLAARGAFREGMRKAGPQLLEPIMKVEVVTPEEHLGDVIGDLNSRRGQINSFGDKPGGLKVVDALVPLAEMFNYVSTLRGMTKGRASYVMQLANFDVVPQHIQNQLAKKEETAAA*

NbL10g15310.1 elongation_factor_G−2_chloroplastic [MW = 86.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00515 Tetratricopeptide repeat

PF13181 Tetratricopeptide repeat
PF13414 TPR repeat

PF13432 Tetratricopeptide repeat
PF17830 STI1 domain

Protein sequence:
MADEAKAKGNAAFSACNFTDAITHFTEAIILSPNNHVLYSNRSAAYASIGKYSDALSDAQKTVDLKSDWAKGYSRLGAAHLGLHHYDEAVSAYKKGLEIDPNNEALKSGLSDAQAAQARSRGPASSANPFGDAFSGPEMWAKLTADSSTRAYLNQPDFVNMMKDIQKNPSNLNLYLKDQRVMQALGVLLGVKLSTRMPEEEDAEMPEPSPERKRPAEEEKKRPEPEPEPEPVEVSEEEKEIKERKAKAQKEKEAGNAAYKKKDFETAIQHYSKAIELDDEDISFITNRAAVYLEMGKYEGCIKDCDQAVERGRELRSDFKMIARALTRKGTALAKMAKSSKDFEVAIEVFQKALTEHRNPDTLKKLNDAEKARKELEQQEYFNPQIADEEREKGNQFFKEMKYPEAVKHYTESIKRNPKDPRAYSNRAACYTKLAALPEGLKDAEKCIELDPTFVKGYTRKGAVQFFMKEYEKAMETYQEGLKHDPQNQELLDGVKRCVEQINRGSRGDLTPEELKERQAKGMQDPEIQNILTDPVMRQVLTDFQENPKAAQDHMKNPLVMNKIQKLINAGIVQVK*

NbL10g15300.1 hsp70−Hsp90_organizing_protein_2 [MW = 65.01 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MASCTQSFQITLVCIFLLMGLCFAGDPFKFFNFEVSYIEASPLGVPQQVIAINGKFPGPTMNVTTNDNVVVNVKNKLDEDLLLHWSGVQQKKTTWQDGLPGTNCPIPSRWNWTYQFQAKDQIGSFFYFPSLHFQRASGGFGGITINNRDEIPIPFDFPYDDITIMIGDWYTRNHTALRNTLLAGKNLGKPDGVLINGKGPYRYNDTIVPDGIDYETITVHPGKTYRIRVSNVGISTSLNFRIQNHNLLLAEAEGSYTVQQNYTSLDIHVGQSYSFLVTMNQNASSDYYIVASARFVNQSQWQRVTGVGILKYTNSKGKAHGPLPEPPQDEFDKTYSMNQARSIRWNVTASGARPNPQGSFRYGSINVTEIYVIQNTPPTMVDGKRRTTLNGISFVNPKTPIRLADKYKLKGVYKLDFPTAPLTGPPKMETSVINGTYRGFMEIILQNNDTKVHTYHMSGYAFFVVGMDYGVWSNSSRGTYNKWDGIARTTTQVFPGAWTAILVSLDNVGIWNLRTENLDSWFLGQETYIRVVNPEPSNKTEMPMPDNALFCGQLSKLQKPQDISSATSIRGNRSRFIFAMLLLVSTIFSVFH*

NbL10g15230.1 monocopper_oxidase−like_protein_SKU5 [MW − SP = 63.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03016 Exostosin family

Protein sequence:
MTPLITTYFITLFLIVFFIFTCRANSQDSDLETDCTNKWIHIRHLPPQFNLDLLSNCSEYPLSDNFCPYLPNHGLGQKTHNKSHSWYRTDPFMLELVFHRRMLEYPCLTSDPSHANAIYVPYYGGIDSLKYLFGPEVNSSFQHGLDLYDFLAHVDSPNIWSRNYGHDHFLVMARSAWDFSQPLYNDPIVFGTSFLELPEFYNVTALTLEGRAYPWQEQAIPYPTSFHPPNLAFFESWVNRVRRSRRNTLMLFAGGGGISANPYIRRSIRLECENVTSMSANGTGYQKLCEFVDCSNGICEHDPIRFMKPMLQASFCLQPPGDIPSRRSTFDGILAGCIPVFFEDLSAKKQYGWHLPAEKYEEFSVTIPKEDVVFKGLKVFDVLTSIPRAQVRRMREKVLEMMPRVMYRKHGSSLGLRSKKDAFDIAIEGTLERIKSRLQEVAAQ*

NbL10g15170.1 probable_xyloglucan_galactosyltransferase_GT19 [MW − SP = 48.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain

Protein sequence:
MSDCKNQDPRIHAIQSRIRVVPDFPKPGIMFQDITTLLLDPKAFKDTIELFLERYKDKNISVVAGIEARGFIFGPPIALAIGAKFVPLRKPNKLPGKVFKQEYDLEYGSDCLEMHIGAVEAGERALVVDDLIATGGTLRAAMNLLERAGAEVVECACVIEIPDLKGKEQLNGKPLYVLVESQ*

NbL10g15150.1 adenine_phosphoribosyltransferase_3 [MW = 20.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
MATTQLTASSICAKGFVSFEGLRSNGSVKVASFAPLKQNTRSFRSLVVKAATTVAPKYTTLKPLGDRVLVKIKTAEEKTVGGILLPVTAQSKPQGGEVVAVGEGRSAGKTKVDISVKTGAQVVYSKYAGTEVEFDGSKHLILKEDDIVGVLETDDIKDLQPLNDRVLIKVAEAEEKTAGGLLLTEAAKEKPSIGTIIAVGPGPLDEDGNRKPLSVSPGNTVLYSKYAGSEFKGADGSDYITLRASDVMAVLS*

NbL10g15080.1 kDa_chaperonin_chloroplastic−like [MW = 26.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04614 Pex19 protein family

Protein sequence:
MATDHSDDLDQLLDSALDDFQSLNLASGSQRSGVGEDKKDSSLMPGKVQGLGMTLPDRNAKKKGKQKASAESKDSHVAEALDKLREQTREAVKGLESVAGPRHGVDNLGNDAMMEEWVKQFEELSGSQDMESIVETMMQQLLSKEILHEPMKEIEERYPKWLEDNKAKLSTEDYGSYRHQYELIRDLNKVYETEPSNFNKIVELMQKMQECGQPPNDIVHELAPDFDISSLGQLSPEMLEGQQNCCVM*

NbL10g14910.1 peroxisome_biogenesis_protein_19−1−like [MW = 27.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05641 Agenet domain

Protein sequence:
MDYNDNDYQSHLTGEDSSKVSSVLHPYALPKFDFDDSLQGHLRFDSLVENEVFLGIPTQEDNQWIEDFSRGSSGIEFSSSAADSCSIPRRNNVWSEATSTESVEMLLKSVGQEEMVPGDTIIEESDAGNELSCLIQPVESNLTLDDNRDNVKESSSAAPADESVEFPVTFSKCERAEREGKHIACAAEMQVLERIADRCSDIAGERCSEVTAEEKSQNEINSIDENVGEAKTSQDEFLPDKSDRHPSVPVIQSAINECLTDARPVSVEILDSQHNLTSCHSGNTSGLPSEHHKPEEKQISVSKENSTGDEKLCGSGVESETCTSNASPISLAASKLEVVKELPTDTGTIKLQESCMQRNECSLTVDGCKEDASSAEPPEICRLVTVSSKASEDKLQAEGNSILCEDEEASISQCLDSRDTEDQEKGSKGQMEVSAVQISDGLSTCNEKEENILESHIPLNLGMSEACTISELSEPSKPNNDNGNCTYSLEGPSNIQEASISAELIVERPVPENLETGNDADRVSKGDACAGDRTSSSVPVGSMGTCGESFPCVVDVDTTNEGVSSGKEKEEVLPVENERERSCEPDHGVRSSSVGEEPGKISDQGHGSQFEPSALIKQASNAGFEGGSLISGGTTVSVPLPSGRGAIATDIVNHDEKLKPVSVLMGSEHLAEKEKMEVVPSVEAQVPTLKESIAGRPGPLSADEKDASGVCHIDIAPVIVDQNSSIQGNPDTASYVEQAAIAEANSECCRHVEACAMNSGSTIKEGDDAEAAALARNQEIIVETVELGKVGVQESSDVIGGPKHDSAAFVSRSALSPSEKKTAEVRSIAVGENVAPLVDTIEISGKVQSTSISSGENASTKADRSFTFDVSPLVVNAKGEADKSITSTQASQLTELKAGDGLLLTSGSKQTDTKIVQEISLVSPLVTDKMAQSGGAKGERKARRGSSKSSKENPKKGNQVKEINSLKQLDRRDKSGALFSPSVAAQKLQIEAGNNERNITKSNGVVSFPTSSLPDLNTSSTASVLFHQPFTDLQQVQLRAQIFVYGSLIQGAAPDEACMISAFGTSVGGRGLWDSAWCACVDRIHGQRSHIGNNETPSHSRSEMRNAGPRTPDQATKQVMHQNKVTTPAAGRVSGKAINSHVVSPIIPLSSPLWNMPTPSCEGLPSSGMARGAVIDYKALSPMHPYQTPPIRNFVGHAASWLPQAPFPGSWVASPQTSAFPALPVTEPVKLTPVKESSLSISAGAKHGTPVSVAHAGESGILAGASPRDEKNASVLPADQKSRKRKKASGTENRAHKSLGGTSSESVPAPAVCTQLSSKAPASDNFGQSSSVAVAPLVAQNQTGPASAPILGHFSTSVVIAPLSSSALIKNSDIPIISTPSSTDLSKRELLGKKAFASEYLGKVEESKLRAEEAAASAASAVSHCQDVWSQLDKQKNSVLVADVEVKLTSAAASVAAAASVAKAAAAAAKIASNAAMQAKLMADEALIACGVGNPDQSTAVSFPNMNNLESATPASILKGREVSNSSGSIIFAAREAARRRIDAASAASKNAENWDAIVKAAELAAEAVSHAGKIVAMVDPLPLSHLVEAGPDNYWKVSQAPSGHGGKTKKVSGDESGISIVEKIPGIFSKRSEGPSDEDTTPACEPTGVSGNVAEENVRNEEVIQTPVTGVEKDVRGAKGHSMPEMSKTAGLNADSRLASHDVEARGDAASSKMQEGSLVEVFKDSDDGKRAWYSAKVLTLKNGKALVCYTDHESDEGLEQLKDWVPLDADSDGTPRIRPAHPVTALQGAKKRRRAAVKEYTWYVGDRVDSWIDYRWREGVIAEKNKRDETTFSVNFPAYGDTAVVRAWHLRPTLVWKDGEWVEWSRSRHDFLSQGDTPKEKRIKLGNPASEDTGNDSLLVPVTNEPTALLPLSVNEKTFNIGSNKNDNKPNTLRTMRSGLQKEGSKVFGVPKPGKKRKFMEVSKHYVSDRTTKSDTAHGSAKFTKYLMPRATGAGEWKNSSRIDPKEKQATEARQKPSKPNKFPSSNRNLKDNSITSAGDASGAVGDAVKYNKSEGQQPNVVSSVANAEGGAEGPMKFSSEALPANIAKKASTSSYRGEGMKKKIPVSRMKSSNVEVKDTLIHEANEPRRSNRRIQPTSRLLEGLQSSLIISKLPSISHDKGNRSHSSGATR*

NbL10g14800.1 uncharacterized_LOC107802887 [MW = 231 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01756 Acyl−CoA oxidase

PF02770 Acyl−CoA dehydrogenase, middle domain
PF14749 Acyl−coenzyme A oxidase N−terminal

Protein sequence:
MEGVDYLADERRKAEFDVNEMKVVWAGSRHNFELSDRISKLVANDPGFSKEGRTMLPRKELFKNTLRKAAYAWKRIIELRLSEEEAAKLRHFVDEPAFTDLHWGMFIPAIKGQGTDEQQKKWLPLAYKMQIIGCYAQTELGHGSNVQGLETTATFDPQTDEFVVHSPTLTSSKWWPGGLGKVSTHAVVYARLITNGKDYGINGFIVQLRSLEDHKPLPGVTVGDIGMKFGNGAYNTMDNGVLRFDHVRIPRDQMLMRVSQVTREGKYVQSDVPRQLLYGTMVYVRQTIVADASSALSRAVCIATRYSAVRRQFGSQNGGQEIQVIDYKTQQSRLFPLLASAYAFRFVGEWLKWLYTDVTQRLQANDFSTLPEAHACTAGLKSVTTTATADGIEECRKLCGGHGYLCSSGLPELFAVYVPACTYEGDNIVLLLQVARFLMKTVSQLGSGKKPVGTISYMGKIEHLMQCRSDVKQAKDWLKPSVVLEAFEARAARMSVACAQNLSKFDNPEEGFAELAADLAEAAVAHCQLIVVSKFIEKLQQDIPGKGVKQQLEVLCGIYSLFLLHKHQGDFLGTGYITSKQASLANDQLRALYSQLRPNAISLVDAFNYTDHFLDSILGRYDGNVYPKLYEAAWKDPLNQSDIADGFHEYIRPLLKQQLRAARL*

NbL10g14700.1 peroxisomal_acyl−coenzyme_A_oxidase_1 [MW = 74.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04774 Hyaluronan / mRNA binding family PF09598 Stm1

Protein sequence:
MATLNPFDLLGDDAEDPSLFIAQKEAAPVAAAPKKAPAKAQVQPAKPVAKFPSKPLPPSEAVRESKFEGQRGGGRGGPRGGGRGRGGRGRGFNQDFAEGENTFGSDNGFSGVYKAPGDGESGRSFERRGSGYGGPRGEFRGGRRGGFNNEEGAEGDRPRRVYDRRSGTGRGNDFKREGAGRANWGTPTDEIAPETEEPVTEGEKIVDPEKPAGEEDAGDAKKDSSAAEPEEKEPEEKEMTLEEYEKLLEEKRKALLAQKPEERKVNLDKEFESMQLLSNKKNEDDIFIKLGPEKDKRKEAVEKAKKTQSINEFLKPAEGENYYRGRGRGGRGRGGYGGNGGNNYSVEAPKIEDVGQFPSLGAK*

NbL10g14380.1 plasminogen_activator_inhibitor_1_RNA−binding_protein−like [MW = 39.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01245 Ribosomal protein L19

Protein sequence:
MGSVVLPQALFVVPRNPTIFTPKKLAFSACVSRRPSQLNLSLFSHNSMGLGSKWESRSFVVRAEAEADSQGESEAAAETEEVVIAETAVATEERPPFKPRAKLGDIMGILNKQAIEASDAIRPIPDIRTGDVVEIKLEVPENRRRLSIYKGIVISKQNAGIHTTIRIRRIIAGIGVEIVFPVYSPNIKELKVVKHRKVRRARLYYLRDKLPRLSTFK*

NbL10g14310.1 50S_ribosomal_protein_L19_chloroplastic−like [MW = 24.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MEEKYELLKELGAGNFGVARLVKDKKTKELFAVKYIERGKKIDENVQREIINHRSLGHPNIIRFKEVLVTPSHLAIVMEYAAGGELFARICSAGRFSEDEARFFFQQLISGVSYCHAMEICHRDLKLENTLLDGSASPRVKICDFGYSKSGLLHSQPKSTVGTPAYIAPEVLSRKEYDGKIADVWSCGVTLYVMLVGAYPFEDPEDPKNFRKTIGRIMSAQYSIPDYVRISADCKNLLSQIFVANPSKRITIPEIKKHPWFLKNLPKDLMDGKRSKFEEASEQQQQSVEEIMRIIQEAKIPGEVSKPEGQATAGTTEQDDTEDDLESEIDSSNDFAVYV*

NbL10g14060.1 serine/threonine−protein_kinase_SAPK3−like [MW = 38.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09412 Endoribonuclease XendoU

Protein sequence:
MEGLVKGLLNVALGNDENDDRNNQSGDRDERSRSTWAQVVSGDQEDEEISSDHKHGYDREEGRYGRNEEWKSSESGPHMMPQKASPQGYERNDDERQDNFNQKEDEGNNDGWETVQKKPTKRHQKVKMDNWDNYKMPVDEQEYSNEVEYGVDMEPSEEELSDLSRACNKLWELDLNRLVPGKDYQIDCGEGKKVYQKEDMAEGCLFSWLSDDVFNKPTYSRFCSLLDNYNPHQGCKENVTSQEKQEQTAFIEEISRTAPIKYLHKYLSLKRVVSGDYEEFKRMMTHLWFDLYSRGGTSASSSAFEHVFVGEIKEHGEKSVSGFHNWLQFYLEEAKGSVDYQGYIFPRRRGEIPDSETQLLTIQFEWNGVLKSVSSSLIGVSPEFEVAIYTLCFFVGGEENHVEIGPYPVNIKCYRLGDNIGSAFPVAEC*

NbL10g13930.1 poly(U)−specific_endoribonuclease−B [MW = 49.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase

Protein sequence:
MESRKEGYRGAGKQKKVKIVFVIGGPGCGKGTQCKRIAQQFGYTHLSVGELLRQEINSGSETGSMIQKIMKEGKLVPSDVTVRLLQQAMQGMDSDKFLIDGFPRNEENVKTFENLTKMEPEFVLYLDCPQDEMERRLLSRNEGREDDNTETIRKRFKVFLESTLPAVEYYESKGKVKKVDAGKSVDEVFESIKSILSRKRG*

NbL10g13830.1 UMP−CMP_kinase_3−like [MW = 22.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MTAPAGENTIESSSSLARLAPLQAVLFDVDGTLCDSDPLHYYAFREMLLEIGYNGGVPVDEDWFVKTIAGKHNDDIAAALFPDDLERGLKFCDEKEAMFRRLVKEQLKPIDGLYKVKKWIEDHGLKRAAVTNAPRLNGELIIEILGLKDFFDVVIIGSECERAKPFPDPYLKALELLKVSKDHTFIFEDSVSGIKAGVAAGMSVVGLATRNPPHLLMEAKPAFLIKDYEDPKLWADLEEIDKKSGAGKATV*

NbL10g13800.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_Sgpp [MW = 27.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00408 Phosphoglucomutase/phosphomannomutase, C−terminal domain

PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I
PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
PQKVIDPIFPLHLLILMTDNLKGVKQKRKKQTRKQHQLKHIASAQRRMNEKQQSLLLESAARFPPPKGVKLSYGTAGFRTDASLLESTVFRVGVLAALRSLKTASVIGLMITASHNKVSDNGIKVADPSGGMLTQDWEPFSDAIANAPDPHSLLQLITEFVKKEEIGFEGRQPAEVLLGRDTRPSGEALLDAAKQGITSIVGAIGTDMGVVTTPQLHWMVRARNRGLEASESSYFHQLSTSFRCLMDLKPEGISKNGSDATLVVDGADGVGGEKLEQFKKMLTGLCIEVRNRGDGILNEGVGADYVQKEKVAPRSFGTADAGLRCASLDGDADRLVYFSVLSNENNKIELVDGDKILSLFALFIKEQLIILNEGEDKKGNDSYQVRLGVVQTAYANGPSTDYLKEMGLEVVLTPTGVKYLHEKAAEFDIGIYFEANGHGTILFSEAFLCWLEVSHKTLLSTSEGSAKQKAASRLLAVSQLINQAVGDALSGLLLVEVILKYMGWSIHRWNELYHDLPSKQLKVKVVDRTAVVTANAETVAVQPIGIQEAINVEIAKYRRGRCFIRPSGTEDVIRVYAEATSQDAADALASSVAKLVDQYLGFSSS*

NbL10g13710.1 phosphoacetylglucosamine_mutase [MW = 65.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
LILAPKGYTTPFPWPKSRDYAYYANVPYKHLTVEKAVQNWVQFQGNVFKFPGGGTMFPKGADAYIDELASVIPIKSGMIRTALDTGCGVASWGAYLLKRNILAMSFAPKDNHEAQVQFALERGVPAVIGVFGSIHLPYPSRAFDMSHCSRCLIPWASNEGMYMMEVDRVLRPGGYWILSGPPLNWKTYHKVWNRTIADVKAEQKRIEDFAELLCWEKKYEKGDVAIWRKKINGKSCSRRKSTNICQTKDTDNVWYKKMDACITPYPDVQSSDEVAGGELKKFPARLFAVPPRVANEMVPGVTIESYQEDNKLWKKHVTSYKRIVSLLGTTRYHNIMDMNAGLGGFAAALDSPKLWVMNVVPTIAENTLGVVYERGLIGIYHDWCEGFSTYPRTYDLLHANRLFTLYQDKCEFEDILLEMDRVLRPEGSVILRDGVEVLNKVRKIAAGLRWETKLVDHEDGPLVPEKIFVAVKQYHVEGDDNQNTQNDE*

NbL10g13680.1 probable_methyltransferase_PMT14 [MW = 55.45 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 64 127 190 313

Protein length

Gel Slice

4.1 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 64 127 190 313

Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
FQLKKLHFSSSREKMERMASSIPKFLLIIALIAVLFSLTQAEIQGSFDDNFSKSCPETHFKTSEDGQIWYLSLDKKAGCGFMTKQKYRFGWFSMKLKLVGGDSAGVVTAYYMCTEDGAGPTRDELDFEFLGNRTGEPYTIQTNVYKNGTGNREMRHILWFDPTEDFHTYSILWNTHQIVFFVDRVPIRVYKNANYTNNFFPNEKPMYLFSSIWNADDWATRGGLEKTNWKNQPFVSSYKDFSVDGCQWEDPFPTCVSTTTKNWWDQYDSWHLSNDQKMDYAWVQRNLVTYDYCQDTERFPKKPEECWLNPWE*

NbL10g13550.1 probable_xyloglucan_endotransglucosylase/hydrolase_protein_8 [MW − SP = 32.06 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 103 205 307 409 512

Protein length

Gel Slice

3.2 4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 103 205 307 409 512

Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain

Protein sequence:
MEKGNSSAVARGRLAVLSAHLAASVNLSDSKLLETSVVSATSVVAPPPNLKGALTIIDERTGKRYPVQVSQGGTIKATDLKKITAGQNDKGLKLYDPGYLNTAPVRSSICYIDGDAGILKYRGYPIEELAEGSSFLEVAYLLMYGNLPSENQLADWEFTVSQHSAVPQGILDIIHSMPHDAHPMGVLVSAMSALSVFHPDANPALRGQDIYKSKQVRDKQIVRILGKAPTIAAAAYLRMAGRPPVLPSNNLSYAENFLYMLDSLGNRSYKPNPRLARVLDILFILHAEHEMNCSTAAARHLASSGVDVYTAIAGAVGALYGPLHGGANEAVLKMLSEIGSVENIPEFIEGVKNRKRKMSGFGHRVYKNYDPRAKVIKKLADEVFSIVGRDPLIEVAIALEKAALSDEYFVKRKLYPNVDFYSGLIYRAMGFPTEFFPVLFAVPRMAGYLSHWRESLDDPDTKIMRPAQVYTGVWMRHYMPLKERSPYTETDKLGQVSVSNATKRRLAGSGA*

NbL10g13460.1 citrate_synthase_glyoxysomal−like [MW = 55.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MNPEYDYLFKLLLIGDSGVGKSCLLLRFTDDTYLESYISTIGVDFKIRTVEQDGKTIKLQIWDTAGQERFRTITSSYYRGAHGIIVVYDVTDQESFNNVKQWLSEIDRYASDNVNKILVGNKSDLTANRVVSYETAKAFADEIGIPFLETSAKDATNVEQAFMAMTSAIKNRMASQPTNNSAKPPTVNIRGQPVTQSGGCCSS*

NbL10g13430.1 ras−related_protein_RABD2a−like [MW = 22.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MEQTFIMIKPDGVQRGLVGEIIGRFEKKGFSLQGLKLITVDRAFAEKHYADLSAKPFFNGLVEYIVSGPVVAMVWAGKGVVTTGRKIIGATSPLESAAGTIRGDYAIDIGRNVIHGSDSVESAEKEIALWFPEGVAQWQSSLHSWIYE*

NbL10g13420.1 nucleoside_diphosphate_kinase_1−like [MW = 16.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family

Protein sequence:
MIEVVLNDRLGKKVKVKCNEDDTIGDLKKLVAAQTGTRADKIRIQKWYNVYKDHIALKDYEIHDGMGLELYYN*

NbL10g13330.1 ubiquitin−like_protein_5 [MW = 8.5 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00626 Gelsolin repeat

PF04810 Sec23/Sec24 zinc finger
PF04811 Sec23/Sec24 trunk domain

PF04815 Sec23/Sec24 helical domain
PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MATEMAQPDAEGIDGVRMTWNAWPRTKVESSKCVIPIATSIHLIRPHTDLPTLSYPPLKCKTCSSVLNPFARVDFQALIWICPFCFQRNHFPHHYSGINETNVPAELYPQFTTIQYTLHNPNANPTQNPNPVDFSISPIYLFVLDTCVLEEELEFAKSAFKRAIGMLPDNAMVGFISYGTQVQVHELGFSDMSKVYVFRGSKELSKDHVLDQLGLGSSVGGRRAGPGPVGAPSIGVTRFLLPASECEYTLNSLLDELSTDQWPVPQGNRALRCTGVALSVAAGLLGACLAGAGARIVALVGGPCTEGPGAIVSKDLSEPVRSHKDLHKDAAPFFKKAVNFYEELAKQLVSQGHVLDVFASALDQVGVAEMKVAIEKTGGLVVLAESFGHSVFKDSFKHIFEDGEQSLGLSFNGTLEINCSKDIKIQGIIGPCTSLEKKGPAVSSTVIGEGNTTAWKLCGLDKNTCLTVFFDVSSSEKSDPSGNQNPQLYIQFLTSYQSHDGQTKLRVTTITRRWVDAAVSTEELVQGFDQEAAAVVMARLASYKMEVEEDFDATRWLDRNLIRLCAKFGDYRKDDPSSFTLNPSFSLFPQFMFHLRRSQFLQVFNNSPDETAYFRMLLNREGISNAAVMIQPTLTAFQFNSLPAPALLDVASIAADRILLLDAYFSVVIFHGMTIAQWRNMGYQNQPEHQAFAQLLQVPHDEAQAIIRERFPVPRLVVCDQHGSQARFLLAKLNPSATYNNANDMAAGSDVIFTDDVSLQVFFEHLQRLAVQSS*

NbL10g12800.1 protein_transport_protein_SEC23−like [MW = 85.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00670 S−adenosyl−L−homocysteine hydrolase, NAD binding domain PF05221 S−adenosyl−L−homocysteine hydrolase

Protein sequence:
MALLVEKTTSGREYKVKDMSQADFGRLEIELAEVEMPGLMACRTEFGPSQPFKGAKITGSLHMTIQTAVLIETLTALGAEVRWCSCNIFSTQDHAAAAIARDSAAVFAWKGETLQEYWWCTERALDWGPGGGPDLIVDDGGDATLLIHEGVKAEEEYAKSGKLPDPSSTDNAEFQLVLTIIRDGLKTDPLKYTKMKERLVGVSEETTTGVKRLYQMQANGTLLFPAINVNDSVTKSKFDNLYGCRHSLPDGLMRATDVMIAGKVALVAGYGDVGKGCAAALKQAGARVIVTEIDPICALQATMEGLQVLTLEDVVSDVDIFVTTTGNKDIIMVDHMRKMKNNAIVCNIGHFDNEIDMLGLETFPGVKRITIKPQTDRWVFPDTNSGIIVLAEGRLMNLGCATGHPSFVMSCSFTNQVIAQLELWKEKSTGKYEKKVYVLPKHLDEKVAALHLGKLGARLTKLSKDQADYISVPVEGPYKPPHYRY*

NbL10g12780.1 adenosylhomocysteinase−like [MW = 53.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
PLNFLSFISSSPIFFCPFNFPLMDPVSVWGNEPLSAVDPEIHDLIEKEKRRQSRGIELIASENFTSFAVIEALGSALTNKYSEGIPGNRYYGGNEYIDIIENLTRSRALTAFHLDPTKWGVNVQPYSGSPANFAAYTAVLNPHDRIMGLDLPSGGHLTHGYYTSGGKKISATSIYFESLPYKVNSTNGYIDYDRLEEKALDFRPKLIICGGSAYPRDWDYKRFREIADKCGALLLCDMAHISGLVAAQEAADPFEYCDLVTTTTHKSLRGPRAGMIFYRKGPKPPKKGQPEDAVYDFEDKINFAVFPSLQGGPHNHQIGALAVALKQAATPGFKAYAKQVKANAVALGNYLMSKGYKLVTGGTENHLVLWDLRPLGLTGNKVEKLCDLANITVNKNAVFGDSSALAPGGVRIGTPAMTSRGLVEKDFEQIAEFLHRAVNITLNIQKEYGKLLKDFNKGLVNNKEIEELKADVEKFSSSFDMPGFKLSEMKYKD*

NbL10g12770.1 serine_hydroxymethyltransferase_4−like [MW = 54.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00572 Ribosomal protein L13

Protein sequence:
MVSGSGISARRVVVDARHHMLGRLASIMAKELLNGQRVVVVRCEEICLSGGLVRQKMKYLRFLRKRMNTKPSHGPIHFRAPSKILWRTIRGMIPHKTKRGAAALARLKVYEGVPPPYDKVKRMVIPDALKVLRLQAGHKYCLLGKLSSEVGWNHYDTIKELENKRKERAQVAYERRKQLAKLRVKAEKAAEEKLGPQLAVIEPIKY*

NbL10g12670.1 60S_ribosomal_protein_L13a−4−like [MW = 23.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01588 Putative tRNA binding domain PF09334 tRNA synthetases class I (M)

Protein sequence:
MGENCKTVPKLPIPGKRNILITSALPYVNNVPHLGNIIGCVLSADVFARYCRLRGYNAIYMCGTDEYGTATETKALEENCTPKQICDKYHAIHKEVYKWFDISFDEFGRTSTPQQTEVCQAIFQKLFERNWLSENTMQQLYCDTCKKFLADRLVEGNCPTPGCNYDSARGDQCEKCGKLLNPTELMEPKCKVCRNTPCIRDTDHLFLELPLLKDRLEAYVNDMSMAGGWSQNAIYTTHAWLREGLKPRCITRDLKWGVPVPHEKYKDKVFYVWFDAPIGYVSITSCYTTEWEKWWKNPDDVELYQFMGKDNVPFHTVIFPSTLLGTGENWTLMKTISVTEYLNYESGKFSKSKGIGVFGNDAKDTNIPVEVWRYYLLTNRPEVSDTLFTWADLQAKLNSELLSNLGNFVNRVLSFIAKDSASGYGSIIPDVEGAESHPLTKALGEKVGNYVEQYIEAMEKVKLKQGLKVAMSVSGEGNGYLQESQFWKLYKEDRRSCSIVMKTACGLVYLLACLLEPFMPSFSRELLKQLNLPPETQLSLADEKGDVANSKRPWNIIPAGHKIGTPAPLFKELKDEEVEFYREKFAGSQADRADRALKAETDAKKMAEQLNKTKISDGNKKERAKKSSETKSKAPDTVEGEISISRLDIRVGLITKAQKHPNADSLYVEEIDVGEALPRTVVSGLVNYIPLEDMQNRKVCVLCNLKPVSMRGIKSQAMVLAASNSDHTKVELVEPPKDAAIGERVTFPGFDGKPDDVLNSKKKIWETVQLDLHTNKELVACYKDLPFTTSSGICKVASISKGSIR*

NbL10g12620.1 probable_methionine−−tRNA_ligase [MW = 90.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00920 Dehydratase family

Protein sequence:
MQAQLLSSPTYHPTPTTPTTPTPTTTLFPKCRPHFKKSPTFTIKAATTTSTPPQTTTQKLNKYSSRITEPKSQGGSQAILYGVGLSDEDMSKPQIGISSVWYEGNTCNMHLLKLAEAVKEGVQEANMVGFRFNTIGVSDAISMGTRGMCFSLQSRDLIADSIETVMSAQWYDGNIAIPGCDKNMPGTIMAMGRLNRPSIMIYGGTIKPGHFQGHTFDIVSAFQVYGEYVSGSVSDEERMNVVRNSCPGAGACGGMYTANTMASAIETLGMSLPYSSSTPAEDQLKLDECRLAGKYLLELLKMDLKPRDIITKKSLRNAMVMVMALGGSTNAVLHLIAISRSVGLELTLDDFQKVSDAVPFLADLKPSGKYVMEDVHKIGGTPAVIRHLLELGYLDGDCMTVTGKTLAENAKLFPSLAEGQQIIRPLSNPIKETGHIQILYGNLAPEGSVAKITGKEGMYFSGPALVFEGEEAMIAAISEDPLRFKGKVVVIRGEGPKGGPGMPEMLTPTSAIMGAGLGKDCALLTDGRFSGGSHGYVVGHICPEAQEGGPIGLVQDGDIITIDIQKRKMDVQLSDEEFEQRRKNWTPPPYKADRGVLYKYIRNVQSASKGCVTDE*

NbL10g12550.1 dihydroxy−acid_dehydratase_chloroplastic [MW = 66.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MYRFAAKLASKASVSRNSTQQVGSRLNWSRNYAAKDVKFGVEARGLMLQGVEQLADAVKVTMGPKGRNVVIEQSWGAPKVTKDGVTVAKSIEFKDKIKNVGASLVKQVANATNDAAGDGTTCATVLTRAIFAEGCKSVAAGMNAMDLRRGITMAVDAVVTNLKSRARMISTSEEIAQVGTISANGEREIGELIAKAMEKVGKEGVITIQDGKTLFNELEVVEGMKLDRGYISPYFITNEKNQKCELDDPLILIHEKKISSINAVVKVLELALKRQRPLLIVSEDVESEILATLILNKLRAGIKVCAIKAPGFGENRKANLQDLATLTGGQVITEELGLNLENVELDMLGKCKKVTISKDDTVVLDGAGEKKAIEERCEQIRSAIEVSTSDYDKEKLQERLAKLSGGVAVLKVGGASELEVGEKKDRVTDALNATKAAVEEGIVPGGGVALLYASKELDNLPTANFDQKIGVQIIQNALKTPVHTIASNAGVEGAVVVGKLLEQDDPDLGYDAAKGEYVDMVKSGIIDPLKVIRTALVDAASVSSLLTTTEAVVVELPKDETPSPPMPGGGMGY*

NbL10g12480.1 chaperonin_CPN60−2_mitochondrial−like [MW = 61.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07876 Stress responsive A/B Barrel Domain

Protein sequence:
MEGGKVKHILLAKFKDGIPADQIDQLIKQYANLVNLIEPMKAFHWGENVSIENFHQGFTHVFESTFDSTEGIAEYIDHPAHVEYANTLLPQLEKVLVIDYKPEKVGP*

NbL10g12340.1 stress−response_A/B_barrel_domain−containing_protein_HS1 [MW = 12.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MAIGSLARRKVTTVLSSRYLYSTSKYSFSLSRNYSSGSDENDVVVIGGGPGGYVAAIKAAQLGLKTTCIEKRGTLGGTCLNVGCIPSKALLHSSHMYHEAQHSFASHGVKFSSVEVDLPAMMGQKDKAVANLTRGIEGLFKKNKVNYVKGYGKFLSPSEVSVDTVEGGNTVVKGKNIIIATGSDVKSLPGLTIDEKRIVSSTGALALTEVPKKLVVIGAGYIGLEMGSVWGRLGSEVTVVEFGPDIVPSMDGEVRKQFQRSLEKQKMKFILKTKVVSVETVGDGVKLTLEPAAGGDQTTLEADVVLVSAGRIPFTSGLGLDKIGVETDKAGRILVNERFATNVPGVHAIGDVIPGPMLAHKAEEDGVACVEFIAGKEGHVDYDLVPGVVYTHPEVASVGKTEEQVKALGVDYRVGKFPFLANSRAKAIDDAEGIVKVLAEKETDKILGVHIMSPNAGELIHEAVLALHYGASSEDIARTCHAHPTMSEALKEAAMATYDKPIHI*

NbL10g12330.1 dihydrolipoyl_dehydrogenase_mitochondrial [MW = 53.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MHSSTISLSFPPNCSVFKRSRKNQLEQYSFTPLNLQFCGLRKEAAVNFSFSQLKRCEIQRSVRILRNNVVAASVADNGSAPTSFDYDVVIIGAGVGGHGAALHAVEKGLKTAIIEGDVVGGTCVNRGCVPSKALLAVSGRMRELKNEHHLKALGLQISAAGYDRQAVADHANNLALKIRNNLTNSMKALGVDILTGVGTIVGPQRVKYGKVGFSDNEVTARDIIIATGSVPFVPRGIEVDGKTVITSDHALKLEFVPEWIAIVGSGYIGLEFSDVYTALGSEVTFIEALDQLMPGFDPEISKLAQRVLVNPRKIDYHTGVFATKITPAKDGRPVVIELTDAKTKELKEILEVDAALIATGRAPYTNGLGLENINVLTQRGFIPVDERMRVIDADGKLVPHLYCIGDANGKMMLAHAASAQGISVIEQVSGRDHVLNHLSVPAACFTHPEISMVGLTEPQAREKAEKNGFEISIAKTSFKANTKALAENEGEGLAKLIYRPDTGEILGVHIFGMHAADLIHEASNAMALGTRIQDIKFAVHAHPTLSEVLDELFKSAKVNTQDRSSVREPIAI*

NbL10g12200.1 dihydrolipoyl_dehydrogenase_2_chloroplastic−like [MW = 61.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01717 Cobalamin−independent synthase, Catalytic domain PF08267 Cobalamin−independent synthase, N−terminal domain

Protein sequence:
MLTTAKILSSVYMKQISLLFSTPFSSPFISSSPFLSFGSSISIFTIPSTNPRGTQFLNLNFQFRTMASHIVGYPRMGPKRELKFALESFWDGKSSSEDLEKVAADLRSSIWKQMAEAGIKYIPSNTFSYYDQVLDTTAMLGAVPPRYSWNGGEIGFDVYFPMARGNASVPAMEMTKWFDTNYHYIVPELGPDVKFCYASHKAVNEYKEAKSLGVDTVPVLVGPVSFLLLSKAAKGVEISFPLLSLIDKILPVYKEVIAELKEAGASWIQFDEPTLVKDLDSHQLRAFSHTYSELESSLSGLNVLIETYFTDVPAEAFKTVTALRGVTALGFDLVRGSKTLDLINSGFPSEKYLFAGVVDGRNIWANDLASSLSTLQALENIVGKDKLVVSTSCSLLHTAVDLVNETKLDEEIKSWLAFAAQKLVEVNALAKALAGQRDEAFFSANAAGRTSRKSSPRVTNEAVQKAAASLKGSDHRRATNVSARLEAQQKKLNLPVLPTTTIGSFPQTLELRKVRREYKANKISGEGYVKYISEEISKVVKLQEELDIDVLVHGEPERNDMVEYFGEQLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPKPMTVFWSSLAQSMSKRPMKGMLTGPVTILNWSFVRDDQPRFETCYQIALAIKDEVEDLEKAGINVIQIDEAALREGLPLRKSEEAFYLNWAVHSFRITNCGVQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSVEEIADRISKMLAVLDTNILWVNPDCGLKTRKYTEVNPALSNMVAAAKLLRAQLASTK*

NbL10g12180.1 5−methyltetrahydropteroyltriglutamate−−homocysteine_methyltransferase−like [MW = 92.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEIGRGNFNYTICPLAQSSNHHQPSSSFSLSSYQQPPLLSTLLHPLTLRFTSPPPPQISGFSSRVRIKMSQAGEGKDETKPAMSPYEEAMEALSSLITKRSRADKSNKGDKYELLFDYIKMLELEEPIKKMKVIHVAGTKGKGSTCVFTESILRNCGFRTGLFTSPHLIDVRERFRLDGMDICEEKFLAYFWWCFDIFKERTSDEVPMPTYFRFLALLAFKIFAAEQVDVAILEVGLGGKYDATNVVENPVVCGVSSLGYDHMEILGNTLGQIAGEKAGIFKQGVSAFTVPQPNEAMLVLEEKASELDVHLEVAAPLDANMLSGLHLGLEGEHQYINAGLAIALCSTWLQRTGHVEINYLKEMTNLPEQFVKGLATAALQGRAQIVPDQLIESESSGDLVFFFDGAHSPESMDVCAKWFSLAIQGDYKQHNSYVSNRGHNELGVSHDSVEMGHHEASKKSSTQFLLFNCMSVRDPQLLLPRLMRACANHGVHFQKALFVPNVSVYYKVGTSMPTDTQVDLSWQLTLQRIWENLVHGEKGNDVKNTDQIYEEVTDDAEKGARSCENNKVFPSLPIAINWLRDTARKNRSGRYQVLVTGSLHLVGDVLKLVKK*

NbL10g12050.1 folylpolyglutamate_synthase−like [MW = 68.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00169 PH domain

Protein sequence:
MASVWRAVMGSTTQSNDDYDGVEFWLNPERTGWLTKQGEYIKTWRRRWFVLKQGKLFWFKEGSITGGSKPRGVIPVADCLTVKGAEDVLNKQFAFELSTRADTMYFIADSEKEKEDWINSIGRCIVQHSRSVTHDEILDYDSQK*

NbL10g11880.1 pleckstrin_homology_domain−containing_protein_1−like [MW = 16.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18511 F−box PF18791 Transport inhibitor response 1 protein domain

Protein sequence:
MEERSSTRLPTGSYTNDNTVWECVIPYITESRDRDAVSTVCKRWWQIDAITRKHITMALCYTAKPEQLSRRFPHLESLELKGKPRAAMFNLIPEDWGGYVTPWVVEITESFSKLKALHFRRMIVRDSDLELVAMNRGKVLQVLKLDKCSGFSTDGLLHICRSCRNLRTLFLEESSIVENDGEWVHELAVNNTVLENLNFYMTDLVQVRAEDLELIARNCKSLVSMKISECELANLLGFFRAAVALEEFGGGSFNDQPEPVAENGYNEQLEKYAAVVSPPRLCQLGLTYLGKYEMPILFPIASRLTKLDLLYALLDTAAHCFLLQRCPNLEILETRNVVGDRGLEVLGQYCKRLKHLRIERGADDQEMEDEQGAVTHRGLTDLAKGCLELEYMAVYVSDITNEAFENIGTYLKNLCDFRLVLLDREERITDLPLDNGVRALLRGCYKLRRFALYVRPGGLTDVGLSYVGRYSPNVRWMLLGYVGESDEGLLEFSKGCPNLQKLEVRGCCFSERALALAAMQLKSLRYLWVQGYRASSAGRDLLAMARPFWNIELIPARRVVATEGNNGETVVAEHPAHILAYYSLAGQRTDFPDTVRPLDRNFLPAE*

NbL10g11810.1 coronatine−insensitive_protein_1−like [MW = 68.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
METSVTCCARTAALLPNVSSQHSTSLAAPWSISPSFSSRSLKSSSLFGESFRITPKASLNVSRTKNSSLVTKCEIGDSLEEFLTKSTSDKGLIRLMMCMGEAIRTIAFKVRTASCGGTACVNSFGDEQLAVDMLADKLLFEALSYSHFCKYACSEEVPELQDMGGPVEGGFSVAFDPLDGSSIVDTNFTVGTIFGVWPGDKLTRITGRDQVAAAMGIYGPRTTYVLALKDVPGTHEFLLLDEGKWQHVKDTTEIGEGKMFSPGNLRATFDNPDYAKLIDYYVKEKYTLRYTGGMVPDVNQVFYLCTYSLKCHFEFRNSFLNFMQIIVKEKGIFTNVISPTTKAKLRLLFEVAPLGFLIEKAGGYSSDGKQSVLDRVVANLDDRTQVAYGSKNEIIRFEETLYGSSRLKSAEAVGAAA*

NbL10g11790.1 sedoheptulose−17−bisphosphatase_chloroplastic−like [MW = 45.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00637 Region in Clathrin and VPS

PF01394 Clathrin propeller repeat
PF09268 Clathrin, heavy−chain linker

PF13838 Clathrin−H−link

Protein sequence:
NSIFTIVVYYHFPTPSLSSKEPLSLSRSLSSQRIPRVSSSSEILHSQSPADLAVMAAANAPITMKEALTLQSIGVNPQFITFTNVTMESDKYICVRETAPQNSVVIIDMNMPMQPLRRPITADSALMNPNSRILALKAQVPGTTQDHLQIFNIEAKQKIKSHQMPEQVVFWKWITPKMLGLVTQSSVYHWPIEGDSEPLKMFDRTANLSNNQIINYRCDPSEKWLVLIGIAPGSPERPQLVKGNMQLFSVDQQRSQALEAHAASFASLRVPGNDKDSILISFASKTSNAGQVTSKLHVIELGAQPGKPSFSKKQADLFFPPDFADDFPVAMQISHKYGLIYVITKLGLLFVYDLETATAVYRNRISPDPIFLTSEASSIGGFYAINRRGQVLLATVNEATIVPFVSGQLNNLELAVNLAKKGNLPGAENLVVQRFQELFAQTKYKEAAELAAESPQGILRTPDTVAKFQSVPVQAGQTPPLLQYFGTLLTRGKLNAFESLELSRLVVNQNKKNLLENWLAEDKLECSEELGDLVKTVDNDLALKIYIKARATPKVVAAFAERREFDKILIYSKQVGYTPDYLFLLQTILRSDPQGAVNFALMMSQMEGGCPVDYNTITDLFLQRNLIREATAFLLDVLKPDLPEHSFLQTKVLEINLVTFPNVADAILANGMFSHYDRPRIGQLCEKAGLYIRALQHYSELPDIKRVIVNTHAIEPQALVEFFGTLSQEWALECMKDLLVINIKGNLQIIVQVAKEYCDQLGIDACIKLFEQFKSYDGLYFFLGSYLSSSEDPDIHFKYIEAAARTGQIKEVERVTRESNFYDPEKTKNFLMEAKLPDARPLINVCDRFGFVPDLTHYLYTNNMLRYIEGYVQKVNPGNAPLVVGQLLDDECPEDFIKGLILSVRSLLPVDPLVAECEKRNRLRLLTQFLEHLVSEGSQDVHVHNALGKIIIDSNNNPEHFLTTNPYYDSRVVGKYCEKRDPTLAVVAYRRGQCDEELINVTNKNSLFKLQARYVVERMDGDLWEKVLTPENEFRRQLIDQVVSTALPESKSPEQVSAAVKAFMTADLPHELIELLEKIVLQNSAFSGNFNLQNLLILTAIKADPSRVMDYINRLDNFDGPAVGEVAVEAQLYEEAFAIFKKFNLYVQAVNVLLDNIRDINRAVEFAFRVEEDAVWSQVAKAQLREGLVSDAIESFIRADDVTHFLDVIHAAEGADVYHDLVKYLLMVRQKTKEPKVDSELIYAYAKIDRLGDIEEFILMPNVANLPNVGDRLYDGALYEAAKIIFAFISNWAKLASTLLKLNQFQGAVDAARKANSAKTWKEVCFACVDAEEFRLAQICGLNIIVQVDDLEEVSEYYQNRGCFNELISLMESGLGLERAHMGIFTELGVLYARYRYEKLMEHIKLFSTRLNIPKLIRACDEQQHWKELTYLYIQYDEFDNAATTVMNHSPDAWDHMQFKDIVVKVANVELYYKAVHFYLQEHPDLINDLLNVLALRLDHTRVVDIMRKAGHLRLVKPYMIAVQSNNVSAVNDSLNEIYVEEEDYDRLRESIELHDNFDQIGLAQKIEKHELLEMRRVAASIYKKAGRWKQSIALSKKDNLYKDAMETASQSGDRELAEELLAYFIEQGKKECFASCLFVCYDLIRPDVALELAWMNNMIDFAFPYLLQFIREYTGKVDELIKDKIEAQKEAKAKESEEKDVIKQQNMYAQLLPLALPAPPGMGGAGMGGGFAPPQPPPMGGMGMPPMPPFGMPPMGSY*

NbL10g11700.1 clathrin_heavy_chain_1−like [MW = 198.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MAIAMQNLFKERKIPFLFIFFLLLLFVTFIFISNSQKSPIYLVTDITQPHFNHSINPTPSSQNIKNNSNILSNNTKNDELEMVNFVWKLCKGSVAVDYIPCLDNLEAIKALKSRRHMEHRERHCPKPSPKCLIPLPDGYKFPVPWPKSRDMIWYNNVPHPKLVEYKKDQNWVVKTGDHLVFPGGGTQFKDGVTNYIESIEKALPESEWGKHIRVILDVGCGVASFGGYLLDKNVITMSFAPKDEHEAQIQFALERGIPATLSVIGTQKLPFPDNAYDMIHCARCRVHWDGDGGKPLMELNRILRPGGFFVWSATPVYRDDERDKKVWKAMVSLTEAICWKVVKKTFFDSAGVGLVIYQKPVTSSCYDNRKENNPPLCDQNIRPNSSWYAPLDNCLVPLPTSSIGNAYEWPAPWPQRLNNKPQRLSLKTDAEEVFDEDKKHWAALVSDVYIGGLAINWSSVRNVMDMNAGYGGFASAIIDRPVWVMNVIPITGPDTLSIIFDRGLIGMYHDWCESFNTYPRTYALLHSSFLFGNLTQRCDLAEVVVEMDRILRPGGFLLVQDTMQMLNKLSSILRSLHWSVTLHQEQFLVGKKGFWRPNDKVRI*

NbL10g11680.1 probable_methyltransferase_PMT23 [MW = 68.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MASLKINAIVLLILLSLLIGCSSAQLSTGFYSKSCPKLYQTVESAVQSAINKETRMGASLLRLFFHDCFVNGCDGSLLLDDTSSFTGEKRAAPNVNSARGFEVIDNIKTAVEKVCPGVVSCADILAVTARDSVVILGGPNWNVKLGRRDARTASQSAANSSIPPASSNLNRLISSFSAVGLSTKDMVALSGAHTIGQARCTSFRARIYNETNNLDASFARTRQSNCPRSSGSGDNNLAPLDLQTPNKFDNNYFKNLVNKKGLLHSDQQLFNGGSADSIVMSYSNNPSSFSSDFVTAMIKMGDIRPLTGSNGEIRKNCRRIN*

NbL10g11470.1 peroxidase_52−like [MW − SP = 31.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MALRTVMTKRTLTGVLGFRQQLRGVQTFSLPDLPYDYGALEPAISGEIMQIHHHKHHQTYITNYNKALEQLHDAITKGDSPTVAKLQSVIKFNGGGHINHSIFWKNLAPIQEGGGEPPKGSLGSAIDTNFGSLEALIQKMNAEGAALQGSGWAWLALDKELKRLAIVTTSNQDPLVTKGPNLVPLFGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYAAEVYEKECP*

NbL10g11440.1 superoxide_dismutase_[Mn]_mitochondrial−like [MW = 25.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02823 ATP synthase, Delta/Epsilon chain, beta−sandwich domain

Protein sequence:
MFRQGSRFLTRATTSMKWRRPFSTDLPAESVADSNFIEAWRKVVPNVEPPKTPSAFMATRPATPSSIPSKLTVNFVLPYSSELSGKEVDMVIIPATTGQMGVLPGHVATIAELKPGVLSVHEGNDVTKYFVSGGFAFVHANSFADIIAVEAVPLDRIDPNLVQKGLAEFTQKLGTASTDVEKAEAQIGVDVHSALNAALTG*

NbL10g11330.1 ATP_synthase_subunit_delta'_mitochondrial [MW = 21.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01658 Myo−inositol−1−phosphate synthase PF07994 Myo−inositol−1−phosphate synthase

Protein sequence:
MLYSGTPLTACHLYFLFVYIYSSLAATSESNYKSKYLLSVLVFLIENFLRFADQVFDKMFIENFKVESPNVKYTENEIHSVYDYQTTELVHEEKNGSYQWTVKPKTVKYEFKTDTNVPKLGVMLVGWGGNNGSTLTGGVIANKEGISWATKEKVQQANYFGSLTQASTIRVGSFNGEEIYAPFKSLLPMVNPDDVVFGGWDISNMNLADAMVRAKVFDIDLQNQLRPYMESMVPLPGIYDPDFIAANQESRANNVIKGTKKEQVDEIVKDIREFKEKKKVDKIVVLWTANTERYSNVIVGLNDTMENLLAAVDRDEAEISPSTLYAIACVLENVPFINGSPQNTFVPGLIDLAIKRNTLIGGDDFKSGQTKMKSVLVDFLVGAGIKPTSIVSYNHLGNNDGMNLSAPQTFRSKEISKSNVVDDMVSSNAILYEAGEHPDHVVVIKYVPYVGDSKRAMDEYTSEIFMGGKNTIVLHNTCEDSLLAAPIILDLVLLAELSTRIQLKAEGEGKFHSFHPVATVLSYLTKAPLVPPGTPVVNALSKQRAMLENILRACVGLAPENNMILEYK*

NbL10g10970.1 inositol−3−phosphate_synthase−like [MW = 63.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MEEEEHEVYGGEIPMEAEMEADMEHHGGAADDDAVKELDEMKKRLKEMEDEAAALREMQAKVEKEMGSVQDPASAAASQASREEVDSRSIFVGNVDYACTPEEVQQHFQACGTVNRVTILTDKFGQPKGFAYVEFVEQEAIQVALQLNESELHGRQLKVMPKRTNVPGMKQFRGRRFNPYMAYGFRRPYTPPYFYSPYGFGKVPRFRRPTRFMPYY*

NbL10g10830.1 polyadenylate−binding_protein_2−like [MW = 24.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4

Protein sequence:
MARTKQTARKSTGGKAPRKQLATKAARKSAPTTGGVKKPHRYRPGTVALREIRKYQKSTELLIRKLPFQRLVREIAQDFKTDLRFQSHAVLALQEAAEAYLVGLFEDTNLCAIHAKRVTIMPKDIQLARRIRGERA*

NbL10g10770.1 histone_H3.3 [MW = 15.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03959 Serine hydrolase (FSH1)

Protein sequence:
MENKSQKKPRVLCLHGHGASGEILKKEMELGWPQTVLEMLDLVFLNGPFLLQDKVDSHDIFSPPYYEWFQKDSKEIYNFEECVQYIEANMEKYGPFDGVLGFSQATIVTATMPGMQWERVALTKVPNIKFVIIISGLMFGAPGFGCPKLAANAYSSPIETPSLHFIGEKEANKTSEEELVKCFVNPVVIHHPEGHKVPNLDAESVETVITFINKVKKIKMALQGNSKM*

NbL10g10720.1 dihydrofolate_reductase−like [MW = 25.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10250 GDP−fucose protein O−fucosyltransferase

Protein sequence:
MAAHSACDFGGGKAEKLSLAKYRQVIWQGRVLNSQFTDEELRSQGRCPLTPEEIGLLLAALGFDNSTRLYLASHKVYGGEARISTLRSLFPLMEDKKSLASSDERALIKEKASLLAAVDYYVSMHSDIFISASPGNMHNAMVGHRTYYNMKTIRPNMALLGQLFLNKTLSWPEFKEAVVEGHKNRQGQIRLRKSNQSLYTYPAPNCMCQD*

NbL10g10650.1 O−fucosyltransferase_31−like [MW = 23.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family PF02178 AT hook motif

Protein sequence:
MATESFNKPPSYPEMIYEAIDALNQEGGSNKSSISTYIESKYGDLGKDHSEFLTLHLDNMKQTGELIFLKNNYMKPGTDVPQKWGRGRPPKPKVSLPPGAESGEIASPRPRGRPRKDPNAPPTSKKPKPTPAPNSSGKPRGRPRKVRPQPAQDDDDDVEES*

NbL10g10570.1 HMG−Y−related_protein_A−like [MW = 17.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASVEVQSAPVEVVGTTPVEVEVKTTPEAPKAEESAPPTHVAEETVPETTPAPAEETAPVEEKAAPAVEETPVAEEATTEAETEAPVAEETVAEEDTKAETETPVAEETVAAAEVETPAVELAEVKTEVEEGKDVETTEAPAAAEATTEVPVEKTEE*

NbL10g10340.1 major_latex_allergen_Hev_b_5−like [MW = 16.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MELHSEEEKKEDYLFKIVLIGDSAVGKSNLLARFARDEFYPNSKSTIGVEFQTQKMDINGKEVKAQIWDTAGQERFRAVTSAYYRGAVGALLVYDISRRLTFDSIGRWLNELQTHSDMNVVTILVGNKSDLKDAREVTTAEGKMLAEAKGLFFIETSALDSSNVASAFQTVVREIYNILSRKVIQSQELQKKDSGRLANGKTVVLQADGNQETDAETKKGGCCSS*

NbL10g10300.1 ras−related_protein_RABA5a−like [MW = 24.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF18290 Nudix hydrolase domain

Protein sequence:
MIIKFLCRTPFLSHVTSSRTSIFSSKRHFFSDYPTTVISFCKNQGKLTKIRCSIYLHTRSSVSCSVTPAMAREKEMEQVGRILDAKEDAHGGVTVEMTNEPLDPSVFGSLLRASLSHWRQQGKRGVWIKLPIELVTLVEPAVKEGFYYHHAEPKYLMLVNWLPETANTIPANATHRVGIGAFVINERNEVLVVQEKNGRFRGTGVWKFPTGVVDEGEDICDAAVREVKEETGVNAKFVEILAFRQSHKSFFDKSDLFFVCMLQPLSFDIQKQDAEIEAAQWMPFEQYAAQPFVHGHELLRYISDICSAKMEGRYTGFSSVPTMTSFSQKNTYLYMNGNVRTTGSNDP*

NbL10g10230.1 nudix_hydrolase_2−like [MW = 39.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MAEGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDSLMKILTERGYSFTTTAEREIVRDVKEKLAYIALDYEQELETSKTSSSVEKSYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWISKAEYDESGPSIVHRKCF*

NbL10g10000.1 actin−97 [MW = 41.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MASNGNNHVSTKPPPEPSPLRKAKFFQANMRILVTGGAGFIGSHLVDKLMENEKNEVVVVDNYFTGSKDNLKQWIGHPRFELIRHDVTEPLLIEVDRIYHLACPASPIFYKYNPVKTIKTNVLGTMNMLGLAKRTGARILLTSTSEVYGDPLVHPQDESYWGNVNPIGVRSCYDEGKRVAETLMFDYHRQHGIEIRIARIFNTYGPRMNIDDGRVVSNFIAQAIRDEALTVQLPGTQTRSFCYVSDMVDGLIRLMEGDNTGPINIGNPGEFTMIELAENVKELINPEVKIITVENTPDDPRQRKPDITKAKELLGWEPKIKLRDGIPLMEEDFRGRLGISRKK*

NbL10g09900.1 UDP−glucuronic_acid_decarboxylase_6−like [MW = 38.73 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF08264 Anticodon−binding domain of tRNA ligase
PF09334 tRNA synthetases class I (M)

Protein sequence:
MACRVQHSIHNSLYFLSSTPLRNSFNIRKSDFKNRINFGKTLFSSPSSSRTALYCTCSSSSSNGKDSSSPNGSDAFVLTTPLYYVNAPPHMGSAYTTIAADAIARFQRLLEKKVIFITGTDEHGEKIATAAAANGSSPSEHCDVISQAYKALWKDFDVSYDKFIRTTDPNHEAVVKEFYSRVLANGDIYRADYEGLYCVNCEEYKDEKDLLDNNCCPTHLKPCVRRKEDNYFFALSKYQQQLEEILRQNPGFVQPSYRLNEVQGWIKSGLKDFSISRASVDWGIAVPNDPEQTIYVWFDALLGYVSALLEDNELASLETAISSGWPASLHLIGKDILRFHAVYWPAMLLSAGIGLPKRVFGHGFLTKDGMKMGKSLGNTLEPTDLVQRFGPDAVRYFFLREVEFGNDGDYSEERFINIINAHLANTIGNLLNRTLGLLKKNCQSTLAVDSYVAAEGNKFKVEVEKLVEKARVHYENLELSAACETVLEIGNAGNSYIDEQAPWSLFKKGETAFETAAKDLVIILEAMRIIAVALSPITPGLSLKIYSQLGYTEDQFNAIYWSDTKWGGLKAGRVMAQPTPIFARIEDGTEAETKGTATKKAKKEKVPKSKSPVEA*

NbL10g09890.1 methionine−−tRNA_ligase_mitochondrial [MW = 68.46 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00676 Dehydrogenase E1 component

PF02779 Transketolase, pyrimidine binding domain
PF16078 2−oxoglutarate dehydrogenase N−terminus

PF16870 2−oxoglutarate dehydrogenase C−terminal

Protein sequence:
MAWFRAGSSVARLAIRRALLQGGSYVPRTRILPSQGRCFHATVARPKPQAAPVPRPVPLSKLTDSFLDGTSSVYLEELQRAWEQDPNSVDESWDNFFRNFVGQAATSPGISGQTIQESMRLLLLVRAYQVNGHMKAKLDPLGLEEREIPDDLDPALYGFTEADLDREFFLGVWRMSGFLSENRPVQTLRAILTRLEQAYCGSIGYEYMHISDRDKCNWLRERIETPTSMEYNRERREVILDRLMWSTQFENFLATKWMAAKRFGLEGCETLIPGMKEMFDRAADLGVESIVIGMPHRGRLNVLGNVVRKPLKQIFSEFSGGTKPGDEAGYVGTGDVKYHLGTSYDRPTRGGKRIHLSLVANPSHLEAVDPVVIGKTRAKQYYSNDVDRTKNMGILLHGDGSFAGQGVVYETLHLSALPNYSTGGTIHIVVNNQVAFTTDPRAGRSSQYCTDVAKALNAPIFHVNGDDVEAVAHVCELAAEWRQKFHSDVVVDIVCYRRFGHNEIDEPSFTQPKMYKIIRNHPSSLEIYQNKLLISGQVTKDDVEKIHNKINRILNEEFVASKDYVPQKRDWLSAFWAGFKSPSQLSRVRNTGVKPEILKNVGKAITTLPDDFKPHRAVKRIFDDRRKMIETGEGVDWAVGEALAFATLLVEGNHVRLSGQDVERGTFSHRHSVLHDQETGSQYCPLDHVMMNQNEEMFTVSNSSLSEFGVLGFELGYSMENPNSLVLWEAQFGDFANGAQVIFDQFVSSGEAKWLRQSGLVVLLPHGYDGQGPEHSSGRLERFLQMSDDNPFVIPEMEPTLRKQIQECNWQVVNVTTPANYFHVLRRQIHRDFRKPLIVMAPKNLLRHKDCKSNLSEFDDVQGHPGFDKQGTRFKRLIKDQNDHSDLEEGIRRLVLCSGKIYYELDEERKKADGKDVAICRVEQLCPFPYDLIQRELKRYPNAEIVWCQEEPMNMGAFHYIAPRLCTAMKSLGRGNMDDIKYVGRAPSAATATGFYQVHVKEQAELVQKALQRDPVNYPF*

NbL10g09850.1 2−oxoglutarate_dehydrogenase_mitochondrial−like [MW = 115.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00728 Glycosyl hydrolase family 20, catalytic domain PF14845 beta−acetyl hexosaminidase like

Protein sequence:
MSSNSQFLLKTLSFLLLILPLVNSRSTKSTLHKTTELDESLTYLWPLPSQFTFANDTLTVDPNLSIVFTGNGGESVIVKQAFERYKKIIFKHGSKSGEFFDVTQLTVIVHSDNDELQLGVDESYSLLVTKSNKHSIIGEVSIEANSIYGALRGLETMSQLCIFDYGVKTVQIRKAPWFIQDKPRFAYRGLLLDTSRHYLPIEIIKQIIESMSYAKLNVLHWHIIDEESFPLEVPSYPNLWKGSYTKWERYTVEDAYEIVDFAKMRGINVMAEVDVPGHAESWGAGYPDLWPSPSCKEPLDVSKNYTFDVIAGILADMRKIFPFELFHLGGDEVNTTCWTTTPHIKQWLQDHNMTSKDAYEYFVLRAQEIAISHNWTPVNWEETFNTFPSKLNPQTVVHNWLRGGVCQEAVAKGFRCIYSNQGFWYLDHLDVPWDKVYYTEPLEGIKSISEQKLLLGGEACMWGETADASDVQQTIWPRAAAVAERLWSDKEATSSTNTTSAALQRLEYFRCLLTRRGVPTAPVTNFYARRPPLGPGSCYEQ*

NbL10g09770.1 beta−hexosaminidase_1−like [MW − SP = 58.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAVEICVKAAVGAPNVLGDCPFSQRALLTLEEKKVPHKMHLINVSDKPKWFLEVNPEGKVPVIKFDEKWIPDSDVIVALLEEKYPNPSLATPSEFASVGSKIFPTFVTFLKSKDASDGTEQALLDELKALEEHLKAHGPYVNGANICSVDLSLAPKLYHLEVALGHFKKWSVPESLSHVRNYMKLLFERESFQKTKAAKEYIIAGWAPKVNP*

NbL10g09750.1 glutathione_S−transferase_DHAR2−like [MW = 23.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
TIKPTINPRLHLISLHHINPTTPSIPKNSSKMASSKITKSITRTLYASRHYPRFLSSSALSSPSITYPPPLPAVGSSPQPLFHLSHSLLPKNPNFLKPFSLSSVRFRVNRAGNSPYTPGTGDRVPTEMAPLFPGCDYEHWLIVMDKPGGEGANKQQMIDCYIQTLSKVLGSEEEAKKKIYNVSCERYFGFGCEVDEETANKMEGLPGVLFVLPDSYVDPEYKDYGAELFVNGEIVQRSPERQRRVEPVPQRNDRIRPNRYNRRRDNMR*

NbL10g09530.1 multiple_organellar_RNA_editing_factor_2_chloroplastic−like [MW = 30.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MITTTSTTMITTTSTTMEGAILKLPCLRTISRNPNFTNRSSGSLRWRFRPLHVSASAPSSPILINDTKIGPGSLGHITRSDFPILHQEINGSKLVYLDNAATSQKPTAVINALQNYYESYNSNVHRGIHYLSAKATDEYESARQKVANFINAAGAREIVFTRNATEAINLVAYSWGLSNLKPGDEIITTVAEHHSAIVPWQLVAQKTGAVLRFVNLTEDEVADVDQLRGFLSKKTKLLVIHHVSNMLASVLPMDEVISWAHDVGAKVLVDACQSVPHMVVDVKTLDADFLVASSHKMCGPTGVGFLYGKGGILSAMPPFLGGGEMIADVYLDHSTYAEPPSRFEAGTPAIGEAIGLGAAIDYLSEIGMQQIHDYEMELANYLYDNLSSVSDVRIYGPAPSQTVMRAALCSFNVKDVHPTDIATFLDQQHGVAIRSGHHCAQPLHRHLGISSSARASLHFYNTKDDVDRFIEALKDTISFFTSFK*

NbL10g09490.1 cysteine_desulfurase_1_chloroplastic−like [MW = 52.83 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
MTLLTPPPIDPEEHEMLVPSSDFPTEGPQPMEVAPANTASTVDAQAVDDPASARFTWTIDNFSRLNVKKLYSDVFNVGGYKWRILIFPKGNNVDNLSMYLDVADSATLPYGWSRHAQFSLAILNRIHNKFTVRKDTQHQFNARESDWGFTSFMPLSELYDPGRGFLVDDAVIVEADVAVRKVIDYWSHDSKKESGCVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDNPSSSIPLALQSLFYKLQYSDTSVSTKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLLEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDARKGVLFIDFPPVLQLQLKRFEYDFARDAMIKINDRYEFPLQLDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAYIRPTLSDQWYKFDDERVTKEDTKRALEEQYGGEEELPHTNPGFNNSPFKFTKYSNAYMLVYIRESDKEKIICNVDEKDIAEHLRIRLKKEQEEKEQKRKEKAEAHLYTIIKVARDEDLGEQIGKEIYFDLVDHDKVRSFRIQKQMPFTQFKEEVAKELGIPVQFQRYWLWAKRQNHTYRPNRPLTAQEEVQSVGQLREVSNKANNAELKLFLEVEFGLDLQPFPPPEKTKEDILLFFKLYDPLKEEIRYVGRLFVKGSGKPLEILTKLNELAGFFPDEEIELFEEIKFEPNVMCEHIDGKLSFRGSQLEDGDIICFQKSLRNQDREQYRFPEVPLFLEYVHNRQVVRFRSLEKPKEDEFSLELSKKNNYDEVVEHLARHLGLDDASKVRLTSHNCYSQQPKPQPIRYRGVDRLTEMLSHYNQTSDILYYEVLDIPLPELQGLKALKVTFHHAAKDEVTIHIIRLPKQSTIGDVLNDLKTKVELSRPDAELRLLEVFYHKIYKIFPLNERIENINDQYWTLRAEEIPEEEKNLGPHSRLIHVYHFMKDTSQNQAQIHNFGDPFFLVIHEGDTLTEVKARIQKKLQVPDEEFSKWKFAFLSMGRPEYLEDSDVVSNRFQKRDVYGAWEQYLGLEHIDNAPKRSHAANQNRHTFEKPVRIYN*

NbL10g09400.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 130.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00833 Ribosomal S17

Protein sequence:
MGRVRTKTVKKSSRQVIEKYYSKMTLDFHTNKKILEEVAIIPSKRLRNKIAGFSTHLMKRIQKGPVRGISLKLQEEERERRMDFVPDESAIKTDLIEVDKETLDMLSALGMSDLPGVVKQAAEPQAVAALPTYGRGAGGFGRKY*

NbL10g09300.1 40S_ribosomal_protein_S17 [MW = 16.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00403 Heavy−metal−associated domain

Protein sequence:
PISHHSKVQIFSLDFLYQAIFFFQKLLNFLLIRRLIIMSQTVVLKVGMSCQGCVGAVKRVLGKMEGVENFDIDLKEQKVTVKGNVQPEAVLQTVSKTGKPTSFWEAGEPAQTEEKPAEAVGTS*

NbL10g09250.1 copper_transport_protein_ATX1−like [MW = 13.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MEGRTQSDYNSSTEGLQEHSSSPRKSLSPPPSSSDHEENTISVKFLLSNAEAGSIIGKGGSTISDFQSRSGARIQLSRNNEFFPGTTDRIVMVSGPVEDVLKAVDFILNKLLCESHVEDGGNVDPRSKVRLVVPNSSCGGIIGKGGAMIKAFIEDSHAGIKISSQDDNFPGPHDRLVIVTGTLGEQMRAIELILHKLAEDSHYMQNMNAPFPYAGYVGMNYGPRNGVGGRFPNNRYQNNVQSNSEDRNNSVTIGVADEHIGLVLGRNGRSIMEISQQSGARIKISDRGDFISGTSDRKVTITGSQRAISMAESMISQKVARVSESDVFVKG*

NbL10g09110.1 protein_BTR1−like [MW = 35.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02219 Methylenetetrahydrofolate reductase

Protein sequence:
MKVIDKIHESAKTDRVVFSFEFFPPKTEDGVDNLFERMERMVSHNPSFCDITWGAGGSTADLTLEIANRMQNMVCVETMMHLTCTNMPVEKIDHALETIKSNGIQNVLALRGDPPHGQDKFVQVEGGFACALDLVKHMRAKYGDYFGITVAGYPEAHPDVIPANGIATQETYENDLAYLKKKVDAGADLIVTQLFYDTDIFLKFVNDCRQIGITCPIVPGIMPINNYKGFLRMTGFCKTKIPAEITAALEPIKDNEEAVKAYGIHQATEMCKKILATGIKTLHLYTLNMEKSALAILMNLGLIEESKISRPLPWRRPTNVFRVKEDVRPIFWANRPKSYISRTIDWDEYPHGRWGNAQNPSYGALSDYQFMRARSRDKKLQEEWAFALNSVEDIYERFMNYCLGKLRSCPWSELDGLQPETKIIDEHLSNINTKGFLTINSQPAVNGAKSDAPSIGWGGPGGYVYQKAYLEFFCSHEKLNALVEKCKAFPFLTYMAVNKEGNWISNANQTDINAVTWGVFPGKEIVQPTVVDPASFMVWKDEAFEIWSRGWAQLYQESDPSRKLLEQVQNSYFLVSLVDNDYINGDLFAIFKDI*

NbL10g08920.1 probable_methylenetetrahydrofolate_reductase [MW = 67.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MALLISWTPSASNISSLPFIVKKTSPKSSKMGFFNNNISCSVTSTMAGQSQRKLPILLFDVMDTIVRDPFYNETPAFFRMPMKELLECKHPTTWIEFEKGLITEDECARRFFKDGRPFDLEGLKNCMRRAYSYIEGVEGLLNSLKENGYEIHAFTNYPIWYQMIEDKLKLSNYLSWTFCSCIFGKRKPDPDFYLEVVKHLNVEASSCIFVDDRMRNVEAAVEVGLNGLQFQNADLLRKDLSLLGVNISANENPDLAECSS*

NbL10g08790.1 uncharacterized_LOC109225451 [MW = 29.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00977 Histidine biosynthesis protein

Protein sequence:
MQSLQATSASSLQNLIWGKNLSFAPYTLNRMQDFKPAMTLPPSGPQRLSIQCGVRFRPCIDIHKGKVKQIVGSTLRDSKEADTSLVTNFESDKSAAEYAMLYRDDHLVGGHVIMLGADPLSISAAIEALHAYPGGLQVGGGIRTENALSYIDEGASHVIVTSYVFNNGQMDLERLKELASLVGRKRLVLDLSCRKKNMQEGEYVIVTDRWQKFTDVRLNEKVLNFLADYADEFLVHGVDVEGKKLGIDAELVALLGKYSPIPVTYAGGVTVMADLEKIKLAGMGRVDVTVGSALDIFGGNLAYKDVVAWHALQDPLAM*

NbL10g08470.1
1−(5−phosphoribosyl)−5−[(5−phosphoribosylamino)methylideneamino]_imidazole−4−carboxamide_isomerase_chloroplastic−like
[MW = 34.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MTMEYANGNCNGHNNASQEFCIKGHEQQDPLNWNMAADALKGSHLDEVKKMVEEFRKPVVRLGGETLTIGQVAAIAGRSGTEVMVELAEAARAGVKASSDWVMEGMKNGTDSYGVTTGFGATSHRRTKQGAALQKELIRFLNAGIFGNGTESCHRLPHSATRAAMLVRINTLLQGYSGIRFEILEAITKLLNNNITPCLPLRGTITASGDLVPLSYIAGLLMGRPNSKATGPNGELLDASKVFQRAGIDTGFFELQPKEGLALVNGTAVGSGLASMVLYDANILGILSEVLSAIFAEVMQGKPEFTDHLTHKLKHHPGQIEAAAIMEHILEGSSYVKEAKKIHEMDPLQKPKQDRYALRTSPQWLGPQIEVIRSATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNTRLALASIGKLMFAQFSELVNDYYNNGLPSNLTGGRNPSLDYGFKGAEIAMASYCSELQFLANPVTNHVQSAEQHNQDVNSLGLISSRKTAEAVDILKLMSSTYLVALCQAIDLRHLEENLKASVKSAVSLVANKVLITGQNGGLHQSRVTEKDLLTVVDREYCFAYVDDPCSATYPLMHKLRQVLVDHALSNGDAEKNSSTSIFHKISAFEEELKIVLPKEIEGARCNLENGKPAIPNRIQECRSYPLYKFVREELKANYLTGEKVQSPGEEFDKVFTAMNEGKLVDPLLNCLKKWNGAPLPLC*

NbL10g08440.1 ammonia−lyase [MW = 78.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
ISTMGQMALSKHEQRTSLKLVFSAESFLLVLLLFSLLSSSFSEIFFAEQFDDDWRSRWVKSDWKRSEGKAGSFKHTAGKWAGDPDDKGIQTSSDAKHFAISAKVPEFSNKNRTLVVQYSIKFEQDIECGGGYIKLLSGYVNQKKFGGDTPYSMMFGPDICGTQTKKLHVMLSYQGQNYPIKKDLQCETDKLTHFYTFILRPDASYSIWIDGRERDSGSMYTDWDILPPRKIKDVNAKKPADWDDSEYIEDPNKVKPEGYDSIPREIPDPKAKKPDHWDDEDDGIWRPPKIPNPAYKGPWKRKKIKNPNYKGKWRTPWIDNPEFEDDPDLYVLKPIKYVGIEVWQVKAGSVFDNILICDEPDYAKKVIEEVFANREAEKEAFEEAEKVRKAKEEEEARRAREEGERRRRERDRDRHRDRNKRRYRRDYDDDYHVSPE*

NbL10g08410.1 calreticulin−3−like [MW = 51.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01409 tRNA synthetases class II core domain (F) PF03147 Ferredoxin−fold anticodon binding domain

Protein sequence:
MALSFAKSTFLSNATLYFPKNGIRGFGLLLPFSSFSTSSALPKRRQTVVSALELGGVKISKDEIVRDDPTNNIPDTIFAKLGMQLHRRNQHPLGILKNAIYDYFDTNYPDKFDKFDDLCPIVSVRQNFDEVLVPADHVSRSYNDTYYVDSQTVLRCHTSAHQAELLRSGHTHFLVTGDVYRRDSIDATHYPVFHQMEGVRVFAPNDWEGSGADATSHAAEDLKKCLEGLARHLFGGVEMRWVDTYFPFTNPSFELEIYFQNEWMEVLGCGVTEQEILKRSGRTDNVAWAFGLGLERLAMVLFDIPDIRLFWSTDERFTSQFSSGRLGLKFKPFSKYPPCYKDMSFWISDSFTENNLCEVVRGIAGDLAEEVKLIDNFTNKKGMTSHCYRIAYRSMERSLTDEEINDLQWKVREQVESKLKVVLR*

NbL10g08380.1 phenylalanine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 48.59 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 103 205 307 508

Protein length

Gel Slice

2.9 4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 103 205 307 508

Pfam domains

Pfam Description
SP Sequon TM Domain PF13714 Phosphoenolpyruvate phosphomutase

Protein sequence:
MKSAAISSTDFRSFSNIPSGQTPNLAHRRVAERLLLLPKPGASLPKKVGSSSNARSKTSVCYTISASYGDKESDSVISNEYTSPAKALRKLLESPGIHQGPACFDALSAKLVERAGFDFCFTTGFGISATRLGVPDTGLISYGEMVAQGQEITQAVSIPVIGDGDNGYGNAMNVKRTVKGYIRAGFGGIILEDQVSPKACGHTRGRKVVSREEAIMRIKAAVDAREESGSDIVIVARTDSRQAVSFEEALWRARALADAGADVLFIDALASIEEKKAFCDVYPLVPKMANMLEGGGKTPILTPIELEELGYKIVAYPLSLMGVSICAMQDALTAIKGGRIPSPGSMPSFEELKEILGFNTYYEEEKLYATTSSQLPSLKGNFSSRSNEYGVQPGIPADTEQRGQIPQNPVEVLIPEVYDKFSGEGAKGNFSGIWSRKLRVKITGRDGSVKLDIRIPAGFLEGITNIVPALVGVNIKALLDNATLEEGGKQLLDFQDTMGDIIQVFLE*

NbL10g08370.1 23−dimethylmalate_lyase [MW = 54.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00364 Biotin−requiring enzyme

Protein sequence:
MTTSFGTTATPTTAASASPAVFPAKNAPKSLTLLPHCHHRRYNPSRSKLSFRFATAPKLQFSCKGLQTSRNHSAVVRAQLNEVRFFQWFSLERILSNVVSFVKNLLEPSVAFKVAVGGSSNDAATPITQSEEVKSPSETSSATSVSEESISNFISQVSSLVKLVDSRDVVELHLKQLDCEILIRKKEALPQPPPPAHTPLLQSYHVPSVQFSPPPPAPAPAPAAPPVQIPAPSPAAAKPSDSSVPPLKCPMAGTFYRSPGPGEPPIVKVGDKVQKGQVLCIIEAMKLMNEIEADQSGTIIDIFAEDGKSVSVDMPLFVIKP*

NbL10g08350.1 biotin_carboxyl_carrier_protein_of_acetyl−CoA_carboxylase_chloroplastic−like [MW = 34.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MILALLLSLQILRHFSHTHSVDHSLFLLTFSLYLYIHSYTHKKLQRMALQVQVNGVSLKPSTVPSSSAWRSSKQSVVCVAGDYGFSPRVFNNRGLSLKVKCSSDATATTTVTLGQVTEVCKDTFWPIVEAAGDKTVVVDMYTQWCGPCKVIAPKFQELSKNYNDVVFLKLDCNQDNRPLAKELGIKVVPTFKILKNNKVVKEVTGAKLDNLIAAIEDVRSS*

NbL10g08340.1 thioredoxin_F−type_chloroplastic−like [MW = 24.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
CKMLVRQESDANKSIRLEIIEIKQSIFFPNLEDSMKREQGGKVQRANIQAAKAVADVIRTTLGPRSMLKMLLDASGGIVVTNDGNAILRELDLAHPAAKSMIELSRTQDEEVGDGTTSVIVLAGEMLHVAEAFIDKKYHPTVICRAYAKALEDAVAVLDKIAMTVDVNDRATMLGLVKSSIGTKFTSQFGDLIAELAINATTIVGVEVGQGLREVDIKKYIKVEKVPGGQLEDSVVLKGVMINKDVVAPGKMKRKIVNPRIVLLDSPLEYKKGENQTNAELLREEDWTVLLKMEEEYIENMCAQILKFKPDVVITEKGLSDLACHYLSKAGVTAIRRLRKTDNNRIAKACGAVIVNRPDELQESDVGTGAGLFEVKKIGDEFFTFIVDCKDPKACTILLRGASKDLLNEVERNLQDAMSVARNIIKHPKLVPGGGATELTVSAMLKQKSSSVEGIEKWPYEAAAIAFEAIPRTLAQNCGVNVIRTMTALQGKHASGENAWIGIDGNTGEIADMKEHKIWDSYSVKAQAFKTAIEAACLLLRIDDIVSGIKKKQAPGAGRGQSKPKIEEEGDADNDQLIPE*

NbL10g08330.1 T−complex_protein_1_subunit_gamma−like [MW = 63.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
MAKRLLPTLNRVLIEKITAPAKTNAGILLPEKSSKLNSGKVVAVGPGLRDKSGNLIPTAVKEGDTVLLPEYGGTQVKLGEKEFHLYRDEDILGTLHD*

NbL10g08270.1 10_kDa_chaperonin_mitochondrial−like [MW = 10.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
QIINFTHRPKHLAICHQFQELDMATFAVSSGAINSLARTLPLTKNRKPLSLFSLSISLTLKASKTNLRTSSMSYDKQLAAAKKAASLAARLCQKVQKALLQADVQSKSDKSPVTVADYGSQAVVSIVLQKELDSASFSLVAEE

NbL10g08140.1 SAL1_phosphatase−like [MW = 15.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MDIESVKKFLEKEGGNYESTVDSMPSRFLEAFVSHGIKVDLVEPGRILYSFQVPSRLVNAGNFLHGGATASLVDILGSAVIHTVGAAFTGVSVEINVSYLDAAFVGEEIEVEATVLRVGKTIGVVSVELRKKETGKIVARGRHTKYLAVNSKL*

NbL10g08030.1 acyl−coenzyme_A_thioesterase_13 [MW = 16.45 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 74 147 220 363

Protein length

Gel Slice

3.8 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30 35

Peptide counts over 4 repeats

1 74 147 220 363

Pfam domains

Pfam Description
SP Sequon TM Domain PF00701 Dihydrodipicolinate synthetase family

Protein sequence:
MSSSIIGRCHFVADSIEAAGTKRYAAGTTRWRSPRAAVIPSFHLPMRSNEVKNRTFADDIKALRLITAIKTPYLPDGRFDLEAYDTLVNLQIENGTEGVIVGGTTGEGQLMSWDEHIMLIGHTVNCFGGSIKVIGNTGSNSTREAIHATEQGFAVGMHAALHINPYYGKTSLEGLISHFESVLPMGPTIIYNVPSRTGQDIPPRVIQTMAKNPNLAGVKECVGNDRVEQYTSNGIVVWSGNDDECHVSRWDYGATGVISVTSNLVPGLMRELMFGGKNLALNSKLMPLIEWLFHEPNPIALNTALAQLGVVRPVFRLPYVPLTKEKREEFVEIVKEIGRENFIGERDVQVLDDNDFILVARY*

NbL10g07990.1 4−hydroxy−tetrahydrodipicolinate_synthase_chloroplastic [MW = 39.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MALGKYSRVDGRKSSSYCSTVTIVVFVALCLVGVWMMTSSSVVPVQNSDVSSQGKTSDATTQVTESKESSNGDESNPTDEGKSKQFEDSPGDLPVDATKGDASVSQEENNSNSQQTESTTDVKEEEKSTEQNEDTGDSKSETQSESGTDNSDDKKIEDKDSEAGEKNENKSVGEETEDGSDEKKSVENPSELNEKKDQEVDQGSDEKADGQKKDQSSTEVFPSGAQSDLLNETTTQNGAFSTQASESKNEKETQKSPESDKESSYTWKVCNSTAGPDYIPCLDNLEAIRNLRSTKHYEHRERHCPDNPPTCLVPLPEGYQRSVEWPTSREKIWYHNVPHTKLAEVKGHQNWVKVSGEYLTFPGGGTQFKHGALHYIDFIQQSVPDIAWGKRTRVILDVGCGVASFGGYLFDRDVLAMSLAPKDEHEAQVQFALERGIPAISAVMGTKRLPFPSRVFDVVHCARCRVPWHIEGGKLLLELNRLLRPGGLFVWSATPVYQKLPEDVEIWEAMKKLTKAMCWELISKTKDRVNGVGVAVYRKPMDNECYEQRSEGAPPLCQESDDPNAAWYVPLQACLHKAPVATSERGSQWPESWPARLSKSPYWLLSSQVGVYGKPAPEDFTADYEHWKHVVKNSYINGMGINWSTVRNVMDMRAIYGGFAAALRDLNVWVMNIVSVDAPDTLPVIYERGLFGIYHDWCESFSTYPRSYDLLHADHIFSKIKTKCGLPAIVAEVDRILRPEGKLIVRDKVEAVTELESMFKSMHYEIRMTYSKDKEGLLCVQKTMWRPKEVETLTYALA*

NbL10g07980.1 probable_methyltransferase_PMT26 [MW = 89.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MENTDVDQPHSMGTTIIGVTYNGGVVLGADSRTSTGMYVANRASDKITQLNDNVYVCRSGSAADSQIVSDYVRYFLHQHTIQLGQPATVKVAANLTRLLSYNNKDRLQTGMIIGGWDKYEGGKIYGIPLGGTVLEQPFAIGGSGSSYLYGFFDQAWKEGMTQEEAEKLVVTAVSLAIARDGASGGVVRTVTINKDGATRKFYPGDSLQLWHEELEPVNSLLDVVSASSPDPMVS*

NbL10g07910.1 proteasome_subunit_beta_type−6−like [MW = 25.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01738 Dienelactone hydrolase family

Protein sequence:
MADSATPFKKVQIQRDDITFDAYVIGKDDAPGIVVLQEWWGVDFEIKNHAQKISQFDSGYKALIPDLYRGKVGLDVAEAQHLMDGLDWQGAVKDIQASINWLKSNGSNKVGVTGYCMGGALAIASSVLVPGVDAVVAFYGVPSPELADPITAKAPVQAHFGEDDGFVGFSDVKTGKALEEKLKTSGVPHEVYFYPQTGHAFMNKSPEGVERRKKMGMPDVEDAAVEQAWTRFRSWMSRFLSA*

NbL10g07690.1 protein_usf−like [MW = 26.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03188 Eukaryotic cytochrome b561 PF04526 Protein of unknown function (DUF568)

Protein sequence:
MDNKVLTSLIFSSILLTLFTSTYAQNCSSHRFSNNNIFSTCNPLPVLNSFLHWTYHSANHTVDLAYRHGGVTDSDWVAWALNIGGSRMLGAQCLVAFRNSSGQIHAYTSPISPSSYQTQLREGPLSFRVPRIAAEFINNEMVIFATLELPSGSSTSFNQVWQNGPVSGQSLQIHRQSGDNMRSFGTIDFASGQTSAAAGGGSASSRQRRRNTHGVLNAISWGVMMPMGAVFARYLKVFKSANPAWFYLHVACQTSAYAVGVAGWGTGLKLGSDSVGIKFNTHRNIGITLFCLGTLQVFALLLRPKPDHKYRLYWNIYHHTIGYTVIILSIINVFEGFDALNGQKYWKRAYIGVIIALGAIAVMLEAFTWFIVIKRKKTSVSDKYPNGNGANGVNAYANREV*

NbL10g07570.1 cytochrome_b561_and_DOMON_domain−containing_protein_At5g47530−like [MW − SP = 41.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02223 Thymidylate kinase

Protein sequence:
MRYSCNFTISKALKFGVVAAQCSLKSSLNLKLPFKPSRNIHMENRENSSSRGALIVLEGLDRCGKTSQSSRLYKYLDEQGYSVESWRFPDRNTGVGQMISSYLANQSHLDDHAIHLLFSANRWEKRMLMEDKLRSGTTLIVDRYSYSGVAFSSAKGLDIEWCKAPEIGLLAPDLVIYLDISPEKAAERGGYGGERYEQLEFQKKVAKSYLTLHDSSWKVIDATLPVEDIEEKLREIVLDSMTICQKGKPLSQLWSS*

NbL10g07550.1 thymidylate_kinase−like [MW = 28.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAAKMAVSYALGINFAVASRELFPSSPQPLSLSSWKRRGSHFRVSAKLGGEEGDVKKDKKKFITKEQEPEQYWQTAGERAGENPMMTPLPYIIIFGMSTPFVILAVAFANGWIKVPIR*

NbL10g07470.1 uncharacterized_LOC109241615 [MW = 13.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01344 Kelch motif PF13418 Galactose oxidase, central domain

Protein sequence:
MAATIQGKWIKLEEKGAGPGARSSHAITIVGQKVYAFGGEFTPRVPVDNKLYTFDLTYQEWSAADAAGDVPPPRVGVTMATIGETIYVFGGRDAEHKELNELYSFDTTTNKWTLLSSGDEGPSHRSYHSMTSDDRRIYVFGGCGNAGRLSDLWAYDAVDKKWIKFPVPGENCKPRGGPGLTVILGKIWVVYGFSGDELDDVHYFDAIEEKWVQVETNGEKPTARSVFSTVGIGKYIFIYGGEIDPSDLGHLGAGKFSGDVYALDTETLVWKQWIDSGDHPGPRGWCAFASGRRDGEEGLLVYGGNSPSNDRLGGIFFFTPLVET*

NbL10g07460.1 nitrile−specifier_protein_5 [MW = 35.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01344 Kelch motif

PF13418 Galactose oxidase, central domain
PF13854 Kelch motif

Protein sequence:
MKVSLNSSFVYSIEEKSTGEWNCFSLAMAATTQGKWIKLEEKGAGPGARSSHAITIVGQKVYVFGGEFTPRVPVDNKLYTFDLTYQEWSAADAAGDVPPPRVGVTMDTIGETIYVFGGRDAEHKELNELYSFDTTTKKWTLLSSGDEGPSHRSYHSMTSDDRRIYVFGGCGNAGRLSDLWAYDAVDKKWIEFPVPGENCKPRGGPGLAVILGKIWVVYGFSGDELDDVHYFDAIEEKWVQVETNGEKPTARSVFSTVGIGKYIFIYGGEIDPSDLGHLGAGKFSGDVYALDTETLVWKQWIDSGDHPGPRGWCAFASGRRDGEEGLLVYGGNSPSNDRLGGIFFFTPLVET*

NbL10g07330.1 nitrile−specifier_protein_5−like [MW = 38.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MGKLETVTTTSATAADDSSELTTNFKLVGFKNFIRTNPRSDFFSVKRFHHIEFWCGDATNTSRRFSWSLGMPIAAKSDLSTGNSVHASYLLRPVSGSLQFLFTAPYSPSISTPSSAAIPSFSTSTHRSFAATHGLGVRAVALEVENAYTAFSASVSRGAKPMFEPVTIDGQVAMAEVHLYGDVVLRFMSLKDADSLVFLPGFNAMDETASYKELDYGIRRLDHAVGNVPELGPAVDYIKRFTGFHEFAEFTSEDVGTAESGLNSMVLANNDETVLLPLNEPVYGTKRKSQIQTYLEHNEGAGVQHLALVTEDIFKTLKEMRKRSGVGGFEFMPSPPPTYYKNLKNRAGDVLTDEQIQACEDLGILVDRDDQGTLLQIFTKPVGDRPTIFIEIIQRIGCMLKDEKGQVYQKGGCGGFGKGNFSELFRSIEEYEKTLEAKQANQVAAA*

NbL10g07320.1 4−hydroxyphenylpyruvate_dioxygenase [MW = 48.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MASTQCFLHHHALSTPARTPLVRSIVPSLKPNQLLVCRAQKQSAPQEDNVNSLSLSRRLALTLLIGSAAIGSKVSPADAAYGEAANVFGKPKTDTDFQTYNGDGFKLQIPSKWNPNKEVEYPGQVLRFEDNFDATSNVIVAITPTDKKSITDFGSPEQFLSQVDYLLGRQAYSGKTDSEGGFESDAVAIANVLETSSAEVIGKPYYYLSVLTRTADGNEGGKHQLITATVNDGKLYICKAQAGDKRWFKGAKKFVENTVTSFSLA*

NbL10g07270.1 oxygen−evolving_enhancer_protein_2−2_chloroplastic [MW = 28.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00169 PH domain

Protein sequence:
LQSETPRTKPRIQHSPTGPRQEKETYQLQLLRLFFLITKPFLKQPLRFLFFISTNLPPMASNGAPLGDADTKTSLEKIKRQLASGSGRNLLQGPLLKRSETLRKWNERWVILDPTTGKMEYKARRTEPTIKGTILFDANSTIALSPVNFHGLPKYDGCCFYIGTPQKKDYFLCAETPGAAKAWVSTLHATQLVLKAHKEAVNSLSGNGSTKLGTVATVVAAANSTALEASKEVEAAMQIAMRTALGAMMNRTPDGPMDDLTIMKETLRVKDDELQNLAREVRARDSTIKELVDKLSETAEAAEAAASAAQTMNEQRKIACAEVERLKGDSEKQLESSKSKLREFEEKFMTLSKEMDQLIKQRDSAIQEAHLWRSELAKAREQAVILEGAAVRAEERVRVTEADAETRIKEAAQTEAASAKEKQELLAYVNMLQAQLTRQQVDMNQVFEKTESCSSSINNLPQTKHVDLSEENVDKACLSVSRAIDPENVVDLAVDQTNHQSSGHGEWSDIQPTESRIADVREVASETERSSLDIPVVISPSNTHQDHGHNSHLP*

NbL10g07210.1 switch−associated_protein_70 [MW = 61.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00067 Cytochrome P450

Protein sequence:
MATGFVSSNTCLVLNRPSDCCSSRFCHFPSSYPTLSTPKRASIRCQSTSTDEPKTKMNLFDNASNLLTNLLSGGSIGSMPIAEGAVSDLFDRPLFFSLYDWFIKYGSVYKLAFGPKAFVVVSDPIVARYILRENAFSYDKGVLAEILEPIMGKGLIPADLDTWKQRRRVIAPGFHSSYLEAMARLFTDCADRTVLKFDKLLEQEESRGGKAIELDLEAEFSNLALDIIGLGVFNYDFGSITKESPVIQAVYGTLFEAEHRSTFYIPYWKIPLARWLVPRQRKFQNDLKVINDCLDGLIQNAKETREEADVEKLQQRDYLNLKDASLLRFLVDMRGVDVDDRQLRDDLMTMLIAGHETTAAVLTWAVFLLAQHPVKMKKAQSEIDAVLGQGRTTFESLKKLEYLRLIVVESLRLYPQPPLLIRRSLKSDKLPGGYNGDKDGYEIPAGTDVFLSVYNLHRSPYFWDKPDEFEPERFLVPKESSVEGWAGFDPSRSPGALYPNEIISDFAFLPFGGGPRKCVGDQFALMESTIALAMLLQKFDVELRGSRESVELVTGATIHTKTGLWCKLKKRSNV*

NbL10g07170.1 cytochrome_P450_97B2_chloroplastic [MW = 64.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase

Protein sequence:
MTKKQSICDDFSPNFPAIDPTTTSILCVDHNGCCNFTTVQAAVDSVGNFSATRSLIWIRSGIYFEKVIIPKTKPNITFQGQGYTSTAIVYNDNANSSGGTFYSGSVQVFSTNFIAKNISFMNVAPIPGPGAVGAQAVAIRIGGDQAAFWGCGFFGAQDTLHDDRGRHYFKECYIQGSIDFVFGNGKSLYENCELISMASPGWRSINGAVTAHGRASKEEDSGFAFVNCNVGGSGRIWLGRAWRPFSTVVFANSFMTNIISPDGWNDLNDPSRDQTIFYGEYNCTGAGSNMSQRAPYVQKLNDTQALPFLSSSFIDADQWLQSFSN*

NbL10g07150.1 probable_pectinesterase_8 [MW = 35.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MGLFPWSKSFGVLLYLVLVSPVSGIGANWGTQSTHRLPPDIVVRMLRENGIRKVKLFDADYDTLKALGKAGPELEVMVGIPNDLLSTMGSLKAAEKWVSKNVSVHISNNNVNIRYVAVGNEPYLTTYNGTYLRTTLPAMQNVQTALIKAGLGNKVKVTCPLNADVYESSSGLPSGGDFRAEIHGFVSQLVKFLSDNGCPFTINIYPFISLYIDPNFPVEYAFFDGNATPLNDGGTTYTNMFDANHDTLVWALQKNGFGNVPIIIGEIGWPTDGDRNANAQLAQRFNQGFMQHISEGKGTPMRPGPIDAYLFSLIDEDAKSIRPGNFERHWGIFTYDGLPKYSLNLGTTNSGALVQAKNVKYLERKWCVFKPNAKVDDPQIAPSMSYACGLADCTSLGYGTSCGGLDARGNISYAFNSYYQINNQLDDACKFQGLGTVTKSDPSTGTCRFGLMIEQYYGAADRQLGYTRMALALLLVLWTIL*

NbL10g07080.1 glucan_endo−13−beta−glucosidase_6−like [MW − SP = 50.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04146 YT521−B−like domain

Protein sequence:
MEDTNQQNVDRFTSVSSSGERAVEPHNAAEQSISPKDERTVSANASVNATIPGASRNAKDHPVTSETGALSTFYPLNSYSPQDQGFYYGGYDNGTGSWAEQSNDVNVNNLHVVPPAMYNENPLFFPPGYGFDAQMTFGQFSPIASPLSPFMIDGQLYSPHQIPVSPNYYAPPISPGLPHVTSALPASQSDLVAPGSTGHEIDSTYFGPGSGYYIPVGSFGRGELSGSSNIGFYNYQGEFGSGQSLSNRPNPVDSGRYMSQMTSAALYPQPVGILGSYEQNAMQASHQGLGFTPGSSTRHYSQGNPYPSANYGTGSSSLWEPGHRNWLTPDRGGRRERDRHSVSISTESLGMASERNRGPRALKPKSKGPIEDSSSSAIHKEVESTNTFQPEQYNRREFVTDYEHAKFFVIKSFSEDNVHKSIKYSVWASTPLGNRKLDAAYREAKERNADCPVFLFFSVNASGQFCGVAEMIGPVDFENNAEHWQQDRWSGQFPVKWHVIKDVPNSQLRHLLLEHNDNKPVTHSRDSQEVKLPEGLEMLKIFKNYEADTSILDDFTYYDEREKSLLEKKSKQRTLQPGSAAVTTAADTISQLADSLAGTLNLEGNKNLP*

NbL10g07050.1 uncharacterized_LOC104212881 [MW = 66.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
MATTQLTASSISVKGFASFEGLRSTTTVNVASLKQNRRSFRGLIIKAATVVAPKYASLKPLGDRVLVKIKTVEEKTVGGILLPTTAQSKPQGGEVVAVGEGRSVGKTQVDISVKTGAQVIYSKYAGTEVEFNGSNHLILKEDDIVGTLETDEIKDLQPLNDRVLIKVAEAEEKTAGGLLLTEASKEKPSIGTVIAVGPGPLDEEGNRKPLSVSTGNTVLYSKYAGNEFKGADGSEYIALRASDVMAVLS*

NbL10g06950.1 20_kDa_chaperonin_chloroplastic−like [MW = 26.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00560 Leucine Rich Repeat
PF08263 Leucine rich repeat N−terminal domain

PF13855 Leucine rich repeat

Protein sequence:
KKSDEFSLFTAAHCFSTIMATVLLPHLLSLIFFLLFLSHPPSCFSIGDDEALVEFKELLTNTSALDSSWKKGTNPCDNNKKWVGVQCEKDVVQGLILGGFGLSGDIDVDSLVRLKGLRVLNLANNSFSGFIPEFFMLGALKSLFIDGNQFTGEIPVNFFSKMSSLRKVWLSRNKFSGKIPDSLASLKYLLELRLDNNELSGTIPSLSQGTLIFINLSNNKLQGEIPQGLSRFGSDPFQGNPELCGQQLGRECKAAAQGEKSEGSSTKWIIIGLVVVLLLVAIFFKTKRREDHFEKLEKENLDESVSVNIPSSNKRSMSLRNSMRSSRRGRSRSGSDMGDLVVVNEERGIFGLPDLMKASAEVLGNGGLGSAYKAVLGNGLSLVVKRLRKINKLNKETFDTEIRKLAKLRHRNLLQPLAYHYRKEEKLVVSEYIPKGSLLYLLHGDRGIAHAQLNWPTRLKIIHGVANGMKFLHSEFASYDVPHGNLKSSNILLTTNNEPLLTDYAFYPLINNSQAVQSLFAYKSPEAILNQQISPKSDVYCLGIIILEILTGKFPSQYLSNQKCGTDVVQWVQSAVEAKRVSELIDPQIATAKDSLEKMETLLYIGAACTESDHDKRIDMKEAIRRIEEIES*

NbL10g06900.1 pollen_receptor−like_kinase_3 [MW = 70.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MTRASIIVLLIATLIAAARGGTLTFDDDNPIRQVVVSDGLQELENGILQVIGQTRRALSFVRFVRRYGKRYDSVGEIKQRFEIYWDNLKMIRSHNKQRLSYKLGVNEFTDLTWDEFRRERLGAPQNCSATTKSDLQLTNVNLPETKDWREAGIVSPVKKQGKCGSCWTFSTTGALEAAYAQAFGKNISLSEQQLLDCAGAFNNFGCHGGLPSQAFEYIKYSGGLDTEEEYPYAGKAGVCKFSSENIAVKVVGSVNITKDAEDELKYAVAFIRPVSVAYQVVKGFKQYKGGIYSSTVCGNTPQDVNHAVLAVGYGVENGTPYWLIKNSWGAEWGDNGYFKMEMGKNMCGIATCASYPIVA*

NbL10g06850.1 cysteine_proteinase_3−like [MW − SP = 37.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06232 Embryo−specific protein 3, (ATS3)

Protein sequence:
MGGRNSAALLLLVLIAAGFFTISQARAIPTKPHVFRSFTSNTNQSAATARSCSYTLTIKTSCSSPKYTRDKVSIAFGDAYGFEVYAPRLDNPSSRIFERCSTDTFQIRGPCTYEICYLNLLRVGSDGWKPESVKVYGPNRPVITFKYNKFLPNGVWFGFNHCRKVFGSVI*

NbL10g06840.1 uncharacterized_LOC109225622 [MW − SP = 16.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MEPRVGNKYRLGRKIGSGSFGEIYLGTNIQTNEEVAIKLENVKTKHPQLLYESKLYRILQGGTGIPNVRWFGVEGDYNVLVMDLLGPSLEDLFNFCSRKLSLKTVLMLADQMINRIEFVHSKSFLHRDIKPDNFLMGLGRRANQVYVIDFGLAKKYRDTSTHQHIPYRENKNLTGTARYASMNTHLGIEQSRRDDLESLGYVLMYFLRGSLPWQGLKAGTKKQKYEKISEKKVSTSIEALCRGYPTEFASYFHYCRSLRFEDKPDYAYLKRIFRDLFIREGFQFDYVFDWTILKYQQSQIAAPTSRPLGAGAGTSSGMPPAIPNAERQSGEEEGSQPADPSRRRNSGPLINAGSFSKQKSPLRNDSTSKDAMLSSSTFLGRSSGSLRRGLVSGSRETFTMGNDSDPTRSRTPEASPATMHKISSGQRSSPLVGSSDAKHASSGRNTSGIKNYETTLKGIERLHFDEEDRSH*

NbL10g06740.1 casein_kinase_1−like_protein_2 [MW = 53.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MVTKKPKVVIIGAGMAGITAANKLYTAAGSKQLLELCVVEGGNRIGGRIKTSEFGGSRIEMGATWIHGIGGSPVYKIAQEINSLESHQPWECMDEFLDEPLTIAEGGHDLNSSIVDPISNLFKKLMDFAQGKAIEDEFAQSYRSSNDNLSVGSFLRKGLDAYWGSMKDQEGIDNWSRKSLEDGIFAMLENTQRTYTSAGDLHTLDFNAESEYRMFPGKEITIAKGYSTIVESLASVLPAGLIQLGRKVTRIEWQPDDCGPLDVENGDGTKPVKIHFYDGSIMYADHVIVTVSLGVLKREIRDDSGMFSPPLPSFKTQAISKLGFGVVNKLFLQLSPTKDEDGMKFPYLQMVFHQSDSRLRHPKIPWWMRRTASLCPIYGSSNVLLSWFAGAEALELESLGNEEIIDGFSTMISDFLANSKHVNKLSNGHAESSFKFDKVLKSQWGTDPLFLGSYSYVAVGSSGDDLDTMAEPLPTRSNYSCISPPLQILFAGEATHRTHYSTTHGAYFSGLREANRLLQHYHCIDI*

NbL10g06610.1 probable_polyamine_oxidase_5 [MW = 58.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00588 SpoU rRNA Methylase family PF08032 RNA 2'−O ribose methyltransferase substrate binding

Protein sequence:
MLKQFHTSKPQSLLVVCHPTILKHHFKLTSFSISNPICKKSQTHNLNRLLNPRNLVPFSTKPPSKNLNLDISVNFSCGFQPQYRLRNYCLITARSYSASDYGKIAQGSEKNLPWLAKDKAKQTKRNEKVVISRSSWEESAEKFLKDGRSAAKSAEFKRYEDRRDDYQGKTYSGEGEDDDGDMEEVDDPRWDKIKNTFNRIKVRPGSDRPEVRRWNNQESWGKKTWKEATESTIPRMIGEGIYGVGPVLAALSAGRREFYSLYVQEGLDLSGNNRKKKDKKGFERVLRMAEKIGLSKKEVSKHDLNMFADNRPHQGLVLDASPLEMVGIKELEPVSTEEESTPLWVALDEVTDPQNLGAIIRSAYFFGAAGIVLCAKNSARLSGVVSKASAGSLELVELRSCKNMMQFLTSSAENGWRVIGGSVSSRAVPLHEIVPGAPTILVLGSEGTGLRPLVERSCTQLVKIPGNIPVDIIVGEDEDDHSSSGQNFRSFMAVESLNVSVAAGVLLHHLIDSNCSKN*

NbL10g06280.1 rRNA_methyltransferase_1_mitochondrial [MW = 57.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MVILHKGALSTNMKARLIGSGKETIILAHGYGGDQSVWDKILPNLMSNYQILLFDWSFSGAVRDQSLFDADKYSSYEAFADDLIALLDEMKLDSSIFVGHSMSGIIGCIASVKRPNLFNRLILVASSPRFINLEDYVGGFEMTDIEQMFQNIGENYGIWSSGFARIAVDPSDPPSVEKFEKSLKRMGVEVALPLAKTVFLSDYRGILEKVVTPCTIIQCKIDFAVPNSVAIFMHTNIKGASTVEIINTRGHFPQLTAHEEFLNVIHRVLTS*

NbL10g06190.1 probable_esterase_KAI2 [MW = 30.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00805 Pentapeptide repeats (8 copies)

Protein sequence:
MAIPSVCLCTKLPPNPNKLQSPNPFPLTHQPSSFSPQVSLNSVESSRNALASFGESISRASFLALLSASLFLASDPALAFKGGGPYGAGVTRGQDLTGKDFSGKTLIKQDFKTSILRQANFKGANLVGASFFDADLTGADLSDADLRGADFSLANVTKVNLSNANLEGALTTGNTSFKGSNIEGADFTDVPLRDDQREYLCKIADGVNPVTGNATRDTLFCK*

NbL10g06040.1 thylakoid_lumenal_15_kDa_protein_1_chloroplastic−like [MW = 23.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MVSFRFYRPRNRRHSWNWVKPNSKIFVFVNASAFKFLNLWPYFLRHAVVEELAELGATVYTCSRNQAELNERLQEWAGKGLQVKGSVCDASLREQRVQLMENVSSAFEGKLNILVNNVGTNIRKPTTDYTAEEYARLLSTNLESAYHLCQLAHPLLKASGNGSVVFISSVAGLVHLSSGSVYGATKGAMNQLTRNLACEWAKDSIRVNGVAPWYIRTSLVEHLLENKTFLDGVISRTPLRRPGESQEVSSLVAYLCLPGASYITGQVIAVDGGFTVNGFEMTSY*

NbL10g05890.1 tropinone_reductase_homolog_At5g06060−like [MW = 31.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00276 Ribosomal protein L23

Protein sequence:
MGSRLGRRVVNFANLPIKLLMPSSFSNITEISLKTIPSASKIEIKRVLESLYGFEVEKVQTLNMDGKKKKRGGLLIAKPDYKKAYVTLKNPLSISRDLYPIRMIEEEKKNMSKKSKSSIVEDDEPKKMHWLDEKRDTRSSSERRFTRGRDREHGGERSSDVGAPAAKFPWSSMRSYAPRGSVGGFLNSSKVQGLLTVQVTVAGVGECC*

NbL10g05880.1 uncharacterized_LOC107798942 [MW = 23.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01190 Pollen protein Ole e 1 like

Protein sequence:
SIQIEPSTTPNYNHTASILWIRMPKWLHFASPYHHHIYTSSDSFSTTLSHFLWIRIPNYFLLFTFISLLQTQLLFTKRTREHLFGLYTMAKLIAFFTLCLLSASVASASFTGNPFLVKGKAYCDTCRCGFETPATKYLAGAKVRIECRHRVTEAPTYTVEGVTNSKGEYNILVNSDRGDDVCDVILVKSPDRTCAKPNAGRDRSRVILTRNNGMISNTRFANAMGFLRDEPLSSCTQILQQYQLTDDQV*

NbL10g05780.1 protein_DOWNSTREAM_OF_FLC−like [MW = 28.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12222 Peptide N−acetyl−beta−D−glucosaminyl asparaginase amidase A

Protein sequence:
MLSSIITSLFFFIFPLSSSVPQHHSHFIKHTLSPKTPHPYIEISRPLLFTHNSAPSCTLPLFTHNFSNTYGLPPVSIPYSPPFNCSWTLALLQFNVSCKGEQYDRIAAVWLDGAELLRTSTAEPTDDGIFWTVNKDVTKYTSILLKDNITLSVMLENLVNEIFTGVYHVNLTFIYYDIKNVTGVELGYNYVDNNHISMEVNKLRNSLDLYEKPADLIIPISGNGDNGFWFRIESESELHGQRVVIPKNTYKAVMEIYVSFHGDDEFWYSNPPDSYLKMNSLTTKRGHGAYREVLLMIDKNLIGSLVPFPVIFTGRINPLFWEPVVSIGAFELPSYDIDLTPFLAMLLDGKDHLLGLGVADGIPFWLLDGNLHLWVDDCKSPCEVQAEVLDYGAPKFNIELSSSFHGLDGSFEIEMGRKSKFSGWVNSTSGNLTTIVSREVKLKNEIKFYHNGTEKRVRQNVREESIVRVVSDTGITISRTTVKKIYPLSMTTKNLPSTENDTSLMLTDLDHEWRERKSIGDLSISLTNRQICSGWMVVQDHDVLSGGATTQQTYSYRDNVDCYSRSVSAANGTLMSDTASSLCAAFL*

NbL10g05540.1 peptide−N4−(N−acetyl−beta−glucosaminyl)asparagine_amidase_A−like [MW − SP = 63.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain PF07541 Eukaryotic translation initiation factor 2 alpha subunit

Protein sequence:
MATNSPNLDCRMYEAKYPEVDMAVMIQVKSMADSGAYVSLLEYNNIEGMILFSELSRRRIRSISSLIKVGRIEPVMVLRVDKEKGYIDLSKRRVSEEDISACEERYNKSKLVHSIMRHVAETMGTDLEDLYIHVGWPLYRKYGHAFEAFKLVVSDPDSILNSLTREVKENGPDGKEVTKVAPALSEEVKDALVKNIRRRMTPQPLKIRADIEMKCFQFDGVLHIKEAMRKAEAAGNDDCPVKIKLVAPPAYVLNTQTLDKEQGIAILTKAIAACTEEIERHKGKLAVKEAPRAVSEREDKLLAEQMAKLGRENEEISGDEDSEEEEDTGMGEIDVDSGAGIRE*

NbL10g05530.1 eukaryotic_translation_initiation_factor_2_subunit_alpha_homolog [MW = 38.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00732 GMC oxidoreductase PF05199 GMC oxidoreductase

Protein sequence:
MVSSSNWSLSIFSSLLAILILIVPCFTEKAPYSTFAKDATSAPEVVFFDYIVIGGGTSGCALAATLSQSSNVLLLERGGLPYGNPNITNITGFANNLADTSPSSPAQLFISTDGVFNHRGRVLGGGSAVNAGFFSRASKGYVKEMGWDQKLVNEAYEWVEKKVAFQPQIKQWQSAVRNGLVEVGVKPYNGFTYEHLFGTKVGGTIFDPQGHRHTAADLLEYAHPTKITVYLYATVQQILFKKEAGGSKPRAYGVRFQDSKGTSHIAYLKEGPKNEVVLSAGALGSPQILMLSGIGPAKQLKAHGIYILVDQPMVGMGMSDNPMNAVFVPSPHPVEVSLIQVVGITGFKSYIEAASGPLELDWMRRIAHDFTTIANQTMDPLKMPSAVHFPKGKPGINPHLLHTPMQAGLILEKVAGPYSTGFLELKSKDPNENPKVTFNYFKDPRDLQRCVQGMKTIAEVIESTSFSKFRYPFTSAQSLMDTMLTFPLNLRPRHLSASVSLEQFCIDTVMTIWHYHGGCQVGKVVDRNYRVFGVDGLRVIDGSTFIYSPGTNPQATVMMLGRYMGQKILKERLAGGRK*

NbL10g05400.1 protein_HOTHEAD−like [MW − SP = 60.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13405 EF−hand domain PF13499 EF−hand domain pair

Protein sequence:
MVKDLSNDQVSSMKEAFTLFDTDGDGKIAPSELGILMRSLGGNPTQAQLKSIIAEEKLNSPFDFNRFLELMSKHLKPEPFDRQLRDAFKVLDKDGTGFVVVSDLKHILTSIGEKLEAAEFDEWIREVDVGSDGKIRYEDFIARMCAK*

NbL10g05350.1 probable_calcium−binding_protein_CML13 [MW = 16.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MGFSRITPFAFQHCHNLLLPKSFISSLSRSSRLTRNTTSNHKIKCILLAVRAHSASAPTMVKAIRVHELGGPEVLKWEDVQVGEPKDGEIKVKNKAIGLNFIDVYFRKGVYKAAALPFTPGMEAVGVVTAVGPGLTGRKVGDIVAYAGNPMGAYAEEQILPANKVVPVPPSIEPTVAASVLLKGMTAQFLLRRCFKVEHGHTVLVHAAAGGVGSLLCQWANALGATVIGTVSTKEKAAQAKDDGCHHVIIYKEEDFVTRVNEITSGQGVEVVYDSVGKDTFQGSLDCLKTRGCMVSFGQASGLPDPVPLSALAVKSLFLTRPSMMHYTITRDELLETAGEVFANAASGVLRVRVNHTYPLSQAAQAHADLESRKTSGSVVLIPDGEQK*

NbL10g05250.1 quinone_oxidoreductase−like [MW = 41.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02792 Mago nashi protein

Protein sequence:
MAELEDNGEFYLRYYVGHKGKFGHEFLEFEFRPDGKLRYANNSNYKNDTMIRKEVFLTPAALKECRRIVADSEIMKEDDNNWPEPDRVGRQELEIVMGNEHISFTTSKIGSLMDVQTSKDPEGLRIFYYLVQVFIASFICPYFMFWMKFFKLIRCIVILHQVVAKIMWSNLYTW*

NbL10g05190.1 protein_mago_nashi_homolog [MW = 20.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00208 Glutamate/Leucine/Phenylalanine/Valine dehydrogenase PF02812 Glu/Leu/Phe/Val dehydrogenase, dimerisation domain

Protein sequence:
MNALAATNRNFRQAARILGLDSKLEKSLLIPFREIKVECTIPKDDGTLVSYVGFRVQHDNARGPMKGGIRYHPEVDLDEVNALAQLMTWKTAVVDIPYGGAKGGIGCKPKDLSKSELERLTRVFTQKIHDLIGINTDVPAPDMGTNAQTMAWILDEYSKFHGHSPAIVTGKPIDLGGSLGREAATGRGVVYATEALLAEYGKNIKDLTFAIQGFGNVGAWAAKLIHERGGKVIAVSDITGAVKNPDGLDIPALLNHKEATGKLIDFSGGDVMNSDEVLTHECDVLIPCALGGVLNRENSDNVRAKFIIEAANHPTDPEADEILSKKGIVILPDIYANAGGVTVSYFEWVQNIQGFMWDEEKVNRELKKYMTKAFHKLKNMCQSHDCNLRMGAFTLGVNRVARATTLRGWEA*

NbL10g05170.1 glutamate_dehydrogenase_A [MW = 44.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MMMMAATTASANSLTSAFLPRLGFHGSSHQRRTQQFARKAGSGTITAKFELQPPPYPMDALEPHMSSRTFEFHWGKHHRAYVDNLNKQIDGTELDGKTLEDIILVTYNKGVPLPAFNNAAQAWNHQFFWESMKPNGGGEPSGELLELINRDFGSYDAFVKEFKAAAATQFGSGWAWLAYKPEEKKLALVKTPNAENPLVLGYTPLLTIDVWEHAYYLDFQNRRPDYISIFMEKLVSWEAVSSRLKAATA*

NbL10g05160.1 superoxide_dismutase_[Fe]_chloroplastic [MW = 28.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02823 ATP synthase, Delta/Epsilon chain, beta−sandwich domain

Protein sequence:
MLRHGSRLLSRATTIRWRRPFSTDLAAETPVDSNFLEAWRKAIPNVEPPKTPSAFMATRPATPSSIPSKLTVNFVLPYSSELSGKEVDMVIIPATTGQMGVLPGHVATIAELKPGVLSVHEGNDVSKYFVSGGFAFVHANSFADIIAIEAIPLDRVDPNLVQKGLTEFTQKLSTASTDVEKAEAQIGVDVHSALNAALTG*

NbL10g05150.1 ATP_synthase_subunit_delta'_mitochondrial−like [MW = 21.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily PF16123 Hydroxyacylglutathione hydrolase C−terminus

Protein sequence:
MKVLHIPCLDDNYSYMIIDETTKEAAVVDPVEPHKVLRVAQENEVVLKFVLTTHHHWDHAGGNDKMKQLVPGIKIYGGSIDNVRGCTDKVENGDRISLGADISILSLHTPSHTKGHISYYVTGKEGEDPAVFTGDTLFIAGCGKFFEGTAEQMYQSLCVTLGSLPKPTRVYCGHEYTVKNLQFALTVEPDNAKIAQKLAWAEHQRRVGLPTIPSTIEEEMETNPFMRADLPEVQEKVGFTSPVEALREIRQRKDNWKS*

NbL10g05100.1 hydroxyacylglutathione_hydrolase_cytoplasmic [MW = 28.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter

Protein sequence:
MAVFSPSCSSTSPLLSFKSTPSNSPFPNVSLFPSNRRSFFRIRSSLRVKAAVSVEFPSSSATDRGDDSPKILLEVKDLSAVIKESKQQILKGVNLTVRQGEVHAVMGKNGSGKSTFAKVLVGHPDYEITGGNVSFKGENLMEMEPEERSLAGLFMSFQSPVAIPGVSNIDFLNMAYNAQRRKLGLPELGPIEFYGYIAPKLELVNMKIDFLNRNVNEGFSGGERKRNEILQLAVLGADLAILDEIDSGLDVDALRDVAKAVNGLLSPKNSVLMITHYLRLLEFIKPTYIHIMENGRIVKTGDISIAKVLEKEGYKAISGA*

NbL10g05090.1 ABC_transporter_I_family_member_6_chloroplastic−like [MW = 34.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MGEEYFIETEKMKLQEKEELSQIHFVLVHGISGGGWCWYKIKSLMEISGYKVTCLDLKGAGIHPADPTTVLSFDDYNEPLIDFFSSLPENEKVILVGHSAGGLSVTDATHKFPKKVRLAVYVAATMLRTGFVTEQDVKDGIPDLSEFGEPIDVYDMGFGLGPEQPPSSAVIKRSLQRKIIYQTSPLEDSTLAAMLLRPGPIQALKSAQFKEGEGAEEVPRIYIRTAYDRVVKPEQQDAMITRWPPQNVYTLESDHSPFFSAPFLLFGLIINAASSLGCTD*

NbL10g05080.1 methylesterase_17−like [MW = 31.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MVYSRLVNGMLFSLYIVFVLLISSSSCEAKVKLPSNVVVKAVYAFGDSIVDQGNNNNIATTPVKCNFPPYGKDFMGGMPTGRFTNANSPPDMIAKELGLKELIPAYLDPNLKDEDLKTGVSFASGGSGYDPRTSTINSAMPLSAQLNHFLEYIERLKELVGEEEGNYILNNSLFILVAGSVDIAGLTGSYYNDVIRQKLYDIDSYTNLLAAYAFDFVQELYELGARNIAFLGVPPLGCVPAQRTLAGGPTRMCAEEYNQASELANSKFSVAIDSLHKKFPQYKLVFIDAYNSLLDCIVNPQKYGFEEVQKGCCGSGNIEVAILCNKFSETCEDDTKYLFWDSYHLTEKGYRILVDRIIKNYTNSFL*

NbL10g05010.1 GDSL_esterase/lipase_EXL3−like [MW − SP = 37.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00173 Cytochrome b5−like Heme/Steroid binding domain

Protein sequence:
MVLQLWDTIKDSITAYTGLSPATFFTVVALALAFYYVVSGLFGSSDHGHHQRSRDFEEQMQPLPPPVQLGEITEEELKAYDGSDPKKPLLMAIKAQIYDVSQSRMFYGPGGPYALFAGKDASRALAKMSFEEKDLTGDISGLGPFELDALQDWEYKFMSKYVKVGTIKQAVPVTDGAANGESVEATDREAKPAEDGASASSKPLEDDVPSASVAAETVEKSDVDVDKKD*

NbL10g04930.1 membrane_steroid−binding_protein_2−like [MW = 24.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGAKFWEVICAEHGIDSTGRYAGDNDLQLERLNVYYNEASCGRFVPRAVLMDLEPGTMDSVRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDSVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYRALTVPELTQQMWDAKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMINVQNKNSSYFVEWIPNNVKSTVCDIPPTGLKMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATAEEEGYDYEDEEEEHQEA*

NbL10g04920.1 tubulin_beta−1_chain [MW = 50.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01055 Glycosyl hydrolases family 31 PF13802 Galactose mutarotase−like

Protein sequence:
MRAPPLLCPLLLLLLLATSAYSWKKEEFRNCNQTPFCKRARSRKPGSCNLRATDVSISDGDLTAKLVTKEENPESEQPNKPLVLTLSAYQDGVMRVKIDEDQNLNRPKRRFEVPEVIEEDFFNKKLWLTRAKEEEIDGVSSVVYLSDGYEGVLRHDPFEVFVREKSSGKRVLSINSNGLFDFEQLREKKEGDDWEEKFRSHTDGRPFGPQSISFDVSFYGADYVYGIPEHATSFTLKPTRGPDMEEFSEPYRLFNLDVFEYLHESPFGLYGSIPFMISHGKARGSSGFFWLNAAEMQIDVLGSGWNSNESWNIMLPSDKQRIDTLWMSEAGVVDTFFFIGPGPKDVVRQYTSVTGRPSMPQLFATAYHQCRWNYRDEEDVYNVDSKFDEHDIPYDVLWLDIEHTDGKKYFTWDRVLFPNPEEMQNKLAAKGRHMVTIVDPHIKRDESYHIHKEASEKGYYVKDATGKDYDGWCWPGSSSYVDLLNPEIRSWWGDKFSLDSYTGSTQYLHIWNDMNEPSVFNGPEVTMPRDALHHGGVEHRELHNAYGYYFQMATSNGLLKRGDGKDRPFVLGRAFFAGSQRYGAIWTGDNTAEWEHLRVSVPMVLTLSISGIVFSGADVGGFFGNPETELLVRWYQLGAYYPFFRGHAHHDTKRREPWLFGERNTQLMREAIHVRYMYLPYFYTLFREANSSGTPVARPLWMEFPGDEKSFSNDEAFMVGNGLLVQGIYTERAKHVSVYLPGDESWYDLRSGFAYKGGQTHKYEVSEDSVPSFQRAGTIIPRKDRLRRSSTQMENDPYTLVIALNSSQAAEGELYIDDGKSFEFKQGAFIHRRFTFSNGKLTSSNSAPTSAGNDRFSSECTVERIILLGMSPGPKTALVEPGNRKVEIELGPLFIQGNRGSGLTIRKPNVRIADDWSIQIL*

NbL10g04810.1 probable_glucan_13−alpha−glucosidase [MW − SP = 103.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MTSDSEEGSNQGKKLLKKEAAKLERQRKRQEAAAAAATTALSAVSVDEGPDPLAGNYGDVLLNDLQSKVVTGRQWTKVELLAPVMRDQVVLIRGRVQTIRPVGKKIAFVVVRERGFTVQCVLTVKPELVSAQMVKFATSLSKESIVDVEGVVTVPEKSITGATQQQVEVQISKLYCVNKAVPTLPINIEDAARSEVEIEQALEKGEQLVRVNQDTRLNYRILDMRTPANQGIFRIQCQVENIFRQFLLSEGFVGIHTPKLIGGSSEGGSAVFRLDYKGQPACLAQSPQLHKQMAICGDFGRVFEIGPVFRAEDSFTHRHLCEFTGLDVEMEIKEHYSEVMDIVDRLFVTIFDSLNDKCKKELEAIGRQYPFEPLKYFRGDKKTLRLTFEEGVQILKEAGIEVDPFGDLNTESERKLGQLVAKKYGTDFYILHKYPLAVRPFYTMPCYDNPAYSNSFDVFIRGEEIISGAQRVHVPEFLAKRAEECGIDVKTISTYIDSFRYGAPPHGGFGVGLERVVMLFCALNNIRKTSLFPRDPQRIAP*

NbL10g04760.1 aspartate−−tRNA_ligase_2_cytoplasmic−like [MW = 60.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00550 Phosphopantetheine attachment site

Protein sequence:
LYVFTQKPIVKPLACPLLVLQPLENISTFFLSLTFLVSMAARNALLKYLRVEARPAAVGNPRRLIGAAFTQVFRRHFSEEVRGSFLDKSEVTDRVINCVKNFQKVDPAKVTPNAHFQNDLGLDSLDTVEVVMALEEEFGFEIPDNEADKINSINLAVDFIASHPQAK*

NbL10g04740.1 acyl_carrier_protein_2_mitochondrial−like [MW = 18.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
FHKKSKMAHSEHKPSRLIFSLVLVLLFFTLVSSSGSEIFFEERFDDGWRSRWVKSDWKISEGKAGSFKHTAGTWAGDPDDKGIQTTNDAKHFAISAKIPEFSNKNRTLVVQYSIKFEQDIECGGGYIKLLSGYVNQKKFGGDTPYSFMFGPDICGTQTKKLHVILSYQGQNYPIKKELECETDKLTHFYTFILRPDASYSIWIDGRERDSGSMYTDWDILPPRKIKDVNAKKPADWEDREYIEDPDDIKPEGYDSIPREIPDRKAKKPINWDDEEDGMWKPPKVPNPAYRGPWKRKKIKNPNYKGKWKIPWIDNPEFEDDPDLYVLKPIKYVGIEVWQVKAGSVFDNILVCDEPDYAKQVIQEVFANREAEKEAFEEAEKVRKAKEEERYHRDYMDDYHDEL*

NbL10g04730.1 calreticulin−3−like [MW − SP = 43.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MEYANGDCNGHSSQEICIKGHQQEDPLNWNLAAAALSGSHLDEVKKMVEEFRKLVVRLGGETLTVAQVAAIAGRSGTEVMVELSEGARAGVKASSDWVMESMNKGTDSYGVTTGFGATSHRRTKQGAALQKELIRFLNAGIFGNGTESCHTLPHSATRAAMLVRINTLLQGYSGIRFEILEAITKLLNSNITPCLPLRGTITASGDLVPLSYIAGLLTGRPNSKATGPDGELLDAVQSFQRAGIETGFFELQPKEGLALVNGTAVGSGMASMVLFEANILAVLSEVLSALFAEVMQGKPEFTDHLTHKLKHHPGQIEAAAIMEHILDGSSYVKEAKKIHEVDPLQKPKQDRYALRTSPQWLGPQIEVIRTATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNTRLALASIGKLMFAQFSELVNDYYNNGLPSNLTGGRNPSLDYGFKGAEIAMASYCSELQFSANPVTNHVQSAEQHNQDVNSLGLISSRKTAEAVDILKLMSSTYLVALCQAIDLRHLEENLKASVKNAVSLVAKKVLTIGQNGELHPSRFCEKDLLKVVDREYAFAYADDPCSCNYPLIQKLRQVMVDHALLNGEGEKNYSTSIFEKIGAFEEELKAILPKEVESARCDLENCKPTIRNRIQECRSYPLYKFVRKELGTNLLTGENVQSPGEVFDKVFTAINEGKLIDPLLDCLKEWNGAPLPLC*

NbL10g04670.1 phenylalanine_ammonia−lyase−like [MW = 78.25 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 101 201 301 401 501

Protein length

Gel Slice

3.8 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 101 201 301 401 501

Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
RNRGSSQKRCVYFGLLEVEALGLAPLFLSLLPFLKFPSLAMSCYSSSLFFNNNTLSPASTNLHRSFNNARFRFRISASLNVEVHAPNSGSSMTKSSKEVMEESNKVFVGTYARAPLVLSSGKGCKLYDLEGREYLDLTSGIAVNALGHGDPDWITAVTQQANTLTHVSNIYYSLPQLELAKRLVASSFADRVFFSNSGTEANEAAIKFSRKFQRFSHPDEKQPPVEFIAFSNCFHGRTMGAVALTSKEHYRSPFEPVMPGVTFLEYGDIQAATELIQSGKIAAVFVEPIQGEGGIYSATKEFLQALRTSCDSVGSLLVFDEVQCGLGRTGHLWAHDAYGIYPDIMTLAKPLAGGLPIGAVLVTERVAAAINYGDHGSTFAGGPLVCNAAVAVLNKIAEPSFLASVTMKGQYFRELLVKKLGGNSHVKEVRGVGLIIGIDLDVPASPLVDACQQSGLLVLTAGKGNVVRLVPPLTITEQELDHAAEILFNCLPVLDKTNQN*

NbL10g04490.1 acetylornithine_aminotransferase_mitochondrial [MW = 54.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09588 YqaJ−like viral recombinase domain

Protein sequence:
MTNACISRFSSIQKAAVPLPGRSYHGIVFLRSFSTLAAPSFPLISYPPPSQVLTACLTQSNAPQRSDEWFALRKDKLTTSTFSTALGFWKGNRRNELWHEKVFSPDVQLIQSASRCAMDWGVLMEAVAIERYKSITGRDVSSLGFAVHSDERLGWVGASPDGLLGCLPGGGILEVKCPYNKGKPEKGLPWNTMPFYYMPQVQGQMEIMDRDWVDVYCWTPNGSTIFRVYRERSYWELMHEILWEFWWYNVVPAREALSLGNEEDAKSYKPTPTHKKTGLVISRSLKLAGEAKMLCRDIAGHVEFFR*

NbL10g04410.1 uncharacterized_LOC109220890 [MW = 34.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01264 Chorismate synthase

Protein sequence:
MASSVPTKQFLGAPSSSDVGSSRFGSLQLPSKLSSSNLHILSRPSHPKRLEIQAAGSTYGNYFRVTTFGESHGGGVGCVIDGCPPRLPLSESDMQVELDRRRPGQSRITTPRKETDTCKISSGTADGMTTGSPIKVEVPNTDQRGNDYSEMSQAYRPSHADATYDFKYGVRSVQGGGRSSARETIGRVAAGAVAKKILKLYSGTEVLAYVSQVHQVVLPEDWIDHQTMTLEQIESNIVRCPDPEYAEKMIAAIDAVRVRGDSVGGVVTCIVRNVPRGLGTPVFDKLEAELAKACMSLPATKGFEFGSGFGGTFMTGSEHNDEFYMDEHGRIRTRTNRSGGIQGGISNGEVINMRIAFKPTSTIARKQQTVTRDKHDAELIARGRHDPCVVPRAVPMVEAMVALALVDQLMAHYAQCMLFPINPALQEPLQSSTPESAEVTL*

NbL10g04270.1 chorismate_synthase_1_chloroplastic [MW = 47.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00108 Thiolase, N−terminal domain PF02803 Thiolase, C−terminal domain

Protein sequence:
MEKAIERQRVLLQHLRPSQTSSSLENIESSIAASVCSAGDSAAYQRTSVFGDDVVIVAAYRTPLCKAKRGGFKDTYPDDLLAPVLKALMEKTNVSPCEVGDIVVGTVLAPGSQRASECRMAAFYAGFPETVPVRTVNRQCSSGLQAVADVAAAIKAGFYDIGIGAGLESMTTNPMAWEGSVNPKVKMMAQAQDCLLPMGITSENVAHRFGVTRQEQDQAAVDSHRKAAAASASGKFKDEIIPVPTKIVDPKTRDETPVTISVDDGIRPNASVSDLAKLKPVFKKSGTTTAGNSSQVTDGAGAVLLMKRSLAMQKGLPVLGVFRTFAAVGVDPAIMGIGPAVAIPAAVKSAGLELEDIDLFEINEAFASQYVYCRKKLELDPEKINVNGGAMALGHPLGATGARCVATLLHEMKRRGKDCRFGVVSMCIGTGMGAAAVFERGDSCDELCNARKIGSHNLLSKDVL*

NbL10g04190.1 3−ketoacyl−CoA_thiolase_2_peroxisomal [MW = 48.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
FFSDSLSPSSSALLYFFFRSYFSERKRKSVWWEMAMGLLLSKEKSLSFTLSSLLLLLLLVGVYAGVPTNDSSDVRTVGKVQLKSAENSTMAASLEEVEEKLSKHAVGDPEEVVSMVAESIRNSTERRKLGYFSCGTGNPIDDCWRCDRNWQKNRKRLADCGIGFGRNAIGGRDGRYYVVTDSRDDDPVNPRPGTLRHAVIQEEPLWIVFKRDMVIQLKQELIMNSFKTIDARGHNVHIANGACITIQFVTNIIIHGLHIHDCKPTGNAMVRSSPSHFGWRTMADGDAVSIFGSSHIWIDHNSLSHCADGLVDAVMGSTAITISNNHFAHHNEVMLLGHSDSYTRDKQMQVTIAYNHFGEGLIQRMPRCRHGYFHVVNNDYTHWEMYAIGGSANPTINSQGNRYLAPTNPFAKEVTKRVDTAAGQWKGWNWRSEGDLMLNGAYFTPSGAGASASYARASSLGAKSSSMVGAITSGAGPLACRRSRMC*

NbL10g04140.1 probable_pectate_lyase_8 [MW = 53.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
MATTQLTASSISAKGFASFEGLRSTSNVKVVSFAPLKKNSRLSRGLVVKAATTVAPKYTSVKPLGDRVLVKIKTAEEKSVGGILLPTSAQSKPQGGEIVAVGEGRSIGKTKVEISVKNGTQVLYSKYAGTEVLFDGSTHLILKEDDIVGILETDDIKDLQPLNDRILIKVAEVEEKTAGGLFLSEAAKEKPSIGSVIAAGPGPLDDEGNRKSLSVSPGNTVLYSKYAGNDFKGADGADYVTLRASDVIAVLS*

NbL10g03900.1 20_kDa_chaperonin_chloroplastic−like [MW = 26.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
MAERVLTRVHSLSERLDATLAAHRNEILLFLSRIESHGKGILKPHQLLAEFDAIRQDDKKKLNDHAFEELLKTTQEAIVLPPWVALAIRLRPGVWEYVRVNVNALVVEELTVPEYLHFKEELVDGTSNGNFVLELDFEPFTASFPKPTLTKSIGNGVEFLNRHLSAKMFHDKESMTPLLEFLRVHNYKGKTIMLNDRIQNLTTLQNVLRKAEEYLIMLPPETPFSKFEHKFQEIGLEKGWGDTAERVLEMICMLLDLLEAPNSCTLEKFLGRIPTVFNVVILSPHGYFAQENVLGYPDTGGQVVYILDQVPALEREMLKRLKEQGLDITPRILIVTRMLPDAVGTTCGQRLEKVYGAEHSHILRVPFRTEKGIVRKWISRFEVWPYMETFTEDVAKELAAELQAKPDLIIGNYSEGNLVASLLAHKLGVTQCTIAHALEKTKYPDSDIYWKKFDEKYHFSSQFTADLIAMNHTDFIITSTFQEIAGSKDIVGQYESHQAFTMPGLYRVVHGIDVFDPKFNIVSPGADINLYFPYSEKKKRLTALHPEIEELLYSDVENEEHLCVLKDKNKPILFTMARLDRVKNLTGLVEWYAKNARLRELVNLVVVGGDRRKESKDLEEQAEMKKMYELIKTHNLNGQFRWISSQMNRVRNGELYRYIADTRGAFVQPAFYEAFGLTVVEALTCGLPTFATNHGGPAEIIVNGKSGFHIDPYHGEQAADLLADFFEKCKTEPSHWETISTDGLKRIQEKYTWQIYSERLLTLAAVYGFWKHVSKLDRLEIRRYLEMFYALKYRKMAEAVPLAAE*

NbL10g03850.1 sucrose_synthase [MW = 92.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01300 Telomere recombination

Protein sequence:
MNTTTPTKIAQILPYFTSLFHPSRGEGVEKIGFLNLWTRSRRGFSVKKMAWSLEKSDGNVETKVVSVSPATEDYAEEAIEAIKAGQVIAVPTDTLYGFACDACSAEAVNRIYEIKGRKHTSPLAISVGDVHDIQRYAVTDHLPHGLLDCLLPGPVTVVLRRGESSILEKSLNPGLESIGVRVPDYNFIRVIARGSRSALALTSANLSGQPSSINIKDFENLWEHCAYVYDGGVLQDGRAGSTVVDLTKLGKYKILRPGSAKEETVAILERHSLLEDGTGG*

NbL10g03670.1 yrdC_domain−containing_protein_mitochondrial [MW = 30.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MQFFPSSFSLPLLFLLFFAAATTSSAHNITQILAKHREFSTFNRYLTLTHLASEINRRQTITVCAVDNAAMDDLLDKHLSIYTLKNVLSLHVFADYFSSKKLHKITNGTTLTATLFQATERCEFESPQEQGGKFLEGRMPGVYLETASLPKDRGEAPGTSGYINITNTKAKKVGFTTEDNDGHFSASFVKSIQEIPYNISVIQICNIIQSSEAEAPVSAPAEIDIIDLMTNKGCKEFAKLLENSKITKTFTDIMENGLTVFCPIDKVVNSFLPKYKNLTKNGQTSLLLYHGIPDYHSLDEEPLAVYKIDKVLQPSELFKAQSIINNSEDTVPEPNSGDDDGDVPADATADNNGAMIMSVNGWLMTFILSIGWYLVEYMNEVVVNLVLVFT*

NbL10g03470.1 fasciclin−like_arabinogalactan_protein_2 [MW − SP = 40.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00899 ThiF family

Protein sequence:
MAEPKVKYDRQLRIWGEQGQAALEKASICLLNCGPTGSETLKNLVLGGVGSITVVDGSKVEVGDLGNNFMVDEASVGQSKAKCVCAFLQELNDAVKAKFIEEHPEELIETNPSFFSQFTLVIATQLVEDSMVKLDRICREGNVILLFARSYGLMGIVRISVKEHTVIESKPDHFLDDLRLNNPWPELRRFAETIDLNSTDAVVHKHTPYIIILVKLAEEWANTHGGNLPSTREEKRQFKDLIKSKMITSDEENYKEAVEASYKLFSPQGTGPNLQKIIDDSCTEVDSSSSDFWVMVAALKEFIANEGGEETPLEGSIPDMTSSTELYINLQKTYQAKAEADFVIMEQKVRNLLKKIGRDPASIAKAHIKSCCKNARKLAVCRYRLIEDEFNSPVQPELQKYLIDEDYGTAVGLYILLRAADRFAANYNKFPGQFDGEMDEDISRLKTTAVGLLNDLGCNGSALSEDLINEMCRYGASELHAVAAFVGGVASQEVIKLLTRQFIPMSGTFIFNGIDHKSQLLLL*

NbL10g03250.1 NEDD8−activating_enzyme_E1_regulatory_subunit_AXR1−like [MW = 58.13 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase) PF00694 Aconitase C−terminal domain

Protein sequence:
MYISSSSALSKPRFSSSSISTTLSSSSCTAYYRPSGSSSCFFSNQQHRSLSFSSAVRSLRWNWKSPITLKAQIRTTATTPVLNNFHRKLSTMAAENPFKEILTVLPKPGGGEFGKYYSLPALNDPRIDKLPYSIRILLESAIRNCDNFQVKKEDVEKIIDWENTAPKLVEIPFKPARVLLQDFTGVPAVVDLACMRDAMNKLGSDSDKINPLVPVDLVIDHSVQVDVARSENAVQANMELEFQRNKERFAFLKWGSNAFRNMLVVPPGSGIVHQVNLEYLGRVVFNREGLLYPDSVVGTDSHTTMIDGLGVAGWGVGGIEAEATMLGQPMSMVLPGVVGFKLSGKLRSGVTATDLVLTVTQMLRKHGVVGKFVEFYGDGMSELSLADRATIANMSPEYGATMGFFPVDHVTLQYLKLTGRSDDTVEMIEAYLRANNMFVDYNEPQHEKVYSALLHLDLADVEPCVSGPKRPHDRVPLKEMKSDWHSCLDNKVGFKGFAVPKDAQEKVVKFSFHGQDAELKHGSVVIAAITSCTNTSNPSVMLGAALVAKKACDLGLHIKPWVKTSLAPGSGVVTKYLLQSGLQKYLNQQGFHIVGYGCTTCIGNSGDLDESVASAISENDIVAAAVLSGNRNFEGRVHPLTRANYLASPPLVVAYALAGTVDIDFEKEPIGVGNDGKNVYCKDIWPSTEEIAEVVQSSVLPDMFKSTYEAITKGNNMWNQLSVPAAKLYSWEPSSTYIHEPPYFKDMTMDPPGPHGVKDAYCLLNFGDSITTDHISPAGSIHKDSPAAKYLIERGVDRRDFNSYGSRRGNDEIMARGTFANIRIVNKLLNGEVGPKTIHIPTGEKLSVFDAAMKYKSAGQDTIILAGAEYGSGSSRDWAAKGPMLLGVKAVIAKSFERIHRSNLVGMGIVPLCFKAGEDAETLGLTGHERYTIDLPKNISEIRPGQDVTVRTDTGKSFTCIVRFDTEVELAYFNHGGILPYVIRQLIQQ*

NbL10g03240.1 aconitate_hydratase_cytoplasmic−like [MW = 108.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00355 Rieske [2Fe−2S] domain

Protein sequence:
MKKLIIFSCFFYIFQLCSSKSGLSSVSQCLLVKPMKINSHGLGKDKRMKVKCMATSIPADDRVPDMEKRNLMNLLLLGALSLPTAGMLVPYATFFAPPGSGGGSGGTPAKDALGNDVIASEWLKTHAPGNRTLTQGLKGDPTYLVVENDGTLATYGINAVCTHLGCVVPFNAAENKFICPCHGSQYNNQGKVVRGPAPLSLALAHADIDDGKVVFVPWVETDFRTGEAPWWA*

NbL10g03070.1 cytochrome_b6−f_complex_iron−sulfur_subunit_2_chloroplastic [MW − SP = 22.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01450 Acetohydroxy acid isomeroreductase, catalytic domain PF07991 Acetohydroxy acid isomeroreductase, NADPH−binding domain

Protein sequence:
MAAAAATATSFSISSSTSSASKSLMPALSGSLGFLSSSSPSLKPLRAKSLSCNGSGSSSGAALNARMVAAAATIKAPFSLDFDTSVFNKEKVTLAGHDEYIVRGGRDLFKLLPDAFKGIKQIGVIGWGSQGPAQAQNLRDSLAEAKSDIVVKIGLRKGSRSFAEARAAGFTEENGTLGDIYETISASDLVLLLISDAAQADNYEEVFSHMKPNSILGLSHGFLLGHLQSMGLNFPKNISVIAVCPKGMGPSVRRLYVQGKEINGAGINASFAVHQDIDGRATDVALGWSVALGSPFTFATTLEQEYRSDIFGERGILLGAVHGIVESLFRRYTENGMSEELAYKNTVECITGNISRTISTKGMLALYNSFTGDEKREFAIAYSASYYPCMEILYECYEDVATGSEIRSVVLAGRRFSEKEGLPAFPMGKIDQTRMWKVGERVRATRPSGDLGPLYPFTAGVYVALMMAQIEILRKKGHSYSEIINESVIESVDSLNPFMHARGVSFMVDNCSTTARLGSRKWAPRFDYNLTQQALVAVDNNAPINMDLMTNFVCDPVHEAIEVCAQLRPTVDISVPADADFVRPELRQTGN*

NbL10g02760.1 ketol−acid_reductoisomerase_chloroplastic−like [MW = 63.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MGAYRADDDYDYLFKVVLIGDSGVGKSNLLSRFTRNEFSLESKSTIGVEFATRSIRVDDKVVKAQIWDTAGQERYRAITSAYYRGAVGALLVYDVTRHVTFENVERWLKELRDHTDSSIVIMLVGNKADLRHLRAVSTEDAKAFAEKESTFFMETSALESMNVDNAFTEVLTQIHRVVSRKALEVGDDPAALPKGQTINVGGKDDVSEVKKAGCCSS*

NbL10g02650.1 ras−related_protein_RABA1f−like [MW = 24.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03635 Vacuolar protein sorting−associated protein 35

Protein sequence:
MIPNGDEDEEKFLAAGIAGLQQNAFYMHRALDSNNLKDALKYSAQMLSELRTSRLSPHKYYELYMRAFDELRKLEVFFKEETKRGCSIVELYELVQHAGNILPRLYLLCTVGSVYIKSKEAPARDILKDLVEMCRGIQHPLRGLFLRSYLSQVSKDKLPDIGSEYEGDAETVVDAVEFVLQNFTEMNKLWVRMQHQGPAREKEKREKERSELRDLVGKNLHVLSQIEGIDLEMYKETVLPRILEQVVNCKDEIAQGYLMDCIIQVFPDEYHLQTLETLLGACPQLQPSVDIKMVLARLMERLSNYAALSTDVLPEFFQVEAFAKLNSAIGKVIEAQEDMPIAGVVTLYSSLLTFTLHVHPDRLDYVDQILGACVKKLSGKGKLKDIKATKQIVALLSAPLEKYKDIDTALKLSNYPHVMEHLDDATSKEMANVLVQTILKSKTCISTAEKVEALFELMKGLIRDLDDNLHDELDEEDFKEEQNSVARLIQMLHNNDPEEMLKIISTVKKHILTGGPKRLPFTVPPLIFNSLKLVRRLQNQDENAPEEEASAMPKKIFQILNQIIESLSSVPVPELSLRLYLECAEAANDADLEPVAYEFFTQAYILYEEEISDSKAQVTAIHLIIGTLQRMHVFGVENRDTLTHKATGYSAKLLKKPDQCKAVYSCSHLFWVDDQDSIKDGERVLLCLKRALRIANAAQQMSNATRGSSGSVLLFIEILNKYLYFFEKGVTQITVASIQSLIELITTEMQSENTTSDPAAEAFLASTLRYIQFQKDKGGAVGEKYESIKS*

NbL10g02440.1 vacuolar_protein_sorting−associated_protein_35A−like [MW = 89.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MSRGSGGGYDRHITIFSPEGRLFQVEYAFKAVKAAGITSIGVRGKDSVCVVTQKKVPDKLLDQTSVSHLFPITKYLGLLATGMTADARTLVQQARNEAAEFRFKYGYEMPVDVLSRWIADKSQVYTQHAYMRPLGVVAMILGIDEEKGPQLFKCDPAGHFFGHKATSAGSKEQEAINFLEKKMKNDPAFSYEETVQVKGKGVFRRGLRLPFSLYPIFSSFTFLSLQVSATAGIPVSRLYWYCIEYLCKILWALN*

NbL10g02420.1 proteasome_subunit_alpha_type−6 [MW = 28.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MAVLSNSRFVFYALFFASYLSQYQVVSEPIEEKQALLAFLSQIPHANRVQWNSSSSACTWFGVECDSTNSSVYSLRLPAVGLVGQIPANTLGRLSQLRVLSLHANRLSGSLPLDFSNLELLRSLYLQNNRFSGGFPESLIGLTRLNRLDISSNNFSGNIPFSINNLTHLTGLLLHNNGFSGNIPSINPSGLVDFNVSNNQLNGSVPTTLSKFPASSFTGNIDLCGGPLPPCTPFFPSPSSSPSPSDVEHKFKRSKRLSTGAIVGIAVGSGLGLLLLLLFLFLCLRRKLTRKESTTKTQKPPTTTAAAFTGAGEAGTSSSKDDLTAEGERNKLVFFNGGGGYSFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVVVTRKEFEQQMDVLGKMKHENVLPLRAFYFSKDEKLLVSDYVPAGSLSSLLHGSRGSGRTPLDWDSRMRIVLSAARSISYLHISGKIVHGNIKASNVLLKQDNNQDYACVSDYGLNPLFSTTATPINNHRVAGYRAPEVLETRKVTFKSDVYSFGVLILELLTGKAPNQASLGEEGIDLPRWVQSVVREEWTAEVFDVELMRYHNVEEEMVQLLQIGMACVAIVPDQRPTMGEVVRMIEEMNRDDGLRQSSDDPSKGSESQTPPQDSRGSPRGVAP*

NbL10g02260.1 probable_inactive_receptor_kinase_At2g26730 [MW − SP = 68.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF00988 Carbamoyl−phosphate synthase small chain, CPSase domain

Protein sequence:
MDCSIRIQNPLSTTPITGALVSNKKSASFRVFTVRCSSKTLYSDGATSGLVERPWKVADARLVLEDGSIWKAKSFGASGTQVGEVVFNTSLTGYQEILTDPSYAGQFVLMTNPHIGNTGVNFGDEESMQCFLAGLVIRSLSISTSNWRCKETLDEYLAKRNIMGIYDVDTRAITRRLRQDGSLIGVLSTENSKTDEELLEMSRTWDIVGVDLITGVSCKSPYEWVDSTASDWDFNDNGRNKETFNVVAYDFGIKHNILRRIASYGCKITVVPSTWPASETLKMKPDGVLFSNGPGDPSAVPYAVEAVKELIGKIPVFGICMGHQLLGQALGGKTFKMKFGHHGGNHPVRNLRNGCVEISAQNHNYAVDPESLPEGVEVTHVNLNDGSCAGLASSKMKLMSLQYHPEASPGPHDSDPVFGEFIQLMKQEKVKA*

NbL10g02160.1 carbamoyl−phosphate_synthase_small_chain_chloroplastic [MW = 47.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06325 Ribosomal protein L11 methyltransferase (PrmA)

Protein sequence:
MDSQSNNENQNSASTSTHDLKPSKIKFQYEEDDEQVAEQGDETVAESSNLEIDEDTSMCDRAAAADDDSIVDGDKTSADYYFDSYSHFGIHEEMLKDVVRTKTYQNVIYKNSFLFKDKVVLDVGAGTGILSLFCAKVGAKHVYAIECSSMADMAQEIVKLNGFSDVITVIKGKVEEIDLPIPQVDIIISEWMGYFLLYENMLDTVLYARDKWLVKDGLVLPDKASLYLTAIEDADYKTDKIEFWNEVYGFDMSCIRKQAMMEPLVDTVDQNQIVTNCQLLKTMDISKMTSGDASFTAPFKLIAERDDYIHALVAYFDVSFTKCHKLMGFSTGPKSRGTHWKQTVLYLEDVITICQGEAVVGSITVAPNKKNPRDVDIMLKYSVNGRHCRVSRTQYHRMR*

NbL10g02120.1 probable_protein_arginine_N−methyltransferase_1.2 [MW = 45.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01019 Gamma−glutamyltranspeptidase

Protein sequence:
PPLLPRPFFSHREMRKQNLQAPLLDPSPASFNRRKKWSFALCFLFALTAISFIGLRHHGHVGIWLIGDVERYNGKLQKNADVVESEQAVVAADDGRCSEIGISMLKIGGHAVDAAVATALCLGVVNPMASGLGGGGFMVVRSSSTSEVQAIDMRETAPLAASQNMYDNNGNSKLEGALSMGVPGELAGLYAAWSKHGRLPWKTLFQPAIKLARDGFVVAPYLAHHIAQKAKVILKDPGLRQVIAPEGKLLRAGEICHNVELSHSLELIAEQGPKAFYNGEVGEKLVEDVKRAGGILTMDDLRNYKVETPEAVTFNAMGYTIVGMLPPSSGTLGISLILKILESYNTAEGYLGLHRLIEAMKHMFAVRMDLGDPDFVNISKTVSDMLSPSFAKEIQRKIFDNTTFPSEYYMPRWSQLRDHGTSHFCIVDSDRNAVSVTTTVNYAFGAGVLSPSTGIVINDEMGDFSTPNDISPDELPPSPANFIQPKKRPLSSMAPIIVLKDNQLAGVIGGSGGMKIIPAVVQVFINHFILGMDPLAAVQSPRVYHELIPNVVLYENWTCIDGDHIELSDEKKHFLEERGHQLEAHNGGAICQLVVQNLPNSHLNLGRRSGKEYKNGVFRGMLVAVSDPRKDGKPAAI*

NbL10g01940.1 gamma−glutamyltranspeptidase_3 [MW = 69.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00750 tRNA synthetases class I (R)

PF03485 Arginyl tRNA synthetase N terminal domain
PF05746 DALR anticodon binding domain

Protein sequence:
MSSFTLSLKLPPLLSLSPPPSAQLLNTNFSPFTLKTCILRATSRRFFSAVEVSSKTISTMETDKESIGSLKQQLAKLFEESLRAAFPDISDVQPLVAICNDPKNGDYQWYNAMSFWNKIKGKGTQFKGPQPVGKAIVENLPASDMIENYSIAGPGFINIVLARQWIAKSIQKMLIDGIETWAPKLPVKRTVVDFSSPNIAKEMHVGHLRSTIIGDTLARMLEFSNVEVLRRNHVGDWGTQFGMLIEFLFEKFPNWEAGSTPAIGDLEAFYKASKQRFDSDPDFKERAQKAVVSLQGGEEKYRKAWAQICEISRKEFQKVYERLGVHLEEKGESFYNPYIPKALELLNEKGLIEESEGARVIFIEGKKIPLIVVKRDGGFNYASTDLTALWYRLNEEKADWMIYVTDVGQREHFEMFFSAAKRAGWLPSNENDYPKASHVGFGLVLGEDGKRFRTRSTEVVKLVDLLDEAKSRCKLALEERGKAKEWTADELDQTAEAVGYGAVKYADLKNNRLTNYTFNFDLMLSDKGNTAVYLLYAHARICSIIRKSGRDIEELKKSGAVDLAHQDERTLGLHLLQFPEIVEEACTNLLPNLLCEYLYKLSEDFTKFYTNCQVVGSDEETSRLLVCEATAVVMRKCFHLLGITPVYKI*

NbL10g01890.1 arginine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 73.4 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 74 147 220 363

Protein length

Gel Slice

3.6 6.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 74 147 220 363

Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MVRIIPMASSIRPSLSSLNKFSGSSRFCVSLLSHNSQRKFSSFHLGSAVPQLQSFGLKASNLLREKGGSLSVSAAGNMVHASTATTQENVLKWVKQDKRRMLHVVYRVGDLEKTIKFYTECLGMKLLRKRDIPEERYTNAFLGYGPEDSHFVIELTYNYGVDKYDIGSGFGHFGIAVEDVAKTVELVKAKGGKVSREPGPVKGGKTVIAFIEDPDGYKFELLERGPTPEPLCQVMLRVGDLERAINFYEKAYGMKLLRTRDNPEYKYTIAMLGYGPEDSSAVMELTYNYGVTEYDKGNAYAQIAIGTDDVYKTAEAIRLCGGKITREPGPLPGISTKIVACLDPDGWKSVFVDNVDFLKELE*

NbL10g01690.1 probable_lactoylglutathione_lyase_chloroplastic [MW = 40.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MVKSNGNLESHFQIPKIKFTQLFINGEFVDSVSGNTFETIDPRNEEVIARIAEGDKADIDLAVKAAREAFDNGPWPRLSPMERRNIMLKFADLIIENAEEIAALDAMDAGKLFAAGKTIDIPSAAQFMRYYAGAADKIHGTTLKMSRDIQGYTLLEPIGVVGHIIPWNFPTQMFVMKVGPALAAGCTMVVKPAEQTPLSALYYAQLAKQAGVPDGVINVVTGFGSTAGAALCSHMDVDKISFTGSTEVGRLVMQAAALSNLKPVSLELGGKSPFIVFDDVDVEKVAPLALIGILYNKGEVCVAGSRLFIQEGIYDKFVKKLVEITKTWVVGDTFDPNSHQGPQVDKKQFERVLSYIEHGKREGATVLTGGNALDRKGYFIEPTIFTDVEDHMIIAKEEIFGPVLSVMKFKTVEEVIKRANCTQYGLAAGVMTNNLNIANTVSRSIRAGVIWINCYFAFDPDCPYGGYKSSGFERDLGMEGLHKYLQVKSVATPIYNSPWL*

NbL10g01430.1 aldehyde_dehydrogenase_family_2_member_C4 [MW = 54.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAKFTSQEVSALQGGGNASAKVIYLKDWDTQRNSLPDGSNVERLRDFIKHVYVDRRYTGERSLEKPPRGKMAEAENLSENRKTDTYQSGPRSPPNEEVYERRYSNRPSPGGSSGGRSPGYDQRSPARAEVINDWRREDRFGNGRRPDDGRISDGGSKFESMSPDRQSDLDSSSPPIVRPVREILGESVSPLRVIEPPKTNGARSAAGGSVLTQRTASSSSLTSSNGNPVELKAETSLIDFDDVPEPAVSAPAPQIQQSATVIPGAQPTKSAADNWANFDSLAEVKAFPAPSNTNLLESIFSELAAPATVTGHSAAPPGGSAPPVTPFSSFVPGAATVENSVVFPFGGASAAPTGPTPLPPVSGGNAFANNHGGQMSNMLPQQSSLFPVTGPQPILQLSTPAAGGPSGNQQWNPSVTATTPGFPSTGTAQVSQDVNPAVLGATSAVASQAAPVEIKSSGRKQLPEDLFAVNYSSIPGAFPGWHTGPQHGYGFAMQYNMSMATNALPQPSKSANPFDVINEPSSQASTFPSMASLQGTLPNIVPPTGLLHTSSLGAPTSYPPAMPQQSPSYASAVPPGSYMGLQVAGSMPQRPPGVASFGFDAFGALNSNQQAGGLYSAPASQNTFSSSGGNPFG*

NbL10g01040.1 probable_ADP−ribosylation_factor_GTPase−activating_protein_AGD14 [MW = 65.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MANSLCFTPLASFNSVNKPGLNLINGNCSGGKIQWIKDVTYSSKSNLRVVEVKATDSDKDTKVRSIVCQNCDGNGAVSCSQCKGTGVNSVDHFNGRFKAGGLCWLCRGKKDMLCGDCNGAGFLGGFMSTFDE*

NbL10g00910.1 protein_BUNDLE_SHEATH_DEFECTIVE_2_chloroplastic−like [MW = 14.02 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 57 113 169 279

Protein length

Gel Slice

3.8 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 57 113 169 279

Pfam domains

Pfam Description
SP Sequon TM Domain PF01126 Heme oxygenase

Protein sequence:
MASITPLSQSQPLYEKTQFTLLKTPQNQFCSIPFSRFTQSSKLPLKNSRMTVVSATTAAEKSNKRYPGEAKGFVEEMRFVAMKLHTKDQSKEGEKEPEGQPMAKWEPSVEGYLKFLVDSKLVYNTLEKIMEKAPFPEYAEFRNSGLERSEGLAKDLEWFRQQGYAIPEPSSPGLNYARYAEELSEKDPQAFVCHFYNTYFAHSAGGRMIGRKVAEKILNKKELEFYKWDGDLSQLLQNVREKLNKVAENWTREEKNHCLEETEKSFKFSGEILRLILS*

NbL10g00880.1 oxygenase_1_chloroplastic−like_(LOC107792958)_mRNA_HQ690822.1_Nicotiana_tabacum_heme_oxygenase_1 [MW =
32.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14547 Hydrophobic seed protein

Protein sequence:
MESSKITCLLFLSMLFLSSFTPILGCGYCGKPSHKHKKPKTPSPSIKPPINLPPIGIPPVTVPPIVKPPINLPPVIPPVIKPPIGIPPVTVPPVVKPPINLPPVIKPPIGIPPVVKPPINLPPVVPPVIKPPIGIPPVTVPPVLKPPIGLPPIVKPPINLPPIGIPPVTIPPVITPSPKGKPCSPPPTTKATCPIDTLKLGACVDLLGGLVHVGIGDPVVNECCPILHGLVELEAAVCLCTTLKVKLLNLKIFVPLALQLLVTCGKTPPPGYTCSL*

NbL10g00790.1 repetitive_proline−rich_cell_wall_protein_1−like [MW − SP = 25.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05699 hAT family C−terminal dimerisation region PF14372 Domain of unknown function (DUF4413)

Protein sequence:
LSFWSLMATPETPATPATPTENHEIVLKNEIIHEHSNEMVPDDEMIHEHSHEMVPENEMIHEHNHELVPVNEVMHEHNHEIVQEHEMTHEHHIVLGNEIVPGDEMVPDNEMIPLNEMVLAEPQPNYIETPPNDLETQPSKRRKKKSIVWEHFTIENVGAGTRRACCKQCKQSFAYSTGSKVAGTSHLKRHIAKGACPVVLRNQQDNQSSPYNTPSKMSGYGGSNDAPKRRYRAASSPYLAFDPDNCRREISRMIIMHNYPLHMVEHPGFLTFVQHLQPRFDMVSFNTVQGDCVATYLREKQTIQKVIGGVPGRICLTLDMWSSCYTVGYVFITGQYIDSEWKIHRKILNVIMEPYPDSDTAFSHAVAACLSDWSMEGKLFSVTINHPIGDAAVDNLRALLSVKNPLVLNGQLLVGNCLARTLSSIALDAFHFLHGTVKKVRDSVKYVKTSESHEEKFMELKQQLQVPTTKTLALDDRTQWNTTYEMLLAASELKEVFSCLDTSDPDYKDAPSVEDWKQVEILCRYLKILFDTANLLTAPTIPTTNTFFHEAWKIQLELARAAASEDPSISSLTKTMQEKFDKYWKTCCLMLAIAVVMDPRFKMKLVEFSFTKIYGEEAATYVKIVEEGIHELFLEYVALPLPLTPTYAEEANGGDIKQENAQDLGASSNGAGLTDFDAYIMETTSQQSRSELDQYLEESLLPRVHEFDVVGWWKLNRMKYPTLSKMARDILSVPVSTVTADSVFCTVGKEMDQYRCSLRPETVEALICAKDWLQDASVDTLHAPIKMEVPI*

NbL10g00780.1 zinc_finger_BED_domain−containing_protein_DAYSLEEPER−like [MW = 89.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
MASSVEKNEVVSIELPAPPGWKKKFLPKTGGTPKKNEIVFTAPTGEEITTRKLLEQYLKSHPGGPPVAEFDWGTGDTPRRSSRISEKAKVSPSPAESEPAKKRSRKSSASKKDSNEVPEETEAAKDDDMEEAEKHEGGTAAVEAEKDVEQKQDENQDETQDGESGVEKKEEAEATEKDVSKKDEIKSSEIDGKKDESQNADGKVEDAPSEETQVEKDVEMADNVGHSKDVEEAAGDKVADDLEATKTNEEEKDVQVEEKVENMPTETVTLDSIAAEEKKHQAEGEQKDEQKTSAATTGTEDQHKLMNSEISKVEGEVTENGSNTNEAKP*

NbL10g00730.1 methyl−CpG−binding_domain−containing_protein_11−like [MW = 35.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MKINIKESTMVKPSKPTPTKRLWNSNLDLIVGRIHLLTVYFYKSNEISPNFFDVKIMKEALSNVLVPFYPMAGRLAKDNNNEKERIEINCNGEGVLFIEAESDEFIDDFGDDFTPSLEIKKMLIPNVDTSGDISSFPLVIFQVTRFKCGGVSLGCGVFHTLSDGISSLHFINTWSEVARGLSITVSPFIDRSLLRARDPPTPAYKHVEYHPPPTLKSLSGHVYDQVNGTKSSTTAMFKITSDQLTQLKTKSEHEGSTYEVLAAHIWQCTCKARGLDDDQLTKLHVATDGRSRLFPPLPPGYLGNVVFTATPIAKSGEILSEPLMNTAQRIHSALARMDDEYLRSAIDYLELQTDLSKLIRGPTYFASPNLNINSWTRLPVHDSDFGWGKPIHMGPACILYEGTVYILPSPSNDKNLRLAVCLDADHIPLFEKYLYDF*

NbL10g00550.1 shikimate_O−hydroxycinnamoyltransferase−like [MW = 48.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02575 YbaB/EbfC DNA−binding family

Protein sequence:
MASTSAISAGISNLHNFSSVSFYNPSPNVNQVGMWTLSRSGCRKVSDNPRPMQICALFGGKKDDNENNKAGLLGNMQNLYETVKKAQNVVQVEAVRVQKELALAEFDGYCEGELIKVTLSGNQQPIRTEITEAAMELGPEKLSLLITEAYKDAHQKSVLAMKERMSDLAQSLGMPAGLGEGFKQ*

NbL10g00540.1 nucleoid−associated_protein_At4g30620_chloroplastic−like [MW = 20.01 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 117 233 349 465 580

Protein length

Gel Slice

4.2 6.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 117 233 349 465 580

Pfam domains

Pfam Description
SP Sequon TM Domain PF00883 Cytosol aminopeptidase family, catalytic domain PF02789 Cytosol aminopeptidase family, N−terminal domain

Protein sequence:
MAALRVFSVASTSTSSSSFHCYPSVFTKFKSSPTWAISFSVTPLLCSRRAKRMAHSIARATLGLTHPNQIETPKISFAAKEIDLVEWKGDILAVGATEKDLARDENSKFQNPILQKLDSKLGGLLSEASSEEDFSGKSGQSTVLRLPGLGSKRIALVGLGSSVSSTAAYCSLGEAVAAAAKSAQASNIAVALASTDGLSAESKLSSASAIVTGATLGIFEDNRFKSETKKPTLKSLDILGLGTGPEIEKKLKYAEDVCAGVIFCRELVNAPANVLTPAVLAEEAKKIASTYSDVLSANILNVEQCKELKMGSYLAVGEASANPPHFIHLCYKPTGGEIKKKLALVGKGLTFDSGGYNIKTGPGCSIELMKFDMGGSAAVLGAAKALGQIKPAGVEVHFIVAACENMISGTGMRPGDVVTASNGKTIEVNNTDAEGRLTLADALVYACNQGVEKIVDLATLTGACVVALGPSIAGVFTPSDDLAKEVAAASEVSGEKLWRMPLEESYWDTMKSGVADMVNTGGRQGGAIVAALFLKQFVDEKVQWMHIDLAGPVWNDKKKNATGFGVSTLVEWVLKNSTN*

NbL10g00510.1 leucine_aminopeptidase_2_chloroplastic [MW = 60.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03352 Methyladenine glycosylase

Protein sequence:
MSGASKVRSMNAADSEARPVLGLAGNKALKSPGSRKSVSKPVRKAVKSKEEVEMEDKNGHQPSPSLHSFDVPLILRRQESLYSNLSLSASCSSDASTDSFHSSASTGRIYRMSSTSSRRKQLASKSKRIVSDDISDSSIDGLQSKKRCAWVPNTDPSYADFHDEEWGVPVHDDKKLFELLVLCGALAELSWPSILSKRNIFREVFADFDPIVVAKLNEKKILAPGSTACSLLSELKLRAIIENARQMSKVIDEFGSFDKYIWSFVNNKPIVSGFRYPRQVPVKTAKADLISKDLIRRGFRGVGPTVVYSFMQVAGITNDHLISCFRFHDCVESAEAKEKDSNKDETEATKVDEAIEAEICRSIDDLSFSSE*

NbL10g00500.1 probable_GMP_synthase_[glutamine−hydrolyzing] [MW = 41.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHHFESKADAGASKTYPQQAGTIRKNGYIVIKGRPCKVVEVSTSKTGKHGHAKCHFVAIDIFNGKKLEDIVPSSHNCDVPHVNRTDYQLIDISEDGFVSLLTENGNTKDDLRLPTDENLLNQVKGGFEEGKDLVLSVMSAMGEEQIAAVKDIGTKN*

NbL10g00490.1 eukaryotic_translation_initiation_factor_5A−1/2 [MW = 17.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02297 Cytochrome oxidase c subunit VIb

Protein sequence:
MALEAYASQSTDKIHSDVLSQARISCYKARDAFYSCLEKESSKKPTEIATVGLLYPVECKKTREEYVKQCRPTWVKHFDRQYCAKMRVQRLLDDNDSRRECL*

NbL10g00420.1 uncharacterized_LOC109225199 [MW = 11.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDNENINLKGWAAFAKNVSGEWDGFGAEFTKQGKPIELPENVVPEAYRDWEVKVFDWQTQCPTLAQDDDAFSFMYKSIRLLPTVGCEADAATRHSIDERSIVDDNVSAFAYQSSGCYVAAWSNENKANPYISWELEHCLIDPREKESRVRIIQ

NbL09g23590.1 uncharacterized_LOC107760951 [MW = 17.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I PF00187 Chitin recognition protein

Protein sequence:
MRLCKFTALSSLLFSLLLLSASAEQCGSQAGGARCPSGLCCSKFGWCGNTNDYCGPGNCQSQCPGGPTPTPPTPPGGGDLGSIISNSMFDQMLKHRNDNACEGHGFYSYNAFINAARSFPGFGTSGDTTARKREIAAFFAQTSHETTGGWATAPDGPYAWGYCWLRERGSPGDYCTPSGQWPCAPGRKYFGRGPIQISHNYNYGPCGRAIGVDLLNNPDLVATDPVISFKSALWFWMTPQSPKPSCHDVIIGRWQPSSADRAANRLPGFGVITNIINGGLECGHGTDSRVQDRVGFYRRYCSILGVSPGDNLDCGNQRSFGNGLLVDTM*

NbL09g23480.1 endochitinase_A [MW − SP = 32.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00006 ATP synthase alpha/beta family, nucleotide−binding domain PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
NLRFSHFVLFFPVTTQSPLSSLSRPGGITFDSLFLFSLYGPTYFSLSALSFGFQKKRLSMGEAQNNIDMDEGTLEVGMEYRTVSGVAGPLVILDKVKGPKYQEIVNIRLGDGTTRRGQVLEVDGEKAVVQVFEGTSGIDNKYTTVQFTGEVLKTPVSLDMLGRIFNGSGKPIDNGPPILPEAYRDISGNSINPSERTYPEEMIQTGISTIDVMNSIARGQKIPLFSAAGLPHNEIAAQICRQAGLVKRLEKSENLLEKSEDDNFAIVFAAMGVNMETAQFFKRDFEENGSMERVTLFLNLANDPTIERIITPRIALTTAEYLAYECGKHVLVILTDMSSYADALREVSAAREEVPGRRGYPGYMYTDLATIYERAGRIEGRTGSITQIPILTMPNDDITHPTPDLTGYITEGQIYIDRQLHNRQIYPPINVLPSLSRLMKSAIGEGMTRRDHSDVSNQLYANYAIGKDVQAMKAVVGEEALSSEDLLYLEFLDKFERKFVAQGAYDTRNIFQSLDLAWTLLRIFPRELLHRIPAKTLDQYYSRDASN*

NbL09g23370.1 V−type_proton_ATPase_subunit_B2 [MW = 61.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MSKDVIEEGQTHQHGKDYVDPPPAPLLDMAELTKWSFYRAVIAEFIATLLFLYVTVATVIGHKKLNAADHCDGVGILGIAWAFGGMIFVLVYCTAGISGGHINPAVTLGLFLARKVSLIRAVAYIIAQSLGAICGVGFVKAFMKHYYNLEGGGANFVQPGYNKGTALGAEIIGTFVLVYTVFSATDPKRSARDSHVPVLAPLPIGFAVFMVHLATIPITGTGINPARSFGAAVIYNKEKIWDDQWIFWVGPFVGALIAAIYHQFILRAGAVKALGSFRSNPTN*

NbL09g23340.1 aquaporin_PIP2−7−like [MW = 30.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00098 Zinc knuckle PF00313 'Cold−shock' DNA−binding domain

Protein sequence:
MASESDQGRRIKGSVKWFNDQKGFGFITPDDGGEDLFVHQSGIRSEGFRSLAEGEVVEFEVESGDDGRTKAVNVTGPDGASVQGGGRGGSGGGGGGGRYGGGGGYGGGGGYGGGGGGRYGGGDGGYGGGGRYGGDGGYGGGGRYGGSGGYGGGGGGGSGCYKCGEEGHFARECTQGGGGGGYGSGGGGYGSGGGGYGGGGGRYGGSGGGGGGGCFKCGEEGHFARECPNSSGR*

NbL09g23300.1 glycine−rich_protein_2−like [MW = 21.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MANPKVFFDLTIGGQPTGRVVMELFNDVVPKTADNFRALCTGEKGVGKSGKPLHYKGSSFHRVIPGFMCQGGDFTAGNGTGGESIYGAKFADENFVKKHTGPGILSMANAGPGTNGSQFFICTAKTEWLDGKHVVFGQVIEGMDVIKKVEAVGSSSGRCSKPVVIADCGQLS*

NbL09g23170.1 peptidyl−prolyl_cis−trans_isomerase−like [MW = 18.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05347 Complex 1 protein (LYR family)

Protein sequence:
MSGVASAWYVARRAAQKERVRILYRRALRDTLNWAVHRHLFYSDADALRERFEANKHVEDVETIDRLIADGEASYNKWRHPDPYIVPWAPGGSKFNRNPVPPEGLYFSRFMHQLLVE*

NbL09g23080.1 NADH_dehydrogenase_[ubiquinone]_1_beta_subcomplex_subunit_9−like [MW = 13.77 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 63 125 187 309

Protein length

Gel Slice

3.5 5.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 63 125 187 309

Pfam domains

Pfam Description
SP Sequon TM Domain PF05368 NmrA−like family

Protein sequence:
MAGKSRILFIGGTGYIGKFIVEASAKAGHDTFLLVRESTLSNPTKTKLIDTFKSFGVTFVHGDLYDHESLVKAIKQVDVVISTVGHALLADQVKIIAAIKEAGNVKRFFPSEFGNDVDRVHAVEPAKTAFNTKAQIRRAIEAEGIPFTYVANFFFAGYFLPNLAQPGASGPPTDKVVILGDGNTKAVFNKEEDIAIYTIKAVDDPKTLNKILYIRPPHNIVTLNDVISLWEKKTGKNLERVYVPEEQVLKNIQEASFPLNVVLSISHTAFVKGDHTNFAIEPSFGVEASEAYPDVKYTPVDEILNQYV*

NbL09g22930.1 isoflavone_reductase_homolog [MW = 33.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAAEVEYSCFVGGLAWATTDRTLADAFGTYGEVLDSKIINDRETGRSRGFGFVTFKDEKCMRDAIEGMNGQELDGRNITVNEAQARGSGGGGGGGYGGGRREGGGGGYGGGGGGYGGSRRDGGGGGYGGGRREGGGGGYGGGGGYGGGGRY*

NbL09g22900.1 glycine−rich_RNA−binding_protein−like [MW = 14.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAAEVEYRCFVGGLAWATTDRTLGDAFAHYGEVVDSKIINDRETGRSRGFGFVTFSDEKAMRDAIEGMNGQNLDGRNITVNEAQSRGSGGGGGGFGGGRRREGGYSGGGGYGGGSGGYGGGRREGGYSGGGGGYGGGYGGGRNRGYGGGYGGGGGDGGSRYSRGGGASEGSWRN*

NbL09g22880.1 glycine−rich_RNA−binding_protein−like [MW = 17.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MELRCLQSLITSNIPRNGLAEKPFLCGQRLTLIQTNTKRYHQNSKNLKCLRFRAQISAKVSSLEPAKDVKSKDGNLVFVAGATGKVGSRTVRELLKLGFKVRAGVRSAQRAQPLVKSVEQMKLENAADGGAKVEIDVERTTAIEKLEIVECDLEKIDRIRPALGNASIVICCIGASEKEIFDVTGPYRIDYQATKNLIDAATVAKVDHFILLTSLGTNKVGFPAAILNLFWGVLVWKRKAEEALLASGLPYTIVRPGGMERPTDSYKETHNITLSEEDTLFGGQVSNLQVAELLAVMAKNLSLSYCKVVEVIAETTAPLTPMGDLLAKIPPQRVEVSPAKEAGDLQKLAASSSITSEIPSTSIEKEPAETKLKAAAPLSPYAAYEDLKPPTSPTPNPPGGSRVSASGAEDGKTTMFASVVVDGTSDKAELLTTRPLSPYTAYEDLKPPASPSPTPSGPKASISAETISQLAGGNDISPSITTISAEKDPSHTVAFCHSPFPFYEDLKPPTSPTPTPSGPQASTTVEVTSPLIGGNDVAIGSAADSTKEDTSKSLASCRSPYPMYEDLKPPTSPTPSFKKM*

NbL09g22800.1 protein_TIC_62_chloroplastic [MW = 61.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01077 Nitrite and sulphite reductase 4Fe−4S domain PF03460 Nitrite/Sulfite reductase ferredoxin−like half domain

Protein sequence:
MSSFSVKFSATPLANHKRFSNKLHATPPQTVAVPPSGAAEIASERLEPRVEEKDGYWVLKEKFRQGINPAEKAKIEKEPMKLFMENGIEDLAKISLEEIEGFKLTKDDIDVRLKWLGLFHRRKHHYGRFMMRLKLPNGVTTSAQTRYLASVIRKYGKDGCADVTTRQNWQIRGVVLPDVPEILKGLDEVGLTSLQSGMDNVRNPVGNPLAGIDPHEIVDTRPYTNLLSQYVTANFRGNPAVTNLPRKWNVCVIGSHDLYEHPHINDLAYMPATKDGRFGFNLLVGGFFSPKRCAEAVPLDAWVPADDVVPVCKAILEAYRDLGTRGNRQKTRMMWLVDELGVEGFRAEVVKRMLQQKLDRESTEDLVQKQWERREYLGVHPQKQEGYSFVGLHIPVGRVQADDMDELARLADNYGSGELRLTVEQNIIIPNVENSKIAALLNEPLLQNRFSTDPPILMKNLVACTGNQFCGQAIIETKARSMKITEEVQRLVSVTKPVRMHWTGCPNSCGQVQVADIGFMGCLTRKEGKTVEGADVYVGGRIGSDSHLGDVYKKSVPCEDLVPIIVDLLVNNFGAVPREREEAEE*

NbL09g22750.1 ferredoxin−−nitrite_reductase_chloroplastic−like [MW = 65.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family

Protein sequence:
MSAAYGSWKSPITADIVSGSEKRLEGFTIDSNGHLMWLETRPAESGRAVLVKEDGEDITPKDFNVRTTVQEYGGGSFGVSGDLFVFSNFDDQRLYKQLLSSPDPRPVPITPDYGGPVVRYADGVFDGRLNCYIAVREDHRGGDAQPTTEIVSVPLNDNNSEEPKALISGNDFYAFPRVDPKGERLAWIEWSHPNMHWDKAKLWVGYISENGDIDKRVVVAGACPSLVESPTEPLWSSKGELFFITDRNTGFWNIYKWIEDKNEVVAIYSLDAEFTRPFWVFGNRCYDIIEGKDGSTIIACSYRQHGKSYLGVINQAKNSFCSVDIPFTYIANILASGQILYIEGASSVLPTSLAKVVLDDHMSKVVDFSIMWSSSSDSGKYISYFSLPELIEFPTGVAGQNAYAYFYPPCNPDYKGSEDEKPPLLLESHGGPTDEAHGTLNLSIQYWTSRGWAFVDVNYGGSSGYGRAYRERLLGKWGIVDVNDCCSCAKYLVDEGKVDEKRLCITGCSAGGYTTLASLAFRDTFRAGASLFGIADLKSLSDKMHKFESYYILNLAGNETALYERSPINFIDHFSCPIILFQGLEDTVVQPEQAQKIYQALKKKGLPVAHVEYEGESHGFRKAESIKFTLEQQMVFFARTVGHFAVADEITPVHINNFD*

NbL09g22720.1 uncharacterized_LOC109206941 [MW = 73.38 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain

PF01842 ACT domain
PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAASASSTINFVTKPSRTSLSWKTHLASSSAFAVAAVSPRRNQRQYPRFVIFAMGAKPTVLVAEKLGEAGVDLLKEFADVDCSYNLSPEELRNKISLCDALIVRSGTKVSREVFESSGGRLKVVGRAGVGIDNVDLAAATEHGCLVVNAPTANTVAAAEHGIALLTAMARNIAQADASVKAGKWLRNKYVGVSLVGKTLAVMGFGKVGSEVARRAKGLGMHVIAHDPYAPADRARAIGVELVSFDEAIASADFLSLHMPLTPATKKVLNDETFAKMKKGVRIVNVARGGVIDEDALVRALDAGIVAQAALDVFTVEPPSKDSKLIQHENVTATPHLGASTMEAQEGVAIEIAEAVVGALKGELAATAVNAPMVPAEVLSELKPFVELAEKLGRLAVQLVTGGSGVKSVKVTYGSARAPDDLDTRLLRAMITKGLIEPISSAFVNLVNADFTAKQRGLRIAEERSHLNGSPESPLEFIRVQIANVESKFASAISDSGEIRVEGRVKDGIPHLTKVGSFEVDVSLEGSIILCRQVDQPGMIGKVGSILSEENVNVSFMSVGRVAPRKHAVMAIGVDEQPSKESLKRIGEIPAVEEFVYLKL*

NbL09g22520.1 D−3−phosphoglycerate_dehydrogenase_1_chloroplastic−like [MW = 63.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MATAVLLRSLRRREVATSSHSAYKTLASNIKPSWCPTLGGAKLAGLARPFCSRPAGNEIIGIDLGTTNSCVAVMEGKNPKVIENAEGSRTTPSVVAFNQKAELLVGTPAKRQAVTNPTNTVFGTKRLIGRRFDDPQTQKEMKMVPYKIVRASNGDAWVESNAQQYSPSQVGAFVLTKMKETAEAYLGKSINKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIINEPTAAALSYGMNNKEGLVAVFDLGGGTFDVSILEISNGVFEVKATNGDTFLGGEDFDNALLEFLVNEYKRTDGIDLSKDRLALQRLREAAEKAKIELSSTTQTEINLPFITADASGAKHLNITLTRSKFESLVSSLIERTRDPCKNCLKDAGISTKEVDEVLLVGGMTRVPKVQDVVSEIFGKSPCKGVNPDEAVAMGAAIQGGILRGDVKELLLLDVTPLSLGIETLGGIFTRLINRNTTIPTKKSQVFSTAADNQTQVGIKVLQGEREMASDNKMLGEFELVGIPPAPRGMPQIEVTFDIDANGLVTVSAKDKATGKEQQITIRSSGGLSEDEIDKMVKEAEMHAQRDQERKALIDIRNSADTTIYSIEKSLNEYRDKVPKEVATEIETAVSDLRTAMGGENIDEIKSKLDVANKAVSKIGQHMAGGAGGASGGGSEAGSQGGAAEAEYEEVKK*

NbL09g22370.1 heat_shock_70_kDa_protein_mitochondrial [MW = 73.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00736 EF−1 guanine nucleotide exchange domain

Protein sequence:
LSLSVAASASSFLSSVFCHRQIVKDLYYYQAMAVAFNNLNSDSGLKKLDEYLLTRSYISGYQASKDDITVYSYLAKSPSAEYVNASRWYKHIDALLRISGVSGEGAGVTVEGSVPITEEAVATPPAADTKASAAEEEEEDDDDVDLFGEETEEEKKAAEERAAAVKASGKKKESGKSSVLLDVKPWDDETDMKKLEEAVRSVQMEGLTYGASKLVPVGYGIKKLQIMLTIVDDLVSVDDLVENYFMAEPINEYVQSCDIVAFNKI*

NbL09g22320.1 elongation_factor_1−delta_1−like [MW = 28.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF04030 D−arabinono−1,4−lactone oxidase

Protein sequence:
MLRSLTSKRSLQSLLLHHHPLLRPNPHSTPFNPRPFSSTPGPTSSESELRKYIGYTLLLFGCGAATYYSFPFPENAKHKKAQLFRYAPLPDDLHTVSNWSGTHEVQTRTFLQPESIEELEGIVKAANEKKQRIRPVGSGLSPNGIGLTRAGMVNLALMDKVLNVDKEKKTVTVQAGIRVQQLVDAIKEYGITLQNFASIREQQIGGIVQVGAHGTGARLPPIDEQVISMKLVTPAKGTIEISKEKDPELFYLARCGLGGLGVVAEVTLQCVERQELVEHTFLSNMKDIKKNHKKFLSENKHVKYLHIPYTDAVVVVTCNPISKSRGPPKYKPKYTTEEALQHVRVLYREALKKYRGQVADSGSSEPEIDELSFTELRDKLLALDPLNKEHVIEVNKAEAEFWRKSEGYRVGWSDEILGFDCGGHQWVSETCFPAGTLSKPSMKDLEYIEELMQLIAKESVPAPAPIEQRWTACSKSRMSPAYSSADDDIFSWVGIIMYLPTMDARQRRQITEEFFHYRHMTQAQLWDHYSSFEHWAKIEVPKDKEELAALQARLKKRFPVDAYNQARKELDPKRILSNNMLEKLFPSSEAV*

NbL09g22150.1 L−galactono−14−lactone_dehydrogenase_mitochondrial [MW = 66.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01053 Cys/Met metabolism PLP−dependent enzyme

Protein sequence:
MSYSVSLKQPFSALSTYQNTHGKLPVNFEAAFGCKATFNVKGTLTEKKFELNCSIDKEMDLTASTLVDSVAECFDDNGVVELPPRVEAREAKEPSVSTMLMNFSNEFDPFGALSTPLYQTSTFKQPSATENGQYDYTRSGNPTRDVLEKLLAELEKADRAFCFTSGMAALAAVTRLLQTGEEIVAGDDIYGGSDRLLSQVVPRAGILVKRVDTTNVDEVASAINPQTKLVWLESPTNPRQQICDIRKIAKIAHAHGALVLVDNSIMSPVLSHPLELGADIVMHSATKFISGHSDLMAGVLAVRGESLTKEIYFLQNSEGAGLAPFDCWLCLRGIKTMALRVEKQQENAQKIAEFLSSHPRVKKVNYAGLPDHPGRSLHFSQARGAGSVLSFLTGSLALSKHVAEATKYFSITVSFGSVKSLISLPCFMSHASIPVEVREARGLTEDLVRISVGIEDVNDLIDDLDYALRTGPA*

NbL09g21940.1 cystathionine_beta−lyase_chloroplastic [MW = 51.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02731 SKIP/SNW domain

Protein sequence:
MIVVLFLCVKQARRFKSGRFNMAALKDLLPPAKSTSSTHYDHTSDPWFKNRYTASEAEKTAVIKANPVPPYLKRAGFRPSKLEDFGDGGAFPEIHYAQYPLDMGRKKDWKPGGKTLPVTVDEHGDVRYDAIVRQNENSKKIVYSQHKDLIPKFVKDEDDEDMDGEEKQKIIEETTQETKAALEKIVNVRLSAAQPKNVPTQSQDSKFIKYKPSQQSAAFNSGAKERIIRMVEMPVDPMEPPKFKHKRVPKASGSPPVPVMHSPPRPVTVKDQQDWKIPPCISNWKNPKGYTIPLDKRLAADGRGLQEVQINDNFAKLSEALYVAEQKAREAVAMRSKVQKEMMMKEKEKKEMELRELARKARSERTGVAPPAAERGTMNDDDMSVDYERARDFPKESREDREERSQREKMREERRRERERERRLEAKDAAMGKKSKITRDRDRDVSEKVALGMASTGTSRGEVMYDQRLFNQEKGMDSGFATDDAYNVYDKGLFTAQPTLSTLYRPKKDADSEMYGGADEQLEKIMKTERFKPDKAFAGTSERAAPRDGPVQFEKEVEEADPFGLDQFLTEVKKGKKAMASVGSGGTMKASAGTTRDGYETSSRTRIAFDKGR*

NbL09g21920.1 SNW/SKI−interacting_protein−like [MW = 69.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MANTTPPNITNSVGIGIRIRSNLTPRLASMAASSALSTAVRIPTGLFVINSGSSRRGAARVDSFNGHWTRGRVGAASLSTRASSAAAAAVEPIETSSSAQGIENLVIIGSGPAGYTAAIYAARANLKPVVFEGFQAGGVPGGQLMTTTEVENFPGFPEGITGPDLMDRMRRQAERWGAELYQEDVEFIDVKNTPFTIQSSEHKVKCHSLIVATGANAKRLGLPREDEFWSRGISACAICDGASPIFKGQVLAVVGGGDTATEEAIYLTKYARHVHLLVRKDQLRASRAMQDRVFNNPNITVHFNTETVDVVSNPKGQMSGILIRKADTQEESVIEAKGLFYGIGHSPNSQLLEGQVELDSSGYILVKEGTANTSVEGVFAAGDVQDHEWRQAITAAGSGCVAALSVERYLTSKNLLIEFHQPSTEEVKKELTEKDVQEGFDITLTKHKGQYALRKLYHESSRIICVLYTSPTCGPCRTLKPILSKVIDEFDQHVHFVEIDITEDPEIAEAAGIMGTPCVQFFKNKEMLRTVSGVKMKREYRELIEANK*

NbL09g21630.1 thioredoxin_reductase_NTRC−like [MW = 59.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00709 Adenylosuccinate synthetase

Protein sequence:
MTTMSISTLRLNSNPITTSTKSTHRSGTLGYNGSYSCRLLQFQKKNKAPSIIVCSTKPLAPVVEHQGVNDSGLTRIESLSQVSGVLGCQWGDEGKGKLVDILAKHFDIVARCQGGANAGHTIYNSEGKKFALHLVPSGILNEETICVIGNGVVVHLPGLFKEIDNLESNGVSCQGRILVSDRAHLLFDFHQEVDGLREAELAKSFIGTTKRGIGPCYSSKVIRNGIRVSDLRHMDTFPQQLDLLLSDAASRFQGFNYGPDMLREEVERYKKFAERLEPFITDTVHFMNDAISQKKKILVEGGQATMLDIDFGTYPFVTSSSPSAGGICTGLGIAPRVVGDLVGVVKAYTTRVGSGPFPTEIMGKGGDLLRFAGQEFGTTTGRPRRCGWLDIVALRFCCQINGFASLNLTKLDVLSDLSEIQLGVTYRHPDGSTLNSFPSDLRLLEQIKVEYEVMPGWQSDISSVRKYSDLPKAAREYVERIEELVGVPVHYIGVGPGRDALIYK*

NbL09g21500.1 adenylosuccinate_synthetase_chloroplastic [MW = 55.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00013 KH domain

PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar)
PF08352 Oligopeptide/dipeptide transporter, C−terminal region

Protein sequence:
MDIRKRNRNDAGANVNGGVKKYKTEMDSLSSGIGSKSKPCTKFFSTAGCPFGENCHFLHYVPGGYNAVAQMMKMAPAPSLRNTAALPMSNGNAPAAKTKLCNKFNTAEGCKFGDKCNFAHGEWEIGKPIMPSQEDPRAMGVGPVPGRFGGRIEPAVSGPVASFGTSATAKISVDASLAGAIIGKGGVHSKKICRQTGAKLAIRDHETDKNLRNIELEGTFEQISQASAMVRELINSLGSVGGPGRTPAIPGGAAPPGSNFKTKLCENFAKGSCTFGDRCHFAHGAAELRKTGV*

NbL09g21360.1 zinc_finger_CCCH_domain−containing_protein_14−like [MW = 30.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MAILTQNLSLPFSCQRLPYTPSSFPPASSPSALSTISFPKNFRNAQKKLRICRAMVQQSGVVEGASSPFAKEMERLSAKESLLLALKDAGGFEAVVTGRTTDVQRIDVNERIIALERLNPTPRPTTSPYLEGRWNFEWFGAASPVFLATRLLFGRIPPTLASLSKLDLLIRNVYGTAIAHVKLLNSIESKFVLSSKFSVEGPLRMKEEYIEGIFETPKVNEDTMPEQLRGALGQAVSTLQQLPVPIKDTVSSGLKIPLGEAFQRLIMISYLDEEILVSPLQLVLQAALLIQDGYQTRNIPISGHECSNTFINAKTKPQPLVLLNY*

NbL09g21340.1 probable_plastid−lipid−associated_protein_13_chloroplastic [MW = 35.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MAEGEEIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNAPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDHLMKILTERGYSFTTTAEREIVRDVKEKLAYIALDYEQELETAKTSSSVEKSYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGTTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWIAKAEYDESGPSIVHRKCF*

NbL09g21330.1 actin−like [MW = 41.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01652 Eukaryotic initiation factor 4E

Protein sequence:
MEVTAEKRELEFAAHKESEDLERVAVDLKASLHPLKHKFVFWYTRRTPGVRTQTSYEDNIKKIVDFSTVEGFWVCYCHLARPSTLPSPTDLHLFKEGIRPLWEDAANCNGGKWIIRFKKAVSGRFWEDLVLALVGDQLDYGDNICGAVLSIRFNEDILSVWNRNASDQQAVMALRDAIKRHLKLPNGYVMEYKAHDASLRDNSSYRNTWIRG*

NbL09g21180.1 translation_initiation_factor_NCBP−like [MW = 24.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MSFDSTPPAVEKLTLNATIVDEAKFSQRVPIRSIVGRPDGGAGLAGNVVKIGGWVKTGREQGKGSFAFLEVNDGSCPANLQVIVDASVHKLGDLVLTGTCVHVEGELKVPPEGAKQKVELRVQKVLSVGTVDAAKYPLPKTKLTLEFLRDFVHLRPRTNTISAIARIRNALAYATHTFFQKNGFLYIHTPIVTASDCEGAGEMFQVTTLINEAEKLEKELKENPAPSESEIKAAEQLVKEKGEAVAQLKANKGSIEKSGASIVDINKQISAAVAELQRAKENLLKLQEKFKLGERCRLSGGIPKKDGKVDYSEDFFARQAFLTVSGQLQVETYACALSSVYTFGPTFRAEQSHTSRHLAEFWMVEPEIAFADLQDDMNCAEAYVKFLCQWLLDHCLDDMEFITKFIDKDALSRLRMVASSNCYRITYSEAIAILEVAAKVKKFENKVEWGIDLASEHERYLTEEHFKAPVIVFNYPKGIKAFYMKVNEDKKTVAAMDLLVPKVGELIGGSQREEDYEVLRTRILEMGLPLEPYEWYLDLRRYGTVKHSGFGLGFERMILFATGIENIRDVIPFPRYPGRADL*

NbL09g21110.1 asparagine−−tRNA_ligase_cytoplasmic_1−like [MW = 64.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10373 Est1 DNA/RNA binding domain PF10374 Telomerase activating protein Est1

Protein sequence:
MMAIPMDNSLDHSSREHVLCLFNKNAELENKRRKAAQARVSSDPNAWQQMRENYEAIILEDHAFSEQHEIEYALWQLHYRRIEELRARFNAALASNGSTTSQNGKGPPRSGSDNITKIRTQLKTFLSEATGFYHDLMVKIRAKYGLPLGGFSDDPENHIPSFKDGKKPMELKKGLISCHRCLIYLGDLARYKGLYGEGESKARDFAAASSYYLQASSLWPSSGNPHHQLAILASYSGDELVAIYRYFRSLAVENPFTTARDNLIIAFEKNRQCYSQLPRDAKALFIKAEPSRTTGKGRGKCETKKPLKDVKVEASLPKEKASSISEIFKTFRMGFVRLNGILFTRTSLETFEEVLSSVKVDLLELLSSGSDEKYNFGLDAAHCRLAIVRLVAILIFTIHNVIRESDNQSYSEILQRSVLLQNAFTAAFEFMGHVVERCIQLNDPSSSFLLPGVLVFVEWLACYQDIALGNESEEKQARARSFFWKNCITFFNKLLATGSKFVDEDEDETCFFNMSRYDESESGNRLALPEDFELRGFVPLLPAQLILDFSRKHSFGGDSGNKEKKARLQRMIAAGKALANVVRVGEEGIYFDTRGKKFVIGLEPQASDDYQLNGSREVAKLSGIELENPDAGLMNVGDLQPKQQLYVECEEEDEVIVFKPSVMEKVNGISSNTMTLAVPVSVISASSVPSGVSMASINICSEMGPFSSALDGLSLQNAWSANVRQRTSIAHTNTQYVQPIQTSASMWSVEQDAVMNGLVGGLNLIGNRLTTEPELLNHPEMVPPAAYSVPFPRSVNFSTANNIHVQVPEAVIPSTFSSLTSSVAGSDSISMKSSSVVSTGMKKNPVSRPVRHLGPPPGFGFAASKVDDSSSALTLKNENNPINRMDDYSWLSRYQLPSTHQSIGYTNSHNHSTQTYHSVSNSGSLVGMVSFPFPGKQVPSVHMQSDIQKANQQSVALPQQYRGQSLWQDRYLV*

NbL09g21080.1 protein_SMG7−like [MW = 108.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MENHAKVATQLEPWRELTGKVVMITGASSGIGREFCLDLSRSGCRIIAAARRVDRLKSLCDEINGFSSNSKESSLNQEARAVAIELDVSANGPIIEAAVQKAWDAFGRIDALVNNAGIRGSVHSPLDLSEEEWDNIYRTNLKGAWLVSKYVCIRMRDANQGGSVINISSIAGLNRGQVPGSLAYSSSKTALNTVMKMMAIELGPYKIRVNSISPGLFRSEITEGLMQKDWLPNIALRTIPLRTHGTSDPALTSVVRYLIHDSSEYVSGNIFIVEAGATLPGVPIFSSL*

NbL09g20930.1 3−oxoacyl−[acyl−carrier−protein]_reductase_FabG−like [MW = 31.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGSKFWEVVCDEHGIDPTGRYVGTSDLQLERVNVYYNEASCGRFVPRAVLMDLEPGTMDSVRTGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDSVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYRALTVPELTQQMWDAKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMINVQNKNSSYFVEWIPNNVKSSVCDIPPRGLSMASTFIGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATADDEGEYEEEEYDHEGN*

NbL09g20870.1 tubulin_beta−1_chain [MW = 50.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00763 Tetrahydrofolate dehydrogenase/cyclohydrolase, catalytic domain PF02882 Tetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)−binding domain

Protein sequence:
MASPSDHKANIIDGKAIAQTIRSEIASEVQLLSEKYGKVPGLAVVIVGNRKDSQSYVNMKRKSCAELHIKSFDIDLLEDVAEAELISKVHELNADPDVHGILVQLPLPKHINEERVLGEISLEKDVDGFHPLNIGKLAMKGRQPLFLPCTPKGCIELLHRSGISIKGKNAVVVGRSNIVGLPVSLLLLKEDATVTIVHSRTKEPEKIVREADIIIAAAGQAMMIKGSWIKPGAAVIDVGTNAVDDPTRKSGYRLVGDVNFQEACKVAGWITPVPGGVGPMTVAMLLKNTLDGAKRVIEK*

NbL09g20840.1 bifunctional_protein_FolD_2−like [MW = 32.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF14632 Acidic N−terminal SPT6

PF14633 SH2 domain
PF14635 Helix−hairpin−helix motif

PF14639 Holliday−junction resolvase−like of SPT6
PF17674 HHH domain

Protein sequence:
MAGKNVISDDEDEVGIEEEERDEEPVDGDAVDERDEEDEDEEEDEEGQDEYEKDGFIVDDVEEEEEDEEDRADSDDERQKKKKRKKRESERNYMLDEDDYELLQESNIAVPRPKLESKKFKRLKKAQRDMDDAHSGFSEEEEFDETGRRGRTAEEKLEHSLFGDDEGPPLEDIAEEEERLEEEEDADIGEEDEMADFIVDEEEVDEHGAPIRRKKVNKKKSRQASGVSSSALQEAHDIFGDVDELLLRRKQDRAKSGKHDESGEWSERRLEDEFDPTILAEKYMTEKDEHIRKIDVPERMQLSEESTGPVPPEAISVEESNWIYNQLAAGVVPLFKIKKKDSGKSDEESELPIDKDDIMRFLDLMHGQKLDVPFIAMYRKEECMSLLKDPEEDETSDDGPNNSDKKPAVRRQKVLWAIQDLDRKWLLLQKRKSALELYYKKRFQEESRRVYDETRLKLNQQLFESITKSLQAADCEREVDDVDSKFNLHFPPGEVGVDEGQYKRPKRKSQYSICSKAGLWEVASKLGYSAEQFGSHMSCENMGDLLEDARETPEEMASNFTCAMFETPQAVLKGARHMAAVEISCEPSVRKQVRKTFMDDAKVSTSPTPDGNVVIDSFHQFAGVKWLRDKPLSDFEDAQWLLIQKAEEEKLLKVTIKLPEVVLDKLITDSRDHYLSDGVSKSAQLWNEQRKLILEDAFFNFLLPSMEKEARSLLTSRAKSWLLLEYGKLLWNKVSVGPYQRRESDVGSDEELAPRVMACCWGPGKPATTFVMLDSSGEVLDILYAGSLSLRGQNVNDEQRKKNDQQRLLKFMMDHQPHVVVLGAVNLSCTRLKEDIYEIIFKMVEDNPRDVGHEMDNLNIIYGDETLPHLYENSRISVDQLPGQSGIVRRAVALGRYLQNPLAMVATLCGPGREILSWKLSTLDIFLTPDEKYGMVEQVMVDVTNQVGVDLNLAISHEWLFAPLQFISGLGPRKAASLQRSLVRQQTIFTRKDILTEHRLGKKVFVNAVGFLRVRRSGYTANSNTYIDLLDDTRIHPESYGLAQELAKDIYLNDIGEENNDDDELLEMAIEHVREKPHLARLLKVPNYAKAKDRQDKEETLNDIRLELMQGFQDWRRQYVEPSQDEEFYMISGESEETLSEGRIVQATVRRVQPQKAICALESGLTGILTKEDSSDDWREVNDLTEKMREGDILTCRIKSIQKNRYQVFLSCKENDMRNNRYQNNQNLDPYYHEDRSSLLAEKDKARKEKELAKKHFKPRMIVHPRFKNITADEAMQFLSDKEPGESIVRPSSRGPSYLTLTLKVYDGVYAHKDIVEGGKEHKDITSLLRIGKTLKIGEDTFEDLDEVMDRYVDPLVAHLKAMLNYRKFRKGSKAEVDELLRIEKSEYPMRIVYSFGISHEHPGTFILTYIRSSNPHHEYVGLYPKGFKFRKRMFEDIDRLVAYFQRHIDDPHDSAPSIRSVAAMVPMRSPAGGGSGFGGSWGGSSNDSGRRGGRSGDRDSRPGRNDYRNRSSQDDPSGLPPRPYGGRGRGRGRGTYGRGRGNNENDGQDSDYGTQKWGSKEGGGGWGAEVQNSPARDTFSGGWSGGGSGAGGGSGDGGGWGGNGGGAGWGQDTGGQSDDSGWGGGKKGSQSGGSGGW*

NbL09g20780.1 transcription_elongation_factor_SPT6 [MW = 186.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain PF19026 HYPK UBA domain

Protein sequence:
MTAAQSQEELLAAHLEQQKIESEEPIIEDEEDDDDEDDDDDKDDDDAEDLGDGSGRSKQSRSEKKSRKAMLKLGMKPIPGVSRVTVKKSKNILFVISKPDVFKSPNSDTYVIFGEAKIEDLSSQLQTQAAEQFKAPNLSNVISKPEPSTVAQDDEDVDDTGVEPKDIELVMTQAGVSRAKAVKALKAADGDIVSAIMELTN*

NbL09g20770.1 nascent_polypeptide−associated_complex_subunit_alpha−like_protein [MW = 21.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06964 Alpha−L−arabinofuranosidase C−terminal domain

Protein sequence:
MESRHSLYHVLLLLFCGLSALRQCSATGVEANQTAVLFVNASEASARKIPDTLFGIFFEEINHAGAGGLWAELVSNRGFEAGGPNVPSNIDPWSIIGNESSVIVSTDRSSCFDRNKIALRMQVLCDHRGTNICPDGGVGIYNPGFWGMNIEQGKSYKLVLYIRSQESINVSVALTGSNGLQKLATSNIVAADVSSWTKVEILLEAKGSDPNSRLELRSTTKGVIWFDQVSLTPTDTYKGHGFRKDLFGMLKDLKPAFIRFPGGCFVEGDYLRNAFRWKETIGQWEERPGHFGDVWNYWTDDGLGHFEFLQLAEDLGARPVWVFNNGVSHHDEVDTSAILPFVQEILDGLEFARGDPTSTWGSVRAKMGHPEPFDLKYVAIGNEDCGKSKYRGNYLKFYSAIKDAYPDIRIISNCDGSSSPLDHPADLYDFHIYSSASSVFSNARHFDSTRRSGPKAFISEYAVTGNDAGKGSLLAALAEAGFLIGVEKNSEAIEMASYAPLFVNDNDRRWNPDAIVFTSSQMYGTPSYWMQHFFKESNGATLLSSSLQANPSNSLIASAITWRNSVDNEYLRIKVVNFGTTAVTLKISISGLDQNSLESSGAIKTTLTSTNVMDENSFREPNKVSPVKAMLEKVSESMDVVLSPRSLTSFDLLRKSISTSVDTASALKSSY*

NbL09g20720.1 alpha−L−arabinofuranosidase_1−like [MW − SP = 70.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MSSIGTGYDLSVTTFSPDGRVFQIEYAGKAVDNSGTVVGIKCKDGIVLGVEKLIASKMMLPGSNRRIHSVHRHSGMAVAGLAADGRQIVARAKSEATNYESTYGEPIPVKELAERVASYVHLCTLYWWLRPFGCGVILGGYDRDGPQLYMVEPSGVSYRYFGAAIGKGRQAAKTEIEKLKLSEMTCRQGVIEIAKIIYGVHDEAKDKAFELEMSWVCDESNRQHQKVPADLLEEAKAAAKAALEEMDAD*

NbL09g20710.1 proteasome_subunit_alpha_type−3−like [MW = 27.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MADQLTDDQVSEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMINEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGFISAAELRHVMTNLGEKLTDEEVDEMIREADVDGDGQINYEEFVKVMMAK*

NbL09g20660.1 calmodulin−7 [MW = 16.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
SHSALNFKSTAVSLFSGQVETSKTRRFSYPSIFPAKLSLNSYSAPFSGMAFFTKAGNILRQAVSKQHINHEISASKPSIFQLIRCMSSSKLFVGGISWNTNDDALKQAFSKYGDVVEARVILDRETGRSRGFGFVTFNSSEDASAAIQALDQQELDGRTIRVNIANDRTRGYGGGGGGGGFGAGGYGGGGNYGAGGYGGGGNYGAGGYGGGGNYGTGGYGGGGGNYGAGGYGGGGNYGSGGGGDANVAGSYGANNYGSGESSFGFGTSGGNNFPSGDNDTGENQNLGAAAAGSGDTYGTGEAASNSFAGSFGSNDQFGNVDTSNQAETGDVNSPVDAGEDFRDDNVESGDYANRRA*

NbL09g20650.1 glycine−rich_RNA−binding_protein_2_mitochondrial−like [MW = 35.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01025 GrpE

Protein sequence:
NICGDLRKERKEPKTLRAIGLSSPSISTVPYNKMANTSLKTPTTTLWPPSTAVSAYAVKPNCITFLSYSHCRREQTPLLPRVCRIHHSANTIAQLPHRLVEKFAVFASNGDATEAAQTETKEPEQEVQESEQEENGDGAAAEDAPDEGDNAATDETASFIATSLQLYRDALANNDDSKVAEIEISLKSIENEKIELQRRVASLTEELSNERDRVLRVSADFDNFRKRTERERLSLVTNAQGEVVEKLLSVLDNFERAKMQIKVATEGEEKINNSYQSISKQFGEILGSLGVETVETVGKPFDPLLHEAIMREDSEEFEEGVVLEEYRKGFKLGDRLLRPSMVKVSAGPGPAKPETAEPKEEQNKVQEKSEEGTAETAGDEGTGEGGN*

NbL09g20620.1 protein_GrpE−like [MW = 42.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01230 HIT domain

Protein sequence:
MSNENPNKSRLQILTSYFTTTHQKKKPAAMASEKEAALLAVPSDSPTIFDKIINKEIPANIVYEDDKVLAFRDINPQAPVHILLIPKVRDGLTGLSKAEEKHCEILGQLLYTAKLVAKQEGLLENGFRLVINDGPSGCQSVYHLHLHLLGGRQMNWPPG*

NbL09g20510.1 14_kDa_zinc−binding_protein [MW = 17.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MNGCSPLAPTSRRLEGKVAIITGGASGFGESTVRLFLQNGAKVVIADVQDNIGQSLCENLNYPNDVTYIHCDVTSDSDVKNLIDATISKYGKLDIMFNNAGIPGNLDFNIVDSDNENFKRVFDVNVYGSFLGAKYAARVMIPAKKGVILFTSSAASVNAGEAPHSYTVSKHAVVGLTKNLSAELGQYGIRVNCVSPCAVATPLLVKAMGVDKSVVDGIICSSANLKGAVPTAEDVAEAALYLASDESKFVSGLNLVIDGGYSTTNQAYMKTIQSVLFSSV*

NbL09g20450.1 secoisolariciresinol_dehydrogenase−like [MW = 29.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05116 Sucrose−6F−phosphate phosphohydrolase PF08472 Sucrose−6−phosphate phosphohydrolase C−terminal

Protein sequence:
MDRLTSAARLMIVSDLDHTMVDHHDAENLSLLRFNALWEANYHDNSLLVFSTGRSPTLYKELRKEKPMLTPDITIMSVGTEITYGNSMAPDDGWEAFLNNKWDRKIVTEETSKFPELTLQSETEQRPHKVSFYVQKDKAQDVMKTLSKRLEERGLDVKIIYSGGMDLDILPQGAGKGQALAYLLKKLKSEGKLPNNTLACGDSGNDAELFSIPDVYGVMVANAQEELLQWHAANAKNNPKVIHATERCAAGIIQAIGHFNLGPSTSPRDVMDLSDCKMENFVPAYEVVKFYLFFEKWRRGEIEHSEHYLSNLKAVCRPSGTFVHPFGVEKSLQECVTLFRTCHGDKQGKQFRIWVDQVLPVQVGSDSWLVSFKKWELSGEDRHCCITTVLLSSKNKTVADGLTWTHVHQTWLNGAAASDSTTWFF*

NbL09g20210.1 sucrose−phosphatase_2−like [MW = 47.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06886 Targeting protein for Xklp2 (TPX2) domain

Protein sequence:
MESESGVPVEVEKIVVAEEDNVDVKKEEKISGEGHEKESGKNEEKADETPIELSENVPKSKASNQRKVSIGGTIKSSKTAKDQASVQGSSALTRSKKGSMSKSLSFPARVGSSDLTRKSIDVHTKKSDVKPWIPNGVTHEPSHSNGTVSSASRLNPATKGATGGGITSRRTTVGSVPSLRQSLSTKSVSASKIAKKAISEGLNDENTKPTKATSPLKDDEDARSATSSNTTRTSTGGFSFRLEERAEKRKEFLAKMEERIQAREEEKNNLLAKSKENQEEEVKQFRKSLTFKATPMPNFYKEPPPKVELKKIPITRAISPKLGRNKNSTSATNGSESGGSSFSPKVIKDRSKSPRTSKDTIATKGKPVEIKKPVKNSHTISQSPKISTTKGKSAETKLKPAEAKGSDEKTEEMDIQPDSVPKPEMNSVEDNVPRPSNPVVVQAEVTVEV*

NbL09g20090.1 protein_WVD2−like_4 [MW = 48.52 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
MTMLNPQPLDQQEEEEMLVPHSDLVEGPQPLVDGPQPMEVAPAENASTGENQAVDEPQASRFTWTIDNFSRLSVKKLYSEAFVVGSYKWRVLIFPKGNNVDCLSMYLDVADSSTLPYGWSRYAQFSLAVVNQINPKYSVKKETQHQFNQRESDWGFTSFMLLSDLYDPNKGYLVNDKVVIEADVAVRKVIDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHMNYIECINVDFKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEEHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLELDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRESDKDKIICDVGEKDIAEHLRIRLKKEQEEKEDKRRYKAQAHLYTIIKVARDEDLREQIGKEIYFDLVDHDKVRSFRIQKQMPFNLFKEEVAKELGIPVQFQRFWIWAKRQNHTYRPNRPLTPQEELQTVGQLREVSNKTNNAELKLFLEVDPGLDLVPSPPPDKSKDDILLFFKLYDSEKEELQYVGRLFVKSTSKPSEILPKLNELAGFAPDQEIDLFEEIKFEPSVMCERLDKKASFRFSQIEDGDIICFQKKASPEVEEQVRFPDVPAYLEYVKNRQIVHFRALEKPKEDDFCLELAKSDTYDDVVERLAQRLGVDDPSKIRLTPHNCYSQQPKPNPIKYRSVDHLVDMLIHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHPTKDEVEILNVRLPKQSTVGDVLNEIKSKVELSHPNADLRLLEVFYHKIYKIFPLAEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKETPQNQMQVQNFGEPFFLVIREGETLAEIKVRIQKKLQVPDEEFCKWKFAFLSLGRPEYLQDSDVVSSRFQRRDVYGAWEQYLGLEHADYTSKRPYVSQNRHTFEKPVKIYN*

NbL09g20000.1 ubiquitin_carboxyl−terminal_hydrolase_12 [MW = 131.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00804 Syntaxin PF05739 SNARE domain

Protein sequence:
MNDLLNDDFDTFEASRHQNDRNGDIEMGTQRAMNSGELGLDDFFKKVQQIEKQYEKLNGLLQKLQDAHEESKAVTKAAAMKAIKQRMEKDVDEVGKIARLIKLKIEELDKENLVNRNKPGCGKGSAVDRSRTATTVSLKKKFKDKMAEFQTLRENIQHEYREVVERRVFTVTGNRADEETIDRLIETGDSEQIFQKAIQQQGRGQIMGTLAEIQERHDAVRELERKLLELQQIFLDIAVLVDAQGDMLDNIESQVSTAVDHVQSGNTALQKAKKLQRNSRKWMCFAIIILLIIVAIIVVGVIKPWNSNKGA*

NbL09g19970.1 syntaxin−132−like [MW = 35.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MEDSKVNKNDNNGEEEGRWSLKGKTALVTGGSKGIGYAIVEELAGLGARVYTCSRNKKELQECLEIWRNKGFKVEGSVCDLMSRTERENLMQAVGDVFNGKLNILVNNAGVVIHKETKDFTAEDHDIVMGTNFEAGFHLSQLAYPLLKASENGNVIFLSSIAGFSALPSLSLYSASKGAINQMTKSLACEWAKDNIRVNSVAPGVIMTPLVETAIKKNPHQKKDIDHFIAKTPMRRTGKPEEISALMAFLCFPAASYITGQIIWVDGGFTANGGF*

NbL09g19950.1 tropinone_reductase_1−like [MW = 29.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MSSICRSKPVEGLRFLNRVRTISSPFIHRPNHSIATVAYEEFWSSPEKPYNFTAFILHGLLGSGRNWRSFSRSLASSLCLDGVNWRMVLVDLRNHGKSAEIDGFMPPHDMENAAKDVANLVNSQGWDWPDVVIGHSMGGKVALQYADSCSRGVYGQSARLPKQLWVLDSVPGKVDREDSSREVEKVMQTLQSLPSSIPSRKWLMDQMLKLGFSKALSEWLGSNLQKSGDQMKWTFNIEAAIEMFNSYREKDYCPLLEHPPKGTEIAIVRAEKSDRWDPVTVQKLESLASNGGGESEGKMSYHILPNSGHWVHVENPRGLLEIITPKLASLV*

NbL09g19720.1 protein_ABHD11−like [MW = 37.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00251 Glycosyl hydrolases family 32 N−terminal domain PF08244 Glycosyl hydrolases family 32 C terminal

Protein sequence:
QKNEMEYLKKSSLWALPPFLLCFFIVFSNNGVNATHKVFPQLQYTSPIDVENVHRTGYHFQPPKNWINDPNGPMYYNGMYHLFYQYNPYGSVWGNIVWAHSVSTDLINWIPLEPAIYPSKVFDKYGTWSGSATILPGNKPIILYTGIVDSKKTQVQNYAIPANLSDPFLTKWIKPDNNPLIVADVTINKTQFRDPTTAWLGQDGYWRISIGSVWENKGIALLYKSKDFMKWTKVENLLHSTDNTGNWECPDFFPVLLHGTSGLDASYNGKNIKHVLKVSLDVTRFEYYTVGTYDIKKDRYIPDNTSIDGWKGLRLDYGNYYASKSFYDPCKKRRIIWGWANESDTVDDDVRKGWAGIQTIPRKLWLDPSGKQLVQWPVKELDTLREQKVQLKNHKLKKGENIEVKGITPAQADVEVTFAFSSLDKAEPFDLSWTDLYAQDVCAIKGSTVQGGIGPFGLLLLASEKLEEYTPVFFRVFKAQNKYKVLMCSDASRSSLENDKIMYKPSFAGYVDVDLAKNKKLSLRSLIDHSVVESFGAGGKTCITSRVYPTLAIYDNAHLFAFNNGTETIKIELKAWSMSKPTMTWSFGHSSY*

NbL09g19700.1 beta−fructofuranosidase_insoluble_isoenzyme_1−like [MW − SP = 63.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain PF03952 Enolase, N−terminal domain

Protein sequence:
MVHQFDGTQNEWGWCKQKLGANAILAVSLAVWKAGAAVKNIPLYKHIADLAGNKKLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGCEVYHHLKNNNGSQKISGDQLKDLYKSFVSEYPIVSIEDPFDQDDWETYAKLTAEIGEKVQIVGDDLLVTNPKRVAKAIEGMTCNALLLKVNQIGSVTESIEAVKMSKRAGWGLMTSHRSGETEDTFIADLAVVYQLDKSRLELPVGQSVSQSIARF*

NbL09g19500.1 enolase [MW = 27.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
FVPSSIPKKSQKSHKSLRTNDLPLAHIQFFISSSIANTTMAATTAAIFTLPKLHKSSTTPKPLFPLSPKSTLSSSFSLVPLKVQLSQRNAQPLKCTTTSRISATISVGDKLPNSTLSYFDSSDELKTLSISDLTKGKKVVLFAVPGAFTPTCSQKHLPGFVEKSKELKSKGVDTIACISVNDAFVMKFWKENLKINDEVLLLSDGNLEFTKAIGCELDLSDKPIGLGVRSRRYAMLVDDGVVKVLNLEEGGAFNVSSAEDILKTL*

NbL09g19490.1 peroxiredoxin−2E−2_chloroplastic−like [MW = 28.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
QSLYKKNQNPKHNIRPLSLSLSPFNVEYSKLSILKFSFFLHQSLINTANMHSNHLLLEEPIRMASILEPSKANFFPAMTKIVGTLGPKSRSVEAISACLKAGMSVARFDFSWGDSEYHQETLENLKAAIKATKKLCAVMLDTVGAELQVVNKKETAISLKADAIVTLTPHQGQEASSELLPINFAGLAKAVKKGDTIFVGQYLFTGSETTSVWLEVDEVNGDDVICVVKNSATLAGSMFTLHASQVHIDLPTLTDRDKEVISTWGVKNKIDFISLSYTRHAEDVREAREFLSKLGDLSQTQIFAKIENVEGLTHFDEILKEADGIILSRGNLGIDLPPEKVFLFQKAAVHKCNMAGKPAVVTRVVDSMTDNLRPTRAEATDVANAVLDGTDAILLGAETLRGLYPVETISTVGRICFEAEKVFNQDLYFKKTVKFVGEPMTHLESIASSAVRAAIKVKASVIICFTSSGRAARLIAKYRPTMPVLSVVIPRLKTNQLKWSFSGAFEARQSLIVRGLFPMLADPRHPAESTNASNESVLKVALDHGKASGVIKSHDRVVICQKVGDASVVKIIELED*

NbL09g19470.1 pyruvate_kinase_cytosolic_isozyme−like [MW = 63.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme PF00585 C−terminal regulatory domain of Threonine dehydratase

Protein sequence:
MEVLHFTSVKSLNSCVCPDLTAKTSPIVPTNAVKTRKLKRNAFIRAKAVEILSSIVTAAEPLQASPSQDSPAPSVPLLRVSPSSLQCEPGYLIPNNPVLGTGGKLGYEYLTNILSSKVYDVAYETPLQNAPKLSERLGVTVWLKREDLQPVFSFKLRGAYNMMAKLSKEQLERGVICSSAGNHAQGVALAAQRLGCNAVIAMPVTTPDIKWKSVKRLGATVVLVGDAYDEAQAYAKARAEAEGRTFIPPFDHPDVIIGQGTVGMEIYRQFKENIHAVFVPVGGGGLIAGIAAYLKRVAPDIKIIGVEPLDANAMALSLQHGQRVMLDQVGGFADGVAVKVVGEETYRLCKELIDGVVLVGRDAICASIKDMFEEKRSILEPAGALALAGAEAYCKYYGLKGENVVAITSGANMNFDRLRLVTELADVGRQREAVLATFMLEEPGSFKKFSEMVGPMNITEFKYRYNSAKENALVLYSVGLHTKLELEEMVERMKSAHLQTINLTDNDLVKDHLRHLMGGRTNVHNELLCRFTFPEKPGALMKFLDAFSPRWNISLFHYRAQGDTGANVLVGIQVPQAEVDEFQGRADSLGYEYAVENLNEAFQLIMQ*

NbL09g19410.1 threonine_dehydratase_biosynthetic_chloroplastic−like [MW = 66.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00120 Glutamine synthetase, catalytic domain PF04909 Amidohydrolase

Protein sequence:
MERFAELKTAVESVELVDAHAHNIVALDSTFPFLNCFSEASGDALSDVPHTISFKRSLKEIAQLYGSSLSLHAVQEFRQRFGLESSSAICFKAAKISVLLIDDGIELDKKLDIKWHESFVPTVGRILRVEHVAEKILEKGSNGTTWTLGSFMEIFTEELKSVADKVLAFKSIVAYRSGLAINTEVTEMEAEEGLSDVLSAGNPIRISNKSFIDYIFLHALKVAQSYDLPMQIHTGFGDKDLDLRLANPLHLRNLLEDKRFSKSRLVLLHASYPFSKEASYLASVYPQVYLDFGLAIPKLSFHGMISSVKELLELAPMNKVMFSTDGIAFAETFYLGAKKAREVVFSVLRDACVDGDLSIPEAVAAVKDIFAENAKQFYKLDVSSKYCDVKPLLSSSFQEEELNGSLKDVTLVRIIWVDASGQHRCRVVPQQRFYSSVVKHGVGLTCACMGMSSASDGPAVDTILTASGEIRIVPDLSTKCRLPWANQQEMVLADMFIEPGKIWEYCPREALRKVSKILKDEFDLVVNAGFENEFFLLKSVLRDGKEEWAPFDQTSYCSTAAFDAAFPILEEIFASLQLLNIIVEQLHAEAGKGQFEIALKYTDCNRAANGLIFTREVIRAVARKHGLLATFVPKYKLDDIGSGSHVHISLSRNGENVFMASDGSSQYGMSKIGEAFMAGVLNHLPSILPFTAPLPNSYDRIQPNMWSGAYLCWGKENREAPLRAASPPGVAHGFVSNFEIKAFDGCANPYLGLASIITAGIDGLRRNLRLPEPVDGDPDILKENLQRLPVSLAESVEALEKDTLFRDLIGEKLLIAIIGVRKAEVKYYSENKEAYKNLIYKY*

NbL09g19390.1 protein_fluG [MW = 93.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MAGEKNGIAKDVTELIGNTPLVYLNNVVDGCVARVAAKLESMEPCSSVKDRIGYSMITDAEENGLIKPGESVLIEPTSGNTGVGLAFMAAAKGYKLIITMPSSMSLERRIILRAFGAELVLTDPAKGMKGSIQKAEEIKAKTPNSFILQQFENPANPKVHYETTGPEIWKGSNGKVDALVSGIGTGGTITGSGKYLREQNPDIKLYGVEPVESAILSGGKPGPHKIQGIGAGFIPGVLEVGLIDEVIQVSSEEAIETAKLLALKEGLLVGISSGASAAAAIKLAKRPENAGKLIVVVFPSFGERYLSSVLFESVRREAENMTVEP*

NbL09g19180.1 synthase [MW = 34.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MECVFGMVGNGFALVVADSSAVHSILVHKSNEDKIMILDSHKLMGASGEAGDRAQFTEYVQKNVALYQFRNGIPLTTAAAANFTRGELATALRKNPYMVNIILAGYDKETGPSLYYVDYIATLHKVDKAAFGYGSYFSLAMMDRHYRKDMTVEEAVDLADKCIMEIRSRLVVAPPNFVIKIVDKDGAREYAWRQSVKDAPVSNS*

NbL09g19060.1 proteasome_subunit_beta_type−2−A [MW = 22.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03079 ARD/ARD' family

Protein sequence:
MGSMAKDPREDVIQAWYMDDSDEDQRLPHHREPKEFVSLDKLAELGVLSWRLDADNYETDEELKKIREARGYSYIDFCEVCPEKLPNYEEKIKNFFEEHLHTDEEIRYCVAGSGYFDLRDWNDTWIRVWVKKGGMIVLPAGIYHRFTLDSDNYIKAMRLFVGDPIWTPYNRPHDHLPARSVSRHLLYSIFTLDNQKWSWVEANESFLIMQERIY*

NbL09g18860.1 12−dihydroxy−3−keto−5−methylthiopentene_dioxygenase_2 [MW = 25.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12481 Aluminium induced protein

Protein sequence:
MLAVFDKSVAKSPEGLQSPNNETAVSALKDGFLAQRFASNHSGSVTINLGSSGFLAYSSDRQNPLLPRLFAVVDDIFCLFQGHIENVAHLKQQYGLNKTANEVIIVIEAYRTLRDRGPYPPDQVVRDIHGKFAFVLYDSSSKTSFLASDVDGSVPFFWGTDSEGHLVLSDDADIAKQGCGKSFAPFPKGCFFTSSGGLRSYEHPRNELKPVPRVDSSGEVCGSNFKVDAESKKGGTGMPRVDSAANWSQHY*

NbL09g18800.1 stem−specific_protein_TSJT1−like [MW = 27.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
MASAMLKRTTMIKSMVQSMRSYASVSVGTDLTVAAPNVSLQKARSWDEGVSSKFSTTPLKHIFKGKKVIIFGLPGAYTGVCSMQHVPSYKNNIDKFKAKGIDAVICVAVNDPYVMNGWAEKLQAKEAIEFYGDFDGSFHKSLDLTIDLSAALLGPRSHRWSAYVDDGNVKVLNVEEAPSDFKVSGGDVILGQI*

NbL09g18660.1 peroxiredoxin−2F_mitochondrial−like [MW = 20.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00483 Nucleotidyl transferase

Protein sequence:
MAVAADSQFALSAAGQLHNTTAALTRRNLRVVKFCNGELMGKKLKFTKFQLKSNVVKPNICMSLTADVAGETKLKDLEPEKADTRTVVAIILGGGAGTRLFPLTKRRAKPAVPIGGAYRLIDVPMSNCINSGINKVYILTQFNSASLNRHIARAYNFGNGVTFGDGYVEVLAATQTPGEAGKRWFQGTADAVRQFHWLFEDQRSKDIEDVLILSGDHLYRMDYMDFVQSHRKSGADITISSLPIDDRRASDFGLMKIDDTGRVQSFSEKPKGDDLKAMAVDTSVLGLSPEEAKKKPYIASMGVYVFKKEILLNLLRWRFPTANDFGSEIIPASAKEFCLKAYLFNDYWEDIGTIRSFFEANLALTEHPPSFSFYDATKPIYTSRRNLPPSAIDNSKIVDSIVSHGSFLTNCFVEHSVVGIRSRIGSNVHLKDTMMLGADYYETDAEIASQLAEGKVPIGIGENTRIKECIIDKNARIGKNVVIANSEGVQEADRSSEGFYIRSGITVILKNSTISDGLVI*

NbL09g18640.1 glucose−1−phosphate_adenylyltransferase_large_subunit_3_chloroplastic/amyloplastic−like [MW = 57.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASLPRYLFISLLLVHSILFSIVKCDDEEDNLLRGINSYRASLNLTALRENEKAKCLADEMADQFKDQPCTNTTGANTVPGTEPQFSDYPKLLSKCDLNATTTRDGMIMPACVPNLVSDLVLSNYTKSQYSNYLNDTKFSGVGIGSDDNWVVVVLTTNNPEGSFTPDTSSANLIFGLGLISHAVFILVAFVVLL*

NbL09g18630.1 uncharacterized_GPI−anchored_protein_At3g06035−like [MW − SP = 18.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13516 Leucine Rich repeat PF13943 WPP domain

Protein sequence:
IKLSPYPFAPNSIFHKQIIITKRNKEKRIKPCSHTHIGLTPLIFFSSSAVPLTPSSPARSIHAFSLVVPRFLPMDATTPNSQRKPFSIKLWPPSENTRRMLVERMTNNLSSPTIFTRKYRSLSKEDAAKNAEQIEDAAFTIASQHYEKEPDGDGSSAVQLYAKECSKLILEILKKSPKTEEKEISISEVVPAVQPNLFDISKGQRAFIEAEEAEELLKPLKEPGNPYSKICFSNRSFGRGAARVAGPILASLKDQLMEVDLSDFVAGRVEAEALDVMSIFSEALEGSNLKFLNLSDNALGEKGVRAFGKLLQSQTNLEELYFINDGISQEAARAVSELVPSTEKLKVLHFHNNMTGDEGAVAIAEIVKRSPLLEDFRCSSTRVGSEGGSALCEALGKCSHLKKLDLRDNMFGPEAGLVLSKALSKHENLTEVYLSYLNLEDEGAIAIVNTLKDSAPSLGVLEMAGNDITEEAAPAIASCIAAKQFLSKLSLGENELMDGGAIQIAKALRGHNHLKEVDMNTNALRRAGARVLARTVLHKDEFKLLNVNGNFISEEGIDELKDIFEKSPELLASLEDNDPVREDDDDDEEEKESGDEGKDGEDELESKLKNLDVK*

NbL09g18530.1 RAN_GTPase−activating_protein_2−like [MW = 67.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAEQAYTVASDSETTGEEKTSPAFPEIAIGIDIGTSQCSVAVWNGSQVELLRNTRNRKLMRSYVTFKDEVPAGGVSNELAHEYDMLSGAAIFNMKRLIGRVDTDPVVHASKSLPFLVQTLDIGVRPFIAALVNNMWRSTTPEEVLAIFLVELRAMAEVKLRRPVRNVVLTTPVSFSRFQLTRIERACAMAGLHVLRLMPEPTAVALLYAQQQQQSAHENMGSGSEKIALIFNMGAGYCDVAITATAGGMSQIKALAGSTVGGEDLLQNLMHHLLPSMDDIFSSHGIEEIKRMGLLRVATQDAIHKLSSEMSVPIDVDLGNGTKISKFLERAEFEEVNKEVFQKCETLIKCCLRDAKLEAEDVHDVIIVGGCSYIPKVRNIVMSICKREELYSGMNPLEAAVRGAALEGAVASGISDPFGSLDLLTIQATPLSIGIQADGSNFVAIIHQNTTTPVRKEQNFTTVHDNQAEALIFVYEGDEKTVEDNHLLGYFKITGIPPLPKGVPEINVCMDIDASNVLRVFAGVVIPGAKCPPPFMEVRMPTVDDGHAWSAQTLHKTYGSTLDLVTVKKKGQH*

NbL09g18400.1 heat_shock_70_kDa_protein_8 [MW = 62.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF12202 Oxidative−stress−responsive kinase 1 C−terminal domain

Protein sequence:
MNGVIDFESDDSDFVEVDPTGRYGRYNEILGKGASKTVYKAFDEYEGIEVAWNQVKLYDFMQSPEDLERLYCEIHLLKTLKHKNIMKFYTSWVDVSNRNINFVTEMFTSGTLRQYRLKHKRVNIRAVKRWCRQILRGLHYLHSHDPPVIHRDLKCDNIFINGNQGEVKIGDLGLAAILRKSHAERCVGTPEFMAPEVYAEEYNELVDIYSFGMCILEMVTFDYPYSECTHPAQIYKKVTSGKKPDALYKVEDPEVRRFVEKCLATVSHRLSARELLDDPFLQIDDYVSDSETPNYLQESDELDPTLGQRLLSICDTNNSLVNGYLGYEPETDSYYQQLEYEANEIDLFTDHEDDDMENVDISIKGRRREDDGIFLRLRIADKEGRVRNIYFPFDVENDTALTVATEMVAELDITDQDVTKIADMIDGEIASLVPVWKKGFGMEENLNHTNRGCHNCASNGSLVNYLLPDGPRNLQVLHCSKHGCGAMHGRFEEIMYHLDRSEQCITDAPEGIWESDGVHYTDIWAQHDKTKSRARGSVDYHSDVKDKLVDESIDGGEEKLTSVDKDDKSHVRLQDSPSSKSSGARTPVEDYENEIRRELRWLKAKYQMQLRGLKDQRLGVDSKYSRQSSSNKIPRKDKVSSGSTPSIEKDELLLRSFNSGKHFSSYLPIEIENECSDSKVRRYPLAYGSCSPEHMATAQSFYTGALLPHSLHRTTSLPVDAIDF*

NbL09g18360.1 probable_serine/threonine−protein_kinase_WNK9 [MW = 83.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00475 Imidazoleglycerol−phosphate dehydratase

Protein sequence:
MELSISHRLFNSSSSSLPSLLNLRTRVSQTLLFSTNNYHQKSHLFTGLHNKLATTSMAAQTTIPHAFNNGPSITSSETGRIGDVKRATKETNVYVKINLDGTGVAENNTGIPFLDHMLDQLASHGLFDVHVKATGDIHIDDHHTNEDVALAIGTALLQALGDRKGINRFGDFSAPLDEALIHVSLDLSGRPYLGYDLQIPTQRVGTYDTQLVEHFFQSLVNTSGMTLHIRQLAGKNSHHIIEATFKAFARALRQATEYDLRRGGSVPSSKGVLSRS*

NbL09g18340.1 imidazoleglycerol−phosphate_dehydratase [MW = 30.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13326 Photosystem II Pbs27

Protein sequence:
MAFFIPMNVCPFTISSSIKKIQNTNEYKLQSKSSGILSTKEEATRRQLLVSPLVTLIAFNCGLTVLPARAEDEEFQDKDEGVAGAIKSLFDPNEKTKSGKVLPKDYLKSAREVVKTLRESVKEDPNDMSKFRRTADAAKESIREYLGGWRGQKSVVNEESYVMLEKAIRSLASFYSKAGPSAPLPEEIKLEILDDLNKAEEAL*

NbL09g18330.1 photosystem_II_D1_precursor_processing_protein_PSB27−H2_chloroplastic [MW = 22.64 kDa]
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1 233 465 697 929 1161

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDILFAQIQADLRSNDALRQSGALLQALQQSAAGRDISVLAKSAVEEIVASPASAISKKLAFDLIRSTRLTADLWETVCTGIRNDLDFPDPDVTAAAVSILAAIPSYRLGKLISDCNKQISSCFDSTSDNLRFAITETLGCILARDDLVTLCENNMNLLDRVSNWWIRIGQNMLDKSDAVSKIAFESVGRLFQEFESKRMSRLAGDKLVDSENSVAIRSNWVSSMVEFVWKRRNALMARSLVLPIENFRAMVCPLVYAVKAVASGSIEVIKKLSRSSNSGNASSLETVSAERFVGVSDVVSHLAPFLASSLDPSLIFEVGINMLYLADVPGGKPEWASTSIIAILTLWDRQEFSSARESIVRAVVTNLHLLDLSMQVSLFKKLLLMVRNLRAESDRMHALACICRTALCVDLFAKESVRRGQKPVPGTDIASLFENARIKEDLHSVTSKSLFREELVAMLVESCFQLSLPLPEQKNSGMESRVIGALAYGTGYGALNWTEPALEVVEVCRPCVKWDCEGRTYAIDCYLKLLVRLCHIYDTRGGVKRVKDGASQDQILNETRLQNLQRELVRDLREMNTPRVCTRLIWAISEHIDLEGLDPLLADDPEDPLNIIISNIHKVLFNIDSSASTTNRLQDVQAVLLCAQRLGSRNARAGQLLIKELEDFRSNAFADSVNKHQCRLILQRIKYVSNHSESKWAAVGEARGDYPFSHHKLTVQFYEAAAAQDRKLEGLVHKAILELWRPDPSELALLLAKRVDSTLLKVPPSAYTLTGSSDPCYVEAYHLTDPSDGRITLHLKVLNLTEIELNRVDLRVGLSGGLYFMDGSPQAVRQLRNLNSQEPVLSSVTVGVAHFERCDLWVQVLYYPFYGSGPADYEDSEEDPQVMRQKKSLRPELGEPVILRCQPYKIPLTELLLPHKISPVEYFRLWPSLPAIVECTGTYTYEGSGFMATAAQQYGESPFLSGLKSLSSKPFHRVCSHIIRTVAGFELCFAAKTWYGGFLGMMVFGASEVSRNVDLGDETTTMMCKFVIRASDESITKEIASDFQGWLDDLTDGGVEYMPEDEVKVAAAEKLKISMERIALLKAARPRLKSPKSDDEEEEEDEDDENQKKEDMINVENGKTKGQTTLFKWSAEEVEHRALQAAVIQEWHMLCKDRDAKVN*

NbL09g18200.1 protein_TPLATE−like [MW = 129.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLAKEFDLPDEVLEVLPSDPFEQLDVARKITSIALSTRISALESEADALHRQLSERDDVISDLHSQLDSLDSSLSDASDKLSRAEQEKEGLVKENAALSNTVKKLNRDVAKLEAFRKTLMRSLNEEEDSPAGAPNLAKNGQSQSDEDASLPPPQTQSTESGHSYSEDAESETSRPRISPGLLLASQTSTPRLTPPGSPPSLSASVSPSRSPRPLSPRRHSISFSTTRGMFDDRSSVYSSTSSQYGSMSGLETGSQTARARVDGKEFFRQVRSRLSYEQFGAFLTNVKELNSHKQTKEDTLRKAAEIFGDENKDLYTIFEGLITRNAP*

NbL09g18190.1 uncharacterized_protein_At4g15545−like [MW = 35.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13640 2OG−Fe(II) oxygenase superfamily

Protein sequence:
MLSDSSRELDSKLDTYIFPRKFHTMINFSQIDSFFLFILIAAAFVTKSSCSAIINPSKVEQISWKPRAFVYEGFLTDEECNHLVSLAKKELKRSAVADNESGESKLSEVRTSSGMFISKAKDPIVAGIEDKIATWTFLPKENGEDIQVLRYEEGQKYEPHYDYFSDKVNIVHGGHRLATVLMYLSDVEKGGETVFPEAEESTRRRSMAADDSLSECARKGIAVKPRKGDALLFFSLHPNAVPDPMSLHGGCPVIEGEKWSATKWIHVDSFDKIVGSGESCADQNENCERWAALGECTKNPEYMVGSSDLPGSCRKSCKAC*

NbL09g18170.1 probable_prolyl_4−hydroxylase_4 [MW = 35.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF00664 ABC transporter transmembrane region

Protein sequence:
MAAESWLASLECSASKIQSSDNSSSVSVALKWLKFIFLTPCSQRILLSSVDLLFLLILIVLAVKKLSSRFFKNGNSTSSLNKPLLVERPQVRVTFWFYASLAVTAVLAIAYSVRCILAFTQGVQSTWEMTEAFFRLFQAVTYLVIFVLIVHEKRFVAVSHPMPLRVYWTISYVIVLLFAITGIIRLILYGENVDLSMRMDDIAVLVSFPLYLYLLIVAIKGSSGICTSSQHENSRLETGDAMILMDPNVSGYGAASLFSKALWNWMNPLLSKGYQSPLKLDEVPSLPPGFRAERLADFFEKNWPKPGENVKYPVLMTLIRCFWRDIVIISVLAIVQLAVMYVGPVLIQSFISFASGDRTTNPYEGYYLVLILFVSKVIEVLSAHHFNFKSELLGMKIRSSLITTLYKKGLRLTCSSRQAHGVGQIVNYMAVDSQQLSDMMLQLHSLWMMPLQLAASLLLLYYYLGVSMFAAFGLIVGSMVCTLYITRKNNQFQFELMMKRDSRMKAINELLGNMRVIKFQAWEEHFKKKIQSLRNEEFSWLSKFTYLLSCNLSLLWSLPPVIAALTFLAAILCKIPLDAATVFTATTVFRILQDPIRTFPQSLMSVSQAMVSLGRLDGYMTSRELDHSVVERVEGCSGRIAVEVKDGNFSWEDDGDQIVLKEINVEIRKGELAAIVGMVGSGKSSLLASILGELHKLAGEVRVCGTTAYVAQTSWIQNATIQENILFGSPMNNERYKDVVRVCSLEKDLEILEHGDQTEIGERGINLSGGQKQRIQLARAVYQDRDVYLLDDIFSAVDAQTGSEIFKECVRGALKDKTIVLVTHQVDFLHNADLILVMRDGEIVQSGKYEELLELGMDFGDLVAAHENSMELVESSSAENLPQTPRSPHQVTPKSPQKSQEETNGESTSLDQQPKNSSKLIEEEERETGHVSFDVYKQYCTEAFGWWGVIVVLIISALWQGSTMLSDYWLAYETSKDHIFSPSLFINVYSIIAAISCIFVIIRSFLVAFLGLKTAQCFFDQILDSILHAPMSFFDTTPSGRILSRASTDQAYVDFMIPLFLSVVLLMYFTLIGMLFITCQSAWPTIFLMIPLVWLNIWYRRYYIASSRELTRLSSITKAPILHHFSETISGIMTVRCFRKENNFFQGNVERVNANLRMDFHSNASNEWLGLRLEFIGSILICIATIFMVLLPSFLISPEYVGLALSYGLPLNGVLFWTVYMSCMVENRMVSVERIKQFISIPSEASWRIPNYLPTLDWPYRGDIDINNLKVRYRSNTPLVLKGISLRINGGEKIGIVGRTGSGKSTLIQVFFRLVEPSAGTIIIDGVDICNLGLHDLRSRFGIIPQEPVLFQGTVRSNIDPLGQYSDDEIWKSLERCQLKDVVAAKPEKLDASVVDSGENWSVGQRQLLCLGRVMLKNSKILFMDEATASVDSQTDAVIQRIIREDFAACTIITIAHRIPTVIDCDRVLVIDDGWAKEYDRPATLLERPSIFAALVQEYSIRSTGL*

NbL09g18090.1 ABC_transporter_C_family_member_14−like [MW = 169.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF06827 Zinc finger found in FPG and IleRS
PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MNGSDPFNRAKMAMQTSSYKLWSLKSCSSLRETTSVSLLNLRSSSSARVFFLRNMTRYSTYSSDESFPSTKRRSRGPIMAAKKRSEGAKQEDGKYKDTVDLPKTAFGLRANSTIREPELQKIWDDNQVFKRVVERNSGGTFVLHDGPPYANGDLHMGHALNKILKDIINRYKLLQNFKVQYVPGWDCHGLPIELKVLQSLDADARKELTPLKLRNKAAKFAKSTVQSQMASFKRYGVWADWDQHYLTLHPEYEAAQIEVFGQMAIQGFIYRGRKPVHWSPSSRTALAEAELEYNEDHVSKSMYAIFRLVDVPASCDSLKEFLPNLCLAIWTTTPWTIPANAAVAVNGKLQYAVVEVCSALTDDSTSPGDGKKRLGNFLKGDKSLYLIVALDLVSALEAKWGLKLALKNTVLGSDLENCRYTHPIDSRECPVVIGGDYITTESGTGLVHTAPGHGQEDYVTGLKYGLPIVSPVDDVGKFTEEAGQFRGLDVLGNGNVAVIDYLDEQLSLVMVEPYKHKYPYDWRTKKPTIFRATEQWFASVEGFRDAAMDAINQVTWTPTQAVNRISAMTSGRSEWCISRQRTWGVPIPVFYHVESKEPLMNEETIDHIKSIISQKGSDAWWYMSVEELLPEKYCDKASNYEKGTDTMDVWFDSGSSWAAVLDKRESLNYPADLYLEGTDQHRGWFQSSLLTSIATKGMAPYRGVITHGFVLDERGLKMSKSLGNVVDPRMVIEGGKNQKESPPYSADVLRLWVSSVDYTGDVLIGPQVLRQMSDIYRKLRGTLRFLLANLHDWKADCAVPYSDLPMIDQYALFQLANVVNNIRESYEGYQFFKIFQVIQRFVIVDLSNFYLDVAKDRLYVGGSTSFTRRSCQTVLEAHLLSIGRIIAPILPHLAEDVWQHLPFQHTTEDGHVAKFVFESRWPELDSEHLSFPEEEVDFWGKILELRTEVNKALEVARNGKLIGSSLEAKVYLYCSNESLAERLNKMCKPTNDADALNRIFITSQVEILNSLEDERTKDVQYNGEYLIEEGNTIWIGVSRADGSKCDRCWNYSPQVGSFTEHPLLCGRCHNVVICLPIRDPEDLAKVTQSEAKEAIAQ*

NbL09g17990.1 isoleucine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 123.94 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 145 289 433 718

Protein length

Gel Slice

4.0 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12 14

Peptide counts over 4 repeats

1 145 289 433 718

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02779 Transketolase, pyrimidine binding domain

PF02780 Transketolase, C−terminal domain
PF13292 1−deoxy−D−xylulose−5−phosphate synthase

Protein sequence:
MALCSYAFPGILNRTVASDSLKQIPVFSEWFHGTDLQFQFQHKLTQVKKRSRGVQASLSEKGEYYAHRPPTPLLDTINYPIHMKNLSVKELKQLADELRSDTIFNVSKTGGHLGSSLGVVELTVALHYVFNTPQDRILWDVGHQSYPHKILTGRRGKMSTLRQTDGLAGFTKRSESEYDCFGTGHSSTTISAGLGMAVGRDLKGKNNNVIAVIGDGAMTAGQAYEAMNNAGYLDSDMIVILNDNRQVSLPTATLDGPAPPVGALSSALSRLQSNRPLRELREVAKGVTKQIGGPMHELAAKVDEYARGMISGSGSTLFEELGLYYIGPVDGHNIGDLISILKEVRSTKTTGPVLIHVITEKGRGYPYAERAADKYHGVAKFDPATGKQFKVSAKTQSYTTYFAEALIAEAEADKDIVAIHAAMGGGTGMNLFHRRFPNRCFDVGIAEQHAVTFAAGLACEGLKPFCAIYSSFLQRAYDQAMHDVDMQKLPVRFAMDRAGLVGADGPTHCGAFDVTFMACLPNMVVMAPSDEAELFHMVATAAAIDDRPSCFRYPRGNGIGVELPVENKGIPLEVGKGRILVEGERVALLGYGSAVQNCLTAAAVLETRGLQVTVADARFCKPLDGALIRSLAKSHEVLITVEEGSIGGFGSHVAQFMALDGLLDGKLKWRPIVLPDRYIDHGSPADQLAEAGLTPSHIAATVFNILGQTREALEVTT*

NbL09g17950.1 probable_1−deoxy−D−xylulose−5−phosphate_synthase_chloroplastic [MW = 77.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01487 Type I 3−dehydroquinase

PF01488 Shikimate / quinate 5−dehydrogenase
PF08501 Shikimate dehydrogenase substrate binding domain

PF18317 Shikimate 5'−dehydrogenase C−terminal domain

Protein sequence:
MELVVDSGVRKMEGEAMRRNQTLICAPIMADTVDQMLNLMQKAKTSGADLVEVRLDSLKSFNPQSDIDTVIKQSPLPTLFTYRPTWEGGQYAGDEASRLDALRLAMELGADYIDVELKAIDEFNTVLHGNKSAKCKVIVSSHNYDNTPSSEVLGDLVARIQASGADIVKFATTALDITDVARVFQITVHFQVSGVPIIAMVMGERGLMSRILCPKFGGYLTFGTLEVGKVSAPGQPTIKDLLNIYNFRQLGPDTRIFGIIGKPVSHSKSPLLYNEAFRSVGFNGVYLPLLVDDVANFFRTYSSLDFAGFSCTIPHKEAIVDCCDEVDPIAKLIGAVNCVVRRPDGKLFGCNTDYVGAISAIEEALQGSQPSMSGSPLAGKLFVVIGAGGAGKALAYGAKEKGARVVIANRTYERARELADVVGGQALSLDELSNFHPENDMILANTTSIGMQPKVDDTPISKEALRYYSLVFDAVYTPKITRLLREAQESGVKIVTGVEMFIGQAYEQYERFTGLPAPKELFKKIMAGY*

NbL09g17860.1 bifunctional_3−dehydroquinate_dehydratase/shikimate_dehydrogenase_chloroplastic−like [MW = 57.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00080 Copper/zinc superoxide dismutase (SODC)

Protein sequence:
MVKAVAVLSSSEGVSGTIFFTQDGDAPTTVTGNVSGLKPGFHGFHVHALGDTTNGCMSTGPHYNPAGKEHGAPEDEVRHAGDLGNITVGEDGTASFTITDKQIPLAGPQSIIGRAVVVHADPDDLGKGGHELSKTTGNAGGRVACGIIGLQG*

NbL09g17850.1 superoxide_dismutase_[Cu−Zn] [MW = 15.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00550 Phosphopantetheine attachment site

Protein sequence:
MASFAISTLSCSFKHNQVHLKGSSLSVTGASFPSLRLKPATRRFSITCAAKPETVNKVCEIVKKQLALTDDKVVNGESKFTALGADSLDTVEIVMGLEEAFGITVEEENAQTIATVQDAADLIEDLISKKA*

NbL09g17840.1 acyl_carrier_protein_1_chloroplastic−like [MW = 13.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MVTVTAAAPRIGIPWHLATPKHHFFNSCTKLSLSISGPNFTLHKLSSQPFPMVPDLFRANASSAIDAPSEELEASSRGAIGANDLLIVGPGVLGRLVAERWREEHPSCQIFGQTMTTDHHDELIKMGISPSSRETKFTSKFPYVIFCAPPSRTEDYPGDIREAALKWSGEGSFLFTSSSAPYDCSDNGSVDEDGPIVPIGRSPRTDILLKAEEVVLEFGGCVIRLAGLYISLDMDFKELGFFLCSL*

NbL09g17760.1 uncharacterized_LOC109208031 [MW = 26.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MADSNFVDREKQKQADNDIKDMISTLTKRLTSLQRVHKAASGDSGQNLQADDEDDHGTRIITLAGTNVGASMRGEMGEKPGLEGVSPGENEALKTYVNSNFQSINNSIMLGGSYCTNDPGVHLDISDYVDQETPTPKGHGKKKERGSSKHYHHSQHSE*

NbL09g17320.1 uncharacterized_LOC109205690 [MW = 17.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01557 Fumarylacetoacetate (FAA) hydrolase family

Protein sequence:
MYATRNLVCGGAARAVGKSFASRNMATATTAAHENLLTIGSKIIAVGRNYAAHAKELGNAVPKEPVLFMKPTSSYLMNGGTIEVPHPLESLDHEVELAVVISQRARDVPEATAMDYVGGYALALDMTAREIQATARSAGLPWTVAKGQDTFTPISSVLPKSMVPDPHDIELWLKVNGEIRQKGSTSDMIFKIPFLISHISSIMTLFQGDVILTGTPKGVGPVKVGQEIDAGITGLLDVHFDVGRRPGAKQQ*

NbL09g17090.1 acylpyruvase_FAHD1_mitochondrial [MW = 26.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF01636 Phosphotransferase enzyme family
PF02770 Acyl−CoA dehydrogenase, middle domain

PF02771 Acyl−CoA dehydrogenase, N−terminal domain

Protein sequence:
MANKTSDLVGRVDPAQSFDTESLLRYASANVVGFPTNPSQFTVSQFGHGQSNPTFLIEVCSGTLAKRYVLRKKPHGTLLASAHAVEREYEVLHALSTHTVVPVPKVFCLCMDSSVIGTPFYMMEYLEGRIFIDPKLPDVQPERRRVIYRAVAQALAVLHSADVDAISLGNYGKRTDYCKRQVERWAKQYLLSTGEGKSRRNPKMLELADWLRQHIPLEDSSGATAGLVHGDFRIDNVVFHPIEDRVIGILDWELSTLGNQMCDVAYSCLGHIVNIASEDIEENNGFELTSFPEGVPSLANYLTDYCSAAGRPWPVDQWKFYIAFSLFRGASIYAGVHSRWIMGNASGGERARRTGEKADSFIRTAWSFIQRKSVLPQHPPTETSSEHSPHHGMPMGGRFMPSEKVQKLRQKLIKFMEDHIYPWENEFSKLAQSNMRWTIHPDEEKLKELAKKEGLWNLWIPFDSAARARELIYGSRNGLSNNDSDRLLGASLSNLEYGYLCEIMGRSVWAPQIFNCGAPDTGNMEVLLRYGNEVQMKEWLVPLLEGKIRSGFAMTEPQVASSDATNIECSIKRHGGSYIINGTKWWTSGAMDPRCKILIVMGKTDLAAPKHKQQSMILVDINSPGITVKRPLTVFGFDDAPHGHAEILFENVCVPAINILLGEGRGFEIAQGRLGPGRLHHCMRLIGAADRGMQMMVQRAFQRKAFGKLIAQQGSFLSDVARCRIDLEKTRLLVLEAADQLDLLGNKKARGTIAMAKVAAPDMALKVLDTAMQVHGAAGLSGDTVLAHLWATARTLRIADGPDEVHLGTIAKMELQRARL*

NbL09g17020.1 probable_acyl−CoA_dehydrogenase_IBR3 [MW = 91.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00132 Bacterial transferase hexapeptide (six repeats)

Protein sequence:
MASCLKRLASIRTLSSITGLVRSKSHTRLVENLLAPRLASATTSSDCFSVGQRASKHYSTDPGTIVHPEFALNSRLQNDGEVDHQDYLRWANGGGTFHKSASIDPSAFVEIGAVVHSECAVGAECRIGCGAIIGPTVTIGQSTKIGYNVALANCMVGDFCVIHSGVCIGQDGFGFFVDEQGNMVKKPQTLNVRIENHVEIGANTCIDRGSWRNTVVGEHTKIDNLVQIGHNVVIGRSCIICGQVGVAGSVTIGDYVTFGGRVGIRDHVNIASKVRLAANSCVTKDISEPGDYGGFPAIPIRDWRRQIAMHRQSLKS*

NbL09g16800.1 probable_UDP−3−O−acylglucosamine_N−acyltransferase_2_mitochondrial [MW = 33.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01458 SUF system FeS cluster assembly, SufBD

Protein sequence:
MASLVTNGISCFSPQQITEQPKLPKGCQFLQKSATSRYPNSRNLKVKAAELTSSTLETPGKDSSFSTNENDQLQKFLKRDYKWGFNEKIESFALPKGLSEETVKLISAKKSEPSWMLEFRLKSYEKFIKMKEPNWSDNRYPDIDFQDIVYYSEPKKKPTLNSLDEADPELIKYFDKLGVPLNERNRLANVAVDAVLDSVSIATTHRKTLEKSGVIFCSISEAIREYPDLVKKYLGRVVPPEDNFYAALNSAVFSDGSFVYIPKNTRCPMQISTYFRINAMETGQFERTVIIAEEGSFVEYLEGCTAPAYDTNQLHAAVVELYCDEGAEIKYSTVQNWYAGDEEGKGGIYNFVTKRGLCAGARSKISWTQVETGSAITWKYPSVVLEGDESVGEFYSVALTNNYQQADTGTKMIHKGKNTRSRIISKGISAGHSRNCYRGLVQVLSNAENAKNSSQCDSMLIGDTAAANTYPYIQVSKNPTARIEHEATTSKIGEDQLFYFQQRGIDYEKAMAAMISGFCRDVFNELPDEFGAEVNQLMSLKLEGSVG*

NbL09g16730.1 UPF0051_protein_ABCI8_chloroplastic−like [MW = 61.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF00627 UBA/TS−N domain

Protein sequence:
MSMVGSDSNKENNTGAGDGEGVTINVRCSTGSKFSVKVNLDSTVGSFKSILVQHANIPAENQRLIYKGRILKDEQTLEIYGLEADHTVHLVRGSGTAPSANPASSTNAGGPNIDQHAPRDAASNVGGPFPGSGLGDSLFPGLRSGGGGGLFGAGLPDFEQVQQQLAQNPNMMRDMLNMPLVQNLMNNPETIRNMIMNNPQMREIMERNPELAHVLNDPATLRQTMEAARNPELMREMMRNTDRAMGNIESSPEGFNMLRRMYENVQEPLLNATTLSGDTRNDVGSNPFAALLGAQGGGQGRHQSNNPPTSGSETTDNPPAPNTNPLPNPWASADTGAAEANTPARSNTAADTRAAPLGGLGGLASPGLEQMPSGMPDTTSLNQMMQNPAISQMMQSLLSNPQYMNQILGLNPQLRSMLDSNSHLREMMQNPEFIRQLTSPETMQQLMSFQHGLLSQAWRQQTNQQVGQNAGGAAGDNGMEMLMNMFGGLETGGLGVPNRSNVPPEELYATQLTQLQEMGFFDTQENIRALIAAAGNVHAAVEQLIGNSGQ*

NbL09g16550.1 ubiquitin_domain−containing_protein_DSK2b−like [MW = 58.79 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 54 107 160 213 266

Protein length

Gel Slice

3.6 4.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 54 107 160 213 266

Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MYGSRGAMLGSGGVSDGYEIGSKRPRMMESNPYFAVSSGSSGYHQSYGYGRRFQPSGFPVVRLRGLPFNCSEIDVYKFFAGLDIVDIFLVNKDGRFTGDAFVVFAGHMQVDYALQRDRQNMGRRYVEVFSCKKEEYYEAIAADVKEGGYDYEYRTSPPPSRPKRSMNKDQMEYTEILKLRGLPYSVRRTDIARFFGEEFNVSADKVHIAYRPDGKATGEAYVEFASSEEAKKAMCKDNMKIGSRYIELFPSHPDEARRAESRSRQ*

NbL09g16530.1 heterogeneous_nuclear_ribonucleoprotein_H2 [MW = 30.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MAFTISISHFTPITFLYFLLLSTCHLPILAINITHILSSYPDLSDFTNLLANTSVAADLTQRSSLTLLAVPNTFLRSSDLLNHRPPSSSTNLDDILRYHVLLEYLSWPELRLIPPTGKLVTTLFQTTGRAPNNFGSVNITRNSNSNSITVHSPTSNATIITLLKTLPYNISVFTVDSLLVPNGFDLMASETRPPLGLNITKTLIDGHNFNVAASMLTASGVEEEFERDEGGAGLTLFVPTDEAFSEMSASNNFQSLPAEKKAVVLRFHVLHSYYPLGSLDSIVNPVQPTLATDQNGAGSFTLNISRVNDSVGINTGIVQASVTQTVFDQNPVAIFGVSKVLLPREFFGKNPIEVNKPITGVASPPEISLPPENSPGIYGPPSHLSSPPGLGIEASSAANWKKGGIFLWCIRFFYLLLVIN*

NbL09g16340.1 fasciclin−like_arabinogalactan_protein_4 [MW − SP = 42.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVAMNPINTVFDAKRLIGRRFSDASVQGDMKLWPFKVVPGPGDKPMIVVNYKGEEKQFAAEEISSMVLTKMKEIAEAYLGSTVKNAVVTVPAYFNDSQRQATKDAGVISGLNVMRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTSCERAKRTLSSTAQTTIEIDSLYEGVDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSHIL*

NbL09g16260.1 heat_shock_cognate_70_kDa_protein_1−like [MW = 47.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05047 Mitochondrial ribosomal protein L51 / S25 / CI−B8 domain

Protein sequence:
MAWRANLSRNLKELRILFSPSSPQSAATRAFIEKNYRDLKTHNPKLPILIREATSIEPQLWARYDLGVERGIRLEGLTEEQISKALEDLVKVGASR*

NbL09g16200.1 NADH_dehydrogenase_[ubiquinone]_1_alpha_subcomplex_subunit_2−like [MW = 10.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4

Protein sequence:
MAPKAEKKPAEKKPVEEKKTTVAEKTPAEKKPKAGKKLPKDGGAAAGDKKKKKAKKSVETYKIYIFKVLKQVHPDIGISSKAMGIMNSFINDIFEKLAQESSRLARYNKKPTITSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTSS*

NbL09g16180.1 probable_histone_H2B.1 [MW = 16.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MPISKIALGNLAEASQPDALKAALAEFISMLIFVFAGEGSGMAFGKLTNGGAATPAGLISAAIAHAFALFVAVSVGANISGGHVNPAVTFGAFVGGHITLFRSVLYWIAQLLGSVVACVLLKFATGGLETSAFALSTGVTPWNAVVFEIVMTFGLVYTVYATAVDPKRGNLGIIAPIAIGFIVGANILAGGAFDGASMNPAVSFGPAVVSWTWNCHWVYWLGPFVGAAIAALVYEIIFIGDNTHEQLPTADY*

NbL09g16100.1 aquaporin_TIP1−3−like [MW = 25.9 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02142 MGS−like domain

PF02786 Carbamoyl−phosphate synthase L chain, ATP binding domain
PF02787 Carbamoyl−phosphate synthetase large chain, oligomerisation domain

Protein sequence:
MKMGYCMNHCENVAYRLISSSSSSVLPPSKIYSSRTHLFPLFPHSARSSVYKSSSFLHLQSRLSVLGHTHLRKRVNFSIVNEQSSNNDSVVQKQKLGKRTDIKKILILGAGPIVIGQACEFDYSGTQACKALREEGYEVILINSNPATIMTDPEMADRTYIEPMTPELVEQVLEKEKPDALLPTMGGQTALNLAVALAESGVLDKYGVELIGAKLGAIKKAEDRDLFKQAMKNIGIKTPPSGIGNTLEECIEIAGEIGEFPLIIRPAFTLGGTGGGIAYNREEFEAICKSGLAASLTSQVLVEKSLLGWKEYELEVMRDLADNVVIICSIENIDPMGVHTGDSITVAPAQTLTDKEYQRLRDYSIAIIREIGVECGGSNVQFAVNPVDGEVMVIEMNPRVSRSSALASKATGFPIAKMAAKLSVGYSLDQIPNDITKKTPASFEPSIDYVVTKIPRFAFEKFPGSEAILTTQMKSVGESMAVGRTFQESFQKAVRSLESGYSGWGCTQVKQLDWDWDKLKYSLRVPNPDRIHAVYAAMRRGMKVDDIFELSYIDKWFLTQLRELVDVEQFLLARSLLDLTKDDFYEVKKRGFSDRQISFATKSSEEEVRSRRLSLGVKPAYKRVDTCAAEFEADTPYMYSSYDHECESAPTGRKKVLILGGGPNRIGQGIEFDYCCCHTSFALQDAGYETIMMNSNPETVSTDYDTSDRLYFEPLTVEDVLNIIDLEGPDGIIVQFGGQTPLKLAIPIQNYLDERRPKTRSGASFVRIWGTSPDSIDAAEDRERFNAILNELQIVQPKGGIAKSEKDAVAIATEVGYPVVVRPSYVLGGRAMEIVYNNDKLVTYLENAVKVDPERPVLIDKYLTDAVEIDIDALADLHGNVVIGGIMEHIEQAGVHSGDSACMLPTQTISDSCLETIRSWTTKLAKRLNVCGLMNCQYAISASDEVFLLEANPRASRTVPFVSKAIGHPLAKYASLVMSGKSLHDLNFTKEVIPRHVSVKEAVLPFEKFQGCDVLLGPEMRSTGEVMGIHFESSIAFAKAQIAAGQKMPLSGTLFLSLNELTKPQLTTIARAFLGIGFQIIATSGTARVLELEGMPVERVLKMHEGRPHPADLIANGQIQLMVITSSGDALDQIDGRKLRRMALAHKIPVITTIAGALATADAIKSLKCNKIKMTALQDYFDVKKVEAELKNLQCASSVSAS*

NbL09g15940.1 carbamoyl−phosphate_synthase_large_chain_chloroplastic−like [MW = 132.09 kDa]
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Peptide counts over 4 repeats

1 162 323 484 645 806

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02359 Cell division protein 48 (CDC48), N−terminal domain
PF02933 Cell division protein 48 (CDC48), domain 2

PF17862 AAA+ lid domain

Protein sequence:
MSHQAESSDSKGAKKDFSTAILERKKSPNRLVVDEAVNDDNSVVALNPATMEKLQLFRGDTILIKGKKRKDTVVIALADETCDEPKIRMNKVVRSNLRVRLGDVVSVHQCPDVKYGKRVHILPIDDTIEGLTGDLFDAFLKPYFLEAYRPLRKGDNFLVRGGMRSVEFKVIETDPGEYCVVAPDTEIFCEGEPVKREDEERLDEVGYDDVGGVRKQMAQIRELVELPLRHPQLFKSIGVKPPKGILLYGPPGSGKTLIARAVANETGAFFFCINGPEIMSKLAGESESNLRKAFEEAEKNAPSIIFIDEIDSIAPKREKTHGEVERRIVSQLLTLMDGLKSRAHVIVMGATNRPNSIDPALRRFGRFDREIDIGVPDEVGRLEVLRIHTKNMKLAEEVDLERISKDTHGYVGADLAALCTEAALQCIREKMDVIDLEDDSIDAEILNSMAVTNEHFQTALGTSNPSALRETVVEVPNVSWEDIGGLENVKRELQETVQYPVEHPEKFEKFGMSPSKGVLFYGPPGCGKTLLAKAIANECQANFISVKGPELLTMWFGESEANVREIFDKARQSAPCVLFFDELDSIATQRGSSVGDAGGAADRVLNQLLTEMDGMNAKKTVFIIGATNRPDIIDPALLRPGRLDQLIYIPLPDEDSRHQIFKACLRKSPLSKDVDLRALAKYTQGFSGADITEICQRACKYAIRENIEKDIEKERKRSENPDSMDEDADDEMAEITPSHFEESMKYARRSVSDADIRKYQAFAQTLQQSRGFGTEFRFAEASGGAAASDPFATSNAGADDDDLYS*

NbL09g15770.1 cell_division_cycle_protein_48_homolog [MW = 89.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF12848 ABC transporter

Protein sequence:
MVSDASKKREAQKKAAAAAKRSGKSKAAAMKAAAAATASPADSNSADDLANSVGEIQLSDRTCTGVLCSHPLSRDIRIESLSLTFHGHDLIVDSELELNYGRRYGLLGLNGCGKSTLLAAIGCRELPIPDHMDIFHLTREIDASDMSSLQAVISCDEERLRLEKEVEVLAAQDDGGGEQLERIYERLEALDASTAEKRAAEILFGLGFTKQMQEKKTRDFSGGWRMRIALARALFMNPTILLLDEPTNHLDLEACVWLEETLKKFDRILVVVSHSQDFLNGVCTNIIHMQNKKLKLYTGNYDQYVQTREELEENQMKQFRWEQEQIASMKEYIARFGHGSAKLARQAQSKEKTLAKMERGGLTEKVVKDKVLVFRFPDVGKLPPPVLQFVEVTFGYTPDNLIYKMLDFGVDLDSRVALVGPNGAGKSTLLKLMTGDLVPLDGMVRRHNHLRIAQFHQHLAEKLDMEMSALQYMIKEYPGNEEEKMRAAIGRFGLTGKAQVMPMKNLSDGQRSRVIFGWLAFRQPHILLLDEPTNHLDIETIDSLAEALNEWDGGMVLVSHDFRLINQVAHEIWVCENQTVTRWEGDIMDFKLHLKSRAGLGD*

NbL09g15740.1 ABC_transporter_F_family_member_1−like [MW = 67.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MPIHQIAIGSHEELRQSGTLKAALAEFICTLIFVFAGQGSGMAFTKLSADGVATPAGLISASIAHAFGLFVAVSVGANISGGHVNPAVTFGAFVGGNITLFRGILYIIAQLLGSTVACFLLEFATGGMSTGAFAVSAGVSVWNAFVFEIVMTFGLVYTVYATAVDPKKGDLGVIAPIAIGFIVGANILAGGAFTGASMNPAVSFGPALVSWTWTNQWVYWAGPLVGGGIAGVVYELFFINHSHEPLPSGDF*

NbL09g15690.1 probable_aquaporin_TIP1−1 [MW = 25.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MAGRVDLDGNPINPITICMIGAGGFIGSHLCEKLMSETPHKVLAVDVYNDKIKHLLEPATLTWADRIQFHRINIKNDSRLEGLIKMADLTINLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENGKRLIHFSTCEVYGKTIGAFLPKDSPLRQDPAYYVLKEDASPCIFGSIEKQRWSYACAKQLIERLIYAEGAENGLEFTIVRPFNWIGPRMDFIPGIDGPSEGVPRVLACFSNNLLRREPLKLVDGGESQRTFIYIKDAIEAVLLMIENPARANGHIFNVGNPNNEVTVRQLAEMMTQVYSKVSGESSLETPTVDVSSKEFYGEGYDDSDKRIPDMTIINKQLGWNPKTSLWDLLESTLTYQHRTYAEVIKQAMSKTTAN*

NbL09g15610.1 UDP−D−apiose/UDP−D−xylose_synthase_2−like [MW = 43.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00800 Prephenate dehydratase

Protein sequence:
MHSVSPSSGISLKSLIRKTTPPPVQTHRFDPVRFVIQCGYRSDSTNTSASTVNTNGAPTSYNFAGHVGSSRADWQSSCAILASKVVSQQQDTEKTGGAGDITVVNGHKTLDLVPIDNLPKPLTITDLSPAPMHGSQMRVAYQGVPGAYSEAAAGKAYPKCEAIPCDQFEVAFQAVELWIADRAVLPVENSLGGSIHRNYDLLLRHRLHIVGEVQLPVHHCLLALPGVRKEYLTRVISHPQALAQCELTLTKLGLNVSREAVDDTAGAAEYIAANNLRDTAAIASARAAELYGLQILAEGIQDDSSNVTRFVMLARDPIIPRTDRPFKTSIVFAHDKGMSVLFKVLSAFAFRNISLTKIESRPHRNRPIRLVDDANVGTAKHFEYMFYVDFEASMADVRAQNALAEVQEFTSFLRVLGSYPMDMTPWCPSREE*

NbL09g15540.1 arogenate_dehydratase/prephenate_dehydratase_6_chloroplastic−like [MW = 47.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MYSVAATPFFVHKPLKNFPFHNPNRPLCTVIRSSSSATQEIEKEGRRGIEGLKGLEFPPIKAAKRVVLVRHGQSTWNAEGRIQGSSDFSVLTSKGESQAETSRQMLIDDSFDICFSSPLRRSKRTAEIIWGAREEEIITDSDMREIDLYSFQGLLKHEGKAKYGEAFRQWQIDAPNFIIDGHYPVRELWARAKSCWEKILVHESKSVLVVAHNAVNQALIATAIGLGTEYFRILLQSNCGVSVLDFTPEPEGGTPSICLNRLNQTPGSPVAGGSSGGRKASKRIVLVCHGVSESDLENSMPYTGNGPMNMLGVIQAQKIAELLLDLKVSTIVSGTKRTSVETADTISKVQEAADCLGADCIPRYVETKQIPDLDVETILTQSKKDASGMQNVPSGWLNRLENDVTTSLWDQSGKAWKHLLHELSESSDEESIVIAVGHPALHIAMMGHCLTLTKEWLGSFHLDAGSITVIDFPDGPSGRGVVRCINYTAHLGRWSIPITRSTQADEEY*

NbL09g15530.1 probable_2−carboxy−D−arabinitol−1−phosphatase [MW = 55.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
MLKNPNYIFLCFPISSKTLRAAAKNRQIREMKVIAAYLLAVLGGNNCPKAKDLKNILGSVGAEADDDRIELLLSQVEGKDITELIAAGREKLASVPAGGGGVAVAAPTSGAAAAPAAEEKKEEKKVEEKEESDDDMGFSLFD*

NbL09g15470.1 60S_acidic_ribosomal_protein_P2A−like [MW = 15.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05179 RNA pol II accessory factor, Cdc73 family, C−terminal PF16050 Paf1 complex subunit CDC73 N−terminal

Protein sequence:
MDPLTLLREYTIRNELHKIVRIGDDYRFGNDYSFPCTIETAYRSKHVQANRYTLETLINFITNHHLKHTDYIQQSRSLRIPAVTLPDRKPLLDYLTGKTASSDSIEFLKFPQPNETTVPISVSVSGVGNDENFLTGVRVLENRNPIELIRAVEKPLKDRESILMCKNRDFYSVFTAALRRDEERQRAESLQRKDGLVAKNRIERGGFGGGDELGYDGGPKAKMHLKGSKIGEGVPIILVPSAFSTLITIYNVKEFLEDGVFIPTDVKLKQMKGMKPDCITVQKKFSRDRVVTAYEVRDKPSALKAEDWDRVVAVFVLGKEWQFKDWPFKNHVEIFNKIVGFFLRFEDDSVESAKTAKQWNVKIISISKNKRHQDRAAALEVWEKLEEFMRSRSH*

NbL09g15210.1 protein_CDC73_homolog [MW = 45.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATHFPTTHSRAFARASIPPHNEPKLEYPFSLPTRKSQGHWKLNQRRRRSSRIQVSDDGKDSYLDMWKKAVDRERKSIEFQNIAENTAANDEEVEVKEENPELLEKKSNEFNKILEVSAEERDRIQRMQVIDRAAAAIAAARALLQENPVPPKDSISVELKANGGGADENLQQGSQNVISIVPKSGAIMGTPGPSFWSWTPPSDSSSDDIQMKSDGSLSSDPLNPVIEKERSPEFLSIPFQSAMADSKHSPPLPPLQSHLEIEDLDASSSIPEIPHQEERELGILFSTNAAEAAYALSQENEASSQGINPDGSRWWKETGTEKRPDGVVCRWTLTRGVSADKTVEWEDKYWEAADEFGHKELGSEKCGRDAAGNVWHEFWKESMWQSGGLVHMEKTADKWGRNKKGEEWQEKWWEHYGAGGQAEKWAHKWCSIDPNTPLEAGHAHVWHERWGEKYDGKGGSTKYTDKWSERFEGDGWAKWGDKWDEHFDLNAHGVKQGETWWAGKSGERWNRTWGEGHNGSGWVHKYGKSSSGEHWDTHINEETWYERFPHYGFYHCFENSVQLREVKRPSEWP*

NbL09g15110.1 uncharacterized_LOC109240313 [MW = 65.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01280 Ribosomal protein L19e

Protein sequence:
MVSLKLQKRLAASVLKCGRGKVWLDPNEGNEISMANSRQNIRKLVKDGFIIRKPTKIHSRSRARRMKEAKRKGRHSGYGKRKGTREARLPTKVLWMRRMRVLRRLLRKYRESKKIDRHMYHDMYMKVKGNVFKNKRVLMENIHKTKAEKAREKTLSDQFEARRAKNKASRERKFARREERLAQGPGERPVQPAAATEAPQAQGSKKSKK*

NbL09g14990.1 60S_ribosomal_protein_L19−3−like [MW = 24.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MSSSSVHRLCIFFFVLFSAALAAVGSDDLPTAYEILEEYDFPVGILPKGVTGYEFNSSTGKFAVFFNKTCSFEIESYSLRYKSKITGTLSKDKLSNLSGVQVKVLFFWVNIGEVARVDDELDFTVGIVSADFPIDNFYESPQCGCGFDCVNSGGKSTGEIRGNIEMKEHK*

NbL09g14980.1 uncharacterized_protein_At5g01610−like [MW − SP = 15.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MLRLMSMSRSLLLQSLSYNFSTHIERKLEGKVAVITGSASGLGKETAAKFINHGAKVVIADIQRQLGQETASELGPNATFVPCDVTKESEISDVVDYAVSQHGQLDIMYNNAGIACRTSPSIVDLDLAQFDRVMAINVRGVVAGIKHAARVMIPRGSGCILCTASVTGVIGGLAQPTYSTSKSSVIGIVKSLTAQLCKQGIRINCISPFAIPTPFSLDEMKHYFPGVEPQDLAKILHSTSELKGAYCEPIDVANAALFLASEDAKFISGHNLVVDGGFTSFKSLNLADQVQ*

NbL09g14800.1 short−chain_dehydrogenase_reductase_3c−like [MW = 31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05021 NPL4 family PF11543 Nuclear pore localisation protein NPL4

Protein sequence:
MMIRIRSRDGLERVTIDNPHATISQLKAKIESQLRVPVQSQTLSTNQNLLLAKTLDDWTRFTDMSNPNTPISSLNLIHGSIVYLAYEGERTVAGPAVNPAGSFGKKMTMDDLIAKQMRVTRQEKPHCELVSFDRDAANAFQHYVNETLAFAVKRGGFMYGTVSPERKVGVDFIYEPPQQGTEESLILLRDPDEEKVVDALAIGLGMRRVGFIFTQTISQDKKDYTMSTAEVLQAAELHAEGDLKEWVTAIVKLEVNEDGAADVHFEAFQMSDMCVRLFKEGWFETEVNKDEMIEPKLSKMKKDVVLGVKDTREVDNDFFLVVVKIADHQGPLSSSFPIENRNIPVSMRALKDHFNRTKSLSFVKRISDFHLLLLLAKFLDINADVPALAECVHTQTAVPEGYQLLIESMASAS*

NbL09g14740.1 NPL4−like_protein_1 [MW = 46.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MKLVRFLMKLNNETVSIELKNGTVVHGTITGVDVSMNTHLKAVKLTLKGKNPVTLDHLSVRGNNIRYYILPDSLNLETLLVEETPRVKPKKPTAGKPLGRGRGRGRGRGRGRGR*

NbL09g14580.1 small_nuclear_ribonucleoprotein_Sm_D1−like [MW = 12.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16035 Chalcone isomerase like

Protein sequence:
MASLRFPFLFSQPQKPPCSSTPNASSRSLSTAAAVAAGGSVVAAAGAIIAITQSPKNPFFENAMNFLISNFSLNKNHSSPVWGSVSLADNSAPVTESRTGMSFPSILKESQRLLGIGLRKKAIFGLKNIDVYAFGVYADDGEVKKCLAQKHVGPSDSELKSKEELRDHLMENDIRMTVRLQIVYRRLSIGSVRSAFEESVGSRLLKFGGYDNKELLHRFTSQFKDDIKIPRGSIIELSRDHGYILHTTIDGKEVGSIQSKLLCRSILDLYIGEESFDQKAKEDIESNLASLLHK*

NbL09g14530.1 fatty−acid−binding_protein_1 [MW = 32.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
MNMLARASSIFVVIALLSLHVNAQSDCQQVIVGLAPCLQYIQGNATTPSSGCCTQLATIVKNQPQCLCQVVNGGGSNLGINVNQTQAMALPKACNVQTPSVSLCKGTTPSGSSGSSSNPSGGSKGEPSGNSSGNSVKMPYSLLFILVAIASLATVFTPI*

NbL09g14420.1 non−specific_lipid_transfer_protein_GPI−anchored_2−like [MW − SP = 13.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08718 Glycolipid transfer protein (GLTP)

Protein sequence:
MEGTVFTPALEGIKHIKSEEGVMLTKPFLDVCKHILPIIEKFGAAMALVKSDIGGNITRLENKYLSNPTKYTNLYSMVQEEAEAKTAKGSSSCTNGLLWLTRAMDFLVELFRNLLEHGDWAMSQACSDSYSKTLKKFHGWLASSSFSVAMKLAPDRKKFMDVICGTGDIDSDIGQFCTTFSPLLEENHKFLVKCFLGGYSSDRCLDFFLGLHYCSCSFPAPT*

NbL09g14140.1 glycolipid_transfer_protein_1 [MW = 24.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00549 CoA−ligase PF08442 ATP−grasp domain

Protein sequence:
MVRGMLRKLANQSLSVAGRWQQQQLRRLNIHEYQGAELMGKYGINVPKGVAVASLGEVKKSIQDVFPNQSEVVVKSQVLAGGRGLGTFKNGFQGGVHIVKADQAEEIAAKMLGQILVTKQTGAQGKVVSKVYLCEKMSLVNEMYFSIILDRATAGPLIIACRKGGTSIEDLAEKFPDMIIKVPIDVFKGISDEDAAKVVDGFAPKVADRNDSIEQVKKLYQLFCESDCTMLEINPLAETSDNKLVAADAKLNFDDNAAYRQKEIFSLRDSSQEDPREVAAAKADLNYIGLDGEIGCMVNGAGLAMATMDIIKLHGGTPANFLDVGGNATEGQVVEAFKILTADEKVKAILVNIFGGIMKCDVIASGIVNAAKQVQLKVPVVVRLEGTNVEQGKRILKESGMTLITAEDLDDAAEKAVKALA*

NbL09g14120.1 succinate−−CoA_ligase_[ADP−forming]_subunit_beta_mitochondrial [MW = 45.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
MAATSNLTKSFSTYSISHSLHPRIRTQILSQFQRIPTYNCSVPIHKFASRIENNGPRKMGRVQIRAMSGSFGSRLEESVKKTITENPVVVYSKTWCSYSMEVKALFKKLGVDPLVIELDEMVDMWFQVPKDHSCRKCWNGLLDNIRFPMYSLEPNTLVVVQILLSCIGKENLNLCCRKLMLEKQRAKPSWVSMLKRSYLMLSLYALFFQISLTYSYLIMLFLYKYILLLIIKLTVEAEIMLM*

NbL09g14000.1 monothiol_glutaredoxin−S10−like [MW = 28.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
MATALYFLCPLLIMMMLFINVTATKSIEEAEQFQSLRNSTMANRLSENDELRHEHAEVDPEAIASMVAMSIRNSTKRRKLGYFSCTTGNPIDDCWRCDRHWVRNRKRLADCSIGFGRNAIGGRDGRYYVVTDSGDDDPVNPRPGTLRHAVIQDEPLWIVFKHDMVITLKQELMMNSFKTIDARGVNVQIASGACITIQFVTNIIIHGLHIHDCKPTGNAMVRNSPSHYGWRTMADGDGISIFGSSHIWIDHNSLSNCADGLIDAIMGSTAITISNNYFTHHNEVILLGHSDSYIRDKVMQVTIAFNHFGEGLIQRMPRCRHGYFHVVNNDYTHWEMYAIGGSADPTINSQGNRYLAPVNPFAKEVTKRVEPWEGSWKHWNWRSEGDLMLNGAYFTASGRAAPRSYARASSLAAKSSSMVGTITSNAGALSCHIGFQC*

NbL09g13890.1 probable_pectate_lyase_8 [MW − SP = 46.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase PF00515 Tetratricopeptide repeat

Protein sequence:
MEEDFDIPQAEEMDEDMGLPDDPIMKVGEEKEIGNQGLKKKLVKEGDGWETPESGDEVEVHYTGTLLDGTKFDSSRDRGDPFKFTLGQGQVIKGWDQGIKTMKKGETAIFTIPPELAYGESGSPPTIPPNATLQFDVELLSWVSVKDICKDGGIFKKILAEGEKWENPKDLDEVLVKYEALLENGTVVGKSDGVEFTVQDGYFCPAFAKAVKTMKRGEKVQLTVKPQYGFGDKGKPASSDGGAVPPNATLQINLELVSWKIVSSVTDDKKVVKKILKEGEGYEKPNEGAVVKLKLIGKLQDGTVFIKKGHDGENEDELFEFKTDEEQVIDGLDRAVMTMKKGEVALLTIAPEYAFGSSESKQDLAVIPPNSTVHYEVELVSFVKDKESWDMNTQGKIEAAGKKKEEGNALFKAGKYTRASKRYEKAAKFIEYDTSFSEEEKKQSKALKISCNLNNAACKLKLKDYKQAEKMCTKVLELESTNVKALYRRAQAYMNMADLDLAEFDIKKALEIDPDNRDVKLEYKALKGKVKDFNKKDAKFYGNMFAKLNKLESESAPKEPEPMSRDSKA*

NbL09g13540.1 peptidyl−prolyl_cis−trans_isomerase_FKBP62−like [MW = 63.37 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 101 201 301 401 500

Protein length

Gel Slice

3.8 6.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 101 201 301 401 500

Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MARKNSYFLHYNILLLSFFAFLFLVIDGVPENALITQIPGFSGTFLSKHYAGYVTIDENHGKKLFYYFVESEKDPTKDPVVLWLNGGPGCSSFDGFVYEHGPFNFELGKTSESLPILHNNPHSWSKVSSVIYLDSPVGVGFSYSGNASDYETGDLKTASDTHSFLLKWFEIYPEFLKNPFYISGESYAGIYVPTLSYEVAKGIDAGVMPVINFKGYMVGNGVTDDIIDGNALVPFAHGMGLISDELFEEVSTLCNGNFYEPASNNCSDKLNQVDQDIADLNLYDILEPCYHSIDPSVISTGNSRLPTSFRKLGETERPFPVRKRMFGRSWPFRAPVKEGRVPTWPEILNGVHVPCTDDRVATAWLNNEEVRKAIHAKETTVTGPWELCTGKINLIHDSGSMIKYHNNLTARGYRALIYSGDHDMCVPFTGSEKWTRSLGYKIVDEWRPWYVNEQVAGYIQGYDNNLIFLTIKGAGHTVPEYKPREALTFYSRWLEGKNI*

NbL09g13440.1 serine_carboxypeptidase−like_20 [MW − SP = 52.86 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 34 67 100 133 165

Protein length

Gel Slice

3.5 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 34 67 100 133 165

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAIANLQRFASRIARNPSISSSFRATIARSSATASSSPSRCGSAKVSDRIVKLFAVDPDGHKREIIGLSGQTLLKALTNHGLIDPDSHRLEDIDACSSECEVHIAQEWLEKLPEASYDEQYVLKKNSRARVLNKHSRLGCQVVLSQELQGMVVAIPEAKPWDIP*

NbL09g13430.1 dicamba_O−demethylase_ferredoxin_component−like [MW = 18.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02605 Photosystem I reaction centre subunit XI

Protein sequence:
MASAASPMASQLKSKFASSLTRGSGLVTPKGISASPFKIFPSTRKSCFTIKAVQTDKPTYQVIQPLNGDPFIGSLETPVTSSPLIAWYLSNLPAYRTAVNPLLRGVEVGLAHGFLLVGPFVKAGPLRNTEYAGGAGSLAAAGLVVILSMCLTIYGISSFKEGDASTAPALTLTGRKKVPDQLQTAEGWSKFTGGFFFGGISGVTWAYFLLYVLDLPYYVK*

NbL09g13400.1 photosystem_I_reaction_center_subunit_XI_chloroplastic−like [MW = 23.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MTGPFTKMALDNRALTTLASILIYLVMCFDVCCAVQSDIDCLKSVKESLEDPLDYLGSTWNFDNQTEGFICKFTGIQCWHPDESKVLSITLPDMGLKGRFPRGIQNCTSMTSLDLSSNKLSGSIPSDISKIIGFVVILDLSSNNLSGQIPANLANCSFLNELKLGNNLLTGQIPAEIGLLGRLKTFNVANNRLTGPVPNFINATIPAESYANNAGLCGGPLTRCKGSSKKPRTGIIVGAAVGGVTLGAVFVILCTLFYLRKISRKTKKEEDPEGNKWAKSIKGTKTIQISTFEKSASKMRLSDLMKATNNFSKSNIIGSASTGTFYKAVLDDGTSLMVKRLQNTQHSEKEFVSEMDTLGKVKHRNLVPLLGFCMAKKERLLVYKDMLNGTLHDKLHSVSEGEKTLEWPMRLKIGLGAAKGFAWLHHNCNPRIIHRNISSKCILLDVEFEPKISDFGLARLMNPIDTHLSTFVNGEFGDFGYVAPEYARTLMATPKGDVYSFGVVLLELVTGERPTSVTKAPETFKGNLVEWISNLSGESKLHDAIDHSLSGKGYDSEIFQVLKVACRCVLSAPKERPTMFEVYQFLRAIGERYHFTTEDDILMMPSESDDGGHQLDELIVAQ*

NbL09g13380.1 probably_inactive_leucine−rich_repeat_receptor−like_protein_kinase_At5g48380 [MW = 68.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00736 EF−1 guanine nucleotide exchange domain

Protein sequence:
MAVAFQNLNSDSGLKKLDEYLLTCSYISGYQASKDDITVYSYLAKAPSAEYVNASRWYKHIDALLRICGVSGEGARVTVEGSAPITEEAVATPPAGDTKASAAEEDDDDVDLFGEETEEEKKAAEERAAAVKASGKKKESGKSSVLLDVKPWDDETDMKKLEEAIRSVQMEGLTYGASKLVPVGYGIKKLQIMLTIVDDLVSVDDLVENYFTVEPINEYVQSCDIVAFNKI*

NbL09g13220.1 elongation_factor_1−delta_1−like [MW = 25.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MMLTGDIPPNQTIYIKNLNEKVKKEELKRSLYCLFSQYGRIADIVALKTPKLRGQAWVVFSEVTAASNAVRQMQNFPFYDKPMRLQYAKTKSDCIAKAEGTYDKKKKQEEKVEKRKRTEETPQTGAANGPRADSNGGPAAAPRQGRPSAQETVAEPNNILFIQNLPHETTSMMLEVLFKQYPGFREVRMIEAKPGIAFVEFDDDVQSSVAMQALQGFKITPQNPMAITYAKK*

NbL09g12940.1 U2_small_nuclear_ribonucleoprotein_B'' [MW = 26.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MELPSQIKCHIIAIPYPGRGHINPMMNFCKLIATKRPNIFITFIVTEEWHSFINSDPLPENIKYATIPNVIPSEIGRAKDFAGFLRATLTKLEAPVEKLIDGLGPLKSSVIVYDTYMNWVTRIGNRRNIPVASFFPMSATVFDIFHHVDLLAQNGHLKANLSGKQQEQVDYIPGIPSIRVLDLPTPFHGKGQEVLDVTMEIFSTVSKAQYLLFTSVYELESSVIDALKQKFIFPIYPIGPAIPYFTSEKHSSSTTSVDEPEYIKWLNAQPNDSVLYISQGSFLSASPAELDEIVAGVHDSGVRFFWVARDETVRFQNNGCSEGLVVPWCDQLKVLSHPSIGGFWSHCGWNSTKEAAFSGLPMLTYPIFWDQQTNSKQIVEDWKIGYRVKKDDKCSIAREEISSLLKWFMDSENDEVMETRRRAKEIQKICQCSTVNGGSSEINIDAFVKDVSSHKFH*

NbL09g12890.1 UDP−glycosyltransferase_87A1−like [MW = 51.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00641 Zn−finger in Ran binding protein and others

Protein sequence:
MAGTYGYEGGGSAPPSGGGGYGGSGGGGGGGGYGGSGGGGYGSGGGGYDGARGGYGGSGGSYGGGGGRDGGVRGGGGGYGGGGGGGYQGGGDRGGRGGGGRGGGSGKEGDWRCPNPSCGNLNFARRVECNKCGAPSPAGSDDRGGRGGSGGSGGGYGNTRGGRGENYDDRNAGGGRTSSYGGSQGRDGGGYAQGPPHAPPSYGEADSNYPPPSNTYGRNPDAAPPPTSYVGGAASYPPSYGAPGGYGGDKTANARGGGRDGPPGGYDGGYGCGQRNAGGYDSSPAEAPEKVKQCDENCGDFCDNARIYISNLPPDVTIEELRELFGSIGQVARIKQKRGYKDQWPWSIKLYTDEQGKNKGDAVLSYEDPSAAHSAGGFFNNHDFRGYKISVAMAEKSAPKPAPAFGSGRGGRGGYGGGGRRDNYRDSGGSGPDRQSHGGNRSRPY*

NbL09g12830.1 transcription_initiation_factor_TFIID_subunit_15b [MW = 43.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11523 Protein of unknown function (DUF3223)

Protein sequence:
MAETEPEVAAAPAAEAVAQAEKEEIPVQDMDVEAQAADDEAENGGSKRPREEEQNEPENEDATKKLKVDQSVEEQRLENLDGSETAVDEEKKNGSGPASVGPKNFGSSVEMFDYFYKLLHSWSPNLNLNKNLQYEHLVLLDLLKKGHLEPDRKIGTGIRAFQIRFHPQFKSRCFFVIREDDSVDDFSFRKCVDHILPLPENMQVKHEANKALAHSGKGRGRKGGGYGRDSGNGGKSRY*

NbL09g12780.1 protein_DCL_chloroplastic−like [MW = 26.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATVTSQASAAVFRPTSTKTRFLSGASGKLNREVFFKPSASSYNSFKVEAKKGEWLPGLTSPTYLDGRLAGDNGFDPLGLAEDPENLKWFVQAELVNGRWAMLGVAGMLLPEVLTSAGLLNVPKWYDAGKSDYFASSSTLFVIEFILFHYVEIRRWQDIKNPGSVNQDPIFKSYSLPPNEVGYPGGIFNPLNFAPTLEAKEKEIVNGRLAMLAFLGFIVQHNVTGKGPFDNLLQHLSDPWHNTIIQTFAN*

NbL09g12760.1 chlorophyll_a−b_binding_protein_4_chloroplastic−like [MW = 27.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00364 Biotin−requiring enzyme

Protein sequence:
MASFSVPCPKISVLSVASSHSSSIQQPHVSVSLRSTLALLPRLQGASRLQSQVFKVNAKLNEVAIDKSTNSKPVSEKSLEEVPKTEYSIPDASSIQAFMSQAADLVELVDSRDIVELQLKQKDCEILIRKKAALPQPPVAMAPPSVQQGFYQPQLPPASAPAPAAPAAPALPPPAPSKPKSSHPPMKCPMAGTFYRSPAPGAPPFVKVGDKVQKGQVVCIIEAMKLMNEIEADSSGTIVDIIADDGKPVSVDTPLFVIEP*

NbL09g12590.1 biotin_carboxyl_carrier_protein_of_acetyl−CoA_carboxylase_1_chloroplastic−like [MW = 27.53 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07727 Reverse transcriptase (RNA−dependent DNA polymerase)

PF13966 zinc−binding in reverse transcriptase
PF13976 GAG−pre−integrase domain

PF14111 Domain of unknown function (DUF4283)

Protein sequence:
MKLATSIPTGNIMEAGNPQGAEKRNVEVNSAAKVQMGGSNQGKNDVQANSNRTQLVEEIVRNLEDAGDTKRKNERNKLASKGMDLNFIASTIKNGEIIVELCKEEVEKETRKWKQALILYVVGITPSIGTMERFIAAEWNFTAKPKIYNHNEGYLVVRFNSMEDREEVLHSGPHMLDLPLNCWGARSLSRISSGLGIPLYDDACTTQVVGELGIAVERMNNRCKRLRGAELDKSNRESIARNKEKMEEDAINTINGFNILAESGLQLLHPIQLGEGSIEKGDRGGRRGFTCYIRSRMKGSRMYSAREDRPTHSCCNPYQEHEREDAALAELRTNGRSFTWTNEHTYSRIDRALVNAEWMLKMPHLEVWVMDPGCSDHSPLSITFEDNEETRPKPFKFLNHLADHKDFLQIEEGSQNAVGRIIQEQMRKLGQPKSMILAEKELKLNMKNSSSQNKIQNLARSNGTVTQTKEEVEEQIMGFYKQLLGSATGKIPAINPAIMREGPLINRQQQKQLIEDVSKEKIYRALMGISDNKAPAIFSKALTNMLQGIMNDIVDESQAALPGRLINDNIIMSHELAKGYGKKGAKEHTNAGEVCELDYGILVKSLKRNPDFNFHPKCAELNIVQLSFADDLLLFCRGKSSIYFRGVRDDIQQEILTLLGFSKGILPVRYLGEVLMDRKYAEYKEDTYSLGKTVLSKGSSQEVLCRSWIQEDDRGEFSKVSWRKIIWNDAGVRKRIFTGYLAAHRRLQTRDRPKRWGYIGDDSCPLCNTEAETMNHLFFSFGENSIAVRHSSYFREEDLVAVQFSGDLTGCPYSAFPAATVPFRQLQCSCFPVAPVFSPLFSFSEFSVDNPTMSLGLDAFGPKNQGSGSSGQGVQDHLTKESGDGDAKAKAHWEKIDAQLCSILWRSIDSKLMPLFRPFQKCYLVWEKARTLYTNDISRFYDVISRMTNLKKQELDMSTYLGQVQAVMEEFETLMPVSASVAKQQEQRQKLFLVLTLAGLPNDLDSVRDQILASPTVPTVDELFSRLLRLAAAPSHPVSSSQTLDSSILVSQSVDNRASHTMEYRRGGGRFGRSRPKCSYCYKLGHTRDVCHSLHGRPTKNAYVAQTEPTGNQGFSVSEREYNEFLKYRASKQTSPQVATVAQPDTSVAGNSFACVSQSSPLEQWVVDSAASDHISGNKSLLSDITYSQFLPNVTLANGSQTKAKGVGQATPLPSVTLDSVLYVPGCPFNLASDRSTGQTIGTGLESDGIYYLNSLTSSKACLAADPPDLLHSRLGHPSLSKLQKMVPRLSSLSTLECESCQLGKHTRASFPRSIESRAESVFSLVHSDIWGPSRQFMSSHGIIHQTSCPYTPQQNGVAERKNRHIIETARTLLIASHVPLRFWGDAVLTSCYLVNRMPSSPIQNQIPHEVLFPQSPLYSVPPRVFGSTCFVHNLAPGKDKLAPRALKCVFLGYSRVQKGYRCYSPDIRRYLMSADVTFFESKPFFTSSDHSDHLAISEVLPIPAFRESISPPSPSATEVLPIPNVGPPTVAPPRLHAQDTPLLTYHRRPRPASGPADSLPAPDPAPTADLSLPIALRKGIRTTLNPNPHYIGLSYHRLSSPYYAFLSSLSSVALPKSTGEALSHPGWRQAMTDEMSALHASGTWELVPLPSDKSTVGCRWVYAVKVGPDGKVDRLKARLVAKGYTQIFGLDYSDTFSPVAKIASVRLFLSMAAVRHWPLYQLDIKNAFLHGDLEDEVYMEQPPGFVAQGESRGLVCRLRRSLYGLKQSPRAWFGKFSTVIQDFGMTRSEADHSVFYRHSDSRLCIYLVVYVDDIVITGNDQDGITKLKQHLFQHFQTKDLGTLKYFLGIEVAQSSSSIVISQRKYALDILEETGMTGCKPVDTPMDPNSKLLPGQGEPLNDPERYRRLVGKLNYLTVTRPDISFPVSVVSQFMGSPCDSHWDAVVRILRYIKSTPGKGLLFEDRGHEQIIGYSDADWAGSPSDRRSTSGYCVLVGGNLVSWKSKKQNVVARSSAEAEYRAMAMATCELVWVKQLLKELKFGDVSQMGLVCDNQAALHIASNPVFHERTKHIEIDCHFIREKILSGDIATKFVKSNDQLADIFTKSLTGPRINYICNKLGTYDLYAPA*

NbL09g12580.1 uncharacterized_LOC104224938 [MW = 237.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03009 Glycerophosphoryl diester phosphodiesterase family

Protein sequence:
MYFAGVIPYIFLLLFIGCSARPLYPLPGRRNDRNKQPLQTFRAYNIAHRGSNGEIPEETAAAYMRAIEEDTDFIETDILASKDGALICFHDVTLDDTTDITNRKEFANRKRTYEVQGVNTTGFFLVDFTLEELKLLRVKQRYPFRDQQYNGEFSIITFDEFISIALDAHRVVGIYPEIKNPVFINQQVKWPGGKRFEDKFVETLKKYGYRGSYMSKQWLKQPAFIQSFAPTSLIYISNQTDLPKIFLIDDVDMPTQDTNQSYWDITSDSYFDFIKEYVVGIGPWKDNIIPVSSNYLQTPSDLVARAHAHNLQVHPYTFRNENKFLHFNFSEDPYNEYDYWINKIGVDGLFTDFTGSLHHYQEWTNPFASGEKEATRLLHKIELMLSKFKYFN*

NbL09g12510.1 glycerophosphodiester_phosphodiesterase_GDPD6 [MW − SP = 43.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSYYLGLEVKQMEDEIFISQESYTKEILKKFNILDCNPVSTPMESGTKLSKFDKGEKVDPTFFISLVGSLRYLTCIKPDILFVVGVVSRSMEAPTSTQLKVTGRILHYLKGTIDFRLFYS*

NbL09g12470.1 uncharacterized_mitochondrial_protein_AtMg00810−like [MW = 13.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12755 Vacuolar 14 Fab1−binding region PF13646 HEAT repeats

Protein sequence:
MSVVDEPLYPIAVLIDELKNEDIQLRLNSIRRLSTIARALGEERTRKELIPFLSENNDDDDEVLLAMAEELGVFIPYVGGVEHASVLLPPLEGLCSVEETCVREKAVESLCRIGSQMRESDLVESFIPLVKRLAAGEWFTARVSSCGLFHIAYPSAPEPLKNELRTIYSQLCQDDMPMVRRAAATNLGKFAATIEQPHLKTDIMSMFETLTQDDQDSVRLLAVEDCGALGKLLEPKDCVAQILPVIVNFAQDKSWRVRYMVANQLYELCEAVGPEATRTDLVPAYVRLLRDNEAEVRIAAAGKVTKFCRILSPELAIQHILPCVKELSSDSSQHVRSALASVIMGMAPILGKDATIEQLLPIFLSLLKDEFPDVRLNIISKLDQVNQVIGIDLLSQSLLPAIVELAEDRHWRVRLAIIEYIPLLASQLGVGFFDDKLGALCMQWLKDKVYSIRDAAANNVKRLAEEFGPTWAMEHIIPQVLDMINDPHYLYRMTILHAISLLAPVMGSEITCSKLLPVVITASKDRVPNIKFNVAKVLQSLIPIVEQSVVETTIRPCLVELSEDPDVDVRFFANQALQATK*

NbL09g12250.1 serine/threonine−protein_phosphatase_2A_65_kDa_regulatory_subunit_A_beta_isoform−like [MW = 64.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01251 Ribosomal protein S7e

Protein sequence:
MYTSKQKIHKDKDAEPTEFEESVAQALFDLENTNQELKSELKDLYINSAAQIDVSGNRKSVVIHVPYRLRKAFRKVHVRLVRELEKKFSGKDIIFIATRRIARPPKRGSAAQRPRSRTLTSVHDAILEDLVVPAEIVGKRTRYRIDGSKIMKVFLDPKERTNTEYKLETFSAVYRKLSGKDVVFEYPITEA*

NbL09g12160.1 40S_ribosomal_protein_S7−like [MW = 22.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MDNIEEDIKALQLDSSEDSVMVNVEDGKPEEAIKPEKTNGELKDESHPDLEPKNVEPKGVAGKEASPPEDIQDEVEVNKKRHLNVVFIGHVDAGKSTIGGQILLLSGQVDDRTIQKYEREAKDKNRESWYMAYIMDTNEEERVKGITVEVGRAHFETETTRFTILDAPGHKSYVPNMISGASQADIGVLVISARKGEFETGYERGGQTREHVQLAMTLGVTKLLVVVNKMDDPTVNWSKERYDEIESKMVPFLRSSGYNVKKDVQFLPISGLLGSNLKTRMEKSVCPWWNGPCLFETLDAVEVPPRDPNGPLRMPIIDKFKDMGTVVMGKIESGSIREGDNLLVMPNKAAVKVLAIFCDEDKVRHVGPGENVRVRLSGVEEDDILSGFVLCSVAKPIHAVTEFVAQLQILELLDNAIFTAGYKAVLHIHSVVEECEIVELMQQIDLKTKKPMKKKPLFVKNGAIVLCRVQVNNLICVEKFSDFAQLGRFTLRTEGKTVAVGKITALPTVADNA*

NbL09g12100.1 eukaryotic_peptide_chain_release_factor_GTP−binding_subunit_ERF3A−like [MW = 56.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MLYLESPIGVGFSYSTNTSSYETVNDETTARDNVVFLQRWFDKFPQYRNSNLFLTGESYAGHYVPQLAKLMIELNQKKKLFNLKGVALGNPVLEFATDFNSRAEYFWSHGLISDSTYKMFTSFCNYSRYVSEYYRDNVSPMCSKVMSLVTRETSKFVDKYDVTLDVCLSSVLSQSKIISPQENADAEKIDVCIDDKTVNYLNRQDVRRALHANLVGVRRWDVCSNILDYQLLDIEIPTISIVGLLVKERIPVLIYSGDQDSVVPLTGSRTVVHQLAKRMRLNTTVPYRVWFAGQQVGGWTVVYDNILSFATVRGAAHEVPFSQPERSFVLFKSFLEGRALPEVF*

NbL09g11980.1 serine_carboxypeptidase−like_45 [MW = 39.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03016 Exostosin family

Protein sequence:
MRNWTWGFVGLLYLALLLKIEALKFHRTKQTERISGSAGDVLEDDPVGRLKVFIYELPSKYNKKILQKDQRCLNHMFAAEIYMHRFLLSSAVRTFNPEEADWFYTPVYTTCDLTPNGLPLPFKSPRMMRSAIQLIASNWPYWNRTEGADHFFITPHDFGACFHYLEEKAIERGILPLLQRATLVQTFGQRNHVCLKDGSITIPPYAPPQKMQSHLIPPDTPRSIFVYFRGLFYDVGNDPEGGYYARGARAAVWENFKDNPLFDISTEHPTTYYEDMQRAIFCLCPLGWAPWSPRLVEAVIFGCIPVIIADDIVLPFADAIPWEDIGVFVAEKDVPNLDTILTSIPPEEILRKQRLLANPSMKQAMLFPQPAQSGDAFHQILNGLARKLPHDKSTYLKPGVKLLNWTAGPVGDLKPW*

NbL09g11910.1 probable_beta−14−xylosyltransferase_IRX10L [MW − SP = 44.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFPTIKFIFLVSTYTLLFSSIAFESESTDPILAPWPHQFHAITIMNYTQGLRKVDLWYDWPNKRYMHINQYQLGKTLYGVEWQNGTSFYFTLDSTQECTIRHFPVGILRPNWLEGSNYVGHKYKDGFLCNVWEKVGFLQYYEDAFTKIPVYWHFYDGLVEHIMTFEVGKVLEDSKWQAPAYCFKEVEKERISLLENLATTHFRDVVNGEVAEN*

NbL09g11890.1 uncharacterized_protein_At4g14100−like [MW − SP = 22.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
LGLEIYLCYYLNILLYKISLCVSLVSRSISLFAPYLDMEERSRRMWTQYALLLLTGCFVAQLYASSDVKFYESFDEAFDGRWIVSEKEEYNGVWKHAKSEGHDDHGLLVSEKARKYAIVKELDDAVDLKEGTVVLQYEVRLQDGLECGGAYLKYLRPQEAGWIPKEFNNESPYTIMFGPDKCGATNKVHFILKHKNPKSGEYIEHHLKFPPSVPSDKLTHVYTAVLRPNNELLILIDGEEKKKANFLSEDDFEPSLIPAQTIPDPEDKKPEDWDEREKIPDPDAKKPDDWDEDAPMEIEDEEAEKPEGWLDDEPEEINDPEATKPEDWVDEEDGEWEAPNIDNPKCAEGPGCGEWRRPMKSNPAYKGKWHAPLIDNPNYKGIWKPRDIPNPNYFELNKPNFEPVAAIGIEIWTMQDGILFDNILIASDEKVAESYRKTAWKPKFDAEKEKQKAEEATISGGLKGFQKVVFDLLYKVADIPLLGEHKSKVLDLLEKAETQPNLTVGVVISIIVIIFTVLLKLIFGGKKQQPARATEEPKRSDVAEASTSNSQGATEEKEEQNEDAAAAPRRRTRRDN*

NbL09g11850.1 calnexin_homolog_1−like [MW = 65.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
MEERNRRIWAQYSLLLLAGCFVSQLYASTDVKFYESFDKAFDGRWIVSEKEDYNGVWKHAKSEGHDDYGLLVSEKARKYAIVKELDDVVDLKDGTVVLQYEVRLQDGLECGGAYLKYLRPQEAGWIPKDFNNDSPYAIMFGPDKCGATNKVHFILKHKNPKSGEYIEHHLKFPPSVPSDKLTHVYTAVLKPDNELLILIDGDEKKKANFLSDDDFEPPLIPAETIPDPEDKKPDDWDERAKIPDPDAKKPDDWDEDAPMEIEDEDAEKPEGWLDDEPEEIDDPEATKPEDWVDEEDGEWEAPKIDNPKCAEGPGCGEWKRPMKSNPAYKGKWHAPLIDNPNYKGIWKPRDIPNPNYFKLDRPNFEPIAAIGIEIWTMQDGILFDNILIASDEKVAESYRKTAWKPKFDAEKEKQKAEEVANSGGLKGFQKVVFDLLYKVADIPLLGEHKSKILDLLQKAETQPNLTIGVVISIIVVIFTVLLKVIFGGKKQQPARATAEPKKSDGAEASTSNNQGATEEKEEENEDAAAAPRRRSRRDN*

NbL09g11830.1 calnexin_homolog_1−like [MW − SP = 57.94 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MVAQGQKRKTMGRYSNPMRGLFVLFCLWAVVAEAEYLKYKDPKQPLGARIKDLMKRMSLEEKIGQMTQIERKVATADVMKQYFIGSVLSGGGSVPAPKASAEDWINMVNELQNGALSTRLGIPMIYGIDAVHGHNNVYNATIFPHNIGLGVTRDPDLLKRIGAATALEVRATGIQYAFSPCIAVCRDPRWGRCYESYSEDHKIVRAMTEIIPGLQGDLPANSRKGVPFVAGKSKVAACAKHFVGDGGTVNGIDENNTVINSNGLFGIHMPAYYDSIIKGVSTVMVSYSSWNGKKMHANRDLVTGFLKDRLKFRGFVISDWQGIDRITSPPHANYTYSVQAGVSAGIDMIMVPENYTEFIDTLTQLVKDNIIPVSRIDDAVKRILRIKFTMGLFENPLADLSYVNQLGSQEHRELAREAVRKSLVLLKNGKSTSQPLLPLPKKAPKILVAGTHADNLGYQCGGWTIEWQGVPGNDLTVGTTILSAIKNTVDPATQVVYEQNPDSNFVKSNEFSYAIVIVGEVPYAEMFGDSTNLTITEAGPSTINNVCEAVKCVVVVVSGRPVVLEPYVEKIDALVAAWLPGTEGQGVADALFGDYGFTGKLARTWFKSVDQLPMNVGDRHYDPLFPFGFGLTTQT*

NbL09g11290.1 beta−glucosidase_BoGH3B−like [MW − SP = 65.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MGKFAVTVMSFLLLFLCVGFTEAVYMKYKDPKQPLNVRIRDLMNRMSLEEKIGQMTQIERHVAAPEIMKKYFIGSVLSGGGSAPAPKATAADWVKMVNEIQKGSLSTRLGIPMIYGIDAVHGHNNVYKATIFPHNVGLGVTRDPLLVKRIGAATALEVRATGIPYTFAPCIAVCRDPRWGRCYESYSEDHRIVRAMTEIIPGLQGDIPANSRKGVPFVAGKTKVAACAKHFVGDGGTVKGIDENNTVINVNGLINIHMPAYIDSIVKGVSTIMVSYSSWNGMKMHANRGLITGFLKGKLKFRGFVISDWEAIDKITDPPRANYSYSIQAGVLAGIDMIMGQENLTEFLGDLAFLVRKNIIPMSRIDDAVKRILRVKFVMGLFENPLADLSLANQLGSQEHRELAREAVRKSLVLLKNGKVTSQPLLPLPKKVMKILVAGSHTDNLGYQCGGWTIGWQGIGGNDLTTGTTILSAVKNTVHPSTQVVYQDNPDANFVKSNHFSYAIVVVGETPYAEMFGDSAKLTIAEPGPSTITNVCGVVKCVVVVISGRPVVIEPYLANIDALVAAWLPGSEGQGVADVLFGDYGFTGKLARTWFKSVNQLPMNVGDPHYDPLFPFGFGLTTEPVKN*

NbL09g11260.1 beta−glucosidase_BoGH3B−like [MW − SP = 65.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MVAAKKTKKTHESINNRLALVMKSGKYTLGYKTVLKTLRNSKGKLVIIANNCPPLRKSEIEYYAMLAKIGVHHYNGNNVDLGTACGKYFRVCCLSIIDPGDSDIIKSMPGDQ*

NbL09g11200.1 60S_ribosomal_protein_L30 [MW = 12.38 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01512 Respiratory−chain NADH dehydrogenase 51 Kd subunit

PF10531 SLBB domain
PF10589 NADH−ubiquinone oxidoreductase−F iron−sulfur binding region

Protein sequence:
MAPIKGILPLQRTALVLRSSERWGLHGRLFSTQAASTASNPQPTPPPPPPEKTHFGDLKDEDRIFTNLYGLHDPYLKGAMKRGDWYRTKDLVLKGSDWIVNEMKKSGLRGRGGAGFPSGLKWSFMPKTTDGRPSYLVVNADESEPGTCKDREIMRHDPHKLLEGCLIAGVGMRARAAYVYIRGEYVNERKSLEKARKEAYEAGLLGKNACGTGYDFDVYIHFGAGAYICGEETALLESLEGKQGKPRLKPPFPANAGLYGCPTTVTNVETVAVSPTILRRGPEWFASFGRKNNAGTKLFCISGHVNKPCTVEEEMSIPLKELIEKHCGGVRGGWDNLLAVIPGGSSVPLIPKNVCEDVLMDFDALKAVQSGLGTAAVIVMDKSTDIVDAIARLSYFYKHESCGQCTPCREGTGWLWMIMERMKVGNAKLEEIDMLQEVTKQIEGHTICALGDAAAWPVQGLIRHFRPELERRIREHAERELQQAAAA*

NbL09g11180.1 NADH_dehydrogenase_[ubiquinone]_flavoprotein_1_mitochondrial−like [MW = 53.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
MAKISTTIATTFLIVSLFPTVIPSTESPPAPSPGVNCFSVLVNMSDCLTFVEKDSNLSKPDKGCCPEIAGLLDSNPICLCQMLGRASSGAKIGFNIDVDKALKLPSVCGLEIPPATTCSDLGVPIGAPIASDDGPAPLPGGFATSPTSDNKDNAASTMAGLMTVSSYE*

NbL09g11160.1 non−specific_lipid_transfer_protein_GPI−anchored_2−like [MW − SP = 14.64 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02170 PAZ domain

PF02171 Piwi domain
PF08699 Argonaute linker 1 domain

PF16486 N−terminal domain of argonaute
PF16487 Mid domain of argonaute

PF16488 Argonaute linker 2 domain

Protein sequence:
MAEEDNGGVTEALPPPPPIPPDFSPAIAEPEPVKKKVLRVPMSRRGLGSKGQKIPILTNHFKVNVSNVDGHFFHYSVALFYEDGRPVEGKGIGRKVLDRVHETYDTELAGKDFAYDGEKSLFTIGSLPRNKLEFTVVLEDVISNRNNGNNGSSSPGKHGSPNENDRKRLRRPYQSKSYKVEISFAAKIPMQAIANALRGQESENSQEALRVLDIILRQHAAKQGCLLVRQSFFHNDPKNFAEVGGGVLGCRGFHSSFRTTQSGLSLNIDVSTTMIIQPGPVVDFLIANQNAKDPFSLDWAKAKRTLKNLRVKTAPANQEFKITGLSEKSCREQTFTLKQRSKNEDGEVQTSEVTVYDYFVNHRNIDLRYSADLPCINVGKPKRPTYFPVELCSLVSLQRYTKALSTFQRSSLVEKSRQKPQERMQILSNALKINNYDAEPLLRASGVSISSNFTQVEGRVLPAPKLKAGNGDDLFSRNGRWNFNNKRFFDPAKVERWAVVNFSARCDIRGLVRDLTRIGEMKGISVEAPFEVFEESPQLRRAPPLVRVEKMFEEIQSKLPGAPKFLLCLLPERKNCDIYGPWKRKNLADYGIVTQCLAPGRVNDQYLTNLLLKINAKLGGLNSVLAIEHSPSIPMVSKVPTMILGMDVSHGSPGQSDVPSIAAVVSSRQWPSISRYRASVRTQSPKVEMIDNLFKKVSDTEDDGIMRELLLDFYVSSGKRKPEHIVIFRDGVSESQFNQVLNIELDQLIEACKFLDEKWSPKFVIIVAQKNHHTKFFQAGSPDNVPPGTIIDNKVCHPRNYDFYLCAHAGMIGTTRPTHYHVLLDEVGFSPDDLQDLVHNLSYVYQRSTTAISIVAPVSYAHLAATQVGQWMKFEDASETSSSHGGLTSAGPVTVPQLPRLQENVSSSMFFC*

NbL09g11050.1 protein_argonaute_4−like [MW = 101.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04055 Radical SAM superfamily PF06968 Biotin and Thiamin Synthesis associated domain

Protein sequence:
MTGAEMKSSLFTTPHSSISFFMASAQVHRHSHNFREVQQCTLLSIKTGGCSEDCSYCPQSSRYDTGLKAQKLMNEDAVLEAARKAKEAGSTRFCMGAAWRDTIGRKTNMNQITKYVKEIRDMGMEVCCTLGMLEKQQALELKKEDLTAYNHNLDTSREYYPNIITTRTYDERLETLKHVRKAGINVCSGGIIGLGEAEEDRIGLLHTLATLPTHPESVPINALIAVKGTPLEDQKPVEIWDMIRMISTARITMPSAMVRLSAGGVRFSIPEQALCFLAGANSIFTGDKLLTTPNNDYDADQYMFKLLGLVPKAPNFSADEKDSEDEKLEASI*

NbL09g11010.1 biotin_synthase [MW = 36.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain PF08911 NUP50 (Nucleoporin 50 kDa)

Protein sequence:
MGDAESLQPSKKRAAVKELSRDNPGLDDENESSEQESGTFKRASDEVMASRRIVKVCKTPSTTTTPSSNPFAGIRFVPPTDASTTPAVTTTEAGSGATTSKKPEESNDQSDATKEEETYVNREAEHEKETDGKSKLPENRSDESKADENVVKEKVDNPNEPNIPESTEKKAAESEKIEDETKVSTAVEKIANDVEVEGNKTENEEEKHVGNGENEKGAETASFSSFQQLSSSQNAFTGLAGTGFSNTTFSFGASSKEGSPLGSGSLFGVKSDQSPFGLNLSTNGNASLFGNSGSSRVNKGEGIEIPSMQEVPVETGEENEKAIFTADSALFEFLNGGWKERGKGELKVNISSTETGKARLVMRTRGNYRLILNANLYPEMKLTNMDKKGVTFACMNSAGDGKDGLSTIALKFKDASIIEEFRAVVMEHKDKMPGSLKTPQNSS*

NbL09g10960.1 nuclear_pore_complex_protein_NUP50B−like [MW = 47.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14159 CAAD domains of cyanobacterial aminoacyl−tRNA synthetase

Protein sequence:
MGVMKFLQFNLCLDSSSVGFHAFIFNCTPILQTPSDFYSFIVGQSHLAITTAKATSDSSESSSVVQSVKNIWDKPEDRVAVIGLGIAAIVGFWASSNLIAAIDRLPLIPSVFEFVGILFSSWFVYRYLLFKPDRKELFQAISKSISDILGQ*

NbL09g10840.1 protein_CURVATURE_THYLAKOID_1C_chloroplastic−like [MW = 16.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12325 TATA element modulatory factor 1 TATA binding PF12329 TATA element modulatory factor 1 DNA binding

Protein sequence:
MAWFSGKLDLGNLDLAGAVNKLSESVKNIEKNFDTALGLEEKSDESTSTEASGLWPSSTDRKALFDPVMAFMGQKGGETAVESIEKAESSKPTLLTEEVVKDSAESTVRHDVVPKEPKEETRDVIEQNNSAEEANEEAQHVDEKPNQKISAEEENEEARAADVKLDSAMETKVEREEQRSAIRPDERKAEIDSVAEASEVNLGHAQEKSPEIPQKNIPEEKSSENLELVVSQTSNALSQTEVGIPLLGDSQENTDDDREQKKDVTDESPLVQSQDASSDRAESGRPSVSDSVTASEDGSVEEHSNRSFLGDQHTDEVQKRVSESFMHENESVSRPVGNTQRGNDHETDVKEQRLSSGSKSSDVTDTVVELEKLKKEMKMMETALQGAARQAQAKADEIAKLMNENEQLKSAIEDLRRKSNDAEVESLREEYHQKVSALERKVYALTRERDTLRREQNKKSDAAALLKEKDEIITQVMAEGEQLSKKQAAQEAQMRKLRAQIRELEEEKKGLLTKLEVEENKVESIKRDKAATEKLLHETVEKHQAELGTQKDYYTNALNAAREAEALAEARANNEARTQLEGRLREAEDREAMLVQALEELRQTLSRTEQQAVFREDMLRRDIEDLQKRYQASERRCEELITQVPESTRPLLRQIEAMQETNARKTEAWAAVERTLNSRLQEAEAKAATAEEKERSISERLSQTLSRINVLEAQISCLRAEQTQLTRSLDKERQRAGENRQEYLALKEEAETNEGRVNQLEEEIKEVRRKHKQELQEALTHQELLRQELEREKAARLDQERAARTPSSFIPDQSPIMKQKSGIENGSLTRRLSSASSLSSMEESYFLQASLDSSDNLSERRNALEGNVSPYFMKSMTSSAFEAALRQKEGELASYMSRLASMESIRDSLAEELVKMTAECEKLRSEASVLPGIRAELDALRRRHSAALELMGERDEELEELRADIIDMKEMYREQVNMLVNKIQVLSSSRAT*

NbL09g10830.1 golgin_candidate_5 [MW = 112.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00349 Hexokinase PF03727 Hexokinase

Protein sequence:
MKKATVRAVVVGAAVTVAVAAFIVRHRMRKSSKWARARAILKEFEEKCGTPDAKLKQVADAMTVEMHAGLASEGGSKLKMLISYVDNLPTGDEEGVFYALDLGGTNFRVLRVQLGGKDGGIVHQEFAEASIPPNLMVGTSEALFDYIAAELAKFVAEEEEQFHQPPGKQRELGFTFSFPIMQTSINSGTLIRWTKGFSIDDTVGQDVVAELIKAMQRKGVDMRVSALVNDTVGTLAGGRFSNKDVSIAVILGTGTNAAYVERAQAIPKWHGPLPKSGEMVINMEWGNFRSSHLPLTEYDHAMDTDSLNPGEQIFEKICSGMYLGEILRRVLLRMAEEDAIFGDEVPPRLKNQFILRTPEMSAMHHDTSSDLRVVGDKLKDILEISNTSLKIRRLVVELCNIVATRGARLAAAGVLGIVKKMGRDTPRESGQEKIVVAMDGGLYEHYTEYRKCLENTLVELLGEEMATSIVFEHANDGSGIGAALLAASNSLYVEDKS*

NbL09g10720.1 hexokinase−2 [MW = 54.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MGNAEKLMNQIMELKFTSKSLQRQARKCEKDEKAEKLKVKKAIEKGNMDGARIYAENAIRKRSEQMNYLRLSSRLDAVVARLDTQAKMATISKSMSSIVKSLESSLNTGNLQKMSETMDSFERQFVNMEVQAEFMESSMAGSTSLSTPEDQVGSLMQQVADDYGLEVSVGLPQPAAHSISSKNEEKVNEDDLSRRLAELKARG*

NbL09g10590.1 ESCRT−related_protein_CHMP1A−like [MW = 22.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MLINMVSRLVMSNVVLMLLTLLGSWVFSGLASVSYDRNSIIVNGQKRILISGSIHYPRSTPEMWPDLIQKAKKGGIDVIQTYVFWNGHEPEQGKYYFEERYDLVKFIKLVHQAGLYVHLRVGPYACAEWNFGGFPVWLKYVPGISFRTDNGPFKAAMQKFTTKIVNMMKAERLYESQGGPIILSQIENEYGPMELRLGEAGKSYSEWAAKMVLDLGTGVPWVMCKQNDAPDPVINTCNGFYCDTFSPNKAYKPKMWTEAWTAWFTEFGGPVPYRPVEDLAFGVAKFIQTGGSFINYYMYHGGTNFGRTAGGPFIATSYDYDAPVDEFGLLRQPKWGHLKDLHRAIKLCEPALVSGDPTVTSLGHYQEARVFRSKSGACAAFLANYNQHSFATVAFANRHYNLPPWSISILPDCKNTLYNTARVGAQSALMKMTPVNRGFSWQSYNDEPASYEDNTFTVVGLLEQINTTRDVSDYLWYMTDVKIDPREGFLRSGKWPWLRVSSAGPALHVFVNGQLAGTVYGSLKSQKITFNKAVNLRAGVNKISLLSIAVGLPNIGPHFETWNTGILGPVSLSGLDEGKRDLTWQKWSYKVGLKGEALNLHSLSGSSSVEWVEGSLVAQRQPLTWFKTTFNAPAGNEPLALDMNAMGKGQVWINGQSIGRYWPGYKASGTCGACNYAGYFNEDKCQSNCGEATQRWYHVPRSWLHSTGNLLVVFEEWGGDPNAISLVKRELASVCADINEWQPQLVNWQMQASGKVDKPLRPRVHLSCAPGQKITSIKFASFGTPQGVCGSFREGSCHAHHSYDAFEKYCIGQESCTVPVTPEIFGGDPCPGVMKKLSVEAICS*

NbL09g10540.1 beta−galactosidase−like [MW = 93.89 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 88 175 262 433

Protein length

Gel Slice

3.3 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 88 175 262 433

Pfam domains

Pfam Description
SP Sequon TM Domain PF01233 Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain PF02799 Myristoyl−CoA:protein N−myristoyltransferase, C−terminal domain

Protein sequence:
MADDSKATENHSVTSDNNLSPESGNEVSIDSLARQVQESLSLAKKHKFWETQPVGQFKDLGDTSLPEGPIEPPTPLSEVKQEPYNLPSPYEWTTCDLDSEDMCNEVYVLLTNNYVEDDENMFRFNYSKEFLRWALHPPGYYKSWHIGVRVKTSKKLVAFITGVPAKIRARDTVVVMAEINFLCVHKKLRSKRLAPVMIKEVTRRVHLKNIWQAAYTAGVVLPTPISTCQYWHRSLNPKKLIDVGFSRLGPRMTMSRTIKLYKLPDQTVTPGFRKMEPHDVPAVTRLLRNYLKQFAVAPDFDENDVEHWLLPKEDVVDSYLVESTETHEITDFCSFYTLPSSILGNQNYSTLKAAYSYYNVSTKTSWIQLMNDALIVAKQKDFDVFNALDVMHNETFLKELKFGPGDGKLHYYLYNYRLKHVLRSSELGLVLL*

NbL09g10400.1 glycylpeptide_N−tetradecanoyltransferase_1−like [MW = 49.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01233 Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain PF02799 Myristoyl−CoA:protein N−myristoyltransferase, C−terminal domain

Protein sequence:
MADDSKATENHSVTSDNNLSPESGNEVSIDSLARQVQESLSLAKKHKFWETQPVGQFKDLGDTSLPEGPIEHPTPLSEVKQEPYNLPSPYEWTTCDLDSKDMCNEVYVLLTNNYVEDDENMFRFNYSKEFLRWALHPPGYYKSWHIGVRVKTSKKLVAFITGVPAKIRTRDTVVVMAEINFLCVHKKLRSKRLAPVMIKEVTRRVHLENIWQAAYTAGVVLPTPISTCQYWHRSLNPKKLIDVGFSRLGPRMTMSRTIKLYKLPDQTVTPGFRKMEPHDVPAVTRLLRNYLKQFAVAPDFDENDVEHWLLPKEDVVDSYLVESPETHEITDFCSFYTLPSSILGNQNYSTLKAAYSYYNVSTRTSWIQLMNDALIVAKQKDFDVFNALDVMHNETFLKELKFGPGDGKLHYYLYNYRLKHVLRSSELGLVLL*

NbL09g10390.1 glycylpeptide_N−tetradecanoyltransferase_1−like [MW = 49.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
QFSALLFTFSTVQEPTLTASTMVASSMCMFRSSFFSANSHPKQQSPAKSNGVHFFTPIKATASSTDDAVSASTQPQKHRRPADENIREEARRHVSSHNFSARYVPFNADPNSSEWYSLDEIIYRSRSGGLLDVQHDMDALKKFDGQYWRSLFDSRVGKTTWPYGSGVWSKKEWVLPEIDSDDIVSAFEGNSNLFWAEHFGKHFLGMSDLWVKHCGISHTGSFKDLGMTVLVSQVNRLRKMHKPVVGVGCASTGDTSAALSAYCASAGIPSIVFLPANKISMAQLVQPIANGAFVLSLDTDFDGCMQLIREVTAELPIYLANSLNSLRLEGQKTAAIEILQQFDWEVPDWVIIPGGNLGNIYAFYKGFQMCKELGLVDRIPRLVCAQAANANPLYLHFKSGWKEYKSVKANTTFASAIQIGDPVSIDRAVYALKNSNGIVEEATEEELMDAMAQADSTGMFICPHTGVALTALSKLRKIGVIRPTDKTVVVSTAHGLKFTQFKVDYHSKEIKNMECRFANPPVQVKADFGSVMDVLKKYLLSKNSKF*

NbL09g10360.1 threonine_synthase_chloroplastic−like [MW = 60.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MRRFVTHRARNLISSTVTRTRTTSSICSSPPLTSSLLAAFRFLSTLQPSSSDSMGSDYSSTPVTRDTLNPKVLNCEYAVRGEIVTLAQKLQEEIKENPGSHPFDEILYCNIGNPQSLAQQPITFFREVLALCDHPAILDKSETQGLFSADAIERAFQILDQIPGRATGAYSHSQGIKGLRDTIASGIEARDGYPVDPNDLFLTDGASPAVHMMMQLLIRSENDGILCPIPQYPLYSASIALHGGTLVPYYLDEQRGWGLEISELEQQLKTAKSKGIDVRALVVINPGNPTGQVLGEANQREIVEFCKREGLVLLADEVYQENVYVPDKKFHSFKKVSRSMGYGEKDISLVSFQSVSKGFYGECGKRGGYMEVTGFSPEVREQIYKVASVNLCSNISGQILASLIMSPPKVGDESYESFSAEKEGILSSLARRAKTLEDALNSLEGVTCNRAEGAMYLFPRVNLPNKAVKAAEAAKTAPDAFYAKCLLNATGIVVVPGSGFRQVPGTWHFRCTILPQEEKIPAIVSRLTEFHEKFMNEFRG*

NbL09g10160.1 alanine_aminotransferase_2−like [MW = 59.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA) PF17862 AAA+ lid domain

Protein sequence:
MAPAADIEDEIKDEKNPPPLDEDDIALLKTYGLGPYSTSIKKAEKEIKEMAKKINDLCGIKESDTGLAAPSQWDLVSDKQMMQEEQPLQVARCTKIISPNTEDAKYVINVKQIAKFVVGLGDKVSPTDIEEGMRVGVDRNKYQIQIPLPPKIDPSVTMMTVEEKPDVTYNDVGGCKEQIEKMREVVELPMLHPEKFVKLGIDPPKGVLCYGPPGTGKTLLARAVANRTDACFIRVIGSELVQKYVGEGARMVRELFQMARSKKACIVFFDEVDAIGGARFDDGVGGDNEVQRTMLEIVNQLDGFDARGNIKVLMATNRPDTLDPALLRPGRLDRKVEFGLPDLESRTQIFKIHTRTMNCERDIRFELLARLCPNSTGADIRSVCTEAGMYAIRARRKTVTEKDFLDAVNKVIKGYQKFSATPKYMVYN*

NbL09g10120.1 26S_protease_regulatory_subunit_7_homolog_A−like [MW = 47.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01532 Glycosyl hydrolase family 47

Protein sequence:
MNFSLSGGDVVKKKGFADDPIDAQRREKVKDAMLHAWSSYEKYAWGHDELQPQTKKGVDSFGGLGATLIDSLDTLYIMGLDKQFQRAREWVASSLDFNKNYDASVFETTIRVVGGLLSAYDLSGDKLFLDKAKDIADRLLPAWNTPSGIPYNIINLSHGNPHNLGWTGGNSILADSASEQLEFIALSQRTGDSKYQQKVENVILELNRTFPDDGLLPIHINPERGTTSYSTITFGAMGDSFYEYLLKAWIQGNQTAVVGHYRKMWETSMKGLLSLVRRTTPSSFAYIGEKIGSSLNDKMDELACFAPGMLALGSSGYGPEESQKFLSLAEELAWTCYNFYQSTPTKLAGENYFFNDDGQDMTVGTSWNILRPETVESLFYLWRLTGNKTYQEWGWNIFQAFEKNSRIESGYVGLKDVNTGVRDDMMQSFFLAETLKYLYLLFSPSSLIPLDEWVFNTEAHPIRIVSRNDPAVSSGRSVGQAKSYKQPRVRREGRFGNK*

NbL09g10030.1 mannosyl−oligosaccharide_12−alpha−mannosidase_MNS1−like [MW = 56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13883 Pyridoxamine 5'−phosphate oxidase

Protein sequence:
MASSHTLSSSMEAALSGSNIVSRFSETPSAFQSIKLFNRTSTGYLKVSFSLPSTSSFGCGSPRRVLARAELSGASGCEEKDNHDLKNDNGFLVPEPIFSLSQLCCDGLSQDNSDQSETKKNGLYQAPKVVTPLEQSTGGGTRAGLFRTPISGGVQSATSAHGLPKPALAVRNLMEQARFAHLCTVMSRMHHRREGYPFGSLVDFAPDSMGHPIFSFSPLAIHTRNLLADPRCTLVVQIPGWSGLSNARVTIFGDVYPLPEDQQAWAHKQYIAKHQQGPSQQWGNFFYFRMQNISDIYFIGGFGTVAWVDVKEYETLQPDKIAVDGGEQNLKELNAIFSKPLKDLLSQESEVDDAALISIDSKGTDVRVRQGAQFNVQRISFEVGHSVQTLEEAKAALWKLINGGQVYNLQK*

NbL09g10010.1 uncharacterized_LOC109227356 [MW = 44.98 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain
PF07727 Reverse transcriptase (RNA−dependent DNA polymerase)

PF13976 GAG−pre−integrase domain
PF14223 gag−polypeptide of LTR copia−type

PF16886 ATPsynthase alpha/beta subunit N−term extension

Protein sequence:
MEASVNGDSKSNHPKVSGPVVVADGMAGAAMYELVRVGHDNLIGEIIRLEGVSATIQVYEETAGLMVNDPVLRTHKPLSVELGPGILGNIFDGIQRPLKTIAKISGDVYIPRGVSVPALDKDILWEFQPKKLGEGDILTGGDLYATVFENSLMEHHIALSPDAKGKITHIAPAGQYSLNDTVLELEFQGVKKQFTMLQNWPVRTPTPVASKLAADTPLLTGQRVLDALFPSVLGGGGGTCAIPGAFGCGKTVISQALSKVLMDFPQLTMTLPDGREESVMKRTTLVANTSNMPVAAREASIYTGITIAEYFRDMGYNVSMMADSTSRWAEALREISGRLKAFCYCLARTMFGIVIPFAGNSPEKTTVTGNFTGEDDRSTVANQSNSLKLQIGPSTFKNYSFAPIVECQPRSVNSTIFDRSGRNEESTSSFGAMITLTATNYTLWRPRMEDLLSCKDLFDPIELMGKSPDPDKELEWKKSNRKTIGQIRQWIDHSVFHHVTQETDAYTLWKKLEDMYQDKTARNKALLMRRLVNRKLKNETSVAEHTIPFPIVGKRWSYHSATQPLMSMVKDALFSEEARRKETGTDQTHASVTENRGRQQKSSKRKWRGRSKSRGRSTDGRKPTYKCHHCGIEGHMKKNCYKWKEEQGQSSSQPKNKGGETLVTISGDVAYCSTQDNTCLLVSREDTEWVVDTAASYHVTPYKEYFTTYKADKDKFREHNHFEGCPPCARSSLNLLSGIALDKQGYDSHVSKGTWKLSRGAMTVARGHICGTLYKTHVKICTDSLNVAEKEASQNLWHQRLGHMSEKGLSILIKKEFINVDKDAVLNPCNHCLFGKQCRVSFNSSSTRRSELLSLVWVYFLRTKDQVFDYFKLFHVMVERETGKKLKCLGSDNGGDTLPGSSMPIADHMAFDMRRRMVKLPKPFWGEAVRAACYLISRSPSVPLNSEVPEKLWSGKYPSYSYFRIFGCLAYAHEKKVIKSRDIVFHENQTIEDIEKPTISQKPNVAPPVPEATTESFMRNEDTVREDIPEVEDNEEEDGFEQGEPQLALPDVPEPSQDSDDGGSPHILEVRRSERGRIPSRRYPESEYLLLTEDGEPESFQEAVSHKDKEQWLLAMQDEMESLQKNQTYEIVELPKGKKALKNKWVFKLKKDDSGKVVKYKARLVVKGFQQKKGIDFDEIFSPVVKMTSIRAILGLVASMNLELEQMDVKTAFPHGDLKEEIYMQQPEGFEVSGDNLVCKPKKSLYDGNFVALLLYVDDILIVGKDATKINQLKKELSKSFDMKDLGPAQQILGMQITRDRKNHRLWLFQEKYIERVLARFNMNNAKPVSIPLANHFKLSKSYCPSSKEEIGEMSSVPYSSAVGSLMYAMVCTRPDIAHAVGTVSRFLSNPGKEHWEAVKWILRYLKGTMKLCLCYGGADPILEGYTDVDMAGDLDSRKSTSGFIYTFAGGAVSWQSRLQKCVSLSTTEEAYITAAEAGKEMLWLKRYLQEFGIKQKEYKVHYDSQSALDLSKNSMYHSRTKHIDIPYHWIREVMDRQLLRLVKIHTKENPADMLTKVATREKLELCRDIARMFISDTAGWGELMTFS*VFFLSNLCYRRPIDPHSPTSGIRARLEALVEFLGDGPNLDFRSFARNLILTAPLDSSRPTESNAPNSDLIEVQTSPKTAVKVWSTLLEAEMPADSGYPAYLAARLASFYERAGKVKCLGGPERTGSVTIVGAVSPPGGDFSDPVNPGYCSGLLGTGQEIGTEETLSFCKLAYFLFKIFRVTGYILLLADSSPGLDSRCCKGRMT*

NbL09g09970.1 V−type_proton_ATPase_catalytic_subunit_A [MW = 200.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MAAATSLYVSEMLGSPVKLSGVARPAAPTPSSPATFKTVALFKKKAAAAPAKKAVAVAPADEELAKWYGPDRRIFLPDGLLDRSEIPEYLNGEVPGDYGYDPFGLSKKPEDFAKYQAYELIHARWAMLGAAGFVIPEAFNKFGADCGPEAVWFKTGALLLDGNTLNYFGKNIPINLVVAVVAEVVLLGGAEYYRITNGLDLEDKLHPGGPFDPLGLAKDPDQAAILKVKEIKNGRLAMFAMLGFFIQAYVTGQGPVENLAAHLSDPFGNNLLTVIGGTAERVPTL*

NbL09g09910.1 chlorophyll_a−b_binding_protein_CP26_chloroplastic [MW = 30.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00891 O−methyltransferase domain PF08100 Dimerisation domain

Protein sequence:
MAKKENNGDDHEQLLQAEAQTLVYSLSFVRSSCIRCAVELGIPDILHKNGIMTISDLVASLPNLNLSKISFLPVLMRILLHSGLVHYQKEVDGYSVTTAGSLLVENEPLSMRSYFLFSQNPVALKPFSSLSHWLQDDLLTAFDTTYGKSMWDYCAEEPEFGHIFNDAMASDSKLISHLLINSEQCKHVFEGLTSLVDVGGGTGTLAMAIANAFPRLNCIVLDLPHVIGDREGITTENVEFVAGNMFDNIPYANAVLLKYILHNWSDEDCVKLLKKCRESIPSKEKGGKVMVIDIVMEDYSSNNINEQLLQVQHLMHVVMKITYGAKERTKTEWEKLFLDAGFSEYKITANFGLRSLIEIYP*

NbL09g09840.1 trans−resveratrol_di−O−methyltransferase−like [MW = 40.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain PF03765 CRAL/TRIO, N−terminal domain

Protein sequence:
MAEETKKMAEETTPEVVVSDVTVRETPQPEPEKLPESPEKPAATATEESKVEGDKDEKDLVAESTSFKEESNKVEELPNPEQKALAEFKQLIQEALNKHEFTSPLTPPSPPAAKEKEEEKKADPFPVAAPAETPEAEPVTEVASEPVAEAALETVAVELEEKVTPPETEVTPVPALEIPSEPEKVEAAEEIKETIVEVPVAVAVAAAAEETPATVEAEEPKTECTPPEEVSIWGIPLLADERSDVILLKFLRARDFKVKEAFTMLKSVVAWRKEFKIDQLLDEKELGQGLEKVVYNYGLDKEGHPVCYNAFGEFQNKELYQNTFADKEKLTKFLRWRIQFMEKSIRNLDFSPDGICTFVQVIDLKNSPGLFFFKKELRQATNRALQLLQDNYPEFVAKQVFINVPWWYPAYYRMINAVFTTRTKSKFVFAGPSRSAETLFKYITPEQVPAQYGGLSKEGEQEFTVAEPATEDIIKPASKHTIEFPVTEKCTLVWEARVTGWDVSYGAEFVPTAEGGYTIIIEKSRKVGANETVISNTYKAGEQGKVVITFDNQSSKKKKLVYRSKNKPSD*

NbL09g09570.1 patellin−3−like [MW = 63.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSLRIKAVVDKFVQELKEALDADIQDRIMKEREMQSYIEEREREVAEREAAWKAELSRREAEIARQEARLKMERENLEKEKSVLMGTASNQDNQDGALEITVSGEKYRCLRFAKAKK*

NbL09g09440.1 uncharacterized_LOC104248794 [MW = 13.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00829 Ribosomal prokaryotic L21 protein

Protein sequence:
MATLSLCSSPSTTVLSKNQTFLNTLSVPKANSSVTFLSHSLSALSLRSSKPNSFVPKFSESEAPVAEVVAESEEPVIAPVLEASSSSLEPKREEVFAVVMIGSRQYIVFPGRYIYTQRLKGANVNDKIILNKVLLVGTKTSTWVGKPVVQNAAVHAVVEDQLKDKKVVVFKYKKKKNYRRNIGHRQPITRIRIMGITGYQDSPAVTLADLEAAK*

NbL09g09310.1 50S_ribosomal_protein_L21_chloroplastic−like [MW = 23.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01775 Ribosomal proteins 50S−L18Ae/60S−L20/60S−L18A

Protein sequence:
PQTEHRAAREGERKRVVEKMVTYKFHQYQVVGRALPTENDEHPKIYRMKLWATNEVRAKSKFWYYLRKLKKVKKSNGQMLAINEIFEKNPTKIKNYGIWLRYQSRTGYHNMYKEFRDTTLNGAVEQMYTEMASRHRVRHHCIQIIKTATIPAKLCKRESTKQFHDSKIKFPLVFKKVRPPSRKLKTTYKATRPNLFM*

NbL09g09120.1 60S_ribosomal_protein_L18a−like [MW = 23.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASMMQPQIILLKEGTDTSQGKAQLVSNINACMAVADVVRTTLGPRGMDKLIHDEKGNTTISNDGATIMKLLDIIHPAAKILVDIAKSQDSEVGDGTTTVVLLAGEFLKEAKPFIEEGVHPQNLIRSYRTASNMAIEKIKELAVSIEGKSLEEKKSLLAKCAATTLSSKLIGGEKEFFAPMVVDSVLAIGNDDRLNMIGIKKVPGGNIRDSFLVNGVAFKKTFSYAGFEQQPKKFVDPKILLLNIELELKSEKENAEIRLSDPAQYQSIVDAEWNIIYDKLDKCVKSGAKVVLSRLAIGDLATQYFADRDIFCAGRVAEEDLHRVAAATGGTIQTTVNNVIDEILGSCELFEEKQVGNERFNIFSGCPSGKTATIVLRGGADQFIEESERSLHDAIMIVRRALKNSTVVPGGGAIDMEISRFLRHHARTIQGKSQLFINSYAKALEVYSRQLCDNAGFDATDVLNKLRQKHALPSGEGAPYGVDINTGGIADAFANFVWEPAVVKINAINAATEAACLILSVDETVKNPKSESAQGDAAASAMGGRGRGGGRGRGMRRR*

NbL09g09040.1 T−complex_protein_1_subunit_eta [MW = 60.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MMSASDKELEEQLAEAGNKLLQPPSSLDELIILLDQVESSLSKVEQSPAKSMHDALSPLMKALVANGLLRHSDLDVKVAVASCISEITRITAPDAPYDDEKMKDVFQLIVSSFENLHDQSSRSYNKRVLILETVAKVRSCVVMLDLECDKLITEMFQHFLKAIREDHPENIFSSMATIMTLVLEESEEVPLELLAPLLASVKKDNEEVTPIAKRLGEKVFANCAEKLKPYLTQAVESLHISLDEYNKIVTSVCEGTLPAVDHINDSVPKEQLAAEGKLADLPEAAPATQGDGSKVATASPDEAGQIAESIREEARSEDIDPMVSRSPKSIISNGVSQENVGSAAEAELLANAGDHDETDLQDAAKTPSKSESDDLRAGKSTNSESKSEQTAKKRGRRTNSSNSAESSHQAPDDSEIEAEKLPGHKNNQNKNDQSSASVDPAVEQSNSLEEPETNLQDSAPKESEGEAVNVAPLYTDLSLPDESAPKKGGRQKEDILNQEECVSEEEPEATSDLEVKQVRRPSKKAPAEPSHKENEGVSTSDVEAKKQKKSGKKIDTKNKNQVGPSVRNKEDSKKRGRGKASPETAPPQESPDDSAKHEFNEEDIPKTSAKKKPLSGKGRERVPSPVSLDNTAKHENNEEATPRTSAKRKQRSSGKDKVSGTVQHGESLVGKKIKVWWPLDKEFYEGVVEKFDPAKKKYRVAYTDGDVEIINLTEERWKLVEDDTMSEGEQIASADAASERQKKKKLKNAESSVKHERVEASPKSKTKDTTTKSGQKSKDDGKLKHNLKDGTSKSGGRTDDTTNSKPRAQSKKSSGKSVDDTEKPSARSKDVSGSTPKSKSKQDTASATAIKSKNKTPQSGGKPSANGMEKLKSSSSKVKGSGNEKEKATNLAEDPDSSSKGKFSSASKDREREAKSGKKRGRGKN*

NbL09g08960.1 neurofilament_heavy_polypeptide [MW = 100.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14547 Hydrophobic seed protein

Protein sequence:
MANFSTIFILSLLLVATFTAACGPCSEPMKPKPSPKKAPPANPFCPRDTLKLGVCADVLGLVNVAVGSQVTSPCCSLLQGLADLEVAACLCTAIKANVLGIVKLDIPVALSALVSACAKTIPTGFKCN*

NbL09g08800.1 14_kDa_proline−rich_protein_DC2.15−like [MW − SP = 10.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MGENKENDAYEEELLDYEEDDEKAPDSVNGKVNGESAKKGYVGIHSSGFRDFLLKPELLRAIVDSGFEHPSEVQHECIPQAILGMDVICQAKSGMGKTAVFVLSTLQQIEPVAGQVAALVLCHTRELAYQICHEFERFSTYLPDIKVAVFYGGVNIKLHKELLKNECPHIVVGTPGRVLSLARDKDLSLRNVRHFVLDECDKMLESLDMRRDVQEIFKMTPHDKQVMMFSATLSKEIRPVCKKFMQDPMEIYVDDEAKLTLHGLVQHYIKLSETEKNRKLNDLLDALDFNQVVIFVKSVSRAAQLDKLLVECNFPSICIHSGMTQEERLTRYKGFKEGHKRILVATDLVGRGIDIERVNIVINYDMPDSADTYLHRVGRAGRFGTKGLAITFVSSASDSDVLNQVQERFEVDIKELPEQIDTSTYMPS*

NbL09g08710.1 DEAD−box_ATP−dependent_RNA_helicase_56−like [MW = 48.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MEGITEGVKNISVTETQKKNRIQVSNTKKSLFFYVNLSKTAGLAKILASDVIPSILMVTWFGVKELIMQRYMQQYNEVELSALGMAISTVVTVAEILKNNGFAVEKKIRTLTIDMRDEPGARPIPKAKIEIVLGKTEKFDELMAAEAEQNGDSEEQT*

NbL09g08640.1 uncharacterized_protein_At2g34160−like [MW = 17.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08711 TFIIS helical bundle−like domain

Protein sequence:
MSYNNDPYIDEEGEALVDFDEDVRSDHEQQEHFLGDNLDDDDAWNQRQRERSPTPVYDDPNKSKPRKRLLKKTSARESTPDIGIADEDAYGGADDDDMAGIVRDESDDGGGKRKRFGMEFSEEKRKEKKRRDKGEKKFKLRKNGGYAGGSRLKDQEGDQEMKEMWDTIAGGDSEDDQEGPKTLDDDNFIDDSGVDPADRYGSDNEPRSPSSAPQAEEGEEDDEIKKLFKGGKKKKKTEKSAAEIALLVENVMAELEVVAEEDAELNRQSKPAINKLKKLPLLIDVLSKKQLQQEFLDHGVLTLLRTWLEPLPDGSLPNINIRAAILKILTDYPIDLEQYDRREQLKKSGLGKVIMFLSKSDEETTANRKLAKDLVDKWSRPIFNKSTRFEDMRNFEDERAAQFRRPSMKKPMNKASGMESRDDDLDLAGFSQGQKSGPSSSRQLTSRPEAMSMDFLVRPQSKIDPEEVRARAKAMVQDQRRMKMNKKLQQLKAPKKKKLQATKLSVEGRGMVKYL*

NbL09g08500.1 protein_IWS1_homolog_1 [MW = 58.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MARNYAFYFAVALMVMSVYLAHSPKVRIVAARDVSRTIAELKSKLSDPTLMGGCGGYCRQASDCFDRRCPRCYYDVIKLTYGCR*

NbL09g08360.1 uncharacterized_LOC109238939 [MW − SP = 6.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10604 Polyketide cyclase / dehydrase and lipid transport

Protein sequence:
AHECKQNKISPPLSLSIFFSNFFISNLSLHLMEQSESSTTHVHQQHQEHEEEPNGSSNTTHHLTVPPGLTPEEFDELKSSVTEFHTYRVNSATQCSSLLAQRIHAPPHIVWSVVRRFDKPQIYKHFIKSCSVGENFSIVVGATRYVNVISGLPADTSTERLDILDDEKYVTGFSIIGGEHRLRNYRSVTTVHGFYQQLDGKVSTVVLESYVVDVPEGNTEEDSRLFADTVVKLNLQKLGSVAEAIVRGGKGVVSEN*

NbL09g08340.1 abscisic_acid_receptor_PYR1−like [MW = 28.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01597 Glycine cleavage H−protein

Protein sequence:
MALRMWASSTANALRISRTNLIAPSFSLSRCFSTVLDGLKYASSHEWVKHDGSVATVGITDHAQDHLGEVVFVDLPETGGSVSQGSSFGAVESVKATSDINCPISGEIVEVNTKLTETPGLVNSSPYEDGWMIKVKPSSPSELESLMGSKEYTKFCEEEDSH*

NbL09g08310.1 glycine_cleavage_system_H_protein_mitochondrial−like [MW = 17.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04774 Hyaluronan / mRNA binding family PF09598 Stm1

Protein sequence:
MATLNPFDLLDDDAEDPSFLIAAEQQKQVPPPASVLKKGPVQQSKPAAKLPSKPLRPSEAVREARNNGQRGGGRGGPRGGFGSRGRGRGFNQYPADGENTFGSSNGFSGGYKASEDGESGKHSERRVGYGEPRGEFRGGRRGGFSNGDAADGERPRRAFERRSGTGRGNEFKREGAGRGNWGTPADEFAPEKEEPVNEGEKIVDTEKQAGQADAEDTSKDSPAAEPQEKEPEEKEMTLEEYEKLLEEKRKGLLALMAEERKVNLDKEFESMQLLSNKKSDDEVFIKLGSEKDKRKEAVEKAKKTKSINEFLLPADGESYYRQGGRGRGGRGRGRDGFVGNNSVSAPSIEDVRQFPSLGAK*

NbL09g07990.1 U3_small_nucleolar_RNA−associated_protein_25 [MW = 39.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01088 Ubiquitin carboxyl−terminal hydrolase, family 1

Protein sequence:
MADSDSACSKRWLPLEANPDVMNQFLWGLGVPRDEAECCDVYGLDKELLEMVPKPVLAVLFLYPLTPQSEEERIQENSKTKVQDPSSTVYFMKQTVGNACGTIGLLHAIGNITSQIKLTEESFLDRFFKSTASMDPMQRALFLENDREMEVAHSVAATAGETEASEDVNTHFICFTCADGQLYELDGRRSAPISHGASSPNNLLKDSAKVIQKMIEKNPDSINFNVIAISKRD*

NbL09g07960.1 ubiquitin_carboxyl−terminal_hydrolase_3−like [MW = 25.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00551 Formyl transferase

Protein sequence:
MNLLWRLVSPNFGPQFGKRSLKSVKFPFGSSSNSLVHGIHVFHCPDEVGIVAKLSECIASRGGNILNADVFVPEDKNVFYSRSEFAFDPAKWPRGQMDEDFFKLSKMFNAMKSVVRVPEIDPKYKIAVLASKQDHCLVDLLHRWQNGRLPVDITSVISNHDRGPDAHVIRLLERHGIPYYYLPTTMGTKREVEILKLVHDTDFLVLARYMQVFSAEFLESYGKDIINIHHGLLPSFKGGSPSKQAFEAGVKLIGATSHFVSEGLDAGPIIEQMVERVSHRDNLRSFIQKSEDLEKQCLAKAIKSYCELRVLPYYKDKTVVF*

NbL09g07880.1 formyltetrahydrofolate_deformylase_1_mitochondrial−like [MW = 36.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MAIRIRISLFLCVYALLGSLSYASESEEKEYVVTLDHSNFSDFVGKHKFIVVEFYAPWCGHCKKLAPEYEKAAQILCQNDPPVILAKVDANEEQNKILASEFDIKGFPTIKILRYGGSVVQDFKGPREADGIVSYLKKQSGPASAEIKSADDVIDVNKIIIVGVFPEFSGEKYENFTALAERLRSEYEFAHTLDAKLLPRGDSSVSGPVVRLFKPFDELFVDFQEFDVDTLEKLVEAASIPTVTLFNKDPNNHPFVIKFFNSPNAKAMLFVNFNSDLIDTFKSKYHEVAEQYKGNDISFLIGDVEASQGAFQYFGLKEDQVPLIIIQTNDGEKYLKPNVEPDHIASWVKDFKDGKVKPFKKSEPIPEVNSEPVKVVVADTLQDMVFNSVKNVLLEFYAPWCGHCKQLAPILDEVAVSFESDADVMIAKIDATANDIPQGTFDVQGYPTLYFKTASGKISQYEGDRTKEDIIDFIHKNRDKAADQGSRKEEL*

NbL09g07740.1 protein_disulfide−isomerase−like [MW − SP = 52.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MAQTMLLTANAKVDLRSKESLVERLKPKPLSSFFLPSLSLKYPSASSSSSSSSSHFTSTTVALFKSKAKAPAKKVVPKPKEKVEDGIFGTSGGIGFTKQNELFVGRVAMIGFAASLLGEAITGKGILAQLNLETGIPIYEAEPLLLFFILFNLLGAIGALGDRGKFIDDPTPPTGLDKAVIPPGKGFKSALGLSEGGPLFGFTKANELFVGRLAQLGIAFSIIGEIITGKGALAQLNFETGVPINEIEPLLLFNIVFFFVAAINPGTGKFVTDEEEE*

NbL09g07690.1 photosystem_II_22_kDa_protein_chloroplastic [MW = 29.26 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00205 Thiamine pyrophosphate enzyme, central domain

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

Protein sequence:
MAAASPTPSSSAFYSNPLTSSSPKLLSRTFFPFPQTSFPHKTSCPLTLSNRRFTITNALSVTPNIAPTVETFISRFAPDEPRKGCDVLVEALEREGVTNVFAYPGGNSMEIHQALTRSRTIRNVLPRHEQGGIFAAEGYARATGFPGVCMATSGPGATNLVSGLADALLDSVPIVAITGQVPRKMIGTDAFQETPIVEVTRSITKHNYLVMDVQDIPRTVREAFYLARSGRPGPVLIDIPKDVQQQMVIPNWDQPMKLPGYISRFPDPPNKILLEQIVRLISESKKPVLYVGGGCLQSSEELRRFVELTGIPVASTLMGLGVFPTGDELSLQMLGMHGTVYSNYAVDSSDLLLAFGVRFDDRVTGKLETFASRAKIVHIDIDPAEIGKNKLPHLSICTDIKLALQGLNSILEREIGKLKLNFSPWTKELTEQKLKYPLKYKSFGDAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQYYKYKNSRQWLTSGGLGAMGFGLPAAMGAAVARPNAIVVDIDGDGSFMMNVQELATIRVENLPVKMMILNNQHLGMVVQWEDRFYKANRAHTYLGNPSIEAEIFPDMLKFAEACDIPAGRVTKRTVVRAAIQKMLDTPGPYLLDVITPHHEHVLPMIPSGGAFKDVITEGDGRSSY*

NbL09g07290.1 acetolactate_synthase_1_chloroplastic−like [MW = 71.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00333 Ribosomal protein S5, N−terminal domain PF03719 Ribosomal protein S5, C−terminal domain

Protein sequence:
MAERGGFGRGFGGRGGRGGDRGGRGRGGRRPRRETEEEKWVPVTKLGRLVKDGKIRSLEQIYLHSLPIKEYQIIDTLIGPSLKDEVMKIMPVQKQTRAGQRTRFKAFVVVGDGNGHVGLGVKCSKEVATAIRGAIILAKLSVIPVRRGYWGNKIGKPHTVPCKVTGKCGSVTVRMVPAPRGAGIVAARVPKKVLQFAGIEDVFTSSRGSTKTLGNFVKATFDCLMKTYGFLTPDFWKETRFTKSPFQEYADLLSKPASKVIVYTTEEAAPETVQA*

NbL09g07260.1 40S_ribosomal_protein_S2−3−like [MW = 30.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03514 GRAS domain family

Protein sequence:
MDPRFNPLPHSVNTYEFEDQINLSSFEESLNHPLSYTDNYVAFGAPYNTSSPDVGNFAPSSNVSSEVDSPDDHDSDSLFKYLNQILMEENIEDKPCMFHDPLALKAAEKSLYELLGKSYPPSPYHTSDYVDHQLKSPDSILWNSSEHSTSSSNTGTNSTNPQWVVDPGESRLPVESHPSEYNIQPLVQSNSERFRGSLNNFNNSNAHVDSLVNPNVISNVFTDSESILQFKRGMEEASKFLPNLSQFVIDLDKYTFPPKMEEVSKEAVVKVEKDEKNHSPNGTKGRKHQYPEDSDHEDERSNKQSAIYVEEEVELSEMFDRVLLCTDKGTGCSDVKREMPSEVNKSSDQNGQAHGSNGGKTRAKKQGTKNEAVDIRTLLISCAQSVAADDRRTAYEQLKQIRQHSSPTGDAYQRLASVFADGLEARLAGTGTQQYAALAPKRITAAEKLKAYQVYLSSCPFKKISIFFANKMIFHTASNARTLHLIDFGITYGFQWPILIQLLSQMPGGPPKLRITGIDLSQPGFRPAESLEQTGNRLAKYCERFHVPFEYTAIATQNWENIKIEDLKLASGETVAVNCLFRLKNLLDETVVVDSPRDAVLCLIRKMNPDIFVQAVVNGSYSAPFFVTRFREALFHYSTLFDMFDATLPRDDQQRLHFEQEFYRREAMNVIACEGSERVERPETYKQWQVRNMRAGFKLLPLNQQLMQKLSCKVKGGYHRDFVFDEDGNWMLQGWKGRVLCGSSCWVPA*

NbL09g06990.1 scarecrow−like_protein_14 [MW = 84.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MEHEDSYQLVSEPKYECLLFDVDDTLYPLSSGLSAQCTKNIIDYMVEKLGIDEAKVPEMCVSLYKEYGTTMAGLRVRLSLFELTILTVSFACPYSELCIHSLKAIGYAFDYDDYHSFVHGRLPYELLKTDHVLRNLLHSLPFRKVIFSNANEAHVAKVLSRLGLEDCFDDIICFETVNPTRNSIVALDNINGESARTLVVCKPFEEAYERAFKIANINPQKTLFFDDSVRNLQTAKLMGLHTVWVGASHRTKGIDYALESIHNMKEALPELWEDVKPDVHISEKTAIEVRV*

NbL09g06980.1 uncharacterized_protein_C24B11.05−like [MW = 33.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
SLPPFSPSLNTFHPWCVRTTIILHDPGTSITALMSFQANSVRAVSRQQSSVLVPTFFSIITSTRVSVQPIGMVRNSRLFNSFVASVQPVEASAVMPFDNTLPSKEVLDVWQNSNAVCFDVDSTVCIDEGIDEFAEFCGAGKAVAEWTARAMNGSVPFEDALAARLSLINPSLSQLQDFLKRPPRLSPGIDLLVKKLKDKKKDVYLVSGGFRQMINPVASILGITLENIFANQMLFRSNGEFAGFDKNEPTSRSGGKPTAVQQIKKARGYKSVVMIGDGATDLEARLPGGADLFICYGGVQLREPVAAKADWLVFNFKDLINSLE*

NbL09g06800.1 phosphoserine_phosphatase_chloroplastic [MW = 35.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain PF03952 Enolase, N−terminal domain

Protein sequence:
MSVQEYLDKHMLSRKIEDAVNAAVRAKTPDPVLFISNHMRKSVPSVITKVKARQILDSRGIPTVEVDLHTNKGVFRASVPSGASSGMYEAIELRDRDKGTYLGNGVTRAVKNINEKISVALVGMDPTLQSQIDQVMIDLDKTENKSELGANAILAVSIAACKAGAAEKEVPLYKHIADLSGQTSLLLPIPVFTLVTGGKHAGNNLAIQEIMILPVGSKTFEEALQIGSETYHHLKVVITEKYGAYGCNVGEDGGFAPDISSLRDGLDLVQEAIGRTGYKEKIKIAIGVAATEFCIGTKYDLDLKTPHKSGQNFKSGQDMIDMYKELCADYPIVSIEDPFDKEDWEHVKYFSSLGMCQVVGDDLLMSNPKRIERAIQENACNALLLKVNQIGTVTETIEVVKMAKDAQWGVVMSQRSGETEDSFIADLSVGLATGQIKAGAPCRGERLAKYNQLLRIEQELGDQAFYIGEKWRT*

NbL09g06730.1 cytosolic_enolase_3 [MW = 51.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00705 Proliferating cell nuclear antigen, N−terminal domain PF02747 Proliferating cell nuclear antigen, C−terminal domain

Protein sequence:
PPPPPPPHFQTLTLTSTDLLKTLFSSKMLELRLVQGSLLKKVLESIKDLVNDANFDCSATGFSLQAMDSSHVALVALLLRSEGFEHYRCDRNISMGMNLGNMAKMLKCAGNDDIITLKADDGSDTVTFMFESPTQDKIADFEMKLMDIDSEHLGIPEAEYHAIVRMPSAEFARICKDLSSIGDTVVISVTKEGVKFSTRGDIGTANIVCRQNTTVDKPEEATVIEMNEPVSLTFALRYLNSFTKATPLSNTVTISLSSELPVVIEYKIAEMGYIRFYLAPKIEEDEEETKP*

NbL09g06720.1 proliferating_cell_nuclear_antigen [MW = 32.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MDKAKAYLEPTQGESDRVLSLAFLPHRVGTDCSFYEYYALRGIRVDRVEPGQVLCTFKVPPRLTDREGKLASGAIANLVDEVEGAVVFVEGLPMNVSVDMSISFLSSAKADDELEIIGRVLGQKRGYSGTSVLVKNKATGELIAEGRHSLFGKHASKM*

NbL09g06690.1 acyl−coenzyme_A_thioesterase_13−like [MW = 17.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MDCVYNNPNAPVEERVKDLLSRMTLEEKIGQMTQIERAVANHSVIRDRYIGSVLSGGGSKPFENAESSDWADMIDEFQKGAVETRLGIPIFYGTDAIHGNNNVWGATIFPHNIGLGATRDADLVRRIGVVTALETRACGAQYAFAPCVAVAKDPRWGRFYESYSEDTEVVRKMTSLVTGLQGQPPEGHPNGYPYVAGRNYVMASAKHFVGDGATENGTNEGNTIASHDEMFNIHLAPYIDCIARGVCTVMASYSSWNGDKMHNHRYLLTEVLKDKLGFKGLVITDWEALDRLTDPHGSDYRQSIKSTINAGIDMVMVPFRYELFLEELLSLVKSGEISMARIDDAVERILRVKFVAGLFEHPFTDRSLIELVGCEAHRDVAREAVRKSLVLLKNGKDPTKPFLPLDRNAKKILVAGTHADDLGYQCGGWTATWTGESGRITVGTTLLEALRKVIGNETEIVFEPNPTAETFANQDFSFAIVAIGEGPYCETGGDDPELRIPFNGTEIATFVADRVPTVTILISGRPMVLEPSLLEKVDAFVAAWLPGTEGAGITDVLFGDYPFQGKLPVTWFKTVDQLPMHARGNSDPLFPFGFGLTA*

NbL09g06630.1 beta−glucosidase_BoGH3B−like [MW = 65.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00169 PH domain

Protein sequence:
MESLFRSVTGANPNPSDYEEIDFWSNPQRTGWLTKQGEYIKTWRRRWFILKQGKLLWFKDPSSVTRAAIPRGVVSVAECLTVKGAEDVINKPFAFELSTSRDTMYFIADSEKEKEEWINSIGRSIVQHSRSVTDSEVVDYDSRP*

NbL09g06520.1 pleckstrin_homology_domain−containing_protein_1−like [MW = 16.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MATTRLHPSVLILCMVVIGTVALAQAKSQESLKEVTNKVYFDVDIDGKPAGRIVMGLFGKTVPKTAENFRALCTGEKGVGKSSKPLHYKGSTFHRIIPSFMLQGGDFTLGDGRGGESIYGEKFADENFKIKHTGPGLLSMANAGPDTNGSQFFITTVTTSWLDGRHVVFGKVLSGMDVVYKIEAEGRQSGTPKSKVVIADSGELPL*

NbL09g06430.1 peptidyl−prolyl_cis−trans_isomerase_CYP19−4−like [MW − SP = 19.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01680 SOR/SNZ family

Protein sequence:
MAGSGVVTLYGNGALTETTKQSPFSVKVGLAQMLRGGVIMDVVNAEQARIAEEAGACAVMALERVPADIRAQGGVARMSDPQLIKEIKQAVTIPVMAKARIGHFVEAQILEAIGIDYVDESEVLTLADDENHINKHNFRIPFVCGCRNLGEALRRIREGAAMIRTKGEAGTGNIIEAVRHVRSVMGDIRVLRNMDDDEVFTFAKKLQAPYDLVMQTKQLGRLPVVHFAAGGVATPADAALMMQLGCDGVFVGSGIFKSGDPAKRGRAIVQAVTHYSDPGLLAEISCGLGEAMVGINLDDKVERYANRSE*

NbL09g06410.1 probable_pyridoxal_5'−phosphate_synthase_subunit_PDX1 [MW = 33.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MSDDEREERELDLTSPEVVTKYKSAAEIVNKALQLVLSECKPKATIVDLCEKGDAFIKEQTGNMYKNVKKKIERGVAFPTCISVNSTVCHFSPLSSDETVLEEGDILKIDMGCHIDGFIAVVGHTHVLHEGPVTGRAADVIAAANTAAEVALRLVRPGKKNSDVTEAIQKVAAAYDCKIVEGVLSHQMKQFVIDGNKVVLSVTNPETRVDEAEFEENEVYSIDIVTSTGEGKPKLLNEKQTTIYKRAVDKSYNLKMKASRFIFSEISQKFPIMPFTARDLEEKRARLGLVECVNHELLQPYPVLHEKPGDLVAHIKFTVLLMPNGSDRVTSHALQELKPAKTIENEPEIKAWLALPVKTKKKGGGKKKKGKKGDKTEDSSQAAEPTEG*

NbL09g06350.1 ERBB−3_BINDING_PROTEIN_1 [MW = 42.78 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00270 DEAD/DEAH box helicase

PF00271 Helicase conserved C−terminal domain
PF02889 Sec63 Brl domain

PF18149 N−terminal helicase PWI domain

Protein sequence:
MSNLGGGAEAHARFKQYEYRANSSLVLTTDSRPRDTHEPSGEPESLYGKIDPKTFGDRAYKGRPPELDEKLEKARKKKERQRDPLVSEPPTRKKRRVLVQEESVLTSTEEGVYQPKTKESRAAYEAMLSMIQQQLGGQPLNIVSGAADEILAVLKNDNFKNPDKKKEIEKLLNPISNQVFDQLVSIGRLITDYQGDGDVAAVTGAGDGDEALDDDVGVAVEFEENEEEDDEESDLDVVPDDEEDDDDVLEASGSGAMQMGGGIDDDEMREADEGMTLNVQDMDAYWLQRKISQAYEQQIDPQQSQKLAEEVLKILAEGDDREVETKLLVHLQFDKFSLIKYLLRNRLKVVWGTRLARADEQEKKEIEEEMLGLGPDHAAILGQLHATRATPKERQKILEKSIREEARRLKDETGVDGDGERRTAVVDRDVDNGWLMGQRQLLDLDDLAFHQGGLLMANKKCELPVGSYRNHKKGFEEVHVPALKPKPLAAGEELLKISSIPEWAQPAFSGMTQLNRVQSKVYETALFSPENILLCAPTGAGKTNVAMLTILQQIALNRNEDRSFNHNNYKIVYVAPMKALVAEVVGNLSKRLEHYGVQVKELSGDQTLTRQQIEETQIIVTTPEKWDIITRKSGDRTYTQLVKLLIIDEIHLLHDNRGPVLESIIARTIRQIETTKEHIRLVGLSATLPNYEDVAVFLRVDLDKGLFHFDNSYRPVPLAQQYIGITVKKPLQRFQLMNDVCYEKVISVAGKHQVLIFVHSRKETSKTARAIRDTALANDTLGKFLKEESVAREILQSQTELVKSNDLKDLLPYGFAIHHAGLVRTDRQLVEELFADGHVQVLVSTATLAWGVNLPAHTVIIKGTQIYNPEKGAWTELSPLDVMQMLGRAGRPQYDTYGEGIIITGHSELQYYLSLMNQQLPIESQFISKLADQLNAEIVLGTVLNAKEACKWLLYTYLYVRMVRNPTLYGLAADALKTDYTLEERRADLVHSAATLLDKNNLVKYDRKSGYFQVTDLGRIASYYYITHGTISTYNEHLKPTMGDIELCRLFSLSEEFKYVTVRQDEKMELAKLLDRVPIPVKESLEEPSAKINVLLQAYISRLKLEGLSLSSDMVYITQSAARLMRALFEIVLKRGWAQLAEKALKWCKMISKKMWSVQTPLRQFHGIPNEILMKLEKKDLAWERYYDLSSQELGELIRFQKMGRTLHKFIHQFPKLNLAAHVQPITRSVLRVELTITPDFQWDDKVHGFVEPFWVVVEDNDGEYILHHEYFMLKKQYIDEDHTVNFTVPIYEPLPPQYFIRVVSDRWLGSQTVLPVSFRHLILPEKYPPPTELLDLQPLPVTALRNPAYEAVYQDFKHFNPVQTQVFTVLYNSDDNVLVAAPTGSGKTICAEFAILRNLQKGPDSTIRAVYIAPLEALAKERFSDWKKKFGDYLGMRVVELTGETASDLKLLEKGQLIISTPEKWDALSRRWKQRKHVQQVSLFIVDELHLIGGQGGPILEVIVSRMRYISSQIDNKIRIVALSTSLANAKDLGEWIGATSHGLFNFPPGVRPVPLEIHIQGVDIANFEARMQAMAKPAYTAIVQHARKGKPAIVYVPTRKHARLTAVDLMTYSSMDSEDTPIFLLRSAEELEPFVERINEPMLKETLKYGVGYLHEGLSATDLDIVKTLFETGWIQVCVMNGTMCWGVPLSAHLVVVMGTQYYDGRENAHADYPVTDLLQMMGHASRPLVDNSGKCVILCHAPRKDYYKKFLYEAFPVESHLQHYLHDNLNAEVVVGVIQNKQDAVDYLTWTFMYRRLTQNPNYYNLQGVSHRHLSDHLSELVENTISDLETSKCVAVEDDFLLSPLNLGMIASYYYISYTTIERFSSSVTSKTKLKGLLEILASASEYEQLPIRPGEEELIRRLIKHLRFSFENPKFTDPHIKANALLQAHFSRQVLGGNLASDQQEVLLSSTRLLQAMVDVISSNGWLSLALLAMEVSQMVTQGMWERDSMLLQLPHFTKDLAKKCQENPGKSVETVFDLVELEDDERRELLQMSDLQLMDIARFCNRFPNIDLTYEVLDSDNVSAGDDVTVQVTLERDLEGRTEVGPVFAPKYPKAKEEGWWLVVGDTKSNQLLAIKRVTLQRKSRVKLDFAAPAEAGTRTYTLYFMCDSYLGCDQEYSFTLDVKASVGEDDSGRE*

NbL09g06340.1 U5_small_nuclear_ribonucleoprotein_200_kDa_helicase−like [MW = 247.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00300 Histidine phosphatase superfamily (branch 1)

PF00686 Starch binding domain
PF01591 6−phosphofructo−2−kinase

Protein sequence:
MGTGSSKNPDCSSHGSEDHGGGQLYVSLKMENYKLKGELIPHVYGSVPLIGSWDSSKALPMERESTSMWELSFVVPPNHETLDFKFLLKPKYNHEPYIVEEGPNRVLIAGTLQGDGHSASFKLDNEEIIEYRVFVKADRVSPFDLAASWRAFQENRKPSTVRGIPDVSINSTPTMGAESGSSASLELDLEHYVVPAPTTSAMVYAANLTETPRSLKRTGVFSGTDGTTIPRPSSKDGHTSNDRPATIKEIEVIVPDLSRMPSGSAMAESKSVGTFSSLQKQDSYRGLLVDRGVGSPRLVKSPSITSFTLDLKPDSDAKNMMPAAAGAVAAGAVADQMLGPKEDRHLAIVLVGLPARGKTFTAAKLTRYLRWLGHDTKHFNVGKYRRLKHGSNQSADFFRGDNPEGLEARNEVAALAMEDMTAWMQEGGQVGIFDATNSSRQRRNMLMKMAEGKCKIIFLETICNDRKIIERNIRLKVQQSPDYAEEPDFEAGYRDFKNRLDNYEKVYEPVEEGSYIKMIDMVSGNGGQIQVNNISGYLPGRIVFFLVNTHLTPRPIFLTRHGESLYNVRGRIGGDTAISEAGELYAKKLANFVEKRLKNEKAASIWTSTLQRTILTASPIAGFPKIQWRALDEINAGVCDGMTYEEIKKNMPEEYESRKKDKLRYRYPRGESYLDVIQRLEPVIIELERQRAPVVVVSHQAVLRALYAYFADRPLKEVPHIETPLHTIIEIQMGVTGVQEKRYKLM*

NbL09g06330.1 6−phosphofructo−2−kinase/fructose−26−bisphosphatase−like [MW = 83.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00956 Nucleosome assembly protein (NAP)

Protein sequence:
MGADKGKKQKVDEEYTNIIDEKLIFSIEKLQEIQDELEKINEKASDEVLEVEQKYNEIRKPVYDKRNDVISSISDFWLTAFLSHPVLGSLLTEEDQKIFKFVSSIEVEDSKDVKSGHSITFNFKPNPYFENSKLSKTYTFLEDGPTKITATTIKWKEGMAIPNGVADKNKGNKRSHAEESFFTWFSEVNQKGDVDDDENEILDIQDDEVAEIIKDDLWPNPLNYFDHDPDEEDIEGDEVQQHSCFIIAKLS*

NbL09g06280.1 NAP1−related_protein_2−like [MW = 28.94 kDa]
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Peptide counts over 4 repeats

1 111 221 331 441 550

Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MYRVAAYKQLKNRVSWISSFNSTRSNHTLPFATVKAEDISGSQPAEVHNLVQGKWTGSSSWNTILDPLNGQPFIKVAEVDESELQPFVESLSKCPKHGLHNPFKAPERYLMLGDVSTKAAHMLGLPEVSDFFAKLIQRVSPKSYQQAHGEVFVTQKFLENFCGDQVRFLARSFAVPGNHLGQQSHGFRWPYGPVAVIAPFNFPLEIPVLQMMGALYMGNKPVLKVDSKVCVVMEQFLRLLHDCGLPVDNVDFINSDGKTMNKLLVEGKPRMTLFTGSSRVAEKLADDLSGRVKLEDAGFDWKILGPDVHEVDYVAWVCDQDAYACSGQKCSAQSILFMHENWGRSSLLDKMTELAARRKLDDLTIGPVLTVTTEVMLDHAKKLLQIPGSRLLFGGEALQNHSIPAIYGAIKPTAIFIPLEEILKEQHYHLVTKEIFGPFQVVTEYKDNQLPLVLDALEKMHAHLTAAVVSNDILFLQEVIGNSVNGTTYAGLRARTTGAPQNHWFGPAGDPRGAGIGTPEAIKLVWSCHREVIYDVGPVPLGWRTPAST*

NbL09g06210.1 delta−1−pyrroline−5−carboxylate_dehydrogenase_12A1_mitochondrial [MW = 60.84 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00690 Cation transporter/ATPase, N−terminus
PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MGEKPEVLDAVLKETVDLENIPIEEVFENLRCTKEGLSGPAAQERLAIFGYNKLEEKKESKFLKFLGFMWNPLSWVMEAAAVMAIALANGGGKPPDWQDFVGIITLLVINSTISFIEENNAGNAAAALMARLAPKAKVLRDGKWDEQDASILVPGDIVSIKLGDIIPADARLLEGDPLKIDQSALTGESLPVTKGPGDGVYSGSTCKQGEIEAVVIATGVHTFFGKAAHLVDSTNQVGHFQKVLTAIGNFCICSIAVGMIIEIIVMYPIQHRKYRPGIDNLLVLLIGGIPIAMPTVLSVTMAIGSHRLAQQGAITKRMTAIEEMAGMDVLCSDKTGTLTLNKLTVDKNLVEVFAKGVDADTVVLMAARASRTENQDAIDTAIVGMLSDPKEARAGIREIHFLPFNPTDKRTALTYLDGEGKMHRVSKGAPEQILNLAHNKSDIERRVHAVIDKFAERGLRSLGVAYQEVPEGRKESTGGPWQFIGLLPLFDPPRHDSAETIRRALNLGVNVKMITGDQLAIGKETGRRLGMGTNMYPSSALLGQTKDESIASLPIDELIEKADGFAGVFPEHKYEIVKRLQARKHICGMTGDGVNDAPALKKADIGIAVDDATDAARSASDIVLTEPGLSVIISAVLTSRAIFQRMKNYTIY

NbL09g06120.1 plasma_membrane_ATPase_2 [MW = 70.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01294 Ribosomal protein L13e

Protein sequence:
MKHNNVIPNGHFKKHWQNYVKTWFNQPARKTRRRIARQKKAVKIFPRPTAGTLRPIVHGQTLKYNMKVRSGRGFSLEELKAAGIPKKLAPTIGIAVDHRRRNRSLEGLQTNVQRLKTYKAKLVVFPRRARKVKAGDSAPEELATATQVHGDYMPIAREKPSVDLVKVTEEMKSFNAYGKLRVERTNERHIGARMKRAAEAEKEEKK*

NbL09g05810.1 60S_ribosomal_protein_L13−1 [MW = 23.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MSGIIGRTMASRKISALSQFLMGSKVFASRTYSSSAKEMTVRDALNSALDEEMSADAKVFVMGEEVGEYQGAYKITKGLLDKYGPERVLDTPITEAGFAGIGVGAAYHGLKPIIEFMTFNFSMQAIDHIINSAAKSNYMSAGQISVPIVFRGPNGAAAGVGAQHSQCYAAWFGSCPGLKVLAPYSSEDARGLLKAAIRDPDPVVFLENELLYGESFPVSAEALDSSFCLPIGKAKIEREGKDVTITAFSKMVGYALQAAEILAKEGISAEVINLRSIRPLDRPAINTSVRKTNRLVTVEEGFPQHGVGAEICASVVEESFEYLDAPVERITGADVPMPYASNLERMAVPQVEDIVRAAKRACYRSST*

NbL09g05580.1 pyruvate_dehydrogenase_E1_component_subunit_beta−1_mitochondrial−like [MW = 39.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01015 Ribosomal S3Ae family

Protein sequence:
MAVGKNKRISKGKKGGKKKATDPYAKKDWYDIKAPSVFDIKNVGKTLVTRTQGTKIASEGLKHRVFEVSLADLQKDEDQSFRKIRLRAEDVQGKNVLTNFWGMDFTTDKLRSLVKKWQTLIEAHVDVKTTDSYTLRMFCIAFTKKRPNQQKRTCYAQSSQIRQIRRKMVEIMRNQASSCDLKELVAKFIPESIGREIEKATSSIFPLQNVYIRKVKILKAPKFDIGKLMEVHGDYSEDVGVKLDRPADENVAEAEPEIPGA*

NbL09g05530.1 40S_ribosomal_protein_S3a [MW = 29.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00831 Ribosomal L29 protein

Protein sequence:
MMSLSIASSSGATFTPKINLSKSSFHGIRIAQASLARAPSASTIRTTHSCSSLVVKMAKREEELKEIRTKTTEELQEEIVDLKGELFMLRLQRSARNEFKSSEFLRMRKRIARMLTVKRDRELEEGINKRISRKLDRKWKKSIVPRPPPSLKKLQEEEAAAEAKESS*

NbL09g05510.1 50S_ribosomal_protein_L29_chloroplastic−like [MW = 19.06 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02170 PAZ domain

PF02171 Piwi domain
PF08699 Argonaute linker 1 domain

PF12764 Glycine−rich region of argonaut
PF16486 N−terminal domain of argonaute

PF16487 Mid domain of argonaute
PF16488 Argonaute linker 2 domain

Protein sequence:
MVRKKRTDVPGGAESFESHETGWGRGGAQRPSQQQQHQHQQGGGRGWAPQHGGHGGRGGGGAPRGGMAPQQSYGGPSEYYQQGRGTQQYQRGGGQPQRRGGMGGHGAPSGGPPRPPVPELHQATQTQHQPVPYGRPSETYSEAGSSSQPPEPTTQQVTQQFQQLVVQPEAAATQAIQPASSKSMRFPLRPGKGSTGIRCIVKANHFFAELPDKDLHQYDVSITPEVASRGVNRAVMEQLVKLYRESHLGKRLPAYDGRKSLYTAGPLPFVQKDFKITLIDDDDGPGGARREREFKVVIKLAARADLHHLGMFLQGRQADAPQEALQVLDIVLRELPTSRYCPVGRSFYSPHLGRRQPLGEGLESWRGFYQSIRPTQMGLSLNIDMSSTAFIEPLPIIDFVSQLLNRDISSRPLSDADRVKIKKALRGVKVEVTHRGNMRRKYRISGLTSQATRELTFPVDERGTMKAVVEYFRETYGFVIRHTQLPCLQVGNTQRPNYLPMEVCKIVEGQRYSKRLNERQITALLKVTCQRPQERERDILQTVHHNAYADDPYAKEFGIKISEKLAQVEARVLPAPWLKYHDTGREKDCLPQVGQWNMMNKKMVNGGTVNNWICVNFSRNVQDTVARGFCSELAQMCMISGMNFNPNPVLPPVSARPDQVERVLKTRFHDAMTKLQPNGRELDLLIVILPDNNGSLYGDLKRICETELGIVSQCCLTKHVFKMSKQYLANVSLKINVKVGGRNTVLVDALSRRIPLVSDRPTIIFGADVTHPHPGEDSSPSIAAVVASQDWPEITKYAGLVSAQAHRQELIQDLYKTWQDPVRGPVTGGMIKELLISFRRATGQKPQRIIFYRDGVSEGQFYQVLLFELDAIRKACASLEPNYQPPVTFVVVQKRHHTRLFANNHHDRNAVDRSGNILPGTVVDSKICHPTEFDFYLCSHAGIQGTSRPAHYHVLWDENNFTADALQSLTNNLCYTYARCTRSVSIVPPAYYAHLAAFRARFYMEPETSDNGSVTSAAASNRGGLGAMGRSTRAPGAGAAVRPLPALKENVKRVMFYC*

NbL09g05430.1 protein_argonaute_1−like [MW = 117.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
REVVLANDGNDLQIFPFDIPCYLPWPFPFPRPYPCPPPRPRPCPPPPPPPCPPPPSPPPPAPSSSCSASDEAKIYKCMFNETKIDPCCPTFKSILGTSCPCYKYAENLDNQVLITIEAYCDVYSPCKGLQAIKLSKEEEYK*

NbL09g05410.1 pEARLI1−like_lipid_transfer_protein_1 [MW = 15.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MDLDQWITKVKEGQHLAEDELQLLCEYVKDILIEESNVQPVNSPVTVCGDIHGQFHDLMKLFHTGGHVPETNYIFMGDFVDRGYNSLEVFTILLLLKARYPANITLLRGNHESRQLTQVYGFYDECQRKYGNANAWRYCTDVFDYLTLSAIIDGTVLCVHGGLSPDVRTIDQIRVIERNCEIPHEGPFCDLMWSDPEDIETWAVSPRGAGWLFGSRVTTEFNHINKLDLVCRAHQLVQEGLKYMFQDKGLVTVWSAPNYCYRCGNVASILSFNENMEREVKFFTETEENNQMRGPRTGVPYFL*

NbL09g05350.1 phytochrome−associated_serine/threonine−protein_phosphatase_3−like [MW = 34.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00318 Ribosomal protein S2

Protein sequence:
MAAEGRTLSTKEADIQMMLAAEVHLGTKNCDFQMERYVFKRRNDGIYIINLGKTWEKLQMAARVIVAIENPKDIIVQSARPYGQRAVLKFAQYTGAYAIAGRHTPGTFTNQLQTSYSEPRLLILTDPRTDHQPIKEAALGNIPTIAFCDTDSPMRYVDIGIPANNKGKHSIGVLFWILARMVLQMRGSINQGHKWEVMVDLFFYREPEEAKEQEEEEAPAIDYADYSAGAALGGDWSSSQIPEAQWTGDAAPSGPVVASGWSGEGVAEGGWDTAAAPVPVPVPDAAPTAGATGWE*

NbL09g05330.1 40S_ribosomal_protein_SA−like [MW = 32.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MAKVKIGINGFGRIGRLVARVALQRDDVELVAVNDPFISVEYMTYMFKYDSVHGQWKNHELKVKDDKTLLFGEKPVAVFGIRNPEEIPWAEAGAEYIVESTGVFTDKDKAAAHLKGGAKKVIISAPSKDAPMFVVGVNEKEYKPDLNVVSNASCTTNCLAPLAKVIHDRFGIVEGLMTTVHSMTATQKTVDGPSAKDWRGGRAASFNIIPSSTGAAKAVGKVLPSLNGKLTGMAFRVPTVDVSVVDLTVRLEKEATYDEIKAAIKEESEGKLKGILGYNEDDVVSTDFIGDNRSSIFDAKAGIALSKNFVKLVSWYDNEMGYSTRVVDLIKHMASVQ*

NbL09g05250.1 glyceraldehyde−3−phosphate_dehydrogenase_cytosolic [MW = 36.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MASLAFNSVATTSKFHSSFAAVGSSSIRRQLTHLRLPSSPLQPSPPLQCRWSSSSSFASSGVRAQVATTEQAGVEAAAKIETPVVIVTGASRGIGKAIALSLGKAGCKVLVNYARSSKEAEEVSKEIEACGGQALTFGGDVSKEEDVESMMKTAVDRWGTVDILINNAGITRDTLLMRMKKSQWQEVIELNLTGVFLCTQAAAKIMMKKKKGRIINISSVVGLVGNAGQANYSAAKAGVIGLTKSVAKEYASRNITVNAVAPGFIASDMTAKLSEDIEKKILQSVPLGRYGQPEEVAGLVEFLALNPAASYITGQVLTIDGGMVM*

NbL09g05240.1 3−oxoacyl−[acyl−carrier−protein]_reductase_4−like [MW = 34.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00237 Ribosomal protein L22p/L17e

Protein sequence:
MVKYSREPENPTKSCKARGSDLRVHFKNTRETAHALRKMSLDKAKRYLEDVIAHKQAIPFTRFCRGVGRTAQVKHRHSNGQGRWPVKSAGFILDLLKNAESNAEVKGLDVDSLYITHIQVNQAQKQRRRTYRAHGRINPYMSNPCHIELTLSEKEESVRKEPETQLAPRKTKASS*

NbL09g05220.1 60S_ribosomal_protein_L17−2−like [MW = 20.09 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 106 211 316 421 526

Protein length

Gel Slice

3.8 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 106 211 316 421 526

Pfam domains

Pfam Description
SP Sequon TM Domain PF04695 Pex14 N−terminal domain

Protein sequence:
MASQSDEINNQNPATASQPTVEDHQDSKPEATNGSSPTSVFVNSEPIREDQVQNAMKFLSHPKVRGSPVMYRRSFLERKGLTKEEIDEAFRRVPDPTPTVTSTQPVAANEDGKLKPSSTSPPQAALQNMPPASATPSNSMVKMAYLSHFHWTHAVIALGLLAASGAGTAVLFKKSIIPRLKSWIRKVVMDEEDEKDIVKGKPSLAEEAAVAAKAAAAAAADVTRANQEILASKSEEKRYFEELTSLLNYQVREMKSMTSAIEKLEGQSNTSGRIPITELDDRRISVTQSRQSYLNGKVDGDARSVRSLSLPASVEQSVAPHPKSYMEIMAMVQRGEKPSNIQDINDQPPNPNKPVSDPRVVPKPKPWEVGQIQSNSTNLLQFQGSGDGLNYSYQDSLTNGDSSAAWWQRRNARITEIESEGEQNFGSPAAPVQERPIQRSWVPPQPPPVAMAEAAAAIRQPRKPVLQNEQVTDDQLMARSSEITDELQRVTRFSESGDAPEANGSSSALHISETPIGEGDQILSS*

NbL09g05160.1 peroxisomal_membrane_protein_PEX14−like [MW = 57.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MRPQIVLFGDSITEQSFRLDGWGAALADTYVRKVDILNRGYGGYNTKWGLFLLHHLFPLDAPTPLVAATIFFGANDAALLGRTSERQHVPLEEYKENLRRIIEHLKKCSPSILVVLITPPPVDEAGRFEQARSMYGDKAMELPERTNEVTGEYAKQCVELARELGLPSINLWSKMQETEGWQKKFLCDGLHLTAEGNAIVHQEVVKAFNEAGFSAQKMPYDVPHHSEIDGQHPEKAFQLQCPAV*

NbL09g05110.1 GDSL_esterase/lipase_At5g62930 [MW = 27.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSILRAPKNSWQPVMTANTTIPSYWLNWRFLLCSIWVLASMVFAAILVFKYEGPKNGSSEEIEKESPGLLYQDEVWRPCLKTIHPVWLLAFRVFAFIILLLLLILNVIVDGGDIFYYYTQWTFTVITIYFALGSILSMYGCYHHHNKVGIDGTNNERLDAEYGSQGLAESSISSDAVKHIGEIAEQPYHRKTADFWGYVFQIIFQMNAGAVMLTDCVFWFILVPYLTIKGYKLNFWIINMHSVNVIFLLSDTALNCLRFPWFRIGYFFIWTTGYVIFQWAVHACISIWWPYPFLDLSSALAPLWYLLVAFMHIPCYGIFVLVMKLKHHLFSKWFPQSYQCAR*

NbL09g05050.1 uncharacterized_LOC104247359 [MW = 39.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00828 Ribosomal proteins 50S−L15, 50S−L18e, 60S−L27A

Protein sequence:
IKSHKTLTSPFSQCPSSLSPIPTPFRSLEKMTTRFKKNRKKRGHVSAGHGRVGKHRKHPGGRGNAGGMHHHRILFDKYHPGYFGKVGMRYFHKLRNKFHCPTVNIDKLWSLLPQEVKDKAKANNGAAPLIDVTQFGYFKVLGKGVLPTGQPVVVKAKLVSKNAEKKIKEAGGAVVLTA*

NbL09g04950.1 60S_ribosomal_protein_L27a−3−like [MW = 19.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
MEFYQKLATCSHLSLLCFILLHSIQGRYFDQEYGKQVLSSAIQDKDWLVSIRRIIHEYPELRFQEYNTSALIRTELDKLGIYYQYPFAKTGLVAQIGTGSPPVVALRADMDALPLQELVEWKHKSKVAGKMHGCGHDAHTTMLLGAAKLLNERKDKLNGTVRLVFQPAEEGGAGAYHMIKEGALGDAEAIFGMHVDFKRPTGSIGTSPGPILAAVSFFEAKIEGKGGHAAEPHATVDPILAASFAIVALQQLISREVDPLHSQVLSVTYVRGGSASNVIPPYVEFGGTLRSLTTEGLLQLQKRVKEVIEGQAAVHRCKAYIGMKEEDFPAYPACINDERLHQHVGRVGKLLLGSENIKEAEKVMAGEDFAFYQELTPGVMFQIGIRNEKVGSTHAPHSPHFFLDEDVLPIGVALHTAIAEMYLNDYQHPIAV*

NbL09g04760.1 IAA−amino_acid_hydrolase_ILR1−like_5 [MW − SP = 44.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAEAYWRYTSGVQQAAALPPQLVAKRPRAEYDVPSGPEFPGYYGRDDERGMPHVIRDTDPIEASYERYLRSGQLSSHVASESARSINSGISGHPIEDPRVMGIGGPDPLALKSRNVGMVGGRPEISLPPDASSTLFVEGLPADCTRREVSHIFRPFVGYKEVRLVPKGSRHLGGDPLILCFVDFVTPLRAAAAMDALQGYKFDEHDRDSVSLRMQYARNPGARSGGGNRGKR*

NbL09g04620.1 RNA−binding_protein_2−like [MW = 25.38 kDa]
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1 175 349 523 697 871

Pfam domains

Pfam Description
SP Sequon TM Domain PF03810 Importin−beta N−terminal domain PF13513 HEAT−like repeat

Protein sequence:
MAMEVTQLLLNAQSVDSTARKHAEETLKQFQEQNLPGFLLSLSGELASEDKPVDSRKLAGLILKNALDAKEQHRKYELVQRWLSLDVTVKTQIKTCLLQTLSSPASDARSTASQVIAKVAGIELPQKQWPELIGSLLANQQLPAHVRQATLETLGYLCEEVSPDVLEQDQVNNILTAVVQGMNAEEGNNDVRLAATRALYNALGFSQANFNNDTERDFIMRVVCQATLSPEVKIRQAAFECLVSISSTYYEKLAPYIQDIFSITAKAVKEDEEPVALQAIEFWSSICDEEIDILEDYGGEFTADSDVPCYNFIKQALPALVPMLLETLLKQEEDQDQDEGAWNLAMAGGTCLGLVSRTVGDDIVPLVMPFVEENITKPDWRQREAATYAFGSILEGPSPDKLIPIVNVALSFMLTALTKDPNSHVKDTTAWTLGRIFEFLHGSTVEIPIITPANCQQIITVLLQSMKDAPNVAEKTCGALYFLSQGYGDVGASSPLTPFFQEIVQSLLTVTHRKDAGESRLRTAAYEALNEVVRCSTDETAPMVLQLVPVIMMELHQCLEAQKLSSDEREKQSELQGLLCGCLQVIIQKLGASEPTKYVFLQYADQIMSLFFKVFACRSATVHEEAMLAIGALAYATGADFAKYMPEFYKYLEMGLQNFEEYQVCAVTIGVVGDVCRALEDRILPYCDGIMTQLLKDLSSNQLHRSVKPPIFSCFGDIALAIGENFEKYLMYSMPMLQSAAELSAHTSGADDEMIEYTNLLRNGILEAYSAIFQGFKNSPKTQLLIPYAPHILQFLDSIYMEKDMDDVVMKTAIGVLGDLADTLGSNAGSLIQQSVSSKDFLNECLSSDDHLIKESAEWAQMAISRAISV*

NbL09g04550.1 importin_subunit_beta−1−like [MW = 96.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
PFPGFPAPVGNTLLTNKRSAESIVVFNSEIETLPFAFLKTLLFLALTLLPLFFNFSIVRYYQIDKMHAPVLVLQDSMKREQGGKVQRANIQAAKAVADIIRTTLGPRSMLKMLLDAAGGIVVTNDGNAILRELDLAHPAAKSMIELSRTQDEEVGDGTTSVIVLAGEMLHVAEAFIDKKYHPTVICRAYGKALEDAIAVLDKIAMTIDVKDRATMLGLVKSCIGTKFTSQFGDLIADLAIDATTIVGVEVGQGLREVDIKKYIKVEKVPGGQLEDSTVLKGVMMNKDVVAPGKMRRKIVNPRIILLDSPLEYKKGENQTNAELLREEDWNVLLKMEEEYIENMCAQILKFKPDVVITEKGLSDLACHYLSKAGVSAIRRLRKTDNNRIAKACGAVIVNRPDELQESDVGTGAGLFEVKKIGDEFFTFIVDCKDPKACTVLLRGASKDLLNEVERNLQDAMSVARNIIKNPKLVPGGGATELTVSAMLKQKSSSIEGIEKWPYGAAAIAFEAIPRTLAQNCGVNVIRTMTALQGKHANGENAWIGIDGNTGEIADMKEQKIWDSYTVKAQAFKTAIEAACLLLRIDDIVSGIKKKQAPGASQGPSKPKVEGEDDADNDQLIPE*

NbL09g04290.1 T−complex_protein_1_subunit_gamma−like [MW = 67.82 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 325 649 973 1297 1620

Protein length

Gel Slice

3.1 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 325 649 973 1297 1620

Pfam domains

Pfam Description
SP Sequon TM Domain PF00397 WW domain PF02383 SacI homology domain

Protein sequence:
MDSSAGHPRDTSVVVVTLESSEVYIVVSLSSRTDTQVIYVDPTTGNLRYNEKTGYDVFSSQSEALDHVTNGSKWLCKSITYARAVLGYTALGSFGLLLVATKLSASIPNLPGGGCVYTVTESQWIKILLQNPQPLGKSELKNVQEVTELDIDGKHYFCESRDITRPFPSRMPLQNPDDEFVWNKWFSVPFKKIGLPEHCVILLQGFAESRSFGSLGQQEGVVALTARRSRLHPGTRYLARGLNSCYSTGNEVECEQLVWIPKRAGQSVPFNTYIWRRGTIPIWWGAELKLTAAEAEIYVASGDPYKGSAQYYQRLTKRYDARNLDVAASGNQRKIAFVPIICVNLLRNGEGKSESILVQHFEESLNYIRSIGKLPYTRVHLINYDWHASVKLKGEQQTIEGLWYLLKAPTNAIGITEGDYLPSRQRLKDCKGEVIYSDDIDGAFCLRSHQNGVIRFNCADSLDRTNAASFFGALQVFVEQCRRLGISLDSDLAYGYQSYNNNGGYTAPLPPGWEKRTDAVTGKTYFIDHNTRTTTWNHPCPDKPWKRFDMTFEEFKRSTILSPVSQLADLFLVAGDTHATLYTGSKAMHSQILSIFNEDAGKFKQFSAAQNMKITLQRRYKNAVVDSSRQKQLEIFLGLRLFKHFPSIPIQPLHVASRPTGCFLKPILNMYPISDGGASLLSFKRKAMTWVSPQATDVVELFIYLGEPCHVCQLLLTVAHGSDDSTFPSTVDVRIGRYLDGLKLVLEGASVPQCANGTNILIPLSGPISEEDMAITGARARRHAQDTSTLPLLYDFEELEGEVDFLTRVVALTFYPAADGGGPITLGEIEILGVPLPWRFILKHEGSVTRFAEQAEAHHDINNPFLTETEHNPFASALATDAQENSSADLWVDLLTGESRISDSNRQSATETVFHGGDDLLDFLDDAIVQQPKEVNSFSKSTSKGPTDNNTQHYLNCFKLLVGPQMERKLSYMAAMKLEIERFRVNLSAAERDRALLSIGVDPANIDPNLLLDDSRIGGLCRIANILALLGHASLEDKITASSGLEFADDSAIDFWNIAGVGEICMGGTCQVHAENGPVLHTLSVSTTAQASFVCSECERKVCKVCCAGKGALLLAMVNSREAASYNGVNSQGGAIYANSVDLSSNHSMILDGVICKACCHDVVLDALILDYIRVLVGQRRKARADTAAQKAVDHVIRFTSRNNCQLTPTAYMELFNGEESLAEFPFASFLHPVETAAGSAPFMSLLAPLNSGAQDSFWRAPHSSASVEFVIVLGDLSDVCGVVLLVSPCGYSMTDAPVVQIWASNKIHKEERSCMGKWDMRSLITSSSELCGQERSSEVPRHVKFSFRNPVRCRIIWITLRLQKIGSSSVNFEKDLSLLSLEENPFAEPVRRASFGGTVESDPCLHAKRILVVGSPMRKDVGASTQGSDQINTRNLLDKPPPLNRFKVPIEVERLTDNDLVLEQFLPPVSPMVAGFRLDGFSAIKPRVTHSPPPQQVNPWDVSSCLLEDRFISPAVLYIQVSAFQEPHSMVTIAEHRLPEVKAGTAMYFDFPREISTRRISFRLLGDIAAFTDDPSEQDDSDARVRTVAAGLSLANRIKLYYYADPYELGKWASLSAI*

NbL09g04030.1 probable_phosphoinositide_phosphatase_SAC9 [MW = 179.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MGKYELLMVILSMDIIVSGGRFDGGGYGFVDGLRMEYYVMSCPFAEGIVKNTVNRHLQADPTLAAALVRMHFHDCFLQGCDASVLIDSTKGGNTAEKDSPANLSLRGYEIIDEAKEELENQCPGVVSCADILAMAARDAVFFAGGPVYDIPKGRKDGRRSRIEDTINLPSPALNSSELIRIFAQHGFSAQEMVALSGAHTLGVARCSSFKHRLSNFDSTHDVDPTLDAQFAKTLSKTCGGGDKSEQAFDTTKNDFDNNYFTALQRRSGVLFSDQTLYNSPRTRGIVNGYAFNQAMFFLDFQQAMVKMGLLDVKEGLDGEVRSNCRIIN*

NbL09g04010.1 peroxidase_47−like [MW − SP = 33.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13202 EF hand PF13499 EF−hand domain pair

Protein sequence:
MTYLEERSTASLYRGASRREKPRGRNQGLTQQKRQEIREAFELFDTDNSGTIDAKELNVAMRALGFEATEEEINRMIAEVDKDGSGAIDFDEFVHMMTAKFGERDTKEELKKAFDVIDQDKNGKISFADIQRIADELGERFTDREIQEMIEAADQDRRVCSLISTSLWMLLNLTITHSSAPLCSLP*

NbL09g04000.1 probable_calcium−binding_protein_CML20 [MW = 21.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF16884 N−terminal domain of oxidoreductase

Protein sequence:
MAEEVSNKQVILKNYVTGYPNESDMEIKNSTIKLKVPEGSNAVVVKNLYLSCDPYMRILMRKMEGSFVESFTPGSPIMGHGVAKVLESGDPKFEKGDLVWGMTGWEEYSIITPTQTLFKIHDKDVPLSYYTGILGMPGMTAYAGFHEVCSPKKGETVFVSAASGAVGQLVGQFAKMLGCYVVGSAGSKEKVDLLKSKFGFDEAFNYKEEQDLNAALKRCFPDGIDVYFENVGGKMLDAVLLNMKLHGRIAACGMISQYNLEQNEGVHNLFCLITKRIRMEGLVVSDYYHLYPKYLEMVIPQIKAGKVVYVEDVADGLEIAPSALVGLFSGRNIGKQVVIVSRE*

NbL09g03970.1 2−alkenal_reductase_(NADP(+)−dependent) [MW = 37.83 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF08264 Anticodon−binding domain of tRNA ligase
PF10458 Valyl tRNA synthetase tRNA binding arm

Protein sequence:
MALRTSSSFLSSTSSSCSFLCFRFNPPLFSTQRRSNVSLSRSRRFFAMSAAAAERDSIFTSPEVAKSFDFSNEERIYKWWESQGYFKPNIDKGGDPFIVPMPPPNVTGSLHMGHAMFVTLEDIMIRYNRMKGRPTLWLPGTDHAGIATQLVVERMLAAEGVKRADLGRDEFTKRVWEWKQKYGGTITNQIKRLGASCDWTRERFTLDEQLSRAVVEAFIRLHEKGLIYQGSYMVNWSPNLQTAVSDLEVEYSEEPGTLYYIKYRVAGGSNSDYLTIATTRPETLFGDTAVAVNPQDERYAKFIGKQAIVPLTFGRHVPILSDKYVDKDFGTGVLKISPGHDHNDYLLARKLGLPILNVMNKDGTLNEVAGLYAGLDRFEARKKLWSDLEETGLAVKKEAHTSRVPRSQRGGEIIEPLVSKQWFVSMEPLAERALEAVSKGELTIMPERFEKIYNHWLSNIKDWCISRQLWWGHRIPVWYASGKDCEEEYIVARSHREALSKAQEKYGKNVEIYQDPDVLDTWFSSSLWPFSTLGWPDESAEDFKRFYPTSVLETGHDILFFWVARMVMMGIEFTGTVPFSNVYLHGLIRDSQGRKMSKTLGNVIDPLDTIAEYGTDALRFTLALGTAGQDLNLSMERLTSNKAFTNKLWNAGKFILRNLPHLDDTVAWEALLAHKFDKVESVVKLPLPECWVVSKLHVLVDEVTASYEKLFFGDVGREIYDFFWADFADWYIEVSKARLYHSGDHSVSSVSQAALLYIFGTILKLLHPFMPFVTEELWQALPSRQEALIVSAWPPTSLPRDIDSIKKFENLQALTRAIRNVRAEYAVEPAKLISASVVANPDVIQYISGEREVLALLSRLDLGNVNFAEAPPGDANQSVHVVASEGLEAYLPLSDMVDISAEVQRLSKRLDKMQAEYDGLMARLSSSSFVEKAPEDIVRGVREKAAEAEEKLTLTKNRLNFLKSKVLIAN*

NbL09g03860.1 valine−−tRNA_ligase_chloroplastic/mitochondrial_2 [MW = 109.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF06472 ABC transporter transmembrane region 2

Protein sequence:
MVTQAKLVVEPHFSCGITVSTLESSLKFGHRSSLRFHSFTRRRLSLAAAAATTPPAPTNQDEQRKPPDLQTLAGRFWKIAVPYWSSDDKVQARLQLAAVFALTLGTTGISVGFNFLGRDFYNALANKDQEQFTKQLLYYLAAFAGGIPIFVLRDYAREKLALRWRSWMTSYYMERYLKNKTFYKIQSQSTIDNPDQRIVDDLSSFTGTALSFSLTLFNAAIDLISFSNILYGIYPPLFIVLLAYSLGGTAISVFLGRGLVGLNFLQEKKEADFRYGLVRVRENAESIAFYGGEENEMQLLLSRFKSAFENLNQLLISSRNLEFFTNGYRYLIQILPAAVVAPMYFSGKIEFGVVNQSASAFNHILSDFSLIVYQFQAISAFSAVIDRLGEFDDVLDSSNRKKGDHDLKEEIQLNFCLISCSNGLQSNGSMPLSSRVKLLDVEQLTVQTPSKATLIKDLSFEIYEKDHLLITGPSGSGKTSLLRAVAGLWNFGSGAITIYVRPRGELDMPRSPDVISGQVTSTNEIIWDSTGRRNSEGVIFLPQKPYMVLGTLRQQLLYPTWTEDSDNVVDDAKQSGDVGCVNERPNQPTSDDLIRVLNDVSLRHLLSRFDGLDSTYEWSSVLSLGEQQRLAFARLLLAKPTLALLDESTSALDEANEARLYQLIEAAGITYISIGHRSTLYKYHKKVLHISTANTASNQCNWSFKNVGEDSIYDFSKQ*

NbL09g03640.1 ABC_transporter_D_family_member_2_chloroplastic [MW = 80.38 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 56 111 166 221 275

Protein length

Gel Slice

4.2 5.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 56 111 166 221 275

Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MQLQMASTTATVVIFLAVLFPHCSCETQNTQISKIKPSAAKSESPAPEAAAPQVSFTSVMSAHGCKIFADILLASPAEKTYEDNVQGGLTIFCPTDDAMKDFAPKFKNLTAGGKQSVLEYHGVPVYQSLSSLRTSNGLMNTLATDGANNYDFVVQNDGQDVTLRTKIDTAKITGTVIDKEPLAIFSIDKVLEPKELFKGAPTPAPAPAPIAESPKPALKKHKSPPAPASPADSPSDGPTDDVADSKADKNGAFRYNAGALVVPVLCIWFGHLLL*

NbL09g03290.1 fasciclin−like_arabinogalactan_protein_1 [MW − SP = 26.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01379 Porphobilinogen deaminase, dipyromethane cofactor binding domain PF03900 Porphobilinogen deaminase, C−terminal domain

Protein sequence:
MEKIAICTHLCPSLQLFNSNLSSDVGFSLPCLTSVFPNQRRKILVTRASIAVEQETQTKLALIRIGTRGSPLALAQAYETREKLIASDPGLAEEGAIEIVIIKTTGDKILSQPLADIGGKGLFTKEIDEALINGEIDIAVHSMKDVPTYLPDKTILPCNLPREDVRDVFISLTAASLAQLPSGSTVGTASLRRKSQILHRYPSLNVLENFRGNVQTRLRKLNEGVVQATLLALAGLKRLDMTENVTSILPIEDMLPAVAQGAIGIACRSDDETMANYIALLNHEETRLAVACERAFLKTLDGSCRTPIAGYACRGEDGDCIFKGLVASPDGTRVLETSRKGPYSFEDMTVMGEDAGKELLSRAGPGFFGTK*

NbL09g03050.1 porphobilinogen_deaminase_chloroplastic−like [MW = 40.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00162 Phosphoglycerate kinase

Protein sequence:
MAVKKSVGSLKEADLKGRRVFVRVDLNVPLDDSFNITDDTRIRAAVPTIKYLMQHGSHVILASHLGRPKGVTPKYSLKPLVPRLSELLGLEVKMADDCIGPEVEKLVVEIPEGGVLLLENVRFYKEEEKNEPEFAKKLASLADLYVNDAFGTAHRAHASTEGVAKYLKPAVAGFLMQKELDYLVGAVSNPQKPFAAIVGGSKVSSKIGVIESLLEKVNVLLLGGGMIFTFYKAQGYSVGSSLVEEDKLDLATSLIEKAKAKGVSLLLPADVVIADKFAADANSKIVPASEIPDGWMGLDIGPDAIKSFGEALDATKTIIWNGPMGVFEFEKFAAGTEAIAKKLAELSGKGVTTIIGGGDSVAAVEKVGLADKMSHISTGGGASLELLEGKQLPGVLALDDA*

NbL09g03010.1 phosphoglycerate_kinase_cytosolic−like [MW = 42.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MATFTLPSLFILLSLLSVAHSGSIGINYGRIANNLPSPAQVVQLLKTQGVNRVKLYDTDSNVLTALSGSNISVTVALPNEQLSDAAQKQSFTDSWVQSNILTYYPKTQIESIAVGNEVFVDPKNTTKFLVPAMKNMYSSLVKYGVAESIKVSSPVALSALGNSYPSSAGSFKPDLVEPVIKPMLSFLKQTGSYLMVNIYPFFAYAANTDTISLDYALFKDNKGVTDPNNGLVYKSLFEAQIDAVYAAMKAVGFGDVAMSVSETGWPSKGDENEAGAGADNAAAYNGNLVRRVLTGSGTPLKPNEPLDVFLFALFNENQKPGPTSERNYGLFYPNEQKVYDIALTKEGLENGPTMNNGSKSTVVTAPEPAEAPVSSGGDVEVSKVGNTWCVANEKAAREKLQAALDYACGKGGADCRPIQQGATCYNPDTLEAHASYAFNSYYQKNTRGVGTCDFNGAAYVVTQHPSEYSICFCFNNCKHTIQ*

NbL09g02980.1 glucan_endo−13−beta−glucosidase_12−like [MW − SP = 49.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain) PF00364 Biotin−requiring enzyme

Protein sequence:
MLGVLRRKASASCLGKNLHVIRPAASTSRIPSAASEKIILIPKQCGHARNFSDRVLPGCSTNLRPERGAVANHHSSLTLQICSRPFCSNSDDLVDAVVPFMGESISDGTLAKFLKNPGDRVEVDEPIAQIETDKVTIDVTSPEAGVIQKFVAKEGDTVEPGYKVAIISKSGEGVESVDHVAPSEKPSEKEAPRPPSAIEEKKEEEMKPKVETTPVKEKSKDTSPPPPKRSATEPQLPPKERERRVPMTRLRKRVAIRLKDSQNTFALLTTFNEVDMTNLMKLRSDYKDAFVEKHGVKLGLMSGFVKAAVSALQNQPIVNAVIDGDDIIYRDYVDISIAVGTPKGLVVPVLRNAEKMNFAEIEKTINGLAKKATNGTISIDEMAGGSFTISNGGVYGSLLSTPIINPPQSAILGMHSIVNRPMVVGGNVVSRPMMYIALTYDHRLIDGREAVYFLRRIKDVVEDPRRLLLDV*

NbL09g02930.1
dihydrolipoyllysine−residue_succinyltransferase_component_of_2−oxoglutarate_dehydrogenase_complex_1_mitochondrial−like
[MW = 51.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
SFFFPLSRHVSTGRRKKKERSPSSLRNSSTMSYAYLFKYIIIGDTGVGKSCLLLQFTDKRFQPVHDLTIGVEFGARMITIDNKPIKLQIWDTAGQESFRSITRSYYRGAAGALLVYDITRRETFNHLASWLEDARQHANANMTIMLIGNKCDLAHRRAVSTEEGEQFAKENGLIFMEASAKTAQNVEEAFIRTASTIYKKIQDGVFDVSNESYGIKVGYGGIPGPSGGRDGVASQGGGCCS*

NbL09g02790.1 ras−related_protein_RABB1c [MW = 26.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00889 Elongation factor TS

Protein sequence:
MVYRGVKWPIEIIYKSLNSSICCGRGYSTLTHRRNSVAESRGYLYKHADGPRTYAMSIRRYSAEISSIEQINLIKRLRERTSAPIKEVKAALITSNWDIEAAQKDLRKRGIVLASKKSSRTAVEGLLALAQNEKKAAVIELNCETDFVARNEIFQYLALSLAKLALLLEGSQQTSAAIPLGLEHLEHLNMNLDHPKLSGEKSVQNAITEVAAMMGENVKLRRGFAMSTPSIGVISTYLHTSPQPGVGRIAGILSLEVEDQNVPQDALQRVGSEIAMHVVAAKPLFLTKEDVSSDALSNEREILKSQAESLGRPQIAIEKMVEGRMRKYFEEVALMEQKFVVNDTINVKTLISNLSKEVGSPVKIGSFLRMEVGEGLQRLEASNENEPLANAA*

NbL09g02750.1 elongation_factor_Ts_mitochondrial [MW = 43.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily

Protein sequence:
MMLSFRCFRYSTSSPSSYNFSIFLPKPHSFLPFTFSLKMGSYTTSSLAQSTSSKLLFRQLFEKESSTFTYLLADTLHPEKPALLIDPVDKTADRDLALVKELGLKLVYAINTHVHADHVTGTGMIKTKVPDVKSIISKASNAKADLFVEPGDKIYFGDIFLEVRATPGHTLGCVTYVTGDGPNQPQPRIAFTGDALLIRGCGRTDFQGGSSDKLYDSVHSQIFTLSKDTLVYPAHDYKGFTVSTVGEEMLYNPRLSKDKEQFLQETFNNIMQNLNLSYPKMMDVAVPSNMLCGLQET*

NbL09g02650.1 persulfide_dioxygenase_ETHE1_homolog_mitochondrial−like [MW = 33.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MASMAATASSTTVVTATPFLGQTKNANPLRDVVPMGSAKFTMGNDLWYGPDRVKYLGPFSAQTPSYLTGEFPGDYGWDTAGLSADPEAFAKNRALEVIHGRWAMLGALGCITPEVLEKWVKVDFKEPVWFKAGAQIFSEGGLDYLGNPNLVHAQSILAVLGFQVVLMGLVEGFRINGLPGVGEGNNLYPGGQYFDPLGLADDPTTFAELKVKEIKNGRLAMFSMFGFFVQAIVTGKGPLENLLDHLDNPVANNAWVYATKFVPGA*

NbL09g02630.1 a−b_binding_protein_13_chloroplastic [MW = 28.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
RIGIGQGAPKTSSNNYQELNSLSMAYPLSCSINSHRTGSSGCYLAPSFQNNAFFRTHLVLPLCPLRITTPARQIYARLTAPKNNASLELTKRPTTPSILLTHLESTMKQFQSLMAVMLIFVEIASPIPFYGWQVWPISPAEAVLYSPETNIPRTGELALRRAIPANPNMKTIQDSLEDISYLLRIPQRKPFGTMEGNVKKALKIATDEKASILASIPAELRDEGSVLYASLIEGKGGLQNLLQYIKDKDPDKVSVGLASTLDTVAQLELLQAPGLSFLLPQQYLKYPRLTGRGIVEFTVEKVDGSTFYPEAAGVAKSTAKIQVVLDGYSAPLTAGNFAKLVIDGAYDGMKLTSANQAILSDSELGKATGYSVPLEIKPSGQFEPLYRTTLSVQDGELPVLPLSVYGAVAMAHSDVSEELSSPSQFFFYLYDKRNSGLGGLSFEEGQFSVFGYTTIGRDVLPQIKTGDIIRSAKLVEGQDRLVLPPQEN*

NbL09g02580.1 peptidyl−prolyl_cis−trans_isomerase_CYP37_chloroplastic [MW = 53.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MVMALQRHFSVLLLLLACLIGFSHSYQFTVGGKDGWVPNPSQSFNEWSQHMRFQVGDTALFKYKQGSDSVLEVNKDDYDKCNTQSPIKKKEDGNSIFTLDHPGPFYFISGNKDNCNKGQKVQIVVISPRGKTPTTPATPTTPAPSAGSATPPSPSGGSATPPTPSGGSTAPPAAGSPQGSSTPSTPSPAGAPPSPSAGSTTPPPTTSAPSTTTPAGAPTKGSTAPGTSSPNGAPVVSPPAGKSPTSSPTPAGSTVSPATNAPAPATTSMSPTGSPAPAGGASDLSPSPSSSSLSPGSSALSPGGMAPAGGPTSSMAPGTMAPGAGAGSTPADINSPAGAPSNPNSFAVKAFTPSVVLLSTVSLILTMAFGEFIISP*

NbL09g02350.1 early_nodulin−like_protein_2 [MW − SP = 34.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08240 Alcohol dehydrogenase GroES−like domain PF13602 Zinc−binding dehydrogenase

Protein sequence:
MRFLSRRIGTVTANGDGGISMLGLGRSGIATSCRAVLCPRFGGPEVLEFHQNVAVPDLKPNQVLVRARAVSINPLDTRMRAGYGRSIFEPLLPLILGRDISGEVAAVGNSVKSLTVGQEVFGALHPTAVRGTYTDYAILAEDELAPKPGSLSHVEASAIPFAALTAWRALKSTARIREGHRVLVIGGGGAVGFSAIQLAVAAGCHVSSTCGESISISRILAAGAEQAVDYTTEDCEIALKGHFDAVLDTIGVPETERIGINLLKRGGHYMTLQGEAASLTDRYGLAFGLPLATAILLKKQIQYRYSHGIEYWWNYMRADAEGLHEIRRLSEAGKLRIPVDKTFPLSQAREAHEAKDRRQIPGKVVLEID*

NbL09g02270.1 reticulon−4−interacting_protein_1_mitochondrial [MW = 39.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MDLLKKRKLDDNGVFTDVPVTGRLTIEDARKILESVTPEQMLEILQTAVVRHADVLDQVRVIADRDTTQRKLFIRGLGWETNTEKLKAIFGNYGELEEAVVINDKATGKSKGYGFVTFKHVDGALLALKEPSKKIDGRMAVTQLASAGIQGGPGGGSTNNPVDVSARKIYVANVPYDMQAERILQHFCMYGEIEEGPLGFDKATGKSKGYALFVYKTAEAAKASLVDPVKNIDGHQLNCKLAIDGKKGGKPGGGAQVQTDGHVYQVGPGQYGGPSGITGYGGFPGHSTFGGPGVHGLNSAYGSGNGIGVGGPGGGSSYGGSQPGGSVSGGAYGGPYGGGGGSHYGGPGSAGYGALASTATGGGGGYVSPGALGAGGYGSTGALGGGGLSGVGGALGGAGRGSSMYGLPPSSTGLASGDYPPQGPHYSQQNQVPGVSPAPRVAPGGMYQGMHSYY*

NbL09g02210.1 UBP1−associated_protein_2C−like [MW = 45.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MLRSIARRTSTTGAYLTRRGFASESAPDRKVAILGAAGGIGQPLSLLMKLNPLVSQLSLYDIAGTPGVAADVSHINTRSQVSGFAGDEQLGQALEGADVVIIPAGVPRKPGMTRDDLFNINAGIVKSLCTAIAKYCPHALVNMISNPVNSTVPIAAEVFKKAGTYDEKRLFGVTTLDVVRAKTFYAGKAKVNVADVIVPVVGGHAGITILPLFSQATPKANLGDEEIEALTKRTQDGGTEVVEAKAGKGSATLSMAYAGAIFADACLKGLNGVPDVVECSFVQSTVTDLPFFASKVRLGKNGVEEVLGLGPLSDFEKQGLEALKPELKSSIEKGIKFANDN*

NbL09g02180.1 malate_dehydrogenase_2_mitochondrial [MW = 35.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04209 homogentisate 1,2−dioxygenase

Protein sequence:
MECKDSSITSHCSNKFPSDLEYQSGFGNHFSSEAIVGALPQGQNSPLICPFGLYAEQISGTSFTSPRKLNQRSWLYRIKPSVTHEPFRPRLPRHEKLVSEFDQSNSSATPTQLRWKPVEIPETPKDFIDGLYTICGAGSSYLRHGFAIHMYTANKSMENCAFCNADGDFLIVPQQGRLWITTECGRLQVSPGEIVILPQGFRFSVDLPNGPSRGYVAEIFGTHLQLPDLGPIGANGLAAPRDFLVPVAWYEDGSRPGYTIVQKYGGELFTAKQDFSPFNVVAWHGNYVPYKYDLSKFCPYNTVLIDHSDPSINTVLTAATDKPGVALLDFVIFPPRWLVAEHTFRPPYYHRNCMSEFMGLIYGGYEAKADGFHPGGASLHSCMTPHGPDTKTYEATIALGNEAGPHKIGDTMAFMFESCLIPRVCPWALESPFMDHDYYQCWIGLKSHFSGLSMKDDNRDFQNGKPVER*

NbL09g02100.1 homogentisate_12−dioxygenase−like [MW = 52.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAGGYRAEDDYDYLFKLVLIGDSGVGKSNLLSRFSRNEFNLESKSTIGVEFATRSIRVDDKIVKAQIWDTAGQERYRAITSAYYRGAVGALVVYDITRHVTFENVERWLKELRDHTDQNIVIMLVGNKADLRHLRAVSTEDAKAFAERESTFFMETSALESLNVENAFTEVLTEIYKVVCRKALEVGDDPAALPKGQTINVGKDDVSAVKKVGCCSV*

NbL09g02080.1 ras−related_protein_Rab11B [MW = 24.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATRYLTRSLLTAFTRSYTSISPPSPLSSFSLLRLRPLITVAANLKNASPPPRAFAVRGFATRQTSSSLNDPNPNWSNRPPKETILLDGCDFEHWLVVMEKPEGDPTRDEIIDSYIKTLATVVGSEEEARMKIYSVSTRHYYAFGALVSEELSYKLKEVPRVRWVLPDSYLDVRNKDYGGEPFINGQAVPYDPKYHEEWVRNNARANERNRRNDRPRNFDRSRNFERRRDMQTNQNSQNPGSNMPPGGPPNMRNPPPPNMVGMQQPNMGGPPNMGGMHQQPNMGGPPNMGGMHQQGMGGPPNMGGMHQQGMGGPPNPGGMHQPGMGGPPNPGGMHQPGMGRPPHVGGMQQPNMPPNTGGVPPPNMGGGPPHNYGGVPNNAPNFQYNSGSNSGGTPYPTGPRPNQSYSPNPSDGNPYQNQNLPGRDMPPPNY*

NbL09g02050.1 multiple_organellar_RNA_editing_factor_8_chloroplastic/mitochondrial [MW = 47.2 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 194 387 580 773 967

Protein length

Gel Slice

3.5 7.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 50 10
0

15
0

20
0

25
0

Peptide counts over 4 repeats

1 194 387 580 773 967

Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MASRNLEKLASIDAQLRQLVPGKVSEDDKLIEYDALLLDRFLDILQDLHGEDLKETVQDCYELSAEYEGKHDPKKLEELGNVLTSLDPGDSIVIAKAFSHMLNLANLAEEVQIAYRRRQKLKKTGDFVDESNATTESDIEETFKKLVGDLKKSPQEVFDALKNQTVDLVLTAHPTQSVRRSLLQKHGRIRNCLAQLYAKDITPDDKQELDEALQREIQAAFRTDEIRRTPPTPQDEMRAGMSYFHETIWKGVPKFLRRVDTALKNIGIDERVPYNAPLIQFSSWMGGDRDGNPRVTPEVTRDVCLLARMMAANLYYSQIEDLMFELSMWRCNDELRVRSDEVLHSSSRRDAKHYIEFWKQVPPNEPYRVILGDVRDKLYQTRERARQLLAHGYSEIPEEATYTNIEQFLEPLELCYRSLCACGDRSIADGSLLDFLRQVSTFGLSLVRLDIRQESDRHTDVLDAITQHLEIGSYREWSEERKQEWLLSELSGKRPLFGPDLPKTEEIADVLDTFHVIAELPADCFGAYIISMATAPSDVLAVELLQRECRVKQPLRVVPLFEKLADLDAAPAAVARLFSVEWYRNRINGKQEVMIGYSDSGKDAGRLSAAWQLYKAQEELVKVAKEYGVKLTMFHGRGGTVGRGGGPTHLAILSQPPDTIHGNLRVTVQGEVIEQCFGEEHLCFRTLQRFTAATLEHGMHPPVSPKPEWRALMDEIAVVATEKYRSIVFKEPRFVEYFRLATPELEYGRMNIGSRPSKRKPSGGIESLRAIPWIFAWTQTRFHLPVWLGFGAAFKYAINKDIKNLRMLQEMYNAWPFFRVTIDLVEMVFAKGNPSIAALYDKLLVSEDLWSFGEQLRSNYEETKSLLLQIAGHKDLLEGDPYLRQRLRLRDSYITTLNVCQAYTLKRIRDPNYSVTPRPHLSKEYMESKPAAELVKLNPTSEYAPGLEDTLILTMKGIAAGMQNTG*

NbL09g02010.1 phosphoenolpyruvate_carboxylase [MW = 110.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01381 Helix−turn−helix PF08523 Multiprotein bridging factor 1

Protein sequence:
MAGISQDWEPVVIRKKAPTAAARKDEKAVNAARRAGAEIETVRKATAGSNKAASSSTTLNTRKLDEDTENLSHQKVPTELKKAIMQARQDKKLTQSQLAQLINEKPQIIQEYESGKAIPNQQIISKLERALGAKLRGKK*

NbL09g01990.1 multiprotein−bridging_factor_1b−like [MW = 15.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00572 Ribosomal protein L13

Protein sequence:
MAMATHCSSSSLMFTSTSPKSFSSSPKKTPFLGFSMAALSKPSFQLSPLAKTNRTAQIRCQEKGYIPLDQRWMFEESEIDGPDIWNETWYPKAADHVNTDKPWYIVDATDLILGRMASTIAIHMRGKNLATYTPSVDMGAFVIVVNAEKVAVSGKKRTQKLYRRHSGRPGGMKVETFDQLQQRIPERIIEHAVRGMLPKGRLGRQLFTHLKVYKGPDHPHEAQKPIELPIRDKRIQKQR*

NbL09g01900.1 50S_ribosomal_protein_L13_chloroplastic [MW = 27.12 kDa]
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Peptide counts over 4 repeats

1 178 355 532 709 885

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00097 Zinc finger, C3HC4 type (RING finger)

PF00176 SNF2 family N−terminal domain
PF00271 Helicase conserved C−terminal domain

PF08797 HIRAN domain

Protein sequence:
MVEGQDPVEVFMRLERWPLSPLEVEAEEENESQSSGEMYMVGFVIANVVGLQYYSGRISGREIVGLQREPLNQYDPNAIKVLNTRSVQVGHIERSASRVLAPLLDAHVITIDGIVPKVARPGNRYKLPCQVHIFARLEAFGIVKSAITNGGLYLIGESDPSFTLSEAEVVKEKRSTPEGRDIDEIFKLLDEKISKKEELKALEPPKNIIKSELLLHQKEGLQWLVQRENSEELPPFWEEKEGSYVNVLTNYSTDKRPEPIRGGIFADDMGLGKTLTLLSLIALDKRGAFISSLIKSDHQNAERDDGLDEEEDQNTASISKRNKRGRVSRKTDNSRKKQKTERVNTLKVKEKSACSPDRRSGNSSSGTTLVVCPPAVLSAWISQIEEHTKPGSLKSYIYYGERTGDANELAKYDIVLTTYSILASEDTWIDSPIKKIEWWRVILDEAHVIKNVNAQQSRAVNNLKAKRKWVVTGTPIQNNSFDLYSLMAFLRFEPLSIKAYWNSLIQRPLAQGDEKGVSRLQVLMSTMSLRRTKEKALIGLPSKSIETFFVELSGEEREIYDQMESEAKRIVKQYISSDSSMKNYWTVLSVIVRLRQICIDLALCPSDLRSLLPSNKIGDVHSNPQLLDKMLSVLQDDEGIDCPICIFPPTDSVITCCGHIFCKSCILKTIKRAKPCCPLCRHPLSESDLFFCLPEASNVANSGSSSTASSKVKALLKLLCASRDESSNRKSIVFSQFRKMLLLLEEPLKAAGFKILRLDGSMNARKRGQVIKEFEIPAPEGPTILLASLKASGTGINLTAASRVYLLEPWWNPAVEEQAMDRVHRIGQKEDVKIVRVIARSTIEERILELQEKKKLLARKAFGKKGSKDQRDISLDDLRTLMHL*

NbL09g01710.1
putative_SWI/SNF−related_matrix−associated_actin−dependent_regulator_of_chromatin_subfamily_A_member_3−like_1 [MW =
99.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02531 PsaD

Protein sequence:
MAMATQASLFTPALSAPKSSSPWKQSLASFSPKQLKSTVSTHRPIRAMAEEAAAATKEAEAPVGFTPPQLDPNTPSPIFGGSTGGLLRKAQVEEFYVITWESPKEQIFEMPTGGAAIMREGANLLKLARKEQCLALGTRLRSKYKINYRFYRVFPNGEVQYLHPKDGVYPEKVNAGRQGVGQNFRSIGKNKSPIEVKFTGKQVYDL*

NbL09g01660.1 photosystem_I_reaction_center_subunit_II_chloroplastic [MW = 22.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09353 Domain of unknown function (DUF1995)

Protein sequence:
MAVTTALHTLPSSCTLPRSHPSHPFISFSFSHFPIRPLLHSPISSVFPRFKGGIQCVKKEADPKLGVSVYKPKSYQVLVSDAANSLAFALNDGKTRLEIDFPPLPTSISSYKGSSDEFSDANIQLVLAVVQKLQEKKETRACVVFPDKPEKRRASELFKAALDSIDGITIGSLDDIPGGAVTSFFRSVRNTLDFDFDDDNEGRWKSDKPPTLYIFINCSTRDLAYIEKYVEKIATSTPSLLFNLELDTLRADLGIFGFPPKELHYQFLSQFTPVFYIRTREYSKTVAVAPYIVNYSGALFRQYPGPWQVMLKQTDGSFVCVAESATRFTLGETKEELLRVLGLQEEKGSSLEFLRRGYKTATWWEEDVDLEASSAWRS*

NbL09g01630.1 protein_LOW_PSII_ACCUMULATION_3_chloroplastic [MW = 42.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01928 CYTH domain

Protein sequence:
MSNALRFLKNLSFPSLNRSPNSAISTAPISKPVTSMEVEVKLRLPNAVSHQRVSSILSPYHLKTHAQENIFFDGANSELSSKLAVLRLRFYDLDAQCIVSLKAKPVISNGISRIEEDEEPIDPSIGRACVSDPWRLLLIDSSRVIQRVKDEYGFGEKQGLVCLGGFRNVRAVYEWKGLQLALDETHYEFGMNFEIECESSDPERAKDLLEELLKSHGIEYSYSTVSKFAIFRSGKLPQ*

NbL09g01500.1 triphosphate_tunnel_metalloenzyme_3−like [MW = 26.78 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12807 Translation initiation factor eIF3 subunit 135

PF13424 Tetratricopeptide repeat
PF15044 Mitochondrial function, CLU−N−term

Protein sequence:
MAPRSGRGKGNKAKTDKKKKEEKVIPSILDISVVTPYETEVVLKGISTDKILDVRKLLAANVETCHFTNYSLSHEVKGPKLNDRIDIATLKPCLLRMDEEDYTEESQAVDHVRRLLDIVACSTRFAKAKAGKVTTPSAASSGTESRAKKHKVQRNASSRPASPSDGVAPSSPSASVAQEENEMVAIHPIPKLSDFYEFFSLSNLSPPILSLKRVDCNDAKTRRDGDYFELQIKICNGKTLQVVAAAKGFYTLGKPLMRSHCLVDLLQQLSQAFANAYESLMKAFTEHNKFGNLPYGFRANTWLVPPSVVDSASNFIPLPVEDENWGGNGGGQGRNGEHDHRSWATDFAVLANLPCKTEEERVVRDRKAFLLHNLFLDVSIFKAVSAIYKVMDSISRGTSNCALGSVLSEYCIGDLSITVKRDFGDASLKEAKVISSRDFNESAEDVAQRNLVKGLTADESVVVHDTSSFGMVSVRHCGYTAIVKVVGDIKVDKSLPQDIKIDDQPDGGANALNINSLRLLLNKPMTAGFSGGGQLPQSDLDDHANSMSFIHKIIKDGLSKLKGMDDKSKGSIRWELGSCWVQHLQKQETPSEDTVGNDDKAEPTVKGLGRQFKMLKKRETRPSNVSSMDDNEADDVTASTLNAESGSTELSNGKPKCETEWRRFVSQEAYLRLKESGMDLHLKSVDELVEMARKYYDEVAIPKLVTDFASLELSPVDGRTLTDFMHLRGLQMRSLGRVVELAEKLPHIQSLCIHEMVTRAFKHVLRAVIASINNVANLSAAIASSLNFLFGSSTTEDSDENHILKMQWLREFLFERFSWRLKDEFQQLRKLSVLRGLCHKVGLELIPKDYDMESPYPFSKTDVISVVPLCKHVGCSSADGRTLLESSKVALDKGKLEDAVMYGTKALAKLIAVCGPYHRATASAYSLLAVVLYHTGDFNQATIYQQKALDINERELGLDHPDTMKSYGDLSVFYYRLQHIELALKYVNRALFLLHFTCGLSHPNTAATYINVAMMEEGMGNVHIALRYLHEALKCNQRLLGVDHIQTAASYHAIAIALSLMEAYSLSVQHEQTTLQILQAKLGAEDLRTQDASAWLEYFESKALEQQEAARTGAPRLDATIASKGHLSVPDLLDYISPGQGSKTMEAQRKRRSKVLPVDDQSQKGQYDGRSNNSLDHDVTENPVTVVEVNKKEDDSERVATQELEGGNSTRNEESVEIYEETSSDEGWQEANSKTRTGHGSGKMFNRRQPGLAEINTSLEYFFPRDSSSRKEVASQGQKMASKIGLGEFSPVKQLKAASFSSSEKSTKLSAKMTVAEVSRTSNITVPSPPASIATMASKSLSYKEVAASPPGTVLKPLLEKVEELNEDKTDSQICVSPTETSEEDGKQSVTIEATPASDRDRQGIHEDEGQISGSESDKSSLEPEGVSRSSNEEKSLRSNGSKLSAAAEPFNPGAYHLTNMLISAAVTNVYDVRANQGMLTEPVGFPSIAERVPCGPRSSLYHRTSHSHMKNGYVKYQSPVAEISSYDYPRIMNPHAPEFVPSKAWPTSAATEDSRVAVDADSLTGLNNSVTIVSAEEKLDKKATVDVRNARSAKSRLHAEREELARQIQNSFIVKSKQNTSDGPSEFPVSTKKSEFLVTAAKASANDSAIKLHCGSEGKKELLREANKYSGAKTVDVNKNKHEDGDGFLPVMKRRRNRRQFAQGINGLYSQQSICA*

NbL09g01470.1 clustered_mitochondria_protein_homolog [MW = 189.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
KKLVVFVGFKLPPLITMTLSLLSPCPSALCFLGSTFSSSAEFTGHFRRLWTSRSRTGPALPVLTRASSEKDDDKPGFNPFGFVTDNPSSRSAIQMPESPAEDGNVGQMLYRIEDKGREYGSYVKSGKFRWFVRETGSPESRRGTVIFLHGAPTQSYSYRVVMSQMADTGFHCFAPGWIGFGFSDKPQPGYGFDYTEKEFHEEFEKLLEVLGVTSPFFLVVQGFLVGSYGLTWTLKNPSKISKLAILNTPLTVSSPIPGLFQQLRIPFFGEFTCQNAVMAERFIEAGSAYVLKLEKADVYRLPYLASSGPGFALLETARKLLQ*

NbL09g01460.1 haloalkane_dehalogenase−like [MW = 35.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
MASPMEKESHNVINDEIVSVELPAPPSWKKLFIPKQGSTPKRNEVVFIAPTGEEFKNRKQLEQYLKSHPGNPAISEFDWSTGETPRRSTRISEKAKAMRPQSLLESPKKRRRTSSGAKKDSKEAETARVDQESSETKEMESAKEENENLEKKDGGAEAEMDDKGKKEVEAADEEAEGMKGAELHLEEKPQMDDKGKKEVEAANEEAEGMKGGELHPEEKPESEPEKVDSADDGKQDKSENAKIEDKQVSGEKLESQSDKESPAADVNENKPEVVTAEGINKGVGGSSKDVEHAGNGESNNGENGSREEEKEMIGTDLVIGNNKINQPGPAHSQQHQSPAPISC*

NbL09g01410.1 methyl−CpG−binding_domain−containing_protein_11−like [MW = 37.56 kDa]
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Peptide counts over 4 repeats

1 163 325 487 809

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00168 C2 domain

PF00614 Phospholipase D Active site motif
PF12357 Phospholipase D C terminal

Protein sequence:
MAQILLHGTLHVTIYEVDNLQKEGGGHFFSKIKEHVEETIGLGKGTPEIYATVDLEKARVGRTRKIKNEPKNPRWYESFHIYCAHMASNVIFTVKDDNPIGATLIGRAYVPVEELLEGEEIDKWVEILDREMNPIAEGSKIHVKLQFFDVSRDPNWARGIRSSKYPGVPYTFFAQRTGCRVSLYQDAHVPDNFIPKIPLSGGKYYEPHRCWEDIFDAITNAKHLIYITGWSVYTEITLVRDSRRQKPGGDITLGELLKKKASEGVKVLMLVWDDRTSVGLLKKDGLMATHDQETEQFFQGTEVNCVLCPRNPDDGGSIVQSLQIGTMFTHHQKIVVVDSELPSGESEKRRILSFVGGIDLCDGRYDTPFHSLFRTLDTAHHDDFHQPNFPGGAITKGGPREPWHDIHSRLEGPIAWDVLFNFEQRWRKQGGKDVLVNFRELDDIIIPPSPVMYLDDSETWNVQLFRSIDEGAAFGFPETPEDAAKAGLVSGKDNIIDRSIQDAYIHAIRRAKNFIYIENQYFLGSSYDWQSDDIKKEEIGALHVIPKELALKIVSKIEAGERFTVYVVVPMWPEGIPESASVQAILDWQRRTMEMMYKHIVQALNAKGIEEDPRNYLTFFCIGNREVKKSGEYEPSETPEPDSDYMRAQEARRFMIYVHSKMMIVDDEYIIIGSANINQRSMDGARDSEIAMGAYQPHHLATREPARGQIHGFRMALWYEHLGMLDETFLHPESEECVTKVNRMADKYWDLYSSESLERDLPGHLLRYPIGVASEGDVTELPGTEHFPDTKARVLGTKSDYLPPILTT*

NbL09g01370.1 phospholipase_D_alpha_1 [MW = 92.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04628 Sedlin, N−terminal conserved region

Protein sequence:
MASTACFMIVSRNDIPIYEAEVGTAPKKEDAAHQHQFILHAALDIVQDLAWTTSAMFLKSIDRFNDLVVSVYVTAGHTRLMLLHDSRNDDGIKSFFQEVHELYIKVLLNPLYLPGSRITSSHFDTKVRALARKYL*

NbL09g01350.1 trafficking_protein_particle_complex_subunit_2−like [MW = 15.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01398 JAB1/Mov34/MPN/PAD−1 ubiquitin protease PF18110 BRCC36 C−terminal helical domain

Protein sequence:
MSLTSVKMTEEVWLTCLSHALSTETEEIMGLLLGDTQHSKNGSVTALIWAALPQPRCDRRKDRVETNPEQLTAASAKAERMTLATGRTTRVIGWYHSHPHITVLPSHVDVRTQAMYQLLDAGFIGLIFSCFSEDAQKVGRIQVIAFQSLDGKQQSHMLRPISLSPVHKSSVIDLESSLSSADTSRAGSKIESLEQDTGDSRAAALASKGGARSTDLGNFFANVDNRVGENLQANSLSNAILDVDPMDMSDSMQEAMHRSNLEMSGAEYVRKEIPLLVLPSSSLLNLDAPLNSFTDLQRVLFEEERTAYNQAVVTNMREGKAHPLTFIHHTSTYQASMCKLMEYCLSPAISALQDHLRENEIRLKMLSEEAKVLETEITKGEPITSSPRRSSTSLGQRDLYSPTELSMKSVSGSGSRSRKAS*

NbL09g01330.1 uncharacterized_LOC107826806 [MW = 46.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSTVVKDVHSNGNAPNLKPFKIFIGYDPSEDVAYEVCKYSLLKRSSIPIEIIPIKQSELREKGLYWRERGKLESTEFSFSRFLTPHLANYEGWAMFVDCDFLYLGDIKELRDMVDDKYAVMCVHHDYAPKETTKMDGAVQTVYPRKNWSSMVLYNCGHPKNKVLTPEIVNTESGAFLHRFMWLEDNEIGEVPFVWNFLVGHNKVVEGDPNTFPKSIHYTLGGPWFEAWKDCQFGDLWIKELEEYKKSIDKKAD*

NbL09g01190.1 protein_CDI−like [MW = 29.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MASLVAVQHKQPSFAVLPSSHSDFNGAKLISSLQFKRKPCQPKGALHVTASSAKKILIMGGTRFIGVFLSRLLVKEGHQVTLFTRGKAPISQQLPGESDQDYADFSSKLLHLKGDRMDFDFVKTSLSAEGFDVVYDINGREAVEVEPILDALPNLEQYIYCSSAGVYLKTDYLPHFEADAVDPKSRHKGKLETESLLESRDVNWTSVRPVYIYGPLNYNPVEEWFFHRLKAGRPIPIPNSGLQITQLGHVKDLATAFIKVLGNEKASKQVFNISGEKYVTFDGLAKACAKAGGFPEPEIVHYNPKEFDFGKKKAFPFRDQHFFASVEKAKAVLGWKPEFDLVEGLTDSYNLDFGRGTFRKEADFSTDDLILGKN*

NbL09g01110.1 chloroplast_stem−loop_binding_protein_of_41_kDa_b_chloroplastic [MW = 41.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05419 GUN4−like

Protein sequence:
MATNSFKSIHHHHTIIRRRHSIDCPFSSSSFFLKPIIKHPSSTSYSNHNLITFSLSPTSPATTPITPTTPFDILEQYLSAQDFRQADEETRRLLIVLAGEAAVKRGYVFFSEVQFIQESDLKEIDSLWKKYSDNKFGYSVQKKIWNKVNRDFTSFFIKVGWMKKLESSEVEQYNYRAFPNEFIWELNEETPEGHLPLTNALRGTQLLSSIFTHPAFVEQGEEEKDEEKQASFSGEDKSSVNKGGLLGGLRSKLFGKPDYSF*

NbL09g01070.1 tetrapyrrole−binding_protein_chloroplastic [MW = 29.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00347 Ribosomal protein L6

Protein sequence:
MKTILSSETMDIPDGVSIKVKAKQIEVEGPRGKLVRNFKHLNLDFQLIKDEETGKKKLKIDAWFGSRKTTAAIRTALSHVENLITGVTKGYRYKMRFVYAHFPINASITGGNKSIEIRNFLGEKRVRKVDMLDGVTVVRSEKVKDELVLDGNDIELVSRSAALINQKCHVKNKDIRKFLDGIYVSEKGRIAEEE*

NbL09g01040.1 60S_ribosomal_protein_L9−1 [MW = 21.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07926 TPR/MLP1/MLP2−like protein

Protein sequence:
MPLFMSDEEYERCSNDAVLVSEKADEFIRDLYNQLESVKAQADAASVTAEQSCSFLEQKYLSLNSEYSELQSQYSELNSSFERRLSELSQVQAEKQQVHIQSIGKDGDVDRLSTEASELRKTKRQLMELVEQKDLEISEKNSTIKSYLDKILHLTETAATREARVCDLETEVSRSQASCTRLLQEKELVERHIAWLNDELTAKVNDLMKLRKVHSELEADMAAKLADAEKKFNECDRFLKRKEEQVKEMELKFTSLEHDLLTAKDVAAAKEEQMSGEIATLNKLVELYKESSEEWSKKAGELEGVIKALESHGNQIENDYKERLEKEVSAKKELEEEVACLKNKLVKSEAELTIRGEDTLKLLPLNYFTRESLPNSVETSDMVEIDHVVVPSLPIGVSGTALAASLLREGWGLAKMYTKYQEAVDALRHEQLGRKQAQAVLERVLCEIEEKAGVIFDERAEHERLEDAYSVLSEKMQHSLSQQADLERNILELKADLRSRDRDYAVAQAEIADLQEQVTVLLKECRDIQLRGGSVGPKNDDSVVSNSVFMFGAESNADNAGRLLSYKDINSLVEQNVQLRGLVCSLSDQIENRELELKEKYEKELQKHVDEASSKVNAVLERADEQGRMIESLHTAVAMYKRLYEEHRVHSSDTQSQKLAEVERQEVMLLPDASHEALGRAQERAFERVKCLEEESSRLRSELISLRSEREKSALEAQFARDKLDRYVKDFELQREEHNAVLMRNVEFSQLIVDHQKKLRESYESLNAAEELSRKLKMEVSILKNEKDMLINAEKRASDEVCNLSQRVHSLQAHLDTLQSTENVHDEARAAERKRQEEYIKCIEKEWAEAKKELQEERDKVRNLMLERESDFKNALRRAEEMGKELASTSRSLAAAESRAVIAEARSADLEEKLKASQGKMSERDPSSPTELSGDMHSAEEVKTLKEEMQANKNHMLQYKSIAQANEEALKQLELAYEDLKVEADRVKKSMEEEALSLREHITDLENECTVKSVEAASATAGKEEAVGATLAEISSLKEDNSAKMSQISNLEAQITALKDDLDKEHQRWRAAQVNYERQVILQSETIQELTRTSQALAALQEESSELRKISDILETENNELKAKWGAGMSALEVSKTEAEKKYTEANEQNKILLDRLEGLHIKLAEKDRESLGTSSGSTTAESDDGLMNVVNYLRRSKDIAETEISLLRQEKLRLQSQLENAQRRADIAEASLSSERENSRAQVLNEEEFKALQLQVRELNLLRESNLQLREENKHNFEECQKLREAAQKMKIEVEGLQKLLNERQENVEACRKEIEMQRLDKEQLERRVNELVERYKSFDLEEYANLKEAAQQMQVNLREKDAELDRIKKTISEQQNLVSSLEQDLTRSRTELSQRELRINEVLQAEASLKSEVDKLRRLIAQLKKRAENLSKEKDNISKEKDDLARENQALSKQLEDAKLGKRTADAADEQALKDKEKEKDTRIQGLEKMAFQLKEELKQGKLKRLKTQKTISDSYETVTQQRSKLLDELDKHKKALKTLTDEVEKIRQAKSSQTEGTSVDQLLSGTHLEDFTAAYFQAVEEFERVARGELGATGATDISAPDASVSGSVVPDPAATPSPQASLLTSTSVVGKVVLSKMTSETRKTGRRLVRPRITKPEEPSADVEMQDTDVSSNSGKHITTPQNAENLDNATLATQPPIRKRPSAASTSELQEESSATGEPCLDVAQPVLKRSKGLEAPQEGGEEKSVGNAEISESLATTEEHDAGDGTQGFKEEASDTEKDETMLSGEQVEEPAVIATNQAESQVDRTDGADDTFGRPSEVSTPDNESKFQVEQEREQLAADEREEGELIADPEDVGNLEGGINLLMGSPENLEPQAESLAGTDEDALLTPTDTGEIESSLLPDDDKNDEVDATEELSESSDKLNDGGDQVATETDQAVGAVVTGEKPSSSSVDSSISKEGGAGDTAAAETEEGKQVSPVNRSSRTINLNERARERASLRQAGMLSSTMPRGRGRAPRGRGGRNVRGGRGQTPGSQG*

NbL09g00870.1 nuclear−pore_anchor [MW = 229.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05811 Eukaryotic protein of unknown function (DUF842)

Protein sequence:
MDAIAAAEERIVSERLRQKLNEVNTAAQTQLAGIQDHVNFTLQQAYYKCAYECFDRRKRQEEIGHCVEQCSVHVHNAQNLVQNEMAKFQERMNRSLMVCQDKYETAKLQKNRSDATKDLESCVDQSVHDSINTLPHLVARLKGSLGIAN*

NbL09g00820.1 protein_FAM136A−like [MW = 17.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03405 Fatty acid desaturase

Protein sequence:
MALKLNAFNFQSHKCSSFVLPPIVSLRSPKFFMAASLRSGTNSGIGPSYYPPQLLYLLPAHSQAWEVETKKPFSPPREVHVQVTHSMPPQKIEIFKSMEDWADQNLLVHLKPVEKCWQPQDFLPDPTSDEFHDQVKELRERAKEIPDDYFVVLVGDMITEEALPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRAIEKTIQYLIGSGMDPRTENNPYLGFIYTSFQERATFVSHGNTARLAKEHGDIKLAQICGIIAADEKRHETAYTKIVEKLFEIDPDGTVLAFADMMRKKISMPAHLMYDGRDDSLFDHFSAVAQRLGVYTAKDYADILEFLVGRWKVADLTGLSGQGRKAQEYICGLPPRIRRLEERAQGRAKQEPIMPFSWIYDREVKL*

NbL09g00810.1 stearoyl−[acyl−carrier−protein]_9−desaturase_chloroplastic [MW = 47.78 kDa]
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1 74 147 220 363

Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
LLRSSLQFSPLLSIFSSLLYRYILYIHIFSLFIVGMAANGVSSGLIVSFGEMLIDFVPTVSGVSLAEAPGFLKAPGGAPANVAIAVTRLGGKSAFVGKLGDDEFGHLLAEILKKNGVQADGINFDKGARTALAFVTLRADGEREFMFYRNPSADMLLTPDELNLDVIRSAKVFHYGSISLIVEPCRSAHLKAMEVAKEAGALLSYDPNLRLPLWPSAEEARKQIKSIWDEADVIKVSDVELEFLTGSDKIDDESAMSLWHPNLKLLLVTLGEKGCNYYTKNFHGGVEAFHVKTVDTTGAGDSFVGALLTKIVDDQSILEDEARLKEVLRFACACGAITTTKKGAIPALPTESEALTMLYGGA*

NbL09g00740.1 fructokinase−2−like [MW = 39.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily PF16123 Hydroxyacylglutathione hydrolase C−terminus

Protein sequence:
MQTFCRIAPSGMASFRCSKTRTEVCVWPGLRQLSLRKNLLYGFMQLFSMPFKTIRGFSRTLGVSNLCSITSMSSSLQIELIPCLQDNYAYLLHDVDTGTVGVVDPSEAVPVIDALSRNNRNLTYILNTHHHYDHTGGNMELKARYGAKVIGSGVDSDRIPGIDIALNDGDQWMFAGHEVLVMETPGHTRGHISFYFPGSKAIFTGDTLFSLSCGKLFEGTPQQMLSSLRKITSLPDDTNVYCGHEYTLSNSKFALSVEPGNEELQSYSTQVVNLRKKGLPTIPTTLKAEKLCNPFLRTSSTEIRKLLNIPPTADDAEALGAIRRAKDNF*

NbL09g00610.1 probable_hydroxyacylglutathione_hydrolase_2_chloroplastic [MW = 36.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00682 HMGL−like PF08502 LeuA allosteric (dimerisation) domain

Protein sequence:
MASITTNHTFSRNLNFSFHPQNPLIQTQALFKFKPSIPNCSPIIRCAIRRRPEYTPSHIPDPKYIRIFDTTLRDGEQSPGATMTTKEKIDVARQLAKLGVDIIEAGFPASSEADLESVKLIAKEVGNGVYEEGHIPVICGLARCNKRDIDKAWEAVKYAKKPRIHTFIATSEIHMKFKLKMSRDEVVEKARSMVAYARSIGCEDVEFSPEDAGRSDPKFLYHILGEVIKAGATTLNIPDTVGYTVPSEFGKLIADIKANTPGIGDVIISTHCQNDLGLSTANTLAGACAGARQVEVTINGIGERAGNASLEEVVMALKCRGEQVLGGLYTGINTQHILMSSKMVEEYTGLHVQPHKAIVGANAFAHESGIHQDGMLKHKDTYEIISPEDIGLNRANESGIVLGKLSGRHALKAKMLELGYDIEGKELEDLFWRFKSVAEKKKKITDDDLIALMSDEVFQPQFVWQLENVQVTCGSLGLSTATVKLIDTDGQEHVSCSVGTGPVDAAYKAVDLIVKVPVALLEYSLNAVTEGIDAIASTRVLIRGENGHTSTHALTGETVHRSFSGTGADMDIVISSVRAYIGALNKMLSFRKLVLKRSKPEGSAVI*

NbL09g00510.1 2−isopropylmalate_synthase_B [MW = 66 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF00306 ATP synthase alpha/beta chain, C terminal domain
PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
MVEFASGVKGIALNLENENVGIVVFGSDTAIKEGDLVKRTGSIVDVPAGKAMLGRVVDGLGVPIDGRGALSDHERRRVEVKAPGIIERKSVHEPMQTGLKAVDSLVPIGRGQRELIIGDRQTGKTAIAIDTILNQKQLNSRATSESETLYCVYVAIGQKRSTVAQLVQILSEANALEYSILVAATASDPAPLQFLAPYSGCAMGEYFRDNGMHALIIYDDLSKQAVAYRQMSLLLRRPPGREAFPGDVFYLHSRLLERAAKRSDQTGAGSLTALPVIETQAGDVSAYIPTNVISITDGQICLETELFYRGIRPAINVGLSVSRVGSAAQLKTMKQVCGSLKLELAQYREVAAFAQFGSDLDAATQALLNRGARLTEVLKQPQYAPLPIEKQILVIYAAVNGFCDRMPLDRISQYERAILNSVKPELLQSFLEKGGLTNERKMELDTFLKESALAFI*

NbL09g00250.1 ATP_synthase_subunit_alpha_mitochondrial [MW = 49.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEGGTSLNDRTRVDSSARGEKELVEPSFCTSGVNQSYDYDASSEWKRDNFPLGCCKRTNETPYSAKEVSLNLIYQEMLYRVKEIIEGPAESSSVFPGLPESKFPHPIAFLGKGPCRPPLADDGTHRQLTGPCPGFSWKGRCSASPLLVNFFSRVEVPFLTFTIAFRLHSYNTCILSKESGMPLSLSPTNEQENGCAKAQLHAAAAPVLLAFELELAGCWRRHQSDLQEPGRSVFEPTGSGTSSGNSKEGLDTSCASGLTQLDRVSPNCFAVLRDPEQEEAKMPDLDTAEPEEISRDECLGNKAEEGVVKDRTLEESDLAQRSEDLEETVKYGSDEGDLFCDKQMTSNNDLRASKRGEPKKSSKSKRSSTRTMTNKVEDPLLESDKAALPSEKTKKGQTTPFFIDWLHFPLLPTLSSTNKIRVVTAYRHYFKGDCLHTGMVSPSTEL*

NbL09g00210.1 uncharacterized_LOC105138841 [MW = 49.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00203 Ribosomal protein S19

Protein sequence:
MADVEADVTAGQPKKRTFKKFSYRGVDLDALLDMSTDELVKLFNARPRRRFQRGLKRKPMALIKKLRKAKREAPPGEKPEPVKTHLRNMIIVPEMIGSVIGIYNGKTFNQIEVKPEMIGHYLAEFSISYKPVKHGRPGIGATHSSRFIPLK*

NbL09g00040.1 40S_ribosomal_protein_S15 [MW = 17.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05721 Phytanoyl−CoA dioxygenase (PhyH)

Protein sequence:
MGIEGGNLSSEQLQFFESNGYLVLESFATPAEFESLRKRMEQLLDEFDCSSTASIFSTKNQQQTTNDHFFESAERISFFWEEKAFDEDGNLKQPKQLSINKVGHALHEKDPVFYKFSSSDKVSGMLRSLGYQRPAVIQSMYIFKQPGIGGEVVPHQDNSFLYTEPKTCTGLWLALEEATIVNGCLWAIPGSHKNGLVRRFLRDENGVHFDKPSPCYNQKDFVPLEVKAGSLVVIHGDLIHQSFENQSSKSRHAYSLHVVDTNGCKWAEDNWIRRNVDPEPLYSP*

NbL08g21680.1 phytanoyl−CoA_dioxygenase [MW = 32.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00931 NB−ARC domain

Protein sequence:
LNLYNQRREMANAAMSSLMHTLEQLLQSKSPLIYRSCIQQQQHVEFAFQSLSALQVFLEDTSKGIKDIETLKIIEKRIRDVVYKAEERVDSTLRIIILVDQQKREQACKSFNEELQKVEKEVDSLRKELMEIEFIEHGSKSAEASTSTSSKRYATEQHTVVGMKDDFNTILDRLTAQTDELTVIPVVGMGGIGKTTLARKVYDDSTIRYRFDKHAWVTISEVYNERQMLLELVSSISQDRTDESNQKMSNDQLAEIVYRGVNGRRFLTVIDDLWSTEAWDQIQRIFPNDNNRSRILLTTRLSYVADYASPDFPHHNMSFLSFEESWILFTERLLKEGICPPHLDEIGKHIIEQCQGLPLSIVVVAGLLGKIDPTRDNWKKVEENLNSFFGTVSERCQSILSLSYSYLPQHLKACFLYVGGFPEDMEIGVSKLIKLWIAELFVRARSNKRLEMVAEEYLEELIDRSLILAGKRRANGRMKTCKIHDLLRQLCIREAQFENFVHVLSDIDHISSESIKYQRRAMLSLGNHWNHFYVPRHWRFITRTTNSLVFTGYSFQVSVMPQFVLQFKLLKVLEVSSVDYNFSWVIPKLVHLRYIAAKINIAPSLDKLWNLQTIILHNLTRRDFHLPLEIWTMSKIRHLDIDTGIHMRNPLEAENLCIIEQPLLLNNLQKLALPSSPFLAEILRRTPNLNKLQIVDMKHADWPAVLDSLILLSELETLAIKAERNIDRIVLPRDIFLPNLKQLRLSRTYFPWEDMVALANLPNLEVLKTRYAFWGTDWRLNEDVVFHKLKYLLIESAYNLERWEAASDNFPMLEQLLLFGLQNLQEIPHSIGEIMTLKFIQIQWCSSAAVTSAKKIQEEQKSCGNDGLELRIIFNSGRTGMKY*

NbL08g21650.1 putative_late_blight_resistance_protein_homolog_R1A−10 [MW = 102.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01729 Quinolinate phosphoribosyl transferase, C−terminal domain PF02749 Quinolinate phosphoribosyl transferase, N−terminal domain

Protein sequence:
KALSSAKLFATEILSHPKISMFKVFPFTAIVHPHAVTAPRLAVKMSAIATKNALESLVVKPPAHPTYDLKGVIQLALSEDAGDLGDVSCKATIPVDMESEAHFLAKEDGIVAGIALAEMIFAEVDPSLKMEWSISDGDKVHKGLKFGKVQGKARSIVIAERVVLNFMQRMSGIATLTKAMADAAHPATILETRKTAPGLRLVDKWAVLIGGGKNHRMGLFDMVMIKDNHISAAGGVSKALNSVDQYLEQNKLQMGVEVETRTIAEVREVLDYASQTKTSLTRIMLDNMVVPLSNGDIDVSMLKESVDLINGRFETEASGNVTLETVHKIGQTGVTYISSGALTHSVKALDISLKIDTELALEVGRRTKRA*

NbL08g21570.1 nicotinate−nucleotide_pyrophosphorylase_[carboxylating]_chloroplastic [MW = 39.91 kDa]
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Peptide counts over 4 repeats

1 115 229 343 457 572

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MEKMIFLVFLNLLGIFWASMAEDKLMSPSKLRMFVDKLPDMPRIKGYDVINGVHVPKSLKIGMYQNKWKFHRDLPATPVFAYGTSRHTATVPGPTIEAVNGVETYITWQNHLPSKHILPWDPTIPTATPSSKKGIPTVVHLHGGIDEPESDGHSEAWFTKGYKNKGPKWTKKQYHYHNFQHPGTMYYHDHAMGLTRVNILAGLMGAYVIRQPSVEGPLGLLYSEEYDRPLVVFDRGFRTDGSIYMNSTGNNPSIHPQWQPEYFGDAIIVNGKAWPYTVVKRRKYRFRIINASNARFFKFFFTNNMTFIHVASDSAYHERPVELHDILLAPSEIADVIVDFSKSKSNSTILANDAAYPYPSGDPVNEANSKVMKFIIEPHHVVDTSRIPRKLMKHQSPNVSEASNIRYIAFYEYASDIDEPTHLYINGKSFEAPVTETPRVGTSEIWNIINLTEDNHPLHIHLGLFVVLDQTELINEEEFKACMMKLNDAMKCKISKYTHGQKTKVPVHEKGWKNVYKMMPGHVTRILVRFSYIHSNASYPFDATAEPGYVYHCHILDHEDNVMMRPLKFIH*

NbL08g21480.1 multicopper_oxidase_LPR1−like [MW − SP = 62.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06026 Ribose 5−phosphate isomerase A (phosphoriboisomerase A)

Protein sequence:
MAIAYPQFFKPKKVEPSLMVSVSSVNLSQEELKKIAAYKAVEFVESGMVVGLGTGSTAKHAVDKIAELLHTGKLKNIIGIPTSKITHEQAVSLGIPLSDLNKHPIVDLSIDGADEVDQEMNLVKGRGGSLLREKMVEAASKKFIVIIDESKLVNYLGGSGLAMPVEIVPFCWEFTLKRLEMLFIEAGCVGKLRTVGENGEVYVTDNGNYIIDLYFKKDMGDLKAASDAILRLAGVVEHGMFIDMATTVIVAGKLGVSVTNKE*

NbL08g21420.1 probable_ribose−5−phosphate_isomerase_2 [MW = 28.33 kDa]
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Peptide counts over 4 repeats

1 186 371 556 924

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02861 Clp amino terminal domain, pathogenicity island component
PF07724 AAA domain (Cdc48 subfamily)

PF10431 C−terminal, D2−small domain, of ClpB protein
PF17871 AAA lid domain

Protein sequence:
MARALVQSTNIPSSVAGERTTKFNGSGKTNRTVKMLCSAQSPSLRLRDFSGLRGCNATDTLVRSGQTLQSKVAAATSVRRPRGCRFVPKAMFERFTEKAIKVIMLAQEEARRLGHNFVGTEQILLGLIGEGTGIAAKVLKSMGINLKDARVEVEKIIGRGSGFVAVEIPFTPRAKRVLELSLEEARQLGHNYIGSEHLLLGLLREGEGVAARVLENLGADPSNIRTQVIRMVGESNEAVGASVGGGSSGQKMPTLEEYGTNLTKLAEEGKLDPVVGRQPQIERVTQILGRRTKNNPCLIGEPGVGKTAIAEGLAQRIANGDVPETIEGKKVITLDMGLLVAGTKYRGEFEERLKKLMEEIKQSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARGELQCIGATTLDEYRKHIEKDPALERRFQPVKVPEPTVDETIPILKGLRERYEIHHKLRYTDEALEAAAQLSYQYISDRFLPDKAIDLIDEAGSRVRLRHAQLPEEAKELEKELRQITKEKNEAVRGQDFEKAGELRDREMDLKAQITALIDKNKEMNKAESETGDTGPLVTEADIQHIVSSWTGIPVEKVSTDESDRLLKMEETLHTRIIGQDEAVKAISRAIRRARVGLKNPNRPIASFIFSGPTGVGKSELAKSLAAYYFGSEEAMIRLDMSEFMERHTVSKLIGSPPGYVGYTEGGQLTEAVRRRPYTVVLFDEIEKAHPDVFNMMLQILEDGRLTDSKGRTVDFKNTLLIMTSNVGSSVIEKGGRRIGFDLDYDEKDSSYNRIKSLVTEELKQYFRPEFLNRLDEMIVFRQLTKLEVKEIADIMLKEVFERLKGKEIELQVTERFRDRVVDEGYNPSYGARPLRRAIMRLLEDSMAEKMLAGEIKEGDSVIVDVDSDGNVTVLNGSSGTPSDPTPEPIPV*

NbL08g21340.1 ATP−dependent_Clp_protease_ATP−binding_subunit_ClpA_homolog_CD4B_chloroplastic [MW = 102.26 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 94 187 280 373 467

Protein length

Gel Slice

3.6 6.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 94 187 280 373 467

Pfam domains

Pfam Description
SP Sequon TM Domain PF07712 Stress up−regulated Nod 19

Protein sequence:
MSHSSNYQLLSLALLLLIAVDPSSQSQLTEENSVKSAVFLSPKIVLEPGSVSNKFYYNIDFPKGHIAIKNFDVEVVDEAGNSVPLYETYLHHWVVVRYYRQKGVEVAKYHGNLGFHQSDFIVKRNSGICDEGLTQYFGLGSETRKTITYVPDPYGIEVGNPVEVPPGYEERWLLNVHAIDTRGAEDRLGCTECRCDLYNVTKDEYDRNIEPDYVGGLRCCYDETRCKVKEGFQGARRSLYLKYTVKYIDWDPSIVPVKIYILDVTDTWKKPEKSTATVSRHHCKIEYLVESCSAAEANADCTHTKKISVTFPSGGDVIYGVAHQHTGGTGSALHGEDGRIVCSSIPIYGEGKEPGNEAGYIVGMSSCYPRPGSIKISEGETVTLISNYSSAQRHTGVMGLFYILVAEPSPKPNSFLHSTDGTGEIVILHNAVGVLAVFGIAVLVGAAVIYQRRNQREEEGYESVLM*

NbL08g21220.1 uncharacterized_LOC107812854 [MW − SP = 48.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MKIEVKESTMVKPARDTPQKNVWNSNVDLVVPNFHTPSVYFYRPLSSASNFFDSNVLKEALSKALVPFYPMAGRLKRDEDGRIEIECRGEGVLFVEAESDGMVDDFGDFAPTLELRPLIPAVDYSQGIHSYALLVLQITHFKCGGISLGVGMQHHAADGFSGLHFINTWSEMARGLDLTIPPFIDRTLLHARDPLLRQFPHIEYQPPPTLKNIAKTEAVPETAVSIFKLTRDQIDALKAKSKEDGNTVNYSSYEMLAGHVWRSTCMARGLEEDQGSKLYIATDGRSRLRPTLPPGYFGNVIFTATPIAVAGDLKSKPIWYAASKIHDALARMDNDYLRSALDYLELQPDLTALVRGAHTFRCPNLGITSWVRLPIHDADFGWGRPIFMGPGGIAYEGLSFILPSPTNDGSLSVAISLQADHMKLFEKYLYDI*

NbL08g21110.1 shikimate_O−hydroxycinnamoyltransferase−like [MW = 48.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MSGEEAVVAETPAPAPALGEPMDIMTALQLVLRKSRAHGGLAKGLHEGAKVIEKHAAQLCVLAEDCDQPDYVKLVKALCADHNVNLITVPSAKTLGEWAGLCKIDSEGKARKVVGCGCVVVKDFGEETEGLHIVQEYVKSH*

NbL08g21080.1 40S_ribosomal_protein_S12−like [MW = 14.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07876 Stress responsive A/B Barrel Domain

Protein sequence:
NERWAPTENQKMQIIHAQTLTSSPKKPFNFSPSPFKKNPKWNALGSILKANHGLQTTNRIVICAASEQRSFGNDAKRKRKVVEHVCLIKGKEDLSEEQEKDMLDYLYTIQYQMRGILSISLGRISGGNDDMYSHATYMRFQTKEDLSKFYENQFYVGVLRDHVLPYCHEIINADFESEVEDDILPIFRKGEEFNYGVELLLLIAFVKSSLDGPAEDALLVLSKLITEFPSLIVQATLGSIINISSVEYTHGVVIRFRSSEAFQMFINSSEYNNTWRSKFQPIVQKHVSVHFSVDPVGTELM*

NbL08g20950.1 stress−response_A/B_barrel_domain−containing_protein_UP3 [MW = 34.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
MISFFTFLSVVAYQLFSTQAVTTIDIRNNCPFTVWAAAIPGGGRRLDYGGKWTLQPSNGPNTKRIWSRTNCNFDASGRGQCQTGDCNGVLECQAFGTPPNTLAEYSLKQFNNLDFFDISLVDGFNVPMEFSPTSGVLLRSAALPTS*

NbL08g20940.1 thaumatin−like_protein [MW − SP = 13.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
MNFLKSFPFFAFLCFGQYFVAVTHAATFDIINQCTYTVWAAASPGGGRQLNSGQSWSINVNPGTVQARIWGRTNCNFDGSGRGNCETGDCNGMLECQGYGKPPNTLAEFALNQPNQDFVDISLVDGFNIPMEFSPTNGGCRNLRCAAPINEQCPAQLKTQGGCNNPCTVIKTNEYCCTNGPGSCGPTDLSRFFKERCPDAYSYPQDDPTSLFTCPSGTNYRVVFCP*

NbL08g20930.1 pathogenesis−related_protein_R_minor_form [MW − SP = 21.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03099 Biotin/lipoate A/B protein ligase family

Protein sequence:
MTDCSMIYRRMRRSLEVWKMGTVNYLEALKLQEKLASDRKALKITDTLLSLQHPPTYTLGKRQTVHNLLIPDSELKAMGAELHYTQRGGDITFHGPHQAILYPIVSLRDIGLGARKYVEKLELTMIELASIYGVKAQVGKRCETGVWVEDRKIGAIGVRISSGITSHGLAFNMDPDLNYFKHIVPCGIADKDVTSLKKEADVELPAEEVIQEQLIACFVRIFGYNDVILKDKSVL*

NbL08g20860.1 octanoyltransferase−like [MW = 26.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00213 ATP synthase delta (OSCP) subunit

Protein sequence:
MAALQQTPIAFQSRSPPTTQIISGPTAKLSFSGGLKLPKLTIKLRCNRTSRRGGGAAGAKMVASAAGSYANALADVAKSNGTLEQTVADLEKIEKIFDDEAVYNFFVSPIVGEEKKRELVDEIVSSSSIQPHVANFLNILVDMKRVELIKEIVKEFEKVYNTITDTELAVVTSVVKLESQHLAQIAKGVQRLTGSKNVRIKTAIDESLVAGFTIRYGNSGSKLIDMSVKKQLEDIAAQLEIGDIQLAV*

NbL08g20690.1 ATP_synthase_delta_chain_chloroplastic−like [MW = 26.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00226 DnaJ domain

Protein sequence:
MSNLRSICRPQAVYFSITCCCRDLLGKSAVRLSTRSPNSAPQWMKPSVLQSSWYSTSRRIETWNYRLNQQRKTVTTSAYNWNDSKSPYETLELERDAEEEQIKMAYRRLAKFYHPDVYNGRGTLEEGETAEARFIKIQAAYELLIDEDERKKYDIANRVNPMKASEAWMEWLRKKRKAFDQRGDMAIAAWAEQQQLELNLKVRRLARSKMDPDEERRIIAKEKKASLENFNNTLKRHTLVLRKRDIMRRKAEEEKKKVISMLLAAEGLELEEEDDKNL*

NbL08g20660.1 protein_tumorous_imaginal_discs_mitochondrial [MW = 32.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00150 Cellulase (glycosyl hydrolase family 5)

Protein sequence:
AMASYSWTRKLVVYYFFIISSCCIFSFSYGRITPNFKVRAVNLGGWLLIEGWIKPSLFDGIPNKDFLDGTGLQFKSVTVGKYLCAELGGGTIIVANRTAASGWETFKIWRINSTSFNFRVFNKEFVGVDGSGNVVAEENKPGFSETFEIVRSSDNPSRVRIKASNGFFLQVKTEELVTADNGGNGGWGDDDPSVFIMQTSGRLEGEFQITNGYGPIMAPQVMREHWKTFIVEEDFKFIASNGLNAVRIPVGWWIASDPTPPKPYVGGSLHALDNAFFWAKKYGLKVIIDLHAAPGSQNPWEHSANRDGTIEWEQLMTTFNRLLQS*

NbL08g20630.1 probable_glucan_13−beta−glucosidase_A [MW = 36.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MGSIGAELTKPHAVCIPYPAQGHINPMLKLAKILHHKGFHITFVNTEFNHRRLLKSRGPDSLKGLSSFRFETIRDGLPPCEADATQDIPSLCESTTTTCLGPFKDLLAKLNDTNTSNVPPVSCIVSDGVMSFTLAAAQELGVPEVLFWTTSACGLLGYMHYYKVIEKGYAPLKDATDLTNGYLETTLDFIPGMKDVRLRDLPSFLRTTNPDEFMIKFVLQETQRARKASAIILNTFETLEAEVLETLRNLLPPVYPIGPLHFLVKHADDENLKGLRSSLWKEEPECIQWLDTKEPNSVVYVNFGSITVMTPNQLIEFAWGLANSQQTFLWIIRPDIVSGDASILPPEFVEETKNRGMLASWCSQEEVLSHPAIGGFLTHSGWNSTLESISSGVPMICWPFFAEQQTNCWFSVTKWDIGMEIDSDVKRDEVESLVRELMVGEKGIKMKKKAMEWKELAEESAKEHSGLSYVNIEKVVNDILLSSKH*

NbL08g20540.1 7−deoxyloganetin_glucosyltransferase−like [MW = 54.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MAREENVYMAKLAEQAERYEEMVSFMEKVSTSLGTSEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVKCIQEYRSKIESELSSICDGILKLLDSCLIPSASAGDSKVFYLKMKGDYHRYLAEFKTGAERKEAAESTLSAYKAAQDIANAELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQDDGADEIKETKADNEQQ*

NbL08g20530.1 14−3−3−like_protein_B [MW = 28.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00412 LIM domain

Protein sequence:
MAFAGTTQKCMACEKTVYLVDKLTADNRVYHKACFRCHHCKGTLKLSNYNSFEGVLYCRPHFDQLFKRTGSLDKSFEGTPKIVKPEKDEKPHAAKVSSMFVGTREKCFGCKNTVYPTEKVSVNGTPYHKSCFKCSHGGCTISPSNYIAHEGRLYCKHHHIQLIKEKGNLSQLEGDHDKNTVRTAQVKAES*

NbL08g20300.1 LIM_domain−containing_protein_WLIM1−like [MW = 21.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00112 Papain family cysteine protease

PF00396 Granulin
PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
LFQQAVKYLSNFQKYPLFFLYKHCFFFTFVPTPSSSPTKQEKHPIMANHSSTLTISLLLLLFFFSTLSSASDMSILTYDENQHFRTDAEVMSLYESWLVEHGKSYNALDEKDKRFQIFKDNLRYIDEQNSVPNKSYKLGLTKFADLTNDEYRSMYLGTKTTDRRRLLKNKSDRYLPKVGDSLPDSVDWREKGVLVGVKDQGSCGSCWAFSAIASVEAVNSIVTGDVISLSEQELVDCDTSYNDGCNGGLMDYAFDFIIKNGGIDTEEDYPYTGRDGRCDQSRKNAKVVTIDGYEDVPANNEKALQKAVASQPVSIAIEAGGNDFQHYVSGIFTGKCGTAVDHGVVAVGYGSENGMDYWIIRNSWGARWGEQGYLRVQRNVASSKGLCGLAIEPSYPVKTGVNPPKPGPSPPSPIKPPTQCDDYAQCPEGTTCCCVFEYYNSCFSWGCCPLEGATCCEDHYSCCPHDYPVCNIRAGTCSISKDNPLGVKAMKHILAEPIGAFINGGRKSSS*

NbL08g19980.1 low−temperature−induced_cysteine_proteinase−like [MW = 56.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00658 Poly−adenylate binding protein, unique domain

Protein sequence:
MAQIQVQHQSPVAGGNGVAATAAVGGAAAVAAPGGLTSTSLYVGDLDFNVTDSQLYDLFNQVGQVVSVRVCRDLSTRRSLGYGYVNYSNPNDASRAMDMLNFTPVNGKSIRVMYSHRDPTLRKSGSANIFIKNLDKSIDNKALHDTFSSFGNILSCKIATDSNGQSKGYGFVQYDNEESAQGAIDKLNGMLMNDKQVYVGHFLRKQERESGTGTTKFQNVYVKNLSDSTTDDELKNVFGEFGNITSAVVMRDADGKSKCFGFVNFETAEDAAKAVESLNGKKFDDKEWYVGKAQKKSEREQELKSKFEQTAKEAVDKYQGLNLYVKNLDDTIDDEKLKELFLEFGTITSCKVMRDPSGISRGSGFVAFSTSEEASRALSEMNGKMIVSKPLYVALAQRKEERRAKLQLVQAQFSQLRPVAMPPSLAPRMPIYPPGAPGIGQQLFYGQGPPAMIPPQAGFGYQQQLVPGMRPGGAPMPNFFMPLVQQGQQGQRPGGRRGAGPVQQTQQPMPLMQQQMLPRGRMYRYPPGRNGPEGPMPGVPGSMLSVPYDMGGMLPRDSAMGQSMPISTLASALANAPPEQQRTMLGESLYPLVDQLEHEHAAKVTGMLLEMDQTEVLHLLESPEALKAKVAEAMEVLRNVQQTASPADQLASLSLSDNLVS*

NbL08g19960.1 polyadenylate−binding_protein_2−like [MW = 71.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family

Protein sequence:
MALSISRRILRSFGSLNSLGRLGSPFSASNGKGHIPGVDVPCVKSSVFRKDESFLLSCRRYSTSILTPDSSDGSFPSDLLTKKRVSTPEREIGLHQDLVIPVTNFHNEDKGFMCLAGDVFDVPIRKDIIHRVVRWQLAKRQQGTHSTKTISEVSGTGRKPWRQKGTGRARHGTLRGAQFRGGATMHGPKPRSHAIKLNKKVRRLGLKIALSARAAEGKLMVFEDLEISSHKTKNIVNYFNQLVNTKKLLLVDGGPISEKLKLATQNVHYVNVLPSIGLNVYSILLHDTLVMSRDAVNTIVERMHTPINR*

NbL08g19950.1 50S_ribosomal_protein_L4 [MW = 34.3 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF05922 Peptidase inhibitor I9
PF17766 Fibronectin type−III domain

Protein sequence:
MANCITMYFLLLTILLLTLNPLTMAESETYIIHMDLSAMPKAFSSHQNWYLTTLASVSGSSSLGTESNRNSFSSSKLVYAYTNAIHGFSATLSPSELQVIKNSPGYLSSTKDMTVKIDTTHTSQFLGLNSDSGAWPKSDYGKDVIVGLVDTGIWPESKSYNDNGMTEVPSRWKGECESGTQFNSSLCNKKLIGARYFNKGLIANNPNITISMNSARDTDGHGTHTSSTAAGSHVESASYFGYARGSATGMAPKAHVAMYKALWEEGTMLSDILAAIDQAIEDGVDIISLSLGIDDLALYEDPVAIATFAAMEKDIFVSTSAGNEGPDDQALHNGTPWVLTVAAGTVDREFIGTLSLGNGVSVTGLSLYPGNSSSSESSIVFLKTCLEEKELEKNAHKFAVCYDTNGSVSDQLYNVKNTKVAGGIFITNYTDLEFYLQSEFPAVFLNFEDGDKVLEYIKNSHSPKARLEFQVTHLGAKPAPKVASYSSRGPSESCPFILKPDLMAPGALILASWPQKSPATQIRSGELFSNFNIISGTSMSCPHAAGVAALLKGAHPKWSPAAIRSAMMTTADTMDNMQMPIRDIGRNNNAASPLAMGAGRINPNKALDPGLIYDITSQDYINLLCALDFTSQQIKAITRSSAYSCSNSSLDLNYPSFIGYFNYNSSESDPKRIQEFQRTVTNVGEGMSVYTAKLTSMGDYKASVAPDKLVFKEKYEKQSYKLRIEGPLLVDNYLVYGSLSWVETSGKYVVKSPIVATTIRVDPL*

NbL08g19920.1 subtilisin−like_protease [MW − SP = 79.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00185 Aspartate/ornithine carbamoyltransferase, Asp/Orn binding domain PF02729 Aspartate/ornithine carbamoyltransferase, carbamoyl−P binding domain

Protein sequence:
MAAVFSQLSSLRSLETVSSFSSVSSLSHSGKQLSHFSGVIAPSTVTFPATRQRISCQISSSATSTSSVISNATAYQKDFLHISDFDKATILNILDRAREVKELLKSGERTYLPFTGKTMAMIFAKPSMRTRISFETGFYLLGGRAIYLGPDDIQMGKREETRDVARVLSRYNDIIMARVFAHQDILDLAKYATVPVINGLTDYNHPCQIMADALTMIEHVGQLEGTKVVYVGDGNNIVHSWLLLASVIPFHFVCACPKGFEPDQETVEKARQAGVSKIEITNDPKEAVRGADVVYADVWASMGQKEEAAHRRQVFQGFQVDEELMKLAGQKAYFMHCLPAERGVEVTDGVIEAPNSIVFPQAENRMHAQNAIMLHVLGL*

NbL08g19570.1 ornithine_carbamoyltransferase_chloroplastic−like [MW = 41.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MELWKRQYYYILNYIVLLNSVLILLSSVSAQVSLPSKQDGFWYENRVAKRDSILIEAFFDPVCPDSRDSWPPLKLALNHYGSHVSLVVHPFSLPYHDNAFISSRALHIINKLNTSATYRLLESFFGQQDKFYGKATFNLSKASVVDKITKFTSNAVRNSNYAAIEAGFTDPKTDQATRISFKYGCVKGVYGTPFFFVNGFPLPDAGSPLDYKAWRNILDPLVSPAGQLEG*

NbL08g19380.1 uncharacterized_LOC104222813 [MW − SP = 22.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAAPVKVYGPTLSTAVSRVLACLLEKDVHFQLLPVNMAKGEHKKPDYLKIQPFGQVPAFQDENITLFESRSINRYICDKYGHQGNKRLYGTNPLEKASIDQWIEAEGQSFNPPSSILVFQLAFAPRMKIKQDENLIRQNEEKLKKVLDVYEKRLGESQYLAGDGFSLADLSHLPNIQYLVNGTDRAELFTSRKNVGRWWDEISSRESWKKVVEMQTSPPPKTC*

NbL08g19330.1 glutathione_S−transferase−like [MW = 25.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MAQFSNGSTVDPRTGYSPADSTFYSKRDPIPLPANEALDVTTFISSRAHRGKIAFIDATTGQQLTFSDVWNAVESLATCLSIDMGIRKGNLVLLLSPNSIYFPIVCLAVMSLGAIITTTNPLNTPREINKQIKDSNPVIAFTIPELLPKLVDSNLPIILINNQTINLTRKGNFSFKILGNLENLIQKKPVQSRLKERVTQDDTATLLYSSGTTGASKGVVSSHRNLIAMVQTIVGRFKLDQGEQTFICTVPMFHIYGLAAFAAGLLASGSTVVVLSKFEMDEMLSSIHKYKATYLPLVPPILVALVNNAEMIKKKYDLSSLKKVLSGGAPLSKEVIEGFLEKYPSVTILQGYGLTESTAIGASTDSLEESRRYGTAGMLSPSMSAKIVDPESGKAFPVNKTGELWLRGPTIMKGYFSNEEATASTLDSEGWLRTGDLCYIDEDGFIFVVDRLKELIKYKGYQVPPAELEALLLTHPEISDAAVIPFPDKDVGQFPMAYVVRKSGSSLSESAVMDFIAKQVAPYKRIRRVAFVASIPKNPSGKILRKDLIKLATSKL*

NbL08g19260.1 4−coumarate−−CoA_ligase−like_5 [MW = 60.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain

PF02672 CP12 domain
PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MASHAALAPSRVPTSTRLPFKNSHSFPTQCFSEKFEVAEFSGLRSSGCVTFSNKESSFFDVVSAQLTPKTTGSAPVKGETVAKLKVAINGFGRIGRNFLRCWHGRKDSPLDVIVVNDSGGVKNASHLLKYDSMLGTFKADVKIVDNETISVDGKHIKVVSSRDPLKLPWAELGIDIVIEGTGVFVDGPGAGKHIQAGAKKVIITAPAKGADIPTYVVGVNEQDYSHEVANIISNASCTTNCLAPFVKVMDEELGIVKGTMTTTHSYTGDQRLLDASHRDLRRARAAALNIVPTSTGAAKAVSLVLPQLKGKLNGIALRVPTPNVSVVDLVVNVEKKGISAEDVNAAFRKAADGPLNGILAVCDVPLVSVDFRCSDVSSTIDSSLTMVMGDDMVKVVAWYDNEWGYSQRVVDLAHLVASKWPGSSVEGSGDALEDYCKTNPADKECKVYE*

NbL08g19150.1 glyceraldehyde−3−phosphate_dehydrogenase_B_chloroplastic−like [MW = 47.92 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MDADYGIARELSDLQKHRSQYQPELPPCLQGTTVRVELGDATTASDPSGEHTISRSFPHTYGQPLAHFLRETAKVADAQIITEHPAKRVGVVFCGRQSPGGHNVIWGIHDALKIHNPNSTLLGFLGGSEGLFAQKTLEITNDVLSTYKNQGGYDMLGRTKDQIRTTEQVNASMAACKASKLDALIIIGGVTSNTDAAQLAETFAEAKCQTKVVGVPVTLNGDLKNQFVEANVGFDTICKVNSQLISNVCTDALSAEKYYYFIRLMGRKASHVALECTLQSHPNMVILGEEVAASKLTLFDITNKICDAVQARAEQDKNHGVILLPEGLIESIPEVYALLQEIHGLLRQGVSADKISSQLSPWASALFEFLPPFIKKQLLLYPESDDSAQLSQIETEKLIAHLVETEMNKRLKEGTYKGKKFNAICHFFGYQARGSLPSKFDCDYAYVLGHICYHILAAGLNGYMATVTNLKNPVNKWRCAAAPITAMMTVKRYGRGPGNAAIGKPAVHPATVDLKGKAYELLSQNATKFLLDDVYRNPGPLQFDGPGADAKAVTLCVEDQDYMGRIHKLQEYLDKVRTIVKPGCSQDVLKAALSAMASVTDILSVMSSPSTVNTPF*

NbL08g19050.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_alpha−like [MW = 67.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01894 Uncharacterised protein family UPF0047

Protein sequence:
MLFLSSSLVSFGGIAKPLSAPISLKCQYNPLRTTINNPSDSMASSIAPKWAQKTVTLPPQRRGCHLVTSKILKEIGQEMAEFKCGLAHLFLQHTSASLTINENYDSDVRDDTETFLNRVVPEGISAPWKHTLEGPDDMPAHIKSSMFGCTLTIPITDGKLNMGTWQGIWLCEHRDAATPRRIVITLNGM*

NbL08g19040.1 UPF0047_protein_YjbQ−like [MW = 20.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00579 tRNA synthetases class I (W and Y)

Protein sequence:
IPLYLSRVQSLPTITVSSKLRSNLQTLKKAAAMGRSLLSHFSMVTYSAPRFASSTRLRGLSSGKYLRRSQLIRRRNLQAGRDFRCLCSVAVSEPVSSESSSSPVKKRIVSGVQPTGLIHLGNYLGAIKNWIHLQDTYETFFFIVDLHAITLPYDAQQLPRSTRDTAAIYLACGVDPSKASVFVQSHVRAHVELMWLLSSATPIGWLNRMIQFKEKSRKAGDENVGVALLTYPVLMAADILLYQSDFVPVGEDQKQHLELTRELAERVNYLYGGRKWKKLGGRGGSIFKVPEPLIPPAGARIMSLTDGLSKMSKSAPSEQSRINLLDSKDVIANKIKRCKTDSFPGMEFDNPERPECNNLLSIYQLVTGKTKQEVAEECRHMNWGTFKLVLADALVDHLHPIQVRYEEIVSDASYLDGVLAEGARKAADVADVTVNNVFQAMGFLRR*

NbL08g18970.1 tryptophan−−tRNA_ligase_chloroplastic/mitochondrial [MW = 49.69 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 104 207 310 413 516

Protein length

Gel Slice

3.0 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 104 207 310 413 516

Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
TTLEVVCFHAFLKPSALSSEYSDLFCIFRKMGTESNYQMKVVKGDYGYVLEDVPHLTDYIPDLPTYDNPLRSNPAYSVVKQYFVDMDDTVPQKVVVHKDSPRGVHFRRAGPRQKVYFSSDDVRACIVTCGGLCPGLNTVIREIVHSLDYMYGVSKVFGIDGGYRGFYSKNIITLTPKTVNDIHKRGGTILGTSRGGHDTMKIVDSIQDRGINQVYIIGGDGTQKGAAVIYEEIRRRGLKVVVAGIPKTIDNDIPVIDKSFGFDTAVEEAQRAINAAHVEAESAENGIGVVKLMGRYSGFIAMYATLASRDVDCCLIPESPFYLEGEGGLYEYIEKRLKENGHMVIVIAEGAGQELLAAENSLAKNEQDASGNKLLQDVGLWISQKIRDHFAKNPKMAITLKYIDPTYMIRAVPSNASDNVYCTLLAQSCVHGAMAGYTGYTSGLVNGRQTYIPFNRITEKQNMVVITDRMWARLLSSTNQPSFLCPKDVEEVKNEEQPQTQLLDGDNNVHENSGH*

NbL08g18930.1 ATP−dependent_6−phosphofructokinase_6−like [MW = 57.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01650 Peptidase C13 family

Protein sequence:
MISYAAGIFFLVGLSVIAAADGRNVLKLPSEASRFFDEADDYVGTRWAVLLAGSNGYWNYRHQADICHAYQLLRKGGLKDENIIVFMYDDIAYNEENPRQGIIINSPAGEDVYKGVPKDYTGDDVNVDNFLAVLLGNKTALTGGSGKVVDSGPNDHIFIFYSDHGGPGVLGMPTNPYLYASDLIDVLKKKHASGTYKSLVLYIEACESGSIFEGLLPKGLNIYATTASNAVESSWGTYCPGDYPSLPPGYETCLGDLYAVSWMEDSEMHNLRTENLRQQYHLVKQRTANGNSAYGSHVLQFGDLQLSMDSLFMYMGTNPANDNYTYVDDNSLRASSKAVNQRDADLLHFWDKFRKAPEGSARKVEAQKQFTEAMSHRMHLDNSMALVGKLLFGIQKGPEALKHVRPVGQPLVDDWTCLKSFVRTFETHCGSLSQYGMKHMRSIANICNAGIKMEQMVEASAQACPSVPSNTWSSLHRGFSA*

NbL08g18900.1 vacuolar−processing_enzyme−like [MW − SP = 51.1 kDa]
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1 132 263 394 525 655

Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:


NbL08g18880.1 far_upstream_element−binding_protein_2 [MW = 67.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00327 Ribosomal protein L30p/L7e PF08079 Ribosomal L30 N−terminal domain

Protein sequence:
RKSKNSKLYKNPSNTSIYIAAVCTQLHSLSPPTSNPSFHSPPQFQAMGETPVPESVLKKQKRSEEWALAKKQEVEAAKKKNAENRKVIYNRAKQYSKEYEEQEKELIRLKREARLKGGFYVDPEAKLLFIIRIRGINAMAPQTKKILQLLRLRQIFNGVFLKVNKATVNMLHRVEPYVTYGYPNLKSVRELIYKRGYGKLDKQRIALTDNSIIDQALGKHGIICAEDLVHEILTVGPHFKEANNFLWPFQLKAPLGGLKKKRNHYVEGGDAGNRENYINELIRRMN*

NbL08g18800.1 60S_ribosomal_protein_L7−4 [MW = 32.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MTLSLPSLFAKGDAYGIEYFEIKTKPSQLKLCISCRVRPKAALSTRSSSIEVPRQWYNLVADLPIKPPPPLHPKTFQPIKPEDLSPLFCDELIKQEASIDQFIDIPEEVLDVYSLWRPTPLIRAKRLEKLLDTPARIYYKYEGGSPAGSHKPNTAVPQAWYNKMGRVKNVVTETGAGQWGSALSFACSLFGLNCEVWQVRASFDQKPYRKMMMQTWGAKVHPSPSDLTEAGRTILRMDPSSPGSLGIAISEAVEIAATNADTKYCLGSVLNHVLLHQTVIGEECIKQMEGLGEIPDVIIGCTGGGSNFAGLVFPFIREKLKGKINPLIRAVEPAACPSLTKGVYAYDYGDTAGMTPLMKMHTLGHDFIPDPIHAGGLRYHGMAPLISHVYELGFMEAISIPQTECFKGAIQFARSEGLIPAPEPTHAIAATIREALRCKETGESKVILMAMCGHGHFDLSSYDKYLQGGMVDLSFSEEKIKESLAKIPQPVF*

NbL08g18750.1 tryptophan_synthase_beta_chain_2−like [MW = 54.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01294 Ribosomal protein L13e

Protein sequence:
MKHNNVIPNGHFKKHWQNYVRTWFNQPARKTRRRIARQKKAATIFPRPTAGPLRPIVHGQTLKYNMKVRSGRGFSLEELKAAGIPKKLAPTIGIAVDHRRRNRSLEGLQTNVQRLKTYKAKLVIFPRHAKIVKAGDSSPEELATATQVQGTYMPITREQSTIELVKVTDEMKSFNAYGKLRIERTNERHIGERLKRAAEAEKEEKK*

NbL08g18700.1 60S_ribosomal_protein_L13−1−like [MW = 23.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
VVAFFTCGAACLAMDYAAWKGDVEYMKPGETRFLPGLPTEMAMDYVDIVRRFSSEEAFGAEISRTKKKSFPTQPGDEPPWVEEVKVTVAILVNTFVEVEQPFLEYLAKQTGLPIWGVGPLLPEKFWTLTASKSLLRDRDIRTNSSHKTNYSEDEVLNWLDSKSPSSIIYIAFGSDVVPTLEEHEEIAKALEESSRQNFIWVISKNQDYYPNTLETQVGKRGLIINGWAPQLLILSHPSTGGFLTHCGWSSIMEAIGQGVPLLAWPIRGDQFYNAKLIVCYLKIGHMVSSIGENIGLKRVKKEEIIQGVQRLMEDKQVHNRVKDLSDKFRHGFPISSAASLNDFKDFIMQAK*

NbL08g18630.1 scopoletin_glucosyltransferase−like [MW = 39.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00639 PPIC−type PPIASE domain

Protein sequence:
MGKDSKAKDSGAKGKGKQAAGGSEDGASKGKGKGGKGDGLGTCTYVKARHILCEKQSKINEAYKKLQEGWLDIGDKVPPAEFAKVAAAYSECPSGKKGGDLGWFPRGKMAGPFQEVAFNTPVGVTSAPFKSTHGYHIILSEGRKN*

NbL08g18120.1 peptidyl−prolyl_cis−trans_isomerase_NIMA−interacting_4 [MW = 15.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00956 Nucleosome assembly protein (NAP)

Protein sequence:
MGADKGKKQKVDEENNTIDGELVFSIEKLQEIQDELEKINEEASDKVLEVEQKYNEIRKPVYDKRNGIIKAIPDFWLTAFLSHPVLGELLTEEDQKIFKFLSSIEVEDSKDVKSGYSITFNFNANPYLENTKLAKTYTFLEDGPTKISATTIKWKEGTGIPNGVAHEKKGNKRSHAEESFFTWFSEVNQKDEDEALEIQDEVADIIKDDLWPNPLTYFNNEPDEEDFDGDEGKDSEGSEDEEEEEEDEDGDEE*

NbL08g17940.1 NAP1−related_protein_2−like [MW = 29.02 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 193 385 577 958

Protein length

Gel Slice

3.5 3.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 193 385 577 958

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00690 Cation transporter/ATPase, N−terminus
PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MGEEKPEVLDAVLKEAVDLENIPIEEVFENLRCTKEGLTVTAAEERLAIFGYNKLEEKKDSKFLKFLGFMWNPLSWVMEAAAVMAIALANGGGKPPDWQDFVGIITLLVINSTISFIEENNAGNAAAALMARLAPKAKVLRDGRWKEEDAAVLVPGDIVSIKLGDIIPADARLLEGDPLKIDQSALTGESLPVTKGPGDGVYSGSTCKQGEIEAIVIATGVHTFFGKAAHLVDSTNQVGHFQKVLTAIGNFCICSIAVGMIIEIIVMYPIQHRAYRPGIDNLLVLLIGGIPIAMPTVLSVTMAIGSHRLAQQGAITKRMTAIEEMAGMDVLCSDKTGTLTLNKLTVDKNLIEVFSKGVDADMVVLMAARASRTENQDAIDAAIVGMLADPKEARAGIREIHFLPFNPTDKRTALTYLDGEGKMHRVSKGAPEQILNLAHNKSDIERRVHAVIDKFAERGLRSLGVAYQEVPEGRKESAGAPWQFIGLLPLFDPPRHDSAETIRRALNLGVNVKMITGDQLAIGKETGRRLGMGTNMYPSSALLGQTKDESISALPIDELIEKADGFAGVFPEHKYEIVKRLQARKHICGMTGDGVNDAPALKKADIGIAVDDATDAARSASDIVLTEPGLSVIISAVLTSRAIFQRMKNYTIYAVSITIRIVLGFMLLALIWKFDFPPFMVLIIAILNDGTIMTISKDRVKPSPLPDSWKLAEIFTTGVVLGGYLAMMTVIFFWAAYKTNFFPRVFGVSTLEKTATDDFRKLASAIYLQVSIISQALIFVTRSRSWSFVERPGFLLVIAFVIAQLVATLIAVYANWSFAAIEGIGWGWAAVIWLYNLVFYIPLDIIKFFIRYALSGRAWDLVFERRIAFTRKKDFGKEQRELQWAHAQRTLHGLQVPDTKLFSEATNFNELNQLAEEAKRRAEIARLRELHTLKGHVESVVKLKGLDIETIQQAYTV*

NbL08g17820.1 plasma_membrane_ATPase_1 [MW = 105.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13365 Trypsin−like peptidase domain PF17815 PDZ domain

Protein sequence:
MAGRKRGRKPKSDPLSPAADIPTSTSPHIDDDVVFSVSNVELIDPPPSASRPRRGRPRKILKLPENSNPENGKTLTKATRRVIDKPNGLRVASLEGTTVNNADVARVVPAMDAVVKVFCVHTEPNYSLPWQRKRQYSSSSSGFVIKGRRVLTNAHSVEHYTQVKLKKRGSDTKYVATVLAIGTECDIALLTVDDDEFWEGVSAVEFGDLPALQDAVTVVGYPIGGDTISVTSGVVSRIEILSYVHGSTELLGLQIDAAINSGNSGGPAFNDKGNCVGIAFQSLKHEDVENIGYVIPTPVIMHFIQDYEKNGAYTGFPILGIEWQKMENPDLRLSMGMKPDQKGVRIRRIDPTAPESMLLMPSDVLLSFDGVDIANDGTVPFRHGERIGFSYLVSQKYSGDSAAVKVLRRNSEILNFKIKLATQMRLVPAHNKGRPPSYYIIAGFVFTTVSVPYLRSEYGKDYEYEAPVKLLDKLLHEYRQSPDEQIVVVSQVLVADINIGYEEIVNTQVLAFNGKPVKNLKSLASMVENCNDEFLKLDLEYQQVVVLQTKTAKSATSDILTTHCIPSAMSEDLRM*

NbL08g17690.1 protease_Do−like_9 [MW = 63.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01592 NifU−like N terminal domain

Protein sequence:
MLRNFAGKILRLGSKLSPATSAVQRRLYHERVVDHYNNPRNVGSFDKNDPTVGTGLVGAPACGDVMKLQIKVDEETGKITDACFKTFGCGSAIASSSVATEWVKGKQMEEVLSIKNTEIAKHLSLPPVKLHCSMLAEDAIKAAVKDYSAKRAKLSDNAIDSQMGKAVDA*

NbL08g17680.1 iron−sulfur_cluster_assembly_protein_1−like [MW = 18.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
IPFPSPRGKISPTKSWTIRRFNPLPFSSVLFILSSLLSTRNPSIERHREMSCATKPIIKPSSMATNSCLISLPPLFATTTKSKSFAYPSLSNTLKPIKLLHLSCTYSPCILSLKKKTSVSALQEEENTLILDGQEQESGDLFNFEPSGEETEEEGFVEAVGDAGESDEVEAEEEEEEFQEPPEDAKLFVGNLPYDVDSEGLARLFEQAGVVEIAEVIYNRDTDQSRGFGFVTMSTVEEAQKAVEMYNRYDVNGRLLTVNKAARRGERPERPPQTFEQSYRIYVGNIPWGIDDARLEQLFSEHGKVVSARVVYDRETGRSRGFGFVTMASEAEMSDAIANLDGQVIHARRFLTHNQIHAHLLIHIVFEEFTRKGCVSILSIAFHIFHFLNFHFSFFGRSDF*

NbL08g17510.1 31_kDa_ribonucleoprotein_chloroplastic [MW = 45.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MVAVFNVYAPLPSSIRIVSQYPFPCRPIIHTEHFSFSSSSLSIEPPTRYFQIVSCSPQSSSSRTRFNFNPSTKLFVSGLSFRTTEESLKNAFNDFGELVEVNLVMDKIANRPRGFAFLRYATEEESQKAIEGMHGKFLDGRVIFVEVAKPRSELRRITARQ*

NbL08g17390.1 glycine−rich_RNA−binding_protein_4_mitochondrial−like [MW = 18.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MSWAMALLIQVLLSFIVVQQCFEKSDAHLMLQIPALSKCGFDRIYQLGDSLSDTGNFIRLSIWGSISPFAKLPYGENFFKKGTGRASDGMLIIDFIALESGLPLLNPYMDQNANFVHGANFAEIGATALQAGVLAEKKIFNPLGNGSLDMQLGWMSSHFQYTCHNDCSEYLKSSLFLVGEIGGNEFFYGLTQGKTMEELRNMVPEVVQNIVEAVNTVTGFGAIRILIPGNFPIGCLPMTLTTFLTNNSMAYDENHCLKDLNNLAIFYNEHLQQAIEDLKKKNPNVTLIYGDYYNAYQWLLQHTVNQGFDQNSLLKACCGEGGYYNYDAKRQCGFPGVPVCADPGTYISWDGVHLTEKAYSLIATWLIDDILPQLKC*

NbL08g17080.1 GDSL_esterase/lipase_At5g03980−like [MW − SP = 38.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MLPLSLLKTAQGHPMLVELKNGETYNGHLVNCDTWMNIHLREVICTSKDGDRFWRMPECYVRGNTIKYLRVPDEVIDKVQEEAKSRTDRKPPGVGRGRGRGGRDDSAAGRQAKGIGRGMDDGGAKGRGKGGPSAKSGGRGGGRGRG*

NbL08g17070.1 probable_U6_snRNA−associated_Sm−like_protein_LSm4 [MW = 15.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
ADSPAIFTIDLFFLFFKPWLFSQSLFPIPSFAFSAHHLQQVLSGVKMTAKATMDVPQKGGFSFDLCRRNEMLVNKGLRSPSFLKTGTTIVGLIFQDGVILGADTRATEGPIVADKNCEKIHYMAPNIYCCGAGTAADTEAVTDMVSSQLKLHRFHTGRESRVVTALTLLKSHLFSYQGHVSAALVLGGVDVTGPHLHTIYPHGSTDTLPYATMGSGSLAAMAIFESKYREGMNRDEGIKLVAEAILSGVFNDLGSGSNVDICVITKGNTEYLRNHLSPNPRTYPQKGYSFPKKTEVLLTKITPLREIVQVIEGGDAMEE*

NbL08g17020.1 proteasome_subunit_beta_type−7−A [MW = 34.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
EAKLTGPYIKMPPKPFVELLFFISSEAEKGSDTALIIPKDSSSKTWYVHHFFLWDILSNTFSSNLFSQKLRPPNLAIAWCFAQSVTLHTNLGDVKCEIFCDEVPRTAENFLALCASGYYDGTIFHRNIKGFMIQGGDSTGTGRGGTSIWGKKFNDEIRESLKHNARGILSMANSGPNTNGSQFFMTYAKQPHLNGLYTIFGKVIHGFEVLDIMEKTPTGPGDKPLAEIRLNRVTIHANPLAG*

NbL08g16870.1 peptidyl−prolyl_cis−trans_isomerase_CYP18−1 [MW = 26.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain

PF01842 ACT domain
PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAASASSTINFSTKLSRTSLSWKTHLASSSAFAVASVSPRRDYRQYPRFVIFSMGAKPTVLVAEKLGEAGVDLLKEFADVDCSYNLSPTELRNKISLCDALIVRSGTKVSREVFESSGGRLKVVGRAGVGIDNVDLAAATEHGCLVVNAPTANTVAAAEHGIALLTAMARNIAQADASIKAGKWLRNKYVGVSLVGKTLAVMGFGKVGSEVARRAKGLGMHVIAHDPYAPADRARAIGLELVSFDEAIESADFISLHMPLTPATKKVLNDETFAKMKKGVRIVNVARGGVIDEDALVRALDAGIVAQAALDVFTVEPPSKDSKLVQHENVTATPHLGASTMEAQEGVAIEIAEAVVGALKGELAATAVNAPMVPAEVLSELKPFVELAEKLGRLAVQLVTGGSGVKSVKVTYGSARAPDDLDTRLLRAMITKGLIEPISSAFVNLVNADFTAKQRGLRIAEERSLLNGSPESPLEFIRVQIANVESKFASAISDLGEIRVEGKVKDGIPHLTKVGSFEVDVSLEGSIILCRQVDQPGMIGKVGSILSEENVNISFMSVGRVAPRKHAVMAIGVDEQPSKESLKRIGEIPAVEEFVYLNL*

NbL08g16540.1 D−3−phosphoglycerate_dehydrogenase_1_chloroplastic−like [MW = 63.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00188 Cysteine−rich secretory protein family

Protein sequence:
MGFVLFSQIPSFLLVSTLLLFLIISHSSHAQNSQQDYLDAHNTARAVVGVEPLTWDDQVAAYAQNYASQLAADCNLVHSHGQYGENLAEGSGDFMTAAKAVEMWVDEKQFYDHDSNTCAQGQVCGHYTQVVWRNSVRVGCARVQCNNGGYVVSCNYDPPVVPLLLGFQMWSPDLRKGSKASENGCYTSNTHGASFPRTNGRHVLMTTSLGLWKKTRMYLCLLIPPLWYSQGLLWRKRKSLGSLSPEVKRKNRVARKPKKSTDSGVPYSNSLLWLRDVLEEDDIFIAHGTTPYQEKATTKGEIHEVGLPQTREIDMGTRGYHQLLQDSQDVHTPIPSPQSSPRRSREGTPDGSHSNANAQFNNDEALQNTNTLENPRSGLVNSGCGGISCESRDREPDHMTAFRTGVKGNDLTKQDIESVLVKKFGEPLTKGAFTWYDHRSRNRESGSSSRFGNGRNRRESQDDDRNLKARFGGYNFNVSTSELVVVSRRMGDKELWPKEIRSNPNRRNPNHWCEFHDDHRHKTANCSSNIILLRLLREMQAEDKLVPKEHTLSGFENASIVTMGEVILTTFTKCVIKDSKFQVVDMEIACNMILGRPWIHEIGVVPSALHQVIKFPSPWGICQIRGDQQTSRSINFVADSTTRNEEK*

NbL08g16530.1 pathogenesis−related_protein_1A [MW − SP = 69.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGTTVMLILVSMMMVMINVHASDTNPVFDPCSDTKIQRWDGFTFGLAFSSKESFFSNGTQLSPCDQRLSLSGNSAQLAVFRPKVDEISLLTVNSSDSNPSKAGGYMVAFAGRKYAARSLPAFVADNTHTITSFTLVLEFQKGTLQNLFWKKFGCSSCTGGSFVCLNTTDCAVPNNKCNGNGGSVDCNMGIQLAFSGTDKNDDVLNSWYEVKNLRQYSLYGLFQDVSDSLTSPFKNLF*

NbL08g16430.1 uncharacterized_LOC107772566 [MW − SP = 23.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MAKRTLPVLKHLLKSSSSSPSHGVSHSLTSARSVTYMPRPGDGTPRAVTLIPGDGIGPLVTGAVEQVMDAMHAPVYFERYEVHGDMKSVPPEVMESIRKNKVCLKGGLKTPVGGGVSSLNVQLRKELDLYASLVHCFNLQGLPTRHENVDIVVIRENTEGEYSGLEHEVVPGVVESLKVMTKFCSERIAKYAFEYAYLNNRKVVTAVHKANIMKLADGLFLESCREVASKYPGIKYNEIIVDNCCMQLVSRPEQFDVMVTPNLYGNLVANTAAGIAGGTGVMPGGNVGADHAVFEQGASAGNVGNEKILEQKKANPVALFLSSAMMLRHLQFPSFADRLETSVKRVIAEGKCMTKDLGGGCTTQEITDAVIANLD*

NbL08g16390.1 isocitrate_dehydrogenase_[NAD]_regulatory_subunit_1_mitochondrial [MW = 40.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00098 Zinc knuckle PF00313 'Cold−shock' DNA−binding domain

Protein sequence:
MASESDQGRRIKGSVKWFNDQKGFGFITPDDGGEDLFVHQSGIRSEGFRSLAEGEVVEFEVESGDDGRTKAVNVTGPDGASVQGGGRGGSGGGGGGGRYGGGGGYGGGGGGRYGGGDGGYGGGGGRYGGDGGYGGGGGGRYGGGGYGGGGGSGCYKCGEEGHFARECSQGGGGGGYGSGGGGYGSGGGGYGGGGGRYGGSGGGGGGGCFKCGEEGHFARECPNSSGR*

NbL08g16130.1 glycine−rich_protein_2−like [MW = 21.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00121 Triosephosphate isomerase

Protein sequence:
MAVASTSSLASQLSGPTSYSCPHFSGLRPSSLNSISFSTTQSFFQNVDPLLRLSSSQKGCRAVVTMAGTGKFFVGGNWKCNGTKDSISKLISDLNSAKLESDVDVVVAPPFLYIDQVKSSLTDRIEISAQNCWTGKGGAFTGEISVEQLKDLGCKWVILGHSERRHIIGENDEFIGKKAAYALSQNVGVIACIGELLEEREAGKTFDVCFQQLKAFADALPSWDNVVIAYEPVWAIGTGKVATPEQAQEVHAAVRDWLSKNVSAEVASKTRIIYGGSANGSNCSDLAKKEDIDGFLVGGASLKGPEFASIVNSVTSKKVAA*

NbL08g16080.1 triosephosphate_isomerase_chloroplastic−like [MW = 34.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family PF14374 60S ribosomal protein L4 C−terminal domain

Protein sequence:
MATAAAIPTTTVQSFENDMVTEGGAIPLPAVMKAPIRPDVVTYVHANISKNSRQPYAVSKKAGHQTSAESWGTGRAVSRIPRVSGGGTHRAGQAAFGNMCRGGRMFAPTKIWRRWHRKIPVNQKRYAVASAIAASAVPSLVLARGHRIESVPELPLVVSDSVESIEKTSNAIKALKQIGAYPDAEKAKDSHAIRPGKGKMRNRRYISRKGPLIVYGTEGAKLVKAFRNIPGVEICHVERLNLLKLAPGGHLGRFVVWTKSAYEKLDEIYGSFDKPSEKKKGYVLPRAKMANADIARIINSDEVQSVVRPIKKDVKRATLKKNPLKNLNVLLKLNPYAKTARRMSLLAEAQRVKAKKEKLDKKRHQVTKEEASAIRSASAAWYKTMISDSDYTEFDVFTKWLGVTQ*

NbL08g15890.1 60S_ribosomal_protein_L4−1−like [MW = 44.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
EKQLLERSDSEEARLLELRKISQDRDRAWESELEAVQKPHELDSAALASAMNEIQNLKLQLARVADSEATQAHHAESAHAETQSLRLKLNETVSLLELLQIQLNKSKESEASVLEEVSKAQLELEVAKLTGDTLRSESLKAIEACKSLSLELEQSKVKVAALEELVSNLQSDQVNKSMNLVDPSEGGINVEADELKTELGNLKDEVNELRAALEDSERSYQEECIQSTLQITSAYEIVECTKSESIQRDTEWNSKLNAAKADVEELTGTLMNKEAELQKISDENKGLNLQVEEIQADDGETKLQAELKKSESILADLRASLFDKETEVQSTTEENEMLKSEMKKREMESTKVNDEVLALAEAAKTSEREALMKLGYLTEEADKRSRKAARVIEELDAAQAANSEMEAELRRLKVQSDQWRKAAEAAAAMLSTSNNGKYVERTGSLDYHTIGGKLRSPLSEDMDNDPRRRMAIC*

NbL08g15860.1 interactor_of_constitutive_active_ROPs_2_chloroplastic−like [MW = 52.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03641 Possible lysine decarboxylase

Protein sequence:
MERESDVVKVSKFKRICVFCGSSQGKKSSYQDAAIQLGKELVSRNIDLVYGGGSIGLMGLVSQAVHDGGRHVIGVIPKTLMPRELTGETVGEVKAVADMHQRKAEMAKHSDAFIALPGGYGTLEELLEVITWAQLGIHDKPVGLLNVDGYYSSLLSFIDKAVEEGFICPNARHIIVSAPTPKELVNKLEEYVPCHERVASKLSWEMEQLGYPQAQEMAR*

NbL08g15740.1 cytokinin_riboside_5'−monophosphate_phosphoribohydrolase_LOG3−like [MW = 24.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04536 TPM domain

Protein sequence:
MASLSHLPSSLTFRNICHSPSIHPIKASNSHFRISARNENSALQLSKISEFSSKTLNFLLSGSLALALSFTGVCTAEAKVGVNKPELLPKEFTPVIDVAGFLSDGQEKRLAQEITDIEKDTGFKLRVLAQNYPDTPGLAIKDFWQVDDRTIVFVADPTFGNILNFNVGATVDLDIPRSFWSRLAGTYGNMFYWKEKGEDASIEAAVMAISTCLREPVGPNNCSEVK*

NbL08g15640.1 thylakoid_lumenal_15.0_kDa_protein_2_chloroplastic−like [MW = 24.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00023 Ankyrin repeat PF12796 Ankyrin repeats (3 copies)

Protein sequence:
MAVQRGRNGMTGEDEEEEGAIFGQEIEVEESNDVPAHLLNLFDAAENGNLDALRNSIDNLSGSIDQPLEDGDTALHLTCLYGHLPCVQLLLERGASLEPKDEDGAIPLHDACAGGYTEIAQLLINSAPDPECVKRMLDSVDVEGDTPLHHAARGDHVTVVRLLLASGACPTRTNIYGKTPGELAEPDGEAQRILDETARAFPSH*

NbL08g15490.1 poly_[ADP−ribose]_polymerase_tankyrase−like [MW = 21.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00067 Cytochrome P450

Protein sequence:
MPFSLTLSAFSLLSHPTTHHHRTTYLGPLPHRSLSIKSSIDNKKPPSTKPSSWVSPDWLTKLTSSLTFGQNNDSNIPIASAQLEDVSELLGGALFLPLFKWMNQYGPIYRLAAGPRNFVIVSDPAIAKHVLKNYGKYGKGLVAEVSEFLFGSGFAIAEGPLWTARRRAVVPSLHKKYLSVIVDRVFCRCAERMVEKLTPDAISGSAVNMEAKFSQLTLDVIGLALFNYNFDSLTTDSPVIEAVYTALKEAELRSTDLLPYWQIKALCKVIPRQIKAGNAVSLIRQTVEELISKCREIVESDGERINEDEYVNDRDPSILRFLLASREEVSSVQLRDDLLSMLVAGHETTGSVLTWTSYLLSKNPSTLKKAHEEVDRVLGGRNPTYEDMRNLKFLTRCITESLRLYPHPPVLIRRALVADVLPGNYKVNAGQDIMISVYNVHHSSEVWERAEEFDPERFDLEGPVPNETNTDFRFIPFSGGPRKCVGDQFALLEATVALAIFLQNFSFELIPDQNISMTTGATIHTTNGLYMKVKQRQKESVLAA*

NbL08g15440.1 carotene_epsilon−monooxygenase_chloroplastic [MW = 60.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme PF00585 C−terminal regulatory domain of Threonine dehydratase

Protein sequence:
MEVLHFTAVKSLSSCLRPDLAAKTSPIVPTNAVKTRKIKRNAFIRAKAAEILSSPVTAAEPLQASPLQDSPAPSVPLLRVSPSSLQCEPGYLIPNSPVLGTGGMLGYEYLTNILSSKVYDVAYETPLQNAPKLSERLGVNVWLKREDLQPVFSFKLRGAYNMMAKLSKEQLERGVICSSAGNHAQGVALAAQRLGCNAVIAMPVTTPDIKWKSVKRLGATVVLVGDAYDEAQAYAKVRAEAEGRTFIPPFDHPDVIIGQGTVGMEINRQLKENIHAVFVPVGGGGLIAGIAAYLKRVAPDIKIIGVEPLDANAMALSLQHGQRVMLDQVGGFADGVAVKVVGEETYRLCKELIDGVVLVGRDAICASIKDMFEEKRSILEPAGALALAGAEAYCKYYGLKGENIVAITSGANMNFDRLRLVTELAAVGRQREAVLATFMAEEPGSFKKFSEMVGPMNITEFKYRYSSGKGKALVLYSVGLHTKLELEEMLERMKSANLQTINLTDNDLVKDHLRHLMGGRTNVHNELLCRFTFPEKPGALMKFLDAFSPRWNISLFHYRAQGDTGANVLVGIQVPKAEVDEFQGRADSLGYEYAVESLNEAFQLIMQ*

NbL08g15400.1 threonine_dehydratase_biosynthetic_chloroplastic−like [MW = 66.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MHYSYSKSPIPVAAPSFPQSPYKKNQNPKHKKTPLSLSSPFNVESSELSILSLHFFSSNSLINSANMHSNHLLLEEPIRMASILEPSKANFFPAMTKIVGTLGPKSRSVEAISACLKAGMSVARFDFSWGDSEYHQETLENLKAAIKATKKLCAVMLDTVGAELQVVNKKETAISLKADAIVTLTPHQGQEASSELLPINFGGLAKAVKKGDTIFVGQYLFTGSETTSVWLEVDEVNGDDVICVVKNSATLAGSMFTLHASQVHIGLPTLTDRDKEVISTWGVKNKIDFISLSYTRHAEDVREAREFLSKLGDLSQTQIFAKIENVEGLTHFDEILKEADGIILSRGNLGIDLPPEKVFLFQKSAVHKCNMAGKPAVVTRVVDSMTDNLRPTRAEATDVANAVLDGTDAILLGAETLRGLYPVETISTVGRICFEAEKVFNQDLYFKKTVKFVGEPMTHLESIASSAVRAAIKVKASVIICFTSSGRAARLIAKYRPTMPVLSVVIPRLKTNQLKWSFSGAFEARQSLIVRGLFPMLADPRHPAESTNASNESVLKVALDHGKASGVIKSHDRVVICQKVGDASVVKIIELED*

NbL08g15350.1 pyruvate_kinase_1_cytosolic [MW = 64.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
MAATSAAIFTLPKLHKSSTIPKLLFPLSPKPTLSSYSLVPLKVQLSLRNVQPLKCAATTRISATISVGDKLPNSTLSYFDSSDELKTLSISDLTNGKKVVLFAVPGAFTPTCSQKHLPGFVEKSKELKSKGVDTIACISVNDAFVMKSWKENLKINDEVLLLSDGNLEFTKAIGCELDLSDKPIGLGVRSRRYAMLVDDGVVKVLNLEEGGAFNVSSAEDILKTL*

NbL08g15300.1 peroxiredoxin−2E−2_chloroplastic−like [MW = 24.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13499 EF−hand domain pair

Protein sequence:
MGNTCRGSIGGKTFQDYAQPEDSSNSNSNREPSSANSYSSSDNFSPSNHKKEQKSLSLVSPRKASMNRTGSNQAYYVMGHKTPNIRDFYTLGRKLGQGQFGTTYLCTENSTGNQYACKSISKRKLISKEDVEDVRREIQIMHHLAGHKNIVTIKGAYEDPLYVHIVMELCSGGELFDRIIQRGHYSERKAAELTRIVVGVVEACHSLGVMHRDLKPENFLLVNKDDDFSLKAIDFGLSVFFKPGQIFKDVVGSPYYVAPEVLLKHYGPEADVWTAGVILYILLSGVPPFWAETQQGIFDSVLKGHIDFDSDPWPLISESAKDLIRKMLCMQPSERLTAHEVLCHPWICENGVAPDRALDPAVLSRLKQFSAMNKLKKMALRVIAESLSEEEIAGLREMFKAMDTDNSGAITFDELKAGLRKYGSTLKDTEIRGLMNAADVDNSGTIDYGEFIAATVHLNKLEREEHLMAAFQYFDKDGSGYITVDEVQQACAEHNITDVYFEDIIREVDQDNDGRIDYGEFVAMMQKGNPCGVGRRTMRNSLNLSMRDAAGAH*

NbL08g15270.1 calcium−dependent_protein_kinase_4 [MW = 61.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTIFFIHHMDDGNINLKGWAAFAKKVSGEWDGFGAEFTKQGKPIELPENVVPEAYREWEVKVFDWQTQCPTLAQGDDAFSFVYKSIRLLPTVGCEADAATRHSIDERSIVDDNVSAFAYQSSGCYVAAWSNENMSWELEHCLIDPRKKESRVRIIQVVRLEDSKLVLQNVKVFCEHWYGPFRNGDQLGGCAIQDSAFASTQALDPTQVIGVWEGKHAIFSFDNAPQKVQELVDGSTRKTVRDELDLVLLPRQLWCCLKDVAGGETCCEVGWLFEKGRAMTSKCIFSDDGKLKEIAIACESAASAE*

NbL08g15260.1 uncharacterized_LOC107760951 [MW = 34.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01937 Protein of unknown function DUF89

Protein sequence:
GGALNLDLLPVLGAECENKKKGHRASRNAPVKMESSGELVPFPLLTTPIESNYRACTIPYRFPSDNPKKPTPTEISWIDLFMNSIPSFRKRAESDDTVPDAPLRAEKFAQRYAEILEDLKKDPESHGGPPDCILLCRLREQVLREVGFRDIFKKVKDEENAKAVSLFEEVVRLNDAIEDEAKRVENLVRGIFAGNIFDLGSAKLAELFSEDGMSFLASCQNLVPRPWVIDDVDTFITKWSRKTWKKAVIFVDNSGADIILGILPFARELLRQGTQVVLAANDLPSINDVTYTELVEILSKLKDEHGKLIGVDTFKLLVANSGNDLPVIDLTTVSQELAYLASDADLVILEGMGRGIETNLYAQFKCDSLKIGMVKHAEVAQFLGGRLYDCVFKFNEALS*

NbL08g15250.1 uncharacterized_protein_At2g17340−like [MW = 44.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MQMQTLRLLSTSTSSSLSNFVSFNCCPCQFSNPLPFPCKTNLGFVKVKRQSKVSILKAGFWESIRSGFVKNNTVQVIESPSNEEEEEEEPLPEEFVLIEKTQPDGTVEQIIFSSGGDVDVYDLQALCDKVGWPRRPLSKLAAALKNSYIVATLHSRKFSSGEEGNGEKKLIGMARATSDHAFNATIWDVLVDPSYQGQGLGKALIEKLIRTLLQRDIGNISLFADSQVVEFYKNLGFEPDPEGIKGMFWYPMY*

NbL08g15030.1 acetyltransferase_NSI [MW = 28.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00150 Cellulase (glycosyl hydrolase family 5)

Protein sequence:
MVNQEQNFSSKLLLLAASCLLVVCIKGEMEDGEWTMVQKSGNQFVVNGQPFYVNGFNTYWLMVFAADQSTRGKVTETFQQASAVGLSVCRTWAFNDGQWRALQKTPAVYDEDVFKALDFVVSEAKKYKIRLILSLVNNWEAYGGKSQYVKWGKAAGLNFTTDDDFFSHPTLKSYYKAHVKAVLNRVNTFTNITYKDDPTIFGWELMNEPRCESDPSGDKLQAWIEEMAVYVKSIDPKHLVEIGLEGFYGLSTPNRAQVNPNSYAQQVGTDFIRNHQVLGVDFASVHIYPDSWISQSISEAHVEFTKSWMQSHIDDAEKYLNMPVVFAEFGVSTKDPGYNSTYRDTLIATVYKTILNSTRKGGAGGGSLLWQVFPEGTDYMDDGYAIVLSKSLSISNIVSLHSKKLNTFNSFCSWKCHWGCRKKHVLLDDFQSRDEL*

NbL08g15020.1 mannan_endo−14−beta−mannosidase_6 [MW − SP = 46.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02225 PA domain

Protein sequence:
MKKKVGFLVCVWFLVIGCSYGRFVVEKNSLRVTSPESIKDVYECAIGNFGVPQYGGTLVGNVVYPKANQKSCKSFESADISFKSKAGSMPVFVLVDRGDCYFTLKAWNAQKAGAAAILVADDRSEPLITMDTPEEEDAQADYLQNITIPSALISQSLGDSIKKQLSKGEMVNINLDWREALPHPDERVEYEFWTNSNDECGPKCESQREFVKNFKGAAQILEQKGYTQFTPHYITWYCPEAFILSKQCKSQCINHGRYCAPDPEQDFSKGYDGKDVVLQNLRQACFYKVANESGKSWLWWDYVTDFAIRCPMKEKKYTKECADQVVKSLGFDVKQIDKCVGDPEADADNPVLKAEQEAQIGKDSRGDVTILPTLVINNRQYRGKLDKGAVLKAICSGFEETTEPAICLTDDIQTNECLESNGGCWQDKAANITACRDTFRGKVCECPMVQGVKFVGDGYTHCEASGALRCGINNGGCWKGTKDGRTFSACIDDHTKGCKCPPGFKGDGVNSCEDIDECNERLACQCPECKCKNTWGGYDCSCKGNLLYMHEHDTCINAGKDGKTEFSWGFVWVIILGLAAAGVGAYAVYKYRIRRYMDSEIRAIMAQYMPLDNQGEVPNHVSHGNV*

NbL08g14990.1 vacuolar−sorting_receptor_1−like [MW − SP = 67.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00885 6,7−dimethyl−8−ribityllumazine synthase

Protein sequence:
MATTAAFGEVGLVPLLQSTFNPSHRPFFSLSFHNTTISSSPKLTAALSFTQSQGFGFASKEQKRTDVVQTSAVRELRGSLLSAQGHRFAIVVARFNDLITKKLLEGALDTFKSYSVREENIDVVWVPGSFEIGVVAQQLGKSQKYQSILCIGAVIKGDTSHYDAVVNATTSGVLSAGLNSGTPCIFGVLTCDTLEQAFNRAGGKSGNKGAEAALTAIEMASLFEHHLKPLE*

NbL08g14940.1 67−dimethyl−8−ribityllumazine_synthase_chloroplastic−like [MW = 24.65 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 83 165 247 329 411

Protein length

Gel Slice

5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 83 165 247 329 411

Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MAAIIKGIGAATALSSTNSLDSKKSLFANTRTSFSERKGRFCVVRSDGRLSYGLNRRGGGGRAKQIITNAVAAKEDTAAASASSKPGHELLLFEALREGLEEEMDRDPTVCVMGEDVGHYGGSYKVTKGLAPKYGDLRVLDTPIAENSFTGMGIGAAMTGLCPVIEGMNMGFLLLAFNQISNNCGMLHYTSGGQFKIPVVIRGPGGVGRQLGAEHSQRLESYFQSIPGIQMVACSTPYNAKGLMKAAIRSDNPVILFEHVLLYNLKERIPDEEYVLNLEEAEMVRPGEDVTILTYSRMRYHVMQAAKTLVDKGYDPEVIDIRSLKPFDLHTIGNSVKKTHRVVIVEECMRTGGIGASLTAAITENFHDYLDAPIVCLSSQDVPTPYAGTLENWTVVQPSQIVTAVEQLCR*

NbL08g14920.1 pyruvate_dehydrogenase_E1_component_subunit_beta−3_chloroplastic−like [MW = 44.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLTSSLRLPFLPLPHSHLAFSPLNFNKVFHFNNPNFPISSSISSSKRFASTDASSHGQQTWPDGDAESNDNLRNEDEYAIQMFGSDDELSSQIPTQAQSVVEGSGSVLVTEYKPVPDVDYLQELLAIQQQGPRNIGFFGTRNMGFMHQELIEILSYALVITKNHIFTSGAAGTNAAVIRGALRAEKPELLTVILPQSLKKQPPESQELLSKVKHVIEKPHNDHLSLLEASRLCNMDIIFQVQQVICFAFHDSRLLMETCQEAKNLRKIVTLFYLD*

NbL08g14850.1 uncharacterized_LOC107820649 [MW = 30.78 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain
PF11421 ATP synthase F1 beta subunit

Protein sequence:
MSSRRLLASLLRSTAQRGGAISRSPLANSIPRTTSRASPKGFLLNRAVKYATSAAAEKPKATPPKPSGNEPTGKITDEFTGAGSIGKVCQVIGAVVDVRFDEGLPPILTALEVLDNQIRLVLEVAQHLGENMVRTIAMDGTEGLVRGQRVLNTGSPITVPVGRATLGRIINVIGEPIDERGDINTDHFLPIHREAPAFVEQATEQQILVTGIKVVDLLAPYQRGGKIGLFGGAGVGKTVLIMELINNVAKAHGGFSVFAGVGERTREGNDLYREMIESGVIKLGDKQSESKCALVYGQMNEPPGARARVGLTGLTVAEHFRDAEGQDVLLFIDNIFRFTQANSEVSALLGRIPSAVGYQPTLATDLGGLQERITTTKKGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSRQISELGIYPAVDPLDSTSRMLSPHILGEDHYNTARGVQKVLQNYKNLQDIIAILGMDELSEDDKMTVARARKIQRFLSQPFHVAEVFTGAPGKYVDLKESINSFQGVLDGKYDDLSEQSFYMVGGIDEVIAKAEKIAKESAA*

NbL08g14810.1 ATP_synthase_subunit_beta_mitochondrial−like [MW = 59.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain

Protein sequence:
MSILSLSLSPFPNYPTLSHLSSHAPSRIQLLHPSSSMTLLRPLHHQLRHQFRRRLSISAAAVRQDTNLWTTAPLVTVSPAADESLFHVTIDVSDSPDLAASHIKAGQYLQLRIPDVEKPSFLAIASPPSLASSKGVFEFLIKSISGSTAELLCGLQKGDVVELSQVMGKGFDLDQISPPEKYQTVLIFATGSGISPIRSLIEAGFSADKRSDVRLYYGARNLKRMAYQDRFENWASSGVKVVPVLSQPDDAWTGKRGFVQAAFARAKNIFSPQSTGAVLCGQKQMAEEVTALLVADGVSTEKILKNF*

NbL08g14800.1 fruit_protein_pKIWI502 [MW = 33.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MAASSSLLKLNASSSSWIGQQSFNQRSGSSCRLPSSTRRVNVIRAGSYTDELLKTAKTIASPGRGILAIDESNATCGKRLASIGLDNTEANRQAYRQLLLTTPGLGDYISGAILFEETLYQSTTDGKKMVDCLRDQNIVPGIKVDKGLVPLPGSNDESWCQGLDGLASRSAEYYKQGARFAKWRTVVSIPCGPSALAVKEAAWGLARYAAISQDNGLVPIVEPEILLDGDHPIERTLEVAERVWAEVFYYLAENNVVFEGILLKPSMVTPAAEHKEKSSPDTIAKYTLKMLKRRVPPGVPGIMFLSGGQSEVEATLNLNAMNQSPNPWHVSFSYARALQNTVLKTWQGRPENVDAAQKALLIRAKANSLAQLGKYSAAGESEEAKKGMFVKGYTY*

NbL08g14690.1 fructose−bisphosphate_aldolase_3_chloroplastic−like [MW = 42.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily

Protein sequence:
MATPPYNLAMIIKNPSNESEFLLVKQNPPPKFNDPEYDSFLDSPLWDLPSAPLIPLDSPSDNQIVIQVPESCSHELDLTKFDLNSALHKVLEQVELEDTTVVWKFLKYVQEPEFGPGLPVKTVYITETLGPKDGKLKDVEFCKWMNTDKCVNMLVEVKPCSDRIGSLVVVGLLNDSKKYDETWKVPHTLRFQEYPPGVKVIPMESRTAKPFRTTNLIVFLPGGNNSGCHDSFVAHGEALIVDPGCKSASYEQLKEIIAALPRKLVVFVTHHHNDHVDGLSVVQKYSPDACLLAHENTIRRIRKDDWSLPCVPVSGSEEICIGSQRLRVIFTPGHTDGHMGLLHVSTNSLIVGDHCVGQGSALLDIASGGNMRDYFETTYKFIELSPHALIPMHGRINMWPKHMLCGYLKNRRYRESTILKAIENGAKTLFDIVAYTYAEVDRSLWFYASSNVRLHVDHLALQDKLPNDFSLENFNRSCVEFADKVHKK*

NbL08g14320.1 uncharacterized_LOC107766948 [MW = 55.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01406 tRNA synthetases class I (C) catalytic domain

Protein sequence:
MVNQKIEFQVYNTMTKQKEVFIPKEPGKVKMYVCGVTSYDFSHIGHARAYVAFDVLYRYLKYLGYDVVYVRNFTDVDDKIIKRANETGEDPIALSGRFCQEFLKDMDDLQCLLPTHQPRVTDHMEQIKEMIAKIITNGCAYTINGDVYFSVDSFPEYGRLSGRKLEDNRAGERVAVDSRKRNAADFALWKAAKPDEPSWESPWGPGRPGWHIECSAMSAQYLTHSFDIHGGGMDLTFPHHENEIAQSCAACPESNISYWMHNGFVTIDDEKMSKSLGNFFTIREVTRLYHPIALRYFLLGMHYRSPVNYSISQIEIASESVFYLYQTLLDCEEALSVFQQGTETETEVRGVRVSSQVQECIKKLRNELETKLSDDLHTPTILNAALQEALRLMNSSLNMLKKKQQKKQQLSAVLSLAELLKEVKAVLDVLGLLSSSTCAEVLQQFKERALKRAELTEEDILHAIEERTLARKNKEFARSDQIRSDLVAKGIALMDIGAETVWRPCVRAQQEQPAAPAQQEQPAAPAQQEQSAAAMQKEKPVAPSQQKQSAGAPQKEQPVAAPSQPKHSAAAPQKEQPTAPLQQEQPAVPPQ*

NbL08g14270.1 cysteine−−tRNA_ligase_cytoplasmic [MW = 66.62 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00749 tRNA synthetases class I (E and Q), catalytic domain

PF03950 tRNA synthetases class I (E and Q), anti−codon binding domain
PF04557 Glutaminyl−tRNA synthetase, non−specific RNA binding region part 2

PF04558 Glutaminyl−tRNA synthetase, non−specific RNA binding region part 1

Protein sequence:
KHLSLTSQDSSFKESFYDLLKFPKNCHSSISQHLHSRVFGNYEVASEAMVKEEDSKTLELFLKIGLDEKTAKNTLANNKVTTNLTTVIHEAAVTDGCDRTVGNLIYTVATKFPANALNHRPTLLQYIVSTKIKTPAQLEAAFIFLAAAASGNLNTQEFEEACGVGVEVSKDAIECAVSEVFEEKKTNILEQRYRTNVGELFTHVRKKLPWADPKVVKKVIDVELYKLLGERTAADNEKPVKKKKEKPVKAEDKAKAEETPAPKPSEEELNPYLIFPSPEENYKVHTEIYFSDRPVLRACNSKELLEKHLKVTGRKVLTRFPPEPNGYLHIGHAKAMFVDFGLAKERGGGCYLRFDDTNPEAEKKEYIDHIKEIVGWMGWEPYKITHTSDYFQDLYELAVELIRRGHAYVDHQTPEEIKEYREKKMNSPWRDRPIEESLRLFDEMKKGMINEGNATLRMKQDMQSDNFNMYDLIAYRIKFTPHPHAGDKWCIYPSYDYAHCIVDSLENITHSLCTLEFETRRASYYWLLDALGLYQPFVWEYSRLNVSNTVMSKRKLNRLVTEKWVDGWDDPRLMTLAGLRRRGVTSTAINAFVRGIGITRSDCSMIHVSRLEYHIREELNKTAPRTMVVLNPLKVVITNLEAGLVTDLDAKKWPEAPANDASSFYKVPFSRVVYIERTDFRLKDSKDYFGLAPGKSVLLRYAYPIKCTDVILADDKETVLEIRAEYDPSKATKPKGVLHWVAEPSPGVDPLKVEVRLFDRLFLSENPAELEDWLGDLNPESKVVIQNAYAVPLVRTAALGDRFQFERLGYFAVDQDSTSEKLVFNRSVTLRDSYAKGGK*

NbL08g14260.1 glutamine−−tRNA_ligase [MW = 95.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00828 Ribosomal proteins 50S−L15, 50S−L18e, 60S−L27A

Protein sequence:
MASLISTAILPHISSSFKGNSRNLKSSSNIFPSIKLINQKTTPRTRTPFLIFNKVASFDVSVADSANSGSVRFRLNNLGPQPGATKNRKRKGRGHAAGQGGSCGFGMRGQKSRSGPGVRKGFEGGQMPLYRRLPKLRGIAGGMAAGLPKYVPVNLKDIEEAGFQEGEEVSLESLKQKGLINPSGRERRLPLKILGDGELSVKLNFKARAFSTSAKEKLEAAGCSLTVLPGRKKWVKPSVAKNLSRADEYFAKKRAAAASEAADPSSA*

NbL08g14190.1 50S_ribosomal_protein_L15_chloroplastic−like [MW = 28.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00694 Aconitase C−terminal domain

Protein sequence:
MAASSTLSSSITTFKLSPCQPRASSISASVKLPSTSSNNPFNPLISHFGPTPKTPTVAPLRYSAASATPETTTTTATAFHGLCYVVGDNIDTDQIIPAEYLTLVPSNPDEYKKLGSYALCGLPSSYQTRFVDPDEFTSKYSIIIGGDNFGCGSSREHAPVALGAAGVAAVVAESYARIFFRNSVATGEVYPLESEVRICEECKTGDVVTVELGESRLINHTTGKEYKLKPIGDAGPVIEAGGIFAYARKAGMIPSRDA*

NbL08g14180.1 3−isopropylmalate_dehydratase_small_subunit_3−like [MW = 27.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02985 HEAT repeat PF13646 HEAT repeats

Protein sequence:
MAMVDEPLYPIAVLIDELKNDDIQLRLNSIRRLSTIARALGEERTRKELIPFLSENNDDDDEVLLAMAEELGVFIPYVGGVEHAHVLLPPLETLCTVEETCVRDKAVESLCRIGSQMRESDLVDWFVPLVKRLAAGEWFTARVSACGLFHIAYSSAPEMLKAELRSIYNQLCQDDMPMVRRSAATNLGKFAATVESTYLKSDIMSIFDDLTQDDQDSVRLLAVEGCAALGKLLEPQDCVAHILPVIVNFSQDKSWRVRYMVANQLYELCEAVGPEPTRTDLVPAYVRLLRDNEAEVRIAAAGKVTKFCRILSPELAIQHILPCVKELSSDSSQHVRSALASVIMGMAPVLGKDATIEHLLPIFLSLLKDEFPDVRLNIISKLDQVNQVIGIDLLSQSLLPAIVELAEDRHWRVRLAIIEYIPLLASQLGIGFFDDKLGALCMQWLQDKVYSIRDAAANNLKRLAEEFGPEWAMQHIIPQVLDMTTSPHYLYRMTILRAISLLAPVMGSEITCSKLLPVVITATKDRVPNIKFNVAKVLQSLIPIVDHSVVEKTVRPSLVELAEDPDVDVRFYANQALQSIDNVMMSG*

NbL08g14010.1 serine/threonine−protein_phosphatase_2A_65_kDa_regulatory_subunit_A_beta_isoform [MW = 65.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00206 Lyase PF10415 Fumarase C C−terminus

Protein sequence:
MAMLIAARRLSAGSALSGSLRYTSCWRFFSTSFREEKDTFGPILVPSDKLWGAQTQRSLQNFDIGGERERMPEPIIRAFGILKKCAAKVNMEYGLDRSIGKAIMQAAEEVAEGKLNDHFPLVVWQTGSGTQSNMNANEVIANRAAEILGHKRGDKHVHPNDHVNRSQSSNDTFPTVMHIAAAMELNKRLVPNLKQLHTSLHSKSVEFKDIIKIGRTHTQDATPLTLGQEFSGYAAQVKYGIDRVLCTLPHMYQLAQGGTAVGTGLNTKKGFDIKIAAAVAEETNLPFVTAENKFEALAAHDAFVETSGAINTVAASLMKVGNDIRFLGSGPRCGLGELILPENEPGSSIMPGKVNPTQCEALTMVCAQVMGNHVAVTIGGSNGHFELNVFKPMIANALLHSVRLIGDASASFEKNCVRGIQANRERIAKLLHESLMLVTCLNPKIGYDNAAAVAKKAHKEGTSLKDAALNLGVLKSEEFDQLVVPEKMIGPTD*

NbL08g13930.1 fumarate_hydratase_1_mitochondrial−like [MW = 53.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09532 FDF domain PF12701 Scd6−like Sm domain

Protein sequence:
MAAAAATESSSARSASGGSSADSYIGSLISLTSKSEIRYEGILYNINTDESSIGLRNVRSFGTEGRKKDGPQVPPSDKIYEYILFRGSDIKDLQVKSSPPLQTTPPINNDPAIIQSHYPRPPTTSASVPAPVGGSLTDLSSHPAQPGHPGSAFQSGLPLYQPGGNLGSWGPSPPPPNAGAGGLGMPMYWQGFYGAPNGLSQMQQQSLLRPPPGLAMPPSMLQMQFSGFNSSLPTGGSSLQASNLPEYPSSLMPTTTSLGASSLPAATLPSTVPPLQPVAPVTEKISSTLANKTSVSAIASSTLSASLPTLPPLTTSPDVPAISIKPNPVPSPALSQSVSTVMGPSSSNLVETPTPSLVTPGQLLQSGPIDVPSTQSTQTAQKDVEVVQVLPAPSSETPAPVKTEAQPPILPLPPQTRVQKTNGAPYQARYNNYRGRGGRGMGVSRPVTKFEEDFDFMAMNEKFKKDEVWGHLGKSNREGDGNGSDEDVSFNEYDDVLPKIDVKPVYNKDDFFDSLSSNALDNDPNHGRTRFSEQRKIDVETFGDFSRYRGGRGGRGGRSQGSYYGRGGYGGNGYGYGYGCRGRGRGMPSRAS*

NbL08g13660.1 protein_decapping_5 [MW = 62.31 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 67 133 199 328

Protein length

Gel Slice

4 5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 67 133 199 328

Pfam domains

Pfam Description
SP Sequon TM Domain PF13023 HD domain

Protein sequence:
DGLKCPQNKVSILFRPFQTFSFVCPNNKPEKQNHQKIKKKSKEEKFPKSYNLITVMAAAKANPNSLFLSSSSTHYSSSPPLLQISLNKLPFLPHSQCLNLFSACSKKPISGSVNLDPSITSFRSGSTKIDSLDESAKVSSSPSNAIDFLTLCHSLKTQKRKGWVNHGIKGPESIADHMYLMSVMALIASDLPGVNRERCIKMAIVHDIAEAIVGDITPSDGVPKAEKSRRELAALNEMCKILGGGMRAEEIKELWQEYENNASLEANLVKDFDKVEMILQALEYESEHGKVLDEFFLSTAGKFQTEIGKSWAAEIHSRRNSRSENRL*

NbL08g13560.1 HD_domain−containing_protein_2 [MW = 36.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MPSSKNGAHVLIFPFPAQGHILPLLDFTHQLLLHGFKITILVTPKNLLILDPLLSTHPSVQTLVFPFPGHPSLPAGVENVKDFGNSGNAPIIAGLSKLRGPILEWFKAQSNPPVAIVYDFFLGWTQDLAQELGIPGIVFYTSGALLVSILGEIWKNFGSYNDLGLIEFKGLPKSPRFVREHMPSVFKKYKEGDPTWEIVRNGFIANGKSFGSVFNTFEALESEYLCFLKKEMGHERVYSIGPINLVGGPGRNGKSNVDVGVNERVFTWLDECGDGSVLYVAFGSQKLLTKAQMKALTIGLEKSGVRFILVLKQLTAQQLEEGYGSVPEGFEDRISGRGLVIKGWAPQVEILGHRAIGGFLSHCGWNSVLEAIVAGIQILGWPMEADQFINAWLLVENMKTLVRVCEGADSVPDPIELGRTICEAMSNELFKERAKKLRDEAHEAVKIGGSSKRDLDEIVRELAQLKC*

NbL08g13370.1 UDP−glycosyltransferase_89A2 [MW = 51.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MAPVVSRSLSSAPMASVPYSPSIVLGSGSTNRVYLKNAFLPKNNLKNGFLQSGLKWKLQEKRDSRVVVRCEASAVAEKEASESPGETHEYQAEVSRLLDLIVHSLYSHKEVFLRELVSNASDALDKLRFLSLTEPSLLGDSGELEIRIKTDLDNGTITITDTGIGMTKEELIDCLGTIAQSGTSKFLKALKENKDLGAENGLIGQFGVGFYSAFLVAQKVVVSTKSPKSDKQYVWESVADSSSYVIREDTNPENLLSRGTQITLYLRDDDKYEYSEPKKIQDLVKNYSQFISFPIYTWQEKSRTIEVEEEEEPKEGEEKTEEEKKKTKKTKTEKYWDWELTNETKPIWMRNPKEVEKEQYQEFYKKTFNEFLDPLTYTHFTTEGEVEFRSVLYIPGMAPLNNEEVINPKTKNIRLHVKRVFISDDFDGELFPRYLSFVKGVVDSDDLPLNVSREILQESRIVRIMRKRLVRKAFDMIQDLSESENKEDYKKFWENFGKFIKLGCIEDTGNHKRITPLLRFFSSKSKEELISLDDYIENMGENQKAIYYLATDSLQSARTAPFLEKLVQKGIEVLYLVDPIDEVAIQNLQTYKEKKFVDISKEDLELDDDDEVKEREAKQEYNLLCDWIKQQLGDKVAKVQVSKRLSSSPCVLVSGKFGWSANMERLMRAQTLGDTSTLEFMRGRRILEVNPDHPIVKDLNAACKNAPDSSDAKRAVELLYDTALISSGFTPDSPAELGNKIYEMMAMALGGRWGRFEENETEASAETSVESDASAAEASEVQVVEPSEVRTESNDYWE*

NbL08g13350.1 heat_shock_protein_90−5_chloroplastic−like [MW = 91.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MSCSLNQLPAITLKNGSIHRISKRVSGSMLNTRAMAKELYFNHDGSTTKKLLAGVDLVAELVGVTMGPKGRNVVLGNKYGPPKIVNDGETVLKEIQLDDPLENVGVKLIREAGAKTNNLAGDGCTTSIVLARGLIAEGVKVTAMGANVVQVSRGIEKTAKALVSELKLMSRKVEDHELKDVAAVSAGNDYAIGNMISEALKQVGKKGVVTIEKGNNTGTSLEVVEGMQFDRGYLSHYFVTDRRKRIVELHNCKLLLVDKKITNPKELVKILDNAVKEKYPVLIVAEGIEQDALAPVIRNKLRGVLKVAAIKAPSFGERKSLCLDDIAILTGGTVIRDDMGLTLENAHKDLLGSASKVVITKDSTLIVTDGNTREAVMRRVTQIQKLVENTEENFQKKILNERIARLSGGIAIIQVGAQTQVELKDKQLRIEDALNAARAATEEGVVVGGGCCLLRLSSKVDAIKEMLDNEDQKIGADIFKRALSYPAKQIAKNAGVNGNIVVEKILSVDNMKYGYNAARDRYEDLMAAKILDPAKVVRCCLEHAAAVAKTFLISDAVVIDIPQPVSRQMRRPPMPTSGSRLTDLTGGGARIFTKGSQNIKNRQGNSLI*

NbL08g13240.1 chaperonin_60_subunit_beta_4_chloroplastic−like [MW = 65.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MFLYNPISTHLPTHITLKSTAHHHRNITVSSQYQPIPTTVNISISDESLKSKGFNLHRSITNLNLDHLNSVFVAVGFPRRDTTKIQLALENTDSLMWIEYEKTKRPVAFARATGDGVFNAIIWDVVVDPSFQGIGLGKAVMERLVTELLGKGINNIALYSEPRVLGFYRPLGFVADPDGIRGMVYSRKKKKNR*

NbL08g13220.1 serotonin_N−acetyltransferase_2_chloroplastic [MW = 21.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00393 6−phosphogluconate dehydrogenase, C−terminal domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase

Protein sequence:
MTGDNMASPTRIGLAGLAVMGQNLALNIAEKGFPISVYNRTTSKVDETVERAKKEGDLPLYGFHDPESFVNSIQKPRVIIILVKAGAPVDQTIKTLSAYMEKGDCIIDGGNEWYENTERREKEMAELGLLYLGMGVSGGEEGARNGPSLMPGGSFEAYKYIEDILLKVAAQVPDSGPCVTYIGKGGSGNFVKMVHNGIEYGDMQLIAEAYDVLKSVGKLSNDELQQVFSEWNKGELLSFLIEITTDIFGIKDDKADGYLVDKVLDKTGMKGTGKWTVQQAAELSVAAPTIASSLDSRFLSGLKDERVQAAKVFKSSGVNDILVEQSVDKKQLIDDVRKALYASKICSYAQGMNLIRAKSVEKGWDLKLGELARIWKGGCIIRAIFLDRIKQAYDRNPDLANLLVDEEFAKEVVERQSAWRRVVCLAISSGISTPGMSSSLAYFDSYRRERLPANLVQAQRDYFGAHTYERTDMPGAFHTEWFKIAKQSKI*

NbL08g13210.1 6−phosphogluconate_dehydrogenase_decarboxylating_3 [MW = 54.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEDILTEIPPPSRFFLEDLNNFCPPSPPLPSPFLLFSTPKQEKFSRPSLLIIAMSSPSLQVFYHVSSKTLVGTLILPEIPFSGNSVEPSLKDKSCNIYALNEADNLIMIVSVQYPVTAERSHAVAKLLIGEQIIPEKVLILDSIRSNNFRGKLSPDEAFAFKLESSAERKAKADGHQDSPLVKCTDYLPSGSVVDGLAAALLSRCQLKKIRGTLCVSWPEAGISVISLVKSLLLKDVLSGVNHINVGDLEEEFLKLSRNKDFLLDSELYT*

NbL08g13170.1 uncharacterized_LOC104099690 [MW = 29.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01000 RNA polymerase Rpb3/RpoA insert domain PF01193 RNA polymerase Rpb3/Rpb11 dimerisation domain

Protein sequence:
MEGVSYQRFPRIKIREVKDDYMKFELRDTDASIANALRRVMIAEVPTIAIDLVEIEVNSSVLNDEFISHRLGLIPLTSERAMSMRFSRDCDACDGDGQCEYCSVEFYLRVKCLSDQTLDVTSKDLLSSDHTVVPVDYSDASSGFDNSTNKGIIIVKLRRGQELRLRAIARKGIAKDHAKWSPAATVTFMYEPDIYINEDMMETLTLEEKRELVDSSPTEVFGIDPENKVIVVDPEAYTYDDEVLKKCEAMGKPGLIEIHAREDSFIFTVETTGAVKASQLVLNAIEVLKQKLDAVRLSDDTVEADDQFGELGAHMRGG*

NbL08g13160.1 DNA−directed_RNA_polymerases_II_IV_and_V_subunit_3−like [MW = 35.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02431 Chalcone−flavanone isomerase

Protein sequence:
MESITIENYVFPQTMVKPPGSTKSFFLAGAGNRGLEIEGKFVKFTAIGVYLEETALSSLAAKWKSKNSEELANSLDFFRDIVTGPFEKFTRVTMILPLTGKQYSEKVAENCVAHWKAIGTYTNAESQAIEKFLNIFQNETFLPGASILFTQSPVGALTISFIKDDSITGTGNAVIENKQLSEAVLESIIGKHGVSPAAKCSIAERVSELFKKSYADASVCEKPGIEKSSDPVIEEKPTIPEIGV*

NbL08g13150.1 chalcone−−flavonone_isomerase [MW = 26.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MAAATPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKTIKVPEGFDYELYNRNDINRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKKINALEQHIKNLLCPSTPHFFNTLYDPYREGADFVRGYPFSMREGAPTAVSHGLWLNIPDYDAPTQLVKPHERNTRYVDAVMTIPKGTLFPMCGMNLAFDRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGIKTGLPYIWHSKASNPFVNLKKEYNGIFWQEEIIPFFQAATLPKECKTVQQCYLELSKQVKDKLSKIDPYFTKLGDAMVTWIEAWDELNPTGESLAKLSISDGPAKAAK*

NbL08g12840.1 probable_UDP−arabinopyranose_mutase_1 [MW = 41.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04502 Family of unknown function (DUF572)

Protein sequence:
MGERKVLNKYYPPDFDPAKIPRRKQLPNQQMKVRMMLPMSIRCATCGNYIYKGTKFNSRKEDVVGETYLGIQIFRFYFKCTKCSAEITYKTDPKNSDYTVESGATRNFEPWRGQDEEVEKEKQKRDAEEMGDAMKSLENRTLDSKREMDIMAALDEMKSMKSRHATVSVDAMLEALQRADEAKARKLEEKDEALIRSVFQGSRDIIKRIPDEELEEDDGDLAFFAPESSGSENNSLKRRKVSEESNEKPTNFLTKASVTDSSINKDKASSSDGKIIFKSSSVKISVVKKPSSDNNSKKTVEGNQQEAEKTGGTSNGLLSLCQQYESDEDD*

NbL08g12830.1 splicing_factor_YJU2 [MW = 37.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MEENLRIIAAETKNMLQTGIRKLRFYISLICRQHLHWKFYPNMKVMQLQDLGHKNKWVLMAISKEGSPEAIAKELLKTEVFGAGKKTAWISKRAPVMARRKKVVETSNDDPVNVEEAENTSESTEEPKKTQRRTRKKKEIVESSFGDSISDAEGNVTDVEAVTEPESSVKPKKTRRTRKKKETAESTFEDSLSDVEGNVTDEEALPTSGSSEGSMEVQKRTSKKAASSSSSLEKEPAQKVTRRRRKKVNDLEDEGSQTEISDIEEELLVTNVDADSEEELDFDGGEDISFSYGWPPLVCCFGAAQHAFVPSGRPSNRLVDHEWHERIKDAIWDPEKFTRSPGGCSSNVAVALASLGGKVAFMGKLGDDDFGQSLVYFMNINKVQTRSVRFDSKKATAITHMKIGKRGGLRMTTTKPSAEDSLLKSEININVLKEAKMFYFNTFSLLDPNMKLTTLRATKISKKLGGVVFYDVNLPFLLWESGDKAKTFIQQAWDLADIIEVTKQELEFLCGIKPSERFDTKDNDRSKFTHYPPEVIAPLWHENLKVLFVTNGTSKIHYYTKEHNGAVLGLEDVPLTPYTSDMSASGEGIIAGIIRMLTVQPHLMTDKGYLERTLKYAISCGVVDQWLLARRLGYPTKEGMEDDVVPDDHGIKSVTEREYRTLVPVS*

NbL08g12790.1 fructokinase−like_2_chloroplastic [MW = 74.85 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

PF17808 Fn3−like domain from Purple Acid Phosphatase

Protein sequence:
MKVFIILLPILSVLVALQGVTSHEDHPLAKIAVHKAISALDARAYIKATPSVLGSNGLNQEWLTLEFGTGNPSNDDWIGVFSPANFSAAICDPENNMVTPPLLCTAPIKYQFANHSNPSYKRTGKGSLKLQLINQRSDFSFALFSGGLRNPKLVAVSNTVAFVNPNAPVYPRLAQGKTWNEMTVTWTSGYDISEAEPFVEWGRQGGQQTRSPAGTLTIDRSSLCGAPARTVGWRDPGFIHTSFLKELWPNSVYTYKLGHKMFNGTYIWSQMYKFKSSPYPGQNSLQRVVIFGDMGKEEADGSNVYNQYQPGSLNTTKQIIDDLKNIDIVFHIGDIVYANGYLSQWDQFTSQVEQITSRVPYMIASGNHERDWPDSGSFYGKKDSGGECGVLAQTMFYFPAENRDKFWYSTDYGMFRFCIADTEHDWREGTEQYEFIEHCFASVDRQKQPWLIFLAHRVLGYSSGDFYADEGSFGEPMGRESLQKLWQKYKVDIAIYGHVHNYERTCPIYQNTCTMNEKNSYKGTLNGTIHVVAGGGGAGLVKFTPLQTKWSIFKDYDYGFVKMTAFDHSNLLFEYKKSRDGKVYDSFNISRDYRDILACTVDSCPSMTLAS*

NbL08g12630.1 probable_inactive_purple_acid_phosphatase_1 [MW − SP = 66.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00764 Arginosuccinate synthase

Protein sequence:
MAQAQAISSVNLLFRGSIKSSPRIQDKLCCSKKLDSLQELGVKASEFNGLAIAHSRSGFASPCATHGIQAVLTNDKETASSSVAGEKPLRKKLNKVVLAYSGGLDTSVIVPWLRENYGCEVVCFTADVGQGIKELDGLEAKAKASGACQLVVKDLKEEFVKDYIFPCLRAGAIYERKYLLGTSMARPVIAKAMVDVAREVGADAVSHGCTGKGNDQVRFELTFFALNPELSVVAPWREWEITGREDAIEYAKKHHVPVPVTKKSIYSRDRNLWHLSHEGDILEDPANEPMKDMYMMSIDPQDAPDQPEYVNIGIVAGVPVSVNGKELSPATLLSELNEIGGRHGIGRIDMVENRLVGMKSRGVYETPGGTILFTAVQELESLTLDRETIQVKDSLALKYAELVYAGRWFDPLRESMDAFMENITKTTTGSVTLKLYKGSVSVTGRQSPHSLYRQDISSFESGDIYNQADAAGFIRLYGLPMRVRAMLEKGL*

NbL08g12620.1 argininosuccinate_synthase_chloroplastic [MW = 53.85 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 41 81 121 199

Protein length

Gel Slice

4.3 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 41 81 121 199

Pfam domains

Pfam Description
SP Sequon TM Domain PF07983 X8 domain

Protein sequence:
MATALVLSLILFLAFTGYSSGANYCLCKDGVGDSLMQKSIDYACGNGADCTGILQNGPCYNPNTVKDHCSYAVNSYYQRKAASGATCDFSGTATLSSNPPSSSTSGCYQTTTGNTAGGTTTVPGTTTVPGTTTPGIGTGTGTGTGTGTTTGINNPTFGLGPTGSGGFNPDGSGTETLHQNTVFFTIAILFTSLVWLRL*

NbL08g12550.1 PLASMODESMATA_CALLOSE−BINDING_PROTEIN_3−like [MW − SP = 17.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASQKERETHVYTAKLAEQAERYDEMVESMKKVAKLDVELTVEERNLLSVGYKNVIGARRASWRIMSSIEQKEESKGNEHNVKLIKGYRQKVEEELSKICSDILEIIDKHLIPSAGTGEATVFYYKMKGDYYRYLAEFKTDSERKEAAEQSLKGYEAATATANTDLSSTHPIRLGLALNFSVFYYEIMNSPERACHLAKQAFDEAIAELDTLSEESYKDSTLIMQLLRDNLTLWTSDLPEDGGEENVKGDEPKGAEPKSADAKAC*

NbL08g12520.1 14−3−3−like_protein_GF14_iota [MW = 29.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MATRHLLNLTRRSRINRFSLLPPCLTLSSRSTTSVTTSPPSSPPSPPPPDFMIYDRLAEQVKSKIKRLEDPNPKFLQYNSPHPTTADHTSILSSPETKITTLPNGLRVATESNLSSSTATVGVWIDAGSRFETEENNGVAHFLEHMIFKGTEKRPIRALEEEIENMGGHLNAYTSREQTTYFAKVLGSDVPKAIDILGDILQNSLLEEDKIVRERSVILREMEEVENQPEEVIFDQLHTTAFQYTPLGRTILGPAQNIGKMTRAHIQDYISTHYGAHRMVISAAGAVKHEDVVELVKKHFTKLSSNPITTSQLVADEPAIFTGSEIRIIDDDLPLAQFAVAFSGASWTDPDSIALMVMQQMLGSWNKTSGGGKHMGSELVQRVAINEIAESVMAFNTNYKDTGLFGVYAEAKPDCLSDLAYVIMQGICKLCYRVSEADIIRARNQLKSSLILHIDGSGPAAEDIGRQLITYGRRIPHAELFSRIDRVDADTVKRVANRFIFDRDIAISARGPIQDLPDYNWFRRRTYWLRY*

NbL08g12460.1 probable_mitochondrial−processing_peptidase_subunit_beta_mitochondrial [MW = 59.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNFLSSLAKSAGGQSADEPKKTAGEEASTADLFSSAKVLAEAAQSQFNKDSGNVDNKKVAAAAADVLDAAQKYGKLDETQGVGQYIEKAETYLHQYGSANPSTTTDAAAAKAPAATPDTKDTKAPTPAPAAADTDETKAPAPAPAAADTEETKASAPAPAAADTEETKAPATADTEEPPAPAPAPAPAPEEKGEGYGQYVKMAEGFLKSGDDESAKASEGGSDYLKMAGDFLGKK*

NbL08g12400.1 skin_secretory_protein_xP2−like [MW = 23.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12796 Ankyrin repeats (3 copies) PF13637 Ankyrin repeats (many copies)

Protein sequence:
MEFDKPSAQIKEKDLFKAAESGDSSLFESLTEEQFLKALSLRNEDARSLLHVAVSSAHAQVVKILAAADPSASGINSGDEEGWVPLHSAASSGNVEIVEILLNRGADANLKNDGGRTALHYAASKGRVKIAELLISHGAKINAKDKVGCTPLHRAASTGNSELCELLIEEGAEIDEVDKAGETPLMTAVVCGNKEVAMLLIRHGANVDAEDKEGYTVLGRASNDLRPALVDAAKTMLEG*

NbL08g12390.1 26S_proteasome_non−ATPase_regulatory_subunit_10 [MW = 25.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02151 UvrB/uvrC motif PF08755 Hemimethylated DNA−binding protein YccV like

Protein sequence:
MVQSMSMSTLATSRYSGACGSTYLRSHFGQIKVAATGFGGSHFVWNDRRKSLSFSTHFDMLMPRNLRAQAGWLFKGGDQASEASCERSESANEDILMFFFQLDLATRVQYALNVEQYEIAQQLREKLTEVETEVLKQQESRRGSASKSEAQDMAISILRLRADLQNAVQSENYDLAAKLRDEISKLEAESLTASVRAQAYVNAQYAFRLGQKVRHKNFGYRGVICGMDPICCESSSWMETAQVDKLSRGPDQPFYQVLVDVHTDPNLLVAYVPEESLVAPSEPDKDRFDHPYTSFLFFGMDAAGDFIPIKQLREKYNRPRHEVPYDPEDEKSGEGS*

NbL08g12360.1 uncharacterized_LOC109212061 [MW = 37.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MSSSPKLRYENGPTTTSKPESIPITRNEIEAEFSHHDLTVARINNGSFGSCPLSIISAQQQWQLQFLKQPDYFYFNTLKPSMLKSRTLIQSLVNAEDVDEISIVDNATTAAAIVLQHVTWSFFTSNFQPGDAAVMLHYAYGSVKKSVQAYVARAGGKVIEVQLPFPLLSNEEIITEFDKALKMGKSNGGKIRLAVIDHITSMPSVVIPVKELVKMCRDEGVDIIFVDGAHAIGNVQVDVGDIGADFYTSNLHKWFFSPPSAAFLYCKKSDKVLDLHHPVVSNEYGNGLPIESAWIGTRDYSAQLVIPEVLEFVNRFEGGIEGIRRRNHGKVVEMAEMLVKAWGTKLGTPPEMCSSMAMVGMPDCLGISSDSDALKLRTHLRVSFKVEVPIYYRAPLEGELNSITGYARISHQVYNTTEDYYRFRDAIIKLVNDGFTCAILSN*

NbL08g12190.1 probable_L−cysteine_desulfhydrase_chloroplastic [MW = 49.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDSLSSVPPSIVLRPGKLLRHHHHRRRISALSFHAKPKSLFPQFWIPGSCNRMERSMAVCCKLSSGGERGDNEEEESSRRDEEVERALRMDGTIPGTPNEFVEQVSSRAYDMRRHLQQSFDSSSYDVLEANPWRETPKPVYVLTQRENQLCTMKTRKNQRFFEACSEVERELGMLFSKGGKWKNRAKQPETDTRFQMLVEDIREGVLVFEDENEAARYCDLLQGGGQGCEGVAEIEASSVFDLCRKMRALAVLFRRGRTPPLPESLKLNLRARKRSLEDQENLM*

NbL08g12150.1 uncharacterized_LOC109214568 [MW = 32.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00445 Ribonuclease T2 family

Protein sequence:
MKMASNSATSLFLTLFLIIQCLSVLTAAQDFDFFYFVQQWPGSYCDTKRSCCYPKTGKPESDFGIHGLWPNNNDGSYPSNCDSNSPYNQSQVSDLISRMQQNWPTLACPSGTGSAFWSHEWEKHGTCSESIFDQHGYFKKALDLKNQINLLEILQGADINPDGGFYSLNNIKNAIRSAIGYTPGIECNIDESGNSQLYQVYICVDGSGSNLIECPVFPRGKCGSSIEFPTF*

NbL08g12070.1 extracellular_ribonuclease_LE−like [MW − SP = 22.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00445 Ribonuclease T2 family

Protein sequence:
THLKRKNKGLKQLQKFNVMKPQKSLLIKILIAQCLLVVCVAQKDFDFFYFVQQWPASYCDTRRSCCYPTTGKPDEDFSIHGLWPNYENGKWPQNCDRESSLDESEISDLISTMEKNWPSLACPSSDGVRFWSHEWLKHGTCSALGERAYFQAALDFRKKSNLLENLKNAGITPRNGEHYSLESIKKAIEEGVGHIPYIECNVDTQGNHQIYQVYLCVDKTASHFIDCPVFPHGRGCGAKIEFPPFSSDHDEF*

NbL08g12060.1 intracellular_ribonuclease_LX−like [MW = 28.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MDMKQVLVPRVKLNSGHEIPLIGMGTAPSLPPLDELVATIIGAIEAGYRHFDTAAAYGSEKALGLAVAETVQRGLIKSRNEVFITSKLWCAQTRHDLVLPALKRSLATLGMDYLDLYLIHWPVTMKQGNDEEIKFANEDVIPFDMRGTWEAMEECHRLGLAKSIGVCNFSCTKLAQLLHHATIPPAVNQVEMHVTWRQDKMLEFCKEKGIHVSAWSPLGANGIPLWGNHAVMQSPVLKDIAFQKQKSIAQVALRWVYEQGVIVLVKSFNKDRMKENLQILDWELSNEEIARIKEIPQCRGFKAEVFVHPNGPYKSVDQFWDGEL*

NbL08g12030.1 methylecgonone_reductase−like [MW = 36.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MAGQRNNFGKRMQSESDYTRNDGSKRRNPTDEKESNSIGPEDTVFRYLCPTGKIGSIIGVGGDIAKQLRTETNSKIRISETIPGCEERVVTIYSLSEETNVYEDTGDLISPAQDALLKVHDRVFAEELRMEEDLDDPQQITIRMLVPSDQIGCVIGKGGQVIQNMRSETGAQIRVLSSEHLPPCALSSDELIQITGEGAVVKKALYQVAARLHDNPSRSQHQLLSSPSIYRSGAGLVNPHAGPQVMGMTSLMGPYGSYKSDGRSRSASVKEFAVRLVCPTENIGAVIGKGGSIIKQLRQESGASIKVDSAAAEGDDCIIVVSAKEAYEDQSPTIDATMRLQPRSSEKTEKDSGDAILTTRLLVPSSRVGCLIGKGGSIVNEMRNTTRASIRILSKENLPKVASEDDEMVQITGDVNVAGNALLQVLMRLRANIFEMEGSFATFSPPVSYLPLSPSMSDGSRYANRDNKSRRHGYSSYSGGHDYNDSSQSDSYGGSQVGGGGGYAPYGVYSSGRSSSAGVSNHNSSAYGKSYRY*

NbL08g11930.1 KH_domain−containing_protein_At4g18375−like [MW = 57.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MILSLPFSTNTTKLASISSAMATVKPINSIASPIHSTRITKSTFFTIPTWFQSKPENLQLKTTKNIRLFVAKSSAKPNANQENAADKDMLNDPSSRMQPQPTSNQPLSSSTSSFSRGLVFDLGQKDSWDSAEIGSPVVKRYLSDEEERWYMWYYGRSNDKESIGLAVSSNGVHWERGEMTAKISDDVGLVMNCGEDWWGFDTQSIRPCEVVIMSSAKVRANSSVYWLYYTGFSSEKIDFLDNSLDFSLDNPEILHSNGEKGKIFKSLPGLAMSQDGRHWARIEGEHHSGALFDVGIEGEWDSLFIASPKVVFHSSGDLRMYYHSYDVEKGNFGIGIARSRDGMKWLKLGKIIGGGGKIGAFDELGVMNPHVVRNRKDGKYLMVYEGVDSNGSRSIGMAISSDGLKGWKRVQENAVLKKCEEDRWDSEGVGSPYLVQMDGDDQDHEWRLYYRGVGKNGRTGIGMAASQGDEFQSFQRWTAFHL*

NbL08g11820.1 uncharacterized_LOC107767450 [MW = 53.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00834 Ribulose−phosphate 3 epimerase family

Protein sequence:
MENLTADREEEKMVKAIIAPSMLSSDFANLASEAQRMLNCGADWLHMDIMDGHFVPNLTLGAPVIESLRKHTKAYLDCHLMVTNPLDYVEPLGKAGASGFTFHVEASRDNWQELVQQIKSKGMKPGVSLKPGTPIEEVYPQLDGENSVELVLVMTVEPGFGGQKFMPEMMDKVRTLRKKYPSLDIEVDGGLGPSTIEAASSAGANCVVAGSSVFGSPDPAQVISLMRNSVEEAQKIS*

NbL08g11590.1 ribulose−phosphate_3−epimerase_cytoplasmic_isoform−like [MW = 25.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00128 Alpha amylase, catalytic domain PF07821 Alpha−amylase C−terminal beta−sheet domain

Protein sequence:
MSTVTIEPFVGHSLRRSPKLYLNPKITPQFSIDYSRKPLSGNVTLRFRRRRTTFALRASSTDAAFIETSEQSDVVLRETFSVKRPERAEGKIAIRLDKGKDEENWHLSVGCSVPGKWILHWGVNYAGDAGSSEWDQPPPEMRPSGSIAIKDYAIETPLKGSSTILEGEKFQEVNIDISSKWSIAAINFVLKDEETGVWYQHRGRDFKIPLIDYLEDDANIVGVKKGSGIWPGPLGQLSNILLKPEAAPSKGEASSNDGSSVKNKRLEGFYEEHTIVKETLVDNTVTVSVEHRPETKKNILYIDTDLPGNVVLHWGVCKDDAKTWELPTTPYPVETVVFKNKALRTLLQRKEGGNGSSGLFTLDGGLSGFVFVVKLDENTWLNCKGNDFYIPLSSGIYQSSTIHLEERKQGEESNSSEILNRIPEEKQAGSVYTDEIIKEIRNLVTDISSEKSRKTKSKETQENILQEIEKLAAEAYSIFRNSIPTISEDVVSEAEVSQPDVKVSSGTGSGFEILCQGFNWESHKSGRWYVELHEKAAELSSLGFSVIWLPPPTDSVSPEGYMPRDLYNLNSRYGSFDELKVTVKKFHEVGIKVLGDVVLNHRCASERNQNGIWNIFGGRLNWDDRAVVADDPHFQGRGNKSSGDNFHAAPNIDHSQEFVRKDIKEWLRWLREEIGYDGWRLDFVRGFWGGYVKDYLDATEPYFAVGEYWDSLSYTYGEMDHNQDAHRQRIVDWINATNGTAGAFDVTTKGILHSAIERCEYWRLSDQKGKPPGVVGWWPSRAVTFIENHDTGSTQGHWRFPGGKEMQGYAYILTHPGTPSVFFDHIFSGYRSEIATLMSLRKRNKINCRSMVKITKAERDVYAAVIDDKLAVKIGPGHYEPPSGDQRWSLAAEGNNYKVWESS*

NbL08g11310.1 alpha−amylase_3_chloroplastic [MW = 101.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07063 Domain of unknown function (DUF1338)

Protein sequence:
MSSMIRFPSSMFSLYSSSSLRSSLLPSNSSVFRFENSKNSSSLNAVCPFWKSNFAMESRSFSIQSASKTQDGAAAQDSFFQGSESFFRSVLASMEAVYLNKNPTAKAILELVRSADGDRICYDHFAFRTFGLNGHGIDSMSKFFLDFGYDQREELRFPAKKLKAFWFSPPNVQTSNRGSGVDGPLPRIFISELLVDQLSPEAQDIIKKYTDISRCGKEYAALASAFGVLTWERPSYSEFQQLARESEYAAWTLVNGYALNHVTISTHRLTSNLRSIGNLNQFIEKTGFNLNSEGGVLKVSPDGLLLQSSTVADSTSFQFSDGITEAVPCSYIEFAERLVHPQYKDLPAEEVEEFHRRDGFEVGNADKIFESTSKDQLTRRAA*

NbL08g11290.1 uncharacterized_LOC109219735 [MW = 42.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MPSHADVDRQIEQLMECKPLSEAEVKTLCDQARAILVEEWNVQPVKCPVTVCGDIHGQFYDLIELFRIGGNAPDTNYLFMGDYVDRGYYSVETVTLLVALKVRYRDRITILRGNHESRQITQVYGFYDECLRKYGNANVWKHFTDLFDYLPLTALIESQIFCLHGGLSPSLDTLDNIRALDRIQEVPHEGPMCDLLWSDPDDRCGWGISPRGAGYTFGQDIASQFNHTNGLTLISRAHQLVMEGFNWCQDKNVVTVFSAPNYCYRCGNMAAILEIGENMEQNFLQFDPAPRQIEPDTTRKTPDYFL*

NbL08g10850.1 serine/threonine−protein_phosphatase_PP2A−2_catalytic_subunit−like [MW = 34.98 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 81 161 241 399

Protein length

Gel Slice

4.6 5.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 81 161 241 399

Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MALSTGRRTVNHLLKPLTTAVSATRHISSDSTATITLETSLPFTGHKIDPPSRTVETSANELMTFFKDMVEMRRMEIAADSLYKAKLIRGFCHLYDGQEAVAIGMEAAITKKDCIITAYRDHCIFLARGGGLYESFAELMGRKDGCSKGKGGSMHFYKKDSGFYGGHGIVGAQVPLGIGLAFAQKYSKEEHVSFAMYGDGAANQGQLFEALNMAALWDLPAILVCENNHYGMGTAEWRAAKSPAYYKRGDYVPGLKVDGMDALAVKQACKFAKEHALKNGPIILEMDTYRYHGHSMSDPGSTYRTRDEISGVRQERDPIERIRKLILAHDIATEKELKDIEKEKRKIVDEAIAKAKESPMPDPSELFTNVYVKGFGVEVCNCSNHQFIPSKLFTGCII*

NbL08g10780.1 pyruvate_dehydrogenase_E1_component_subunit_alpha_mitochondrial−like [MW = 44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MGKVKIGINGFGRIGRLVARVALQSDDLELVAVNDPFITTDYMTYMFKYDTVHGQWKKQELKVKDEKTLLFGDKAVKVFGARNPEEIPWGEAGAEYVVESTGVFTDKDKAAAHLKGGAKRVVISAPSKDAPMFVMGVNEKEYKGDVNIVSNASCTTNCLAPLAKVINDKFGIVEGLMTTVHSITATQKTVDGPSMKDWRGGRAAAHNIIPSSTGAAKAVGKVLPALNGKLTGMSFRVPTVDVSVVDLTARLEKAATYDEIKAAIKAESEGKMKGILGYSEDDVVSSDFVGDCRSSIFDAKAGIALNGNFVKVVSWYDNEWGYSNRVIDLIRHMATVA*

NbL08g10270.1 glyceraldehyde−3−phosphate_dehydrogenase_cytosolic [MW = 36.36 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF02824 TGS domain
PF03129 Anticodon binding domain

PF07973 Threonyl and Alanyl tRNA synthetase second additional domain

Protein sequence:
MGKAAKGSEANSSAVSYPKDESYLQNVIPKRIALFQSIQNEQHLQSLSLSPDPIKIELPSGTMKEGKKWNTTPLDIAKEISKSLASNALIAKVNGVLWDLSRPLEGDCKLELFTFDSDEGRDTFWHSSAHILGESLERTYGCKLCIGPCTTRGEGFYYDAFYGELGLNEDHFKRIESEAAKAVSEKQPFERIEVSRQQALDMFSDNRFKVEIIKDLPEDKTITVYRCGPLVDLCRGPHIPNTSFVKALACTKASSAYWRGDKDRESLQRVYGISYPDKKQLKEHLAMLEEAKKYDHRELTKKQELFFFHSLSPGSCFFLPHGARVCNKLLEFIKSQYWKRGYEEVWSPNMYNMQLWETSGHAANYKENMFVFEIDKQEFGLKPMNCPGHCLIFDHRVRSYRELPLRLADFGVLHRNEASGALTGLTRVRRFQQDDAHIFCRESQIKDEVKGVLDFISYVYKIFGFTFDLKLSTRPEKYLGDLESWNKAEDALAEALDEFGKPWEKNEGDGAFYGPKIDISVSDAMRRKFQCATLQLDFQLPQRFNLAYSAEDENKRERPVMIHRAILGSVERMFAILLEHFKGKWPFWLSPRQAMVCPVSDKSQSYALELRERIHDAGYYVDVDSSDRTIQKKVREAQVAQYNYILVVGEAEASSQQVSVRVRDKPDHQVMTVDDLLAHFKDSVASFQ*

NbL08g10230.1 threonine−−tRNA_ligase_mitochondrial_1 [MW = 79.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAARVFNSRLSRSLTSSSHLLSKGSKSHLGRIAACQYSTAAAIEEPIKPAVNVEHTKLFINGQFVDAASGKTFPTLDPRTGEVIAHVAEGDAEDINRAVAVARKAFEEGPWPKMNAYERSKILLRLADLIEKHNDQIATLETWDSGKPYEQAAKIEVPMVVRLLRYYAGWADKIHGMTIPADGPYHVQTLHEPIGVAGQIIPWNFPLLMFSWKIGPALACGNTVVLKTAEQTPLSAFYVAHLLQEAGLPEGVLNIISGFGPTAGAPLCSHMDVDKLAFTGSTDTGKAILSLAAKSNLKPVTLELGGKSPFIVCEDADIDTAVEQAHFALFFNQGQCCCAGSRTYVHEKVYDEFLEKAKARALKRTVGDPFKSGTEQGPQIDSKQFDKIMNYIRCGINSGATLETGGERLGERGYYIKPTVFSNVKDDMLIAQDEIFGPVQSILKFKDLDDVIRRANNSRYGLAAGVFTQNIDTANTLTRALRVGTVWVNCFDIFDATIPFGGYKMSGHGREKGEYSLKNYLQVKAVVTPLKNPAWL*

NbL08g10050.1 aldehyde_dehydrogenase_family_2_member_B7_mitochondrial−like [MW = 58.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00380 Ribosomal protein S9/S16

Protein sequence:
MNAAPAAVESVQCFGRKKTAVAVTHCKRGRGLIKINGVPIELVQPEILRYKAFEPILLLGRHRFAGVDMRIRVKGGGHTSQIYAIRQSIAKALVAFYQKYVDEQQKKEIKDILVRYDRTLLVADPRRCEPKKFGGRGARARFQKSYR*

NbL08g10040.1 40S_ribosomal_protein_S16 [MW = 16.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
SIVFSYFHSESPEEHSDLNFLCNSGIKLKMGEPKKQQPVFTKVDQLRPMATGLNLTVKVVNTKMVVPRGNQSRQMRLAECLVGDETGMIIFTARNDQVEMMTEGATVILRNAKIDMFKGSMRLAVDRWGRIEVTEPASFSVKEDNNLSLIEFEQVTVVEQ*

NbL08g09860.1 uncharacterized_protein_At4g28440−like [MW = 18.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00484 Carbonic anhydrase

Protein sequence:
MISMCAFAYCYYFYTNRMIINLVNYRCILRIIMAGKFRKCMLLCCSRKSLNQVTKMAEDTYEDAIAGLKKLLSEKNELEDAAVAKIRQLTAELEGAGGKKSDPDEKIRTGFAHFKAEKYEKNPELFGQLAKGQSPKFLVFACSDSRVCPSHILNFQPGEAFVVRNIANMVPPFDQTKYSGVGAAVEYAVVHLKVENILVIGHSCCGGIKGLMSIPDDGSTNSDFIEEWVKICLPAKAKVKAECCHLDPTEQCTKLEKEAVNVSLGNLLTYPFVREAVVQKSLALKGGHYDFVNGSFELWNIDFNLTPSVSL*

NbL08g09850.1 carbonic_anhydrase_2−like [MW = 34.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08240 Alcohol dehydrogenase GroES−like domain PF13602 Zinc−binding dehydrogenase

Protein sequence:
MEALLSSTTLQLKPLHPPSSFSSLHSRFSSCSVLRLKGSRKAENYIQRSQFSTVLPLRVSASSQTAPVETSTSTSIPSEMKAWTYTDYGSADGLKFESNVSVPEIKEDQVLIKVVAAALNPVDFKRRLGKFKATDSPLPTVPGYDVAGVVVKVGSEVKGLKEGDEVYGDIHEKALDGPKQFGSLAEYTAVEEKLVALKPKNLSFAEAASLPLAIETAYEGLEKAGFSAGKSILVLGGAGGVGSLVIQVAKHVFGASKVAATSSTGKLDLLKSLGADLAIDYTKENFEDLPEKFDVVYDTVGQGEKAVKAVKEGGSVVVLTGAVTPPGFRFVVTSNAEMLKKLKPYLESGKVTPVIDPKGPFPFDKVVEAFSYLETGRATGKVVIHPIP*

NbL08g09830.1 2−methylene−furan−3−one_reductase [MW = 41.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01470 Pyroglutamyl peptidase

Protein sequence:
MGSEGPKSVTIHVTGFKKFHGVAQNPTETTVNSLKDFVKNRGLPAGVTLGSCTVLETAGEGGLPTLLKVIESESSSENSSNNGRVIWLHLGVNSGSTKFAIERLAVNEATFRCADELGWQPQRLPIVPEDGGINQARKTSCSAEGILEFLKKKGFEVTMSDDAGRFVCNYVYYHSLRFAEKKGHKSIFVHVPTFNRVNQETQMEFVVALLEAIASTC*

NbL08g09690.1 pyrrolidone−carboxylate_peptidase−like [MW = 23.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase

Protein sequence:
MSEKDLNTMRRRVALVANHLFPASSSSAQHAVSSIVCSSSINDNYHRVHGEVPTNEPVWRLIPCDENGKDFTDIIYEKAVAEPIAKITINRPERRNAFRPHTIKELIRAFNDARDDGSVGVIILTGKGTKAFCSGGDQALRSKDGYADFESFGRLNVLDLQVQIRRLPKPVIAMVAGYAVGGGHILHMVCDLTIAADNAIFGQTGPKVGSFDAGYGSSIMSRLVGPKKAREMWFLTRFYTASEAEKMGLVNTVVPLDKLEQETIKWCREILRNSPTAIRVLKSALNAVDDGHAGLQGLGGDATLLFYGTEEGSEGKNAYNERRRPDFSKFPRLP*

NbL08g09670.1 14−dihydroxy−2−naphthoyl−CoA_synthase_peroxisomal−like [MW = 36.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08442 ATP−grasp domain PF16114 ATP citrate lyase citrate−binding

Protein sequence:
MARKKIREYDSKRLLKEHFKRLGGYDLAIKSAKVTESTDFNELAEKEPWLNSSKLVVKPDMLFGKRGKSGLVALNLDLAQVATFVKERLGKEVEMGGCKGPITTFIVEPFIPHNEEFYLNIVSDRLGCSVSFSECGGIDIEENWDKVKTIFVPTGTSFTSEICAPLVATLPLEIKGVIEDFLKVVYTLFQDLDFTFLEMNPFALVEGKPYPLDMRGELDDTAAFKNFKKWGNIEFPLPFGRVMSATESFIHGLDEKTSASLKFTVLNPKGRIWTMVAGGGASVIYADTVGDLGYASELGNYAEYSGAPNEEEVLQYARVVIDCATANPDGRKRALVIGGGIANFTDVAATFSGIIRALKEKESKLKAARMQIFVRRGGPNYQKGLAKMRSLGEEIGIPIEVYGPEATMTGICKQAIECITPAA*

NbL08g09640.1 ATP−citrate_synthase_alpha_chain_protein_2 [MW = 46.53 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 300 599 898 1197 1496

Protein length

Gel Slice

2.7 5.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80 10
0

12
0

Peptide counts over 4 repeats

1 300 599 898 1197 1496

Pfam domains

Pfam Description
SP Sequon TM Domain PF01326 Pyruvate phosphate dikinase, AMP/ATP−binding domain

Protein sequence:
MSNSIGNNLLHQGFLTSTVLEHKSRISSACVGGNSLFQQQVISQSPLSTEFRGNRLKVQKSKIPMGKQRPISSSQAVLTTDASSEHAEKFSLEGNIELQVDVRPPTSGDVSFVDFQVTNGSDKMFLHWGAVKFGKETWSLPNNRPDGTKVYKNKALRTPFVKAGSNSILRLEIQDVAIEAIEFLIYDEAQDKWIKNNGGNFRVKLSRKETRGPDVSVPEELVQIQAYLRWERKGKQNYTPEQEKEEYEASRTELQEEIARGASIQDIRARLTKTNDKSKSKEEPLPVTKSDIPDDLAQIQAYIRWEKAGKPNYPPEKQIEELEESRRELQRELEKGITLDELRKKITKGEIKTKVAKHLKKSYSIAERIQRKKRDFGQLINKYPSSPAVQVQKVLQEPPALSKIKLYAKEKEEQVDDPVVNKKIFKVDDGELLVLVTKSSGKIKVHLATDVNQPITLHWALSKSPGEWMAPPSSILPPASVILDKAAETPFSACSSDGLTSKAPPSNTSPGSSILDKGLEIPISASSSDVITSMVQSLDVVIEDDNFVGMPFVLLSGGRWIKNQGSDFYVDFGSASKPALKAAGDGSGTAKSLLDKIADMESEAQKSFMHRFNIAGDLIEEATGAGELGFAGILVWMRFMATRQLIWNKNYNVKPREISKAQDRLTDLLQNAFTNHPQYREILRMIMSTVGRGGEGDVGQRIRDEILVIQRKNDCKGGMMEEWHQKLHNNTSPDDVVICQALIDYIKSDFDIGVYWKTLNENGINKERLLSYDRAIHSEPNFRRDQKEGLLRDLGHYMRTLKAVHSGADLESAIANCMGYRTEGEGFMVGVQINPVSGLPSGFQDLLHFVLDHVEDKNVEALLEGLLEAREELRPLLFKPNNRLKDLLFLDIALDSTVRTAVERGYEELNNANPEKIMYFISLVLENLALSVDDNEDLVYCLKGWNQAISMSKDGDNHWALFAKAVLDRTRLALASKAEWYHHLLQPSAEYLGSILGVDQWALNIFTEEIIRAGSAASLSSLLNRLDPVLRETANLGSWQIISPVEAVGYVVVVDELLSVQNKIYKNPTILVAKSVKGEEEIPDGAVALITPDMPDVLSHVSVRARNGKVCFATCFDPNVLFDLQAKEGRILVLKPTPSDIIYSEVKEIELQSSSNLVEAETSATLKLVRKQFGGRYAISSDEFTSEMVGAKSRNIAYLKGKVPSWVGIPTSVALPFGVFEKVLSDEINQGVANKLRILTEKLSEGEFSAISEIRRTVLELSAPAQLINELQKKMQGSGMPWPGDEGPKRWEQAWMAIKKVWASKWNERAYFSTRKVKLDHDYLCMAVLVQEIINADYAFVIHTTNPSSGDSSEIYAEVVRGLGETLVGAYPGRSLSFICNKKDLNSPRVLGYPSKPIGLFIKRSIIFRSDSNGEDLEGYAGAGLYDSVPMDEEDKVVIDYSSDPLITDANFRQKILSNIARAGNAIEELYGSPQDIEGVVRDGKIYVVQTRPQM*

NbL08g09520.1 alpha−glucan_water_dikinase_chloroplastic [MW = 166.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MSSKPLDYDNLNENVKKCQYAVRGELYLRASELQKEGKKIIFTNVGNPHALGQKPLTFPRQVIALCQAPFLLDDPNVGFLFPADAIARAKHYLAMTSGGLGAYSDSRGTPGVRKEVAEFIERRDGYPSDPELIFLTDGASKGVMQILNTVIRGPSDGILVPVPQYPLYSASIQLLGGSLVPYYLEETANWGLDINDLRQSVAQARYKGITVRAMVIINPGNPTGQCLSVANLKQIIQFCHQESLVLLGDEVYQQNIYQDERPFVSARKVLLDMGPPISKELQLVSFHTVSKGYWGECGQRGGYFEMTNIPPKSVEEIYKVASISLSPNVAGQIFMGLMVNPPKPGDISYDQYVRESKGILESLRKRAHMMTDGFNSCRNVVCNFTEGAMYSFPQIRLPPRAIEAAKKLGKVPDVFYCLRLLEATGISTVPGSGFGQKEGVFHLRTTILPAEEDMPAIMSSFKKFNDEFMEQYEDHRGYSRM*

NbL08g09480.1 glutamate−−glyoxylate_aminotransferase_2 [MW = 53.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MEEVQIISTSLVIAKSNVSISENNISKIEMTPWDLQFLLLDTIQKGLLFHKPKENNLKTSFIEHLKSSLSRTLNFFPPLSGRFSAVKNTDDTISVVIDCNNAGVEFTYAVAPLLTVSAILESVRVPPIIHTLFPLNNVGNFECVSKPLLGVQVTELMDGYFIGCAMNHSIGDGTCFWHFFNSWSEISRGHEVISKIPVLNRWYPENMNIPIHLPIKLDDEKLFEVFEIPHLKERIFHLSKESIAKLKEKANSEMGIKSISSLQAFLAHLWRSVTRCRKLDAKEEVVIGLIIGTRSRLNPPLPEGYFGNAIHAKRVKTTAGELLENGLGWAAMELNKVVNSQNSEEVVKIYKEWAENPVLFSKSTVFVGSKLAISSSPRYNIYGTDFGWGKPVAVRSGMANKSDGKITLFPGVEEGSVDIEVCSLPKTLQAMENDSEFMEAVTN*

NbL08g09090.1 uncharacterized_acetyltransferase_At3g50280−like [MW = 49.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01092 Ribosomal protein S6e

Protein sequence:
MKFNIANPTTGCQRKLEIDDDQKLRAFFDKRISQEVSGDTLGDEFKGYVFKIMGGCDKQGFPMKQGVLTPGRVRLLLYRGTPCFRGYGRRNGERRRKSVRGCIVSPDLSVLNLVIVKKGEKDLPGLTDTEKPRMRGPKRASKIRKLFNLSKEDDVRKYVNTYRRNFTTKSGKKASKAPKIQRLVTPLTLQRKRARIADKKKRIAKAKSEAADYQKLLATRLKEQRERRSESLAKKRSRLSAASKPSVAA*

NbL08g09050.1 40S_ribosomal_protein_S6−like [MW = 28.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02201 SWIB/MDM2 domain

Protein sequence:
MATSSRVFGSYSRTLMAAAKSSAASTPAPAPAAASTATGKGRHRGILKPLPVSPALGKFVGSSEISRTDAVKKVWDYIKTNNLQNPANKKEINCDDKLKTIFAGKDKVGFLEIAKLLSSHFQKAS*

NbL08g08920.1 upstream_activation_factor_subunit_UAF30−like [MW = 13.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MKHKDGKPYQTDKSSWKVPMALTVVVLCGLSFYLGGIFCPEKERYVAEDVSKVVETPSGTATRAVQVKAISFPECGADFQDYTPCTDPKRWHKYGKHRLTFLERHCPPSFERQECLVPPPDGYKSPIRWPKSRDECWYRNVPYDWINKQKSNQHWLKKEWEKFLFPGGGTMFPNGVGSYVDLMQDLIPQMKDGTIRTAIDTGCGVASWGGDLLDRGILTVSLAPRDNHQAQVQFALERGIPAILGIISTQRLPFPSNSFDMAHCSRCLIPWTEFGGVYLLEIHRILRPDGFWVLSGPPVNYEHRWRGWNTTIEEQKSDYDKLQELLTSMCFKLFNKKDDIAVWQKLSDSNCYKKLDNPDNYPSKCDDGTEPDSAWYTPLRPCVVVPNPSAKKLKLDALAKWPERLHVAPERVSDVRGGSAGAFKHDDDKWKVRAMHYKKLLPALGTEKIRNVMDMNTLYGGFAAAVIDAPVWVMNVVSSYVPNTLPVVYDRGLIGTIHDW*

NbL08g08790.1 probable_methyltransferase_PMT20 [MW = 56.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04055 Radical SAM superfamily PF16881 N−terminal domain of lipoyl synthase of Radical_SAM family

Protein sequence:
MNSRFTTLFFRSLKSSHRNHHHHFLLPQFFSSSAPTPTSTSPSQTLEGLRHRLAAESPTLGDFIRLQSENEYSVEVGTKKKPLPKPKWMKEAIPGGEKYTQIKKKLRELKLHTVCEEAKCPNLGECWSGGETGTATATIMILGDTCTRGCRFCNVKTSRTPAPPDPSEPSNVAEAIASWGLDYVVITSVDRDDLPDQGSGHFAETVQKLKALKPNMLIEALVPDFRGDPGCIEKVAKSGLDVFAHNIETVEELQRVVRDHRANFKQSMDVLMMAKDCAPAATLTKTSVMLGCGETPDQVVKTMEKVRAAGVDVMTFGQYMRPTKRHMPVSEYITPEAFENYRVLGMEMGFRYVASGPMVRSSYKAGEFYIKSMIESDRAASSV*

NbL08g08510.1 lipoyl_synthase_2_mitochondrial−like [MW = 42.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MASVIEQCQVAPSPGSASELTLSHTYFDHMWLAFNRMRRILFYKHPISRSDFVQTIIPTLKDSLSLALKHYIPLAGNLACPLSSSGYPELRYVTGDSVSVIFSETDMDFNYLISNHPRDAKDFYHFVPQLAEAKDAPGVQLAPLLAIQVTLFPNIGISIGFTNHHVAGDGATILGFIRAWASLNKFSGDEQFLANEFVAFYDRSVIRDPHGQAMSIWDEMQKFKLEMCDIVTPLDKVRGTFIITQDGITKLKNLMLSRRPNLSHVTSFTVTCAYVWTCLIKSEDSIREEIEENVTELFGCVADCRSRLNPPLPPSYFGNCLVPLVARAGHADLAGKEGFTIAVKVIGETIQKRMKDEDYILSGKWFKEFCSVDIKRTLSIAGSPKLDLYAADFCWGRPEKLEFVSIDNGDGVSMSLSKSKDSDGNLEIGLSLPKTRMNAFAALFTHGLSFL*

NbL08g08460.1 5−aromatic_acyltransferase−like [MW = 50.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01851 Proteasome/cyclosome repeat

PF17781 RPN1/RPN2 N−terminal domain
PF18051 26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Protein sequence:
MSKTPDPSTGTSAGARKHTGEEATVKVPSKDPKKKDDKKDEDLSEEDLALKQQLELYVERVQDADPGLQKVALESMRQEIRTATSSMTSVPKPLKFLRPHYGTLKGFYENMPDSDLKKLLADILSVLALTMSAEGERESLKYRLLGSEGDIGSWGHEYVRNLAGEIGQEYAKRQSEEAPIDDLMELVQQIVSFNMKHNAEPDAVDLLIEVEDLDLLVEHVDSSNCKRTCAYLTSFAKYLPGPDDMLVLDIAYTIYMKFEEYPLALVTALALDNMQSIKQVFASCDDLLLKKQFCYILARHGQTFDLDEEMCAGDEEREGLQEIINNTKLSEGYLALARDIEVMEPKTPDDIYKPHLLDGRASAGASVDSARQNLAATFVNAFVNAGFGQDKLMTVPSEATSGGSPTSWLFKNKEHGKASAAASLGMILLWDVDSGLAQLDKYFHSSDTHVIAGALLGVGIVNCGIKNDCDPALALLAEYVDKDDPSIRIGAIMGLGLAYAGAQNEQIRSILTPILGDNKASLDVIAFAAISLGLVYVGSCNEEIAQAIIFALMERSESELGEPLARLLPLGLGLLYLGKQESVEATAEVSKTFHEKIRKHCDMTLLSCAYAGTGNVLKVQHFLGQCAQHLEKGETYQGPAVLGIAMVAMSEELGLEMTIRSLEHLLQYGEQNIRRAVPLALALLCISNPKVNVMDTLSRLSHDSDTEVAMAAIISLGLIGAGTNNARIAGMLRNLSSYYYKEANLLFCVRIAQGLVHLGKGLITLSPYHSERFLLSPTALAGLITLLHVCLDMKAIILGKYHYVLYFLTLSMQPRMLMTVDENLKPLSVPVRVGQSVDVIGQAGRPKTITGFQTHSTPVLLAAGDRAELATEKYIPISPILEGFVILKENPEYRDDH*

NbL08g08250.1 26S_proteasome_non−ATPase_regulatory_subunit_2_homolog_A−like [MW = 98.12 kDa]
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Peptide counts over 4 repeats

1 136 271 406 541 677

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF01756 Acyl−CoA oxidase
PF02770 Acyl−CoA dehydrogenase, middle domain

Protein sequence:
MEKVNFRTKILSRHLNQENPTPINSILRSFPCLSYNPPEFSEPSSVFDTKEMRKLMDGHNLQERDWLFGLMLQSNLFNPKIRGGKVFVQPDYNQSKEQQREITMRRIGYLLQNGVFEKWLTGKGAEDELRKLALLDVVGIFDHSLAIKIGVHFFLWGGAIKFFGTQRHHDKWLRDTENYVVKGCFAMTELGHGSNVRGIETVTTYDSSTGEFVINTPCESAQKYWIGGAANHATHTVVFSQLHIDGKNQGVHAFIAQIRDENGNICPNIRIADCGHKIGLNGVDNGRIWFDNVRVPRENLLNSVADVSPDGKYLTAIKDPDQRFAAFMAPLTSGRVTIAVSATYSAKIGLATALRYSLTRRAFSVTPNGPEVLILDYPSHQRRLLPLLAKTYAMSFASNYLKKIYVKRTPEMNKVIHVISSAFKATASWHNMRTLQECREACGGQGLKTENRVGQLKGEFDVQSTFEGDNNVLMQQVSKALLGEYVTAKRSKKPFKGLGLEHMNNSRPVVPSQLTSSTMRQAQFQNDIFCLRERDLLERFAAEVALCQSQGKNKEYAFTLNYQLAEDLGRAFSDRAVLHTFLEAETSVTSDPLKNILGLVRSMYVLVTLEEDVAFLRYGYLSTDNDAAVRKEVANLCSELRPHALSLVSSFGIPDAFLGPIAFNWVEANVWSSEQN*

NbL08g08200.1 acyl−coenzyme_A_oxidase_3_peroxisomal−like [MW = 76.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family

Protein sequence:
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIKVKTLTGKEIEIDIEPNDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGN*

NbL08g08030.1 ubiquitin−NEDD8−like_protein_RUB2 [MW = 17.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03737 Aldolase/RraA

Protein sequence:
MGLFSRIENEDHNLKGWRRIREYMASLATAEVCDVNAGLLSNGDLRVLPPIFQIYGQSRAFSGPITTLKVFEDNVLVRELLETRGEGRVLVIDGGGSMRFALVGGNLGQLAQNMGWAGIVVNGCIRDVDEINGCDIGVRALASHPQKSSKKGHGEKHVPVYIGGMLIREGEWLYADSDGILVSKTEVSV*

NbL08g07930.1 putative_4−hydroxy−4−methyl−2−oxoglutarate_aldolase_3 [MW = 20.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01241 Photosystem I psaG / psaK

Protein sequence:
MASAFFSAPTFQGLRPLNKPTDTCLFLNNKANSYKPMKKRCNLGVKSELNTSLVISLSTGLSLFLGRFVFFNFQRENVAKQGLPKQNGISHFEAGDSRAKEYVSLLKSNDPVGFNIVDVLAWGSIGHIVAYYILATSSNGYDPKFFG*

NbL08g07880.1 photosystem_I_reaction_center_subunit_V_chloroplastic−like [MW = 16.21 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF00627 UBA/TS−N domain
PF09668 Aspartyl protease

Protein sequence:
MKITVMTTDEQIVTLDVDRDESVENLKALLEVETQVPLQQQQLLYNGREMRNSDKLSALGVGDGDLVMMVSSAASLSSAPANDLSFKQDGSAVNPAAFQQHLRNDSNLMAQLFQNDPELAQAVLGNDLNKLQDLLCLRHQHKSELRRRQEEEMALLYADPFDVEAQRKIEEAIHQKGIEENWAAALEYNPEAFARVVMLYVDMEVNGHPLKAFVDSGAQSTIISKSCAERCGLLRLLDTRYKGIAHGVGQSEILGRIHVAPIKIGQIFYPCSFVVLDSPNMEFLFGLDMLRKHQCMIDLKENVLRVGGGEVAVPFLQEKDIPGHFLDEERFAKEASSSGAQATSGAKEKTGPAKGGPSGGAPGNSTQGTEFEAKVAKLVELGFGRDAVIQALKFFDGNEEQAAGYLFGG*

NbL08g07810.1 DNA_damage−inducible_protein_1 [MW = 44.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MADTETFAFQAEINQLLSLIINTFYSNKEIFLRELISNSSDALDKIRFESLTDKSKLDAQPELFIHIIPDKTNNTLTIIDSGIGMTKADLVNNLGTIARSGTKEFMEALAAGADVSMIGQFGVGFYSAYLVAEKVIVTTKHNDDEQYVWESQAGGSFTVTRDTSGENLGRGTKMTLYLKEDQLEYLEERRLKDLIKKHSEFISYPISLWVEKTIEKEISDDEDEEEKKDEEGKVEEVDEEKEKEEKKKKKIKEVSNEWSLVNKQKPIWMRKPEEITKEEYAAFYKSLTNDWEEHLAVKHFSVEGQLEFKAVLFVPKRAPFDLFDTKKKPNNIKLYVRRVFIMDNCEELIPEYLSFVKGIVDSEDLPLNISREMLQQNKILKVIRKNLVKKCIELFFEIAENKEDFDKFYEAFSKNIKLGIHEDSQNRSKFAELLRYHSTKSGDDMTSLKDYVTRMKEGQNDIYYITGESKKAVENSPFLEKLKKKGYEVLYMVDAIDEYCIGQLKEFEGKKLVSATKEGLKLDESEDEKKKKEELKEKFEGLCKVIKDVLGDKVEKVVVSDRVVDSPCCLVTGEYGWTANMERIMKAQALRDSSMAGYMSSKKTMEINPDNAIMDELRKRADADKNDKSVKDLVLLLFETALLTSGFSLDDPNTFGNRIHRMLKLGLSIDEESGDADVDMPALEDPEADAEGSKMEEVD*

NbL08g07780.1 heat_shock_cognate_protein_80−like [MW = 80.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04889 Cwf15/Cwc15 cell cycle control protein

Protein sequence:
MTTAARPTWAPAKGGNEQGGTRIFGPSQKYSSRDIAAHTTLKPRKEGQDTQDELQRRNLREELEDRERRHFSKDKGYTDDRDRRKGSQLLLEGGKREIEDRIVPRSADADDADVDVKSGDESDDDDDDDEDDTEALLAELEQIKKEKAEEKLRKERQEQEEELKAKEAELLRGNPLLNHQAQPTSFSVKRRWDDDVVFKNQARGEMKAAKRFINDTIRNDFHRKFLQKYMK*

NbL08g07740.1 protein_CWC15_homolog [MW = 26.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF18290 Nudix hydrolase domain

Protein sequence:
MEKLVFQNGVKKNQLLSATNDDHGGVIVELKEPMDTTVFQNMLKASLSKWKLQGKKGVWIKVPIELVNLVETAVKEGFWYHHAEPHYLMLVYWIPETENTIPANASHRVGIGAIVLNEKRELLVVQENSGRLKGTAVWKIPTGILEEGEDIFEGAIREVKEETGIDTEFLEVLAFRQTQKALFGKSDLFFICMMHPLSFDIQKQDLEIEAAQWMPLEEYAAQPFVQKHGIFKYTKDLCLVKAERNYPGFTPVPITSFFDGSTSFLYVNKDGLDQESSAIHL*

NbL08g07710.1 nudix_hydrolase_2−like [MW = 31.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02991 Autophagy protein Atg8 ubiquitin like

Protein sequence:
MAKSSFKLEHPLERRQAEAARIREKYPDRIPVIVEKAERSDIPDIDKKKYLVPADLTVGQFVYVVRKRIKLSAEKAIFIFVKNILPPTAAMMSAIYEEHKDEDGFLYMTYSGENTFGSF*

NbL08g07460.1 autophagy−related_protein_8C−like [MW = 13.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MAFSSSTAQTASPLSSKHCSRLSSSAASSSSYFPKFQIPFKFNEITSCPSSISCVLTKQESMAAREAAEPAVPLRPDSFGRFGKFGGKYVPETLMHALDELETAFKLLATDEAFQKELDGILRDYVGRESPLYFAERLTEHYKRPDGQGPLIYLKREDLNHTGAHKINNAVAQALLAKRLGKKRIIAETGAGQHGVATATVCARFGLECIIYMGAQDMERQALNVFRMRLLGAEVRGVHSGTATLKDATSEAIRDWVTNVETTHYILGSVAGPHPYPMMVREFHAVIGKETRKQALEKWGGKPDVLVACVGGGSNAMGLFHEFVDDEDVRLVGVEAAGFGIDSGKHAATLTKGEVGVLHGAMSYLLQDEDGQIVEPHSISAGLDYPGVGPEHSFLKDLGRAEYYSITDEEALEAFKRLSRLEGIIPALETSHALAYLEKLCPTLPNGTKVVLNCSGRGDKDVHTAIKYLKV*

NbL08g07370.1 tryptophan_synthase_beta_chain_1 [MW = 51.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04051 Transport protein particle (TRAPP) component

Protein sequence:
MAPVAPRSGDAIFANVERVNAELFTLTYGAIVRQLLTDLEEVEEVNKQLDQMGYNIGIRLIDEFLAKSNVSRCIDFKETAEVIAKVGLKMFLGVTATVGNWDAEGTTCSLILEDNPLVDFVELPDTCQGLYYCNILSGVIRGALEMVSMKTEVTWIRDMLRGDDAFELQLKLLRQVPEEYPYKDDE*

NbL08g07290.1 trafficking_protein_particle_complex_subunit_3−like [MW = 20.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00467 KOW motif PF17136 Ribosomal proteins 50S L24/mitochondrial 39S L24

Protein sequence:
MAAMAALQSSFTSVSISSNPFLGQPFSPPLCPPLVKLTQSPGPIVAKLKRWERKKCKPNSLPVLHKMHVKLGDTVKVISGHDKGKIGEITEIIKHNSKVVVSEINLKTKHVKSRDENEPGQIIKIEAPIHSSNVMLYSKEQKVASRVGHKTLDNGKRVRYLVKTGEIIDSAENWKRAVKETEKTTEAVAATS*

NbL08g07230.1 50S_ribosomal_protein_L24_chloroplastic−like [MW = 21.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00181 Ribosomal Proteins L2, RNA binding domain PF03947 Ribosomal Proteins L2, C−terminal domain

Protein sequence:
LQSMILYREQTKYSWPKEYLRQSSTLKTLSISSPFVSFPQLLRRERERERDGEMGRVIRAQRKGAGSVFKSHTHHRKGPARFRTLDFGERNGYLKGVITEVIHDPGRGAPLARVTFRHPFRYKHQKELFVAAEGMYTGQFVYCGKKATLMVGNVLPLRSIPEGAVVCNVEHKVGDRGVFARSSGDYAIVISHNPDNGTTRVKLPSGAKKIVPSGCRAMIGQVAGGGRTEKPMLKAGNAYHKYRVKRNCWPKVRGVAMNPVEHPHGGGNHQHIGHASTVRRDAPPGQKVGLIAARRTGRLRGQAAATAAKADKA*

NbL08g07210.1 60S_ribosomal_protein_L8 [MW = 34.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MEKQLPHTADPDIPNLKNIKVKCSSPRFPPPTTPSATETPTAGAQRKIGIAVDLSDESAFAVKWAVHHYLRPGDAVILLHVRPTSVLYGADWGSVDLSIIDPDNEESHRKLEDDFDNFTATKSSALAQPLVDAQIPYKIHIVKDHDMKERLCLEVERLGLSAVIMGSRGFGATKRGNDGRLGSVSDYCVRHCVCPVVVVRYPDEKDGGNAARKSVGSVASAAKEYEEETEYHDASDDRQGSQPAIGKGSKTDN*

NbL08g07080.1 uncharacterized_LOC107808755 [MW = 27.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAGVLETMVVPRASAFSSMRLAPIAGSSSFSGRRSSVNFSQFRGLKVQPVRSQVSLSSQSKSVRRGGRVVCEAQETAVQVPAVTDKTWKSLVIESDLPVLVEFWAPWCGPCRMIHPVIGELSQEYAGKFKFFQLNTDESPSTASEYGIRSIPTVMIFKGGEKKDAVIGAVPKTTLTTSIEKFL*

NbL08g06850.1 thioredoxin−like [MW = 19.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MTLSMLRSVVRRTTTSGASRLTRRQFSSRAAPERKVAILGAAGGIGQPLSLLMKLNPLVSTLSLYDIAGTPGVAADVSHINTRSQVAGFAGEDQLGKALEGSDVVIIPAGVPRKPGMTRDDLFNINAGIVKSLCTAITKYCPNALVNMISNPVNSTVPIAAEVFKKAGTYDEKRLFGVTTLDVVRAKTFYAGKAKVNVSDVIVPVVGGHAGITILPLLSQATPKANLSDEEIVALTKRTQDGGTEVVEAKAGKGSATLSMAYAGAIFADACLKGLNGVPDVVECSFVQSNVTELPFFASKVRLGKNGVEEVLGLGPLSDYEKKGLEALLPELKSSIEKGIKFANSN*

NbL08g06660.1 malate_dehydrogenase_mitochondrial [MW = 36.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01208 Uroporphyrinogen decarboxylase (URO−D)

Protein sequence:
MAFSPLTTTSGCRSSYCNLGLSWKSSSSWFVQLRLNSNGSNGVSAKPTKLNASKVFRACSSSSDPLLVKAARRERVSRPPAWMMRQAGRYMAVYRRLAEKHPSFRERSETTDLIVEISLQPWEAFRPDGVIIFSDILTPLPAFGVQFDIEDMRGPVIQSPIRSEKGLKALHPIDLEKLQFVGDSLRILRKEVGEQAAVLGFVGAPWTIATYIVEGGTTRTYTTIKDMCHTAPHVLRALLSHLSKAIAEYIVFQVESGAHCIQIFDSWGGQLPPHMWDCWSKPYIDEIVATIKRKCPQTPLVLYINGNGGLLERMKETGVDVIGLDWTVDMEDGRKRLGTDIGIQGNVDPASLFCPLPALTDEIERVVKSAGTRGHILNLGHGVLVGTPEEAVAHFFDVAKSFNFDKVEDRISEANTVAA*

NbL08g06580.1 uroporphyrinogen_decarboxylase_1_chloroplastic [MW = 46.32 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 29 57 85 113 140

Protein length

Gel Slice

2.9 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6 7

Peptide counts over 4 repeats

1 29 57 85 113 140

Pfam domains

Pfam Description
SP Sequon TM Domain PF01381 Helix−turn−helix PF08523 Multiprotein bridging factor 1

Protein sequence:
MSGIAQDWEPVVIRKKAPTAAARKDEKAVNAARRSGAEIETVKKSNAGSNKAASSSTSLNTRTLDEDTENLSHEKVPTELKKAIMQARQDKKLTQAQLAQLINEKPQIIQEYESGKAIPNQQIISKMERALGAKLRGKK*

NbL08g06560.1 multiprotein−bridging_factor_1b [MW = 15.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07722 Peptidase C26

Protein sequence:
MGTDFWISFFTILIQLMATAKPQLLIESQLNLPSCPGPDPTLNYRPVIGIVSHPGDGASGRLNNGTDVSYIAASYVKFAEMAGARVIPLIYTEPPEVLNQKLNLVNGVIFTGGRVKDGLYFEVVKGIFQNVLEKNDAGEHFPLLAICLGFELLTMIISKDNNILEEFSAANQASTVQFVENVKLERTVFGRFPPVLIKKMSTHCLVMQNHHFGISPERFQANKDLCSFFRILTTSTDKKNKVYVSTAQARRYPVTALQWHPEKNVFEWRSSQIPHTEDAIQVTQHVANYFVSEGRKSSNKPVPSKLLDNLIYNYSPSFAGKAGGSFDEVYLFSPRPALSSL*

NbL08g06510.1 gamma−glutamyl_hydrolase_2−like [MW − SP = 35.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04321 RmlD substrate binding domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MSTYTPKNILITGAAGFIACHVANRLVRSYPDYKIVVLDKLDYCSNLKNLIPSRSSPNFKFVKGDIASADLVNYLLITESIDTIMHFAAQTHVDNSFGNSFEFTKNNIYGTHVLLEACKVTGQIRRFIHVSTDEVYGETDEDAIVGNHEASQLLPTNPYSATKAGAEMLVMAYGRSYGLPVITTRGNNVYGPNQFPEKLIPKFILLAMRGKTLPIHGDGCNVRSYLYCEDVAEAFEVILHKGEVGHVYNIGTTKERRVIDVAKDICKLFNMDADKSIEFVENRPFNDQRYFLDDQKLKELGWSERTLWEEGLKKTIEWYTKNPDWWGDVSGALLPHPRMLMMPGGIERHLDGSEKYDSGSSEFSAKSNETKTVAPAPKSSDVPQKSPFKFLIYGRTGWIGGLLGKLCEKQGIPYEYGRGRLEDRSKLLADINAVKPTHVFNAAGVTGRPNVDWCESHKPETIRTNIAGTLNLADVCREHGLLMMNFATGCIFEYDAKHLEGSGIGFKEEDKPNFAGSFYSKTKAMVEELLKEYDNVCTLRVRMPISSDLNNPRNFITKISRYNKVVNIPNSMTMLDELLPISIEMAKRNLKGIWNFTNPGVVSHNEILEMYKKYINPEFTWANFTVEEQAKVIVAARSNNEMDASKLKKEFPELLPIKESLIKYVFEPNKKTSA*

NbL08g06470.1
trifunctional_UDP−glucose_46−dehydratase/UDP−4−keto−6−deoxy−D−glucose_35−epimerase/UDP−4−keto−L−rhamnose−reductase_RHM1
[MW = 76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01070 FMN−dependent dehydrogenase

Protein sequence:
MGEITNVMEYEEIAKQKLPKMVFDYYASGAEDQWTLAENRNAFSRILFRPRILIDVSKIDLSTTVLGFKIPMPIMIAPTAFQKMAHPEGEYATARAASAAGTIMTLSSWATSSVEEVASTGPGIRFFQLYVYKDRNVVAQLVRRAERAGFKAIALTVDTPRLGRRETDIKNRFTLQPFLTLKNFEGLDLGKMDEANDSGLGSYVAGQIDRSLSWKDIQWLQTITSLPILVKGVLTAEDARIAVQAGAAGIIVSNHGARQLDYVPATIMALEEVVKAAQGHVPVFLDGGVRRGTDVFKALALGASGVFIGRPVVFSLAAEGEAGIRKVLQMMRDEFELTMALSGCRSLKEITRNHIVADWDAPRAALPTPRL*

NbL08g06350.1 peroxisomal_(S)−2−hydroxy−acid_oxidase [MW = 40.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00415 Regulator of chromosome condensation (RCC1) repeat PF13540 Regulator of chromosome condensation (RCC1) repeat

Protein sequence:
MMLRLLKHGRISASDFSRRWMSSSCSRKTTVMSFGDGSHGALGLPSSIIGMGSDAYEPTPIPGLPPNVVNIAAGHFHSLAVTSEGHVWAWGRNNEGQLGRDALSPRESWNEPKRVEGLNKVKVQAAFASGAISAAIGDDGSLWVWGSSKRGQLGLGKRITTAAIPSRVETLSEQELVKVSLGWGHALALAKNGNLFGWGYYSDGRIGNIGRELESSPLESNSTKLSSGEESSAIEAAEKSVMEAMEKEKDMPLIWEPGSVEELHGLKVADVACGLDHSLVLCRDGTLFSGGSNVYGQLGRLNKDLGMQPVDIQFRPLSIASGLGHSLAVCHGASSETTEDATSVVSWGWNRSSQLGREGPEHIPQVVEGLSGETPISVSGGRAHSLALTTKKELWAWGCGKNGRLGLGSSTDEAEPMLVEYLEGTEVIQAVAGLDHSLVLVAE*

NbL08g06280.1 ultraviolet−B_receptor_UVR8 [MW = 46.97 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 56 111 166 274

Protein length

Gel Slice

2.9 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 56 111 166 274

Pfam domains

Pfam Description
SP Sequon TM Domain PF00504 Chlorophyll A−B binding protein

Protein sequence:
MATQALLSSSSITSSVENARQILGGRPSQSSTKKASFVVRAASTPPVKQGANRPLWFASKQSLSYLDGSLPGDYGFDPLGLSDPDGTGGFIEPKWLAYGEIINGRFAMLGAAGAIAPEILGKAGLIPPETALPWFQTGVIPPAGTYNYWADNYTLFVLEMALMGFAEHRRFQDWAKPGSMGKQYFLGLEKGLGGSGEPAYPGGPFFNPLGFGKDEKSMKDLKLKEVKNGRLAMLAILGYFIQGLVTGVGPYQNLLDHLADPVNNNILTNFKFH*

NbL08g06270.1 chlorophyll_a−b_binding_protein_8_chloroplastic [MW = 29.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MSYAYLFKYIIIGDTGVGKSCLLLQFTDKRFQPVHDLTIGVEFGARMITIDNKPIKLQIWDTAGQESFRSITRSYYRGAAGALLVYDITRRETFNHLASWLEDARQHANANMTIMLIGNKCDLAHRRAVSTEEGEQFAKEHGLIFMEASAKTAQNVEEAFIKTASTIYKKIQDGVFDVSNEANGIKFGYGGLPGPSGGRDGAASQGGGCCS*

NbL08g06260.1 ras−related_protein_RABB1c−like [MW = 23.15 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 65 129 193 257 322

Protein length

Gel Slice

3.9 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 65 129 193 257 322

Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain

Protein sequence:
MEKGIVKKKKQVLLYYCVEMEDVARKISSESDSIILHSINWRSFADGFPNLFINNAHDIRGQHVAFLASFSSPAVIFEQLSVIFALPRLFVASFTLVLPFFPTGTFERMEEEGDVATAFTMARLISNIPISRGGPTSLVIYDIHALQERFYFGDNVLPLFETGIPLLKQRLQQLPKSEKIIIAFPDDGAWKRFHNQLVDYPTVICTKVREGDKRIVRLKEGNPDGCHVVIVDDLVQSGGTLIECQKVLAAHGASKVSAYVTHGIFPKRSWERFLHKNDGSEKAFTYFWTTDSCPHTVKAVANKGPFEVISLAGSIADALQI*

NbL08g06160.1 ribose−phosphate_pyrophosphokinase_4−like [MW = 35.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01425 Amidase

Protein sequence:
LKWIKPLKTLGFSFSTLSLSFSQFQMLSSVQTPRLLRFPNLQSLSLKCLHTSQSQLTNPLPTPTTPPPPPSQILTIRKSLLSREITAVDLATTFLQRLRHTEPQLKSFLYVSDVVLKEAEEIDRKIANNEELGPLAGVLVGVKDNICTADMPSTAGSKILENYKPPFDATAVEKMKKCGAIVIGKTNMDEFGMGSTTEGSAYQVTANPWDLSRVPGGSSGGSAAAVSARQCMVSLGSDTGGSVRQPASFCGVVGLKPTYGRVSRYGLVAYASSLDVIGCFGSSVADAGILLHAISGHDKFDATSSKREVPDFASQFIARDHLDSKPLKGLRVGLIRETIEDGVDPEIITSIRGAASHLEELGCTVTEVSLPSFSLGLPAYYILASSESSSNLSRYDGIRYGKQVVADELNSLYGESRAGGFGSEVKMRILMGTYALSAGYYDAYYKRAQQVRTLVRENFRAALEENDILISPAAPSAAYRIGEKKNDPLSMYAGDIMTVNVNLAGLPALVLPCGFVDSSSVALPVGIQMIGAAFEEEKLLKVGHIFEQTLQGCSFIPPIVADELAC*

NbL08g06070.1 glutamyl−tRNA(Gln)_amidotransferase_subunit_A_chloroplastic/mitochondrial [MW = 60.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MSLDPVVSSQGNLDEQIAQLMQCKPLSEQEVRGLCGKAKEILMNESNVQPVKSPVTICGDIHGQFHDLAELFRIGGKCPDTNYLFMGDYVDRGYYSVETVTLLVALKVRYPQRITILRGNHESRQITQVYGFYDECLRKYGNANVWKTFTDLFDYFPLTALVESEIFCLHGGLSPSIETLDNIRNFDRVQEVPHEGAMCDLLWSDPDDRCGWGISPRGAGYTFGQDISEQFNHTNNLKLIARAHQLVMEGFNWAHDQKVVTIFSAPNYCYRCGNMASILEVDDCNGHTFIQFEPAPRRGEPDVTRRTPDYFL*

NbL08g05820.1 serine/threonine−protein_phosphatase_PP2A_catalytic_subunit−like [MW = 35.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
PLHSFSSILLYNINKDNCHKQSIKTKLSHHFICLSFFLLLPNIPSKFVTMGSKLVTLDLPFLSFFLLILLGFSRANIDKDKEECANELVGLATCLPYVSGDAKAPTPNCCTGLKEVLDKSKKCLCVLVKDRNDPSLGLKINATLALSLPTLCHAPVSATNVSMCPELLHLPPNSPDAKVFEDFAKSAKGSSTASSAPVSGSSNGKTATTANEKNDGGDRRKWMGIVEMTMGFLFIMVL*

NbL08g05740.1 protein_YLS3−like [MW = 25.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
FCVACALHVTNNSIFSFSITSFPAPPCTVVIMGCSATLLPSPPTHLHRPPTFKPLLNRRSLLFLSTTLSFPATAISTSSATPSPPKPDTTITERVYLDFSICPNYFTNRTLGDDLSNCSDSEPIGRLVLGLYGNLVPITVSNFKSMCTGTSGSTYKGTLVQKIFPGQFFMAGRQGRRDKGEVKPPLELIRNTETIESKAFILEHNRGGIVSLPLSENDDDDDLKLNPKYHNVEFLITTGPGPVPQLDSKNIVFGTVLEGMDIVTSIAAIPTYKPSENIRQYNGFAELLGDGRAKTARAIWNKPQKTVYISDCGELKVAKPTLSPSLP*

NbL08g05350.1 peptidyl−prolyl_cis−trans_isomerase_CYP28_chloroplastic−like [MW = 35.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MEMVKNKENHNNQYIFRSKLPDIYIPNHLPLHTYCFENISQFSSRTCFINSATGATYTYADVELTSKRIALGLYKLGIQHRDVIMLLLPNSPEFVFAFLGASFRGAISTKANPFYMPLEITKQAKASNVKLIITQSCYVDKVKSFAEENKVKIMCTDSLPPEYGCLSFTELITQSEEDNHYYDYNTILSDIEIFPDDVVALPYSSGTTGLPKGVMLTHKGLVTSIAQQVDGENPNLYFNSEDVIMCVLPLFHIYSLNSVLLYGLRVGAAILIMQKFEIKGLMELVEKYKVTIAPFVPPIVLAIAKCPLVHKYDLSSIRMIMSGAAPMGKELEDTVRAKLPNAILGQGYGMTEAGPVLSMCLAFAKQPFEVKSGSCGTVVRNAEMKIVDIDTGASLPLNHAGEICIRGDQIMKGYLNNPEATEETIDKEGWLHSGDIGYIDEDDQVFIVDRLKELIKYKGYQVAPAELEALLISNPNITDAAVVPMEDEVAGEVPVAFVVRANGSKISEEEIKKYISEQVIFYKRINRVFFTEAIPKAPSGKILRKDLRAKLAAGLAC*

NbL08g05220.1 4−coumarate−−CoA_ligase_2−like [MW = 61.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
HSLSRSTSPSTMSPATTLFAALLRRPHHHHHHLRRSLSTHSQPLSIEYSLTHPIYTIWAANTSLGKTLVSAGLSTSFLSSSNRKFLYLKPLQTGFPYDSDSRFVYNKYSQFFSLNKPEFSVFASNHVLRASVPASNAVVKDEMGRSCWNGLVNLGFYEESRLRGTSENGETMKGFSMLVCKTLYGWKEALSPHLVAERENARVEDAELLEMLKGCLEIDELDSGEKGEVFCVIETAGGVASPGPSGSLQCDLYRPFRLPAILVGDGKLGGISGTISAYESLKLRGYDVVAVVVEDHGLVNEGPLSSYLRRRVPVLVLPPIPKEMSNNLMEWFQEALSTFYSLQEIMQSTFLERASRLRNMPRKAHDIFWWPFTQHKLVPEENVTVIDSRCGENFAVHKVNKVDLITQQFDACASWWTQGPDATLQIELARDVGYATARYGHVMFPENVYEPALECAELLLEGVGKGWASRVYFSDNGSTAIEIALKMALRKFLFDHRIISDDLVAESAESHVDLKVLALRGSYHGDTLGAMEAQAPSPYTGFYQQPWYKGRGHFLDPPTVAMCDGVWKLSLPQEIETQKPNIEDLTFSLRENIFKESRDNSNLSEIYHSYIRRALQLIMDSSGSTQTGALIIEPVIQGAGGMEMVDPLFQRVLVKECRSQKIPVIFDEVFTGFWRLGAESATEFIGCKPDIACYAKLMTGGIVPLAVTLASEAVFEAFVGDSKLQALLHGHSYTAHAIGCTAAVKSIKWFKDSKTNPNLISEAVMLRELWDSDLARQISLLPAVHRVVVLGTLCALELRAEGSNMGYASLYARSLIQKLREDGIYMRPLGNVIYLMCGPCTSPESCSNLLNKVYRRLEEL*

NbL08g05090.1 bifunctional_dethiobiotin_synthetase/78−diamino−pelargonic_acid_aminotransferase_mitochondrial [MW = 95.8
kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00370 FGGY family of carbohydrate kinases, N−terminal domain PF02782 FGGY family of carbohydrate kinases, C−terminal domain

Protein sequence:
MDYYKENSEKKLESRKSMTDTPTAPLLDNSYQNHNRHFYFNRFNSFPDSAVEMTTTAPPKHLRSLFLGVDVGTGSARAGLFNEEGKLLGSASSPIQIWKDGDCVEQSSTDIWLAICTAVKTACSFGNVSKEEVKGLGFAATCSLVAVDSEGEPVTVSWSGDTRRNIIVWMDHRAVKQAERINASNSPVLQYCGGGVSPEMEPPKLLWVKENLQESWSMAFRWMDLSDWLTYKATGDDTRSLCTTVCKWTYLGHAHMQQINEKDSRDMEACGWDDDFWEEIGLGDLVDGHHAKIGRSVAFPGHALGSGLTLDAAKELGLMAGTPVGTALIDAHAGGVGVMESVPASDSESIVDEDAISRRMVLVCGTSTCHMAVSRTKLFIPGVWGPFWSAMVPEYWLTEGGQSATGALLDYIIENHVASPHLANRAASRRISIFDLLNELLESMKQEEGSQFISALTKDLHILPDFHGNRSPIADPKSKGMISGLTLDTSEKQLALLYLATVQGIAYGTRHIVEHCNANGHKIDTLLACGGLAKNHLFVQEHVDIIGYPIILPRENESVLLGASILGAVASKKYPTVREAMKAMNAAGQVVYPSKDPKVKKYHDAKYSIFRELYEQQQKHRSLMTEALS*

NbL08g05050.1 FGGY_carbohydrate_kinase_domain−containing_protein−like [MW = 69.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01261 Xylose isomerase−like TIM barrel

Protein sequence:
MIERNLGKYLLLLFCLNVVSNVVSASAPPTCPADIGSDCGSDSGEWEGEFFPGIPKVKYEGPSSKNPLSFKWYNAEEEILGKKMKDWMRFSVAFWHTFRGTGADPFGAPTKLWPWEDGTNSLAMAKRRLRANFEFLEKLGVDRWCFHDRDIAPEGKTLEETNANLDEVVALAKELQGNKIHLLWGTAQLFLQPRYMHGAATSPELCVYAYAAAQVKKALEVTHYLGGENYVFWGGREGYQSLLNTDMERELDHMARFMEAAVAYKKKIGFNGTLLIEPKPQEPTKHQYDWDAATSANFLRKYGLIGEFKLNIECNHATLAGHSCHHELETARINGLLGNIDANSGDPQVGWDTDQFLMDVAEATLVMQTVIKNGGLAPGGFNFDAKLRRESTDVEDLFIAHIAGMDTLARGLRNAAKLIEDGSLGELVRKRYQSFDTELGAAIEAGKADFELLEKKALEWGEPKVPSGKQELAEMIFQSAL*

NbL08g04960.1 xylose_isomerase−like [MW − SP = 50.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MGLVFSRLFSSLFGNKEARILVLGLDNAGKTTILYRLQMGEVVSTIPTIGFNVETVQYNNIKFQVWDLGGQTSIRPYWRCYFPNTQAIIYVVDSSDTDRLVVAKEEFHAILEEEELKGAVVLVYANKQDLPGALDDAAVTEALELHKIKNRQWAIFKTSAIKGEGLFEGLDWLSNTLKSGGS*

NbL08g04950.1 ADP−ribosylation_factor_1 [MW = 20.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00206 Lyase PF08328 Adenylosuccinate lyase C−terminal

Protein sequence:
MELGTSFSASNVSKTMFLSVRITQKSNLLSNSLLNPFNFSFPTIKNCSCKAIAKGSIVSSLKTQEKVKGMSSDHSQDLELTSLSALCPLDGRYWGKVKELAPFMSEFGLIRFRVLVEIKWLLKMSQIHEISEVPSFSEGAQMFLQDLIDEFSMNDALEVKKIERVTNHDVKAVEYFLKQRCQSHPEIVKVLEFFHFACTSEDINNLAHALMLKGALNTVILPVMDELISAICDMATTYSSVPMLSRTHGQPASPTTLGKEMAIFAYRLSRERREISQIEMLGKFAGAVGNYNAHVAAYPEVKWPQIAEEFVMSLGLKFNPYVPQIETHDYMAKLFHSIVQFNNISVDFDRDVWGYISLGYFKQTTKAGEIGSSTMPHKVNPIDFENSEGNLGVANGNLSHLSTKLPISRWQRDLTDSTVLRNMGVGLGHSLLAYRSALQGIQKLQVNEAALTEDLDKCWEVLAEPIQTVMRRYGVPEPYEKLKALTRGRTVTKEICREFIQKLDIPADAKTALLNLTPHTYVGAAAELAKSINDAINLENGAQVF*

NbL08g04810.1 adenylosuccinate_lyase−like [MW = 60.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00335 Tetraspanin family

Protein sequence:
MVRCSNNLVGILNIVTFLISIPIIAGGIWLSRQANTECERFLEKPIIALGVFILLVSLAGIIGSCFRVSWLLWVYLLVMFLLILLLFCFTIFAFVVTNKGAGEVISGKGYKEYRFGDYSNWLQKRVDNHWSRIHSCLQDSKICQSLIEGSNTKADDFFKKHLSALQSGCCKPSNDCNFEYVSPTNWTRTPSSSLDNPDCTAWSNDPKILCYGCQSCKAGLLDNLKSDWKRVAVLNIIFLVFLIVVYSIGCCAFRNNREDNAWKRYP*

NbL08g04560.1 tetraspanin−8−like [MW = 30.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13181 Tetratricopeptide repeat

Protein sequence:
MVLIEQVPSEQAKSNSKPRQTSESTTTEVSPAADGTSTAKATEAPSGYASDGYETASDTELNETEKESSRESEKTVNAISSSADGDLKEKTQQPETNLQQLNEQKALAQANDAKVEGNTLFKDGLYEEALSKYELALQVAADIPSSTEIRSICHANRAACFSKLGKHGETIKECTKALELNPTYMKALVRRAEAHEKLEHYDEAVTDMTKIMELEPSNDQARRSVMRLKPLADEKREKMKEEMIGKLKEMGNSILGRFGMSVDNFKAVKDPNTGSYSVSFQK*

NbL08g04470.1 tetratricopeptide_repeat_protein_1−like [MW = 31.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MPIDTSAKIFVAGHRGLVGSAVVRKLHQLGYTNLLLRSHSDLDLTNQSAVESFFAAEKPQYVILAAAKVGGIHANNTYPADFITVNLQIQTNVIVSSFNHKVQKLLFLGSSCIYPKFAPQPIPENALLTAPLEPTNEWYAIAKIAGIKMCQAYRLQHNFDAISAMPTNLYGTNDNFHPENSHVLPALLRRFHEAKINNLDKVVVWGTGSPLREFLHVDDLADAVIFLLENYSDLEHVNVGSGSEVTIKELAELVKEVVGFKGELVWDSTKPDGTPRKLMHTSKLVGLGWTPKISLRDGLVDTYKWYLENYGKQ*

NbL08g04360.1 putative_GDP−L−fucose_synthase_2 [MW = 34.78 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12807 Translation initiation factor eIF3 subunit 135

PF13424 Tetratricopeptide repeat
PF15044 Mitochondrial function, CLU−N−term

Protein sequence:
MAPKTGKAKPHKAKGEKKKKEEKVLPNIIEITVGTSEDSQVLLKGISTDKILDVRKLLAVNVETCHVTNYSLSHEVRGTRLKDTVEIVSLKPCHLSLVEEDYTEEQSVAHIRRLLDIVACTTSFGGSSSSPKPTGRTSSIEPGPENVESKSSKPKSQEPKKAASSPKAKPSKPDATAVCGGADAGDSAEKGDPAMMCPPPRLGQFYDFFSFAHLTPPIQYIRRSIRPFLEDKTEDDFFQIDVRICSGKPTTIVASRTGFYPAGKRALLSHSLVGLLQQLSRVFDAAYKALMKAFTDHNKFGNLPYGFRANTWVVPPFVADNPATFPPLPMEDENWGGNGGGQGRDGKHDHRPWAKEFAILAAMPCKTAEERQIRDRKAFLLHSLFVDVSVLKAVAAIKHLADNSQNGTNHSSSYEERIGDLLISVTKDISDASKKLDNKNDGNQVLSMSPEELAKRNLLKGITADESATVHDTSTLGVVVVRHCGYTAIVKVAAEVNWGSNPIPQDIEIDDQAEGGANALNVNSLRMLLHKSSTPQSSSQVHKLYGADVEDVVAAKSLVRQVLGESLHKLQEEESKQVKSIRWELGACWVQHLQNQASTKAEAKKTDEAKVEPAVKGLGKHGGLLKDIKKKSDDKSSGKEVSSSETNKKEIEKQDEETEILWKKVLPEAAYLRLKESETGLHLKSPDELIDMAHKYYADTALPKLVADFGSLELSPVDGRTLTDFMHTRGLQMCSLGRVVELADKLPHVQSLCIHEMVVRAYKHILQAVVAAVDNIANVAASIASCLNVLLGTPSAENGDSDDDLKWKWIETFLSKRFGWQWKDESRQDLRKFAILRGLCHKVGLELVPKDYDVDSPFPFKKSDIISMVPVYKHVACSSADGRTLLESSKTSLDKGKLEDAVNYGTKALSKLVSVCGPYHRMTAGAYSLLAVVLYHTGDFNQATIYQQKALDINERELGLDHPDTMKSYGDLAVFYYRLQHTELALKYVNRALYLLHLTCGPSHPNTAATYINVAMMEEGLGNVHVALRYLHEALKCNQRLLGADHIQTAASYHAIAIALSLMEAYSLSVQHEQTTLQILQAKLGPDDLRTQNFLQDAAAWLEYFESKALEQQEAARNGTPKPDASISSKGHLSVSDLLDYIAPDAEMKAREAQKKQARAKVKGKAGQNGGIATDEFEKDELLSPNSPVVENSSDKENKSELDNKLELQIADSTAKQSDHILVEQTLVEKNDDVIQEDTSEEGWQEALPKGRSMMGRKLSSSRRPNLAKLNTNFANASHLPRARGKATNFTSPRSSPNESATSSTPSPASKKFVKSAGFSPKLNSASSPAASNPKSAPISPAPTEQSVKTNSIVSSISVQAAGKLFSYKEVALAPPGTIVKAVAEQLPKDNSSEQNKETVATDSTLPTTARISDGEQAQKVSEEKQHNDSGGQTNQEVNEPQESKEGLVSAKSSEGTKTDASGEKEGDVVTASEVKTAAKNKGVDSANSSVTGIQNDDSSTDANVTPKVDIPKSKADKIPDSSSDFEPAADSATEKDASLTNAGAAVEERNDDEPTENASTVPTESDKQGDSETAKETAKKLSAAAPPFNPSTVPVFGTIPAAGFKEHGGILPPPVNIPPMLTVNPVRRSPHQSATARVPYGPRLSGGYGRSGNRVPRNKPVFLNGEHNGDASHFTTLRIMNPHAAEFVPGQPWVPNGFPVAPNGYMASANGMPVSPNGYAISPNSIPVSPDGSPASLNDMPTTQNDLPVSPVEAGESPSAVIVEGAAENHEMAEADGTDVEPSSSLVTADTGSQQITQDQEEDGAKLQSDMPKDVDKSQCENGEKSGDTAAPSDEITASKETCNTVSPEEKATKRWGDYSDGENEVVEVAS*

NbL08g04330.1 clustered_mitochondria_protein [MW = 202.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03224 V−ATPase subunit H PF11698 V−ATPase subunit H

Protein sequence:
MPMENAELTTEQVLSRDIPWETYMATKLITGSDFQLLRRYDKKAESYKAQLLDDDGRGYVRVFVTILHDVFKEETVEYVLALIDEMLTANPKRARLFHDSLEDEDTYEPFLRLLWKGNWFIQEKSCKILSLIVSARPKVHNGVDANGDASASKKKLTTIEDVLTGLVDWLCAQLKKPTHPTRGIPATINCLATLLKEPVIRSSFVRADGVKLLVPLISPASTQQSIQLLYETCLCVWLLSYYEPAIEYLATSRALPRLIEVVKGSTKEKVVRVVILTLRNLLSKGSFSILMVDLGVLQIVQSLKAQAWSDEDLLDALNQLEEGLKDNIKKLSSFDKYKQEVLLGHLDWSPMHKDPLFWRENINSFEENDFQILRVLITILDTSSDPRTLAVACYDLSQFIQCHSAGRIIVNDLKAKERVMKLLNHENAEVTKNALLCIQRLFLGAKYASFLQV*

NbL08g04250.1 V−type_proton_ATPase_subunit_H−like [MW = 51.53 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 24 47 70 93 117

Protein length

Gel Slice

4.7 4.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 24 47 70 93 117

Pfam domains

Pfam Description
SP Sequon TM Domain PF13656 RNA polymerase Rpb3/Rpb11 dimerisation domain

Protein sequence:
MNAPDRYERFVVPEGVKKVSYERDTKIINAATFTVEREEHTIGNILRMQLHRDDNVLFAGYKLPHPLQYKILLRIQTTSQSSPMQAYNQAINDLDKELDHLKNQFEGELAKHSREY*

NbL08g04080.1 DNA−directed_RNA_polymerases_II_IV_and_V_subunit_11−like [MW = 13.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASANAISTASIIPSPSKQGALKNRRVNQLQGQKFSNRSAKNNRFVVKACAKEIAFDQKSRSALQAGIDKLADAVGLTLGPRGRNVVLDEYGTPKVVNDGVTIARAIELPDAMENAGAALIREVASKTNDSAGDGTTTASVLAREIIKLGLLSVTSGANPVSLKKGIDKTVLGLIEELEKKARPVKGRDDIKAIASISAGNDESIGTMIADAIDKVGPDGVLSIESSSSFETTVHVEEGMEIDRGYISPQFVTNPEKLIVEFENARVLVTDQKISAIKDIIPLLEKTTQLRSPLLIIAEDVTGEALATLVVNKLRGILNVAAIKAPGFGERRKALLQDIAIVTGAEYQATDLGLLIEGTPVEALGIARKVTITKDSTTIIADAASKDEIQARIAQLKKELSETDSVYDSEKLAERIAKLSGGVAVIKVGAATEAELEDRKLRIEDAKNATFAAIEEGIVPGGGAAFVHLSTYVPAIKDKLEDGDEKLGADIIQRALVAPASLIAQNAGIEGEVVVEKVREAEWEMGYNAMIDKYENLVDAGVIDPAKVTRCALQNSASVAGMVLTTQAIVVEKAKPKTAAPAAPQGLTV*

NbL08g03960.1 ruBisCO_large_subunit−binding_protein_subunit_alpha−like [MW = 62.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 162 323 484 645 807

Protein length

Gel Slice

3.5 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 162 323 484 645 807

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02359 Cell division protein 48 (CDC48), N−terminal domain
PF02933 Cell division protein 48 (CDC48), domain 2

PF17862 AAA+ lid domain

Protein sequence:
MSHPAESSNSKNGTKKDFSTAILERKKAANRLVVDEAVNDDNSVVALHPATMEKLQLFRGDTILIKGKKRKDTVVIALADETCDEPKIRMNKVVRSNLRVRLGDVVSVHQCPDVKYGKRVHILPIDDTIEGVTGDLFESFLKPYFLEAYRPLRKGDRFLVRGGMRSVEFKVIETDPGEYCVVAPDTEIFCEGEPVKREDEERLDEVGYDDVGGVRKQMAQIRELVELPLRHPQLFKSIGVKPPKGILLYGPPGSGKTLIARAIANETGAFFFCINGPEIMSKLAGESESNLRKAFEEAEKNAPSIIFIDEIDSIAPKREKTHGEVERRIVSQLLTLMDGLKSRAHVIVMGATNRPNSIDPALRRFGRFDREIDIGVPDEVGRLEVLRIHTKNMKLAEEVDLERIGKDTHGYVGADLAALCTEAALQCIREKMDVIDLEDDTIDAEILNSMAVTNEHFQTALGTSNPSALRETVVEVPNVSWADIGGLENVKRELQETVQYPVEHPEKFEKFGMSPSKGVLFYGPPGCGKTLLAKAIANECQANFISVKGPELLTMWFGESEANVREIFDKARQSAPCVLFFDELDSIATQRGGSSGDAGGAADRVLNQLLTEMDGMNAKKTVFIIGATNRPDIIDPALLRPGRLDQLIYIPLPDEESRHQIFKACLRKSPLSKDVDLRALAKYTQGFSGADITEICQRACKYAIRENIEKDIERERRRNENPDSMDEDVDDEVPEIKPAHFEESMKYARRSVSDADIRKYQAFAQTLQQSRGFGTEFRFAEASGGTAAADPFATSNAGADDDDLYS*

NbL08g03760.1 cell_division_cycle_protein_48_homolog [MW = 89.57 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 91 181 271 448

Protein length

Gel Slice

5.7 6.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 91 181 271 448

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MGKEKFHINIVVIGHVDSGKSTTTGHLIYKLGGIDKRVIERFEKEAAEMNKRSFKYAWVLDKLKAERERGITIDIALWKFETTKYYCTVIDAPGHRDFIKNMITGTSQADCAVLIIDSTTGGFEAGISKDGQTREHALLAFTLGVKQMICCCNKMDATTPKYSKARYDEIVKEVSSYLKKVGYNPDKIPFVPISGFEGDNMIERSTNLDWYKGPTLLEALDQINEPKRPSDKPLRLPLQDVYKIGGIGTVPVGRVETGILKPGMVVTFGPTGLTTEVKSVEMHHEALQEALPGDNVGFNVKNVAVKDLKRGFVASNSKDDPAKGAASFTSQVIIMNHPGQIGNGYAPVLDCHTSHIAVKFAEILTKIDRRSGKEIEKEPKFLKNGDAGMVKMLPTKPMVVETFSEYPPLGRFAVRDMRQTVAVGVIKNVDKKDPTGAKVTKAAQKKK*

NbL08g03740.1 elongation_factor_1−alpha [MW = 49.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSVSHRIVYPFILKLYSPIPPSRTFLFFQSRSLTFSSSLFPSSMPNNQRKGGHKEKRWQVRPSSNRVTGSSSNGEPVSAATTGAITNRLNSLDIGEGVAQSSAPVASLQVGSVGLATQSPVQNQKVIWKPKSYGTVSAPPTIEAEKSSNEQKNANLSKLFKGNLLENFTVDNSTFSRAQVRATFYPKFENEKSDMEIRTRMIEMVSKDLATMEVSLKHSGSLFMYAGHAGGAYAKNSFGNIYTAVGVFVLGRMFREAWGTQASKKQAEFNEFLECNHMCISMELVTAVLGDHGQRPRDDYAVVTAVTELGNGKPKFYSTPDVIAFCREWRLPTNHVWLFSTRKSVTSFFAAFDALCEEGTATTVCQALDEVADISVPGSKDHIKVQGEILEGLVARIVKRESSEHMERVLRDFPPPPLEGEGLDLGPTLREICAANRSEKQQIRALLQSAGTAFCPNYVDWFGDEDSGSHSKNADRAAVSKFLQAHPADFSSRKLQEMVRLMREKRFPAAFKCYYNFHKINDLSSDNLPFKMVIHVYSDSGFRRYQKEMRQKPGLWPLYRGFFVDLDLFKANEEKAAEMVQSSDHMVKNGEEDSSLADEDANLMVKLKFLAYKLRTFLIRNGLSTLFKEGPSAYRAYYLRQMKIWNTSAAKQRELSKMLDEWAVHIRRKYGNKPLSSSTYLSEAEPFLEQYAKRSPQNQALIGSAGNFVKVEDFMAIVEGQDEEGDLETEKHIAPSSPSIPSKDMVAKNEGLIVFFPGIPGCAKSALCKEILNVPGGLGDDRPVHSLMGDLIKGRYWQKVADERRRKPYSIMLADKNAPNEEVWRQIENMCLSTKASAIPVVPDSEGTEINPFSVDALAVFTFRVLHRVNHPGNLDKSSPNAGYVLLMFYHLYEGKSRQEFESELIERFGSLVRMPLLKPERSPLPDSVRSIIEEGINLYKLHTNKHGRLESTKGTYAKEWVKWEKQMRDILIGNADYLNSIQVPFEFAVKEVLKQLGAIARGEYATPTSEKRKLGSIVFAAVSLPVAEILDLLNDLAQKDQKVGAFLKDKNIESCITKAHLTLAHKRSHGVTAVAEYGCFLLQKVPVEVAALLFSEKLAALEAKPGCVEGEKVDSKNQWPHVTLWTGEGVVAKDANTLPQLLSQGKATRININPPITITGTLEFF*

NbL08g03640.1 uncharacterized_LOC109233996 [MW = 130.24 kDa]
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Peptide counts over 4 repeats

1 128 255 382 633

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MCLLSKIRMKGNCSSEVPQKKSPRGNTAEVPLKISLRAVRSREAPQKISPRAASQDVPQKISPRVARRLKTGAPDSDSASSPHGNSRIPKERSPKVTEQSPKSLESEKKCPSRVSELESQITQLKNDLKGKLISSEACKKQAAVEAEGSKDHCTILSSELDQSLKQLLEQPSSENPTLCSELEGIQKQRSVDSAVLASALNEIKELKAQLETVAESEATKTKNAEAAQTELQSLKQNLADTLLLMEDMKKQLKDSKDSETQAQALVTETLLQLESAKKTVESLRSDGNKVMEAYNTISSELDQSKARANLWEEIVCKLQTDTSNVGETEIVEVDESKETIEAELSSLKSEVERLKADLEAAEITYNEEKTRSTLEIRSAYELVEQIKAMSKQKEDELKGDLQKFKTQIDELKANLMNKETELQGICKENENLTMKLENAKSGKGENELEKELQRSRLDIENMKANLMDKETELQNILEENEILKLETNKKENNRGKVKDEVAAELEGAKTAEREAQMKLAYMKEEVDKSNRRVARVTEQLDAAQASNAEMEAELRKLKVQSNQWRKAAEVATAMLSNGNNGKFMERTGSMDSQYSPAKISSPYFEDMDEDFMKRKNPNVLKRIGELWKKPMK*

NbL08g03530.1 interactor_of_constitutive_active_ROPs_3−like [MW = 70.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00800 Prephenate dehydratase

Protein sequence:
MAATIVRSPKIHLPPPETTTSNLSSLTHISFTPLPKRRRYLSIYACADGSGNSPFGGDIKKGQAIELNKVNDEHPYEFNAKDSPNPLPRPLTSADLSNMASEGSRLRVAYQGVRGAYSESAAEKAYPNCEAVPCEQFDTAFEAVERWLVDRAVLPIENSLGGSIHRNYDLLLRHRLHIVGEVKLAIRHCLMANNGVKIEDLKRVLSHPQALAQCENTLTKLGLVREAVDDTAGAAKYIAFQKLKDAGAVASLAAARIYGLNVLAQDIQDDSDNVTRFLMLAREPIIPGTDKPFKTSVVFSLDEGPGVLFKALAVFAMRNINLTKIESRPLQKQALRVLDDSTDGFPKYFPYLFYVDFEASMADQRAQNALGHLKEFATFLRVLGSYPSDSSVA*

NbL08g03500.1 arogenate_dehydratase/prephenate_dehydratase_2_chloroplastic [MW = 43.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00793 DAHP synthetase I family

Protein sequence:
MDSSTLLFNQLKTAEPFFLLAGPNVIESEDHILYMAKHLKDITSKLGLKFVFKSSFDKANRTSSKSFRGPGLAEGLKILEKVKATYDVPIVTDVHESIQCEAVGRVADIIQIPAFLCRQTDLLVAAAKTRKIINIKKGQFCAPSVMANSAEKVRLAGNHNVMVCERGTMFGYNDLIVDPRNFEWMREANCPVVADITHSLQQPAGKKLEGGGVASGGLRELIPCIARTAVAVGIDGIFMEVHNDPLSAPVDGPTQWPLRHLEELLEELVTLGRVSKGKQQFKIDLTPFRD*

NbL08g03250.1 2−dehydro−3−deoxyphosphooctonate_aldolase_1 [MW = 31.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF12819 Malectin−like domain

Protein sequence:
MMKETWDFGLLVKSLFLLVLGVLCVCGFDPADNFLIDCGSNKDTNVGNRVFMADKSAAKFLSTSQNILADTPSNSITKADDSPLYQTARIFTQQSSYKFPISQVGRHWIRLYFYPFVYQEYDMSKATFSVSTQQNVLLGNFTPKNVTVKEFSVNVTSRDLVITISPLSYSFAYINALEVVSVPDILITDDASTISPAGTFSGMFSQALETVARVNMGGSLVSFDNDTLWRTWVTDQSFLAQPSSAKSINKIASVKYPQDGVTPDIAPQTVYGTCSKMNVADTGNDPNANFNVTWTFDVEPGFQYFIRLHFCDIVSTAANQLLFNIYVNSWNVANDFDPGQKVQGFLATASFNDYVTPPARSNKLNISVGPSPRSLFPDAFLNGLELLKLNNSQGSLTQVASVPTSPSSRAKKNVGVIVGVSVGVPLILLIVGILFCMHRRKKQELLAQSKIWIPLSVNGGNSHTMGSKYSNGTTISAASNLSYRVPFPALLEATSNFDESLVIGIGGFGKVYRGVLCDGTKVAVKRGNPKSQQGLAEFRTEIEMLSQFRHRHLVSLMGYCDEKNEMILVYEYMENGTLKSHLYGSDLPSMSWKQRLEICIGSARGLHYLHTGYAKAVIHRDVKSANILLDESFMAKVADFGLSKTGPELDQTHVSTAVKGSFGYLDPEYFRRQQLTEKSDVYSFGVVLFEVLCARPVIDPSLPREMVNLAEWAMKWQKKGQLEQIIDPNLKGKIRPDSLRKFGETAEKCLADFGVDRPSMGDVLWNLEYALQLQEAVIQDDPEENSTILIGELSPQVNDFSHVDVGASAARIKSPNLDDLSGVSMSRVFSQLVKSEGR*

NbL08g03010.1 receptor−like_protein_kinase_HERK_1 [MW − SP = 89.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00831 Ribosomal L29 protein

Protein sequence:
MARIKVHELKGKSKTDLLAQLNDLKAELALLRVAKVTGGAPNKLSKIKVVRLSIAQVLTVISQKQKTALREAYKNKKYLPLDLRPRKTRAIRKRLTKHQASLKTEREKKKEMYFPIRKYAIKV*

NbL08g02920.1 60S_ribosomal_protein_L35−like [MW = 14.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00925 GTP cyclohydrolase II PF00926 3,4−dihydroxy−2−butanone 4−phosphate synthase

Protein sequence:
MSVPFMDSVVFKHPSFPRIFISSNFFGTYQNIVGVGQYRKAPFTTCCPAEINPFGSNRNGSVFGGLNDQNSSVPFETLSAEITPETIDFFVSEAEGDPDCPTSGYSSIEEALTALREGKFVIVVDDESGEVEGNLVMGASFASSETIAFMVRYGSGIISVGMKEEDLERLKLPLMSPEKEDDSSAPSFTITVDAKVGTSTGVSASDRAKTVLALSSPTSSPDDFRRPGHVFPLKYRNGGVLRRFGHTEASVDLVMSAGLKPVSVLSAIVDKNDGSIASMLILKNLALENKIPIVSITDLVRYRRKRENLVERTAVSRLPTKWGLFEAYCYRSKLDGTEHIAVVKGDIGNGQDALVRVHSECLTGDIFGSRRCDCGNQLDLAMQLIEEAGRGVVIYLRGHEGRGIGLSNKLQAYNLQDQGHDTVEANLELGFAADAREYGIGAQMLRDIGVRTMRLMTNNPAKFTGLKGYGLAVIGRVPVLTPFTEENRKYLETKRTKMSHIYGSDVQGPIKASINRSLKKQDPSQERKES*

NbL08g02790.1 monofunctional_riboflavin_biosynthesis_protein_RIBA_3_chloroplastic−like [MW = 57.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00241 Cofilin/tropomyosin−type actin−binding protein

Protein sequence:
MANAASGMAVHDDCKLKFLELKAKRTYRFIVFKIEEKQKQVIVEKLGEPAESYEDFAASLPADECRYTVFDFDFVTEEGCQKSKIFFIAWSPDTAKVRSKMIYASSKDRFKRELDGIQVELQATDPTEMGLDVFKSRTT*

NbL08g02600.1 actin−depolymerizing_factor_2−like [MW = 15.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MAKNSANGDHQTTTTKPPPTPSPLRFSKFFQPNLRILVTGGAGFIGSHLVDKLMENEKNEVIVADNFFTGSKDNLKKWIGHPRFELKRHDVTEPLLVEVDQIYHLACPASPIFYKYNPVKTIKTNVIGTLNMLGLAKRVGARILLTSTSEVYGDPLVHPQTEEYWGNVNPIGVRSCYDEGKRVAETLMFDYHRQHGIEIRIARIFNTYGPRMNIDDGRVVSNFIAQALRDEPLTVQAPGTQTRSFCYVSDMVNGLIQLMEGEKTGPMNIGNPGEFTMIELAELVKELINPKVEIKSVENTPDDPRQRKPDITKAKELLGWEPKVELRDGLPLMEEDFRLRLGVSKKI*

NbL08g02560.1 UDP−glucuronic_acid_decarboxylase_6 [MW = 39.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
MASSSTRTLLSLSLFLTLCALSQATYSGLILTLVNNCPYTIWPAIQPNAGHPVLERGGFALHTLTHRSFTAPTTHWSGRIWARTGCSYAHGKFSCATGDCGGRIECEGLGGATPATLAQFALHHGHADFSSYGVSLVDGFNIPLTVTPHEGKGQCPVVGCRAEILQTCPAVLQLRSHGGHGPVVGCKSGCEAFKTDELCCRNHFNSPQTCKGSSYSEFFKHACPATFTFAHDSPSLMHECSSPRELKVIFCH*

NbL08g02520.1 osmotin−like_protein [MW − SP = 24.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRIAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDHLMKILTERGYSFTTSAEREIVRDVKEKLSYIALDFEQEMDTSKTSSSVEKSYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWIAKAEYDESGPSIVHRKCF*

NbL08g02380.1 actin [MW = 41.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00939 Sodium:sulfate symporter transmembrane region

Protein sequence:
MASLALTSAVNLRLQPNPSKKSHLFSPQSLQSTQISKKTPSFLTSSFKYPLNLEKSLNLGKKLYFDKPRSVIIKASASSTPSAIVPPQQPWQGAAIKPLIASIATGIILWLIPAPAGVTKNAWQLLAIFLATIVGIITQPLPLGAVALMGLGACVLTKTLTFAAAFSAFGDPIPWLIALAFFFARGFIKTGLGNRIAYQFVSLFGSSSLGLGYSLVFSEALLAPAIPSVSARAGGIFLPLVKSLCVACGSNVGDGTEHKLGSWLMLTCFQTSVISSSMFLTAMAANPLSANLTLSTINQTIGWMDWAKAAIVPGLVSLIVVPLLLYIIYPPTVKSSPDAPRLAKENLEKMGPMSKNEMIMAGTLLLTVSLWIFGSTLKVDAVTAAILGLSVLLITGVVSWKECLGEAVAWDTLTWFAALIAMAGYLNKYGLISWFSETVVKDRSTRQTIGTRLESEGLYYLNSLKSSKVVGGLGLSWQLSFGILVLLYFYSHYFFASGAAHIGAMFTAFLSVASALGTPPYLGALVLSFLSNLMGGITHYGIGSAPVFYGANYVPLAKWWGYGFVISIVNLIIWLGVGGIWWKAIGLW*

NbL08g02290.1 dicarboxylate_transporter_1_chloroplastic−like [MW = 62.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02341 RbcX protein

Protein sequence:
MVGALSVVGSSMVDSHSSPCLCLDALPTCNKLSVGDSVIYKNSSSIDRKQLPRLGSMELSSSFVDLRFSAKAFKGNYKNLKKERTSRRNLVVVSDLGEQYEYGFDDIKTQILNYFTFKAVRTILNQLNEMDSPQYQWFNDYVTVNKLRDGKRFIRNLAKEKQELAEKVMVTRLSLYAKWIKKCDHEEIYNRISDQNVEVMRERLMETVIWPSDDTNSERVG*

NbL08g02260.1 uncharacterized_LOC107821402 [MW = 25.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01077 Nitrite and sulphite reductase 4Fe−4S domain PF03460 Nitrite/Sulfite reductase ferredoxin−like half domain

Protein sequence:
SLSPTPSNISVTLSPPFSQNSLFVKTLALFLYLIFARVSMTTSFGAAINIAVADDPNPKLQIQKFSGLESTSNTLLLSRRLHVFQSFSPSNPSSIVRAVSTPAKPAAVEPKRSKVEIFKEQSNFIRYPLNEEILNDAPNINEAATQLIKFHGSYMQYDRDERGGRSYSFMLRTKNPGGEVPNRLYLVMDDLADQFGIGTLRLTTRQTFQLHGVLKQNLKTVMSTIIKNMGSTLGACGDLNRNVLAPAAPFAKKDYMFAKQTADNIAALLTPQSGFYYDVWVDGEKVMTAEPLEVVKARNDNSHGTNFPDSPEPIYGTQFLPRKFKIAVTVPTDNSVDIFTNDIGVVVVSNEDGEPQGFNIYVGGGMGRTHRMETTFPRLAEPLGYVPKEDILYAVKAIVVTQRENGRRDDRRYSRLKYLLSSWGIEKFRSVTEQYYGKKFEPCRELPEWEFKSYLGWHEAGDGSLFCGLHVDNGRVKGAMKKALREVIEKYNLNVRLTPNQNIILCNIRQAWKRPITTVLAQGGLMQPRYVDPLNLTAMACPAFPLCPLAITEAERGIPDILKRVRAIFERVGLKYSESVVIRITGCPNGCARPYMAELGLVGDGPNSYQIWLGGTPNQTSLAKTFKDKVKVQDLEKVLEPLFFHWRRMRQSKESFGDFTNRMGFEKLGEFVEKWEGIPESSSRYNLKLFADRETYEAMDALASIQDKNAHQLAIEVVRNYVASQQNGKSMD*

NbL08g02170.1 sulfite_reductase_1_[ferredoxin]_chloroplastic [MW = 82.25 kDa]
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1 119 237 355 589

Pfam domains

Pfam Description
SP Sequon TM Domain PF12999 Glucosidase II beta subunit−like PF13015 Glucosidase II beta subunit−like protein

Protein sequence:
MEIRAVPLLLLMCYALCLALIYRSESLHSNGFSPQDENYYKGLSSGAIKCKDGSKKFTKDELNDDFCDCPDGSDEPGTSACPNGKFYCKNAGHIPLSIYSSRINDRICDCCDGSDEYDGKTKCPNTCWEAGKVAREKLNKKIATYQEGVTLRKKEVEEAKLAIAKEETELSKLKNEKKILKELVEQLKERKEQIEKAEEEERLNREKEEKDQKESEDAKVETTKSEERTEVQEDAVKNDVHDKIGLLNGSPSDVVERPDEDMDKIEHDDQSHKDEVEQVLEDSQEKDTTENTESLSKEELGRVIGSRWLGKKSELANEEVDAGTKSNYDSSDEGATDSHEEEYHGYDSEDDEHKYEDDETEDPVEDLGGEDHDSSSSYKAESDDDSDFSDVMATSNPSWMEKIQRTMKRIFRSVNLFQTPVNISDAAHIRKEYDELSAKLSKVLSRISSLEKKLKQDFGPEKEFYSFYGQCFESKQNKYTYKICPFKEATQVEGYSTTRLGNWDKFEDSYRALQFSSGDKCWNGPDRTLKVKLRCGLKNELTDVDEPSRCEYMAFLSTPALCLEEKLKELQDKLEMMNKEQPQSHDEL*

NbL08g02150.1 glucosidase_2_subunit_beta−like [MW − SP = 65.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MMLKPWLVISILFSFLISNVTGAFVGINIGTDVSNLPPASDVVALLKVNQITHVRLFNADAHMLNALANSSIEVIIGVTNDEVLGIGESPSAAAAWVNKNVAAYMPSTNITAIAVGSEVLTAIPNAAPVLVPAMNYLHKALVASQLNQQVKVSTPQSMDVIARAFPPSTATFNSSWNSTIFQILQFLRNTNSYFMLNAYPYYEYVHSDGIFPIEYALFQPLSAVKQIVDPNTLFHYVSMFDALVDAAYNSIAALNFSDIPIVVTETGWPWDGGVNEPDATKENAETFNNNLIRRVSNDTGPPSQPKNPINTFIYEMFNEDKRPGPISERNWGIFSTNGSEVYSLSLGSSAGISDNSTAVFCIAKKGADENKLQDGINWACGQGHANCSAIQSGQPCYFPDTLQNHASYAYNDYYQRMRSVGGTCDFDGTATTTTQDPSSKTCKFTGSSTPGGLFPPAAFGPISPTSQSSTIRASVIVYTLAVFFCFVDA*

NbL08g02070.1 glucan_endo−13−beta−glucosidase_4 [MW − SP = 50.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08839 DNA replication factor CDT1 like PF16679 DNA replication factor Cdt1 C−terminal domain

Protein sequence:
AMEFTESSPSDHKSSPANSVSRKEPAGVLAPVLDQWSTKTPEKPINPPFNVQNRSGHSLVSLKDVREAAQKLLKSVPTRRELLYDQLLSSDEKKCSSVSESPVAEQKKRVNSVILPEKYEMLEKFFNSMDSSIRLLNLKGSATTFTNISAKVENFTDKRFSYSHLGQLKFILPEAIEIQKILKHDELTCCMKPDLYITLNANAIDGSEKWKSNTSSVLLRKVFRSRLLDFFKSHPGGDDIPEETLPGPFSQSKQPVTNSYRPSVSSLTNETHDGAFLLQSVSASHLSGSFRRCFSKQASITGGNAEEDRAGLVPVSPVSIFLEVESSTKKKPVACADAPKLCSKQTNMKYSSGGIVSASSLSCHPPAPPMSEAKKGENDSMSAPATPMLEPPKRCYMSPDDNPAESPIKLARHPSTRRSLFFDTPVQNANAADQVCENERFSTNDIFDILPENLLKSIGEKESKELEEQDPAISQAKRRKQMIACLPRLFDMIYFLFQSIRRSVMTKEELMRRLISKQTELADKREVEEQLILLQKLAPEWIYEKPTSSAILLLCVNKISNPDTIRSRLAEAKLEKQENRDGTKFYQLSKE*

NbL08g01770.1 CDT1−like_protein_a_chloroplastic [MW = 66.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01268 Formate−−tetrahydrofolate ligase

Protein sequence:
MGKTTRKLEVVSPVPADIDIANSVEPFHISEIAQELNLNPKHYDLYGKYKGKVLLSVLDEVGGSQDGYYVVVGGITPTPLGEGKSTTTVGLCQALGAFLDKKVVTCVRQPSQGPTFGIKGGAAGGGYSQVIPMDEFNLHLTGDIHAITAANNLLAAAIDTRIFHESSQSDKALFNRLCPPNKEGKRKFCDIMFRRLKKLGIDKTAPEDLTPEEINKFARLDIDPTSITWRRVMDVNDRFLRKITVGQGPEEKGMVRETGFDISVASEIMAVLALTTSLADMRERLGKMVVGNSKAGDPVTADDLGVGGALTVLLKDAINPTLMQTLEGTPVLVHAGPFANIAHGNSSIVADKIALKLVGPGGFVVTEAGFGSDIGTEKFMNIKCRYSGLKPQCAVIVATVRALKMHGGGPDVTAGRPLDRAYVTENVALVEAGCVNLARHISNTKAYGANVVVAVNAFATDTEAELNAVKVAAFAAGAFDAVICTHHAHGGKGAVDLGIAVQKACENATQPLRFLYPLDIGIKDKIAAIAKSYGADGVEYSEQAEKQIEMYSKQGFSNLPICMAKTQYSFSHEAAKKGAPSGFILPIRDVRGSIGAGFIYPLVGTMSTMPGLPTRPCFYDIDIDTSTGKVIGLS*

NbL08g01650.1 formate−−tetrahydrofolate_ligase [MW = 67.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
PFDPLNTIISKFDAVGLNVTDVVSLSGAHTIGLAKCATFDNRLRNFSGTGAPDPTLDTTLVTELQNLCPLTSDGNNTAPLDRNSTDLFDNHYFKNLINGRGLLESDQVLFSSDDAVQTTKILVETYSNSSKFFFSDFVNSMIKMGNISPLVGSDGEIRKNCRVVNS*

NbL08g01610.1 peroxidase_N−like [MW = 18.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MSTMEIGNLGLRFRPQIAINPSRNTYCKQFLGQKKQNKKRFLVCSIVDQKEAKVSFSNEENALIEALIGIQGRGRSASPQQLQEVERAVKVLEGSDGVSEPTSSSLIEGRWQLMFTTRPGSASPIQRTFVGVDSFTVFQEVFLRTNDPRVSNIVKFSEAIGELKVEALATIKDGKRILFQFDRAAFSFKFLPVKVPYPVPFRLLGDEAKGWLDTTYLSPSGNLRISRGNKGTTFVLQKEADPRQKLLSSISTGTSVEKAIDEFISLNQNVANPELEFLEGEWQMIWSSQVETDSWVENAGNGLMGMQIVKPNGQLKFLVEIFFGIRFSMTGKYEKSGSNTYDVIMDDGAFVAGVYGIPVEMESKFTIEILYTDDKIRISRGYNKILFVHVREDGSKKK*

NbL08g01590.1 probable_plastid−lipid−associated_protein_12_chloroplastic [MW = 44.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MASTAASSLQITIARPSIFSTKRISSVCSTKFSANTRKQSWNRLASSSHVSSIQHFWRNFTSTSQKLEKVVTKAKSEADESKAASGLPIDLKGKRAFIAGIADDNGYGWAIAKSLAAAGAEILVGTWVPALNIFETSLRRGKFDESRVLPDGSLMEITKVYPLDAVFDSLEDVPEDIKSNKRYAGSSKWTVSEVAESVKEDFGSVDILVHSLANGPEVTKPLLETSRKGYLAAISASSYSYVSLLKHFLPIMNPGGSSISLTYIASERVIPGYGGGMSSAKAALESDTRVLAFEAGRKKKVRVNTISAGPLRSRAAKAIGFIDMMIDYSIANAPLQKELSADEVGNTAAFLASPLASAITGSVIYVDNGLNAMGVGIDSPLFKELNIPKSAE*

NbL08g01470.1 enoyl−[acyl−carrier−protein]_reductase_[NADH]_chloroplastic−like [MW = 41.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08743 Nse4 C−terminal

Protein sequence:
MAKQIERNQVVHTAKTVVHDDELNELTQQPTSEARGVRSKYSDIQNRICEGKDEIANVDSEKFKEIMKDIENSHSEVKKPREQVADAEALFDLTKTLAASVRSHSTGVTPYIFISSLLDVFGTQRPNAHFVNANALWKDIGLAVSPIFKNARGCLTMLGPMNCEFKCRKVTRRPRTKVHSRACPNELEVNTEEKTDTDKNISTMFQILRKKKRVKLESLIMNRKSFAQSIENLFTLSFLVKDGRVFVDVDESGSHFVSPRNGPSAAAVKSGEVKYSHFVCRLDFADWELMKNVVPEGEELMPNRDILMNPGITKAEPVPITDSRPILNVTWVKKFSRNRGKVLRKASEVDDSPEIGDANICNGSLKRKLL*

NbL08g01460.1 non−structural_maintenance_of_chromosomes_element_4_homolog_A−like [MW = 41.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02696 Uncharacterized ACR, YdiU/UPF0061 family

Protein sequence:
VKKQRKVLQMLSRISASSTALFHLRSSHLRPRFYFSPNNTFSFPIQPHLRRPLFSSSMDSATAATVDSVADNFKNQSLENNDSSNSKRLLKLEELNWDHSFVRELPSDTRTDTIPREVLHACYTKVLPSVEVENPQLVVWSESVAELLELDPKEFERPDFPLLLSGASPLAGAVPYAQNYGGHQFGTWAGQLGDGRAITLGEVLNSKSERWELQLKGAGKTPYSRFADGLAVLRSSIREFLCSEAMHSLGISTTRALCLVTTGKDVTRDMFYDGNPKDEPGAIVCRVAQSFLRFGSYQLHASRGKKDLEIVRTLADYAIRHHFPHLENMSKSESISFSTGEEDDSAVDLTSNKYAAWAVEVAERTASMIARWQGVGFTHGVMNTDNMSVLGLTIDYGPFGFLDAFDPSFTPNTTDLPGRRYCFANQPDIGLWNVAQFAKTLSTAQLLNDKESNYAMERYGIKFMDDYEAIMTKKLGLAKYNKQMIGDLLKNMAVDKVDYTNFFRLLSNVKADLTIPADQLLIPLKAALLDIGMERKEAWTSWVKSYIQELSTSGVSDEERKASMNSVNPKYVLRNYLCQSAIDATEQGDFGEVRRLLKVMQRPFDEQPGMEKYARLPPAWAYRPGVGMLSCSS*

NbL08g01420.1 UPF0061_protein_azo1574−like [MW = 70.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF01453 D−mannose binding lectin

Protein sequence:
MARVNLLLHFLLICFLLLPNFALSQTRNDVKIGSLLISGDDKVSAWISPSGDFAFGFQQLGNEDQFVVSIWYNKISEKTIVWYANGDNPAPKGSRIELVADRGLVLTSPQQQETLISDPLIGTVAYGSMKDTGNFVLVNKNSESLWQSFNQSKDTILPSQEFGEGFQLSSRRSETNFSRGRFLLRMFQNGNIGIATVNLPSEYINENFYLLRSFDQLNATNYQLKFNESGQIFHLVNNSQEVVLSKGEIGSSTRFFHRATLNFDGVFTLYQHPKNLKGDGVWSAVWSIPDNICYSFPTERGSGVCGYNRICRLSIDKRPDCQCPRAFSLAYPEDDYKGCIPDFMQDCGNNQDNIGNQTEMETVTNIDWPTSDYELLQPIDEEKCKNACLNDCMCAVSVFRENSCWKKKLPLSNGRVDNRVNSKVFIKKRKGNIAVEDPNSREPKKKNQDTIILIISVFLGSSVFVNCLLLGVLSLGFLLVYRNKNSTFDRSKSSMDQTLRYFSYQELSKATEGFKEELGRGAFGIVYKGIVEIGKPIPVAVKKLDRVIQDGEEEFKTEVNVIGQTHHKNLVRLLGFCDEGPHRLLVYEFLNNGTLASFLFGDLKLTWNQRTQVALGIARGLLYLHDECSTQIIHCDIKPQNILLDNQYDPRISDFGLAKLLRMDQSETQTAIRGTKGYVAPEWFRNMPVTVKADVYSFGVLLLEIICCRRNVDIEAGEDRAILTYWAYDCYLEGTIYQLVENDSDAIGDRKKLERFLMVAIWCIQEDPSLRPTMKKIVLMLEEIVEVPSPPCPNPFRTENSLLDAV*

NbL08g01380.1 G−type_lectin_S−receptor−like_serine/threonine−protein_kinase_RLK1 [MW − SP = 88.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MGKGGKSNEVEENMAAWLLGVNTLKIQPFNLPPLGPRDVRVRMKAVGICGSDVHYLKTLRCADFVVKEPMVIGHECAGIIEEVGSEVKTLVRGDRVALEPGISCWRCDLCKEGRYNLCPEMKFFATPPVHGSLANQVVHPADLCFKLPDNVSLEEGAMCEPLSVGVHACRRANVGPETNILVLGAGPIGLVTLLAARAFGAPRIVIVDVDDYRLSVAKKLGADETVKVSTNIQDVAADIENIQKAMGAGIDVSFDCAGFNKTMSTALGATCPGGKVCLVGMGHHEMTVPLTPAAAREVDVIGIFRYKNTWPLCLEFLRSGKIDVKPLITHRFGFSQKEVEEAFETSAGGGDAIKVMFNL*

NbL08g01370.1 sorbitol_dehydrogenase [MW = 38.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00305 Lipoxygenase PF01477 PLAT/LH2 domain

Protein sequence:
MLKPQHHQTSESTKTLIPWSSTRPFISGEILASFPINILNKNLRQNPKKNYRVHYNAANSTKAVLSSTEKSTSVKAVVTVQKTVGGTNLTWTRGLDDIGDLLGKTLLLWVVAAELDPKTGIKKRSIKTFAHRGRDVDGYTQYEAEFVIPEDFGEVGAVLVQNEHHKEMYVKNIVIDGFPHGIVNIACNSWVHSKFDDPEERIFFTNKSYLPSQTPSAIKRLREKELVILRGDGIGQRKKFERIYDYDVYNDIGDPDAGDDTKRPVLGGNEFPYPRRCRTGGPRSDKDPLSESKSSFVYVPRDEAFSEVKRSTFSGNTLSSVLHAVVPALKSAVIDPDIGFPHFPAIDSLFHVGVELPPLNDKSTLLNVIPRLIKNISDTRKDILLFETPELLQRDKFSWFKDVEFARQTLAGLNPYSIRLVTEWPLKSKLDPEIYGPPESAITKELIELEIAGFMTVEEAVKQKKLFILDYHDLLLPYVNKVNELKGRVLYGSRTLFFLTPDGTLRPLAIELTRPPVYDKPQWKEVYCPTWHATGSWLWKLAKAHVLAQDSGYHQLVSHWLRTHCATEPYIIATNRQLSAMHPIYRLLLPHFRYTMEINSLARDALINANGIIENSFFPGKYSMELSSVAYDLEWRFDRQALPEDLISRGMAVKDSNAPYGLKLTIEDYPFANDGLVLWDILKQWVTDYVNHYYTETELIEFDTELQAWWSEIKNVGHGDKKDAPWWPELKTPDDLIGIITTIVWVTSGHHAAVNFGQYSYAGYFPNRPTTARAKMPTEDPTDEEWENFLNKPEDALLECFPSQIQATTVMAVLDVLSNHSPDEEYLGENMEPYWAEDPVINAAFEKFSGRLKELEGIIDGRNADCNLMNRNGAGVVPYELLKPLSGPGVTGKGVPYSISI*

NbL08g01350.1 linoleate_13S−lipoxygenase_2−1_chloroplastic−like [MW = 102.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01408 Oxidoreductase family, NAD−binding Rossmann fold PF02894 Oxidoreductase family, C−terminal alpha/beta domain

Protein sequence:
MAQSQVPQIAILGAGIFVKTQYIPRLAEIPHLFVLRAIWSRSEESARSAVEIARKHFPDVECKWADAGLEDIIKDSSITGVAVVLAGQTMVDMSLRLLKAGKHVLQEKPAASTVDEAETALTHYNSLSATLTHQPIWAVAENYRFEPAFIEGKKLISEIGEMMNIQVIVEGSMNNSNPYFSSSWRRQFVGGFILDMGVHFVAGLRMLVGCEIASLSAMNSHVDKTLPPPDNISSMFQLENGCSGVFVMVVSSKSPKIIWRVVGLNGVLQVERGNKDGKHGYSIHLHMADGQSKSFFYPFSGVTDELKTFLSDVSTANLKKDHSSHIDPRLSFAEGARDVAVLDAMLESGKRQGALVQVKKF*

NbL08g01330.1 uncharacterized_LOC107827241 [MW = 39.62 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00176 SNF2 family N−terminal domain

PF00271 Helicase conserved C−terminal domain
PF14619 Snf2−ATP coupling, chromatin remodelling complex

Protein sequence:
MANPNNVELEAAKFLHKLIQESKDEPTKLATKLYVILQHMRSSGKENSMPYQVISRAMETVVKQHGLDIEALMSSRLPMSAGVQVGEAASSQVAGSSQRAGVTRESKANLLGNEMVKPDSYASNSAVSGPSGSGHGIYQASAPHISGTGVKVPVMAPSVSNSSQPVEPGISSPVQFGSPSIDNHGYAAKLHKDGSTEPVSGSTSVDLVAARTAAGRALEHEGGSSMLGNASKICQGGMPNNVPEKSMLRSETIRDAGKLPVAAQAPVSAMPFKEHHLKQLRAQCLVFLAFRNGLMPKKLHLEIALGNFYPKEGREQLLTDQGSASEVTRPLGGAGETDRLSSGPTSSGVLADTNPSMDAENANLMEDKSSQLDPSEHADERRPQRKMRMIQDAEVPIQDATESQASALRGVPIDSKPLAPNNHEHASANTEQLGMFPLASSVMGTSMQMKPDLSGWSGTEASKVSPPASANTHESGLLMKDCPADSNAQGNRHADSNLPSLPLRQQWKSVPGAINQSPVTMQVKDSNIMLKNLPQVQETDQEDENISASTDRLPSPRHTMMEKWILDRQKRKHLSEQKWSEKQQKAEKRIGSCAQKLKESVSSSEDISAKTKSVIELKKLQLLELQRRLRSEILNDFFKPIAADMERLKSIKKHRIGRKSKQLERYEQKMKEERQKRIRERQKEFFSEIEVHRERLEDVFKMKRERWKGFNKYVKEFHKRKERIHREKIDRIQREKINLLKINDVEGYLRMVQDAKSDRVKQLLKETEKYLQQLGSKLKDAKSIARKFDTDMGDNRNTGVAEEDEIDFGDEDETDQAKHYLESNEKYYMMAHSVKETIAEQPTSLKGGKLREYQMNGLRWLVSLYNNHLNGILADEMGLGKTVQVISLMCYLMEAKNDRGPFLVVVPSSVLPGWESEINFWAPDMLKIVYSGPPEERRKLFKERIVHQKFNVLLTTYEYLMNKHDRPKLSKIHWHYIIIDEGHRIKNASCKLNAELKHYRSNHRLLLTGTPLQNNLEELWALLNFLLPNIFNSSEDFSQWFNKPFESNGDNSADEALLSEEENLLIINRLHQVLRPFVLRRLKHKVENELPEKIERLVRCEASSYQKLLMKRVEENLGAFGTSKARSVHNSVMELRNICNHPYLSQLHVEEIHELIPKHYLPNIVRICGKLEMLDRLLPKLKATDHRVLLFSTMTRLLDVMEDYLCWKEYKYLRLDGHTSGGDRGALIDRFNQPNSPFFLFLLSIRAGGVGVNLQAADTVILFDTDWNPQVDLQAQARAHRIGQKKDVLVLRLETVQTVEEQVRAAAEHKLGVANQSITAGFFDNNTSAEDRREYLESLLRESKKEEAAPVLDDDSLNDLIARSEPEIDIFESIDRKRREEEMEVWKKLCSESVTQSSERIPPLPSRLLADEDLKPFYEAMRINDKPAVAPNPGLKRKGESLGGLDIQHYGRGKRTREVRSYEEQWTEEEFENMCLAESPQSPILREEIQEKKFLPVSGSCPAPVVAISEIQTPAPDQPHPQQPAQELPQQPAQELSQRPAQELPQQLVGPIVQQSPVTVTPPSKRGRGRPRRTAIVTEITPSHVLSATTAVKVDSISVTSQATSGPVSVSIPCASSVESTSPTILQSATAVAPCHQPVVPSVASLSDPPCPPTIGQGRGRGRGRGRGRGRGRKVENGGEAPGRRGKRQSVTTEALLPPPTQAISEPVSAAQGVNVLSSSSHHMPPTPPSIGKPDLVPLVVAGLGSKDLGHAPASMRDANKELNSVSMMPLASSFTGKEVISVSTVPVIPSSSSSQDPSSISPAVHSSSKNHSEDHRSFSAAQTEAIPQADAISVVPHTSPSADTEPSSATPGPLLTLTSKDSGSILPAPVPASSSACMELTSVCPVPVVASSCSSMGPASSAPAPLLLASNATGKLDSGSDKGAFSCSSAISGHDDSLCDSSILKNIGQGDSGVGTGHTSDPVPPLPAISSVSQYSTPPITPKPGRGRGRKPQTGSEPPRRRGKRQDLITTTVTEGLGAQDPRSIEPPQKRTRLSVGRKPTTRSKRENEAQQVVVDQSVASQRTPGFSGGQNPKDMVCSEVDPQNNAITRDASQSHAILVPGQVGDNVNPDTATAEKVLDAAERKATVIQSVAPQSCSGPPIELQINMVNSGDSPAQVGVSAEEIYIADVNFETAMTKKVLQEVQEQTAIVQSGASQMIPDPSARPIPQAMVRSEVELHSNAVKSDASQSSGHVAERVDTVNISCGAAPAKEVLSEDQQIMKVQSAASQTPSVLSVGKIPEDIVFNEVQPQSDSIQTDPSQSHVTLSSAGLDNLKEKENAMTREVPLVTPLSETKEEGCSRSRYDSHPNLPVSSCDKLAVSTSGSMTQVSDCLVEESEGDSKDEGAEKSETNSKGEGGKIEAMNDKCESDSKNENDEKEAGRCMKAGESLASSLCYVEPTLVQIHVSNCTNAALLDKGDSCKTSLAGKSGANMAAEEDVDQLQTKDLCHDKSFVSKTEVASIESPAGGGLTKEQETGDTIEETVFSPAVGTDSRNMKGITSFASPSTETEALVDVHQEDKVEVSGEGTHSDKVVKQDELSVNASLEISKDLSRVEEEKSLTPETFEKQANVADSLTEKCESDLAAQDLDMNDSDVSEVAPSPRNESRSSLTGGTSQREPEQQAIAEANLHPETLRSTESGAREESLSLRIASNPEAVEAPKETFCSNHDTNCVAELQGNMSSDVKEDLSNSEANVSQLCPAVGSFENHPELKQVMVEDMRTKICEESASHDVPQTEKAGVQCRDDLSVETNEGRRSEDNLDVLNGELKKPLSSTIAGTSEKVADLQLVAEENTARINDGSIDSGQVAEKSEDISIQDLTVEGQETKGSDAAEDTSTSNSTFSEPQHSAGTSKNEVVSQFSAVENIEKMYSESVESGEVTAPKPLIKKSQSLHVQDLVDKGFDATGDVSKSKSELNEAQPGGTSQIGVQLQLVAEENSETRNKEDGLPDATAVKPPPCNSENLGIQDPAHQEPKNQQSDTTEEFSTLNVELKESQPEAADGTSEIVVESNSVSKQDMEIPEEVATVDVTAENAAVGKSKIFPSIDVAVEGKGNKESDVIGEISNSELSEPKSSESTINVETHLICDQSGMTNKEVAPLEVEVIETPCRDFPGCSSRDLEVEGQEEKNSTASKNVSNPESKEPKGSPGARAADNGAEPQLVTQRNSETALSKEVFSGKEENSSIKQGGDEDVSTATEYGDEELSSASGAGDDKTVSAAVTYA*

NbL08g00990.1 chromatin_structure−remodeling_complex_protein_SYD−like [MW = 354.49 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 66 131 196 323

Protein length

Gel Slice

3.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 66 131 196 323

Pfam domains

Pfam Description
SP Sequon TM Domain PF02338 OTU−like cysteine protease

Protein sequence:
MEDTPKVEDLTESASEKIPETLEEMLSRHRKEISQLQGKEIAMKKAAAKGSKAEQKAKKKQVDEEVAKLSANLKERHAGELSSLGYSGGSNNGKEKGNLDTLVKAIAGVSVGGQTDHSKPSKSVKRREKRAQQEAAREQRIQEEQSNIVSDRVIENEKLDSKLEPLGLMVNEIKPDGHCLYRAIENQLAVGSGGSSPYTYLELRQMVAAYMRKHATDFLPFFLSENAEGGESDDSLVERFENYCREVESTAAWGGQLELGALTHILKKHIMIFSGSFPDVEMGKEYKSDNGSGSSTSSIMLSYHMHAFGLGEHYNSVVPSSA*

NbL08g00760.1 OTU_domain−containing_protein_6B−like [MW = 35.42 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MASLGFLFFFLLPLILLELSSSRSVMAAKTRHFKWNVEYIHWSPDGEESVVMGINGQFPGPTIRANTGDTVAVHLTNKLHTEGVVIHWHGIRQIGTPWADGTAAISQCAINPGETFLYRFKVDKAGTYFYHGHYGMQRSAGLYGSLIVEVGEGEKEPFHYDGEFNLLLSDWWHKGSHEQEVDLSSNPLRWIGEPQTLLINGRGQYNCSLAAQFSKPPLSLCKLRGGEQYAPEILRVRPNKIYRLRVASTTALASLSLAIGGHKMVVVEADGNYVQPFSVQDMDIYSGESYSVLFKTDQDPTKNYWISINVRGREPKTPQGLTLLNYLPNSASKFPTSPPPIAPLWNDYNHSKSFSNKIFALMGSPKPPPQNHRRIILLNTQNKIDGYTKWAINNVSLVLPTTPYLGSIRYGINAFDAKPPPDNFPKDYDVLKQAPNSNSTYGNGVYLLKFNTTIDIILQNANALAKDVSEIHPWHLHGHDFWVLGYGEGKFSEKDVKNFNLKNPPLRNTAVIFPFGWTALRFVTDNPGVWAFHCHIEPHLHMGMGVVFAEGVHLVKKIPKEALACGLTGKMFMNNKHN*

NbL08g00710.1 L−ascorbate_oxidase [MW − SP = 61.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MASNRSESIAAIADGTDSNGGRRKVALITGITGQDGSYLTEFLLDKGYEVHGLIRRSSNFNTQRVNHIYIDPHNVHKARMKLHYADVTDASSLRRWLDTILPDEVYNLAAQSHVAVSFEIPDYTADVVATGALRLLEAVRSHISATGRSHIRYYQAGSSEMFGSTPPPQSETTPFHPRSPYAVSKCAAHWYTVNYREAYGIFACNGILFNHESPRRGENFVTRKITRAVGRIKIGLQSKLFLGNLQASRDWGFAGDYVEAMWMMLQQEKPDDYVVATEEAHTVEEFLEVAFRYVGLNWKDHVVIDKRYFRPTEVDNLKGDSSKARKVLGWKPRVGFEQLVKMMVDEDIELAKREKVLVDAGYMDAQQQP*

NbL08g00620.1 GDP−mannose_46_dehydratase_1 [MW = 41.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02926 THUMP domain

Protein sequence:
LSPAVTVLTLSSSMATENKSKPKATNKTKNKQRYRPNNKAVKKGGYPLRPGVQGFYITCDGGRERQASQEAVNVIDSFYDELVQGTGSSLGHGELSEEPKNKKIVFTYSDSSSSDDDDGGEGDEDKGNDENQTKEETSKIEQNQEKTDEEIGSLKNGGSGPENKDNISADEQIQGDADKKEELETTHEQKDGEAGEPPAKKQCVEREATKTGNNVVGKTEEKSVDKLIEAELAELGDKSKRRFTYLDSGCNGVVFVQMRKKDGDPNPKEIIQHMMSSLASTKRHVSRFILRVLPVEVTCYASEEEIGRAIKPLVEQYLPVETDTPKKFAVLYEARANTGINKMKIIDTVAKSVPSPHKVDLSNPEINIVVQIVKTVCLLGVVENYKELSKYNLRQLTSKN*

NbL08g00470.1 THUMP_domain−containing_protein_1−like [MW = 44.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18808 Importin repeat

Protein sequence:
MLEAILGPDSSVPFETFISDLMSSSSEGESMLDMIKLEDSSLLAVKLANLLDSPHITDDLRASCAIVLQNLFFGDDGYGWRNLSLSTQSSVQCVLLNRFKIEESKSIIQTLYITLCVSLQDNKESEVRSLFDQYYDNSNYIKVIEPTLSLVSQCVKQGEDLSSAPWIKDILLGALNGCSDMRLRMAALREAIDIIQCLPSSNDKDWYQGLLPALLGILTEALTKGEEVTAREALENFVEFAENEPRFLRMQLVEVVATMFEIAENESLEKETRHLAIKFLITLVEAKKEAPGMMKKLPLFTSNCFAMLLRLLQDVEDEPPWNNIHKVAFREYGNVTVGICYFDLLSRALGAKTIAPVAKEQLSVCLAAPGWQKRHAALLALAVISECCPHGRILNVNALQYVLLAGVIFSGLLPLSLPPPGG*

NbL08g00200.1 importin−5−like [MW = 46.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00153 Mitochondrial carrier protein

Protein sequence:
MGEKPKSGGVWPTVKPFVNGGASGMLATCVIQPIDMIKVRIQLGQGSAVDVTKTMLKNEGFGAFYKGLSAGLLRQATYTTARLGTFRILTNKAIEANEGKPLPLYQKALCGLTAGAIGACVGSPADLALIRMQADATLPLAQRRHYTNAFHALSRIVADEGVLALWKGAGPTVVRAMALNMGMLASYDQSVEFCRDNLGLGEAATVVGASSVSGFFAAACSLPFDYVKTQIQKMQPDAEGKLPYSGSFDCAMKTLKAGGPFKFYTGFPVYCVRIAPHVMMTWIFLNQIQKAEKKLGL*

NbL08g00130.1 mitochondrial_dicarboxylate/tricarboxylate_transporter_DTC−like [MW = 31.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MTFDKIKVENPIVEMDGDEMTRVIWKSIKDKLICPFLELDIKYFDLGLPHRDATDDKVTVESAEATQKYNVAIKCATITPDEARVKEFNLKSMWRSPNGTIRNILNGTVFREPIMCKNIPRLVPGWTKPICIGRHAFGDQYRATDTVIQGPGKLKLVFVPEGTDEKTEFEVYNFTGAGGVALSMYNTDESVRSFAEASMNMAYQKKWPLYLSTKNTILKKYDGRFKDIFQEVYEANWKSKYEEAGIWYEHRLIDDMVAYALKSEGGYVWACKNYDGDVQSDFLAQGFGSLGLMTSVLVCPDGKTIEAEAAHGTVTRHYRVHQKGGETSTNSIASIFAWTRGLAHRATLDKNERLLDFTEKLEAACIGAVESGKMTKDLALIIHGSKLSREHYLNTEEFIDTVADELKARLLKAKA*

NbL08g00070.1 isocitrate_dehydrogenase_[NADP] [MW = 46.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MEALQPLKQLIHFASFRSHRFRPSSPFFIVRCCSSSSSAATTAAVTGRGGGRNRRSNSGTSTSTSDKEAIRAIRINKVEELRSNGLEPYAYKWDRTHTAGQLQEIYKNLGNGEESNSENDYVSVSGRIVARRAFGKLAFLTLRDDSGMIQLYCEKERLVDDQFEQLKTLVDVGDILGANGSIKRTEKGELSVCVNSFSILTKSLLPLPDKYHGLTDVDKRYRQRYVDMIANPEVADTFRKRAKVG*

NbL08g00030.1 lysine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 27.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N)

Protein sequence:
MLVGGFEKVYEIGRIFRNEGISTRHNPEFTTIEMYEAYSDYESMMNMTEEMVTRCALAVNGKLIIDYQGVEICLERPWRRETMHNLVREATGIDFNNFGDDLKAAKEHTRKAIDIFGDDLDKGSIEACSSVGHLVNEVFEMIVEPKLLQPTFVLDYPIEISPLAKPHRRHSGLTERFELFICGRELANAFSELTDPLDQRRRLEEQVKQHNEKKVASGLNMAGAEGQENKDDDDDSYKVTLDEDFLTALEYGMPPASGMGLGIDRLVMLLTNSASIRDVIAFPVLKIQQ*

NbL08g00020.1 lysine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 32.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF00306 ATP synthase alpha/beta chain, C terminal domain
PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
MELSPRAAELTSLLESRISNFYTNFQVDEIGRVVSVGDGIARVYGLNEIQAGEMVEFASGVKGIALNLENENVGIVVFGSDTAIKEGDLVKRTGSIVDVPAGKAMLGRVVDGLGVPIDGRGALSDHERRRVEVKAPGIIERKSVHEPMQTGLKAVDSLVPIGRGQRELIIGDRQTGKTAIAIDTILNQKQLNSRATSESETLYCVYVAIGQKRSTVAQLVQILSEANALEYSILVAATASDPAPLQFLAPYSGCAMGEYFRDNGMHALIIYDDLSKQAVAYRQMSLLLRRPPGREAFPGDVFYLHSRLLERAAKRSDQTGAGSLTALPVIETQAGDVSAYIPTNVISITDGQICLETELFYRGIRPAINVGLSVSRVGSAAQLKTMKQVCGSSKLELAQYREVAALAQFGSDLDAATQALLNRGARLTEVPKQPQYAPLPIEKQILVIYAAVNGFCDRMPLDRISQYERAILNSVKPELLQSFLEKGGLTNERKMELDTFLKESALAFI*

NbL07g17970.1 ATP_synthase_subunit_alpha_mitochondrial [MW = 55.25 kDa]
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1 258 515 772 1029 1285

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00116 Cytochrome C oxidase subunit II, periplasmic domain

PF00189 Ribosomal protein S3, C−terminal domain
PF00252 Ribosomal protein L16p/L10e

PF02790 Cytochrome C oxidase subunit II, transmembrane domain

Protein sequence:
MARKGNPISVRLDLNRSSDSSWFSEGDRESHRMGQSFSSPRLEYQRRTLQMPGADTTSSKARRPLEDTQDYSMSTVRRALLVCAGEWKPPLSSKKEAALPTAESPLTLFIIMVYYYTFSQKNIHSFLSSPSTTTTETTRKIQTRKGEGPVGGIWESRADRVSSFKRRYRRRTKRSERPGAGKRVESIRLDDREKQNEIRIWPKKKQGYGYHDRSPSIKKNLSKLLRVSGAFKHPKYAGIENDIAFLIENDDSFRKTNLFKFFFPKKSRSDRPTSHLLKRTLPAVRPSLNYSVMQYLLNTKNKIHFDPVVVLNHFVAPGVAEPSTMGGANAQGRSLDKRIRSCIAFFVESSTSEKKCLAEAKKRVTHFIRQANDLRFAGTTKTTISLFPFFGATFFFLRDGVGVYNNLFFEDAREQLLGQLRIKCWNLMGKDKVMELIEKFIDLNRIGELIRGIEMMIEIILRNRRIPYGYNYYLNEVKKMRSLLYNRTNTNTLIESVKIKSVYQSASLIAQDISFQLRNKTRSFRSIFSKIVKDIPLVMKKGVEGIRICCSGRLEGAEIARTECGKYGKTSCNVFNQKIDYASAEVSTRYGILGVKVWISYSKKKRDVLYPKRTKYSKYRKGRCSRGCKPDGTQLGFGRYGIKSCRAGRLSYRAIEAARRAIIGHFHRAMSGQFRRNGKIWVRVFADIPITGKPTEVRMGRGKGNPTGWIARVSRGQILFEMDGVSLSNARQAATLAAHKLSEPWQLGFQDAATPIMQGIIDLHHDVFFFVILILVFVLWILGRALWHFHYKKNPIPQRIVHGTTIEILWTIFPSIILMFIAIPSFALLYSMDEVVVDPAITIKAIGHQWYRSAPLHEACQKRGVEVVRPIPRNAPSIGAYGSILVVAGVVYNFGPNGRPSNLSEWGIPVGNNHGSSCGTTGPGEDNLLFLLLFLRFGDGGPTVGNSRHKQVDRRGPALLLLHRGAVLARSKGCRERWEGDSTSQLELVVGPVGIMHAGTWEFEFGGRRASTLPYEYSDYNSSDEQSLTFDSYMIPEDDLELGVKCDAVPGRLNQTSILVQREGVYYGQCSEICGTNHAFMPIVVEAVSRKDYGSWEYCRPLRAIAKPSRIKASSPYSNSKRPTYSLSTGHSDRPDWLSFWFGGKVKSTKSFFLERLGRRDFAKDGLSVREEGLFPFSFHCLTRFALQGREGIRAGRKRRRSSYGHKELLTDYIRSEILNFKYNASWNGVALATVVYICQESHHSRSRSSEDKPTYLGEGPDLDVERSSQAEAEKKAYDSVGVQ*

NbL07g17960.1 ribosomal_protein_S3_mitochondrial−like [MW = 145.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00329 Respiratory−chain NADH dehydrogenase, 30 Kd subunit

Protein sequence:
MDNQFIFKYSWETLPKKWVKKMERSEHGNRFDTNTDYLFQLLCFLKLHTYTRVQVLIDICGVDYPSRKQRFEVVYNLLSIRYNSRIRVQTSADEVTRISSVVSLFPSAGWWEREVWDMFGVSFINHPDLRRILTDYGFEGHPLRKDFPLSGYVEVRYDDPEKRVVSEPIEMTQEFRYFDFASPWEQRSDG*

NbL07g17940.1 NADH_dehydrogenase_[ubiquinone]_iron−sulfur_protein_3 [MW = 22.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01479 S4 domain

Protein sequence:
MHRGRERTSYIPFLLNLETRLDVILVRLHFCETIPQARQLISHRRVCVNNGMVNITHFKLSHGDIISFQENDARTRGEEIKRSFYIEILVEKIIGKFLDHPWRRTKTEWFRLLKTKRGCRLLLKSRFLQQLRSSMQEEDLERTKKFGSEKVCLGSSFAEHNRMKRNLYHFKSLFLSKRRNEKNRNIPTRTRSPIVYNSSLYSNSTYCSASPHQFTKKIKIKRIELPTHYLEVNYRTPKAVVSYGPNIGHIPHDIRLKDLNLLLWSGKGRGQNI*

NbL07g17930.1 ribosomal_protein_S4_mitochondrial [MW = 32.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00223 Photosystem I psaA/psaB protein

Protein sequence:
MIIRSPEPEVKILVDRDPVKTSFEEWARPGHFSRTIAKGPDTTTWIWNLHADAHDFDSHTSDLEEISRKVFSAHFGQLSIIFLWLSGMYFHGARFSNYEAWLSDPTHIGPSAQVVWPIVGQEILNGDVGGGFRGIQITSGFFQIWRASGITSELQLYSTAIGALVFAALMLFAGWFHYHKAAPKLAWFQDVESMLNHHLAGLLGLGSLSWAGHQVHVSLPINQFLNAGVDPKEIPLPHEFILNRDLLAQLYPSFAEGATPFFTLNWSKYADFLTFRGGLDPVTGGLWLTDIAHHHLAIAILFLIAGHMYRTNWGIGHGLKDILEAHKGPFTGQGHKGLYEILTTSWHAQLSLNLAMLGSLTIVVAHHMYSMPPYPYLATDYGTQLSLFTHHMWIGGFLIVGAAAHAAIFMVRDYDPTTRYNDLLDRVLRHRDAIISHLNWACIFLGFHSFGLYIHNDTMSALGRPQDMFSDTAIQLQPVFAQWIQNTHALAPGATAPGATASTSLTWGGGDLVAVGGKVALLPIPLGTADFLVHHIHAFTIHVTVLILLKGVLFARSSRLIPDKANLGFRFPCDGPGRGGTCQVSAWDHVFLGLFWMYNAISVVIFHFSWKMQSDVWGSVSDQGVVTHITGGNFAQSSITINGWLRDFLWAQASQVIQSYGSSLSAYGLFFLGAHFVWAFSLMFLFSGRGYWQELIESIVWAHNKLKVAPATQPRALSIIQGRAVGVTHYLLGGIATTWAFFLARIIAVG*

NbL07g17900.1 photosystem_I_P700_chlorophyll_a_apoprotein_A1 [MW = 83.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01039 Carboxyl transferase domain

Protein sequence:
MTIHLLYFHANRGQENSMERWWFNSMLFKKEFERRCGLNKSMGSLGPIENTNEDTNRKVKNIHSWRNRDNSSCSNVDYLVGVKDIRNFISDDTFLVSDRNGDSYSIYFDIENQIFEIDNDHSFLSELESSFYSYRNSNYLNNGFRGEDPYYNSYMYDTQYSWNNHINSCINSYLQSQICIDTSIISGSENYGDSYIYRAICGGESRNSSENGGSSRRTRTKGSDLTIRESSNDLEVTQKYRHLWVQCENCYGLNYKKFLKSKMNICEQCGYHLKMSSSDRIELLIDPGTWDPMDEDMVSLDPIEFHSEEEPYKDRIDSYQRKTGLTEAVQTGIGQLNGIPVAIGVMDFQFMGGSMGSVVGEKITRLIEQAANQILPLIIVCASGGARMQEGSLSLMQMAKISSALYDYQLNKKLFYVSILTSPTTGGVTASFGMLGDIIIAEPNAYIAFAGKRVIEQTLNKTVPEGSQAAEYLFQKGLFDLIVPRNLLKSVLSELFKLHAFFPLNQKSSKIK*

NbL07g17890.1 acetyl−coenzyme_A_carboxylase_carboxyl_transferase_subunit_beta_chloroplastic [MW = 58.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MQATSVVLNTKPVLAPIHVYSDSKSSLVVTSQSNWVQRKRSIKLRSHRHSRSRAYLIRDKSEQGRCLHQNVEQLHRANILNRRQPVSCFLYPQRRQSGINKVKKGVFLDRSTFQLSKQHRGDFSVKELQVPRATVGPDEPHAASTAWPDGILEKQEVDMLDPEVERPQFEQFLSSELPCHPKLYRGQLKNGLRYLILPNKVPPNRFEAHMEVHVGSIDEEDDEQGIAHMIEHVAFLGSKKREKLLGTGARSNAYTDFHHTVFHIHSPTSTKGSEGDCLPVVLDALNEIAFHPKFLASRVEKERRAILSELQMMNTIEYRVDCQLLQHLHSENKLSKRFPIGLEEQIKKWDADKIRKFHERWYFPANATLYIVGDIDNISQTIYHIEDVFGKTEMGNEPNSAPSPSAFGAMASFLVPKLTVGLSSNSTHDRSSASLDQAKALRKERHAVRPPVQHNWSLPGHNNDTKTPQIFQHELLQNFSMNMFCKIPVNKVRTYGGLRNVLMKRIFLSALHFRINTRYKSSNPPFTSVELDHSDSGREGCTVTTLTVTAEPKNWQNAVKVAVQEVRRLKEFGVTKGELARYTDALLKDSEQLAAMIDNVSSVDNLDFVMESDALGHTVMDQRQGHESLLAIAGTITLEEVNATGAEVLEYISDFGKPSAPLPAAIVACVPSKVHVDGGGEAEFRISPEEIITAIISGLKESIEPEPELEVPTELITSKQLEELRLKRCPSFVPVGTNSDVTKSYDNETGIVQRRLSNGIPINYKITKNEANCGVMRLIVGGGRAAESSHEKGSVIVGVRTLSEGGRVGNFSREQVELFCVNHLINCSLESTEEFICMEFRFTLRDNAMRGAFQLLHMVLEHSVWLDDAFDRAKQLYMSYYRSIPKSLERSTAHKLMLAMLNGDERFVEPTPHSLQTLTLESVRAAVMDQFVSDNMEVSIVGDFSEEDIESCILDYLGTVKPTKGFEKAQQYSPILFSTSPFGLQHQQVFLKDTDERACAYIAGPAPNRWGFTSEGKDLFESVGDLSVNDLNFFPDELEQNYVPLQGRLRNHPLFYAIAMGLLAEIINSRLFTTVRDSLGLTYDVSFELNLFDRLKLGWYVISVTSTPGKVHKAVDACKNVLRGLHSNRIVPRELDRARRTLLMRHEAEIKSNAYWLGLLSHLQAPSVPRKDISCIKDLTLLYETATIEDIYVAYEQLKIDENSLYSCIGVAGAQAGEDVSASLEVEETDEGLQGVLPMGRGSSTVTRPTT*

NbL07g17750.1 stromal_processing_peptidase_chloroplastic−like [MW = 140.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00550 Phosphopantetheine attachment site

Protein sequence:
MASVSATCLRFGCSLNQSFKTSQISGGNTGLKLVSVGWARTAGFPSLRTSRFRVSCAKPETVEKVISIVRKQLALPADTKVNAESTFNTDLGADSLDTVEIVMALEEEFGIAVEEENSETIVTVQDAADLIEKLVEKKAA*

NbL07g17730.1 acyl_carrier_protein_1_chloroplastic−like [MW = 14.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
FYSFHDSMLSTMLHYISHLLTTFTLILSRMNLQTSKTMAMAIILFLFCISLGIVSTLAHTDKIIQLPGQPKVGFQQFSGYVTVDDKKQKSLFYYFVEAETNPASKPLVLWLNGGPGCSSVGIGAFSENGPFRPRGQVLIWNEYSWNKEANMLYLESPIGVGFSYSNDTSSYETVNDEVTARDNLVFLLRWFQKFPQYRKSNLFLTGESYAGHYVPQLAKLMMAFNKKQQIFNLKGVALGNPVLEFATDFNSRAEYFWSHGLISDPTYRMFSFACNYSRYVGEYYRGSVSPICSRVMSLVSRETSEFVDKYGVTLDVCISSVLSQSKIISPQQENVEKLDVCVEDEIINYLNRKDVRRALHAELVGVRRWVVCSNILDYQLLDIEIPTISIIGMLVKERIPVLIYSGDQDSVIPLIGSRATIHQLARRMRLNTTVPYRVWFAGQQVGGWTHVYDNILSFATIRGASHEAPFSQPERSLVLFKSFLEGRPLPEVF*

NbL07g17710.1 serine_carboxypeptidase−like_45 [MW = 56.08 kDa]
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Peptide counts over 4 repeats

1 186 371 556 924

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02861 Clp amino terminal domain, pathogenicity island component
PF07724 AAA domain (Cdc48 subfamily)

PF10431 C−terminal, D2−small domain, of ClpB protein
PF17871 AAA lid domain

Protein sequence:
MARALVQSTNIPSSVAGEMTRQFSGSGKNKKTVKMLCNVQSPSIRLTNFTGLRGCNAIDTLVKSGQTLHSKVAAATSVRRPKGCRFVPKAMFERFTEKAIKVIMLAQEEARRLGHNFVGTEQILLGLIGEGTGIAAKVLKSMGINLKDARVEVEKIIGRGSGFVAVEIPFTPRAKRVLELSLEEARQLGHNYIGSEHLLLGLLREGEGVAARVLENLGADPSNIRTQVIRMVGESNEAVGASVGGGTSGQKMPTLEEYGTNLTKLAEEGKLDPVVGRQPQIERVTQILGRRTKNNPCLIGEPGVGKTAIAEGLAQRIANGDVPETIEGKKVITLDMGLLVAGTKYRGEFEERLKKLMEEIKQSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARGELQCIGATTLDEYRKHIEKDPALERRFQPVKVPEPTVDETIQILKGLRERYEIHHKLRYTDEALEAAAQLSYQYISDRFLPDKAIDLIDEAGSRVRLRHAQLPEEARELEKELRQITKEKNEAVRGQDFEKAGELRDREMDLKAQISALIDKNKEMSKAESEAGDTGPLVTEADIQHIVSSWTGIPVEKVSTDESDRLLKMEETLHTRIIGQDEAVKAISRAIRRARVGLKNPNRPIASFIFSGPTGVGKSELAKALAAYYFGSEEAMIRLDMSEFMERHTVSKLIGSPPGYVGYTEGGQLTEAVRRRPYTVVLFDEIEKAHPDVFNMMLQILEDGRLTDSKGRTVDFKNTLLIMTSNVGSSVIEKGGRRIGFDLDYDEKDSSYNRIKSLVTEELKQYFRPEFLNRLDEMIVFRQLTKLEVKEIADIMLKEVFERLKNKEIELQVTERFRDRVVDEGYNPSYGARPLRRAIMRLLEDSMAEKMLAGEIKEGDSVIVDVDSDGNVTVLNGTSRTPSDPAPEPIPV*

NbL07g17690.1 ATP−dependent_Clp_protease_ATP−binding_subunit_clpA_homolog_CD4B_chloroplastic−like [MW = 102.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05175 Methyltransferase small domain PF07109 Magnesium−protoporphyrin IX methyltransferase C−terminus

Protein sequence:
MAFSSPLFSPVNFALNPNPQIHPKCTKPNRRNFSVCAIPPLSTATDISAVTGPLDGTTLAVLGGGSVAALAAILSLADPERRRQLQAEEVGGGDKEVVREYFNNNGFQRWKKIYGDADDVNKVQLDIRLGHSKTVENVMKMLTEEGSLQGVTVCDAGCGTGCLSIPLAKEGAVVSASDISASMVAEAQKQAQEELFKAKDDQSPAPVMPKFEVKDLESLDGKYDTVVCLDVMIHYPQSKADGMIAHLASLAENRLILSFAPKTFYYDLLKRIGELFPGPSKATRAYLHAEADVERALQKAGWRIRKRGLIATQFYFAKLIEAVPA*

NbL07g17640.1 magnesium_protoporphyrin_IX_methyltransferase_chloroplastic−like [MW = 35.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00587 tRNA synthetase class II core domain (G, H, P, S and T) PF03129 Anticodon binding domain

Protein sequence:
MDPAQEAQNREAFRQAVINTLERRLFYIPSFKIYRGVAGLYDYGPPGCAVKSNVLSFWRQHFVLEENMLEVDCPCVTPEVVLKASGHVDKFTDLMVKDEKTGTCYRADHLLKDFCKDKLERDPNLPAEKAAEFKHVLAVLDDLSAEELGAKIKDYGITAPDTRNPLSAPYPFNLMFQTSIGPSGISPGYMRPETAQGIFVNFKDLYYYNGNKLPFAAAQIGQAFRNEISPRQGLLRVREFTLAEIEHFVDPEDKSHPKFPDVANLEFLMFPREDQVSGRSARRIGIGEAVVKGIVNNETLGYFIGRVYLFLTHLGIDKDRLRFRQHLANEMAHYAADCWDAEIECSYGWIECVGIADRSAYDLRAHTDKSGVPLVAHEKFPEPREVEKLIITPAKKELGLAFKGNQKMVVEALEAMGEKEAMEMKATLESKGEAEFHVCTLDRVVAINKNMVSISKEMKKEHQRVFTPSVIEPSFGIGRIIYCLYEHSFNTRPSRDGDEQMNFFSFPPIVAPIKCTVFPLVQNQQYEEVARQIARSLTAYGISYKIDITGTSIGKRYARTDELGVPFAITVDSTSSVTIRERDSKQQIRVNVDEVASVIKEVTDGPSTWGDVLWKYPTHSS*

NbL07g17590.1 glycine−−tRNA_ligase_1_mitochondrial−like [MW = 70.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALQTPTRIPATPLAPNGGNSGLRQPSNRLALKSSFFSPSVHLLLPPPPSSRAAPAPAPKFSMRVSSKQAYICRDCGYIYNDRTPFEKQPDKYFCPVCGAPKRRFRSYEPKVTKDANSTEVRKARKEQLKRDEAIGNALPIAIGVGVVALAALYFYVNNSS*

NbL07g17560.1 uncharacterized_LOC107786132 [MW = 17.64 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00565 Staphylococcal nuclease homologue PF00567 Tudor domain

Protein sequence:
MASTGWLKGRVKAVPSGDSLVIMGSSKAEIPPEKSITLASLMAPRLARRGGVDEPFAWQSREFLRKLCIGKEVTFKVEYTVPSIGREYGTVFLGDKNVSMLVVASGWAKVREQGQQKDANPYLKPLQDAEEQAKQQGLGRWSRAPGASEASIRNLPPSAIGDPSIFDARGLLEENKGKLIEAFVEQVRDGSTLRVYLLPDFQFIQVFIAGIQAPTMGRRATSETVVNASITSDEPNGESTTEPRATPTTAQRLATSAASVSEVAPDPYGREAKHFTETRVLNRDVRIVLEGVDKFSNLIGSVYYPDGESAKNLGLELVENGYAKYVDWSANMLEGEVKKQLKDAELQAKKTRLRIWTNYVPPATNSKAIHDQNFTGKVVEVVSGDCLIIADDSLPFGHPSAERRVNLSSIRTPKMGNPRRDEKPAPYAREAKEFLRNRLIGRQVHVSMEYSRKVGMADGPGAPASGTDSRVMDFGSIFLASKDGDDASPAPSAAGNQLAGVNVAELLVVRGFATVVRHRDFEERSNYYDALLSAESRAISGKKGMHSPKEPPVMHVTDLLAGSSKKARDFLPFLQRNRRMSAVVEYVLSGHRFKLFIPKETCSIAFSISGVRCPGRDEPYSEEAIALMRRKIMQRDVEIEVETVDRTGTFLGTLWESRSNVAVTLLEAGLARLQTSFGTDRIHDAHLLMQAEQAAKRQKLKVWENYVEGEEVANGGAAEKRQKEEVKVTVTEILGGGKFYVQLVSDQKVAAIQKQLASLNLQEAPVIGAFNPKKGDIVLAQFSADNSWNRAMIVNAPRGAVESSKDKFEVFYIDYGNQEVVSYSQLRPLEASVSSSPGLAQLCSLAHIKVPGLEDDYGQEAAYRLSELLLSGPKEFRAAIEEKDASGGKVKGQGTGTIFLVTLVDPETDVSINATLLKEGLARMEKRRRWEPKDKQQALDELEKYQTEARQKRLAMWEYGDVESDDEDSAIPAKKAAGKR*

NbL07g17510.1 staphylococcal_nuclease_domain−containing_protein_1 [MW = 107.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01425 Amidase

Protein sequence:
MACNNVVSEMGDVGYPLPARSGRRLLQLTMFVWLFLVFTLLLNSNSVSSYSSGGYWDFTCNNSIDMERGKLGPKNHGVFSEEAKHLPVCECGFKMLDSCFLSKSKMLEIEKGANDFNIPIIRSNRKLVASTDGGLHNPSCLVFNSAWKVQQLNEPNKKLNYPSPAAGIERPKSDEDIAFMSILELGQLLKANLITSVELTGIFLKRLQRYGPVLESVITITEELAYKQAKEADQLLAEGKYLGPLHGIPYGLKDIIAVPYYKTTWGSTSFKDQVLDIEAWVYKRLKSAGAVLVAKLVTGSLAYDDVWFGGRTRNPWNIKEYSTGSSAGPASCTSAGLVPFAIGSETTGSITYPASRCGVTALRPTFGAVGRTGVMSVAESLDKLGPFCRNAVDCVIVLDTIRGKDPDDVSSRDIPFSDPFSVDIAKLTVGYLEDAEMEVVHVLQSKGVNMVPFNLSYTVDSAQGIVNFTMDVEMLAHFDKWQRSNLDDEYEAQDQWPIELRRARAVSAVDYLQAQRARGKLIQQVRESFKVDAFIGNATDWEKVCVGNLVGIPVVVVPTGFKKISDAPSNDTRRRTTITTGIYAPPDRDHIALALAMAYQSVTNHHKQRPPIDDLGPNDSIPDAQKSL*

NbL07g17500.1 glutamyl−tRNA(Gln)_amidotransferase_subunit_A−like [MW = 69.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03770 Inositol polyphosphate kinase

Protein sequence:
MLKIPPHQVAGHQAGNGKLGPLVDESGRFYKPLQGDARGSNEVKFYESFSSNTKIPEHISKFFPIFYGTQLVEASDGSGLKSHLVLHDLVLGRGNPSIVDIKIGSRTWAPQSTEEYMQKCLKKDRETSSLPLGFRLSGIQIYGNKESGYWKPERTSIQNLSAEEVKLILKKFVSSNASTDSDLEPDCAFAATVYGGSTGILSQLLELKAWFEDQTMYHFYSCSILITFEKELALEGQNPGAQIKLIDFAHVSEGRGVIDHNFLGGLCSLIKFISEILTAPNEHTTEVSSKPDHQNLISSDNSVN*

NbL07g17460.1 inositol_polyphosphate_multikinase_alpha−like [MW = 33.53 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 88 175 262 434

Protein length

Gel Slice

3.4 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 88 175 262 434

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALYALRLRRALSLSSSIFTQTFHQPNPLSSIPPSLSQNNSSTKLLPFPYQSLRLFRSSTISQSSRFDRNRNPADEEIGPDTILFEGCDYEHWLITIDFPKDTQLTREEMIETYVQTAAKVFGSVEEAKKKIYALSTTTYNGFQVLCSEETSKKFEGLPGVVFVLPDSYIDPVNKEYGGDKYINGEIIERPPPPQFQRPSRRSNRPRGGPQFQQGNYGPPQSPPQQNFGPPQGAPAQLNFGPPQGAPAQQNYGAAQGPPPQQNYAAAQGPPPQQNYGQPRYPPPQQNYGSQQYPPPPQQIYSAPQSPPQKNYGRPPNPLPQQSYSAPQNVPSQWNHGPQQSFSPQQNYGPQGAGDPWHQTPLGSSPGGWDNSQGGRQDSRPQYQVNYNQGEQGNYSPQRDHRGYAPPEERGFRGDNQHYAPPEQRGFRGDNQR*

NbL07g17430.1 multiple_organellar_RNA_editing_factor_1_mitochondrial−like [MW = 48.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAVAMASCGIISGIHTNLKAIEKLPISSPGLFRGSFGLEPIQRICIAPKRLAFSESTIVPKASSAAAVEDGSSQETAVPTPKVIIDLDTNPDATVVEVTFGDRLGALVDTMSALKNLGLNVVKANVCLDSSGKHTTLCITNASTGRKVDDPEQLEAIRLTIINNMIEFHPESSALLAMGEVFGAYQPNEKLDVDIATHIHVYDDGPDRSLLYVEAADRPGLIVDLVKIITEINIDVESGEFDTEGLLAKAKFHVSYKNKALIKPLQQVLANSLRYYLRRPTTEESSF*

NbL07g17340.1 ACT_domain−containing_protein_DS12_chloroplastic−like [MW = 30.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MPMETTTETKQSGDLIFRSKLPDIYIPKHLPLHSYCFENISEFSSRPCLINGANDQIYTYAEVELTCRKVAVGLNKLGIQQKDTIMILLPNSPEFVFAFMGASYLGAISTMANPLFTPAEVVKQAKASSAKIIITQSCFVGKVKDYASENDVKVICIDSAPEGCLHFSELTQSDEHEIPEVKIQPDDVVALPYSSGTTGLPKGVMLTHKGLVTSVAQQVDGENANLYMHSEDVLMCVLPLFHIYSLNSILLCGLRVGAAILIMQKFDIAPFLELIQKYKVSIGPFVPPIVLAIAKSPIVDSYDLSSVRTVMSGAAPLGKELEDAVRTKFPNAKLGQGYGMTEAGPVLAMCLAFAKEPFDIKSGACGTVVRNAEMKIVDPDTGCSLPRNQPGEICIRGDQIMKGYLNDPEATTRTIDKEGWLHTGDIGFIDEDDELFIVDRLKELIKYKGFQVAPAEIEALLLNHPNISDAAVVPMKDEQAGEVPVAFVVRSNGSAITEDEVKDFVSKQVIFYKRVKRVFFVETVPKSPSGKILRKDLRARLAAGVPN*

NbL07g17330.1 4−coumarate−−CoA_ligase_1 [MW = 59.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKAAMVTAVTLSSSTIWHHYTKPISRINLNFRIRASLSTSANMATSTTTKVAPAIIVGGGRVGRALQDLGNGDDVLVKRGEPVPVDFAGPILVCTRNDDLEAVLEATPKSRWSDLVFFQNGMLEPWFQSKGLSDADQVLAYFAVSKLGEPPTDGKTDTNPEGLTAAYGKWASAVAARLQTGGLSCKVLEKEPFQKQMLEKLIWICAFMLVGARHPGATVGAVEKEYRSEVSQLIAELAAAAAAEKGLVFEDAMEDRLCAYSRAVAHFPTAVKEFKWRNGWFYSLSEKAIAEGKPDPCPLHTAWLKELKIV*

NbL07g17240.1 uncharacterized_LOC107804369 [MW = 33.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MALSVLFFLLLAAAATVNATDHIVGANKGWNPGINYTLWANNQTFYVGDYISFRYQKSQYNVFLVNKTGYDNCTTEGALGNWTGGKDFIMLNKTQRYYFICGTGGCLNGMKVSVVVHPLPSPPKSAISAEHSSKKSAAPVAARGFGSLLAMSFALFGLTFSVWI*

NbL07g17110.1 lamin−like_protein [MW − SP = 15.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02492 CobW/HypB/UreG, nucleotide−binding domain PF07683 Cobalamin synthesis protein cobW C−terminal domain

Protein sequence:
MASLSIDIATTFMGLAKRQTPPLYGLRTNLWKTSSSQRASLLPTSSSRILFAITTKRNRLSRRFTVSATSTSIPQNEDSDILTKIPPDNRIPATIITGFLGSGKTTLLNHILTADHGKRIAVIENEYGEVDIDGSLVAAKAAGAEEIMMLNNGCLCCTVRGDLVRMIAELVSRKKGKFDHIVIETTGLANPAPIIQTFYAEDQVFNDVKLDGVVTLVDSKHAGLHLDEIKPKGVVNEAVEQIAYADRIIVNKTDLVGESEVSSLIQRIRNINSMANLKRTQFGKVDLDYVLGIGGFDLERIESSVGAEGSKEDHSSHDHDHDHHDHHHHHHDHEHDHKHEHHDHHHSHDHTHDPGVSSVSIVCEGSLDLEKANMWLGTLLIERSDDIYRMKGLLSIQGMDERFVFQGVHDIFQGSPDRPWRSDEPRTNKIVFIGKNLDAKELEEGFKGCLI*

NbL07g16970.1 COBW_domain−containing_protein_1−like [MW = 50.16 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF03129 Anticodon binding domain
PF09180 Prolyl−tRNA synthetase, C−terminal

Protein sequence:
MASKGSNKGKKKEVKKETGLGLSYKKDENFGEWYSEVVVSGEMIEYYDISGCYILRPWAMSIWEILQAFFDAEIKKMKIKNSYFPLFVSPGVLQKEKDHIEGFAPEVAWVTKSGESDLEVPIAIRPTSETVMYPYFSKWIRGHRDLPLRLNQWCNVVRWEFSNPTPFIRSREFLWQEGHTAFATKEEADTEVLDILELYRRIYEEFLAVPVSKGKKSELEKFAGGLYTTTVEAFIPNTGRGIQGATSHCLGQNFAKMFEINFENEKGEKAMVWQNSWAYTTRTIGVMIMVHGDDKGLVLPPKVASIQVIVIPVPYKDANTQGIFDACAATVEKLNESGIRAEADFRDNYSPGWKYSHWEMKGVPLRIEIGPKDLANNQVRAVRRDNGAKADIPMDNLAEQLEVLLATIQQNLFDVAKQKRDACVQIVRTWDEFTVALGQKKLVLAPWCDEEDVEKDVKARTKGEMGAAKTLCSPFDQPELPEGTLCFASGKPAKKWTYWGRSY*

NbL07g16940.1 proline−−tRNA_ligase_cytoplasmic−like [MW = 57.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MARSLISHVRILFSENQYRTFSSQVEELRNRIIEGKPGIMTPKSKRTGAVAVKCGMTALWDKWGERLPITILWLDDNIVSQVKTPEKEGLSALQIGCAHKKEKHLTKPEVGHFRAQGVPMKRKLKEFPVTEDALLPVGTSISVRHFVPGQYVDVTGITRGKGFQGGMKRWGFKGMPASHGASLSHRSIGSTGQRDAPGKVFKGKKMPGRMGGVQRTVKNVWVYKIDPARNLMWVKGQVPGAEGNFVFIKDSVYKKPDISMLPFPTYFAPEDEDEDDLEPLVADLGGTDPFMAAD*

NbL07g16930.1 50S_ribosomal_protein_L3−2_mitochondrial−like [MW = 32.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSYAKLNLIPLVVALSFLLISTVSFSFVNGNSLVDGVGSESIYGSKRYLAESNGTGNSSLILAAERTHREDPLEDRSYYTGGWNISNSHYWASVSYTGAPLFIIALFWFVACAICLLLLCFYCCCCRRRRYGYSRTAYALSLIFLSAFTIAAIVGAAVLFTGQGKFHEGTKHTLDYVVHQAGETVDSLRNVSNILAVAKHTGVNQIFLPQDVQNSIDKVDTKISSAAETLETVTEKNKKDIMIILDWVRRALIIVAAVMLGLAALGFLFSILGLQVLVYILVLVGWILVAVTFIICGVFLVLHNATGDTCVAMNDWAKNPTAHTALDDIIPCVDTATAQETLSQSKEVTYQLVGVANRIITNVSNIDPPSGVGYNQSGPLVPNLCNPFNSDKTDRKCASGEVELSNATQVWRNYVCQVSASNVCSTVGRLTPDMYNQMTGVVNVSNGLYHSGPFLSELLDCTFLRDTVSVIHDEHCPDLTRYSKWVYIGLALVSAAVMLSLICWVLYARERRHRKYTKLVDATSGQESFAGKSQG*

NbL07g16880.1 uncharacterized_LOC109223891 [MW − SP = 55.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13806 Rieske−like [2Fe−2S] domain

Protein sequence:
MATVYPKLATGILHIPSHPHPHHRKPPSFFPTATNNFSSFTANSSSSSIRSSNAKVYMLTCKATEVSVAEGSSASGGGDNGKFNWVPVVPLSALPKGERRVIIQDGETILLLWYKDDVFAIENRSPAEGSYSEGLLNAKLTQDGCIVCPTTDSTFYLQNGSIKEWYPNNPVLRVLTPALRNLFVYPVKTDDENIYISMRGGGKVDASAEIVFSGKAQPGVTASDVNVDEVRMVIDEGQEAFGFTGRNELINGKAAVIGFLLLLDFELLTGKGLLKGTGLLDFIYSVSDAFK*

NbL07g16480.1 uncharacterized_LOC104218509 [MW = 31.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00177 Ribosomal protein S7p/S5e

Protein sequence:
MEAAAVVVESQNQQEKAHTDVMLFNRWSYDDVQISDISVEDYITATAAKHPTYTPHTAGRYQAKRFRKAQCPIVERLTNSLMMHGRNNGKKLMAVRIVKHAMEIIHLLTDLNPIQVIVDAVINRFRDYFCIIKLDAFLLRLQFVRRFSYHVVFVLFECAVKKKWFEHYHVAACFRYFSVSNFSFSILQQPVQSSGPREDATRIGSAGVVRRQAVDISPLRRVNQAIYLLTTGARESAFRNIKTIAECLADELINAAKGSSNSYAIKKKDEIERVAKANR*

NbL07g16410.1 40S_ribosomal_protein_S5 [MW = 31.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00034 Cytochrome c

Protein sequence:
MASFAEAPPGNEATGAKIFKTKCAQCHTVEQGAGHKQGPNLNGLFGRQSGTTAGYSYSAANKNMAVMWEEKTLYDYLLNPKKYIPGTKMVFPGLKKPQERADLIAYLKSATA*

NbL07g16360.1 cytochrome_c [MW = 12.12 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00696 Amino acid kinase family

PF00742 Homoserine dehydrogenase
PF01842 ACT domain

PF03447 Homoserine dehydrogenase, NAD binding domain
PF13840 ACT domain

Protein sequence:
MAFSSPVSPSYSSCHHLSSNFNAKGKKFPTIHKIYPFSLLQRSPFLKMDFSSQWGRRESSKFSISAAVTSKEYSLDGALENTQLPKGDCWSVHKFGGTCVGTSERIGNVADIIIADQSERKLVVVSAMSKVTDMMYDLIYKAQSRDDSYLTALNAVLEKHKLAAVDLLDGDELASFSSKLHHDINNLKAMLRAIYIAGHATESFSDFVVGHGELWSAQLLASAVRKNGVECSWMDTREVLVVNPTGSNQVDPDYLMSEERLEKWYSNSPSKIIIATGFIASTPQNIPTTLKRDGSDFSAAIMGALLKARQVTIWTDVDGVYSADPRKVSEAVILKTLSYQEAWEMSYFGANVLHPRTIVPVMQYDIPIVIKNIFNLSAPGTMICRSSGDEHEDGQKVESLVKGFATVDNVAIVNVEGTGMAGVPGTASAIFSAVKDVGANVIMISQASSEHSVCFAVPEKEVKAVADVLESRFGQALSAGRLSQIAVIPNCSILAAVGQRMASTPGVSATLFTALAKANINIRAIAQGCTEYNITVVVKREDCVRALRAVHSKFYLSRTIIAVGIVGPGLIGATLLDQLKDQTAVLKEKFNIDLRVMGITGSRTMLLSESGIDLSKWRELLSLRGEMADLSKFVHHVRGNHFIPNTVLVDCTADSHIARHYYDWLHKGIHVVTPNKKANSGPLDQYLKLRALQRQSYTHYFYEATVGAGLPIISTLRGLLETGDKILRIEGIFSGTLSYIFNNFAGSTAFSQVVKEAKDAGYTEPDPRDDLSGTDVARKVIILARESGLHLELSDIPVQSLVPEPLRDCASAEEFMQQLPQFDQQLAKQRQEAEDSGEVLRYVGVVDVVNGKGTVELQRYTKEHPFAQLSGSDNIIAFTTERYATQPLIVRGPGAGAEVTAGGVFCDILRLASYLGAPS*

NbL07g16260.1 bifunctional_aspartokinase/homoserine_dehydrogenase_chloroplastic−like [MW = 100.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MAEEEVRVEATTTSGLVPSDHHKRKLEDLEPEEVGSEPKPETESDSVQKPADVEDVDGSEAKRPRLEDNKANGLAAQNGYEEKIEEEPKEDDSVQPSDAEKNDAHPEVSQEVATEAAESVSEQPADTDVEHSESEKISEAEKSLQVDEPSKGDIQELDVEKKSTQVDEPSKGDGDIEEPDAEKSTQVDEPSKGDIQEPSAEAPETEGVQLDQEHPASDDQTFTRKMEVPNNKVGVLIGKSGDTIRYLQYNSGAKIQIMRDADTDPHAATRPVELIGTLENIDKAEKLIKDVIAEADAGGSPALVARGFGTVQAVVGEQIEIQVPNEKVGLIIGKGGETIKSLQTRSGARIQLVPLPSDGKESKERTVRVTGDKKQIDMAKEMIKEVMSQPVRPSTQSSGYGQQAFRPRGGAAPPQWGPRGGHPGQFPGYDYHQRGQYSSRSPQYPPPAYGNYHPQQAPRGGFGQGWEQRPPASMQGPQSQANYNYGQAHGPDYGQSYPHHQAQHGQGYGHGYTDVKYDHQMAPQNQYGGHGPSQPTSYPQSAAHPSYGTHEQYGKPPSYGMHPQASHSQPYSHPRANQPGEVPYQQGPAPSTQGYGASMPPPQQQQQQQYPYASSGQMQQTYPAYGSTTTADGYNHPQAAPASGPGYPQQSAQPVPGYGQSVPQQPPAYAQAAPAGGYSSYPAQPAYTEQQATSSAGYYQAPVDQTYSGAQASTAYSAPYTGQQAYAQPAPVPAATPAQPGYDQSMAQSGGYATVPAAAGYVKSVSPQPGYAQYDANQMYGAPR*

NbL07g16190.1 far_upstream_element−binding_protein_1−like [MW = 84.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
MLSSSQFFFLSILTLQYLTGLAAKCHVDDEAGLLGFKSGTKSDPSGLLASWKTGTDCCTWSGVSCGEDNRVTSLQIYGQPEKQQILSGTISSSLSKLKRLTSIYLVNLINLSGTPNFLLTLPEMQFVYIENNKLSGRIPAAIGNLTQLSALSFSGNRLTGPIPSSIGQLTQLSQLKLDNNLLTGTIPKTFIKLNSLTFLSLEKNQLTRSIPNFFTSLSKLILLKLSHNKFTGKIPSSIATLAPQLRYLELGHNYLTGQIPDFLGKFRTLDTLDLSSNKFSGTVPKSFANLTKIFNLDLSHNLLVDPFPQLFVKGIESLDLSYNNFHLGTIPSWITSSPIIYSLKLAKCGIKIKLDDWKPKTTYFYDYIDLSNNEISGSPIGLLNKTDFLIGFYASGNKLKFDLEKLRIVQTLKDLDLSRNMVYGKVPKAISGLQKLNLSSNHLCGQLPPTKFGANSFAGNACLCGSPLPPCKS*

NbL07g16110.1 receptor−like_protein_12 [MW − SP = 49.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00534 Glycosyl transferases group 1

PF00862 Sucrose synthase
PF05116 Sucrose−6F−phosphate phosphohydrolase

Protein sequence:
MAENEWLNGYLEAILDAGTDRNGSTKKERRAASIEDRNSLKNTSVRNNNNNKIEETLRFEKFEIQKEKAEKLFSPTTYFVEEVVNSFDESDLHKAWIKVVATRNSRERNNRLENMCWRIWHLARKKKQIAWDDAQKLVIRRLELEKGRFDALEDLSELSEGEKEKTDNVNISDSHHVISRINSVTQMWPNEDKPRQLYIVLISIHGLVRGENMELGRDSDTGGQVKYVVELARALANMEGVHRVDLLTRQITSPEVDSSYGEPIEMLSCPSDAFGSCGAYIVRIPCGPRDKYIPKESLWPYIPEFVDGALSHIVNMARAIGEQVNTGKAVWPYVIHGHYADAGEVAARLSGTLNVPMVLTGHSLGRNKFEQLLKQGRLTKEDINTTYKILRRIEGEELGLDAAEMVVTSTKQEIDEQWGLYDGFDIQLERKLRVRRRRGVSCLGRYMPRMVVIPPGMDFSNVNAQDLLEGDGDLKSLIGTDKSQKRPIPYIWSEIMRFFVNPHKPMILALSRPDPKKNVTTLLRAFGECQALRELSNLTLILGNRDDIDDMSSSSSAVLTTVIKLIDKYNLYGQVAYPKHHKQPDVPDIYRLAAKTKGVFINPALVEPFGLTLIEAAAYGLPIVATRNGGPVDILKALNNGLLIDPHDQKAIADALLKLVADKNLWLECRKNGLKNIHRFSWPEHCRNYLSYVQHCRNRHPANRLEVMKPTLEEPMSESLRDVEDLSLKFSIDVDFKANGELDMARRQQELVEKLSRKANSISKPIVSYCPGRRQVLYVVATDCYNSKGTPTETLSLTVKNIMQVAGSRSSQIGLVLSTGLSLQETKEALNSCPTNLEDFDALICSSGSEIYYPWRDFGLDEDYEAHIEYRWAGENIKSAVMRLGKHEEGYEHDITQCSSACSSRCYSYSITPGAKVPKVNDLRQRLRMRGFRCSVIYTHAASRLNVTPLFASRSQALRYLSVRWGVDLSSMVVFVGEKGDTDYEGLLVGLHKTVILKGSVEYASEMLLHNEDSFRTDDVVPRDSTNIRAAEGYEPQDISAALEKLEVM*

NbL07g16010.1 probable_sucrose−phosphate_synthase_4 [MW = 118.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08536 Whirly transcription factor

Protein sequence:
MAILKLAGLLGSSRNHLLHKRLPGEGVRDSIWQHAINTLAGFSTVRQNIVADAGKLTGRVFAPYSVFKGKAALSAEPRLPTFSKLDSGGVKLNRRGVIMLTFWPSVGERKYDWEKRQLFALSATEVGSLISIGTRDTCEFFHDPSMLSSNAGQVRKSLSFKPNADGSGYFVSLSVVNNNLKTNDRFTVPVTTAEFAVMRTAFSFALPHIMGWDRFINQPLESISQSSSKVVPQLMETEWDR*

NbL07g15950.1 single−stranded_DNA−binding_protein_WHY2_mitochondrial [MW = 26.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I PF00187 Chitin recognition protein

Protein sequence:
MRLLEFTALSSLLVLFLLLPVSAEQCGRQAGGARCPSGMCCSNFGWCGNTQDYCGPGKCQSQCPSGPGPTPRPPTPPGPSTGDISNIISSSMFNQMLKHRNDNACQGKGFYTYNAFITAARSFRGFGTTGDTTRRKREVAAFFAQTSHETTGGWDTAPDGRYAWGYCYLREQGNPPSYCVQSSQWPCAPGQKYYGRGPIQISYNYNYGPCGRAIGQNLLNNPDLVATNAVVSFKSAIWFWMTAQSPKPSCHDVITGRWTPSAADRAANRLPGYGVITNIINGGLECGHGSDARVQDRIGFYRRYCSILGVSPGDNIDCGNQRPFNSGLLLETM*

NbL07g15820.1 endochitinase_3−like [MW − SP = 33.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01466 Skp1 family, dimerisation domain PF03931 Skp1 family, tetramerisation domain

Protein sequence:
MSSSKMIVLKSSNGETFEVEEAVALESQTIKHMIEDDCADTSIPLPNVTSKILAKVIEYCKRHVDATKAEDKASEDELKAFDSDFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENAWAFE*

NbL07g15700.1 SKP1−like_protein_1A [MW = 17.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03152 Ubiquitin fusion degradation protein UFD1

Protein sequence:
MFFDGYGYHGTSFEQAYRCYPASFIDKPQIENGDKIIMPPSALDRLASLHIDYPMLFELRNAATDRVSHCGVLEFIAEEGMIYMPYWVDIICMMENLLLQEGDTVRVKNVTLPKGKYVKLQPHTKDFLDISNPKAILETTLRNFSCLTSGDSIMVAYNNKKYYIDIVESKPSNAISIIETDCEVDFAPPLDYKEPERPVPSLPSKNPAEGEEAAAEEEPKFNPFTGSARRLDGKPLKQQPPPVSTSGSKDKRPDMANATGQSATGSSSQSSNRQTQGKLVFGSNANRNPDKQKEPVKEPVKEEPQKKEEPKFQAFTGKKYSLRG*

NbL07g15500.1 ubiquitin_recognition_factor_in_ER−associated_degradation_protein_1−like [MW = 36.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family PF08338 Domain of unknown function (DUF1731)

Protein sequence:
MELCRVPAATTAFAWTNSISSTLQPPQALFVGGGSKRFRVWCVNGNIESQKESQMVVSVTGATGFVGKRLVQRLQADNHQIRVLTRSRSKARSIFPVKDFPGLVIAEEPEWRNCIEGSTAVVNLAGMPISTRWSPEIKKEIKQSRIRVTSKVVDLINNSQDDDRPKVLISASAVGYYGTSETRVFDEQSPSGNDYLAEVCREWEGAALKVNKDVRLALIRIGVVLGKDGGALAKMIPIFMMFAGGPLGSGNQWFSWIHLDDLVDLIYEALSNPSYKGVINGTAPNPVRLAEMCEQLGSVLGRPSWLPVPEIALKAVLGEGASVVLDGQKVVPTRVKELGFPFKYQYIKDALKAIMS*

NbL07g15490.1 epimerase_family_protein_SDR39U1_homolog_chloroplastic [MW = 38.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
METLMEEEEYNWREVKLPSLIPVVPPPELERETGERRRGRDIVIAIDHGPNSKHAFDWAVTHICRLADTIHLVHAVSSLRNEIVYEATQALMEKLAIEAFEVAMVKTVARIVEGDAGKVICKEAERLKPAAVVMGTRGRSLIKSVLQGSVSEHCFHQCKTAPIIIVPGKGTLLHLFCFSKFFFWVVCEQNVILLSRSRGGICNLMGTCQV*

NbL07g15380.1 uncharacterized_LOC109223501 [MW = 23.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAEVEYRCFVGGLAWATTDRTLGEAFSQYGEVLESKIINDRETGRSRGFGFVTFGDEKSMRDAIEGMNGQDLDGRNITVNEAQSRGSGGSGGGGGGFRGGRREGGGGYGGGGYGGGRREGGGGGYGGGGGGYGGGRDRGYGGGGDRGYGGDGGSRYSRGGGDSDGNWRN*

NbL07g15370.1 glycine−rich_RNA−binding_protein−like [MW = 17 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01602 Adaptin N terminal region

PF08752 Coatomer gamma subunit appendage platform subdomain
PF16381 Coatomer subunit gamma−1 C−terminal appendage platform

Protein sequence:
MAQPLLKKDDDRDDEAEYSPFMGIEKGAVLQEARVFNDPQLDARRCSQVITKLLYLLNQGETFTKVEATEVFFAVTKLFQSKDLGLRRMVYLMIKELSPSADEVIIVTSSLMKDMNSRADMYRANAIRVLCRITDGTLLTQIERYLKQAIVDKNPVVASAALVSGIHLLQTNPEIVKRWSNEVQEAVQSRAALVQFHALALLHQIRQNDRLAVSKLVTSLTRGTVRSPLAQCLLIRYTSQVIREAAMSNQTGDRPFYDYLEGCLRHKAEMVIFEAARAITELSGVTSRELTPAITVLQLFLSSSKPVLRFAAVRTLNKVAMTHPMAVTNCNIDMESLISDQNRSIATLAITTLLKTGNESSVDRLMKQITNFMSDIADEFKIVVVEAIRSLCLKFPLKYRSLMNFLSNILREEGGFEYKKAIVDSIVILIRDIPDAKESGLLHLCEFIEDCEFTYLSTQILHFLGNEGPKTSDPSKYIRYIYNRVILENATVRASAVSTLAKFGALVDSLKPRIFVLLNRCLFDSDDEVRDRATLYLNTLGGDGAVVETDDEVKEFLFGSLSVPLINLETSLKNYEPSEEAFDIFSVPKEVKSQPLAEKKAPGKKPTGLGAPPVGPTSTVDSYERLLSSIPEFASYGKLFKSSAPVELTEAETEYAVNVVKHIFDSHVVFQYNCTNTIPEQLLENVSVIVDPSEAEEFSEIASKPLKSLPYDTPGQTFVAFEKLEGVRAVGKFSNTLRFIVKEVDPTTGEAEDDGVEDEYQLEDLEVVAADYMLKLGVSNFRNAWESLGPDCERVDEYGLGPRESLTEAVNAVINLLGMQPCEGTEVVPSNSRSHTCLLSGVYIGSVKVLVRLSFGLDGAKEVAMKLAVRSEDISVSDAIHEVVASG*

NbL07g15350.1 coatomer_subunit_gamma [MW = 98.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MGSLEVEKKTIGWAAKDPSGVLSPYSYTLRETGPEDVEIKVLCCGLCHTDLHQVKNDLGMSNYPMVPGHEVVGEVVEVGSNVAKFNVGDTVGVGVLVGCCRSCRPCNQDIEQYCNKRIWSYNDVYSDGKPTQGGFASSMVVDQKFVVKIPDGMSPEQAAPLLCAGLTVYSPLNHFGLKQSGLRGGILGLGGVGHMGVKIAKAMGHHITVISSSDRKKEEALEHLGADEYLVSSDTTRMQEAADSLDYIIDTIPVFHPLEPYISLLKLDGKLILMGVINTPMQFITPMVMLGRKTITGSFIGSMKETEEVLEFCKEKGLTSQIEVVKMDYVNTAMERLEKNDVRYRFVIDVAGSKLDQ*

NbL07g15060.1 probable_cinnamyl_alcohol_dehydrogenase_1 [MW = 38.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00484 Carbonic anhydrase

Protein sequence:
MARPVIQSSSLCNSSVEHSRILRTQLRFLEIEQPHFRLLNFPKYNSALKLKVLKEPMTLTKEMMDEKEMSVVTESESNEFTTLKHRFLNYKKDKYLKNLEHFQSLAETQSPKFMVISCADSRVCPSNILGFQPGEAFVVRNVANLVPPYENGPSETNAALEFAVNTLKVQNILVIGHSRCGGIRALMSMDSETPSSFIRSWVVVGKSARARTKAAASNLCFDQQCKHCEKESVNCSLMNLFTYPWIKDKVNKGELLIHGGYYDFVDCSFEKWTLENNSRVDDQVSIRNREFWC*

NbL07g14960.1 beta_carbonic_anhydrase_5_chloroplastic−like [MW = 33.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
LIIADILGCNSKVNVIFRKLPMRLAAAAAAIGTPSLFPPYTTTRSSTLAYLPVSSSSPPQTTYIFSLSITPISGRKKLLLRAQNFDCESEEQLIVDQMDLKKEFPELNKNLYPSIEPYSTGFLKVSDLHTIYWEQSGNPNGHPVAFLHGGPGGGTSPNNRRFFDPGFYRIILLDQRGAGKSKPHACLEENTTWDLVGDIERLREHLEIPEWQVFGGSWGSTLALAYSISHPEKVTGIILRGIFLLRKKEIDWFYEGGAAAIFPDAWEPFRDLIPENERKCFVEAYHKRLNSDDLETQYAAARAWTKWEMMTAHLLPNEENIKRGDDDDFSVAFARIENHYFINKGFFSSDSFLLDNVEKIKHIKTTIVQGRYDVCCPMMSAWDLHKAWPEAEFIVVPDAGHSANEPGIAAKLVAANEKLKNILKGVC*

NbL07g14910.1 proline_iminopeptidase−like [MW = 48.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MLKVGIFVVCLLYLSEVEGLGVNWGTMAMHKLPPKTVVQLLKDNGIGKVKLFDADQSTMSALAGTDIEVMVAIPNDQLSAMNDYDRAKDWVRRNVTRYNFKGGVNIKYVAVGNEPFLTSYNNSFINTTFPALQNIQNALNEAGLGNSIKATVPLNADVYFSPESNPVPSAGRFRQDINDLMTQIVQFMNQNNAPFTVNIYPFLSLYANEHFPVDFAFFDGASNPILDKGVTYTNVFDANFDTLVSALRAAGVGNMTILVGEVGWPTDGDKNANVNLAYRFFKGLLSRLAANTGTPLRPGYIEVYLFGLIDEDGKSIAPGNFERHWGIFRYDGQPKFAMDLTGQGQDKFLVGAQNVEYLPKKWCMLNPNAKDLSKLADNIDYACTFSDCTALGYGSSCNGLDANGNASYAFNMYYQAQNQGDFSCGFQGLAMVTDQNISQANCNFTIQIAYSFSQKVLPGPGVLAFLTAFTFILL*

NbL07g14860.1 glucan_endo−13−beta−glucosidase_8−like [MW − SP = 49.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MSVDDSTTQLDKISLCDGVEEAQFSQRVPVRSILGRPDGGAGLAGKVVKIGGWVKTGREQGKGSFAFLEVNDGSCPANLQVIVDSAVYKLGDLVPTGTCVHVEGELKLPPEGAKQKVELRVQKVLSVGTVDAGKYPLPKTKLTLEFLRDVVHLRPRTNTISAVARIRNALAYATHTFFQKNGFLYIHTPIITTSDCEGAGEMFQVTTLISEAEKLEKELKVNPAPSDSDIKVVEQLVKEKGEAVARLKADKASTEKAGSNIADINKQIGAAVGDLTRAKENLLKLQERFKLGERVKCSAGIPKKDGNIDYTDDFFARQAFLTVSGQLQVETYACALSSVYTFGPTFRAEQSHTSRHLAEFWMVEPEIAFADLKDDMNCAEAYVKFLCQWLLEHCLDDMEFITKFIDKGALGRLRMVTSSKFHRLTYTEAIAILEEASKTKTFENKVEWGIDLASEHERYLTEEHFKSPVIVFNYPKDIKAFYMKVNEDNKTVAAMDLLVPKVGELIGGSQREEDYEVLRSRISDMGLPLEPYEWYLDLRRYGTVKHSGFGLGFERMILFATGMENIRDVIPFPRYPGRADL*

NbL07g14810.1 asparagine−−tRNA_ligase_cytoplasmic_1−like [MW = 64.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14705 Costars

Protein sequence:
MNVEEEVERLKEEIKRLGIAQDDGSYKVTFGVLFHDDRCANIFEALVGTLRAAKKRKILAYDGELLLQGVHDNVEIILKPPSVTSGASALFILSYAPRVAWKQPLCPFG*

NbL07g14780.1 costars_family_protein [MW = 12.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

PF11835 RRM−like domain
PF13893 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MTDPSKVIHVRNVGHEISENDLLQLFQPFGVITKLVMLRAKNQALLQMQDVPSAVKALQFYTNVQPSIRGRNVYVQFSSHQELTTMDQNTQGRGDEPNRILLVTIHHMLYPITVDVLHQVFSPHGFVEKIVTFQKSAGFQALIQFQLQQSAVSARNSLQGRNIYDGCCQLDIQFSNLDELQVNYNNERSRDFTNPNLPSEQKGKSSQQGYGDMYSFQGSGAHAGGFPQMGNAEAIAAAFAGGLPPGISGTNDRCTILVSNLDSDRIDEDKLFNLFSLYGNIVKIKILRNKPDHALVQMGDGFQAELAVHFLKGAILFDKRLEVNFSKHPNITTGPDTHDYSNSNLNRFNRNAAKNYRYCCSPTKMIHLSSLPQDATEEEIVAHLEEHGSIINSKLFEMNGKQQALVLFEKEEQATEALVCKNATSLGGSTIRISFSQLQSI*

NbL07g14700.1 polypyrimidine_tract−binding_protein_homolog_3−like [MW = 49.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01583 Adenylylsulphate kinase

Protein sequence:
MSTLGNPANIFWHECPVGKAEREKLLNQQGCVVWITGLSGSGKSTLACSLSRELHTRGNLSYVLDGDNLRHGLNKNLGFSAEDRTENIRRVGEVSKLFADAGLICIASLISPYRRDRDACRALFPDKSFIEVFMNMPLELCEGRDPKGLYKLARAGKIKGFTGIDDPYEPPLNCEIEIQEKDGVVPTPHEMAGQVVTYMEDRGFLKAQ*

NbL07g14600.1 adenylyl−sulfate_kinase_3−like [MW = 23.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGALLSLSLPKLNVIKASTAANTTTTESLEQKFGRKGIKFSESEGTVELSVRNGSSVILQIPNAHITSYKPKVYWKDDGFEEVLYTLPPSSSFSSNSRGGIALVINEILEPNKLSTTKTTAKASSEWTVTDVDSDSIDALQVELSCSRGTLDINYVVSLYPLSMATAVIVKNNGRKPVKLMSAILSHLKFKTRGGTGIQGLRSCTYCAHPPLSSPFEILSPGEAMKTEEPGLFSFGWEPELKPGIWSAQDVPITVLKHKLSRLYSVPPEERAKEFYNSIPSKYETIDQGRELFFRIIRMGFEDIFLSSPGSFSDKYGKEYFICTGPASMLVPLVVNPGEEWRGAQVIEHDNL*

NbL07g14450.1 photosynthetic_NDH_subunit_of_subcomplex_B_2_chloroplastic−like [MW = 38.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MDYTGGPTLFPLHRCKTIHLVRHGQGIHNVEGDKNYKAYLSPEYFDAHLTTLGWQQVDSLRKHVHASGLFKRIELVVTSPLLRTMQTAVGAFGGGGYKDRMDILPLMVANTGYSDRSAISSLDCPPIIAHELCREHLGVHPCDSRRSVREYQCLFPAIDLSLIESDEDTLWKANVRETKEEVMARGIKFLNWLLTRKEKEIAVVSHNGLLFHTLNAFGTDCHPFVKKEICKRFDNCELRSMVIFDRSMIGSDSSITYYPGKIPSAAILPSEAADESSGER*

NbL07g14400.1 probable_phosphatase_SPAC5H10.03 [MW = 31.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF12819 Malectin−like domain

Protein sequence:
MKNCKVILFFVLYLFLIYLSTAFSPQDNYLINCGSNTDAIVDNRHFLGDSNDQNSVHTSQGKSIFQENPNPSSNLSFLYTTARVFNGASKYVLNIKKIGTHFLRLHFSPFTAQNYDLRKASFSFSANGVLLFSNFSVNTTVLREFILMVDNFELEIEFTPTYESNFAFVSAIEVFSAPDDFIIGDGAKSVGPRGIQEFNQNMTLQTLETVHRINVGGLKLTPFNDTMWRSWVPDEDFLVLKSAAKIARTSHVPKYQNGGATREIAPDNVYMTAQQMNRENVTTDFIFNITWNFLVDIGDASHFVRLHFCDIVSMAPGQLLFNVYLNGFTASKDLDLSSVTFRELATPYYIDFVVYSGSSGVVQVSIDPSNLSSTMRRNAILNGVEIMKMVNYVASKSGSKKRNVWVIVSSVLGSFILLSVVILVALLVFVCRKKKLKPKRSESAGWTPLRQYGSTSHGTLSDGTSVGPNGFLGQRIPFAEIQSATNNFDKSLIVGSGGFGMVYKAVLGDNRKVAIKRGVPGSRQGLPEFHTEITVLSKIRHHHLVSLVGYCEEQSEMILVYEYMEKGPLKRHLYGPGITPLSWKQRVEICIGAARGLHYLHTGFAQGIIHRDIKSTNILLDENYVAKVADFGLSRTGPCLNETHVSTGVKGSFGYLDPEYFRRQQLTDKSDVYSFGVVLFEVLCARPAIDPLLSREQVNLAEWAMQWQKDGQLEQIVDPRIRGEIKLSCLKKFGETAEKCLADYGIDRPTMGDVLWNLEYAFQLQESDSLTEPHEVSNSISPQLPLPEGLNNTQNEAYTGDGASEISTSQVFSQLMTNEGR*

NbL07g14170.1 probable_receptor−like_protein_kinase_At5g24010 [MW − SP = 89.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01157 Ribosomal protein L21e

Protein sequence:
MPAGHGLRSRTRDSFSRAFRKKGVIPLSTYLRIFKVGDYVDVKVNGAVHKGMPHKFYHGRTGRVWNVTKRAVGVEVNKQVRNKILRKRIHVRIEHVQLSRCTEEVKERIKKNDQLKAEAKARGEVISTKRQPQGPKPGFMVEGATLETVTPIPYDVVNDLKGGY*

NbL07g14110.1 60S_ribosomal_protein_L21−1 [MW = 18.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MDLLNNKKYVAHILALPYPSQGHINPMLQFCKRLVSKSVKTTLAITNFISHSVRPISINVSIDTISDGFDKGGYAEADSIVTYLERFKKIGSQTLEDLIKKYEKSEFPITCVIYDAFMPWALDVAKDHGLIGSCFFTQACSVNYIYYYVHHGKLTLPISSPPVRIPGLPELELRDMPSFIYVHGTYPAYFELVLNQFINVEKADYVFVNSFYKLEAEVVDAMSKVIPMSTIGPTLPSLYLDNRVENDTEYCLSLYQVDASTCISWLNTKTEGSVVYVAFGSMSTMDNEQMEEIAWGLKATNYYFLWVVRTCDEAKIPKNFIEETSEKGLVINWSPQLQILSNKAIGMFFSHGGWNSTTEALSLGVPMVVMPLWTDQTTNAKLVQDVWSVGVRVSVNEKGFAGREEIEKCVRIVMEGDKGKEMKKNALKWKDLAKEAVNEGGTSDKNIEEFVSKCTK*

NbL07g14080.1 UDP−glycosyltransferase_74F2−like [MW = 51.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKPVCPFVGASRPDDTSIKKPGEHQNKQLASQESKPKQDSGESAIVSPKCPFGYGQENKAKQESGESATVSPKCPFGYDSQAFKLGPFSCMICQALLYDCSRCVPCSHVFCKACLLRFKDCPLCGADIEKIESDLNLQNVVDRFIEGHARIKRCQVNDDEKEAEERKTVMYEDVSLERGAFLVQQAMRAFRANNIDSAKSRLTMCADDIRGQLERLGNTSELCSQLGVVLGMLGDCCRATGDAASAVTYFEESVNFLVKVPKDDLEITHTLSVSLNKIGDLKYYDDDLEAARSHYIKALDVRRNAIKQQSAPSQIIDIATSLAKVADVDRNLGNEDAAIDGFEEAIKMLESLELNPEEASLEQRRLSVLQFLNSQMEKKQPA*

NbL07g14010.1 uncharacterized_LOC107782443 [MW = 42.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF14803 Nudix N−terminal

Protein sequence:
MLKAIQILGSSSGFLSYRFRKPQPNSGLSLISTRKSIGTISVKTDSLLLPASPFKGRFRMSSTHSKSKPDGPSSSQPSSSSVAAIQSTGNIRKINFCQFCGGSTKHEIPDGEEKVRAICTRCGKIIYENPKMVVGCLIEHDKKILMCRRKIQPSYGLWTLPAGYMEIGESAAEGAIRETLEEANAEVEVQSPFAQLDIPLIGQTYMIFLAKLKTPHFSPGPESSECRLYELDDIPFDSLAFSSMLVTLKLYIEDIKVGRPKFHYGIINKRPGTSPSEIHAYTLDYHMQS*

NbL07g13950.1 nudix_hydrolase_23_chloroplastic [MW = 31.96 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 61 121 181 241 300

Protein length

Gel Slice

3.8 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 61 121 181 241 300

Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MATSIQNLVPPFSCRRLSNTSSFPSLSSPIAIFRSRNARNKLKGICRAMVEETVQGGGAASAFAKEMERLSAKESLLLAFKDAGGFEALVTGKITDVQRIDVNERIIGLERLNPTPRPTTSNNLEGLWNFEWFGAGSPVLIFAKFLFGRIPPTLVNLSKLDVLIKDGYGTATAQVKLLNSIENKFIISTKYSVEGPLRMKEEYVEGTFESPKVNEEAVPEQLRGAFGQAFNTVQQLPVPIRDAVSSGVKVPLGGTFQRLIMISYLDDEILIVRNAAGEPEVLTRLEAPPETEPITEYES*

NbL07g13940.1 probable_plastid−lipid−associated_protein_13_chloroplastic [MW = 32.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00013 KH domain

PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar)
PF08352 Oligopeptide/dipeptide transporter, C−terminal region

Protein sequence:
MDLRKRNRNESGFNANGGFKKAKSEMDSLSSGIGSKSKPCTKFFSTAGCPFGESCHFLHYVPGGYNAVAQMMNMAPSPASRNAAAAPMPNGNTPAVKTKLCNKFNSAEGCKFGDKCHFAHGDWEIGKPIAPSQEDPRAMGGGPVPGRFGGRMEPPISGPAASFGTSATAKISVDASLAGAIIGKGGVNSKQICRQTGAKLAIREHETDKNLRNIELEGTFEQISQASAMVRELISSLGSVGGPGRAPAVQGGPPPQMSNYKTKLCENFAKGSCTFGERCHFAHGAAELRKTGV*

NbL07g13890.1 zinc_finger_CCCH_domain−containing_protein_14−like [MW = 30.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MATNATPGLQIAAVKQCASASPCLSKLSNVSFGFERKSRSCTELRSSSCVSPTKLSQSFKSVSVKYERMVPKAMSGASDKTPASGLPIDLRGKRAFIAGIADDNGYGWAIAKALAAAGAEILVGTWVPALNIFETSLRRGKFDESRVLPNGSLMEIAKVYPLDAVYDSPEDVPEDVKANKRYAGSSNWTVKEAVESVKQDFGTIDILVHSLANGPEVSKPLLETSRKGYLAAVSASSYSFVSLLRHFLPIINPGGASISLTYIASERIIPGYGGGMSSAKAALESDTKVLAFEAGRKNRVRVNTISAGPLGSRAAKAIGFIDMMINYSLENAPLQKELYAEEVGNAAAFLVSPLASAITGATIYVDNGLNAMGVGVDSPAFEGLDIPKDNKS*

NbL07g13880.1 enoyl−[acyl−carrier−protein]_reductase_[NADH]_2_chloroplastic−like [MW = 41.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01293 Phosphoenolpyruvate carboxykinase

Protein sequence:
MASNGNGEFSFDSKRRSGLPKIQTQKTDEDNVVCHDDSATPVKAQTLDELHSLQKKKSAPTTPIKSPHAFGVPVSEEERHKQQLQSISASLASLTRETGPKVVKGDPARQAETPKVAQSHATHHHHAPTLNISDSALKFTHILYNLSPAELYEQAIKYEKGSFITSSGALATLSGAKTGRSPRDKRVVRDETTEKDLWWGKGSPNIEMDEQTFLINRERAVDYLCSLEKVYVNDQFLNWDPNNRIKVRIVSARAYHSLFMHNMCIRPTAEELEEFGTPDFTIYNAGQFPCNRYTHYMTSSTSIDVNLPRKEMVILGTQYAGEMKKGLFSLMHYLMPKRQILSLHSGCNMGKGGDVALFFGLSGTGKTTLSTDHNRYLIGDDEHCWSDHGVSNIEGGCYAKCIDLAREKEPDIWNAIKFGTVLENVVFEEHTREVDYADKSVTENTRAAYPIEYIPNAKIPCVGPHPKNVILLACDAFGVLPPVSKLNLAQTMYHFISGYTALVAGTEDGIKEPTATFSACFGAAFIMLHPTKYAAMLAEKMKKHGATGWLVNTGWSGGSYGSGRRIKLAYTRKIIDAIHSGALLSANYKKTEVFGLEIPTELEGVPSEILDPMNTWPDKKAHKDTLLKLGGLFRKNFEVFTNYKIGTDNNLTEEILAAGPNF*

NbL07g13690.1 phosphoenolpyruvate_carboxykinase_[ATP]−like [MW = 73.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
QSFFRCSTQRKATPLSSSSYPKQFSSLPPLAIAMDSLTLSTSLSLHCSSFNLRHGSSIPKLPPTFCPYPSRKYPLSSLKSSLTSSHQQPASKTPLSDSLILIPNFETGEDDKLSLLLASSPQTPDTAMRGAEADAMGLLFRERIVFLGNQIDDFIADAIISQLLLLDAMDSSKDIRLFINSPGGSLSATMAIFDVVKLVRADVSTVALGIAASTASIILGGGTKGKRYAMPNARIMIHQPLGGASGQAIDVEIQAREIMHNKDNVTKIISNCTGRSYEQVQKDIDRDRYMSPIEAVEYGLIDGVIDRHSIIPLEPVPERVKSTLNYQEISKDPKKFLNPEIPDDEIY*

NbL07g13660.1 ATP−dependent_Clp_protease_proteolytic_subunit_4_chloroplastic [MW = 37.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00485 Phosphoribulokinase / Uridine kinase family

Protein sequence:
MAVSTVYTAQSLNSTCSISTPSKSHLGFHQKQVIFYTKLRSNTRSSSTRVITCSSADDEKTVVIGLAADSGCGKSTFMRRLTSVFGGAAEPPKGGNPDSNTLISDMTTVICLDDYHSLDRTGRKEKGVTALDPRANDFDLMYEQVKAIKEGIAVEKPIYNHVSGLLDPPELIKPPKILVIEGLHPMYDERVRELLDFSIYLDISNEVKFAWKIQRDMAERGHSLESIKASIEARKPDFDAYIDPQKQYADAVIEVLPTQLIPDDNEGKVLRVRLIMKEGVKNFNPVYLFDEGSTISWIPCGRKLTCSYPGIKFTYGPDTYFDNEVTVLEMDGQFDRLDELIYVESHLSNLSSKFYGEVTQQMLKHADFPGSNNGTGFFQTIVGLKIRDLYEQIVASRAAAPVQAAKA*

NbL07g13430.1 phosphoribulokinase_chloroplastic−like [MW = 45.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09353 Domain of unknown function (DUF1995)

Protein sequence:
MWLSTSPTVSVPSPLTPRDFNWIRCQVKRNVKISRNLKFAISCSGGDKATSIGFDVPFPMDYAELLQQAKEASELALKDSRQLMEIEFPTAGLGSVPAGDGEGGTEMTGSMQLIREFCDLLVIPEKATRTRIFFPEANEVKFARQSIFGGASFKLDYLTKPSFFEDFGFTEKVKMADRVKPEDELFIVAYPYFNVNEMLVVEELYKAAVSNTSRKLIIFNGELDRIRSGYYPSFFYPKLAALSKTLFPKMETVYYIHNFKGPNGGVLFRCYPGPWKVLRRVRNAYICLHQQESMPSLKEVALDILPLA*

NbL07g13350.1 uncharacterized_LOC109217894 [MW = 34.88 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 96 191 286 381 475

Protein length

Gel Slice

3.0 3.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 96 191 286 381 475

Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MSMKRPLQCMLRRIYMRGGCFRSFSALPEGSTTTSPSQNLIDLEYECSAHNYHPIPIVFSKAKGSSIWDPEGKKYLDFLSAYSAVNQGHCHPKIMKALAEQAQTLTLSSRAFYNDKFPVFAEYITSMFGYDMVLPMNTGAEGVETALKLARKWGYMKKRIPKHEAIIVSCCGCFHGRTLAAISMSCDNEATRGFWPLLPGQFKVDFGDAVALEKLFEEKGDQIAGFLFEPIQGEAGVIIPPEGYLKSVRDLCSKYNILMIADEIQSGLARSGRLLACDWEEVRPDVVILGKALGGGVLPVSAVLADKDVMVCIQAGEHGSTFGGNPLASAVAIASLDVIREEGLAERSAQMGEQLRHQLMKVQEQFPNFIKEVRGKGLFNAVELNSKSLLPVTAYDICMKLKERGILAKPTHDSIIRLTPPLSMSLDELQEGSKVLHDVFELDLPKMQKEKPATVSHAASSVCDRCGRNLYGSS*

NbL07g13180.1 ornithine_aminotransferase_mitochondrial−like [MW = 52.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MGETGKRSRRDDGDSKNQKRRTERDEKGDDELVVYRILCPDNVIGSVIGKSGKVINSIRAETKAKVKVVDPFPGAKDRVITIYCYVKEKEDVEVDEEFNEKKPLCSAQDALLRVYTAIANALAAVGDSDKKRKEKEECQLIVPSSQSANIIGKSGTTIKKLRSKMRANIKVIAKDASDPTHSCALEFDNFVLITGDSESVKRSLFAVSAIMYKFTPKEDIPLDTNVPEVRPSIIIPSDVPIYPAAGIYQNVDPIIPSRSVPSVLGTTHIPELPGYVDAGSAWPVYSSALPMVSGYGGGASQTEELTIRVLCPTNNIGRVIGKGGASIKSVRQASGARIEVGDAKADRDQCIITVISTESVDDLKSMAVEAVLLLQGKINDDDEDSVTFRLLVPSKIIGCIIGKGGSIVNEIRKRTRADVRISKGQKPKCADSNDELVEVAGEISSVRDALIQIVLRLRDDVLKVRESNFNPSAGADSLRAGGTGHSLAPVLPNVPPTASLSYEHRGETGNGLGMRSSGSLYGHESFSRGDDGYGAYSSYSSKIYGGLPPPTALEMVIPGHAAGKVIGKGGSNIDNIRKISGASVDIIDSKSSRGDQIAIISGTQEQKRAAENLIQAFIMAT*

NbL07g13170.1 KH_domain−containing_protein_At4g18375−like [MW = 66.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MAAIIQGIGAATALSSANSLDSKKSFFANSRRSLSERKGSFCVVRSDGRLSYCLNRRGGGGRAEQIITNAVAAKENTAAASTSSKPGHELLLFEALREGLEEEMDRDPTVCVMGEDVGHYGGSYKVTKGLAPKYGDLRVLDTPIAENSFTGMGIGAAMTGLRPVIEGMNMGFLLLAFNQISNNCGMLHYTSGGQFKIPVVIRGPGGVGRQLGAEHSQRLESYFQSIPGIQMVACSTPYNAKGLMKAAIRSDNPVILFEHVLLYNLKERIPDEEYVLNLEEAEMVRPGEHVTILTYSRMRYHVMQAAKTLVDKGYDPEVIDIRSLKPFDLHTIGNSVKKTHRVLIVEECMRTGGIGASLTAAITENFHDYLDAPIVCLSSQDVPTPYAGTLENWTVVQPPQIVTAVEQLCQ*

NbL07g13130.1 pyruvate_dehydrogenase_E1_component_subunit_beta−3_chloroplastic−like [MW = 44.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain PF09032 Siah interacting protein, N terminal

Protein sequence:
MAASDLSLDLEELKHLLSIAKRPRVVSLISSEIRNLEKLSKDGASAPSSQIPAPVSTAAKVTPSTFLNYVSVASFSWDQDNDKVKIYLSLEGVDQEKAETEFKPMSFDAKFHDVHGKNFRFSLPKLNKEIVPEKCKVLVKPTRVVITLIKASKGNWLDLHYKEDKFKPNLDKEKDPMAGIMDLMKNMYEDGDEEMKRTIAKAWTDARSGKAADR*

NbL07g13090.1 calcyclin−binding_protein−like [MW = 24.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01920 Prefoldin subunit

Protein sequence:
MASSAALRDMQRDLDNKANDLSKLQKDISKNHQIRKTYTIQLGENELVLKELDPLNEDANVYKLIGPVLVKQDLAEARANVKKRIEYISAELKRLDSTLQDLEEKQNSKKETILKLQQKIQSLQAGKGKA*

NbL07g13030.1 prefoldin_subunit_6−like [MW = 14.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00109 Beta−ketoacyl synthase, N−terminal domain PF02801 Beta−ketoacyl synthase, C−terminal domain

Protein sequence:
MQALQSSSLRPSPPTHPFLKPTTHQFTNVKPLKPKKLTPFISASSAPTREKDPKKRVVITGMGLVSVFGNDVDAYYDKLLAGESGISLIDRFDASKFPTRFGGQIRGFKAEGYIDGKNDRRLDDCLRYCIVAGKKALENADLGTDRDKKINKERAGVLVGTGMGGLTVFSDGVQALIEKGHRKISPFFIPYAITNMGSALLAMDVGFMGPNYSISTACATSNYCFYAAANHIRRGEADLMIAGGTEAAMIPIGLGGFVACRALSQRNDDPQTASRPWDKDRDGFVMGEGAGVLVMESLEHAMKRGAPIIAEYLGGAVNCDAYHMTDPRADGLGVSSCILSSLEDAGVSPEEVNYINAHATSTIVGDLAEVNAVKKVFKNPSEIKMNATKSMIGHCLGAAGGLEAIATVKAITTGWLHPSINQFNPEPSVEFDTVANKKQQHEVNVAISNSFGFGGHNSVVVFSAFKP*

NbL07g13010.1 3−oxoacyl−[acyl−carrier−protein]_synthase_I_chloroplastic−like [MW = 49.93 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I

PF02879 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain II
PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MASIPTPSHSIQTTNASRTNFPCLPINKPIQKKLHICLNKSSLRVESYSTPKYNDVVVDEEMDKIRRLQNGSDVRGVALEGEKGRSVDLTPPAVDAIAESFGEWVINGLEQEKDVRVSLGKDPRISGNMLSVAVFAGLSRAGCAVFDMGLATTPACFMSTILPPFEYDASIMMTASHLPYTRNGLKFFTKKGGLTSPEVEEICDKAARKYANRFAKVSTTLPITPTKVDFMSAYAEHLRDIIKERVNHPSHYDTPLTGFQIIVNAGNGSGGFFTWDVLDKLGADTFGSLHLNPDGMFPNHIPNPEDKTAMALTRAAVLENKADLGIVFDTDVDRSGVVDSEGNPINGDRLIALMSAIVLKEHPRTTIVTDARTSMALTKFITKKGGQHCLYRVGYRNVIDKGVNLNKDGIETHLMMETSGHGALKENHFLDDGAYMVVKIIIEMVRMKLEGSKRGIGSLIEDLEEPLESAEVRMIVLSEPRNAKAKAVEAIEAFRTHIEQGSLPGWELDTCGDCWVSDGCLVDTNDDPAAIDAFMYRAKVSDEQNGEHGWVHLRQSIHNPNIAVNLQSTIPGGCQFMAKVLRDRFLLPSGMDKILDISQIDKYARNGNLSEDA*

NbL07g12900.1 phosphomannomutase/phosphoglucomutase [MW = 67.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNGLTAVIYKGNMDILETAETSKFSVLSQAADPERAMDVVMNLDSHPISTGNEKHAVNVETAVSVPISTEHVISSDHTGQLIDHSGQSDNMLSKLKSTVLLDITAEDEKITSQYMRDACMNILPAMIGNLKAAETSNASVVPQAADPERVMDEVRILDSRPFTNVSEIPAATGEIAVSGLTSADHSIPSGHSDKLIDHTGQPDKSALNSTVTLDVIVEDEKSSSQKMRDACMQEDQQFLIQSNSPVICTEPVEKPEIPFHSNDSLKECVRNFFNLGGDTTTTVLAGQPDDTTVQSDKMASILNPQSDITGVKAKSLAKTNGDTAQTSQQAVTATNLETTTNPHAAVMEKGKSDHQRLNSSTVVDSDSASTTATVPTFVTPISHNAQQYVMPSSISVRQPLNAFSGNDILACQHSPLVDKTADTKKESSDPTQQKETTPEVSILSKSPMPNAAEGNNISNRLCNETVPAVLSRPEIGSKLQSDANRPINVRDDIEQK*

NbL07g12800.1 caspase_8_associated_protein_2 [MW = 53.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
PLICINKIGLVETSSNSSKFLPRFAPFQKQGINLPLDTATMATVKQTLGDLNKESFITLLRKLIGESKYVQNNPPELIPEEDRIVNHVLDTLLPYSTTTGGGPLVINHVTYKPKRGNLIVEYPGTQPGNILSFVGMHMDVVTANPCDWDFDPFSLSIDGDKLRGRGTTDCLGHVALVAELMRRLGETKPQLKSTVVAVFIASEENSSIPGVGVDALVKDGLLDKLKQGPLFWIDTADKQPCIGTGGSIPWKLHVTGKLFHSGLAHKAINPLELAMETLKEIQSRFYRDFPAHPKEQVYEFATPSTMKPTQWFYPGGGINQIPAECTVSGDVRLTPFYSVSDAMKKLQEYVDDINANIDKLDCRGPVSKYVLPDENLRGRITISFDEASSGVACDLNSRGFHVLCKATEEEVGHVKPYSITGTLPLIRDLQDEGFDVQTSGYGLMATYHAKNEYCLLSDMCQGYRVFASVISQLEDDRYEV*

NbL07g12780.1 acetylornithine_deacetylase [MW = 52.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAAIEVVASSIFSSPPSSYRKFPLFPNSIRLENPTHYPNVSLKSLVCPLPLPSRNQWSHQLHCSTIEEVAVQEKEEKTEKIQRINQRRKLFVLNLPWSLTVPDIKTLFAESGIVEDVEIIKTKDGKNRGFAFVTMSSGEEAQAAIDKLDSYTLLGRIIRVEFAKRFKKPAGAPPPPTPPRGETRHKLYVSNLAWKVRSTHLRDFFSTNHNPVSVRVVFDNASGRAAGYGFVSFDTKEEAEAALSAFDGKELMGRPIRLKFSERDADGSENNEEPIQESPEEP*

NbL07g12700.1 28_kDa_ribonucleoprotein_chloroplastic [MW = 31.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MMSTLYTPLIYTIKTPKATLKAHTFLPSPFSKPMLRKFPNFSVQSSSNPEKAADIEPENDKSDDKTTGSVDEWGEKSEPEPKPVTKLTDSDPPKYEDERANNGSPAVDMSGGEDEKLLELKRCFVDTVYGTDLGFRASSETRAEALELVSQLEAANPTPAPTECPELLDGNWILVFTAFSELLPLLAAGSIPLVKVEKISQGINTSNFTIENSTTLSSPVATLSFSAAATFEVRSPSRIQVEFKEGNFKPPEIKSNIELPENVDVFGQKISLSPVQQSLGPLENAVAGIARTISGQPPLKIPIPGERTKSWLLTTYLDKDLRISKGDGGIFVLVKEGSSLLY*

NbL07g12610.1 plastoglobulin−1_chloroplastic−like [MW = 37.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain

Protein sequence:
MNVEKLRKMAGSVRTGGKGTMRRKKKAVHKTTTTDDKRLQSTLKRIGVNAIPAIEEVNIFKEDVVIQFMNPKVQASIAANTWVVSGSPQTKKLQDILPQIIHQLGPDNLENLKKLAEQFQKQAPTGAPEGGAAAQEDDDDEVPEPVAGQTFEAAAAEEGHTS*

NbL07g12530.1 nascent_polypeptide−associated_complex_subunit_beta−like [MW = 17.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00626 Gelsolin repeat PF02209 Villin headpiece domain

Protein sequence:
MAVSMRDLDPAFQGAGQKAGIEIWRIEKLSPVPVPKSSHGKFYTGDSYIVLKTSTSKTGALRHDIHYWLGKDTSQDEAGAAAIKTVELDAALGGRAVQYREVQGHETEKFLSYFKPCIIPLKGGIASGFTHVEEEEYKTCLYVCQGKHVVHVKEVPFARSSLNHDDIFILDTKSKIFQFNGSNSSIQERAKALEVVQYIKDTYHDGKCEVAAIEDGKLMADAETGEFWGFFGGFAPLPRKTTRDEAKRIDTFPARLYRVQKGQAEPLEIKSLTRELLDTNGCYIVDCGIEVFVWMGRNTSLDDRKTASGAADGLLRGLDRPNYYVIRVIEGFETVMFRSKFDSWPQSTNVAVTEDGRGKVAALLKRQGLNVRGLMKAAPPKEEPQPYIDCTGNLQVWRVNGQQKTLLQVSDQSIFYSGDCYLFQYSYPGEDKEEHLIGTWFGKQSVEEDRISAISQAAKISESLKFSATQARIYEGYEPLQFFVIFQSFIVFKGGLSEGYKKHLVEKELADDTYKEDGIALFRIQGTGPDNMQSIQVEPVASSLNSSYCYILHSGSSVFTWTGNLTTSEDQELVERQLDLIKPDMQSKLQKEGAESEQFWDILSGKSEYPSEKIGRDAESDPHLFSCTFSKGDLKVTEIYNFNQDDLMTEDIFILDCHSDIYVWVGQLVEYKNKMQALSIGEKFLEYDFLMEKLSHQAPIYIVMEGSEPPFFTRHFSWDSNKSAMHGNSFQRKLTLVKNGGPPPMDKPKRRTPVSYGGRSAAPEKSQRSRSISFSPDRVRVRGRSPAFNALAATFENPSARNLSTPPPIVRKLYPKSVTPDSEILAPRSAAIAALTASFDKPLPAKDVIIPRSIKGIPEAPKVNTETLKSSPQTNSKENSVNSTTEEAPKPKPETIQEDVKEGEAEDEEGLPIYPYDRLKTTAADPVTEIDVTKRETYLSSEEFREKFGMAKDAFYKLPKWKQNKLKMALQLF*

NbL07g12520.1 villin−4−like [MW = 109.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MELPVIDLAPYLEKELDSQIKSLCWEVSRTLKETGALLVKDPRCTAEDNDRFIDMMEKYFQQPEEFKRLQERPHLHYQVGVTPEGVEVPRSLVDEEMKEKLKAMPKEYQPSNPSGPDPKWRYMWRVGPRPEITRFKELNSEPVIPEGFPEWKCTMDSWGYKMIAAIECVAEMVAIGFGLSKDAFTSLMQQGPHLLAPTGSDLRRYAKEGTVFAGYHYDLNFLTIHGRSRFPGLSIWLRNGQKMEVKVPVGCLLIQTGKQIEWLTAGECMAGMHEVVVTNRTTDAIRRALEQNRSLWRVSSTLFAHIASDAVLKPLGHFSDTPLASKYPPICAGEFVEQELAIINLKGNNGA*

NbL07g12480.1 uncharacterized_LOC109237233 [MW = 39.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MGLKGKLISQIEMKCAGDLLHEHFKSNPHQTSTMSPDKIKNFTLHEGQLGNTGSVISWKYVLGGKERHAKQVLHVDDAKKSITFNFVEGYMNELYKSITATLTAEGNWMTWTLVYEKLNENTPEPLDLLEFAICLLKDIEPHHVGK*

NbL07g12460.1 kirola−like [MW = 16.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASSKERENFVYIAKLAEQAERYDEMVDAMKKVANMDVELTVEERNLLSVGYKNVVGSRRASWRILSSIEQKEESRGNELNAKRIKEYRHKVEKELTDICSDIMTVIDEHLIPSCPAGESSVFYYKMKGDYYRYLAEFKTGTDKKEVSDLSLKAYQSATTTAEAELPPTHPIRLGLALNFSVFYYEILNSPERACHLAKQAFDEAISELDSLNEDSYKDSTLIMQLLRDNLTLWTSDIPEDSGIREVIFSICLDVFVYSTTCG*

NbL07g12170.1 14−3−3_protein_9−like [MW = 30.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MAFSLNPNFFTITNYPIRRSRSVSGFKLSASSSTSSSGNAQIAEAFEEGQLERPRWTGETPLSRLVGALISFKPLFSILKLGARQVLISTAEKTNIPWREMTKEILDSDVYKELESIQNPAIVYPDYYLNPFHAYDEGNLSWLAAAEVEAATMSMVRRAIPNASSLEEANQIVRGNWLDAIEKHHQQYSGDFSIRDILDIGCSVGVSTGYLADRYPSAKVTGLDLSPYFLAVAQYKEKKRNQRKNPISWIHANGENTGLPSKSFDLVSIAYVFHECPERAIRNLVKESFRILRPGGTVAITDNSPKSKILQELPPVLFTLMKSTEPFLDEYYLTDLERVMKETGFANVQTVLTDPRHRTVTATVPY*

NbL07g12160.1 uncharacterized_LOC109215312 [MW = 41.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05365 Ubiquinol−cytochrome C reductase, UQCRX/QCR9 like

Protein sequence:
MEGTSARRSGGGVMEGFYRLIMRRNSVYVTFVIAGALLGERAVDYGVHRLWEMNNVGKTGKGSLQLVLPYVSPFSKSFWHLSSISLDYLPLLLYKLWGFCLILA*

NbL07g12040.1 cytochrome_b−c1_complex_subunit_9−like [MW = 11.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
MAILFNFLKPLLLLLLTLSDLFASTLSIGIGINYGQIANNLPTPSRVSYLLRSINVTRVKLYDADPNVLSAFANTDVEFVIGLGNEYLQRMTDPQQAQAWIQSHVQPYHTQTKITCITVGNEILTGNDTQMMNNLLPAMQGVYRALVNLGLSNDIYVAHAHSAGILGNSFPPSSGSFRQDLAEYIHGILNFHAQTKSPFLINAYPFFAYKDSPDQVPLDYVLFRPNAGTLDPITNLKYDNMLYAQIDAVHSAIKAMGYSDIQVKVSETGWPSKGDPNEFGATPENAAQYNGNLFRRIQQNQGTPAKPSEPIDIYVFALFNENLKPGPASERNYGLYYPDGTPVYNIGLQGFLPRMDYSAAKKNALSISAILLLILVFLIQF*

NbL07g12010.1 glucan_endo−13−beta−glucosidase_14−like [MW − SP = 39.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
MAEKKRLVTVTALQFACTDDVSTNVATAERLVRAAHQKGANIILIQELFEGYYFCQAQREDFFHRAKPYQGHPTIVRMQKLAKELGVVIPVSFFEEANNAHYNSVAIIDADGTDLGLYRKSHIPDGPGYQEKFYFNPGDTGFKVFQTKYAKIGVAICWDQWFPEAARAMALQGAEVLFYPTAIGSEPQDDGLDSRDHWRRVMQGHAGANVVPLVASNRIGKETIETEHGKSAITFYGYSFIAGPTGELVAAADDKEEVVLVAQFDLDKIKSKRQSWGVFRDRRPDLYKVLMTLDGSNPVN*

NbL07g11910.1 N−carbamoylputrescine_amidase [MW = 33.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MAQEKFIVEVEPAKPSQNGKPSMGAVYRSLFAKDGFPPPIPGLDSCWDIFRLSVEKYPNNRMLGRREIVDGKPGKYVWMSYKEVYDIVIKLGNSIRSCGVDEGDKCGIYGANCPEWIMSMEACNAHGLYCVPLYDTLGAGAVEFIINHAEVKIAFVEEKKLPELLKTFPNAAKYLKTVVSFGNVTPQQKEEVENCGVALYSWDEFLQLGSEKQFDLPVKKKEDICTIMYTSGTTGDPKGVLISNNSIVTLIAGVQRLLGSVNESLTVDDVYLSYLPLAHIFDRVIEECFINHGASIGFWRGDVKLLTEDIGELKPTIFCAVPRVLDRIYSGLQQKISSGGLLKSTLFNLAYAYKHHNLKKGRKHFEASPLSDKVVFSKVKEGLGGKVRLILSGAAPLAAHVEAFLRVVACCHVLQGYGIPFFQNIMSLAEIWMKKFLAFSFYIKHRWYNVKPSRCRT*

NbL07g11830.1 long_chain_acyl−CoA_synthetase_4 [MW = 51.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
MALVPTPVVNEGPMFAEVDMGDNSSTPTVRATVVQASTIFYDTPATLDKAERLLAEAASYGAQLVVFPEAFIGGYPRGSTFGVSIGNRTAKGKEEFRKYHASAIDVPGPEVDRLAAMAGKYKVYLVMGVIERDGYTLYCTVLFFDSQGHYLGKHRKIMPTALERIIWGFGDGSTIPVYDTPLGKIGAAICWENRMPLLRTAMYAKGIEIYCAPTADARDVWQASMTHIALEGGCFVLSANQFCRRKDYPPPPEYVFSGTEEDLTPDSIVCAGGSVIISPSGAVLAGPNYEGEALISADLDLGEIARAKFDFDVVGHYARPEVLSLIVRDHVVSPVSFTSTSSKAESSPK*

NbL07g11700.1 nitrilase/nitrile_hydratase_NIT4B [MW = 37.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain PF00215 Orotidine 5'−phosphate decarboxylase / HUMPS family

Protein sequence:
MVSETMESIILKLHDISAVKFGEFKLKSGISSPIYIDLRLIVSYPSILRQISQTLVGSLPSSTKYDVVCGVPYTALPIATCISTAHDVTMLMRRKEVKDYGTAKAIEGAFQPGQACLIVEDLVTSGASVLETAAPLRAAGLTVTDAVVMIDREQGGRENLAENGITLHSMVKLTEMVKILKEKGRVSEETEKMVKKFLEENRKVAVPVPVKETKVSLRLPYQERAKIAKNPTGKKLFEIMVQKESNLCLSADVATAAELLDIADKVGPEICMLKTHVDILPDFAPDFGSKLRSIADKHNFLIFEDRKFADIGNTVTMQYEGGIFRILDWADITNAHIISGPGIVDGLKLKGLSRGRGLLLLAEMSSAGNLATGAYTAAAVKIAEDHSDFVIGFISVDPASWPNGPGNPSLIHATPGVQLVKGGDALGQHYNTPSAVIADRGSDIIIVGRGIIKAANPMEAAREYRLQGWDAYLVNCK*

NbL07g11610.1 uridine_5'−monophosphate_synthase [MW = 51.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MGLFENPMSDPSLANQLGSQEHRELAREAVRKSLVLLKNGKTPSQPLLPLPKKAPKILVAGTHADNLGYQCGGWTIEWQGVAGNDLTIGTTILTAIKKTVEPSTQVVYQQNPDENFVKSNKFSYAIVVVGEVPYAEMFGDSSNLTIAEPGPSTISHVCGAVKCVVVVVSGRPVVLEPYVSKMDALVAAWLPGTEGQGVADALFGDYGFTGKLARTWFKRVDQLPMSFDDAHVDPLFPFGFGITTKPVKGY*

NbL07g11020.1 beta−glucosidase_BoGH3B−like [MW = 26.94 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00111 2Fe−2S iron−sulfur cluster binding domain

PF00941 FAD binding domain in molybdopterin dehydrogenase
PF01315 Aldehyde oxidase and xanthine dehydrogenase, a/b hammerhead domain

PF01799 [2Fe−2S] binding domain
PF02738 Molybdopterin−binding domain of aldehyde dehydrogenase

PF03450 CO dehydrogenase flavoprotein C−terminal domain

Protein sequence:
MEQRKGNLVFAVNGERFELPYIDPSTTLLHFLRSETCFKSPKLGCGEGGCGACVVLVSKYDPKLKRVDDYSVSSCLTLLCSLNGYSIATSEGLGNTRDGFHSIHERFAGFHASQCGYCTPGMCMSFYSALINADKGNKADPPPGFSKLTSSEAEKSIAGNLCRCTGYRPIADACKSFAADIDIEDLGFNSFWKKGHSKEMKISKLPPYDPTKNFSTYPEFLKDECATNLDSTRYPWYSPTSIEELQSLLNSSVAENRASFKLVVGNTGTGYYKETQRYDHYVDLRYIPELSIIKRDQTGIEVGATVTISKLISFLKEENKVNLGPYGKLVSEKLVNHMEKIASPFVRNSASVGGNLVMAQKNGFPSDIATLFLGVGATVSLMTGHGLEKLTWEELLSRPQIDSRTVLLCVWIPFKEESSLKTFSKFLFETYRAAPRPHGNAIAYVNAAFGVDVSLCQNGILINDIQLAFGAYGTKHATRAKKVEEYLTGKILNEHVLSEGLKLVKLAVVPEDGTLHPEYRSSLAVSYVFQFLYPLVDVHTAIFSGINDISLEEVSKSSNDGGISQGRKQTLLSSAKQVVESSSKHYPVGEPMKKVGASMQASGEAVYVDDIPSPPNFLHGAFIYSTKPLAGVKGIQLESNSLTDGFTDIITFKDIPSGGSNVGSITMFGPEPLFADDLVRCAGDRIAVAVADTQRSADVAAATALVEYDTVNVNSPILTVEEAIEKSSFFHIPPFLYPKQVGDFSKGMAEADHKILSAEVRLGSAYYFYMETQTALAIPDEDNCMVVYTSSQCPEYAQNVIASCLGVPQHNIRVITRRVGGGFGGKAVRAMPVSTACALAAYKLRRPVRIYVNRNSDMIMTGGRHPMKVTYSVGFKSSGKITALHLDILINAGISEDISPLLPSNVIKAIKKYDWGALSFDLKVCKTNLTSKSAMRAPGEVQGSYIAEAIIEHVASLLSKEVDSVRNKNVHTFESINLFYDNIVTEVGEYTLPSIMDKLAVSSSFFQRSKMVEQFNQKSTWKKKGISRLPIVFEAMQRPTPGKVSILSDGSIVVEVGGIEIGQGLWTKVRQMTAYALGLIESSWGEELVEKVRVIQADSLSLVQGGITAGSTTSESSCEAVRRCCSVLVERLTPLKKQLQEQNGSLDWPTLIRQAQMQAVNLTASSYYVPESSSMNYLNFGAAVSEVEIDILTGETTILQSDIIYDCGQSLNPAVDMGQIEGAYVQGIGFFMHEEYLTNDNGLMVSNSTWTYKIPTIDTIPRNFNIHLVNSGHHEKRVLSSKASGEPPLLLAASVHCATRAAVKAAREQLKLWGKLDESASEFYLDVPAILPVVKTQCGLDYVEKYLESLLTQKSN*

NbL07g10990.1 abscisic−aldehyde_oxidase−like [MW = 148.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02548 Ketopantoate hydroxymethyltransferase

Protein sequence:
MVFFPSISRTISSSVRKNVQTHYRKLRYMSNIPENSVYGGPKPQNPNQRVTLTSLRQKHKKGEPITMVTGYDYPSGVHIDMAGIDICLVGDSASMVVHGHDTTLPITLDEMLVHCRAVARGAKRPLLVGDLPFGTYESSTKQAVDTAVRVLKEGGMDAIKLEGGAPSRITAAKAIVEAGIAVIGHVGLTPQAISVLGGFRPQGRNVDSAVKVVETAMALQEVGCFSVVLECVPAPVAAAATSALQIPTIGIGAGPFCSGQVLVYHDLLGMMQHPHHAKVTPKFCKQFGQVGDVINKALVQYKEEVTNGSFPSSAHSPYKIGAADMDGFFSELQKLGFSDAASAAAAAAEKIQTANSPA*

NbL07g10910.1 3−methyl−2−oxobutanoate_hydroxymethyltransferase_1_mitochondrial−like [MW = 37.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MVAAKKTKKTHESINNRLALVMKSGKYTLGYKTVLKTLRNSKGKLIIIANNCPPLRKSEIEYYAMLAKVGVHHYNGNNVDLGTACGKYFRVCCLSIIDPGDSDIIKSMPDDK*

NbL07g10830.1 60S_ribosomal_protein_L30−like [MW = 12.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MNVKIESSRIIKPFYEGTPPSTNTHISFNVFDNVTYDALMALIYAYRPPTPPTSTIEIGLRKTLAVYREWAGRLGRDENGNRAVFLNDEGVRFIEASVDATLDEVLPLKPSPSLLKLHPSMKDVVELIQVQVTRFTCGSVVVGFTGHHMIADGHAASNFCYRLSVFKATRNWKPVRRRDTKNRTSGGTSNAYDFDELKFGNEITL*

NbL07g10810.1 agmatine_coumaroyltransferase−2−like [MW = 23.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00742 Homoserine dehydrogenase

Protein sequence:
MKNIPLLLMGCGGVGRQLLQHIVSCRSLHAKQGVHLRVVGVCDSKCLVVAPDVFTAELDDSFLLEVCRVKSNGSPLLSLGNFGACQVFTSPEVLPKVTDIGGLLGKSTGLAFVDCSASAETIGVLNRVVDFGCCVVLANKKPLTVSMDDYNKLVSQPRRIRHESTVGAGLPAIASLNRIISSGDPVYRIIGSLSGTLGYVMSEVEDGKPFSQVVSAAKSLGFTEPDPRDDLGGMDVARKALILARLLGRHINLDDMKIESLYPEEMGPDVMPLEDFLANGLPLLDKNIEDRIKQASANGNVLRYVCLIDDTRCEVGIQEVPKDSALGRLRGSDNVVTWVSQHAESLFEQLLISVLRLKPIFVITHHLLSPCKTLCSLRWRYTAVVTRNNRWLSKVLEQEMIPRQLVS*

NbL07g10780.1 homoserine_dehydrogenase [MW = 44.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MSCTKFEGVEIFDFVIKKANGIKGLVDTGLENVPKQCIQPENQRLDKNQNNQESIPTIDLSNWDDVNVAKSIQEAASKWGFFQIINHGIPIEVLENLKEAGYRFFDLPAEEKIKYYKENAGPDESVLMFWSAIGEKDEKVLEWRDSIEHGCNPGDDSNLWPPQTRDQVLEYQKWAIPLAKKLLEILLKGLNVNENIDESLKPLLMGTMAINMNYYPPCPNPSLTIGCRRHCDVSCITILLQDDTGGLFVRGTKDNNWIHVTPVKGALAVNIGDSLQIMSNDRYKSVEHCAAVDSSKARISIPFFVNPRLDTVIGPFPQVLENGEKPVYKKVLFSDYWEYFFSKRPSGKASLDFAKI*

NbL07g10690.1 feruloyl_CoA_ortho−hydroxylase_2−like [MW = 40.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00736 EF−1 guanine nucleotide exchange domain

Protein sequence:
MAVTFSDLHTESGLKSVNDHLSGKTYISGDQLTKDDIKVYGAVLGQPSSDLYPNASQWYQAVSAKLASSFSGKAVGVRFGSQAAPAVAAPAKEAAKAADDDDDDDIDLFGEETEEEKKAAEAREATKASTKKKESGKSSILLDVKPWDDETDMKLLEEAVRSVQQEGLTWGAFSLTAKLVPVGYGIKKLQIMLTIVDDLVSVDTLVEEKLTVEPINEYVQSCDIVAFNKI*

NbL07g10600.1 elongation_factor_1−beta−like [MW = 24.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MADQLTDDQISEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMINEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGFISAAELRHVMTNLGEKLTDEEVDEMIREADVDGDGQINYEEFVKVMMANRRRRRIEESKRGYSISQSNGRKSRKRDRCTIL*

NbL07g10590.1 calmodulin−7−like [MW = 20.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13405 EF−hand domain PF13499 EF−hand domain pair

Protein sequence:
MVKDLSNDQISSMKEAFTLFDTDGDGKIAPSELGILMRSLGGNPTQAQLKSIIAEEKLTAPFDFNRFLDLMSKHLKPEPFDRQLRGAFKVLDKDGTGFVVVSDLKHILTSIGEKLEPAEFDEWIREVDVGSDGKIRYEDFIARMVAK*

NbL07g10570.1 probable_calcium−binding_protein_CML13 [MW = 16.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
TATLIISSKRKMRFVGMVFLVGALVIIGAECNSEGYALNALKVNVIDTNNVLQSWDPTLVNPCTWFHVTCNGQNSVVRVDLGAANLTGTLVPELGMLANLQYLQVENNSFSGAIPSQLGNLTRLLSLGLENNKLSGSIPYSLGNLKSLRWMRLNGNKLSGKIPISVLKLIYWG

NbL07g10260.1 somatic_embryogenesis_receptor_kinase_2−like [MW − SP = 15.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MAATFATVSNLGSLSAPRAAVNPTYASPTLVKSSFSSSSFFSGSLRISNSSNRLVHKKTSALSGSIQAAVQVCACSRAKVAEVQSKVTHKVYFDISIGNPVGKLAGRIVIGLYGDDVPQTAENFRALCTGEKGFGYKDSAFHRVIKDFMIQGGDFDKGNGTGGKSIYGRTFKDENFKLTHTGPGVVSMANAGPNTNGSQFFICTVKTPWLDERHVVFGQVLEGMDIVKLIESQETDRGDRPRKRVVISDCGELPVA*

NbL07g10160.1 photosynthetic_NDH_subunit_of_lumenal_location_5_chloroplastic [MW = 27.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
HYSPFLHSSQPTLYLFYKEHTKNTYSNIKNRCGSFSKVKPMAPALSRSLTSASMPSLPYTASFSLRSGSANRFCFKSVFLPNNRFCEYGLKTKLEKRDNRVVVRCEAAAAVAEKEAPESSGETHEYQAEVSRLMDLIVHSLYSHKEVFLRELVSNASDALDKLRFLSLTEPSLLGDDGELEIRIKCDPDNGTITITDTGIGMTKEELIECLGTIAQSGTSKFLTALKENKDLGADNGLIGQFGVGFYSAFLVAQKVVVSTKSPRSDKQYVWESEADSSSYVIREETNPENLLSRGTEITLYLRDDDKYEFSEQKRIQDLVKNYSQFVSFPIYTWQEKSRTIEVEEEEEPKEREEKEEGEKTKTKKTKTEKYWDWELTNETKPIWMRNPKEVEKEQYQEFYKKTFSEFLDPLTYTHFTTEGEVEFRSVLYIPGMAPLNNEDVTNPKTKNIRLYVKRVFISDDFDGELFPRYLSFVKGLVDSNDLPLNVSREILQESRIVRIMKKRLVRKTFDMIQDLSEGENKEDYKKFWENFGKFLKLGCIEDTGNHKRITPLLRFFSSKSEEELISLDDYVENMGENQKAIYYLATDSLQSAKTAPFLEKLVQIGIEVLYLVEPIDEVAIQNLQTYKEKKFVDISKEDLELGDEDEVKERETKQEFNLLCDWIKQQLGEKVAKVQVSNRLSSSPCVLVSGKFGWSANMERLMKAQTLGDTSAMEFMRGRRILEVNPDHPIIKDLNAACKNAPESSDAKRAVELLYDTALISSGFTPDSPAELGNKIYDMMSMALGGRWGRYEEGDIESSEELKESAEAQVVEPSEVRTESNDLLE*

NbL07g10090.1 heat_shock_protein_90−1−like [MW = 94.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MAATPTPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKTINVPEGFDYELYNRNDINRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKDINALEQHIKNLLCPSTPHFFNTLYDPYREGADFVRGYPFSMREGAATAVSHGLWLNIPDYDAPTQLVKPRERNTRYVDAVMTIPKGTLFPMCGMNLAFNRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGIKTGLPYIWHSKASNPFVNLKKEYKGIYWQEEIIPFFQAVTLPKECTTVQQCYIELAKQVKEKLSNIDPYFTKLAEAMATWIEAWDELNPTGENLAKLSISDGKAK*

NbL07g09960.1 alpha−14−glucan−protein_synthase_[UDP−forming]_2−like [MW = 41.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MEGGALLRSLNPFKIRAKFYGGFTVRCSSFSSSTKIPTGKEMGKRAYDGLLLDAANTLLQLTNPVEETYASIGKKYGLTTTPAEIKQGFKRAFAAPWPEKLRYQDDGRPFWKLVVAEATGCSNNTYFEEVYQHYASGGAWHLPAGAYDTISILKHSGVKLAVVSNFDTRLTRILKELKVLDLFDAVIISSEVGYEKPDIRIFRAALDQICVEAIKTVHVGDDEKADKGGANAAGIDCWLWGVDVKSFADIQNRLLTTA*

NbL07g09620.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_3 [MW = 28.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01398 JAB1/Mov34/MPN/PAD−1 ubiquitin protease PF13012 Maintenance of mitochondrial structure and function

Protein sequence:
MDVIKSQQISARPIEKVIVHPLVLLSIVDHYNRVARDTRKRVVGVLLGTSFKGTVDVTNSYAVPFEEDDRDPSIWFLDHNYHESMFSMFRRINAKEHVVGWYSTGPKLRENDLNIHGLFNDYVPTPVLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQKVFVHVPSEIAAHEVEEIGVEHLLRDVKDTTISTLATEVTGKLAALKGLDARLQEIRSYLDLVIDGKLPLNHEILYHLQDVFNLLPNLNVAELVKAFSVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHEKAEDSKPLAVPTAAGS*

NbL07g09410.1 26S_proteasome_non−ATPase_regulatory_subunit_7_homolog_A [MW = 34.95 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00289 Biotin carboxylase, N−terminal domain

PF02785 Biotin carboxylase C−terminal domain
PF02786 Carbamoyl−phosphate synthase L chain, ATP binding domain

Protein sequence:
MDSAALTSVCGKSALRSTPGLFLGRTNGIRSSQCSFMAGNKINFPRQRAQAYRVSTKSSKCGGALAATCRAEKILVANRGEIAVRVIRTAHEMGIPCVAVYSTIDKDALHVKLADESVCIGEAPSNQSYLVIPNVLSAAISRGCTMLHPGYGFLAENAAFVEMCREHGINFIGPNPDSIRVMGDKSTARDTMKNAGVPTVPGSNGLLQSTEEGVRLAEEIGYPVMIKATAGGGGRGMRLAKEPDEFVKLLQQAKSEAAAAFGNDGVYLEKYVQNPRHIEFQVLADKYGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRNAMGDAAVAAAASIGYIGVGTVEFLLDERGSFYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGEKLRYKQEDIVLRGHSIECRINAEDAFKNFRPGPGRITAYLPAGGPFVRMDSHVYPDYVVPPSYDSLLGKLIVWAPTRERAIERMKRALNDTIITGVPTTIEYHKLILDIEDFKNGKVDTAFIPKHEEELAPPQQMVPAATKEMVNASA*

NbL07g09290.1 biotin_carboxylase_1_chloroplastic [MW = 58.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
TASNSASLAKLWTEPFYSLAITELSIGERSKHSAMAAMASTTSTSRIPYPLPLSPVQCTLISSVNTTRSFPPSSSSLACKKLWFSNRTRGKPGFRTSSSSTTFRIRSGGLREIKEDEFSDIVLKSDRPVLVEFVATWCGPCRLIGPAMESVAEEYKEKITVVKIDHDANPKLIEEFKVYGLPTLILFKDGKEVPDSKREGAITKVKLKEYLDGLLKTVSVA*

NbL07g09270.1 thioredoxin_X_chloroplastic [MW = 24.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDMAPPISKELQLVSFHTVSKGYWGEFGQRGGYFEMTNIPLKSVEEIYKVASISLSPNVPAQIFLGLMANPPKPGDISYDQFVRESKCILESLRRRAHIMTDGFNSCRNVVCNFTKGAMYSFPQIQLPCGAIDAAKKLGKAPNVLYCLKLLEATGISTVPGSGFGQKEGVFHLRTTILPAEEDMPSIMSSFKKFNDDFMKQYE*

NbL07g09170.1 glutamate−−glyoxylate_aminotransferase_2−like [MW = 22.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07082 Protein of unknown function (DUF1350)

Protein sequence:
MNSVTAPKASWPIVQLPSRYSDSRNFQNRSSIRFYDFHHKYNRNSNRIRCDRKDNNQPEISSGIQLYRDIERLLTETVKQSQGWGSSQDWDEIEGAWVLRPKTSKPKLVVHFVGGVFVGAAPQLSYRLFLERLSQMDVLVIATPYASGFDHFYIADEVQFKFDRCLRFLQDRVQDLPVFGIGHSLGSVIHLLIGSRYAVKKNGNVLMAFNNKDASLAVPFFSSVLAPMMQNIGPVLSDIASSPTIRLGAEMTMKQIENLSPSIVKQVFPLVEQLPPLYMDLIKGKDNFTPRPEETQRLIRSYYGISRNLLIKFKDDTIDETSTLAQVLSSGSAISSMLDMSIRSLPGDHALPLQQALPDVPPGMTDAVNRSGELLANLTAGTPWESVAKEVGNTLGNVDSILLSSGNSKDLDLLVETITSWMLSNSSPRLLQ*

NbL07g09080.1 uncharacterized_LOC107808191 [MW = 48.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13174 Tetratricopeptide repeat PF13432 Tetratricopeptide repeat

Protein sequence:
MLSEEESNWERMPFNGAALIRNSSSFLCEGEENLDANGRNKYNARSKINYWVGAAALKPTPNPQNTAGDHPIPAGTTATTTATTTTATTTTTTMNSTLSLGSSFFPSTASPNLPSLALGKFPVATPLARAETPTAVLVEQQQEEDSPLTQLLESSPEAIDTLKNLLQEKLEAGEDEESLKILKKLSSAQPENTEWKFLTARLLNEMGKVQEAREVFEEILSKNPLSFEALFENALLMDRSGEGVKVVQRLEEALKIAEEENKVKEGRDVRFIMAQVQFLQKNVEDALRSYDELEKEDPKDFRPYFCKGMIYSLLDRNKEAREQFAKYRELSPKKFEVEGYLQTPLSRMKLFGTDKKER*

NbL07g09040.1 protein_SLOW_GREEN_1_chloroplastic [MW = 40.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00282 Pyridoxal−dependent decarboxylase conserved domain

Protein sequence:
MVLSKTSSESDVSVHSTFASRYVRTSLPRFEMAENSIPKEAAFQIINDELMLDGNPRLNLASFVTTWMEPECDKLMMDSINKNYVDMDEYPVTTELQNRCVNMIARLFNAPLEEEETAIGVGTVGSSEAIMLAGLAFKRIWQNKRKAEGKPHDKPNIVTGANVQVCWEKFANYFEVELKEVKLREGYYVMEPVKAVEMVDENTICVAAILGSTLNGEFEDVKLLNDLLIEKNKLTGWNTPIHVDAASGGFIAPFLYPELEWDFRLPLVKSINVSGHKYGLVYAGIGWVIWRTKQDLPEELIFHINYLGADQPTFTLNFSKGSSQVIAQYYQLIRLGYEGYRNVMENCRENAIVLREGLEKTGRFNIVSKDEGVPLVAFSLKDNSHHNEFEVSETLRRFGWIVPAYTMPADAQHVTVLRVVIREDFSRTLAERLVLDIVKVLHELDTLPARLSAKLEEVKLVKNGKKSEVEVQREVTNYWKKFVLARKAPVC*

NbL07g08920.1 glutamate_decarboxylase_4 [MW = 55.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03492 SAM dependent carboxyl methyltransferase

Protein sequence:
MSNNCGREKGKLITKRKYQALDKMQRYYFPMNAGDGAYSYSRNSQLQKEVLDGAKEMIRDAIAKKLDIKSLLSASINTFRIVDLGCSAGPNTFSAMQHIIQAVKDQFSTYSINIVPEFQVFFNDHITNDFNTLFRSLPADRSYFALGVPGSFHGRLFPSGSIHFAHSSSAIHWLSKSPEELLDENSPAWNKGLIHYVDAPNIAVVNAYVSQFDKDMEVFLNARAEEIVPGGIMVLVSPFSGYRLLKFFGSSLVDMVNEGMIDESLVDAFNVPVYFPSPEDMTKVVERNGCFSIERIELAYPQSKLVNEADAKSLMTNLRAVLEGVFINHFGRKIADEAFSRTILKSEDISAWMKANYEKPCQLFVALKRK*

NbL07g08620.1 probable_S−adenosylmethionine−dependent_methyltransferase_At5g38100 [MW = 41.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00696 Amino acid kinase family

Protein sequence:
MASLSHFCGVKTPCPSLFKRSVHFRQLDFVASVPFASVPSKYAKSSCYERVQSVICKAQAADVVEFKETKNEAVGEFTCVMKFGGSSVASAERMREVADLILSFPEERPVIVLSAMGKTTNNLLRAGEKAVTCGVSNVCDLQELDFIKDLHFRTIDELGVETSTISKHLLELEQLLNGIAMMKELTPRTRDYLVSFGECMSTRIFAAYLNKLGVKARQYDAFEMGIITTDEFTNADILEATYPAVAKRLSSDWMNNPAIPIVTGFLGKGWRTCAVTTLGRGGSDLTATTIGKALGLREIQVWKDVDGVLTCDPNIYPRAQPVPYLTFDEAAELAYFGAQVLHPQSMRPAREGDIPVRVKNSYNPKAPGTLICRARDMSKAVLTSIVLKRNVTMLDIVSTRMLGQFGFLAKLLQVFSIFEDLGISVDVVATSEVSISLTLDPSKLWSRELIQQELDHVVEELEKIAIVNLLQHRSIISLIGNVQRSSLILEKAFHVLRTNGINVQMISQGASKVNISLIVNDSEAEQCVRALHKTFFESDLSELVWENGHVTPLST*

NbL07g08610.1 aspartokinase_2_chloroplastic−like [MW = 61.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01118 Semialdehyde dehydrogenase, NAD binding domain PF02774 Semialdehyde dehydrogenase, dimerisation domain

Protein sequence:
KYLGASGKGFTCLNVEPPLSPPPLPAKMNTPALSVRHNHFLYRGGTTIPRPRSITTSTSPFRVRMSLQENGPSVAVVGVTGAVGQEFLSVLSDRDFPYRSLKLLASKRSAGKSMKFEDRDYTVEELTEDSFEGIDIALFSAGGSISKKFGPLAAQKGTIVVDNSSAFRMDENVPLVIPEVNPEAMAHVKLGSGKGALIANPNCSTIICLMAVTPLHRRAKVKRMVVSTYQAASGAGAAAMEELVQQTREVLEGKEPTCNIFNQQYAFNLFSHNAPVQSNGYNEEEMKLVKETRKIWNDMDVKVTATCIRVPVMRAHAESVNLQFEKPLDEDTARDILKNAPGIIIIDDRASNRFPTPLEVSNKDDVAVGRVRRDVSQDGDYGLDIFVCGDQIRKGAALNAIQIAEMLL*

NbL07g08590.1 aspartate−semialdehyde_dehydrogenase−like [MW = 44.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MTSNSSSATTSAKRLEGKVAVITGGASGIGATTAKFFVKNGAKVVILDVQDDLGHSLCNEIGPDLISYVHCDVTNEIQVEKAIDFAVSKYGKLDIMYNNAGITGSIDPRITTTDYENLKKVFDINVFGAFLGAKHAARVMIPAKTGCILFTASVTAVVAGMSPHPYASSKHAVVGLANNLCAELGQYGIRVNCITPSVVATPMVSKSVWGIDQSKVDEAVMKSANLKEAKLEVEDVAAAAVYLASDESKYVSGLNLLIDGGYSKTNPLFAMCIREILSDF*

NbL07g08370.1 secoisolariciresinol_dehydrogenase−like [MW = 29.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00628 PHD−finger PF12165 Alfin

Protein sequence:
MEGIPHPIPRTVEEVFNDFKGRRAGLIKALTTDVEKFYQQCDPEKENLCLYGLPNETWEVNLPVEEVPPELPEPALGINFARDGMQEKDWLSLVAVHSDSWLLSVAFYFGARFGFGKSERKRLFQMINDLPTVFEVVTGAAKQARDAAHNNSSKSKSSGKFRQSEPQHKGVKVSPPKEEDESGEEVEEEDEQGATLCGACGDNYGQDEFWICCDVCEKWFHGKCVKITPAKAEHIKQYKCPSCSNKRARV*

NbL07g08340.1 PHD_finger_protein_Alfin1−like [MW = 28.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03283 Pectinacetylesterase

Protein sequence:
MSKLFMRFWAVFFLFSQFVYSYEIEEEFFFNKTDGPFFESVYETSAAAAGGINPTPLMIGLTLIPGAAARGAVCLDGTLPGYHIHPGSGSGANSWLIQLEGGGWCNTVRNCVYRKTTRRGSSKFMEKQIPFTGILSNKAEENPDFFNWNRVKVRYCDGASFAGDSENKAAQLQFRGQRIWEAAMAELMSKGMRNAQQALLSGCSAGGLASILHCDEFRTLFPSSTKVKCLSDAGLFMDATDVSGGHALRNLYQGVVSVQGLQKTLPSTCTNKLDPTSCFFPQNLIGNIKTPLFLLNAAYDSWQVQSSLAPPVADPKGLWHDCKLNNEQCSASQIQFLQGFRNDMLNAVKGFAASTQNGLFINSCFAHCQSERQDTWFADDSPLINNKPVALAVGDWYFDRAGVKSIDCAYPCDKTCHNLVFK*

NbL07g08200.1 pectin_acetylesterase_10−like [MW − SP = 43.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFLQVEKEVLEEVKTMDSFKDNEVKTIEDSPIPVVESVEKVHTESESEIKKSDEEEKLKAEEPAQTVIEEMKKKADEDEKPTTEEAKKTEEPETPKAEQPPPATTATEEVNKHAETPASDVTREEVVLNKESTPEPGADNSVPEEAVDVVKGELESEKVEIPHKKLEKELQNKQTIEELQANEPQEAVAKEEEEEVSEAEQNKETIVANVEDKLAEQPEVRKKIEQEPAETKPENTEAATEVPLKEEVEENDTKDAKTNQEDERKSVVTEAKEIETPEKAPEVEIASRSIELIAENGNNKDEINVTTEANEATEAEKKVDEATATVTEKSGEESQKPETETKVEEETAGEVEPKLEQEAKADAAKDGGERKTLEEAFKEEVPAKPKQSNNLISKMKQSLVKAKKAIMGKSPSSKSETKNEVTAK*

NbL07g08180.1 eukaryotic_translation_initiation_factor_5B−like [MW = 47.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MASSLLLSPLSSSTVTENRELGSGKSTFISSPNFSFATSVHSRRPNGVRGYCYRSPVAKSLDNIPKKFRQENLKDGLLDNYKSAPQYLYGLSPSQMDMFMTEDNPARRQSESVTEDSISSANNYLSNGGMWSMSGMNDRGPSKYSMSVSMYRGGARGSGRPRTAPPDLPSLLLDARIVYLGMPIVPAVTELLVAQFMWLDYDNPSKPIYLYINSSGTQNEKMETVGSETEAYAISDTMAYCKSDIYTVNCGMAYGQAAMLLSLGKKGFRAMQPNSSTKLYLPKVSKSSGAVIDMWIKAKELDANTEYYLELLAKGIGKPKEEIEKDIQRPKYLRAQEAIDYGIADKIIDSRDNAFEKRNYDEILAQSRAMRKAGPGAQAAPSGFR*

NbL07g08090.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_1_chloroplastic−like [MW = 42.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MSWWWAGAIGAAKKKFEEDDAPPKYQSVALIIGVTGIVGNSLAEILPLADTPGGPWKVYGVARRPRPSWNADHPIDYIQCDISNPEDTQSKLSLLTDVTHVFYVTWANRSTEVENCEINGKMFQNVLSVIIPNCPNLRHICLQTGRKHYLGPFELYGKVAHDSPFHEDLPRLDAPNFYYTLEDVLFKEIEKKEGLTWSVHRPGTIFGFSPYSLMNIVGTLCVYAAICKHEGLPLKFPGVKAAWDGYSDCSDADLIAEHQIWAAVDPYAKNEAFNVSNGDVFKWKHFWKVLAEQFGVGAAEFDEVNRCTLAEMMKDKGPVWDEIVKENGLTPTKLEDVGVWWFVDLILAGDCPLDTMNKSKEHGFLGFRNSQKAFISWIDKVKAYKVVP*

NbL07g08030.1 3−oxo−Delta(45)−steroid_5−beta−reductase−like [MW = 43.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
MASISMPKITQKFKIGICQLKVTTEKNVNILNAHNLIQAAAEQGASLILLPEMWNCPYSTDMFPKFAEDFNDIDSAPSFLMLSEVASSLGVTIIGGSIPEKDAGQLYNTCTVFGPKGELTAKHRKIHLFDMGKPLPGEVQFKESDSISAGDKPTVVDTDFGCIGIGICHDIRFAELAMSYSARGAHLICYPGAFNMSTGAALWELEQRTRAVDNQLYVASCSPSRDSASSYIIWGHSTVVGPMGEIIATTGHEEAVLIADIDYAAIQLARESFPLKSQRRDDIYQFVDLLG*

NbL07g08010.1 omega−amidasechloroplastic−like [MW = 31.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02201 SWIB/MDM2 domain

Protein sequence:
YENRKALLLSYPLRQKKPIFNFSRAEKQILANPKQKFHNKMAVSLGFFSTFSAVETASFFKSSSSSSSSSSSVRLGGNLPRVRMVTFAASSKPATTEPNKREPRGIMKPRRVTPEMQAFLGGLPEIPRTQALKFIWAHIKKHNLQDPEDKKVIVCDEKLKNIFGGRDRVGFLEIAGLISPHFLK*

NbL07g08000.1 upstream_activation_factor_subunit_spp27−like [MW = 20.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00795 Carbon−nitrogen hydrolase

Protein sequence:
MERNEGEETNIAENGKIEATPQKDGSICGFDSLHHLLQASLSPQLFQEVSRILLGLNCGKKVEPIALPQPVKSLSSEHDFDLQAFSFSADRESLRGPRIVRVGLIQNSISLPTTAPFMDQRRAIFKKLTPIIDAAGTSGVNVLPLQEAWTMPFAFCTREKKWCEFAEPIDGESTQFLQEFARKYNMVIVSPILERDVYHGETLWNTAVIIGNNGNIIGKHRKNHIPRVGDFNESTYYMEGNTGHPVFETAYGKIAVNICYGRHHPLNWLAFGLNGAEIVFNPSATVGELSEPMWPIEARNAAIANSYFVGSINRVGTEVFPNPFTSGDGKPQHADFGHFYGSSHFSAPDSSCTPSLSRHKDGLLISDMDLNLCRQLKEKWGFRMTARYEVYADLLARYVKHDFEPQVISDPLLYKNA*

NbL07g07850.1 beta−ureidopropionase [MW = 46.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01379 Porphobilinogen deaminase, dipyromethane cofactor binding domain PF03900 Porphobilinogen deaminase, C−terminal domain

Protein sequence:
MEKFVTLNASNLSSASLLPIGFFSPCLKSAVLAQRSRVHVTRASIAVEQQAQTKVAVIRVGTRGSPLALAQAYETREKLIASYPDLAEEGAIQIVIIKTTGDKILSQPLADIGGKGLFTKEIDEALINGEIDIAVHSMKDVPTYLPEKTILPCNLPREDVRDVFISLTAGSLAQLPSGSTIGTASLRRKSQILHRYPSLNVLENFRGNVQTRLRKLNEGVVQATLLALAGLKRMNMTENVTSILPIEDMLPAVAQGAIGIACRTDDETMANYIASLNHEETRLAVACERAFLKTLDGSCRTPIAGYACRGEDGDCIFKGLVASPDGTRVIETSRKGPYTFEDMIRMGEDAGKELLAEAGPGFFGN*

NbL07g07720.1 porphobilinogen_deaminase_chloroplastic−like [MW = 39.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00162 Phosphoglycerate kinase

Protein sequence:
MAVKKSVGSLKEADLKGKRVFVRVDLNVPLDDNFNITDDTRIRAAVPTVKYLMQHGAHVILASHLGRPKGVTPKYSLKPLVPRLSELLGVEVKIANDSIGPEVEKLVAEIPEGGVLLLENVRFYKEEEKNEPEFAKKLASLADLYVNDAFGTAHRAHASTEGVAKYLKPAVAGFLMQKELDYLVGAVANPQKPFAAIVGGSKVSSKIGVIESLLEKVDVLLLGGGMIFTFYKAQGYAVGSSLVEEDKLDLATSLMEKAKAKGVSLLLPTDVVIADKFAADANSKVVPASEIPDGWMGLDIGPDAIKSFGSALDTTKTVIWNGPMGVFEFDKFAAGTEAIAKKLAELSGKGVTTIIGGGDSVAAVEKVGLAEKMSHISTGGGASLELLEGKPLPGVLALDDA*

NbL07g07590.1 phosphoglycerate_kinase_cytosolic [MW = 42.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00162 Phosphoglycerate kinase

Protein sequence:
MASATASHTLCAIPATSSSTTNKAIAPSSARFLSKTPLRRLGFAGAAADSLFTNHVATKLRSIKSSSKPVRGVASMAKKSVGDLTAAELKGKKVFVRADLNVPLDDSQNITDDTRIRAAVPTIKHLMANGAKVILSSHLGRPKGVTPKYSLAPLVPRLSELLGIQVVKAEDCIGPEVEKLVASLPEGGVLLLENVRFYKEEEKNEPEFAKKLASLADLYVNDAFGTAHRAHASTEGVTKFLKPSVAGFLLQKELDYLVGAVSNPKRPFAAIVGGSKVSSKIGVIESLLEKCDILLLGGGMIFTFYKAQGLSVGSSLVEEDKLELATSLLEKAKEKGVSLLLPSDVVIADKFAPDANSKVCMLSFSHIVPSSAIPDGWMGLDIGPDSVKTFNDALDTTKTVIWNGPMGVFEFDKFAVGTEAIAKKLADLSGEGVTTIIGGGDSVAAVEKVGVASVMSHISTGGGASLELLEGKVLPGVIALDEADAPVAV*

NbL07g07580.1 phosphoglycerate_kinase_chloroplastic [MW = 51.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00483 Nucleotidyl transferase

Protein sequence:
RQHSQVLTPNSRVPREPVIHVKMLDSVNPKILGLHATTYRTAISRGIGNQDSSFWGNKISGRLINKGFGVRSCKSFRTEERVRKVKSRVTFSVLTRDINKELVSFDESIFGEEHPKADPKTVASVILGGGAGTRLFPLTSRRAKPAVPIGGCYRLIDVPMSNCINSGIRKIFILTQFNSFSLNRHLARTYNFGNGVNFGDGFVEVLAATQTPGDSGKMWFQGTADAVRQFIWVFENEKNKNVEHILILSGDHLYRMDYMDFVQKHINTNADITVSCVPVDDSRASDFGLVKIEETGRIIQFAEKPKGPALKAMQVDTSILGLSEQEAAKSPYIASMGVYVFRTEVLLKLLKSAYPSCNDFGSEIIPSAVKDHNVQAYLFSDYWEDIGTVKSFFDANLALTEQPPKFDFNDPKTPFYTSPRFLPPTKVDKSRIVDAIISHGCFMRECSIQHSIVGVRSRLDYGVELKDTMMMGADYYQTDSEIASLLAEGNVPMGVGPNTKIQNCIIDKNANIGKDVFIGNKEGVEEAERPNEGFYIRSGITVIMKNATIKDGTVI*

NbL07g07200.1 glucose−1−phosphate_adenylyltransferase_large_subunit_2_chloroplastic/amyloplastic−like [MW = 61.7 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 155 309 463 768

Protein length

Gel Slice

3.8 5.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats

1 155 309 463 768

Pfam domains

Pfam Description
SP Sequon TM Domain PF00128 Alpha amylase, catalytic domain PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
MTASPVVAILPAPQLSSNNFNRFFIAPYRAFSIIGLNSSKRPPAELFGQNCFSKTREHHEIRAAKVYARRAEEQRVIEEEAPQMLETFPSFEVTPGLAHPLGVSEIESGINFAIFSQHASAVTLCVILPKSDGMIELALDPQKNRTANIWHICIKGLPRSDVLYGYRTDGPQSWHEGHRFDNSIVLIDPYAKLIEGRRAFGDVSNKICSFFGSYDFNTLPFDWGESYKLPNIPEKDLVIYEMNVRAFTADESSGLDPDQRGSYLGVIEKIPHLLELGVNAVELLPVFEFDELEFQRRRNPRDHMINTWGYSTINFFAPMSRYASCAGGPVSASREFKQMVKALHDAGIEVILDVVYNHTNEADDKNPYTTSFRGIDNKVYYMVDLNNNGQLLNFSGCGNTFNCNHPVVMELILESLRHWVTEYHVDGFRFDLASVLCRGTDGTPINAPPLVKAIAKDSVLSRCKIIAEPWDCGGLYLVGKFPNWDRWAEWNGKYRDDIRRFIKGDAGMKGNFATRVAGSADLYRVNKRKPYHSVNFVIAHDGFTLYDLVSYNSKHNDANGEGGNDGCNDNFSWNCGIEGETSDANIFALRSRQMKNFHLALMISQGTPMMLMGDEYGHTRHGNNNSYGHDTAINNFQWGQLEAKKNDHFRFFSKMIKFRQSHSVFKKENFLDKNEITWLEDNWYNEESRFLAFTLHDGNGGDIYLAFNAHHFYVKAAIPSPPRNRCWHRVVDTNLKSPDDFVTEGIAGISGTYNVAPYSAILLEAKQ*

NbL07g06740.1 isoamylase_3_chloroplastic [MW = 86.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MSSPTPGASPAPTSPPAPPTNSTSPPPTAAASPPALPPPTSPAPPATTPTPTASASPPPPSTSAPSSSTPAPPTEQSTPAPSGSPPSPPSPPSGSSPSPPAPSGSGRSPAGHRGGGGGGSSSSSPASDEGSSGVSTGLVVGIAIGGVLILAVLSLLFICFSRRKKRRNHGPVEYYPPAQPPPMGYKADPYGDPVYHWQHNAPPPADHVVSIPPKPSPPPAGASRPPHSPVIASLPQPPPPPPYMSSSGASSNYSGFDPLPPPSPGIVLGFSKSTFTYEELVRATDGFSIANLLGQGGFGYVHRGVLPNGKEVAVKQLKAGSGQGEREFQAEVEIISRVHHKHLVSLVGYCITGSQRLLVYEFVPNNTLEFHLHGKGRPPLDWPIRLKIALGSAKGLAYLHEDCQPKIIHRDIKAANILIDFNFEAKVADFGLAKLTSDVNTHVSTRVMGTFGYLAPEYASSGKLTEKSDVFSYGIMLLELITGRRPVDSSQTYMDDSLVDWARPQLTRALEDEKFDSLIDPRLGNDYNHNEVARMVACAAACVRHSARRRPRMSQVVRALEGDVSLSDLNEGIRPGHSTVYSSHGSSDYDASQYNEDMKKFRKTALGSQEYGSTGQYSNPTSEYGLYPSGSSSEGQQTREMEMGRTKKDSSGFSGSKGFIGSS*

NbL07g06650.1 proline−rich_receptor−like_protein_kinase_PERK1 [MW = 69.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02893 GRAM domain

Protein sequence:
MNPNPNPNPSSSPNPSPYPNLPSDHPHSEYAPYPKLDPNDVAPVSETWTSVPVESNPPSQQPPQPQLQPQQQPRSPSASEGPAPISSSAATTMPAESNPYVTPEPAQPLGSSVKNKMDSVKDVLGQWGKKAAEATKKAEDLAGNMWQHLKTSPSLADAAMGRIAQGTKVLAEGGYEKVFQQTFETVPEEKLFKSYACYLSTSAGPVMGVLYLSTAKLAFCSDNPLSYKVGDRTEYSYYKVVLPVDQLKAISPSTSKINPAEKYIQIISVDNHEFWFMGFVNYDSAVKNLQGALLGHHS*

NbL07g06540.1 GEM−like_protein_1 [MW = 32.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MMASGADEFVKGHIHPNGVAVLTLDRPKALNAMNLDMDIKYKGFLDEWETDPKVKCILVESSSARAFSAGMDIKGVVAEIQKDKSTPLVQKVFTAEYSLICKIFKYKKPYISFMDGITMGFGIGLSGHGSYRLITERTVLAMPENGVGLFPDVGFSYIAAHSPGNGAVGVYLGLTGSRISTPADALYVGLGSHYVPSANLDTLKEAFLAATFSQDPDEEIKTLLEKYSIDPDSESRLKSLLPRIISTFGGNKSVKNIIEELDNHQQSADTLVAEWAKDALQGLRKGAPFSLCLTQQYFSRVASACGKNESTLSKLPVVMRTEYRIAIRSALRNDFAEGVRAILVDKDQNPRWNPSSLEEVNLNEVEVLFEPLSPEVELNV*

NbL07g06500.1 3−hydroxyisobutyryl−CoA_hydrolase−like_protein_3_mitochondrial [MW = 41.64 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00378 Enoyl−CoA hydratase/isomerase

PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain
PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MGGVKVTMEVGSDGVAVITIFNPPVNALAIPIIAGLKEKWTEATMRNDVKAIVLTGNGGRFSGGFDINVFQKVHGTGDISQLPDVSVDLVVNTMEDGKKPAVAAIEGLALGGGLELALGCHARIAAPRAQLGLPELSLGVIPGFGGTQRLPRLIGFSKAVEMMMTSKPIMSEEGKKLGLIDAVAPSSELLKVSRQWALDIAERRKPWMRSLHKTDKIGSLAEAREALKVARQQVKQTVKNMPQQLACIDVVEDGIIHGGYHGVLKEAKVFKDIVLSDTSKGLVHVFFAQRATSKVPTVTDIGLKPRTVKKVAVIGGGLMGSGIATALALSNTFVVLKEINSESLQKGMKAIEENVHGLVARKKLPQGKADKALSMVKGALDYSDFKDVDVVIEAVIENIPLKQKIFSEIEKVCPPHCILASNTSTIDLNVIGENTRSKDRIIGAHFFSPAHIMPLLEIVRTEKTSAQAILNLMAVGKAIKKVPVVVGNCTGFAVNRTFFPYAQGAHILANLGVDVYRIDAQITNFGLPMGPFQLQDLTGYGVAVAVGKEFRSAFSDRTFKSPLIDLLIKSGRNGSVAFFILWVAGSEVLLSTIDTGFAGKNNGKGYYIYEKGRKPRPDFTVLPIIEESRRLTNIMPGGKPISVTDQEIVEMILFPVVNEACRVLDEGIVVRASDLDVASVLGMSFPSYRGGIVFWADTVGAGHIYRSLKKWSELYGHFFKPSRFLEERATKGIPLSAPASTSSASRSRI*

NbL07g06420.1 peroxisomal_fatty_acid_beta−oxidation_multifunctional_protein_AIM1−like [MW = 80.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
KLLLNPLNKYNSCITRSTFQLSPERIEKAIILKMAPIAVGDIIPDGTVSYFDEQDQMQSVSVHSLAQGKKVILFAVPGAFTPTCSTKHVPGFIEKADELKSKGVDEILCISVNDPFVMKAWEKTYPDNKHVKFLADGAGKYTHALGLELDLSERGLVFDLEGMLFWLRTSR*

NbL07g06380.1 peroxiredoxin−2B−like [MW = 19.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain PF00889 Elongation factor TS

Protein sequence:
MNMAPMVPIATSNVSVTPGAVFITRKNTCLSRCNVLRKSSKQTLPTPKYNLPLSTSVKLFPHFRVGCILQPQLRGFIVSATETDVAVEEVESAATDDGSGEASEASSDASNTSEETSVRAKRTRPARKSEMPPVKNEDLIPGATFTGKVRSIQPFGAFVDFGAFTDGLVHVSRLSDSFVKDVGSIVSVGQEVTVRLVEANTETGRISLTMRESDDPSRPQQQKDAPTSSDRPRTPRKNTQRNNQRRDEVKKVSKFVKGQDLEGTVKNLARSGAFISLPEGEEGFLPASEEADEAFGIIDSGSSLQVGQEVSVRVLRITRGQVTLTMKKEEAASELDSKLNQGVVHLATNPFVLAFRSNEEISSFLDEREKEEELAEQSKEDAEEADVAADKTDVLPETTGNEEETVNAAIDSFPETIDDEDTKQNIDEEVESVSENAEPSPVGDAVEPEAETGSSEQITDQISASETVAGEKVVEKLTDDAVAKNEVETQMASVTEAAKETEETSGDENGSIPSPAGQSEAPLENSKDEVSQEGAEVLESKVENTPSIEDQSSDTAAQQEEVTTTAERDRNVANSSEQNGTASSNEAAAKAISPALVKQLREETGAGMMDCKNALSETGGDIVKAQEYLRKKGLASADKKSTRATAEGRIGSYIHDSRIGVLIEVNCETDFVSRGDIFKELVDDLAMQVAAYPQVQYLVPEDVPEEIINKEREIEMQKEDLLSKPEQIRSKIVDGRINKRLEELALLEQPYIKNDKLVVKDWVKQTIATIGENIKVKRFVRYNLGEGLEKKSQDFAAEVAAQTAAKPVASPGKEQPAVEAKETTVEPPKAAVSAALVKELREETGAGMMDCKKALSETGGDLEKAQEYLRKKGLSTADKKASRLAAEGRIGSYIHDSRIGVLIEVNCETDFVGRSETFKELVDDLAMQVAACPQVQFVSIDEIPENVANKEKELEMQREDLKNKPENIREKIVEGRVSKRLGELVLLEQPFIKDDSVLVKDLVKQTVAALGENIKVRRFIRFTLGEEAKEAKEEGIIEETAAV*

NbL07g06340.1 uncharacterized_LOC104245598 [MW = 113.69 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 144 287 430 714

Protein length

Gel Slice

3.0 3.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 144 287 430 714

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00175 Oxidoreductase NAD−binding domain

PF00258 Flavodoxin
PF00667 FAD binding domain

Protein sequence:
MESTSEKLSPFDFMAAIFKGGKIFDQLNSSSDSGDSSSPASLAALLMENKDLMMILTTSVAVLIGCAVVLMWRRSSTSSKKVVEPPKLVVPKSVIEPEEIDDGKKKVTIFFGTQTGTAEGFAKALAEEAKARYDKATFKVIDMDDYAADDDDYEKKLKKETLAFFFLATYGDGEPTDNAARFYKWFVEGKERGDYFKNLQYGVFGLGNRQYEHFNKIAKVVDDLLAEQGGQRLVPVGLGDDDQCIEDDFAAWRELVWPELDKFLLDGDDATAATPYTAAVLEYRVVIQEKPDNDSSNTNGHANGHAIIDAQHPCIASVAVKKELHTPASDRSCTHLEFDISGTGVVYETGDHVGVYCENLIETVEEAERLLNISPDTFFSIHTDKVDGTPLGGSSLPSPFPPCTLRTALTRYADLLSSPKKSALLALAACASDPNEADRLRNLASPAGKEEYAQWIVASQRSLLEVMAEFPSAKPSLGVFFASVAPRLQPRFYSISSSHRMAPSRIHVTCALVYDKMPTGRVHKGVCSTWMKNAVPLEESLSCSAAPIFVRQSNFKLPADNKVPIIMIGPGTGLAPFRGFLQERLALKNEGAELGPAVLFFGCRNRQMDYIYQEELDNFLEAGALSELVVAFSREGPNKEYVQHKMSEKAADIWNMISQGGYVYVCGDAKGMARDVHRTLHTIAQDQGSLDSSKAEALVKNLQMTGRYLRDVW*

NbL07g06070.1 NADPH−−cytochrome_P450_reductase−like [MW = 78.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MANQGSTDASSARKASISHVIFDMDGLLLDTEKFYTEVQEIVLARYNKTFDWSLKAKMMGKKAIEAARVFVEETGISDSLTAEDFLVEREEMLQKMFPTSDLMPGSSHLIHHLHANGIPICVATGTHTRHFDLKTQRHGELFSLMHHIVRGDDPEVKQGKPSPDIFLAAANRFEGGPVDPQRILVFEDAPSGVLAAKNAGMSVVMVPDARLDSSYHEVADQVLSSLLDFNPADWGLPPFENSSTKLD*

NbL07g06060.1 (DL)−glycerol−3−phosphatase_2 [MW = 27.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10291 Muniscin C−terminal mu homology domain

Protein sequence:
MSCLALSLQPTNGPDILLQTREWFPPSRALMALSAFRQTRLAFSKQSQPPTPSDSSSDPSMSLGDDPLAASSGQVIVGVESRYRVVYRLVNSIYVLAITTADDNNAKEMVVNNVFECISIVNQAVSVVVTACRGVDVTPEKLAKKYAEIYMALDIVLRGVSNIRLAAMLASMHGESIAKMVHSAIHTENKIRGADSWVNVEAHALEQEGGVESFSKVLFELPQETLEAGDEVAASLAITGGEKEEEKIEEIEGEKDPFAASDMISKPESLVGDFKKDKDKDSSDVSKALAGLEVTTLPPAAAIQSTHIGVEGFEGDYGGIEFSNDGSTLQQDFEGINDAWGGGLDASEYVGTKKVKKDQGLGGLELLETSEPPKAAAGAATDGGAGKKLEDILVKKMNGPEMFITEEISAEFRESLLARVGLMGVVFLRTLPPKSSDDTETEFSFKVEGTAGVKRFVMQNSHVSSLGNGLFHVKTAPSNEPIPIIKYSLLPRLTPLPLRIRLVKRLSGTLLSVMLQYVANPDLPVPLTNVTFVLKLPVDPTLLKVTPKAVLNRSERELKWHVDEIPLKGHPGKLRARFPVDINDDDGGEELVLFGYVKFSSQGLRSLSGISLQPAIEGKADFFEVDHRYSSGVYTCN*

NbL07g06050.1 uncharacterized_LOC109234215 [MW = 68.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00101 Ribulose bisphosphate carboxylase, small chain

Protein sequence:
MSVSSFVAAPIAGSTYLGLKSNNTNLFPAKDTITWSRKTISNGSKTYCMKTWNPMDNKKFETLSYLPPLSEDSIAKEVDYMIQNGWIPCLEFDQVGYVRRENSSMPGYYDGRYWTLWKLPMFGCNDSSQVLNEIQECKKAYPNAFIRCLAFDNVKQVQCMAFLIQKPAAA*

NbL07g06000.1 ribulose_bisphosphate_carboxylase_small_chain_clone_512−like [MW = 19.34 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 64 127 190 253 317

Protein length

Gel Slice

3.1 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12 14

Peptide counts over 4 repeats

1 64 127 190 253 317

Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MTSSTSSEKQPLVELTKGVNGLEKVLLREVRGSSAEVYLYGGQVASWKNDHGEELLFVSSKAIFKPPKAIRGGIPICFPQFANRGSLEPHGFARNRFWSIDKDPPPFPAATSSRAFVDLILKSSEEDLKIWPHSFEFRLRVALSPGGDLMLTSRIRNTNTDGKPFSFTFAYHTYFSVSDISEVRVEGLETLDYLENKERFTEQGDAITFESEVNKIYLSTPTKVAILDHEKKRTFVLRKDGLPDAVVWNPWDKKAKAMADFGDEEYKHMLCVEAAAVERPITLKPGEEWRGRQELSAVPSSYCSGQLDPKKVLLGS*

NbL07g05970.1 putative_glucose−6−phosphate_1−epimerase [MW = 35.48 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00501 AMP−binding enzyme

PF13193 AMP−binding enzyme C−terminal domain
PF16177 Acetyl−coenzyme A synthetase N−terminus

Protein sequence:
MPPSTKNSVFLGEALASEEVNLVFPTEHFSRQAHVSSIQKYEEKYSRSVEDPAGFWSDIASEFYWKQKWDQPVYTENLDISKGKINIEWFKGGKTNICYNCLDRNIKGGNGDKVAIYWEGNEPGHDATLTYNQLLASVCQLANYLKGIGVGKGDAVIIYLPMLMELPVAMLACARIGAIHSVVFAGFSAESIAQRIMDCKPKVVITCNAVRRGPKTIFLKDIVDAALTESAQNGINIDVCLTFENESALKKEMTKWVEGRDIWWQDVVPKYPVICEVEWVDAEDPLFLLYTSGSTGKPKGVLHTTGGYMVYTATTFKYAFDYKPKDIYWCTADCGWITGHSYVTYGPLLNGATNVVFEGVPNYPDAGRCWDIVDKYKVSIFYTAPTLVRSLMREGDEYVTRYSRKSLRVLGSVGEPINPSAWRWFFNVVGDGRCPISDTWWQTETGGFMITPLPGAWPQKPGSATLPFFGVQPVIVDEKGVELEGECSGYLCVKSSWPSAFRTLYGDHVRYQTTYFSAFPGYYFTGDGCNRDKDGYYWLTGRVDDVINVSGHRIGTAEVESALVSHPQCVEAAVVGVEHEVKGQGIYAFVTLAEGVPYSEELRKSLIKVVREKIGAFAAPDKIHWAPGLPKTRSGKIMRRILRKIASKSLDELGDTSTLADPTVVDQLIAFADC*

NbL07g05920.1 acetyl−coenzyme_A_synthetase_chloroplastic/glyoxysomal−like [MW = 75.03 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00690 Cation transporter/ATPase, N−terminus
PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MAKAISLEEIKNETVDLEKIPIEEVFEQLKCTREGLSAEEGANRLQIFGPNKLEEKNESKILKFLGFMWNPLSWVMEAAAVMAIALANGDGKPPDWQDFIGIICLLVINSTISFIEENNAGNAAAALMAGLAPKTKVLRDGRWSEQEAAILVPGDIISVKLGDIIPADARLLEGDPLKIDQSALTGESLPVTKNPGDEVFSGSTCKQGELEAVVIATGVHTFFGKAAHLVDSTNNVGHFQKVLTSIGNFCICSIAIGMLVEIIVMYPIQHRKYRDGIDNLLVLLIGGIPIAMPTVLSVTMAIGSHRLSQQGAITKRMTAIEEMAGMDVLCSDKTGTLTLNKLSVDRNLVEVFAKGVDKEYVLLLAARASRVENQDAIDACMVGMLADPKEARAGIREVHFLPFNPVDKRTALTYIDNNNNWHRASKGAPEQILDLCNAKEDVRRKVHSMMDKYAERGLRSLAVARQEVPEKSKESPGGRWEFVGVLPLFDPPRHDSAETIRRALNLGVNVKMITGDQLAIAKETGRRLGMGTNMYPSASLLGQDKDSAIASLPIEELIEKADGFAGVFPEHKYEIVKKLQERKHIVGMTGDGVNDAPALKKADIGIAVADATDAARGASDIVLTEPGLSVIISAVLTSRAIFQRMKNYTIYAVSITIRIVFGFMFIALIWKYDFSAFMVLIIAILNDGTIMTISKDRVKPSPMPDSWKLKEIFATGVVLGGYQALMTVIFFWAMHDTDFFSDKFGVKSLRNSDEEMMSALYLQVSIISQALIFVTRSRSWSFFERPGMLLVIAFMIAQLVATLIAVYANWAFARVKGCGWGWAGVIWLYSIIFYFPLDIMKFAIRYILSGKAWNNLLDNKTAFTTKKDYGKEEREAQWALAQRTLHGLQPPEATNLFNEKNSYRELSEIAEQAKRRAEMARLRELHTLKGHVESVVKLKGLDIETIQQHYTV*

NbL07g05900.1 plasma_membrane_ATPase_4 [MW = 105.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
DHFHVHRHIFFLWILFVTVVENGTIAEGMGVNWGTRASHPLPPDIVVKLLKENGFNKVKLFEADAGALKSLGRSGIQVMVGIPNDMLASLASTVRAAEEWVQQNVSSFISKNGVDIRYVAVGNEPFLKAYKDTFIKTTLPALENVQAALIKAGLGRQVKITVPINADVYQTDSGVPSGGNFRSDIHDLMMKIVKFLSDNGGPLTINIYPFLSLYADPHFPIDFAFFSGSSSPVVDGSITYNNVFEANYDTLVWALEKNGFGSLPIIVGEIGWPTDGDANANIEYARKFNQGLLDRISRGIGTPKRPTPPDIYIFGLVDEDAKSIEPGNFERHWGVFAFDGAIKYQLDLGNNRSLTPAKGVRYLARKWCIMAPDANVMDPSLAESINYACSYADCTSLGYGSSCGGLDVKSNASYAFNMYYQTMNQQKGSCERFHNLSVITTIDPSPSSSSRGSSSSCRFEIMIDVGRHQSRANPGTSSATKIKHFSLLFFVLVFVVDYYISLPYFI*

NbL07g05850.1 glucan_endo−13−beta−glucosidase_5−like [MW − SP = 52.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MGTSFPSFCGVLLLLLCIGCSNLVRCGAEDLSFLQPECLNVPASEFVGSVKSTIDTVRQVTSIVSKFVSFFGDFRLSNAISDCLDLLDLSADELTWTLTASQNPKGKNNSTGNLSADLRNYLSGALINQDTCIDGFDGTNGIVKNLVAGSLNQVTTLVRDILYMVHPVPKNAPGANGGRGKPWQWSRERKLTSNKGDDNSFPSWLNRKDRRLLQSIPSTGVVADVVVALDGTGNFTRIKDAISAAPELSTKRFVIHIKKGIYNEYVEISKKKWNILMIGDGIDVTVISGNRSFIDGWTTYRSATFAVKGQGFIARDMTFENTAGPQKHQAVAFRSDSDLSVLFRCALRGYQDTLYAHSMRQFYRNCIITGTVDFIFGDGTVVFQNCQILARKGLPEQKNTITAQGRKEAAETTGFSIQFSNISGEPDLLASLNSTQTFLGRPWKAYSRTVIMQSYMSNVIKPQGWLEWNGNISLDTLYYAEYQNYGPGAGLGARVNWPGYHLLNDSSQANNFTVAQFILGNSWLPSTGVKYTAGLAV*

NbL07g05830.1 pectinesterase/pectinesterase_inhibitor_PPE8B−like [MW − SP = 56.17 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 127 253 379 629

Protein length

Gel Slice

3.1 5.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80 10
0

Peptide counts over 4 repeats

1 127 253 379 629

Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MENLEIKAKSENKAKSEKKGKSENKPSTQSQKHAAAGDEDMDPTQYFENRLKALEAEKATGKNPYPHKFEHKVELLSIPDYVKKYGVLESGAHSADEVSLAGRIMNKRASSAKLLFYDLHGGGAKVQVMASARDSELNEDVFIRFHSGVKRGDIVGITGCPGKSKRGELSIFPKSFEVLSHCLHMMPRQKGAQTDTTKKIEAWVPGSGRNPDTYVLKDQETRYRQRYLDLMLNSEIRYIFKTRAKIITYIRSFLDNRDFLEVETPMMNMIAGGAAARPFVTHHNDLNMRLFMRIAPELYLKELVVGGLDRVYEIGKQFRNEGIDLTHNPEFTTCEFYMAYADYNDLMDLTEKMLSGMVKELTGGYIIKYHAKGLENDPIEIDFTPPFRRIDMVEELEKVANLNIPKDLSSVEANKYLIDACAKLEIKCPPPQTTARLLDKLVGHFLEETCVNPAFIINHPEIMSPLAKWHRLKPGLTERFELFINKHELCNAYTELNDPVVQRQRFADQLKDRQSGDDEAMALDENFCTALEYGLPPTGGWGLGIDRLAMLLTDSQNIKEVLLFPAMKPQDEPPSKESNKKPQEESAKLHDGQAKPQDGPTTQGENYLLTCSCIGTDVEKQVSQLTMK*

NbL07g05700.1 lysine−−tRNA_ligase−like [MW = 71.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01327 Polypeptide deformylase

Protein sequence:
MESIPRLAQRVLSVPFTPKYLKSCKKPRPLTSYLMQIHDSQKPVFIQWNLQGRPSLCTDLVSVKNYSSTTARAGWFLGMGEKKKQVLPDIVKAGDPVLHESSQDVPLGEIGSERIQKIIDEMVKVMRNAPGVGLAAPQIGIPLKIIVLEDTNEYISYAPKDETKAQDRRPFDLLVIINPKLKKKGNKTALFFEGCLSIDGFRAVVERHLEVEVGGFDRNGKAIKVDASGWQARILQHEYDHLDGTLYVDKMVPRTFRTIENLDLPLAAGCPKLGVC*

NbL07g05520.1 peptide_deformylase_1A_chloroplastic [MW = 30.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MHASHEFQINLQEVPEHRKIRWYSKRPIGASHYATNNECQTFPWKLGANTMGLLSIIRKIKRKEKEMRILMVGLDNSGKTTIVLKINGEDTSVISPTLGFNIKTITYQKYTLNIWDVGGQKTIRSYWRNYFEQTDGLVWVVDSSDLRRLDDCRYELHNLLKEERLSGASLLIFANKQDIQGALSPDEIAKVLNLEAMDKSRHWRIVGCSAYTGDGLLDGFDWLVQDIASRIYMLD*

NbL07g05420.1 ADP−ribosylation_factor−like_protein_2 [MW = 27.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00128 Alpha amylase, catalytic domain PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
MKLLHRPSISAYKPKLHSQKYPFSRGNSVDFVSIGRKSRISVAVVNAAADSGRGAKAETAATAVVVEEKLMMERQRFEVLPGKPLPFGATATDGGVNFAVFSSNATSATLCLITLSDLPQKRVAVQIFLDPLANKTGDVWHVFLKGDFENMLYGYKFDGKFSPEEGHFFDSSQIVLDPYAKATVSRGEYGVLGPEDDCWPLMAGMVPSAVDQFDWEGDLPLKFPQRDLVIYEMHVRGYTNHESSGTKFPGTYRGVVEKLDHLKELGVNCIELMPCHEFNELEYYSYNSVLGDYKFNFWGYSTVNFFSPMGRYSSAGLSNCGLGAINEFKYLVKEAHKRGIEVIMDVVFNHTAEGNENGPIVSFRGIDNSVFYMLAPKGEFYNYSGCGNTFNCNHPIVRQFMVDCLRYWVTEMHVDGFRFDLASILTRSSSLWDAVNVYGNSTDVDVITTGTPLTSPPLIDMISNDPILRGVKLIAEAWDCGGLYQVGMFPHWGVWSEWNGKYRDIVRQFIKGTDGFSGALAECLCGSPNIYQEGGRKPWNSINFVCAHDGFTLADLVTYNDKHNLANGEDNKDGENHNNSWNCGEEGEFASISVKKLRKRQMRNFFLCLMVSQGVPMIYMGDEYGHTKGGNNNTYCHDNYINYFRWDKKDESSSDFFRFCCFVTKFRHECESLGLDGFPTAERLQWHGHAPGTPDWSETSRFVAFTLVDKVKGELYAAFNASHLPVTITLPDRPGYRWQPLVDTGKPAPYDFLTDDLPGRETAAKQYSHFLDVNQYPMLSYSSIILLLSTDDDA*

NbL07g05400.1 isoamylase_1_chloroplastic [MW = 89.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
MGVFTFVCKGSGDEWSAKQLQGDLEASASCSYDLQRKLVQAALSTDSSGGVQSSFSYVTPSSAVFQVIIGGGGGGGFIGGGAAAAAPSGGAAAAEAPAAEEKKEEKEESEDDDMGFSLFD*

NbL07g05300.1 60S_acidic_ribosomal_protein_P3−like [MW = 12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01399 PCI domain PF10602 26S proteasome subunit RPN7

Protein sequence:
MDAEEGTQQPQLVLAHKLFLLTHPDVNDLDKVRLREEVLESVVSNDMVPLYETLVANGVLTVDQNVLDAMRAKISDELKKLDEKIADAEENLGESEVREAHLAKSLFYIRIGDKEKALEQLKVTEGKTVAVGQKMDLVFYTLQMGFFDLDFDLISKSIDKAKKLFEEGGDWERKNRLKVYEGLFCMSTRNFKKAADLFLDSISTFTTYEIFPYDTFIFYTVLTSIITLDRVSLKQKVVDAPEILTVIGKIPYLSEFMNSLYECQYKSFFSAFAGLTEHIKLDRYLQPHFRYFMREVRIVVYSQFLESYKSVTIEAMAKAFGVSEDFIDLELSRFIAAGKLHCKIDKVAGVLETNRPDAKNALYQATIKQGDFLLNRIQKLSRVIDL*

NbL07g05130.1 26S_proteasome_non−ATPase_regulatory_subunit_6_homolog [MW = 44.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03665 Uncharacterised protein family (UPF0172)

Protein sequence:
MGGGESNYEIHQNAYIKLILHALKHKTSSVNGVLLGRISGNDCNVEIVESVSLFHSHIGLLPPLEISLIMIEEYYADKGLSIVGYFHANERFDDFEVGNVAKNIADHIFKYFPQAALLLLDNKKLEALLKEGKDRSPVMQLFTKEVSRSWKLVGTDASSPLKIKEPSANIVLLDYISSGKWKDIVDFDDHLDDISKDWLNPELFK*

NbL07g05110.1 ER_membrane_protein_complex_subunit_8/9_homolog [MW = 23.09 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MSGMCFGLVIVLLSGILHVGKAEIYIVTVEGEPVISYKGGIDGFEATASESDEKIDTTSELVTSYARHLEKKHDMLLALLFDRGTYKKIYSYHHLINGFAAHISHEQAEILKQAPGVKSVERDWKVRRLTTHTPQFLGLPTGVWPTGGGFDRAGEDIVIGFVDSGIYPHHPSFSSHNTEPYGPLPKYRGKCEVDPNTKKDYCNGKIIGAQHFAEAAKAAGAFNPTVDYDSPIDGDGHGSHTAAIAAGNNGIPVRMHGFEFGRASGMAPRARIAVYKALYRLFGGFVADVVAAIEQAVRDGVDILNLSVGPNSPPATTKTTFLNPFDATLLSAVKAGVFVAQAAGNGGPFPKTLLSYSPWIVSVAAAVDDRRYKNHLTLGNGKILPGIGLSPSTHPNRTFTMVAANDVLLDSSVTKYSPADCQRPEVLNKNLVEGNILLCGFSFNFVVGTASIKKVAETAKALGAAGFVLAVENASPGAKFDPVPVSIPGILITDVSQSMELVDYYNITTSRDWTGRVKSFKSTGSIGNGLRPILHKSAPQVAIFSARGPNIKDYSFQDADLLKPDILAPGSLIWAAWAPNGTDEANFCGEGFALISGTSMAAPHIAGISALIKQHHPHWSPAAIKSALMTTSSTIDRAERPLQAQQYSGSETMMLVPATPFDYGSGHVNPRAALDPGLIFDAGYQDYLGFLCTVPGIDPHEIKNFTHTPCNYTLGHPSNFNSPSIAVAHLVGTRTITRTVINVAEEETYVITARMAPEIAIETIPPAMTLRHGASRKFTVTLTVRAVTGAYSFGEVLLKGSRGHKVRIPVVAAGYDR*

NbL07g05030.1 subtilisin−like_protease_SBT2.5 [MW − SP = 85.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00478 IMP dehydrogenase / GMP reductase domain

Protein sequence:
MNDDGFPAERLFNQGYSYTYDDVIFLPGYIDFPVDDVNLSTKLSRNIPLSISCVASPMDTVTETSMAVAMAALGGIGIVHYNNTISQQASIIRAAKSHKIPFSADLIFASPSDSIHSADEFGNSPCIFVTESGNKQSKLLGHVSKSDWKNLSSKEARISAYMNTSPVTLPSSYDFNDVAGYMASKKLDFVALVNEEEENGEVVNLVTSADMERIKGLPKLGLPSLGEDGKFLVGAAVGTRESDKERLERLVKEGINAVVIDSSQGNSLYQINMIKHVKHTYPHLDVIGGNVVTNYQAENLIKQGVDGLRVGMGSGSICTTQEVCAVGRGQATAVYKVSSIAEQHGIPVIADGGISNSGHIVKALSLGASTVMMGSFLAGSNEAPGTYEYKNGLRVKKYRGMGSLEAMTKGSDARYLGDTAKLKIAQGVVGSVADKGSILKFIPYTMQAVKQGFQDLGASSLQSAHHLLKSGKLRLEVRTGAAQVEGGVHGLVGYEKIYF*

NbL07g04970.1 inosine−5'−monophosphate_dehydrogenase_2−like [MW = 53.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain

Protein sequence:
MNVEKLRKMAGSVRTGGKGTMRRKKKAVHKTTTTDDKRLQSTLKRIGVNAIPAIEEVNIFKEDVVIQFINPKVQASIAANTWVVSGSPQTKKLQDILPQIIHQLGPDNLENLKKLAEQFQKQGAAAGTGEAAAQEDDDDEVPDLVAGETFEGAAEEGHTS*

NbL07g04880.1 transcription_factor_BTF3_homolog_4−like [MW = 17.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter

Protein sequence:
HNSLNSHSIVYDLCSYLRDLLGGDFSFPAISKNTVNTMGKKKTDEAGVSGKAKGSSKDGSKEGKKEKLSVSAMLASMDQKPEKPNKGSSGTGASKPKPKAAPKASAYTDGIDLPPSDDEEDVLLPEEEEELRRHRRNETGPLDTSISHKELKKREKKDVLAFQAAEVAKKEALRDDHDAFTVVIGSRASVLEGQDDADANVKDITIENFSVAARGKELLKNTSVKISNGKRYGLVGPNGKGKSTLLKLLAWRKIPVPKNIDVLLVEQEIVGDDRTALEAVVSANEELIKLREEAASLQNAAASVGENEDDADGDDDVGEKLSELYEKLQLMGSDAAEAQASKILAGLGFTKEMQVRATRSFSGGWRMRISLARALFVQPTLLLLDEPTNHLDLRAVLWLEEYLCRWKKTLVVVSHDRDFLNTVCNEIIHLHDMKLHFYRGNFDGFESGYEQRRKEMNKKFEIYDKQLKAAKRSGNRAQQEKVKDRAKFVAAKESKKKGKDRVDEDETPPEAPQKWRDYTVEFHFPEPTELTPPLLQLIEVSFSYPNRPDFRLSDVDVGIDMGTRVAIVGPNGAGKSTLLNLLAGDLVPSEGEVRRSQKLRIGRYSQHFVDLLTMDETPVQYLLRLHPEQEGPSKQEAVRAKLGKFGLPSHNHLTPILKLSGGQKARVVFTSISMSKPHILLLDEPTNHLDMQSIDALADALDEFTGGVVLVSHDSRLISRVCDDEERSEIWVVENGTVEKFPGIFDEYKEELVREIREEVDD*

NbL07g04800.1 ABC_transporter_F_family_member_4−like [MW = 84.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01187 Macrophage migration inhibitory factor (MIF)

Protein sequence:
MPTLNLFTNVPVDAVVASDILKDATKAVAKIIGKPESYVMILLNGGVPIAFAATEAPAAYGELISIGDLGPGVNGKLSSTIAEILQTKLSIDSNRFYIKFYDSPVSLYKREMISLSSLTPTPPWATTGDRQVGLN*

NbL07g04570.1 macrophage_migration_inhibitory_factor_homolog [MW = 14.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00327 Ribosomal protein L30p/L7e PF08079 Ribosomal L30 N−terminal domain

Protein sequence:
MGEGGVPVPESVLKKQKRSEEWALVKKQELEAAKKKNTENRKLIYNRAKQYAKKYEAQERELIRLKREARLKGGFYVDPEAKLLFIIRIRGINAMAPQTKKILQLLRLRQIFNGVFLKVNKATVNMLHRVEPYVTYGYPNLKSIRELIYKRGYGKVDKQRIALTDNSVIEQVLGKHGIICIEDLVHEIITVGPHFKEANNFLWPFQLKAPLGGLKKKRNHYVEGGDAGNRENYINELIRRMN*

NbL07g04500.1 60S_ribosomal_protein_L7−4−like [MW = 28.09 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00689 Cation transporting ATPase, C−terminus
PF00690 Cation transporter/ATPase, N−terminus

PF00702 haloacid dehalogenase−like hydrolase
PF12515 Ca2+−ATPase N terminal autoinhibitory domain

Protein sequence:
REGSFLTLSTKTQKPFTLHCSLCTLVVTLRRLLQQSSQKMSGEENVKTSPYRRHKNSNEDLEAGINGSSSRSMDCGESPFDIPRTKSAPIDRLKRWRQAALVLNASRRFRYTLDLKKEEERKQLIAKIRTHAQVIRAAVLFQEAGKTVNGDGALKTLPPTTTSLGEFDISQEELVYMSREHDVPALQRCGGVKGVSEKLKTNLDKGIDGDEVELLKRKNAYGSNTYPRKKGRSFWRFVWEACCDTTLIILMVAAAASLALGIKTEGIKEGWYDGGSIALAVIIVIVVTAVSDYKQSLQFQNLNEEKQNIQIEVVRGGRRIPVSIFDVVVGDVVPLKIGDQVPADGILISGHSLAIDESSMTGESKIVHKDSKSPFLMSGCKVADGYGTMLVIGVGINTEWGLLMASITEDNGEETPLQVRLNGVATFIGMVGLSVALAVLIVLMSRFFTGHSYNPDGTVQFKSGKTRVGKAVDGAIKIFTVAVTIVVVAVPEGLPLAVTLTLAYSMRKMMADKALVRRLSACETMGSATTICSDKTGTLTLNQMTVVEAYVCGKKINPPDDRSAVPPTVLSLLHEGVGLNTTGSIFVPQGGGGAEISGSPTEKAILQWAVNLGMNFDSVQSEASIIHAFPFNSEKKRGGVAAKLHDSEVHLHWKGAAEIVLSCCTSFIDENGSVVPLGDDKVSHFKQSINDMAASSLRCVAIAYRQFDVEKVPNEEVEQWQIPEGDLVLLAIVGIKDPCRPGVRDAVQLCSDAGVKVRMVTGDNLQTAKAIALECGILKSDADATEPNLIEGKRFRALSEEDRKEVAEKISVMGRSSPNDKLLLVQALRSKGHVVAVTGDGTNDAPALHEADIGLAMGIQGTEVAKESSDIIILDDNFASVVKVVRWGRSVYANIQKFIQFQLTVNVAALIINVVAAISAGDVPLNAVQLLWVNLIMDTLGALALATEPPTDHLMRRAPVGRREPLVTNIMWRNLLIQALYQVTVLLILNFRGEQILHLEHETREHAVKVKNTLIFNAFVLCQVFNEFNARKPDEMNVFKGVHKNRLFISIIGFTLVLQVIIIFFLGKFVSTVRLSWQLWLVSIVIGLISWPLAALGKLIPVPEKPFGDYLPSRRNQQ*

NbL07g04460.1 calcium−transporting_ATPase_10_plasma_membrane−type [MW = 122.03 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 21 41 61 81 100

Protein length

Gel Slice

4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 21 41 61 81 100

Pfam domains

Pfam Description
SP Sequon TM Domain PF00444 Ribosomal protein L36

Protein sequence:
MKVRASVKKMCEFCRTVKRRGRVYVLCTANPKHKQRQGYSTFASEGLISTTPVMTRVTQDTSVTEGIRTGLTYLVPVKTEPTVTPWWKRGLVSVLFNSK*

NbL07g04430.1 uncharacterized_LOC107797264 [MW = 11.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
QNTSQSHFTVKKKSKIHSRQKKVGKTHRKNMASKNEVVSVELPAPAGWKKTFLPKKGGGGTPKKKEIVFTAPTGEEITTKRQLEQYLKSHPGSPPITEFDWGAGETPRRSSRLSGKAKAASPSAESETPKKRSRKSSASKKAVKDNEVHEETEAAKDEKDVDMQEAEKHEKDTLSMEAEKEVEQKQDEGKDENKDMEKDVEKKDEVQTTEEAAEKQDEMHSSDAVKENQAGKEREDRTEDGKSEVPPSKVADVEKDVKMAGNAAEKKDEMHSSNVDAVEENQADRKSDGQTEDGKAEEAAEGDKDIKMADNVQHPVGEASVVKEAPLEKEPEATKDEEGKDVQVQESVEQKLTETKKEDPSAAVEKDVKMADNAAEKKDEMHSSNVDAVKENQADKKSEGQTEDGKAEDAPAEAAEGDKDVKMADNFQHPEDVEEASVVKEAPLGKEADVPEATRDEEGKDVQVQESVEQKPAEKKKEDLSAAEGKKHQPEQEQRDENGAARKSTGDGDALMNSDIN*

NbL07g04350.1 methyl−CpG−binding_domain−containing_protein_10−like [MW = 56.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MARKLNLVTFAIFATALLHVSMAQQTHIVGDALAWSVPNGGAATYTTWASRKTFAVGDILVFNFTTGLHSVAEVSKANFDSCNTANPISISTNGPTNITLRSAGSHYYLCTLPSHCTLGQKLAINVSGSASPAPQPAAARPVTPPTVAPTTAPSVSPSTAPAPSLAATPASAPAPSVAAQTFIVGGNMGWNVPTTGGPNAYQTWANGKSFKVGDTLVFNFVDGRHNVAMVNKAAYDSCNTTSPINTISTGPARITLTNSGENYYMCTFPNHCSLGQKLAINVTGTSAAAPMPSIAATPSGSTVPSVPSGDSPVTSPPPPSASAPSLVLAALPVTFLSLAFARLLN*

NbL07g04300.1 blue_copper_protein−like [MW − SP = 32.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGKAVKSVAKAVGENQYQWQEKLAKYKAELSKGVWGYWELGAWKPLGISARHRARLRKEVLLAGQDWPYDPERKEMRTKQKGHKCDRISAEKREKTAELMQKMPDMLADYRKRRWERKMKAEEDAARRAVQE*

NbL07g04180.1 uncharacterized_LOC109234414 [MW = 15.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05691 Raffinose synthase or seed imbibition protein Sip1

Protein sequence:
GTSCRLRKPRSNVEVRSTVTFNDRRFPRTNNFFGFSDSRRNRCRLGFGRPKSPIMFQLNSISGHRLNPFIITTINSQIQKLIPTPFSSPITHFSYSFNKLIVPFRSSVSLLPSILAHKGSEVEFEKEVEKEESVMTITPAIRISNRKLVIKDRTILTNVPDNVITTSGAASGPVEGVFIGAEFDQENSRHIVPLGILQDVKFLSCFRFKLWWMAQKMGDKGSEIPLETQFLLVETKDESHLGSDNNNNNDNNIVYAVFLPLIEGSFRAVLQGNPEDELELCLESGDKDTVGSAFNQAVYVHAGCDPFIVITEAIRAVKLHLKTFRQRHEKKLPGIVDYFGWCTWDAFYQEVTQEGVEAGLESLTAGGVPPKFVIIDDGWQSVGADVEVEKPLMRLTGLKENEKFQKNKDPTVGIKNIVNIAKEKYGLNYVYVWHAITGYWGGVRPGVKGMEEYGSVMKYPEITKGVMENEPGWRTDAIAVQGLGLVNPKSAYKFYNEMHSYLASAGVDGLKVDVQCILETLGDGLGGRVELTKQYHQALDASVSKNFPDNGCIACMSHSTDALYCSKQTAVVRASDDFYPRDPVSHTIHIACVAYNSVFLGEIMVPDWDMFHSLHPAAEYHGSARALSGGPVYVSDAPGKHNFDVLRKLVLRDGSVLRARLPGRPTKDSLFSDPSRDGVSLLKIWNMNKYTGVLGVYNCQGAAWNTVERKNTFHQTNSEAITGYVRGRDVHFISEAAVDPNWSGDCALYSNVSAELVVLPHNAAIPISLKVLEHETYTVTPIKVLAPGFSFAPFGLIDMYNAGGAIEGLKYEVKAGAELSELENEYQGEGNLVAEDRIENLSTEAVAAVSMEVKGCGRFGAYSSVKPRKCTVGRDMVDFAYDSDSGLLTLNLDDMPADQKVHLIEVEL*

NbL07g04100.1 probable_galactinol−−sucrose_galactosyltransferase_6 [MW = 100.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00724 NADH:flavin oxidoreductase / NADH oxidase family

Protein sequence:
MANQDGSNSSLFSPYKMGKFNLSHRIVLAPMTRCRALNSIPQQALAEYYAQRATDGGFLITEGTMISPTSAGFPHVPGVFTQEQVEAWKKIVDVVHSKGAVIFCQLWHVGRASHEVYQPGGAAPISSTEKPISKRWRILMPDGTHAIYPKPRALGIYEISQVVEDYRKAALNAIEAGFDGIEIHGAHGYLIDQFLKDGINDRTDEYAGSLANRCKFIMQVVQAVVTAIGADRVGVRMSPAIDHLDAMDSNPLSLGLAVVERLNKLQLHFGSKLAYLHVTQPRYVAYGQTEAGRLGSEEEEALLMRTLRNAYQGTYICSGGYTRELGIEAVAQGDADLVSYGRLFISNPDLVMRLKVNAPLTKYIRKTFYTQDPIVGYTDYPFLQGNGNNVSLSRL*

NbL07g04060.1 12−oxophytodienoate_reductase_3 [MW = 43.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00534 Glycosyl transferases group 1

PF00862 Sucrose synthase
PF05116 Sucrose−6F−phosphate phosphohydrolase

Protein sequence:
MAGNDWINSYLEAILDVGPGLEDKKSSLLLRERGRFSPTRYFVEEVITGFDETDLHRSWVRAQATRSPQERNTRLENMCWRIWNLARQKKQLEGEQAQWMAKRRQEREKGRREAVADMSEDLSEGEKGDMVSDMPSHGESTKGRLPRISSVETMEAWVNQQKGKKLYIVLISLHGLIRGENMELGRDSDTGGQVKYVVELARALGSMPGVYRVDLLTRQVSSPEVDWSYGEPTEMLPPRSTEGMMTEMGESSGAYIIRIPFGPREKYIPKEQLWPYIPEFVDGALNHIIQMSKVLGEQIGNGYPVWPVAIHGHYADAGDSAALLSGALNVPMLFTGHSLGRDKLDQLLRQGRLSKDEINSTYKIMRRIEAEELTLDASEIVITSTRQEIDEQWRLYDGFDPILERKLRARIKRNVSCYGRFMPRMAVIPPGMEFHHIVPHEGDMDGETEGTEDGKAPDPPIWTEIMRFFSNPRKPMILALARPDPKKNLTTLVKAFGECRPLRELANLMLIMGNRDNIDEMSSTNSSVLLSILKMIDKYDLYGQVAYPKHHKQADVPDIYRLAAKTKGVFINPAFIEPFGLTLIEAAAYGLPMVATKNGGPVDIHRVLDNGLLVDPHDQQAIADALLKLVADKHLWAKCRANGLKNIHLFSWPEHCKTYLSRIASCKPRQPRWLRTDDDDDENSETDSPSDSLRDIHDISLNLRFSLDGEKNDNKENADNTLDPEVRKSKLENAVLSWSKGVLKSTPKAWSSDKGDQNSGAGKFPAIRRRRHIFVIAVDCDTSSGLSESVRKIFKAVEKERAEGSIGFILASSFNISEVQSFLVSEGMKPTDFDAYICNSGGDLYYSSFHSEQNPFVVDLYYHSHIEYRWGGEGLRKTLVRWAASIIDKKGENEDHIVVEDEDNSADYCYTFKVRKLGTVPPAKELRKLMRIQALRCHAVYCQNGSRINVIPVLASRSQALRYLYLRWGMDLSKLVVFVGESGDTDYEGLIGGLRKAVIMKGLCTSASSLIHGNRNYPLSDVLPFDSPNVVQAAEECSSTEIRSSLEKLGVLKG*

NbL07g03960.1 probable_sucrose−phosphate_synthase [MW = 118.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF09265 Cytokinin dehydrogenase 1, FAD and cytokinin binding

Protein sequence:
MLACLVERFVAENEADSIPEPEKIDDGVLKDLDIEGSIDYGLTVTGLAGKDFGGMYAVKPLAVIRPAGADDVARVIRQALHSPTLTVAARGNGHSINGQAMAHHGLVIDMKSMGDNSRIDVNVPDMYADVGGGTLWADVLKRCVLGYGLAPISWTDYLDLTVGGTLSNAGVSGQAFRYGPQTSTVTELEVVTGNGERTVCSNSQNSELFFSVLGGLGQFGIITRARVMLQSAPDMVRWIRVVYSEFDEFTRDAELLVMSPESFDYVEGFVFVNSDDPVNGWPSVPLDSNHPFDPTHLPTNTGPVLYCLEVALHYHNHDHPSTVNMMVEKLLGRLRFIEPLMFEVDLTYMDFLLRVKRVEQMARDNGIWDAPHPWLNMFVSKRDIAEFNRIVFQNILKDGINGPILTYPLIRSKWNSRSSVVLPKGEIFYLVALLRFSHAHPKESEINEMVAQNQEILQTCTNNGFDFKLYLPHYKSTEEWKKHFGDQWGRFVERKSQFDPKAVLAPGQKIFTRNYQR*

NbL07g03880.1 cytokinin_dehydrogenase_7 [MW = 57.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTITISSPAHISTSSLNFRILRSPPRRTFSPARCHRNFGLSCALLPEKRRESRRSVTVALGVLLQWLLLPKDAGASPFDKYVKRKKLDPLETYIPAVLLAGVQIKELEKSLEVDQPKYGDCRNILRSGPASSLRVNIRAVAQYASDDGNGESASNDVDQCLSALEGLDSLLLRASRNDPGASIDSMKAKITIALNALDSLLKTVPADMLDKGKIVADSYFFADEEDVTPEKLDPNLKQLESIL*

NbL07g03860.1 uncharacterized_LOC109237049 [MW = 26.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MGENKENDAYEEELLDYEEDDEKLPDSVTGKVNGETAKKGYVGIHSSGFRDFLLKPELLRAIVDSGFEHPSEVQHECIPQAILGMDVICQAKSGMGKTAVFVLSTLQQIEPVAGQVAALVLCHTRELAYQICHEFERFSTYLPDIKVAVFYGGVNIKLHKELLKNECPHIVVGTPGRVLALARDKDLSLRNVRHFILDECDKMLESLDMRRDVQEIFKMTPHDKQVMMFSATLSKEIRPVCKKFMQDPMEIYVDDEAKLTLHGLVQHYIKLSETEKNRKLNDLLDALDFNQVVIFVKSVSRAAELNKLLVECNFPAICIHSGMTQEERLTRYKGFKEGHKRILVATDLVGRGIDIERVNIVINYDMPDSADTYLHRVGRAGRFGTKGLAITFVSSASDSDVLNQVQERFEVDIKELPEQIDTSTYMPS*

NbL07g03630.1 DEAD−box_ATP−dependent_RNA_helicase_56−like [MW = 48.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06886 Targeting protein for Xklp2 (TPX2) domain

Protein sequence:
MMEIDNNIVVSENGTSCENGVHEFPEAVAGKLDGIPSGSSSSSIAEVVHESTTTIESNPSASSEGHETKESGESKNSKQPKAPGKAKNGKPSSPKNAASLRVKKSKDASAGSVVSNGSIASQPRTKPTSSLGTKSKSFNDRKTADTNSKPIVARVNVSHAKHQSGQPDPTSPSLNADGLKEKAKPKPLKKVAPNQADGSEKVAPNQADGSEESPSPAADAKPRKVGALPTYNMSFKCDERAEKRKEFYSKLEEKIHAKEVEKNNLQALSKACQEAEIKMLRKSLKFKATPMPSFYQEPPPPKVELKKIPTTRAKSPKLGRKKSSPTRVVNDTAMHTSRLSLDENATQNPAKVHAPDIVKKPSRKSLPKLPSQKVNLSINSKKPSSLKTSISKETNEAANNNMNEVASQPNNVLEQTNEIEATSAVETSQSKTVVEAQAETNVVQQSIAVE*

NbL07g03500.1 protein_WVD2−like_5 [MW = 48.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00430 ATP synthase B/B' CF(0)

Protein sequence:
MANMIMASSKALITSSIPSSPRTKLSLPQIPIPKLPIPKLPKSPLTLSLPSNLKSISVILASSLAFAPPSLAEEIEKASLFDFNLTLPIIMAEFLFLMFALDKLYFSPLGKFMDERDSAIKEKLNSVKDTSAEVKQLEDQAAAIMKAARAEVSAALNKMKKETQLEVEQKIAEGRKKVEVELQDALASLDKQKEETIKSLDSQIAALSDEIVKKVLPVSN*

NbL07g03330.1 ATP_synthase_subunit_b'_chloroplastic−like [MW = 24.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01875 Memo−like protein

Protein sequence:
MDLRVDEAEHSMEMHLPYLAKVFQGYPVKIVPILVGSLSAESEALYGRLLAKYVDDPKNFFSVSSDFCHWGSRFNFMHYDKSHGAIYKSIEALDKMGMDIIETGDPDAFKQYLLETDNTICGRHPISVFLHMLKHSSTKIKIRFLRYEQSSQCKSMRDSSVSYASAVGKIDA*

NbL07g03080.1 protein_MEMO1−like [MW = 19.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00366 Ribosomal protein S17 PF16205 Ribosomal_S17 N−terminal

Protein sequence:
MAEQTEKAFLKQPGVFLSSKKTGKGKRPGKGGNRYFKSIGLGFKTPREAIEGTYIDKKCPFTGNVSIRGRILAGTCHSAKMNRTIIVRRNYLHYVKKYQRYEKRHSNIPAHISPCFRVKEGDHVIIGQCRPLSKTVRFNVLKVIPAGSAGGGKKAFTGM*

NbL07g03000.1 40S_ribosomal_protein_S11 [MW = 17.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MSFLRFVGTILFLVATFGASNAQLSATFYDTTCPNVTSIVRGVMDQRQRTDARAGAKIIRLHFHDCFVNGCDGSILLDTDGTQTEKDAIPNVGAGGFDIVDDIKTALENVCPGVVSCADILALASEIGVALAGGPSWQVLFGRRDSLTANRSGAESDIPSPFETLAVMTPQFTNKGMDLTDLVALSGAHTFGRARCGTFEQRLFNFSGSSNPDPTVDATFLQTLQGICPQGGNNGNTFTNLDISTPNDFDNDYFTNLQNNQGLLQTDQELFSTTGSATIAIVNRYASSQTQFFEDFISSMIKLGNISPLTGTNGEIRTDCKRVNS*

NbL07g02870.1 lignin−forming_anionic_peroxidase [MW − SP = 32.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01268 Formate−−tetrahydrofolate ligase

Protein sequence:
MGKTTRKLEVLSPVPADIDIANSVEPFHISEIAQELNLNPQHYDLYGKYKAKVLLSVLDEVGGSEDGYYVVVGGITPTPLGEGKSTTTVGLCQALGAFLDKMVVTCVRQPSQGPTFGIKGGAAGGGYSQVIPMDEFNLHLTGDIHAITAANNLLAAAIDTRIFHESSQSDKALFNRLCPPNKEGKRKFCDIMFRRLKKLGIGKTAPEDLTPEDINKFARLDIDPASITWRRVMDVNDRFLRKITVGQGPEEKGMVRETGFDISVASEIMAVLALTTSLADMRERLGKMVVGNSKAGDPVTADDLGVGGSLTVLMKDAINPTLMQTLEGTPVLVHAGPFANIAHGNSSVVADKIALKLVGPGGFVVTEAGFGSDIGTEKFMNIKCRYSGLKPQCAVIVATVRALKMHGGGPDVTAGRPLDRAYVTENVALVEAGCVNLARHISNTKAYGANVVVAVNAFTTDTEAELNAVKNAAFAAGAFDAVICTHHAHGGKGAVDLGIAVQKACENATQPLRFLYPLDIGIKDKIAAIAKSYGADGVEYSEQAEKQIEMYGKQGFSNLPICMAKTQYSFSHESAKKGAPSGFILPIRDVRASIGAGFIYPLVGTMSTMPGLPTRPCFYEIDIDTSTGKVIGLS*

NbL07g02850.1 formate−−tetrahydrofolate_ligase [MW = 67.34 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 76 151 226 301 377

Protein length

Gel Slice

3.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 76 151 226 301 377

Pfam domains

Pfam Description
SP Sequon TM Domain PF02153 Prephenate dehydrogenase

Protein sequence:
MLSFTPLQSKPTPPTSTSNPIRWSWSHLTHHHPTNRRHFSASSPSKVSYRRLSINAIDAAQPYDYEALVSNQYSQSTRLKIAIVGFGNFGQFLAKAFVRQGHVVFAHSRTDYSHIANSLGVLFFQDPHDLCEKHPDVILLCTSIISTEPVLRSLPIQRLKRNTLFVDVLSVKEFPKNIFLQVLPSHFDILCTHPMFGPESGKDSWKDLAFVFDKVRIGEGDSRKGRVDRFLDIFEKEGCRMVPMTCAEHDRHAAGSQFITHTMGRVLEKLDLETTPINTKGYETLLNLVENTSSDSFDLYYGLFMYNRNAMEQLERLDLAFEALKKELFGHLHEVLRKQLFGKAEEAGQRRILTKLPKNGYALPAPSSEAVKSENN*

NbL07g02630.1 arogenate_dehydrogenase_2_chloroplastic−like [MW = 42.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04062 ARP2/3 complex ARPC3 (21 kDa) subunit

Protein sequence:
MVYHSSFVDDEGISKACGCPLLPLKSHIKGPAPVSEQDTTDIVDEAITFFRANVFFKNFDIKSSSDKLLIYLTLYINIALKRLEGCRTLAEGTKAIINLGLETVPVPGESGFPFPGLFTAAQSKKEAELFRNYLRQIREETSGRLLSVAYRHNGTPNKWWLAFAKRKFMNMVLP*

NbL07g02590.1 actin−related_protein_2/3_complex_subunit_3 [MW = 19.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01386 Ribosomal L25p family PF14693 Ribosomal protein TL5, C−terminal domain

Protein sequence:
MSKWWRAVATTAGSRRAVEETNRRSYFTIQAIPREVTGNRVSSRDRAQGRIPAVVFSQNYVQSKPNDPTSIVAASSVSRKFLLTTEKKQIKTILKSVDLPFFYSTIFPLQIRAGSGSSTLLESGNVLPIKIHRDEETGKILNLVFVWAEEGTKLKVDVPVVFKGEEECPGLKKAGGSLNKIRPTLRFLCPAEHIPQKIEVDASQLDVEDKVFLHDIDLHPAWKLLSKNEAIPVCKIKATSIDS*

NbL07g02470.1 uncharacterized_LOC104229534 [MW = 27.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
VIPQIQILYAINERFKSKRRETRIRKQKQSEEIQVKKMGSTAISTQQAFSSLQKITPLSYSSSIRSIRSGNGQCFSSRRRRAAPPRCCAATTAEVAAKENRQAVLKNGDDTLEICRVLNGMWQTSGGWGRIDRNDAVEAMLKYADAGLSTFDMADHYGPAEDLYGIFINRVRRERPPELLETVRGLTKWVPPPVKMTRSFVVQNIDVSRKRMDVASLDMLQFHWWDYANSGYLDALKHLTDLKEEGKIKTIALTNFDTERLRIILENGIPVVSNQVQHSLVDMRPQQKMAELCQLTGVKLITYGTVMGGLLSEKFLDTNLSIPFAAPPLNTPSLQKYKRMVDAWGGWSLFQELLRILKTVANKHGVSIPTVAVKYILDQPTVAGSMVGVRLGLSEHIKDVNAVFSLVLDEEDISSILQVTNKGKDLQKVIGDCGDEYRRA*

NbL07g02370.1 flagellar_radial_spoke_protein_5−like [MW = 49.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDVDSQQTMEETILVGDDLMMGPPSPLIPPEIASHVLEGVDLCDGILRNLFLCLQINDIEPFCQDEIALYRQCAERRDKELRQRLQDSEQKLGLSMPLDQAKERATQLESEVTLLERRLILASGAEGMDGFRQRWSLHGRLTDTKKRLEALKGGMEKRKKDEPAESEPTKKRWFFW*

NbL07g02360.1 uncharacterized_LOC104119615 [MW = 20.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
MKVIAAFLLAVLGGNASPSAADLKKILASVGAEADDDRVDLLLSQVKGKDITELIAAGREKLASVPCGGGGGVAVAAPAGGSAAAAPAAEEKKEEKKEEKEESDDDMGFSLFD*

NbL07g02330.1 60S_acidic_ribosomal_protein_P2−1−like [MW − SP = 9.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01451 Low molecular weight phosphotyrosine protein phosphatase

Protein sequence:
SCITGTCVQDQPPLQHPRSQVMRSLYSTVTIPTTPKLPNCHPSHSPHSLKLPFLDFLRLSKYPFLQNSDPLVKSHKRLITKASMASQGSNTEANSQQTKPFSVLFVCLGNICRSPAAEGVFTDLVKKRGLDSKFKIDSAGTINYHEGNEADPRMRAAAKRRGIAITSISRPIRPSDFKDFDLILAMDEQNKADILGALERWIHRETLPADAPEKVRLMCSYCKKHKETEVPDPYYGGAQGFEKVLDLLEDACDSLLESIVAEKKI*

NbL07g02260.1 putative_low_molecular_weight_protein−tyrosine−phosphatase_slr0328 [MW = 29.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00124 Photosynthetic reaction centre protein PF00421 Photosystem II protein

Protein sequence:
MEFMDLPRSVYGLINKAFLSSKPLERAVQEKSYKNDRIFGRPEKDMSTRRFYSVVSIGGSVDFVALHGAFGLIGFMLRQFELARSVQLRPYNAIAFSGPIAVFVSVFLIYPLGFHNWTLNPFHMMGVAGVLGAALLCAIHGATVENTLFEDGDGANTFRALTQLKPKKLIQWSPLTAFVTGLWMSALGVVGLALNLRAYDFVSQEIRAAEDPEFETFYTKNILLNEALAGRDQETTGFAWWAGNARLINLSVLGFGGIYHALLGPETLEESFPFFGYVWKDRNKMTTILGALSVFGFIACCFVWFNNTAYPSEFYGPTGPEASQAQAFTFLVRDQRLGANVGSAQGPTGLGKYLMRSRPEKSFLEERNYAFWDLRAPWLEPLRGPNGLDLSRTTFEQKAFVMKPFQALPFCRSTTAI*

NbL07g02230.1 photosystem_II_CP43_reaction_center_protein−like [MW = 46.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00763 Tetrahydrofolate dehydrogenase/cyclohydrolase, catalytic domain PF02882 Tetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)−binding domain

Protein sequence:
EDHFDHSPTKRFQSLGIPFLHSLLSSVLKKMIGMRRVRRMVSLLSRTSQIRNGSRIPKSSPPLVSLDLPDEWSSNFTHSDSPPPPFPKCTDNPTARIIDGISEAEQIRSSIAIEASRMKESTGKVPGLAVVLVGQRQDSLAYVRKKIMACHEVGFRFSLAELPESCTEEEVCDALSNYNKDASIHGILVQLPLPQHFDEGKILNVLSLEKDVDGFHPLNIGNLAIQGREPLFIPCTPKGCIELLLRSDVEIVGKRAVVIGRSNIVGLPTFLLLQRHHATVSIVHAYSENPEMITREADILVAAAGVPNLVRGSWLKPGAVVLDVGINPIEDPESENGYRLIGDVCFEEAVKIASAITPVPGGVGPMTVAMLLQNTLEAAKRALHFT*

NbL07g02170.1 bifunctional_protein_FolD_1_mitochondrial−like [MW = 42.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07876 Stress responsive A/B Barrel Domain

Protein sequence:
MADEFKHLVLVKFKEDVVVDDILKGLEKLVQEMDIVKSFVWGKDAESHEMLRQGFTHAFLMTFNNKDDYTKFVSHPNHVEFSATFSTVIDKAVLLDFPAISVKAPAPA*

NbL07g02150.1 uncharacterized_protein_At5g22580−like [MW = 12.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00800 Prephenate dehydratase

Protein sequence:
MKSLTPSSSGVNLKSLIRSKIQSHWVFPSRLVIKCAYRFDSSNAAANTGTINTNGAPSTYNAGHVGASRADWQSSCAILASKVVSQQQDTEMSGGAGNITAVNGHKMIDLDLVAINDNQPKPLTITDLSPAPMHGAQLRVAYQGVPGAYSEAAAGKAYPKCEAIPCDQFEVAFQAVELWIADRAVLPVENSLGGSIHRNYDLLLRHRLHIVGEVQLPVNHCLLALPGVRKEYLTRVISHPQALAQCELTLTKLGLNVAREAVDDTAGAAEYIAGNNLRDTAAIASARAADLYGLQILAEGIQDDSSNVTRFVMLAREPIIPRTDRPFKTSIVFAHHEGTSVLFKVLSAFAFRNISLTKIESRPHRNRPIRVVDDANVGTAKHFEYMFYVDFEASMADVRAQNALAEVQEFTSFLRVLGSYPMDMTPWCPSRED*

NbL07g02110.1 arogenate_dehydratase/prephenate_dehydratase_6_chloroplastic−like [MW = 47.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MAGRVDLDGNPIKPITICMIGAGGFIGSHLCEKLMSETPHKVFAVDVYSDKIKHLLEPATLPWADRIQFHRINIKNDSRLEGLIKMADLTINLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENGKRLIHFSTCEVYGKTIGSFLPKDSALRQDPAYYVLKEDTSPCIFGSIEKQRWSYACAKQLIERLVYAEGAENGLEFTIVRPFNWIGPRMDFIPGIDGPSEGVPRVLACFSNNLLRREPLKLVDGGESQRTFIYIKDAIEAVLLMIENPARANGHIFNVGNPNNEVTVRQLAEMMTQVYSKVSGESSIETPTIDVSSKEFYGEGYDDSDKRIPDMTIISRQLGWNPKTSLWDLLESTLTYQHRTYAEAVKQAMSKTTAN*

NbL07g01930.1 UDP−D−apiose/UDP−D−xylose_synthase_2−like [MW = 43.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00957 Synaptobrevin PF13774 Regulated−SNARE−like domain

Protein sequence:
MKITALMVLKCNPEGSDPVILANASDVSHFGYFQRSSVKEFIVFVGRTVAKRNPPGQRQSVQHEEYKVHSYNRNGLCALGFMDDHYPVRSAFSLLNQVLDEYLKNFGESWKTAQNDNAQPWPYLNEALAKFQDPAEADKLFKIQRELDETKIILHKTIDSVLERGEKLDSLVEKSSDLSAASQMFYKQAKKTNSCCTIL*

NbL07g01840.1 VAMP−like_protein_YKT61 [MW = 22.61 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 38 75 112 149 185

Protein length

Gel Slice

3.3 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 38 75 112 149 185

Pfam domains

Pfam Description
SP Sequon TM Domain PF08212 Lipocalin−like domain

Protein sequence:
MANKEMEVVRNLDVERYMGRWYEIASFPSRNQPKNGVNTRATYSLNPDGTVHVLNETWSDGKRGSIEGTAYKANPKSDEAKLKVKFYLPPFLPIIPITGDYWVLYIDDDYKYALIGQPSRNYLWILCRKTHLDEEKYNMLIEKAKEVGYDVSKLRKTPQSDPPPEGELPQDTKGIWWLKSIFGR*

NbL07g01830.1 temperature−induced_lipocalin−1−like [MW = 21.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MLGKFSEQVEINASASEVWNLYSTLQFPKFVVEKLPHIVEKVELIEGNGGSGSVLVVSLPGNAPYKEKFVSIDDEKRVKEVEIVEGGYLDLGFSFYGIKFEVIEKDENLSIVKITIDFETKDAENIHLTIGNIQAFVAIMKATVEYFSQKSK*

NbL07g01690.1 S−norcoclaurine_synthase_1−like [MW = 17.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MIPLQMELGGKDACIVLEDADLDLAAGSIVKGGFSYSGQRCTAVKVVLVMESVADALVEKVNAKVAKLTVGPPEDDCDITPVVSESSANFIEGLVMDAKQKNATFCQQYKREGNLIWPLLLDNVRPDMRIAWEEPFGPVLPVIRINSVEEGIHHCNASNFGLQGCVFTRDINKAILISDAMETGTVQINSAPARGPDHFPFQGIKDSGIGSQGITNSINMMTKVKTTVINLPTPSYTMGKL*

NbL07g01670.1 NADP−dependent_glyceraldehyde−3−phosphate_dehydrogenase [MW = 25.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHHFESKADAGASKTYPQQAGTIRKNGYIVIKGRPCKVVEVSTSKTGKHGHAKCHFVAIDIFNGKKLEDIVPSSHNCDVPHVNRTDYQLIDISEDGFVSLLTESGNTKDDLRLPTDEALLKQVKDGFQEGKDLVVSVMSAMGEEQINAVKDIGTKN*

NbL07g01570.1 eukaryotic_translation_initiation_factor_5A−3 [MW = 17.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MGSEKIMKINIKESTLVKPSKPTPTKRLWSSNLDLIVGRIHLLTVYFYKPNGSSKFFDSKIMKEALSNVLVSFYPMAGRLGRDEQGRIEINCNGEGVLFVEAESDAFIDDFGDFTPSLELRKLIPTVDTSGDISTFPLIIFQVTRFKCGGVSLGGGVFHTLSDGLSSIHFINTWSDIARGLSVAVPPFIDRTLLRARDPPTSSFEHVEYQSPPSLISSSKTKESKSPKPSTTTMLKFSSDQLGLLKSKSNHEGSTYEILAAHIWRCTCKARALADDQLTKLHVATDGRSRLCPPLPPGYLGNVVFTATPMAKSSELLHEPLTNSANRIHSVLSKMDDNYLRSALDYLELQPDLSALIRGPTYFASPNLNINSWTRLPVHDSDFGWGRPIHMGPACILYEGTVYILPSPNSKDRNLRLAVCLDADHMPLFEKYLYEF*

NbL07g01330.1 shikimate_O−hydroxycinnamoyltransferase−like [MW = 48.45 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 118 235 352 469 587

Protein length

Gel Slice

3.6 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF13848 Thioredoxin−like domain

Protein sequence:
MPSRLILLISVSSLLLFSLLLTPSLAKPPASAAADDDNEDLSFLEADDETDAAQHNTFPTDTFSDNEDFDDDEDFENYDDFEVPSAFDNEAEEEDEGPKFDDKDVVVLADRNFTDFVEDNKYVMVEFYAPWCGHCKELAPEYAAAATELKSENVQLAKVDATLENELAENYEVQGFPSIYLFVDGEHKPYNGQRTKDAIVTWIKKKIGPGIYNITTTEDAERILTSENKIVLGFLESLAGPETEQLAAASKLEDGINFYQTTNPNVAKLFSIEDIAKRPALVFLKKEAEKVVHFASDGQFTKSAIAEFVSANKLPLVTTFTRESGPSIFESPIKKQVLLFATINDTDKVFPTFQEAAKLFKGKLIFVFVNMDDEEVGKPVSDYFGATGDSPKVIGYTGNEDPRKYIFDGEITVEKLKAFGEGFLGGKLRAFYKSDPIPENNEGDVKIVVGNNFDDIVLDESKDVLLEIYAPWCGHCQALEPTYNKLAKHLHDVESLVIAKMDGTTNEHPQAKAEGFPTLLFFPAGNKSINPIPVDADRTVVALYKFIKKHASIPFKLPKPASSTTSESSEAKEDAKVESSHGKDEL*

NbL07g01050.1 protein_disulfide_isomerase−like_1−4 [MW − SP = 62.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04551 GcpE protein

Protein sequence:
MVAGAVPASFTGLKSRENGVGFAKSMDFVRVSDIQRVKFRRTKVSLIRNANPGPETIELQPASEGSPLLVPRQKYCESIHKTVRRKTCTVMVGNVALGSEHPIRIQTMTTTDTKDVAATVEQVMKIADAGADIVRITVQGKKEADACFEIKNSLVQKNYNIPLVADIHFAPPIALRVAECFEKIRVNPGNFADRRAQFEQLEYTEEDYQKELEHIEEVFTPLVEKCKKYGRAIRIGTNHGSLSDRIMSYYGDSPRGMVESAFEFARICRKLDFHNFVFSMKASNPVVMVQAYRLLVAEMYVQGWDYPLHLGVTEAGEGEDGRMKSAIGIGTLLQDGLGDTIRVSLTEPPEEEIDPCRRLANLGKRAAELQQGVAPFEEKNRRYFDFQRRSGELPAQREGDEVDYRGVLHRDGSVLMSVSLDQLKTPELLYRSLAAKLVVGMPFKDLATVDSILLRELPPVDDKDSRLALKRLVDISMGVITPLSEQLTKPLPDAIVLVTLKELSGGAQKLLPEGTRLVVSVRGDESKDELETLNSTDVTMILHNLPYTEEKIGRVHAARRLFEYLSENSLNFPVIHHIHFSNDTHRDDLVIGAGANAGALLVDGLGDGILLEAPDQDFDFLRNTSFNLLQGCRMRNTKTEYVSCPSCGRTLFDLQEISAQIREKTSHLPVFQIAIMGCIVNGPGEMADADFGYVGGAPGKIDLYVGKTVVKRGIQMEHATDALIQLIKDNGRWVDPPAEE*

NbL07g01040.1 4−hydroxy−3−methylbut−2−en−1−yl_diphosphate_synthase_(ferredoxin)_chloroplastic [MW = 82.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MMGLSVMLVFGGLVLHCLVMTSFAANVTYDHRALVIDGQRRVLISGSIHYPRSTPDMWPDLIQKSKDGGLDVLETYVFWNIHEPVRNQYDFEGRKDLVKFVKLVGKAGLYAHIRIGPYVCAEWNYGGFPLWLHFIPGVEFRTDNEPFKAEMKRFTAKIVDMLKQENLYASQGGPVILSQIENEYGNGDIESRYGPRAKPYVNWAAKMATSLDTGVPWVMCQQPDAPDPIINTCNGFYCDQFKQNSDKTPKMWTENWTGWFLSFGGAVPYRPVEDIAFSVARFFQRGGTFQNYYMYHGGTNFGRTSGGPFISTSYDYDAPLDEYGLIRQPKWGHLKDLHKAIKLCEAAMVATDPTITSPGSNIEVSVYKTGSVCAAFLANVGTQSDAAVTFNGNSYHLPPWSVSILPDCKNVAFSTAKINSMSTISKFVTQSTEADGSGASLSGWTWVNEPVGISSDNAFTKTGLMEQINTTADKSDYLWYSLSVNVKNDEPFLQDGSQTVLHVESLGHVLHAFINGKLSGSGKGNSGNSKVTIDVPVTLVPGENKIDLLSVNVGLQNYGAFFDLKGAGITGPVQLKGFKNGSTIDLSSKQWTYQVGLKGEELGLSDGSSSLWNSQSALPTNQPLIWYKASFDAPAGDTPLSLDFTGMGKGEAWVNGQSIGRFWPTNTASNGGCTDSCNYRGSYNSNKCLKNCGKPSQLLYHVPRSWLQSTGNVIVLFEEMGGNPTKLSFATRETSSICSRVSEAHPLPIDKWTSDDDARKKVGPTLSLECPRPDQVISSIKFASFGTPLGACGSFSHGRCTSNNALSHVKKACIGSRHCSVGVSIDVFGDPCIGVTKSLAVEASCS*

NbL07g00850.1 beta−galactosidase_8 [MW − SP = 89.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MNMMDSAPAKSSLISPEADIQRTQYPYVTGTSVVGIKYKDGILLAADMGGSYGSTIRYKSVERLKSVGKHSLLGASGEISDFQEISRKLDELILYDNMWDDGNSLGPKEVHNYLTRMMYNRRNKFNPLWNSLVLGGVKNGQKYLGMVSMIGVHYEDDHVATGFGNHLARPILRDEWHENLSYEEGVKLLEKCMRVLLYRDRSAVNKLQIAKITEEGVTVSQPYSLKTFWNFSAFQNPTVGAEGSW*

NbL07g00810.1 proteasome_subunit_beta_type−4−like [MW = 27.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MEKCGYGRDGIYRSLRPPLFLPKDQNLSMVSFLFRNISSFPEKPALFDADSGQTLTFSQFKTIVSKISHGLIHQFGIKKNDVVLIFAPNSIQFPLCFFGVIALGAIATTVNPMYTVSELSKQLKDCKPKLIISVPELLDKIIGFKLPILLLGHKKDCNFSGATFTELVDKAGYVNLDNTGIKQSDTAALLYSSGTTGVSKGVVLSHRNFIAASLMVTADQDLKGEMHNVFLCVLPMFHVFGLAVIMYSQLQRGSAIVSMAKFDLEMILKTVDKYRVTHLWIVPPVVLALAKIPVVKKYNLTSLRNIGSGAAPLGKELMEECAKNFPHAVVFQGYGMTETCGIVAVESPYVGPRHTGSAGTLVPGVEAQIISVDYLKPLPPGQLGEIWVRGPNMMQGYFNNPQATKLTIDNQGWVHTGDLGYFYEEGMLYVVDRIKELIKYKGFQVAPAELEGLLVSHPEILDAVVIPVCYRFPDAEAGEVPIAYVVRSPNSSLTEEDVQKFIADQVAPFKRLRKVTFVNSVPKSASGKILRRELIDKVRSKL*

NbL07g00760.1 4−coumarate−−CoA_ligase−like_7 [MW = 59.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MEKNFVKLFLVLIFLSSLQLLQASGGKNSQQKLRFDSKNGEFRILQVADMHYGNGKSTPCEDVLPQQMSSCSDLNTTAFILRMIHAEKPHLIVFTGDNIFGYDATDAAKSMDTAFAPAISSNIPWAAILGNHDQESTLSREGVMKHIVGMKNTLSQLNPREFPDIDGFGNYNLEVHGTEGSELANKSVLNLYFLDSGDYSTVPSRIPGYGWIKPSQQLWFQRTSKKLKKTYMYNSSAKKVPAPGLAYFHIPLPEYASFDSSNFTGVRQEGISSASINSGFFTTMVEAGDVKAVFTGHDHINDFCGKLMDINLCYAGGFGYHAYGKAGWSRRARMVAVSLEETGKGGWGAVKSIKTWKRLDDEHFTIIDSQVLWSKRSAGTRRKKPIGHQ*

NbL07g00730.1 probable_inactive_purple_acid_phosphatase_29 [MW − SP = 40.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MDLFLLSLLLLFLFNSSNAQGPPSPGYYPSSKVQSLGFNQGFRNLWGPQHQSLDQSALTIWLDKSTGGSGFKSLKNYRSGYFGTSVKLQPGYTAGIITSFYLSNNQDYPGNHDEIDIEFLGTTPNKPYTLQTNVYIRGSGDGNIIGREMKFHLWFDPTQAYHNYAILWDPNEIIFFVDDVPIRRYPRKNDATFPQRPMYVYGSIWDASSWATEEGRIKADYRYQPFVGKYNNFKIAGCTANENPWCGRSPSSSPSRAGGLSRQQIAAMLWVQRNYKVYDYCRDPRRDHTHTPEC*

NbL07g00710.1 xyloglucan_endotransglucosylase/hydrolase_protein_31−like [MW − SP = 31.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MEKVMNILKPKPNPQQLLRDWQRRLRQECRNIERQIRDIQREEKNVQKAIKEAAKRNDMGSAKSLAKEIVRSERTVNRLYENKAQLNSISMHLGESVAIARTVGHLSKSAEVMKLVNNLMKAPEVAMTMQEFSKEMTKAGVMEEMVNDAVDSALDSEDIEDEIEEEVDKVLTAIAGETTALPEAVRKQKLKQPAQAVEDAEGADEEEDLEELRARLAKVRS*

NbL07g00700.1 vacuolar_protein_sorting−associated_protein_24_homolog_1−like [MW = 25.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MASSFSLILFLALFLISFSHIALSLSSKSFLPFHKPIRSQKTLPVTMAEKFIRQLNLFPKHDINIISSKDNIALANEVRLFEKKLNLPYLGDSGATVQDLGHHAGYFRLPHTKASRMFYFFFESRSNKNDPVVIWLTGGPGCSSELALFYENGPFKLSDNMSLVWNDFGWDKVSNLIYVDQPTGTGFSYSSDDSDIRHNEMGVSNDLYDFLQEFFKAHPDYVNNDFYITGESYAGHYIPAFASRVNQGNKNKEGININLKGFAIGNGLTNPEIQYKAYTDYALDMKLINQTDYDAINKLYPQCQQEITLCGNGSEDACLDAFGRCTNIFSSIMDVVSDKNYYDIRKKCEGNLCYDFSGMETYLNDNQVKRALGVPNSIDFVSCSSTVYQAMETDWMKNLEVGIPSLLEDGINLLIYAGEYDLICNWLGNSNWVHAVEWSGQNDFVAAPSVSFTVDGEEKGIQKNYGPLTFLKVHDAGHMVPMDQPKAALEMLQRWTTQGKLS*

NbL07g00690.1 serine_carboxypeptidase−like [MW − SP = 53.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MAIDKIFKDEATEEKGERARMASFIGAMAIADLVKTTLGPKGMDKILQSTGRGHSVTVTNDGATILKSLHIDNPAAKVLVDISKVQDDEVGDGTTSVVVLAGELLREAEKLVNSKIHPMTIISGFRMASECARDVLEQKVVDNKQDAEKFRSDLMNIARTTLSSKILSQDKEHFAKLAVDAVMRLKGSTNLEAIQIIKKPGGSLKDSFLDEGFILDKKIGVGQPKRIENAKILVANTAMDTDKVKIYGARVRVDSMAKVADLEAAEKEKMKEKVQKIISHGINCFVNRQLIYNFPEELFADAGILAIEHADFDGIERLGLVTGGEIASTFDNPESVKLGHCKLIEEIMIGEDKLIHFSGVEMGQACTIVLRGASPHVLDEAERSLHDALCVLSQTVNDSRVLLGGGWPEMVMAKAVDELAKKTPGKRSHAIEAFTRALLAIPTTIADNAGLDSAELIAQLRAEHHKEESNAGIDVISGSVGDMAELGISESFKVKQAVLLSATEAAEMILRVDEIITCAPRRREGM*

NbL07g00660.1 T−complex_protein_1_subunit_beta [MW = 57.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01120 Alpha−L−fucosidase

Protein sequence:
MKLNKANKLNLNIIIILLFIQPSRSSQSIHPKPPPVPILPIPKSRQISWQIAEMALFLHFGTNTFTNTEWGTGHVDPSIFNPSSLNATQWVKVAKDSGFKRVILTAKHHDGFCLWPSQYTDYSVKSSPWKNGSGDVVAELAFAARNAGLELGLYLSPWDRHESCYGETLEYNEYYMGQMTELLTRYGEIKYIFLDGAKGDGEKDMEYFFDDWFSLIHQLQPRASIFSDAGPDTRWVGDEAGVAGTTCWSLFNCSAVKIGGDNDFRYSRDGDPFGHDWVPAECDVSIRPGWFWHPSEKPKSALTLLDLYYKSVGRNCLLLLNVPPNSSGLISDEDLKVLKEFSELRDSIFSHNIAKSALLSASSTRGGSKNSQFGPQNIIEEGLYTYWAPDEGQSDWELYVEFQQVIAFNVLELQEPIQMGQRIIEFHLDILDENGKWQHVVSGTTVGYRRLLVFPTVKSHVLRLVIDKSRVCPLISHLGIYMDSYSVSRHVSDTRTKSKFINNLVFRRTAYNRSQSVSI*

NbL07g00650.1 alpha−L−fucosidase_1 [MW − SP = 55.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MATSLARALTYVSLLRSKPCLSPFLSQTPKVFFTIKPKVPNFARFISSMASDSKDSPANNPGLHATPDDATKGYILQQTMFRIKDPKVSLEFYSKVLGMSLLKRLDFPEMKFSLYFMGYEDTSSAPSDPAERTAWTFSQKATLELTHNWGTESDPNFTGYHNGNSEPRGFGHIGVTVDDVYKACERFEQLGVEFVKKPFDGKMKGIAFVKDPDGYWIEIFDTKTIKEVAGAAS*

NbL07g00630.1 lactoylglutathione_lyase [MW = 26.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00080 Copper/zinc superoxide dismutase (SODC)

Protein sequence:
MAAHTIFTTTTSTTNSLLFPVAAPNTNPSPSLHSSFHGVSLNLKSKTPQSLTLSAATAPKRLTVFAATKKAVAVLKGNSNVEGVVTLSQDDDGPTTVKVRITGLTPGLHGFHLHEFGDTTNGCMSTGPHFNPDGKTHGAPEDEIRHAGDLGNIVANADGVAEATIIDNQIPLTGPNSVIGRALVVHELEDDLGKGGHELSLTTGNAGGRLACGVLGLTPI*

NbL07g00510.1 superoxide_dismutase_[Cu−Zn]_chloroplastic [MW = 22.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01281 Ribosomal protein L9, N−terminal domain PF03948 Ribosomal protein L9, C−terminal domain

Protein sequence:
MASTATTCLLHNYSLAKNANVETAKLSERTSILTIVAQKKAKKIRKIILKEDITQLGKKGELLDVKAGFFRNYLLPMGKAQIVTPTLIKEMKIEDERIEAEKQRVKEEALQLARIFETVGAFKVKRKGGKGKQIFGSVTAQDLVDIIKHSYRGRWTRKLCLCLRFEKLENMSLN*

NbL07g00490.1 50S_ribosomal_protein_L9_chloroplastic−like [MW = 19.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MELKKFVSLIVPLLFLVPLFNGGIRTAIAARNQDASESWGYVEVRPKAHMFWWYYRSPYRVEDPNKPWPIILWLQGGPGASGVGIGNFQEVGPLDTNLKPRNSTWLRKADLLFVDNPVGTGYSFVEDNNLFVKTDVEAATDLTTLLIEIFNRNQSLQQSPLYIVAESYGGKYAVTLALSALKAIQSGKLKLKLGGVALGDSWISPEDFVLSWGPLLKDVSRIDGNGLQKSNSVALKIKQQINAGQYEAATNSWRDLENIISDNSNSVDFYNFMLDSGMDPLSLTASELSQGISMKRYSRYLQSSRITPGSDVDLDTLMNGAVKKKLKIIPQNVQWGGQSDSVFNALFGDFMKPRIDEVDELLAKGVNVTVYNGQLDLICATKGTEAWVEKLKWEGLKTFLKMDRSAIYCGGDKSTKAFTKSYKNLHFYWILGAGHFVPVDQPCVALDMVASITK*

NbL07g00400.1 serine_carboxypeptidase−like_51 [MW − SP = 47.24 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF00401 ATP synthase, Delta/Epsilon chain, long alpha−helix domain
PF02823 ATP synthase, Delta/Epsilon chain, beta−sandwich domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain

Protein sequence:
MPNIYNALVVQGRDSVGQPINVACEVQQLLGNNRVRVVATSATDGLTRGMEVIDTGAPISVPVGGATLGRIFNVLGEPVDNLGPVDTSTTSPIHRSAPAFIQLDTKLSIFETGIKVVDLLAPYRRGGKIGLFGGAGVGKTVLIMELINNIAKAHGGVSVFGGVGERTREGNDLYMEMKESGMLMSKTYFFLLTISSVSSSRIEVSALLGRMPSAVGYQPTLSTEMGSLQERITSTKEGSITSIQAVYVPADDLTDPAPATTFAHLDATTVLSRGLAAKGIYPAVDPLDSTSTMLQPRIVGEEHYETAQRVKQTLQRYKELQDIIAILGLDELSEEDRLLVARARKIERFLSQPFFVAEVFTGSPGKYVGLAETIRGFQLILSGELDGLPEQAFYLVEVEEIVLSTNSGQIGILPNHAPIATAVDIGILRIRLNDQWLTMALMGGFARIGNNEITVLVNDAEKGSDIDPQEAQQTLELAEANVKKAEGRRQKIEANLALRRARTRVEAINPIS*

NbL07g00230.1 ATP_synthase_subunit_beta_chloroplastic−like [MW = 55.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00704 Glycosyl hydrolases family 18

Protein sequence:
MASPKPNVLFSFVILCFAFTCAMAHPPSKGVKGAYYPSWAFSSFPPSSIDTSFFTHIYYAFLVPNNTTFKFEIDDETSTLLFNFTSTLRSKRPFVKTLFSVGGGGEGLARFSRMASTAASRLTFIKSSIEVARKYKFDGIDLDWEFPQNKKDMENLAILLDQWRVEVKKESWTTKRQPLLITAAVYFSVDFFLSDEFRSYPVPSINKNLDWINLMCYDYRGSWDTSATGAPAALFDTKSNISTSYGVRSWIKAGAIRSKLIMGLPLYGRTWKLKDPNVHGIGAPGIGVGPGDEGTMTYREVEKFNEENNAKVVFDIATVSTYSVAGNSWIGYDDSRSVAMKIGYAQAQRLRGYFFWAVAGDLDWKISRTGPTPTAGAPIL*

NbL07g00220.1 chitinase−3−like_protein_1 [MW − SP = 39.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MNSGSHTVISCKAAVVWKSGEELKLEEIEVDPPNSTEVRIKMIYASLCGTDVLCCNGFPKPLFPRIPGHEGVGVIESVGEKVKNLKEGDIVIPHFLGECGDCPNCKSKKSNLCHKYPLNFSGLLLDGTSRMSIKGQRIYHHVSCSTLSEYLVLDQNYVIKVDPRIPIEHAAFLCCAFTTGFGATFKDVNIEKGSTVAVLGLGGVGLGVVEGAKQKEAAKIIGIDIHEMKSEKAKKFGVTDFINIKISEKSISELVKEATGGLGVDYFFECTNVPHLMINETIQSTRMGYGTLILLGAGLELDWQMSYVPLMLGRTLKGSIYGGIRTRTDLPSIFDKCINKEIKLDELLTHEVSLNDVNKAFEYLKEPNCVKVLIKF*

NbL06g21090.1 alcohol_dehydrogenase−like [MW = 41.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
NKQLLSYIQRYFCFLLFGLTMAKPLHISSCALLIFHPTMASLSTMPKPISDTSFLLPKLRDSIIFLKNISVSGPKIRPLIRSNIITNSNQTQFSSEGQCSPKFDIPLLSSSEVVERMRTSRESQETKQLYLAMYSSVFGGITTDTAAMVIPMDDHMVHRGHGVFDTAAIMDGYLYELDQHLDRFLISAAMAKIQIPFDREIIRRILIRTVSVSQCRKGSLRYWLSAGPGDFQLSPSGCPRAALYAIVIQDQSPPDHRGIRVVTSSIPIKPPQFAVMKSVNYLPNALSKMEAEENDAYAAIWLDADGFVAEGPNMNVAFVTKKKELLMPSFDKILSGCTAKRVLVLAAKLVKEGKLRGVKIDNVSVEDGKRADEMMLIGSGVLVRSVVQWDEEIIRDGREGPVTQALLNLLLEDMKSGPASVRVPVPY*

NbL06g21020.1 D−amino−acid_transaminase_chloroplastic−like [MW − SP = 44.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase

Protein sequence:
MSSRVSVTVSQDGTGDYCTVQEAIDAVPLSNKCRTVIRVAPGIYKQPIYVPKTKNFITLAGFNPEDTVLTWDNTATKIDHHQAARLIGTGTFGCGSTIVEGEDFIAENITFENSAPQGSGQAVAIRVTADRSAFYNCRFLGWQDTLYLHYGKQYLKDCYIEGSVDFIFGNSTALFEHCHIHCKSAGFITAQSRKSSQETTGYVFLRCVITGNGGSSYAHLGRPWGPFGRVVYAYCHMDHCIKHDGWNNWGKTENERTACFYEYRCFGPGSCPSKRVTWARELMDDEAEQFLMHGFIDPDQQRPWLCQRMALRIPYSA*

NbL06g20910.1 pectinesterase_31−like [MW = 35.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01417 ENTH domain

Protein sequence:
MDFMKVFDQTVREIKREVNLKVLKVPEIEQKVLDATDDEPWGPHGTALAEIAQATKKFSECQMVMNVLWTRLTETGKNWRYVYKSLAVIEYLVAHGSERAVDEIVEHTYQISSLTSFEYVEPNGKDMGINVRKKAENIVALLNNKEKIEDARNKAAANRDKYFGLSSSGVTFKSSSASLSSSSNFQSGDRYGGFGNKSDGDSFKDSYREKDRYDEHKIDQFKSKKGSSRYGRTFCSKVQDTVSSSGSNTSKQVGKPDKATSNPPHGAAVSSSKYEEDFDDFDPRGTSSTKPSTKKSDQVDLFGQNLIGDLLDVPTPVPADNSTVTSHPSEIDLFAKANFVSVKPQSEINVDLFASQPASSFAASSTIDFFSAPDPVVQSDIRSSKSDKINTTTVDPFAAVPLNTFDSSDPFGKFNSHADPVSVASENANRGGNQEETPSKLDKSPVEAKPAPKKGDFQVSSGIWADSLSRGLIDLNISAPKKVNLADVGIVGGLTDGSDVKEKGPTTFYMGRAMGQGTGLGQSGFTSTSIGGDDFFSNHQNYQFGSFQK*

NbL06g20870.1 clathrin_interactor_EPSIN_1−like [MW = 59.7 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 34 67 100 133 167

Protein length

Gel Slice

4.5 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 34 67 100 133 167

Pfam domains

Pfam Description
SP Sequon TM Domain PF05907 Eukaryotic protein of unknown function (DUF866)

Protein sequence:
MVNFLLEITAELENLTNLQPQGGVTDPDLPYHFKLKCGNCGEITQKETYVMLSETVPLPIGKGTTHLIQKCKFCSRDGTVTMITGRGRPLTHGDSQAGKYAPLMLFECRGFEPLDFAFLGEWQAESLEGTKFENIYLSGDEFADYDEKGECPVMISNLRATFNVVK*

NbL06g20850.1 UPF0587_protein_C1orf123_homolog [MW = 18.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MADKPSRALVLYGDGSARFLNQTHTHLHSFASRACCGFLSFPHSPPSETDDARIVREFAELVDASEAYLNLNGVEISEMQTQEKYVAATISERFMGMKAAVISDDLRLKSFCDKLGFTILELNEVIGSIIDQVDSSVLASKLLEFLGFQEGKTLESSQFDLVILHVGAGQRTNGLKDLDHVNRLVGDLMQMAHPGTEVGSRLHMSVVLSYGVVREDDDSMYSITDTRPENNSKLSRIFPRQSYTIKEGKPRPNVRQFCPMLVAQWQNAVTRKDMVEAYSYKNFKERGANLVIPADRFLHEVAFKMWKAPKYGA*

NbL06g20840.1 uncharacterized_LOC107809971 [MW = 35.11 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF12799 Leucine Rich repeats (2 copies)

Protein sequence:
KTLPKKMLPLNSQNHFSLSKFLSFSLFISIFFTISHSDDFSSLLTFKSKVDTSNFLISWSKNNDPCSSWLGVTCHRVTGRVIKLVLDHLNLTGSIHPLIHLTQIRHLSLHHNFLTSFPNFNSWPNLKHVYLSHNKFSGEFPLGIYRLNRLRRLDLSYNKFSGEIPVAELSHLPHLMTLHLEFNLFSGSLGMDETRHVASFKDFNVSGNNFSGKIPNWLSKFPVASFTGNVHLCGYPLRSICPSETVNSNPTVMNADTSQLNFPNQKKKNLSENMFLLIVTIDAVGVMLTVLVITWCCYYRKKKNQEKEIYNKVKKYHDISNSSSLYHSFEYGHILKDKKSDQFATMVCFEGCKGFNKVEDLLKASAEMLGKGSVGTSYKVAMDCKDVVVVKRVIEKLKKMKDLDGFLRLIGGLRHQNVVSLRAYYSSKEELLLVYDFLPNGSLHNLLHGNRGPGRTPLDWSTRLKYALGAAKGLAFLHSYNKTKICHGNFTSSNILIDHFGNACISDICLHLLLQMPISSNNGYKAQELLTQNNMNTNQNPRKFSQKCDVYSFGVVLLEILTGKIATNEGEISLAKWVQRVVNKEWTWDVFDFELARYKEMEDEMVALLKVAMACLVSSPKDRPKMILVEQMIEDIRKTENN*

NbL06g20820.1 probable_leucine−rich_repeat_receptor−like_protein_kinase_At1g68400 [MW = 73.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MAGGRVDLDGNVIKPMKICVIGAGGFIGSHLCEKLMNETPHTVLAVDVYSDKIKHLLEPADLPWTGRIQFHRINIKNDSRLEGLIKMADLVVNLAAICTPADYNTRPLDTIYSNFIDALPVVKYCSENGKRLIHFSTCEVYGKTIGAFLPEDSPLRQDPAYYVLKEDVSPCIFGSIEKQRWSYACAKQLIERLIYAEGAENGLEFTIVRPFNWIGPRMDFIPGIDGPSEGVPRVLACFSNNLLRHEPLKLVDGGHSQRTFIYIKDAIEAVLLMIENPTRANGQIFNVGNPNNEVTVRQLAEMMTQMYSKVSGESPPETPTIDVSSKEFYGEGYDDSDKRIPDMTIINRQLGWNPKTSLWDLLESTLTYQHRTYAEAVKQAMSKTTGN*

NbL06g20780.1 UDP−D−apiose/UDP−D−xylose_synthase_2−like [MW = 43.34 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00111 2Fe−2S iron−sulfur cluster binding domain

PF00941 FAD binding domain in molybdopterin dehydrogenase
PF01315 Aldehyde oxidase and xanthine dehydrogenase, a/b hammerhead domain

PF01799 [2Fe−2S] binding domain
PF02738 Molybdopterin−binding domain of aldehyde dehydrogenase

PF03450 CO dehydrogenase flavoprotein C−terminal domain

Protein sequence:
MEETVKNGILVFAVNGQRFELPSVDPSTTLLEFLRTKTCFKSPKLGCGEGGCGACVVLLSKYDPSLKQVEDFSVSSCLTLLCSLNGCSITTSEGLGNTKDGYHSIHERFAGFHASQCGYCTPGICMSFYSALVNADKANCTDSPPGFSKLTAFEAEKAIAGNLCRCTGYRPIADACKTFAADVDIEDLGLNSFWKKEDSRDIKVSKLPPYDPSENLTTFPQFLKSEFATCLDSRRYLWHSPVSVDELQCLLNSNLAENDASIKLVSGNTGTGYYKETQRYGRYIDLRHIPELSIIELDQTGIKLGATVTISKLISFLKEKNKVTLSSYGKLVSKKLAQHMEKIASPFVRNSASVGGNLVMSQKNGFPSDIATLFLGLGATVCIMSSQRHEKLTFMEFLARPPLDSRSVLLRLLIPLKKDGSSLETRSKFLFETYRAAARPLGNALAYVNAAFLADVSPHDNQFLINNIQLAFGAYGTKQATRAKKVEEYLTGKILNVNVLSEALKLVKQAVVSEDGTSHPDYRSSMAVGFLFEFLFRFTNDCPTISAGLLNQSTLVEEVSKSNKDGCISEEKADTLISSAKQVVESSKEYYPVGEPMKKSGASLQASGEAVYVDDIPSPLNCLYGAFIYSTRPLAGVKGIHFGSNSLPDGVSCIITVKDIPSRGANVGSKTIFGPEPLFADDLARYAGDRIAFVVNPYLFRRPFARRGSGKVAESQRSADVAANMAVVEYDTENVDSPILTVEEAVQKSSFFQVPPFLYPKKIGDFSKGMAEADNKILSAEMRLGSQYYFYMETQTALAVPDEDNCMVVYASSQCSEYAGSVIASCLGVPEHNIRVVTRRVGGGFGGKAVRAMPVSTACALAAFKLQRPVRIYVDRKTDMIMAGGRHPMKITYSVGFKSNGKITALHLDVLVNAGIIEDVSPIIPLNFIGALKKYDWGALSFDIKVCKTNVASKSAMRGPGEVQGSYIAEAIMEHVASVLSLEVDSIRKQNIHTFESLKLFYENSAGDIGDYTLPGIMDKLANSSSFIQRSEMIEKYNQKNIWKKRGISRVPLVYESTQRPTPGKVSIMSDGSIVVEVGGIEIGQGLWTKVKQMTAYGLSLIESSWGEELVEKVRVIQADTLSLVQGGFTAGSTTSESSCEAVRLCCNVLVERLTPLKKTLQEQNGSVDWTTLIRQAQMQAVNLAANSYYVPAFSSMQYLNFGAAVSEVEIDILTGETKILQSDIIYDCGQSLNPAVDMGQIEGAFVQGVGFFMLEEYLTNTDGLVVSDSTWTYKIPTIDTIPKSFNVQVLNSGHHEKRVLSSKASGEPPLLLASSVHCATRAAIKAARKQLKLWGKLDESDSEFYLDVPATLPVVKTQCGLDYVEKYLESLLHHKIGNGLSTF*

NbL06g20500.1 indole−3−acetaldehyde_oxidase−like [MW = 151.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01717 Cobalamin−independent synthase, Catalytic domain PF08267 Cobalamin−independent synthase, N−terminal domain

Protein sequence:
MLTTAKKSSSVYMKQISLLFSTPSSSPFISSSPFLSFGSSISIFTIPSTNPRGTQFLNLNFQFRTMASHIVGYSRMGPKRELKFALESFWDGKSSSEDLEKVAADLRSSIWKQMAEAGIKYIPSNTFSYYDQVLDTTAMLGAVPPRYSWNGGEIGFDVYFPMARGNASVPAMEMTKWFDTNYHYIVPELGPDVKFCYASHKAVNEYKEAKSLGVDTVPVLVGPVSFLLLSKAAKGVKMSFPLLSLIDKILPVYKEVIAELKAAGASWIQFDEPTLVKDLDSHQLRAFSHTYSELESSLSGLNVLIETYFTNVPAEAFKTVTALKGVTALGFDLVRGSKTLDLIKSGFPSEKYLFAGVVDGRNIWANDLASSLSTLQALENIVGKDKLVVSTSCSLLHTAVDLVNETKLDEEIKSWLAFAAQKLVEVNALAKALAGKRDEAFFSANAAARTSRKSSPRVTNEAVQKAAASLKGSDHRRATNVSARLEAQQKKLNLPVLPTTTIGSFPQTLELRKVRREYKANKISGEGYVKYISEEIGKVVKLQEELDIDVLVHGEPERNDMVEYFGEQLSGFAFTANGWVQSYGSRCVKPPIIYGDVSRPKPMTVFWSSLAQSMSKRPMKGVLTGPVTILNWSFVRDDQPRFETCYQIALAIKDEVEDLEKAGINVIQIDEAALREGLPLRKSEEAFYLNWAVHSFRITNCGVQDTTQIHTHMCYSNFNDIIHSIIDMDADVITIENSRSDEKLLSVFREGVKYGAGIGPGVYDIHSPRIPSAEEIADRISKMLAVLDTNILWVNPDCGLKTRKYTEVNPALSNMVAAAKLLRAQLASTN*

NbL06g20430.1 5−methyltetrahydropteroyltriglutamate−−homocysteine_methyltransferase−like [MW = 91.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00498 FHA domain

Protein sequence:
MELTTISQSVSYANLPKLPSLFPSRVKVCSSNSINVLGFNCIPTKLKCSVRQLRQFGAIHASVAESNSTNVSVTWLLEFIGDGDARHIGSPTAKPGSLEIPSAGAVTVGRVAEKADMVIPVPTVSAVHALLQSMEEYLVVTDLDSTNGTFIDEKRLRPGVAAAALPGSLLTFGDTNLAIFRVAKLEKMETSSEPEEAEANTEEEEPSSS*

NbL06g20350.1 uncharacterized_LOC104214226 [MW = 22.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00994 Probable molybdopterin binding domain

PF03453 MoeA N−terminal region (domain I and II)
PF03454 MoeA C−terminal region (domain IV)

Protein sequence:
MGENGGTQISNKMIPVEEALDIVLSVAQRLPPVTLPIHEALGKILAEDITAPDPLPPYPASIKDGYAVVAADGSGEYPVIAESRAGNDGLGVTVTPGTVTYVTTGGPVPDGADAVVQVEDTESISAVSSELKRVRILKQTSPGVDIRAVGSDIAQGTIVMRSGERLGAAEIGLLATVGVVTVKVYPSPKVAVLSTGDELVEPTVGRLDRGQIRDSNRAMILTAATQQQCKVLDLGIARDDEQEIETTLGNAFASGIDILVCSGGVSMGDRDFVKPLLQKKGRILFQKVLMKPGKPITFAEIVPRSSNGASSKILAFGLPGNPVSCLVCFHLFVAPAIRHISGWANPHLPRVQARVKHSIKTDPFRPEYHRAVISWQLNGGSGFQGFMAESTGHQISSRLLSMKSANALLELPASNSSLPAGALVSAILISDISNSPGSRSLQLPDLSSVQQEHKQAAANTGSCEDSEFKVAILTVSDTVAAGLGPDRSGPRAVSVVNSSSERLGGTSIVATAVVPDEMRKIKDMLQKWSDVDKVDLILTLGGTGCTPRDVTPEATKSMIQKETPGLLYVMMRESLKVTPSAMLSRAAAGIRGSTLIINMPGNPNAVAECMEALLPALKHALKQVRGDKREKHPRHVPHAQAAPTDTWERSYKLASSSVEEHGCSCSH*

NbL06g20340.1 molybdopterin_biosynthesis_protein_CNX1−like [MW = 70.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain

Protein sequence:
MSTCNFLGSYQLYTCCNVKKPHIGSFKQSSFSQSWSKRPNGSSYFHKKSQLGRSNSVIVKASDSRTTRKQVEITYNPEEKFHKLADEVDREAGLSRLALFSPCKINVFLRITGKRDDGYHELASLFHVISLGDKIKFSLSPSKSKDRLSTNVAGVPLDERNLIIKALNLYRKKTGTDKYFWIHLDKKVPTGAGLGGGSSNAATALWAANQFSGCLATEKELQEWSGEIGSDISFFFSHGAAYCTGRGEVVQDIPSPIPFDIPMVLIKPQQECSTAEVYKRFLLDQTSNVDPLSLLEKIKTSGISQDVCVNDLEPPAFEVLPSLKRLKQRVIAAGRGQYDAVFMSGSGSTIVGVGSPDPPQFVYDDEEYKDVFLSEASFITRAANQWYEEPLSAGNYADQAEFSGSFDNS*

NbL06g20300.1 4−diphosphocytidyl−2−C−methyl−D−erythritol_kinase_chloroplastic/chromoplastic−like [MW = 45.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAKKRKTRASEATAQPIEEEQQNIKQESADLEPEQEQEQEEYQNDAVEEEESVQEGEEEPDPEEEDENDDGDDNEEEEEENPGSANNAVNEVNGGGSEVKKEGGGDEEEDLEDEPLEKLLEPFTKDQLTALIKEALVTYPNLKDNIQKLADKDPAHRKIFVHGLGWDTTAETLTSVFGKYGEIEDCKAVTDKVSGKSKGYGFILFKHRSGARKALREPQKKIGTRMTSCQLASAGPVPAPPPTAAAVPPVSEYTQRKIFVSNVAADLDPQKLLEFFSKFGEVEEGPLGLDKQTGKPKGFCLFVYKSVESARKALEEPHKSFEGHTLHCQKAVDGPKHNKNYYQQHQQPQQHYPQHQQHQQYYQHPAKKGKYSGGSGSGASASAGHLMAPSGPAPVGFNPAVAPALGQALTALLATQGAGLGIGNLLGGFSGPVNPQGVPPVMNNAGGYGAQGAAGGYGAQPMQYQNPQIQGGARPQGGAPYPGYGGH*

NbL06g20260.1 UBP1−associated_protein_2B−like [MW = 52.41 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02170 PAZ domain

PF02171 Piwi domain
PF08699 Argonaute linker 1 domain

PF16486 N−terminal domain of argonaute
PF16488 Argonaute linker 2 domain

Protein sequence:
MAEEDKNGAAEGLPPPPPVPPDFTPAISEPEPVKKKAALRLPMARRGLGNKGQKIQILTNHFKVNVTNVDGHFFHYSVALFYEDGRPVDGKGVGRKVLDRVHETYDTELAGKDFAYDGEKSLFTIGALPRNKMEFTVVLEDVTSNRNNGNSSPAADEGPNESDRKRLRRPYQSKSFKVEISFAAKIPMQAIANALRGQETENSQEALRVLDIILRQHAAKQGCLLVRQSFFHNDPKNFVDVGGGVLGCRGFHSSFRTTQSGLSLNIDVSTTMIIQPGPVVDFLIANQNAKDPYTLDWAKAKRMLKNLRVKTSPTNQEFKITGLSDRPCREQTFTLKQKGKDGEGDEITVYDYFVNHRNIDLRYSADLPCINVGKPKRPTYFPIELCNLVSLQRYTKSLSTFQRSSLVEKSRQKPQERMQVLSNALKINKYDAEPLLRACGISISSNFTQVEGRVLSPPKLKTGGDDFVPRNGRWNFNNKRLVDPTKIERWAVVNFSARCNIQGLISDLIKCGKMKGIMVEDPFDVFEESPQFRRAPPLVRVEKMFEEVQSKLPGAPKFLLCLLPERKNCDIYGPWKRKNLAEFGIVTQCIAPTRVNDQYITNVLLKINAKLGGLNSMLTVEHAPAIPMVSKVPTIILGMDVSHGSPGQSDVPSIAAVVSSRQWPSISRYRASVRTQSPKVEMIDNLFKRASDTEDEGIMREALLDFYVSSGKRKPEHIIIFRDGVSESQFNQVLNIELDQIIEACKFLDEKWSPKFTVIIAQKNHHTKFFQPGDPNNVPPGTIIDNKVCHPRNYDFYLCAHAGMIGTTRPTHYHVLHDEIGFSPDDLQELVHNLSYVYQRSTTAISVVAPICYAHLAATQMGQWMKFEDTSETSSSRGGVTNAGPVTVPQLPKLEEKVSSSMFFC*

NbL06g20250.1 protein_argonaute_4−like [MW = 101.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05996 Ferredoxin−dependent bilin reductase

Protein sequence:
MECLVPTPFSFSSSFSSTSWFSPFLVLKSRSKLSLNRKFRSFDRNGSRCMSVSGEMENSVFSYKKLIHFALEETKTHTHLVPSSLQEKYSSLLAMDDETELQMLSFEAPKIRLFRSLCIEGSDGMQVLDFAAFPKPEFDLPIFCANFFTAAKMNIIVLDLNPLHDVMDQEDYKEKYYKDLIPLGLKYSDLLPWGGKLTSESLKFFSPIVIWTRFSSSPYNHSVLFSAFKDYYKAWLELTDKSEEETDAFQVARNREAQHRYLTWRAEKDPGHGVLKRLVGEALAKDVISEFLFNGVNKLGSKTFLDYFPEYRCEDGRVNEKRSMIGKSFENRPWNARGEFIGNII*

NbL06g20210.1 phytochromobilin:ferredoxin_oxidoreductase_chloroplastic−like [MW = 39.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
HTALTYSSSMASKISLSALWNLPISTQKSQYSPQFPLLQQFPSSSRVFSSKLKSNSHRSVSVSAAVTEESKTSPPSSPSPTSSSKVVLVVGGTGGVGQIVVASLLNRNVKLRLILRDPEKATTLFGEQDEEKLQVWKGDTRSPTGIDPSVFEGVTHVICCTGTTAFPSRRWDGDNTPERVDWEGVRNLVSSLPQSLKRIVLVSSIGVTKFNELPWSIMNLFGVLKYKKMGEDFVRNSGLPFTIIRAGRLTDGPYTSYDLNTLLQATAGERRAVLIGQGDTLVGEVSRLVVAEACIQALDIDFTEGQTYEINSIPGDGPGSDTLKWQELFRDSHNN*

NbL06g20200.1 uncharacterized_protein_At2g37660_chloroplastic−like [MW = 36.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
LAMALCIKNGFLAAALVLVGLLICSIRIIGAQSIGVCYGKDANNLPSDQDVINLYNANGIRKMRIYYPDKNIFKALNGSNIEIILGVPNQDIEALANSSIANGWVQDNIRSHFPYVTFKYISIGNEVSPTNNGQYAQFLLHAMKNVYNALAAAGLQDMIKVSTVTYSGLLTNTYPPESSIFREEFKSFINPIIEFLARNNLPLLANVYPYFVHISNTVNVALSYALFTQQEENSLGYQNLFDALLDSMYFAVEKAGGPNVEIIVSESGWPSEGSSVATIENAQTYYRNLINHVKSGAGTPKKPGKTIETYLFAMFDENDKIGEITEKHFGLFSPDQRAKYQLNFNSLPIYILI*

NbL06g19970.1 glucan_endo−13−beta−glucosidase_acidic_isoform_GL161 [MW − SP = 35.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MATKTVCVTGASGYIASWLVKFLLQRGYTVKATVRDPNDPKKTDHLTSLDGAKERLHLFKANLLEEGAFDAVVDGCEGVFHTASPFYHAVKDPQAELIDPALKGTLNVLGSVAKRPSIRRVVLTSSVAAVAFNGKPRTPEVVVDETWWSDPHLCRESQMWYVLSKTLAEDAAWKFVKEKAIDMVTINPAMVIGSLLQPTLNTSCAAVLQLINGAVTYPNATLGWVNVKDVALAHILAFENPSANGRYLMVEAVAHYSELVKILREHYPTMKLPEKCVDDKPFPPKYQVNIERAKQLGVEFTPLAESIKETVESLKEKKFYSDA*

NbL06g19940.1 cinnamoyl−CoA_reductase_1−like [MW = 35.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MHITPIMYRLVRFSTITIIPTISFSESSSLSTDYCIIARSCTMCFIIDRSYEASSSSIHVQSIEEYPSSFTYVSCSPTPTFEATVNGARRQSDSLLPLSMLTDDPKKTQHLLSLGGAKERLHLFKANLLEEGSFDAVVDGCEGVFHTASPFYYSVTDPQAELLDPAVKGTLNLLGSCAKAPSVKRVVLTSSIAAVAYSGQPRTPEVVVDESWWTSPDYCREKQLWYVLSKTLAEDAAWKFVKEKGIDMVAINPAMVIGPLLQPTLNTSSGAVLNLVNGAETYPNSTFGWVNVKDVANAHILAFENPSANGRYLMVERVAHYSDILKILRDLYPTMRLPEKCADDNPLMQNYQVSKERAKSLGVEFTPLEESIKETVESLKEKRFFGGSSAM*

NbL06g19920.1 cinnamoyl−CoA_reductase_1−like [MW = 43.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00153 Mitochondrial carrier protein

Protein sequence:
MADNQHPTVFQKVANQMHLSSSLSQDVHAHYGGIQRPALYQRRFAYGNYSNAGLQNCQATQDLSLISANASPVFVQAPQEKGLAAFATDFLMGGVSAAVSKTAAAPIERVKLLIQNQDEMIKAGRLSEPYKGIGDCFGRTIKDEGFGSLWRGNTANVIRYFPTQALNFAFKDYFKRLFNFKKDRDGYWKWFAGNLASGGAAGASSLLFVYSLDYARTRLANDAKAAKKGGGRQFNGLVDVYKKTLASDGIAGLYRGFNISCVGIIVYRGLYFGMYDSLKPVLLTGNMQDSFFASFALGWLITNGAGLASYPIDTVRRRMMMTSGEAVKYKSSFDAFSQILKNEGAKSLFKGAGANILRAVAGAGVLAGYDKLQVIVFGKKYGSGGA*

NbL06g19700.1 ADPATP_carrier_protein_mitochondrial [MW = 41.85 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00013 KH domain

PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar)
PF14608 RNA−binding, Nab2−type zinc finger

Protein sequence:
SLTHTHTHTHTLATLNRLFSANLGISFSFATTSTSTASLMEFGGDRKRGRPHGPMNGHGTFKKSKQELESIPTGIGSKLKPCTKFFSTSGCPFGEGCHFLHYVPGGLKAVTQMLGSNPALPAASRNSIAPLSFPDGSSPPAVKTRLCNKFNTAEGCKFGDKCNFAHGEWELGKPMAPLHEESRGMFQTHGWYGSRPETTPAGFGAAASFGSSATAKISVDASLAGPIIGKGGVNSKQISRVTGAKFSIRDHESDPNLRNIELEGTIDQIGQASQMVRELIQSVTAKSAAPLMKNPSSTATSNFKTKLCDNFAKGSCTFGERCHFAHGAEELRRSGP*

NbL06g19560.1 zinc_finger_CCCH_domain−containing_protein_14−like [MW = 35.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MQSKKIEIVHMELIRPITPTPNHLRCFKFSFLDQMAFSTSVPIALFYPSPSSAGDDQSYSYEQSRTINSSRLLVLKKSLSETLARFYPFAGRVEENSIECNDNGVPFYEAFAHKYRLENVVRKPIEDADFLPHVDQKWSWFNHETFPLLVQVTFFECGGMAIGVCASHKIADLATLSTLINAWAVIARANPSSSCVDIPEFVAASKFLPEPIPHVSPNWSKIVESIVSVDNQHGTKIFSFDASTIASLKANVVSDDAVPKPTRVEVVSAVMWKCFMTISTKTRTSSQLLYNVNIRKRLVPPLPNHCVGNVVATITTYKGEDDGCDLSTLVSCIRKGISELCSKFVDKSRQDEAILAIPQDNLELGLAFNGGETKLFINSWCGYKFYDVDFGWDKPLWVSQIDLPIKNFILLTDSRDSGGINAWVNLKEQDMKAFEQELIDQIAIGSAK*

NbL06g19430.1 vinorine_synthase−like [MW = 50.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MHHLPPNILALLSPFSGASRTMGFNPRIQLGILLLLLLSLYTSANNTTVYEILTKYSLPKGLLPDSVKSYSLSKDGNFEVELEKPCYVEFEYLVYYAEKITGKLSIGSITDLDGIQVKRFFLWLNVNEIRVDLPSSGSIYFQVGIINKKLDMNQFETVHSCRDNALALCGGSLRQVLQLPDPVNDMPMLITE*

NbL06g19370.1 uncharacterized_LOC104215593 [MW − SP = 16.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MDPVPSSASHGNLDEQIAQLMQCKPLSEQEVRGLCEKAKEILMEESNVQPVKSPVTICGDIHGQFHDLAELFRIGGKCPDTNYLFMGDYVDRGYYSVETVTLLVALKVRYPQRITILRGNHESRQITQVYGFYDECLRKYGNANVWKTFTDLFDYFPLTALVESEIFCLHGGLSPSIETLDNIRNFDRVQEVPHEGAMCDLLWSDPDDRCGWGISPRGAGYTFGQDISEQFNHTNNLKLIARAHQLVMEGFNWAHDQKVVTIFSAPNYCYRCGNMASILEVDDSRERTFIQFEPAPRRGEPDVTRRTPDYFL*

NbL06g19340.1 serine/threonine−protein_phosphatase_PP2A_catalytic_subunit [MW = 35.64 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02985 HEAT repeat

PF04510 Family of unknown function (DUF577)
PF13646 HEAT repeats

PF18808 Importin repeat
PF18829 Importin repeat 6

Protein sequence:
MAAEQAQLAAILGPDSAPFETLISHLMSASNEQRSQAESVFNLIKQNDPNSLALKLANVLTSSSHQEARAMSTILLRKLLTRDDSFIWPKLTESTQSGIKTVLLTCIQREESKAIIKKLCDTVSELASSILPENQWPELLPFMFQCVTSDLPKLQESAFLIFALLAQYVGEKLVPYIKDLHSVFMQTLNHSPHPDVRIAGLSAVINFIQCLSSSNDRDRFQDLLPAMMKTLTEALNSGQEATAQEALELLIELAGTEPRFLRRQLVDVVGAMLQVAEAVSLEEGTRHLAIEFVITLAEARERAPGMMRKLPQFISRLFAILMKMLLDIEDEPTWHSAEVEHEDAGETSNYSVGQECLDRLAIALGGSTIVPVASEQLAPYLAAPEWQKHHAALIALAQIAEGCTKVMIKNLEQVVNMVLSCFQDPHPRVRWAAINAIGQLSTDLGPDLQVQYHSRVLPALASAMDDFQNPRVQAHAASAVLNFSENCTPEILTPYLDGIVSKLLVLLQNGKQMVQEGALTALASVADSSQENFQKYYDAVMPYLKTILVNANDKSNRMLRAKAMECISLVGMAVGKEKFRDDAKQVMEVLMSLQGSQMETDDPTTSYMLQAWARLCKCLGQDFLPYMSVVMPPLLQSAQLKPDVTISSADSDNELDESDDDSMETITLGDKRIGIKTSVLEEKATACNMLCCYADELKEGFYPWIDQVAPTLVPLLKFYFHEEVRKAAVSAMPELLRSAKLAVEKGIAQGRNESYVKQLSDYIIPALIEALHKEPDTEICASMLDAINECVQISGPLLDEGQVRSIVEEIKQVITASSSRKRERAERAKAEDFDAEENELLREENEQEEEVFDQVGEILGTLIKTFKAAFLPFFDELSSYLMPMWGKDKTAEERRIAICIFDDVAEQCREAALKYYDTYLPFLLEACNDESPDVRQAAVYGLGVCAEYGGSVFKPLVGEALSRLNVVIRHPNALQPENVMAYDNAVSAVGKICQFHRESIDSAQVVPAWLNCLPIKGDLIEAKVVHDQLCSMVERSDRELLGPDNQYLPKIVLVFAEVLCAGKDLATEQTASRMINLLRQLQQTLPPATLASTWSSLQPQQQIALQSILSS*

NbL06g19240.1 importin−5−like [MW = 123.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family

Protein sequence:
MLAGHVGPILHVQSDNPYVLCYKHRGRISNVNNYFSANNKVVFTDRNTNNKMAEEEAIDAAANLRSDFLQLLRTRRPPQVQLCVVPGKPVTDPLYQENPKPTFSEVMASCPKEDIPNLKELLQEENFYLTTEEGEQGRLPVLVLSMKGSDKKKRPAVVFLHSTNKCKEWLRPLLEAYASRDYIAVAIDSRYHGERATSMTTYRDALISSWKKGDTMPFIFDTVWDLIKLADYLTEREDIDSSRIGITGESLGGMHAWFAAFADSRYAVVVPIIGVQGFQWAIEHDRWQARVDSIKAVFEEACADLGKNEIDKEVVQKVWDRIAPGLASQLDSPYTVPVIAPRPLLILNGAEDPRCPIAGLDIPKSRTHKACENAGCPLNFKVIAEGGIGHKMTPLMVKEASNWFDRFLKV*

NbL06g19230.1 uncharacterized_LOC104209961 [MW = 46.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03473 MOSC domain PF03476 MOSC N−terminal beta barrel domain

Protein sequence:
MAEVGSAQVKSIFIYPVKSCRGISVSEAALSPTGFRWDRQWIVVNSKGRACTQRVEPSLALVEVELPQEALLEGFEPNPRSFLVIKAPGMDVLKVPLVEPSEVANGVSMWEWSGSALDEGDDASKWFSKYLGKPSRLVRFNEVSESRLTDPNYAPGYKIKFSDVYPFLLISQKSLDVLNEQLKEPMSINRFRPNCWKHAYSIFVDGSEPFCEDLWKDIKIGENTFRSTELCYRCKIPTINQETAEAGPEPSETLVKFRSDKILKTNKKPQGRIYFGQNLVCIDSLDQEKRKTMRVGDPIYVIKKVSSYVDVSV*

NbL06g19210.1 mitochondrial_amidoxime_reducing_component_2−like [MW = 35.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MASTFAGMSSAGPLAAPSTSSNKLSSVANISSSSFGSRRNVVLRKARSSKISAAAKELYFNKDGSAIKRLQVGVNKLADLVGVTLGPKGRNVVLESKYGAPKIVNDGVTVAREVELEDPVENIGAKLVRQAAAKTNDLAGDGTTTSVVLAQGLVAEGVKVVAAGANPVLITRGIEKTTKALVAELKNMSKEVEDTELADVAAVSAGNNSEVGSMIAEAMSKVGRKGVVTLEEGKSAENSLRVVEGMQFDRGYISPYFVTDSEKMSVEYENCKLLLVDKKITNARDLVGVLEDAIRNGYPILIIAEDIEQEALATLVVNKLRGALKVAALKAPGFGERKSQYLDDIATLTGGTVIRDELGLTLDKADKEVLGHASKVVLTKDATTIVGDGSTQDAVNKRVAQIKNLIEAADQDYEKEKLNERIAKLSGGVAVIQVGAQTETELKEKKLRVEDALNATKAAVEEGIVVGGGCTLLRLASKVDAIKETLENDEEKVGADIVKRALSYPLKLIAKNAGVNGSVVSEKVLSSDNPKFGYNAATGNYEDLMAAGIIDPTKVVRCCLEHASSVAKTFLMSDCVVVEIKEPEPAVAGSPMDNSGTFLDSIQSLSPLYNFSSGRTPVN*

NbL06g19120.1 chaperonin_60_subunit_beta_2_chloroplastic [MW = 65.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04146 YT521−B−like domain

Protein sequence:
MAAVAPPADQATDLLQKLSLDSQNKTLEIAEPKKKPVDSKDLGNGQIQSVDRSVTPLLPDFMDPTLCYVPNGYPSYYYGYDGSGNEWEDYTRYVNPEGVEMTGAYGDNGSFMYQHGYGYAPYSPYSPATSPVPTVGHDGQLYGAQHYHYPYFQPLPPTSTPYTTPVAPAKGEIATSAAADQAPLSVDSANGNSKGIANGGVKGNTASTPVRPAFQHSSLNANGSFGRGGALPGGVASGYQDPRFGFDGVRSPIPWLDGSMFTDGQARPVVSNPITPSFSNGGAVPSSKNQNVHPHLMGLHHPRPSSGMNTANGYMNTLYPNKFGNTFSSGMGFGSNRYDSRATGRGWTPVDNRFKPRGRGNSFYGYGNENMDGLNELNRGPRGKGSKNQKGFTPVALAVKGQNIPLTVTNDAEKDKQSLIPDKEQYNHPDFPVTYTDAKFYIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQEAQQKSGGCPIFLFFSVNTSGQFVGVAEMVGPVDFNKSVEYWQQDKWIGCFPVKWHIVKDVPNSLLKHITLENNENKPVTNSRDTQEVKMEQGLQVIKIFKDHISKQCILDDFEFYEDRQKRIQEKKAKQQLFQKQSQVWEGKATEEKNKDNSISELKSQKLSEVSTVLSKGSLPAAQANGEVKLAENGSVTKLGDDVKVAKPVTVSDKKRVAKGIENGVN*

NbL06g19080.1 uncharacterized_LOC104245894 [MW = 76.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02779 Transketolase, pyrimidine binding domain PF02780 Transketolase, C−terminal domain

Protein sequence:
MVLRNRNSPFFLYFCIFFYILSNKTSPFFLYFCIFDKFSNRSLIIGYLFSSCFCISYVNALDQSHLCIICHLLCRQEGLLRCAYVFGEDVGFGGVFRCTTGLADRFGKQRVFNTPLCEQGIVGFAIGLAAMDNRAIAEIQFADYIFPAFDQIVNEAAKFRYRSGNQFNCGGLTIRAPYGAVGHGGHYHSQSPESFFCHVPGIKVVIPRSPHQAKGLLLSSIRDPNPVVFFEPKMLYRMAVEEVPEVDYMLPLSEAEVIREGSDITLVGWGAQLSTMEQACIEAAKEGISCELIDLKTLIPWDKETVEASVKKTGRLLVSHEAPVTGGFGAEISASIVERCFTRLEAPVARVCGLDTPFPLVFEPFYMPTKNKILDAIKSTVNY*

NbL06g19060.1 2−oxoisovalerate_dehydrogenase_subunit_beta_1_mitochondrial−like [MW = 42.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MSGRKETVLDLAKFVDKGVQVKLTGGRQVEGTLKGYDQLLNLVLDEAKEYLRDADDPLKTTEQTRALGLIVCRGTAVMLVAPTDGTDEISNPFVQPDGA*

NbL06g19040.1 sm−like_protein_LSM7 [MW = 10.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MAIENSNNGVDVCTVKRPKTKIVCTLGPASRSVPMIEKLLRAGMNVARFNFSHGSHDYHQETIDNLRQAMENTGILCAVMLDTKGPEIRTGFLKDAKPVQLKQGQEITISTDYSIKGDENTICMSYKKLAEDVKPQSVILCADGTITFTVLSCDKENGLVRCRCENTAVLGERKNVNLPGVIVDLPTLTDKDKDDILNWGVPNHIDMIALSFVRKGSDLVEVRKLLGEHAKNILLMSKVENQEGVANFDDILLNSDAFMVARGDLGMEIPIEKIFLAQKVMISKCNIQGKPVVTATQMLESMIKSPRPTRAEATDVANAVLDGTDCVMLSGETAAGAYPDLAVGTMAKICIEAESTIDYPDVFKRIMANAPVPMSPLESLASSAVRTANSAKAALILVLTRGGSTAKLVAKYRPGMPILSVVVPEIKTDSFDWTCSDESPARHSLIFRGLVPVLHAGSARASHEESTEEALDFALQHAKTKGLCKQGDSVVALHRVGTASVIKIVTVK*

NbL06g18990.1 pyruvate_kinase_cytosolic_isozyme [MW = 54.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01218 Coproporphyrinogen III oxidase

Protein sequence:
MLTPILSSPSSSSTPTSQFPHSFHSSSSFLTKPLHLPFTVSYKTAKKPTPNYSFKVQAMIEKEVAESHKPDTFLRESDMGSNVTSNSSSVRGRFEKMIREAQDSVCLAIEKADGGAKFKEDVWSRPGGGGGISRVLQDGAVFEKAGVNVSVVYGVMPPEAYRAARPTDNGNVKPGPIPFFAAGVSSVLHPKNPFAPTLHFNYRYFETDAPKDAPGAPRQWWFGGGTDFTPAYIFEEDVKHFHSVQKAACDKFDPSFYPRFKKWCDDYFYIKHRDERRGLGGIFFDDLNDYDQEMLLSFSTECANSVIPAYIPIIEKRKDTPFTDEHKAWQQLRRGRYVEFNLVYDRGTTFGLKTGGRIESILVSLPLTARWEYDHKPEEGTEEWKLLDACINPKEWI*

NbL06g18830.1 oxygen−dependent_coproporphyrinogen−III_oxidase_chloroplastic [MW = 44.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02446 4−alpha−glucanotransferase

Protein sequence:
MREMPWRGAGVAIPMFSVRSEADLGVGEFLDLKLLVDWAVESGFHLVQLLPINDTSVNCMWWDSYPYSSLSVFALHPLYLRVEAISENIQEDIKQEIKGARVQLDKKDVDYEAAMATKLSIAKKIFAREKESILNSKSFLEFFSENQEWLNPYAAFCFLRDFFETSDRSQWGRFSEFSKEKLEKLISKESLHYEVVSFHYYIQFHLHLQLSEAAEYARKKGVVLKGDLPIGVDRNSVDTWVYPNLFRMNTSTGAPPDYFDKNGQNWGFPTYNWEEMSKDNYGWWRARLTQMGKYFTAYRIDHILGFFRIWELPDHAMTGLCGKFRPSIPISQEELESEGLWDFNRLTQPYIGQELLQEKFGASWTIIASTFLNEYQKGFYEFKEECNTEEKIASVLKSFLETSMLVESEEKLRRKLFDLLQNVALIKDPEDLRKFYPRFNIEDTTSFKDLDQHSQNVLKRLYYDYYFQRQEGLWRQNALKTLPVLLNSSNMLACGEDLGLIPSCVHPVMQELGLVGLRIQRMPNEPGLEFGIPSQYSYMTVCAPSCHDCSTLRAWWEEDEERRHRFFQAVVGSDELPPDQCSPEIVHFVLRQHVEAPSMWSIFPLQDLLALKEDYTTRPAAEETINDPTNPKHYWRYRVHVTMESLLDDKDLMQKIKDLVRGSGRCYPQKDLESGQAYGVGSAKLPLGSELPSLAQRNGIPNREAVALV*

NbL06g18700.1 4−alpha−glucanotransferase_DPE2 [MW = 82.38 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00013 KH domain

PF00575 S1 RNA binding domain
PF01138 3' exoribonuclease family, domain 1

PF03725 3' exoribonuclease family, domain 2

Protein sequence:
KVSLIPVSLALKVCAEVEMLANPSFHGRPLQFVPTVRNELCRPYPCPLQLHSRSYQFPASSLGDKKKRIRRRSISRSFKTQFSVRASAEPQDLLVSVGSAGVQASPFSVRIPVGDRHITVETGLIGRQASGAVTVTDGETIIYTTVCLADVPSEPSDFFPLSVHYQERFSAAGRTSGGFFKREGRTKDHEVLICRLIDRPLRPTMIKGFYHETQVLSWVLSYDGLHPPDALAVTAAGIAMALSEVPCSEVIAGVRIGLIGDKFIVNPTIQEMENSKLDLLLAGTNNAILMIEGYCDFLPEDKLLEAVDVGQDAVRGICKEVEALVQKCGKPKMLDAIKLPPKELYKLVEEIAGNELVEVLQIKNKIPRRKALSSLEENVISILSEKGYISTMEAFGSTETLPDLLEEDEDEDQEVVVDGEVDEGDVHIKPVARKTVPLLFSEVDVKLVFKEVTSKLLRKRIVERGKRSDGRTLQEIRVIDARCGLLPRAHGSALFTRGETQSLAVVTLGDKQMAQKIDNLVDDDEYKRFYLQYSFPPSCVGEAGRVGAPSRREIGHGMLAERALRPILPPEDDFPYTVRVESTITESNGSSSMASVCGGCLALQDAGVPVKCSIAGIAMGMVLDTKEFGGDGTPLILSDILGSEDASGDMDFKVAGSDVGITAFQMDIKVGGITLPIMKQALLQANDGRKHILAEMSKCSPPPSRKLSKHAPLIHVMKVKPEKINLIIGSGGKKVKSIIEETGVEAIDTQDDGVVKITAKDLSSLEKSKAIISSLTMVPVVGDIYRNCEIKSIAPYGVFVEIAPGREGLCHISELSANWLAKAEDAFKVGDRLDVKLIEINDKGQLRLSRRALLPDPEPEKQSAKPHSASLSNDNVVSPKTSDKGKPKKVVTVSNDGSASKSAESLKDKTVPMKLSSPGKEAAKRLVSPEKDGPDKPQMKKTGGNISSKSGNAVVNGEAKVV*

NbL06g18610.1 probable_polyribonucleotide_nucleotidyltransferase_1_chloroplastic [MW = 104.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQRCCTSAGRSVIGKRWFSLLNNDKIVASVLFERLPVVVPKIDPTVYAFQEFSFRWRQQYRREYPESFLKKSDTRGKGDYQIDYKPAPRITEADKTNDRRSLQRALDKRLYLLVHGTTHGSPSEKPVWHFPEKVYESEETLRKCAESALESVIGDLSHTYFVGNAPMGHIVVQPTEAKENTSFKRFFFKSQVIATNKFDIRKCDDFVWVTKDELLEYFPEQAEFLSKMIIS*

NbL06g18570.1 39S_ribosomal_protein_L46_mitochondrial−like [MW = 26.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
MGSFCIDLILILTLLSTSFPYNSSAADTETHLGSEMESLPRELLESARQPEFLDWLRRVRRRIHEYPELSFQEHQTSQLIRNELDSLGVKYSWPVAKTGLVGSIGSGAQPWFGLRADMDALPLQELVDWEYKSKIDGKMHACGHDAHVTMLLGAARLIQNRRDKLKGTVKLVFQPAEEGYAGASYMLEEGALDGFKAIFGLHVWPFMPVGTIGSKPGPIMAGSSRFTAVVQGKGGHAATPHKTRDPMLAASMAVLALQQLISRETDPLEPRVVSVTFVDGGQAGNVIPASVRFGGTFRFMTLEGYSYLKQRIKEIIETQAGVHQCSATIDFMEEMRPYPPTINDPTIYDHGKRVGEILLGENNVQHSPALMAAEDFGFYSQKMAAAFFFIGTQNKTDVSAIKGLHSPYFTIDEEVLPIGAALHAAVAISYLDTHSESE*

NbL06g18550.1 IAA−amino_acid_hydrolase_ILR1−like_3 [MW − SP = 45.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEVKNAGVSREEGKMEKEEIHLKVEKQIKKSDEVKEKTEMELDLKSKSVEKEKPKQKMDKDKDKKHKDKQEKKIKDKLTKSEEESKEKREDEKGEEKEDNTQDVEEEKKDKEKKNKEKKEKKDKEKKDKFKNALEKEKEEKDDEKERNQDEEKKPKKEKKKDKDKESKEKEDKSKQDLEVEGEEEKDDKNDKKADEKKDKKGKKKDKDEEKKEKRKEESLEETERKKDKEKKHKKEKKDKDKEKKDKSGVELEEEMEEEKDDGKEKKKHKEKKHKEETEKGNKTKNREELEADLEAHGRKEKETKKDKEKKCKEDKDKVDEKGRETEVTTREIKIGGENRMPDEEAEH*

NbL06g18400.1 DNA_ligase_1−like [MW = 41.94 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00917 MATH domain
PF12436 ICP0−binding domain of Ubiquitin−specific protease 7

PF14533 Ubiquitin−specific protease C−terminal

Protein sequence:
PNPPPTPLSPTPITLSLRSCDRTVVLSPSMTILNSQPLDHQEEEEMLVPRADMVEGPQPLVEGPQPMEVTPTENASAVENQAVDEPQASRFTWTIDNFSRLSVKKLYSEVFSVGSYKWRVLIFPKGNNVDCLSMYLDVADAATLPYGWSRYAQFNLAVVNQVNPKYTVKKETQHQFNQRESDWGFTSFMLLSELYDTNKGYLVNDRVVIEADVAVHKVIDYWTYDSKKETGYVGLKNQGATCYMNSLLQTQYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHMNYIECINVDFKSTRKESFYDLQLDVKGCCDVYASFDKYVEVERLEGDNKYHAEEHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLELDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEDMKRALEEQYGGEEELPQTNPGFNNSPFKFTKYSNAYMLVYIRESDKDKIICDVDEKDIAEHLRIRLKKEQEEKEDKRRYKAQAHLYTIIKVARDEDLKEQIGREIYFDLVDHDKVHSFRIQKQMPFNLFKEEVAKELGIPVPFQRFWSWAKRQNHTYRPNRPLSPQEELQTVGQLREVSNKTNTVELKLFLEVNHGPDLLPIPLLDKSKDDILLFFKLYDPAKEELRYIGRLFVKSSSKPTDILGKLNELAGFAPDQDIELFEEIKFEPSVMCEHLDKKASFRSSQIEDGDIICFQKKPSPEVEEQVRYPDVSSFLEYVKNRQIVHFRALEKPKEVDFCLELAKSNTYDEVVDKVAQRLGVDDSSKIRLTPHNCYSQQPKPNPIKYRSVDHLVDMLIHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHSTKDEIEILNIRLPKQSTVGDVLNEIKSKVDLSRQDAELRLLEVFYHKIYKIFPLTEKIENINDQYWTLRAEEIPEEEKNLGSHDRLIHVYHFTKETPQNQMQVQNFGEPFFLVIHESETLAEIKVRIQKKLQVPDEEFSKWKFAFLSLGRPDYLEDSDIVSSRFQRRDVYGAWEQYLGLEHADNTPKRAYSVSQNRHTFEKPVKIYN*

NbL06g18340.1 ubiquitin_carboxyl−terminal_hydrolase_12−like [MW = 134.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01929 Ribosomal protein L14

Protein sequence:
MPFKRFVEIGRVALINYGKEYGKLVVIVDVIDQNRALVDAPDMVRSQINFKRLSLTDIKIDIKRIPKKKTLVAAMEAADVKTKWENSSWGRKLIVQKRRAALNDFDRFKLMLAKIKRAGVVRQELAKLKKTAA*

NbL06g17860.1 probable_60S_ribosomal_protein_L14 [MW = 15.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01657 Salt stress response/antifungal

Protein sequence:
MRPYQFPIQFFSLFLFLFFLPSFPILGSTSELTNFVYKGCANQKFQDSTGVYTQTLNTLFNNLVSQSSSTNFHKTTAGGGQSAISGLFQCRGDLSNKDCNTCIQKIPDMSQKLCGQSIAARIQLNGCYLRYEIAGFQTVGPTELLYKVCASTQASGDGFLDRLETALGKIAKGVFSSGNKGFYTGGYQSVYVLGQCEGDLESGDCVNCVKNAAEEAKNQCGSSISAQIYLQQCYIRYTYYPSGVPTKSFSPSSGIRKSTQKTVAIVLGGLVGVGLVLACLLFTKSAFKKKSYVKYGG*

NbL06g17650.1 cysteine−rich_repeat_secretory_protein_3−like [MW − SP = 28.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03912 Psb28 protein

Protein sequence:
MATLQSLAFSPALSHTSHQPRSLLGIASGVVHQSAGSSFNGQRLCLTCSRFTSNIQNQKMSRLSIMMVQPKIQFIQGTDEQTIPDVKLTKSRDGTNGMAIFRFDNPSVFDSSGEVGDITGFYMIDEEGVLSSVDVNAKFVNGKPAGVEAKYIMRTPREWDRFMRFMERYANANGLQFVKS*

NbL06g17590.1 photosystem_II_reaction_center_Psb28_protein−like [MW = 19.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00282 Pyridoxal−dependent decarboxylase conserved domain

Protein sequence:
MEGELKPMDAEQLREYGHKMVDFIADYYKNIENFPVLSQVQPGYLRKVLPETAPAHSETLEDVLEDVQTKILPGVTHWQSPDYFAYFPSNSSVAGFLGEMLSAGINMVGFSWITSPAATELEMIVLDWLAKALKMPDEFLSTGQGGGVIQGTASEAVLVVLLAARDKVLRRVGKDAIGKLVVYCSDQTHSALQKACQIGGIHPENFRMLKAVSCRDYALSPDALSEAVSHDLATGLIPFFFCATIGTTSSTAVDPLLALGKITKSNSMWFHVDAAYAGSACICPEFRHYIDGVEEADSFNMNAHKWFLTNFDCSALWVKDRSALIQSLSTNPEFLKNKASQGNLVVDYKDWQIPLGRRFRSLKRGWY*

NbL06g17540.1 tyrosine_decarboxylase_1−like [MW = 40.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MATQGQVITCKAAVAWEPNKPLVIEDVQVAPPQAGEVRVKVLYTALCHTDAYTWSGKDPEGLFPCVLGHEAAGIVESVGEGVTEVQPGDHVIPCYQAECRECKFCKSGKTNLCGKVRAATGVGVMMNDRQSRFSINGKPIYHFMGTSTFSQYTVVHDVSVAKIDPVAPLEKVCLLGCGVPTGLGAVWNTAKVEPGSIVAVFGLGTVGLAVAEGAKAAGASRVIGIDIDSKKFDRAKNFGVTEFINPKEHEKPIQQVIVDLTDGGVDYSFECIGNVSVMRAALECCHKGWGTSVIVGVAASGQEISTRPFQLVTGRVWKGTAFGGFKSRSQVPWLVDKYLKKEIKVDEYITHNMTLADINKAFDLMHDGSCLRVVLDMFV*

NbL06g17510.1 alcohol_dehydrogenase_class−3−like [MW = 40.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MATLGQLLPSCGGIVLNSRTLLPSPFPSPTTTSRNFRVKMSILATQASIVLPENRIILGCGSVGVDFLAAVASYPNPDDKIRSTSFQVQGGGNTGNALTCAARLGLTPRIISKVSNDSQGKGILEELEADGVDLSFIVVSDGGNSPFTYIIVDNQTKTRTCIHTPGYPPMIPTDLSQSNLLSSLDGAKLVYFDGRLHETAAVVAEEANRRGIPILIDAERKREGLDHLLSFASYVVCSTKFPQDWTEASSIPSALLSMLLRLPKVKFVIVTLGEDGCLMLQRTEMDNLDPEERDVDDLFEKLNQKKDTNATSPACISSNVAKLHAKGIGTISGKLLVGTAERIPQTELVDTTGAGDAFIGAVLYSICANMPAEKMLPFAAQVAAIKCRALGARAGLPHYTDPRLTPFLV*

NbL06g17450.1 ribokinase−like [MW = 43.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MANLGFATTLPIFLAMVIANFVTYTEGAPRAFFVFGDSLVDNGNNNYLATSARADSPPYGVDYPTHRPTGRFSNGLNIPDLISQQLGAEPTLPYLDPTLTGDKLLVGANFASAGIGILNDTGIQFANIIRMPRQLELFQQYQQRVSALIGEEQTQRLVNNALILITLGGNDYVNNYFLTPVSARRIQYNIQDYSRYLVTEYRKILKRLHDLGGRRVLVTGTGPLGCVPAELATRSSNGECAKEPQQAAAAFNPLLVQMIKRLNQELGSDIFVAVNAMEMQNDFINNPKAFGFVTSKIACCGQGPYNGIGLCTAASNLCPNRDEYAFWDPFHPSEKANKIIVKTIYSGSDKYITPMNLSTIMAVESV*

NbL06g17350.1 GDSL_esterase/lipase_At4g28780−like [MW − SP = 37.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00108 Thiolase, N−terminal domain PF02803 Thiolase, C−terminal domain

Protein sequence:
MEKAIERQRVLLEHLHPIRSSSLHTDDQSSSLTPSICLAGDSAAYQRTAAFGDDVVIVAAYRTAICKAKRGGFKDTLADDLLAPVLKALVEKTNLSPNKVGDIVVGTVLAPGSLRAIECRMAAFYAGFPETVPIRTVNRQCSSGLQAVADVAASIKAGFYDIGIGAGLELMTVDNIGRVQQVNPKVDAFAQARDCLLPMGITSENVAQRFGVTRLEQDQAAVVSHQRAAAATASGKFKDEIIPVLTKIVDPQTRREKPIVISVDDGIRPNTNLTNLEKLKPAFKSDGTTTAGTASQVSDGAAAVLLMKRSVAMQKGLPILGVFRSFAAVGVDPAVMGIGPAVAIPAAVKSAGLELDNIDLFEINEAFASQFVYCRKKLNLDSEKVNVNGGAMALGHPLGATGARCVATLLHEMKRRGKGCRFGVISMCIGSGMGAAAVFERGDAVDDLCNARVNNNSNFLSKDAK*

NbL06g17180.1 3−ketoacyl−CoA_thiolase_2_peroxisomal−like [MW = 49.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02569 Pantoate−beta−alanine ligase

Protein sequence:
MAGKEPVIITDKEEMRKWTRTMRSKNHTIGFVPTMGYLHEGHLSLVQEAQKHTDLIVVSIYVNPGQFSPNEDLSTYPSDFRGDIQKLKSVANGVDVVFHPKNLYDYGNSEMGLVRSAENEGLKVVSCVEDKGMGHETWVRVENLEKGLCGKSRPVFFRGVATIVTKLFNIVEPDVAVFGKKDYQQWRIIQRMVRDLDFGIKVIGSDIVRGHDGLAMSSRNVKLSPEDRQKALSISRALSKAKVEAEKGQVNCGELIKSAIQTIDEAGGKVDYAEIVEQESLEPVETIKRPVVFCVAAWFGKVRLVDNMEINI*

NbL06g17110.1 pantoate−−beta−alanine_ligase [MW = 34.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
KIILEVIEIKAPESRRINQSDPEVKASNERGNMSGLATASSSSSLLHSPPTQSKPPRLLRWNSSAFLFPTTHLFSKLTTSAKAHSFTCNCSSTPGGPAPGENESKNILDAFFLGKALAEAVTERIESTVGEFLGTVGRLQAEQQKQVQDFQEEVLERAKQAKEKAARETMDTQGLIPNSFTADTSTAGTGVTSATSQQTRINSQPAMIDSEDGSKDSKLGLSNGD*

NbL06g17090.1 uncharacterized_protein_At4g13200_chloroplastic−like [MW = 24.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11976 Ubiquitin−2 like Rad60 SUMO−like

Protein sequence:
MSASGGGSCGAGEEEKKPNDQAVHINLKVKGQDGNEVFFRIKRNTQLRKLMNAYCDRQSVDMNSIAFLFDGRRLKGEQTPDELEMEEGDEIDAMLHQTGGNDA*

NbL06g16870.1 small_ubiquitin−related_modifier_1−like [MW = 11.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12146 Serine aminopeptidase, S33

Protein sequence:
FVLIPLNLLEKMAMVIQYNIGRSAINIASAFRRCHISYHLACCVGVMRAFSTATENRSSSAHNNKVSNKPSICTADELHYVSLNASDWRLALWRYLPPPQAPRRNHPLLLLSGVGTNAIGYDLSPESSFARYMCNQGFDTWILEVRGTGLSVQESDSKNIENSAHTASNEMEAATDNANDRGLSASQQSTDVQGASEKHDAALVKEEPTVVSKVWDESRVVTKLTEAFMRLSERVSGFVSGSQSKIVSARLVHQISKLLKDSFLYKRVNTIRKKLLGLLETREKSAVLTSQAGELSKKLVNIFEEGQRSVSSPLFDLQERLTTRIGDFQEQLDLILKYDWDFDHYLEEDVPAAMEYIKVQTRPKDDKLLAIGHSMGGILLYARLSWCGLEGREPGLAAVITLASSLDYTSSKSALKLLLPLADPAQVLNVPVIPLRTLLAAAYPLSSRAPYVLAWLNEMISATNMMHPDSLKKLVQNSFCNIPAKLLLQLATAFQEQGLRDRSGKIYYKDHLRKSSVPVMALAGDLDQICPPEAVYETVKLIPENLVTYKVFGDADGPHYAHYDLVGGHMATEQLYPCVVQFLSRHDGTS*

NbL06g16860.1 uncharacterized_LOC109228095 [MW = 65.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00536 SAM domain (Sterile alpha motif)

Protein sequence:
MYSDRVEAVTKRSIKDRLNGNSADDFSRRRQIAGKRHREEDDKWDHDLYEPDEVPGSSQQIGTKDLRLKLQKKSIQQATQSVKGSISGGMRDLREKLSGTVYSQTVENVPPKAKLKVAPEISKPVRRSVIAEAPAMETKKVASTVSKKKSQQKVQSVDSFLQSLGLEKYAITFQAEEVDMAALVHMTDEDLKAMGIPMVSIVMLYENSFEIVTSCFSFAS*

NbL06g16850.1 SEC23−interacting_protein−like [MW = 24.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
RDDIVLLVRVDFMIDDVENNDWFRGSFITLEFRDGYCGSAFIFGGRKERTRGDSQCEETESTMKFSRAFNAASVLFVLLLITIVTAKKSGDVTELQIGVKFKPKSCELKAHKGDRVSVQYSGKLTDGTVFDSSYERNDPIEFELGSGQVIKGWDQGLLGMCVGEKRKLKIPAKLGYGESGSPPKIPGGATLVFDTELVAVNGKKSAADSEL*

NbL06g16510.1 peptidyl−prolyl_cis−trans_isomerase_FKBP15−1−like [MW = 23.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01201 Ribosomal protein S8e

Protein sequence:
MGISRDSMHKRRATGGKKKAWRKKRKYELGRQPANTKISANKTVRRIRVRGGNVKWRALRLDTGNYSWGSEAVTRKTRILDVVYNASNNELVRTQTLVKSAIVQVDAAPFKQWYLQHYGVDIGRKKKGPAKKETTEEGEGAAAAAEETKKSNHVLRKIETRQKDRKLDPHIEEQFGGGRLLACISSRPGQCGRADGYILEGKELEFYMKKLQKKKGKAGAGGAA*

NbL06g16490.1 40S_ribosomal_protein_S8 [MW = 25.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04526 Protein of unknown function (DUF568)

Protein sequence:
TTPIPKYPPTHSSTFAQKMASHFHLFLASFVVLLFISPSTSLTCSSQTFSSNTKFTNCTDLPALKSFLHWTFDPTKSTLSVAFIASPASPDGWIAWGLNPTAPAMVGTQSLIAFKDPKGAMVVKTYNLTSYKSITESKLLYNVLDSKAESSNGTMKIFATLELPENTTTVNQVWQVGPAVKDGKPVVHKFDTENLASKATLDLAATSSAGDGNKNAGSSVSNSNSGSQSGNETGGSSRILKSENGIFAFLFFLGVLLLQL*

NbL06g16380.1 cytochrome_b561_and_DOMON_domain−containing_protein_At3g25290−like [MW − SP = 23.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03188 Eukaryotic cytochrome b561 PF04526 Protein of unknown function (DUF568)

Protein sequence:
MSSPAIPLAVVLVIASLLISPSLSQICSSQKFTNNKVYTRCSDLPALKSFLHWTYNAENSTLDVAFVAPPDKPDGWIAWAINPKDTGMVGAQTLFAFKNSKGEMVVKTYDISSYTSIKESSKLWFDVKVSAAEFTGGLMRLFATLVLPGKGKTTLNHVWQVGPSVTNGFPAKHDFQPANLNSKGTLDLLSGESKSGASGDSKVKRKNIHGILNAISWGILFPVGIIIARYLRTFKSADPAWFYLHVSCQCSAYIIGVAGWATGLKLGSESKGITYDTHRNIGIALFSLATLQVFALLLRPKKDNKYRFYWNIYHHGVGYTMLVLSLINVFKGLDILDPATKWRSAYIGILVVLGAIALLLEVITWIVVLKRKSNKSTKPYDG*

NbL06g16360.1 cytochrome_b561_and_DOMON_domain−containing_protein_At3g25290−like [MW − SP = 39.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18029 Glyoxalase−like domain

Protein sequence:
MAEEVQNGGAENGAAKAVTVTFTAMKPQLIVEAPKVGDAVQFYKAAFGAEEVNRVNHPKRKAEQELPLILSAELKLGSTTFLVSDSDLTDDSSAPVKTAGGYVFCLETEDVEGAVAMAVTAGAVSEGEIAEGDGACCGGRVGKLKDPYGNIWLICSPSKKCE*

NbL06g16230.1 uncharacterized_protein_At5g48480−like [MW = 16.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MLQYFCLGQFFAMFLLLLCSIFVVLTTAESSIYEVLESHGLPRGLLPKGVKNFTLDNSGKFVVHLDQACNAKFENEFHYDRNVSGTISYGQIHALSGIEAQDLFLWFPVKDIRVDIPSSGLIYFNVGVVSKQFSLSSFETPRDCTAVQLMDLQDDMHIADAASKTVRLHLYVPCNSGTLAKSQSEELRYKFDQGNMGRKAIL*

NbL06g16190.1 LOC107783758 [MW − SP = 19.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MFSGLPNYFCLFFLSLLLCLITVCLAGDPYIYYDWTVSYITASPLGVKQQVIGINGQFPGPILNVTTNWNVVVNVKNDLDEPMLLTWNGIQQRKDSWQDGVSGTNCPIPAGWNWTYEFQVKDQIGSFFYFPSLSFQRAAGGYGGITINNRKIISLPFATPDGDITLFISDWFIKSHKELRQDIVNGVSLRAPDGILFNGLGPYRYDNALVSGGIAYLSVNVEPGKTYRLRVHNVGVSTSLNFRIQNHNLLLVETEGSYTVQQNYTSLDIHVGQSYSFLVTMDQNASSDYYIVASPRFVNSSGWSKSVGVSVLHYSNSQGPASGPLPDPPNESDTFFSMSQARSIRWNVSASAARPKPQGSFRYGEITVTDVFVLHNRPAELIEGKRRTTLSGISYLAPSTPLKLAQQFNVLGVFKLDFPNKMMNRPAKVDTSIINGTYKAFVEIIFQNNDTTVQSYHLDGYAFFVVGMDYGLWTENSRSTYNKWDGVARCTTQVFPGAWTAILVFLDNDGIWNLRAQNLDSWYLGQETYISVVNPETTDKNDVPLPANVIYCGALSPLQKDQAHRVNFSGAPSLKKTINFIFVAFVVALIGSFMR*

NbL06g16180.1 monocopper_oxidase−like_protein_SKU5 [MW − SP = 63.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00016 Ribulose bisphosphate carboxylase large chain, catalytic domain

Protein sequence:
MFTSIVGPPHGIQVERHKLNKYGRPLLGCTIKPKLGLSAKNYGRAVYECLRGGLDFTKDDENVNSQPFMHWRDRFLFCSRALYKAQAETGEIKGHYLNATCEEMIKRAVFARKLGVPIVMHDYLTGEFTANTGLAHYFQDNGLLFHIHRAMHEVIDRQKNHGIHFREVSRLALPALTEIFGDDSVLHFGGGTLGHPWGNAPGAVANRVALEACVKARNEGRDLAQEGNEIIREDSEWSPELDDACEVWKEIVFNFAASDVLDK*

NbL06g16060.1 ribulose_bisphosphate_carboxylase_large_chain [MW = 29.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSGSCFSFAATASTSSTSSLYLFTQKPKFSVEHLSLSTYNTHFNFKINSTKLKAHFSISSLYRSSIFLSTFASVSDGVEVVQEDDEEEVSLSAEEEEEIEEKEEGVDSESVEGGRLYVGNLPFSMTSSQLSEIFAEAGTVANVEIVYDRVTDRSRGFAFVTMGSVEEAKEAIRLFDGSQVGGRTVKVNFPEVPKGGEREVMSAKIRSTYQGFVDSPHKLYVANLSWALTSQGLRDAFVDQPGFMSAKVIYDRSSGRSRGFGFITFSSAEAMKSALDTMNEVELEGRPLRLNVAGQKASLSSPPLVETSPENDSENSELLSSLSS*

NbL06g15950.1 33_kDa_ribonucleoprotein_chloroplastic [MW = 35.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02221 ML domain

Protein sequence:
MAMIAVKLFVGLLLFLCLLSPLTSAESTDFEYCNKKAKYDVKVSGIDITPYPVSGGKKTTFSISASTGQNLTGGKLVIDVNYLFFHVHHEAIDLCKETSCPASGDFVISHSQELPGFTPPGSYTLTMKMVDDKNHQLSCISFGFSIGFIAESQALAADS*

NbL06g15910.1 putative_phosphatidylglycerol/phosphatidylinositol_transfer_protein_DDB_G0282179 [MW − SP = 14.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MDSQIYGFLFTLILFFSITGAALQENPSAKHQISAPQINSNSVLVALLDSHYTELSELVEKALLLQTLEEAVTKHNITIFAPKNEALERDLDPEFKRFLLEPGNLKSLQKLLLFHMIPTRIQSLHWPKTELKPRHHSTLCPGDERISVLRKSGDRMVSMAKVIRADDIIKPDGIIHGIERVLIPKSVQQDFNTRRSLRSISAVLPEGAPEVDPRTNRLKKKPTPVPAGAPPVLPIYSAMAPGPSLAPAPAPGPGGPHHHFDGESQVKDFIQTLLHYGGYNELADILVNLTSLATEMGRLVSEGYVLTVLAPNDEAMAKLTTDQLSEPGAPEQIMYYHLIPEYQTEESMYNAVRRFGKVKYDTLRLPHKVVAEEADGSVKFGVAEGSAYLFDPDIYTDGRISVQGIDGVLFPVEEIKAAPVAAPVAKVVAKPRRGKLMEVACSVMGSFC*

NbL06g15810.1 fasciclin−like_arabinogalactan_protein_17 [MW − SP = 46.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family

Protein sequence:
MASTEEPVVANEVAVEPAAPEPVMEKEKNPPAKSETSKKEPKAKKPAAPRKKTASVHPPYFEMVSDAIVTLKERTGSSQYAITKFIEDKQKNLPPNFKKLLLNQLKNFVASGKLVKVKSSYKLPSARSASAPAKKKIAVAAKPKAAKAKPAGKPKAKPAGKPKAKPAAKPKAKPAAKPKAKPAAKAKPAAKAKPAAKAKPAAKAKPAAKPKPAAKAKPAAKPKPKAAVAPKPKATPVKAKAAPKPKAKETKPAKVARTTTRTTPSRKAAPKATPAKKEPAKKTPARSAKSPAKKASTRRGGRK*

NbL06g15640.1 histone_H1−like [MW = 31.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MAISLSTPKLSTTLSSPTLHTLLYKHKFSLLSLSNPIKPLHFNFLTHFRSTPSSLSCTRRRFTAPRAESSNGTDAPRHYDFDLFTIGAGSGGVRASRFASNFGASVAVCELPFSTISSDSTGGVGGTCVLRGCVPKKLLVYASKYSHEFEESCGFGWNYEVEPKFDWSTLIANKNAELQRLMGIYKNILKNAGVTLIEGRGKVVDPHTVDVDGKLYSAKNILISVGGRPFIPDIPGSEYAIDSDAALDLPTKPNKIAIVGGGYIALEFAGIFNGLKSEVHVFIRQKKVLRGFDEEIRDFVGEQMSLRGIEFHTEESPQAIVKSADGSLSLKTSRGTVEGFSHIMFATGRRPNTKNLGLETVGVKMTKNGAIEVDEYSRTSVPSIWAVGDVTDRINLTPVALMEGGALAKTIFADEPTKPDYRNVPAAVFSQPPIGQVGLMEEQAIKEFGDIDVYTANFRPLKATISGLPDRVFMKLIVCAKTSKVLGLHMCGDDAPEVVQGFAIAVKAGLTKADFDATVGIHPTSAEEFVTMRTPTRKVRSSPSEGKAEHDIKAAAGV*

NbL06g15610.1 glutathione_reductase_chloroplastic [MW = 60.28 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00441 Acyl−CoA dehydrogenase, C−terminal domain

PF01636 Phosphotransferase enzyme family
PF02770 Acyl−CoA dehydrogenase, middle domain

PF02771 Acyl−CoA dehydrogenase, N−terminal domain

Protein sequence:
MMSIYISLIYEGTIFFTSTRSSSVLRTEVSMSNAVFCCKVLTFLLFLNVIFAVLQFGHGQSNPTFLIEVHSGTLAKRYVLRKKPHGTLLASAHAVEREYKVLHALSTHTVVPVPKVFCLCTDSSVIGTPFYIMEYLEGRIFIDPKLPDVQPERRRVIYRTVAQALAVLHSADVDAIGLGNYGKRTDYCKRQVERWLKQYLLSTGEGKSRRNPKMLELADWLSQHIPLEDSSGVTAGLVHGDFRIDNVVFHPIEDRVIGILDWELSTLGNQMCDVAYSCLGHIVNITSEDIEEYNGFELTSFPEGVPSLANYLADYCSAAGRRWPVDQWKFYIAFSLFRGASIYAGVHSRWIMGNASGGERARRAGEKADSFIRTAWSFIQRKSVLPQYPPTETSSEHSPNQEMPVGGRFVPSEKVQKLRQKLIKFMEDHIYPRENEFSKLAQSNMRWTIHPDEEKLKELAKKEGLWNLWIPFDSAARARELIYGSRNGLSNNDSDRLLGAGLSNLGYGYLCEIMGRSVWAPQIFNCGAPDTGNMEVLLRYGNEVQMKEWLVPLLEGKIRSGFAMTEPQVASSDATNIECSIKRHGDSYIVNGTKWWTSGAMDPRCKILIVMGKTDLAAPKHKQQSMILVDINSRGITVKRPLTVFGFDDAPHGHAEILFENVRVPANNILLGEGCGFEIAQGRLGPGRLHHCMRLIGAADRGMQMMVQRSLQRRAFGKLIGQQGSFLSDVARCRIDLEKTRLLVLEAADQLDRLGNKKARGTIAMAKVAAPDMALKVLDTAMQVHGAAGLSGDTVLAHLWATARTLRIADGPDEVHLGTIAKMELQRARL*

NbL06g15110.1 acyl−CoA_dehydrogenase_family_member_10 [MW = 92.74 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain)

PF00364 Biotin−requiring enzyme
PF02817 e3 binding domain

Protein sequence:
MICRKINQGKLRNSFRQSICRWFQSSVAPVAAPMTPVSTVSSSGKKIQSPLHFFGNYTTSLSSFSKSNVSFLLRGCSFSTQAALDLSTGGVIDVPLAQTGEGIAECELLKWFVHEGAQVEEFQPLCEVQSDKATIEITSRYKGKISQILHVPGNIVKVGETLLKIAVDDIPELTETSDASEKMTSLESDFIGSSDISSVPEKSKIDGVSSTPAVRNLAKQYGLDINDVPGTGKDGRILKEDVTNYAMQKGLINEALECAQQKHSEVSSLIGGGYEDKTLQLRGYQRAMVKSMTLAAKIPHFYFIEEMNCNALVELKKSFQNENSDPEIKHTFLPVLIKSLSMALTTHPMLNSRFSEESYEVILKGSHNIGIAMATPNGLVVPNIKNVQSLSILEITKELTRLQKLAKINKLSPDDISGSTITLSNIGGIGGKFGSPLINSPEVAIIGLGRIQKIAQFGEDGDVYPASVMTINIGADHRVLDGATVARFCNDWKKFVEKPDLLLLHTR*

NbL06g15030.1
lipoamide_acyltransferase_component_of_branched−chain_alpha−keto_acid_dehydrogenase_complex_mitochondrial−like [MW =
55.26 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 45 89 133 177 220

Protein length

Gel Slice

3.5 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 45 89 133 177 220

Pfam domains

Pfam Description
SP Sequon TM Domain PF01221 Dynein light chain type 1

Protein sequence:
LKRKRKWTTIGQCDSNKLLKFVLPTPAFYQLVAFSCRVKAKLIPTPKTTPKEKGQSLGNQRRHIHTSPTPSQLFLSLIHSFHHRPPERSCSTVPAKNFEDMSEDAKRTGGVPVAKTTSDDRRTSSGSVPSPIGKKITIKSADMKPDVQKEAVDIAIAAFEKYNVEKDVAEQIKKEFDKKYGPTWHCIVGKNFGSYVTHETNHFVYFYLDSKAVLLFKSG*

NbL06g15000.1 dynein_light_chain_1_cytoplasmic−like [MW = 24.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MANSDSTPVVPPPAAPLSARKENVTPASSKIAELTESRQELLARIQSLKTDLQSWRSKLDGQVKVYRDELSELKKSLNVEVDQLRSEFQELKTTLQQQQEDVTASLRNLGLQDVSEETKEAEDAKPNNDEEKSQEELPKDSGKDTDQ*

NbL06g14840.1 CAP−Gly_domain−containing_linker_protein_1−like [MW = 16.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
MERGGAFAGLHPQPSCNHLLGSSRTAIKLLPPANSFTDKRRFVPPPLKLQKQSHFASYRSNSSQNNGSALQVASPASTPPVLADIDWDNLGFSITPTDYMYIMKCSRDDNFSKGELQRFGNIELSPSAGILNYGQGLFEGLKAYKRHDGNILLFRPEENALRMKMGAERICMPSPSVEQFVEAVKATVLANERWIPPPGKGSLYIRPLLMGSGAVLGVAPAPEYTFLIYVSPVGNYFKEGMAPINLVIETEMHRATPGGTGGVKTIGNYAAVLKAQSAAKAKGYSDVLYLDSVNKRYLEEVSSCNVFIVKGNLITTPAIKGTILPGITRKSIIDVAVSQGFQVEERHVSVDELLGADEVFCTGTAVVVSPVGSITHMGKRITYGSDGVGRVSQQLYSALTSLQMGLSEDKMGWIVELK*

NbL06g14640.1 branched−chain−amino−acid_aminotransferase_3_chloroplastic−like [MW = 45.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00467 KOW motif PF16906 Ribosomal proteins L26 eukaryotic, L24P archaeal

Protein sequence:
MKYNPRVSSSRRKSRKAHFTAPSSVRRVLMSAPLSSELRTKYNVRSMPVRKDDEVQVVRGTYKGREGKVVQVYRKKWVIHIERITREKVNGSTVNVGIHPSKTVITKLRLDKDRKSLIDRKAKGRAAADKDKGTKFTTEDIMQTVD*

NbL06g14540.1 60S_ribosomal_protein_L26−1−like [MW = 16.77 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MSRFTMLVVLVLVLLCLCHLSVATIGSSNKKSTYIVHVSKSQMPESFEDHKRWYDSSLKSVSDSAEMLYVYNNVVHGFSARLTVQEAESLERQSGILTVLPEMKYELHTTRTPSFLGLDRSADFFPESNAMSDVIVGVLDTGVWPESKSFDDTGLGPVPDSWKGECESGTNFSSSNCNRKLIGARYFSKGYETILGPVDVSKESKSARDDDGHGTHTATTAAGSIVQRASLFGYASGTARGMATRARVAVYKVCWIGGCFSSDILAAMDKAIDDNVNVLSLSLGGGNSDYYRDSVAIGAFAAMEKGILVSCSADQTSLKLSDMNNEDSFISPILTCLGLRRNCCRFSAGNAGPSPYSLSNVAPWITTVGAGTLDRDFPAYVSLGNGKNFSGVSLYKGDLSLSKMLPFVYAGNASNTTNGNLCMTGTLIPEKVKGKIVLCDRGINPRVQKGSVVKEAGGVGMVLANTAANGDELVADAHLLPATTVGQTTGEAIKKYLTSDPNPTATILFEGTKVGIKPSPVVAAFSSRGPNSITQEILKPDIIAPGVNILAGWTGAVGPTGLAEDTRRVGFNIISGTSMSCPHVSGLAALLKGAHPEWSPAAIRSALMTTAYTVYKNGGALQDVSTGKPSTPFDHGAGHVDPVAALNPGLVYDLRADDYLNFLCALNYTSIQINSIARRNYNCETSKKYSVTDLNYPSFAVVFPEQMTAGSGSSSSSVKYTRTLTNVGPAGTYKVSTIFSPSNSVKVSVEPETLVFTRANEQKPYTVTFTAPSTPSTTNVFGRIEWSDGKHVVGSPVAISWT*

NbL06g14490.1 subtilisin−like_protease [MW − SP = 82.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01207 Dihydrouridine synthase (Dus)

Protein sequence:
MRFKFKLLSTNSLVNHNTSLPKNLSMATQTLNTSSTQNPNNEFNDDDDDDDRRCSAATITSQEGEAPQLFELNRANGHLKGESRIERAWAHWKKLGEPKLIVAPMVDNSELPFRMLCRKYGAEAAYTPMLHSRIFSETEKYRSLEFTTCKEDRPLFVQFCANDPDILLEAARRVEPYCDYVDINLGCPQRIARRGNYGAFLMDNLPLVKSLVEKLANNLNVPVSCKIRVFPNLQDTLSYAKMLEEAGCSLLAVHGRTRDEKDGKKFRADWEAIKAVRNFVRIPVLANGDIRHMDDVQNCLDETGADGVLSAESLLENPALFAGYRTAEWGLGSAGIREDGKLDQAELLKEYLELCEKYPVPWRMIRSHVHKMLGEWFKIQPSVREDFNKQSKLTFEFLYDLVTQLRELGVSIPLYVKETRDEAASSNGHVA*

NbL06g14470.1 tRNA−dihydrouridine(16/17)_synthase_[NAD(P)(+)]−like [MW = 49 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02769 AIR synthase related protein, C−terminal domain

PF13507 CobB/CobQ−like glutamine amidotransferase domain
PF18072 Formylglycinamide ribonucleotide amidotransferase linker domain

PF18076 Formylglycinamide ribonucleotide amidotransferase N−terminal

Protein sequence:
MATSAWDITATEFLQGFDRQKLALPRHSSKQTNRLLWGTLPRQSPVKYSHKNLSLRSHIPAKIRAVVSREISSVGNEDVQEVAEKVMHLYRVPFLQDSATAELLKLVQSKVSNQIIGLKTEQCFNIGLNSDISSEKLSVLKWVLGETYEPENLGSESFLDEEKRKIPDAYIIEVGPRLSFTTAWSANAVSICQACGLTEINRMERSRRYLLYVDGSLLDSQINEFASMVHDRMTECVYVEKLTSFKTSIVPEEVRYIPVIERGRKALEEINEKMGLAFDEQDLQYYIKLFRDDMKRNPTNVELFDIAQSNSEHSRHWFFTGKLVIDGQPVDKTLMQIVKSTLLANPNNSVIGFKDNSSAIKGFRVKQLRPIKPGSTCFLGMITSDLAILFTAETHNFPCAVAPYPGAETGAGGRIRDTHATGRGSFVVGSTAGYCVGNLHIEGSYAPWEDPSFTYPANLASPLQILIDASNGASDYGNKFGEPLIQGYCRTFGMRLPSGERREWLKPIMFSAGIGQIDHLHLSKGEPEIGMLVVKIGGPAYRIGMGGGAASSMVSGQNDAELDFNAVQRGDAEMAQKLYRVVRACIEMGDYNPIISIHDQGAGGNCNVVKEIIHPQGAKIDIRAIVVGDHTMSVLEIWGAEYQEQDAILVKPESRDLLQAICARERVSMAVIGTINGEGRIVLEDSVAIEKSRSSGLPPPPPAVDLELEKVLGDMPKKTFEFRRMNNLREPLDIAPATTVLDSLKRVLRLPSVCSKRFLTTKVDRCVTGLVAQQQTVGPLQIPLADVAVIAQTYTDLTGGACSIGEQPIKGLLDPKAMARLAVGEALTNLVWAKVTSLCDVKASGNWMYAAKLDGEGAAMYDAAVALSEAMIELGIAIDGGKDSLSMAAHSSGELVKAPGNLVVSTYVTCPDITKTVTPDLKLGDDGVLLHIDLAKGKRRLGGSALAQAFDQIGDESPDLDDVSYLKTVFNEVQNLISDELISAGHDISDGGLLVNALEMAFAGNCGIRLDLTSLGSSVPQTLFAEELGLLIEVSRKNFDLVLEKLRSGAVSANIIGQVTSSPIVELSVDGVTHLNEKTSVLRDMWEETSFQLENLQRLASCVELEKEGLKNRHEPSWKLSFTPTFTDDKYMTAVSKPKVAIIREEGSNGDREMAAAFYAAGFEPWDVAMSDLLNGVITLDEFRGIVFVGGFSYADVLDSAKGWAASIRFNQPLLNQFQAFYNRPDTFSLGVCNGCQLMALLGWVPGPQVGGVFGAGGDPSQPRFVHNESGRFECRFTSVTIEESPAIMFKGMEGSTLGVWAAHGEGRAYFPDDSVFNHIVGSNLAPVKYCDDDGRPSDIYPFNLNGSPLGVAAICSPDGRHLAIMPHPERCFLMWQFPWYPKNWDVEKKGPSPWLRMFQNAREWCS*

NbL06g14360.1 probable_phosphoribosylformylglycinamidine_synthase_chloroplastic/mitochondrial [MW = 154.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06405 Red chlorophyll catabolite reductase (RCC reductase)

Protein sequence:
SSEHYGSFAMAISISSAQLFTSIQPLLPSSSRSVFLRKRRLSCSSSNYMEQQNENKSKFKEFPYVSVPHRELMVELVSTVENRLGTALLPCTLPCNVQYFENSTATAHASLYVRSGHSSSQVDFILGSWVHCNLPTGGTLNITSLSAYLRPSTDAPNFLMEVIRSSPTSLILILDLPPRKDLVQHPDYLKNFYEETQLDKQRQLLEKLPEVKPYFSSSLYIRAVVSPSAILVSIETEASQAVRIDEIIQDHISPVAKVMLETWLDLCACPERRLTEDESTALAKRDKIFKNKTIEIDLESSFPRLFGQEVANKVLGVLREIYNA*

NbL06g14330.1 red_chlorophyll_catabolite_reductase_chloroplastic [MW = 36.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01734 Patatin−like phospholipase

Protein sequence:
MGRLLFVVSLTLLVTIQPSIFFCAAATKGKNFITVLSIDGGGIRGIIPGTILAFLESKLQELDGPNARIIDYFDVVAGTSTGGLITTMITAPNRDNRPLYAAKDISSFYMEHCPYIFPASRRNSFVHRIFNFFGGPKYDGKYLRLLVESILGNLTMKQTLTHTVIPAFDIKRLQPTIFTTVDARANVSKNVLLSDICLSTSAAPTFFPVHYFESRDTQGRIRTFDMIDGGVAANNPTQMAITHISKEIMRGKFEYEEMERMESKKMLVVSLGTGIGKHQGYNAASASKWGLLGWVYNNGQTPILDVYNDASADMVDIHVSTMFQTLRTEKNYLRIQEDNLIGDAASMDIATTKNMQKLVEIGNNLLKKAVSRVNLETGQYEPVQGEGTNEEALVHFAKLLSQEKKLRYNN*

NbL06g14260.1 patatin−like_protein_3 [MW − SP = 42.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00343 Carbohydrate phosphorylase

Protein sequence:
MATSSYCATANGAELYKHCASNSRLIGFNSRNRSSKLFLTRTSDFRGVKRCFHVKSVSSEPKQKVQDPVTEEGAERVLSSFAPDAASVASSIRHHAEFTPLFSPERFELPKAFFATAQSVRDSLLINWNATYDFYEKMNMKQAYYLSMEFLQGRALLNAIGNLELTGSYAEALKNLGHNLENVASQEPDAALGNGGLGRLASCFLDSLATLNYPAWGYGLRYKYGLFKQQITKDGQEEVAEDWLELGSPWEIVRNDVSYPIKFYGKVTVGSDGKRYWIGGEDIKAVAYDVPIPGYKTKTTINLRLWSTQVPSADFDLSAFNSGEHTKACEAQANAEKICYILYPGDGSVEGKILRLKQQYTLCSASLQDIIARFERRSGDRIKWEEFPEKVAVQMNDTHPTLFIPELIRILIDLKGLSWTEAWNITKRTVAYTNHTVLPEALEKWSYELMEKLLPRHVEIIQMIDEELVHEIVSKYGSLELDKLEEKLAAMRILENFDLPSSVADLFTKPERLVDADTETVEVDKVEVVTNDEEDKNEEDDTGKKTSVKPEPGAKDIDKKTTLVPEPAVIPPKMVRMANLCVVGGHAVNGVAEIHSEIVKEEVFNEFYELWPEKFQNKTNGVTPRRWIRFCNPPLSSIITKWTGTEDWVLNTEKLAELQQFADNEDLQIEWREAKRINKIKAVSFLKEKTGYSVIPDAMFDIQVKRIHEYKRQLLNIFGIVFRYKKMKEMTAAERKAKYVPRVCIFGGKAFATYVQAKRIVKFITDVGATINHDPEIGDLLKVIFVPDYNVSVAELLIPASDLSEHISTAGMEASGTSNMKFAMNGCIQIGTLDGANVEIREEVGEENFFLFGAQAHEIAGLRKERAEGKFVPDERFEEVKEFVRGGAFGSYNYDDLIGSLEGNEGFGRADYFLVGKDFPSYIECQEKVDEAYRDQRRWTKMSILNTAGSSKFSSDRTIREYAKDIWNIEPVKLP*

NbL06g13790.1 alpha−14_glucan_phosphorylase_L−1_isozyme_chloroplastic/amyloplastic [MW = 110.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01053 Cys/Met metabolism PLP−dependent enzyme

Protein sequence:
MAVSSCSAAARAFPSFECRSDADFSAGGVPRHNDVPKSSSGVRFSGKASSLNHGSPIHGGMSSLILRFPPNFVRQLSVKARRNCSNIGVAQVVAASWSNNLGSPDFTPAAAKSVDASAAAAAAVAPVDEEVTVVVENENPACDDRNVQIEEVTRGKYSSFLSSDGSIAIHAGERLGRGIVTDAITTPVVNTSAYFFKKTSELIDFKEKRHASFEYGRYGNPTTVVAEEKISALEGAESTMLMASGMCASTVMLLALVPAGGHIVTTTDCYRKTRIFIETILPKMGITATVIDPADIGALESVLKQKKVTLFFTESPTNPFLRCVDIELVSKLCHENGALVCIDGTFATPLNQKALALGADLVVHSATKYIGGHNDVLAGCISGPEKLVSVVRNLHHILGGAINPNAAYLIIRGMKTLHLRVQQQNSTAQRIAEILEAHPKVRCVYYPGLPSHPEHQLAKIQMAGFGGVVSFEVDGDLLTTAKFIDALKIPYIAPSFGGCESIVDQPAIMSYWDLSQSDRAKYGILDNLVRFSFGVEDFEDLKADILQALEAI*

NbL06g13670.1 cystathionine_gamma−synthase_1_chloroplastic−like [MW = 59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00010 Helix−loop−helix DNA−binding domain

Protein sequence:
MSSRRSRDSVSSRISDDQIIELVSKLQQLLPEIRTRRSSKASASKVLQETCNYIRSLNREMDDLSDRLSQLLSTVDADSPEAAIIRSLII*

NbL06g13570.1 transcription_factor_PRE1−like [MW = 10.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSAYGYEIVQTFIVGIEPDPHVKRAMNEINAAARLRVAANEKAEAEKTLQIKRAEGEAESKYSSGLGIARQRQAIVDGLRDSVLAFSENVPGTTAKDMVLDTMKEIGATSKSYAVFIPHGPGAVKDVVRVFSRLKVFSISLTKTKDS*

NbL06g13480.1 hypersensitive−induced_response_protein_2 [MW = 15.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MPAQKIETGHNDIVHDVSMDYYGKRVATASSDMTIKIVGVSNNSTSQHLATLSGHTGPVWQVAWAHPKFGSILASCSYDGKVVIWKEGNQNEWTQAHIFSDHKSSVNSISWAPHELGLCLACGSSDGSISVHTARSDGLWDTTKIDQAHPVGVTAVSWAPSMAPGALVGSGVLEPVQKLASGGCDNTVKVWKLYNGVWKMDCFPALQKHTNWVRDVAWAPNLGLPKSTIASASEDGTVVIWTVAKEGDQWEGKVLKDFKTPVWRVSWSLTGNLLAVAAGDNDVTLWKEAVDGEWQQVTSVDQ*

NbL06g13430.1 protein_transport_protein_SEC13_homolog_B−like [MW = 32.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00782 Dual specificity phosphatase, catalytic domain PF16561 Glycogen recognition site of AMP−activated protein kinase

Protein sequence:
MYSLQVPNYRVFDHSSVNFSKKCVMYSSSWGVELCFSDRLYKASMAVNRRGNRRVYAMSTASVSPFKMNLNEYMVTLEKPLGIRFAISVDGKVFVHALKKGGNAEKSRIIMVGDTLKKASDSSGGGLIEIKDFGDIEKMMKENSGPCSLVLERPFFPFPIHQLYLMNDIDIQYNRGRVPVATWNKNLLASNLRTPAEGSGKCGFVIFSPKFLALRGWEVLSDQEEIRQQGKLNGTPSLPFSPIINIFSEKDIGDSEWTHGSFPLEEYAKALDRSKGELYYNHDLGIRYSKITEQIYVGSCIQKEADVEMLSDVVEYLHQGITAVLNFQRGIEAENWGISVNIINESCQRFNILMINYPIREGDSFDMRKKLPFCVGLLLRLLKKNHRVYVTCTTGFDRSPACVIAYLHWMTDTSLHAAYNFVTGLHSCKPDRPAIAWATWDLVAMVESGAHDGPATHAVTFVWNGHEGEDVYLVGDFTGNWKEPIKAVHKGGQRFEAEVRLSQGKYLYKYIINGDWRHSTSSPTERDERGNLNNVIVVGDVASVRPTVQLQKKDANIMKVIERPLTENERFMLAKAARCVAFSICPITLAPKK*

NbL06g13360.1 phosphoglucan_phosphatase_LSF1_chloroplastic−like [MW = 66.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00542 Ribosomal protein L7/L12 C−terminal domain PF16320 Ribosomal protein L7/L12 dimerisation domain

Protein sequence:
MASTLSTVTLSAPSHSTPNSPHASISFPKQILKFTIPSPKLHHHRRLTSLRPLAAVEAPEKVVGLGDEISNLTLADAQKLVEYLQDKLGVTAASFAPAAVSAAPAAAEAPAVVEEKTEFDVIIEEVPSNARIAAIKAVRALTNLALKEAKELIEGLPKKFKEGISKDEAEEAKKQLEEAGAKVSIA*

NbL06g13350.1 50S_ribosomal_protein_L12_chloroplastic−like [MW = 19.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MEGETITRIMVGVNESTIKGYPHASISSKGAFEWTLKKIVRNNTSGFKLLFLHVQVPDEDGFEDMDSIFASPDDFKVLKHRDKIRGLHLLEYFVNRCHEIGVPCEAWIKQGDPKEVVCHEVKRVQPDLLVVGCRGLGPFQRVFVGTVSEFCVKHAECPVVTIKRSAAETPQDPIDD*

NbL06g13340.1 universal_stress_protein_A−like_protein [MW = 19.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain)

PF00364 Biotin−requiring enzyme
PF02817 e3 binding domain

Protein sequence:
MASLLHSKSPAFSFSSSISSPSSLRRFSSSAAAFPARQYKLPAVQSKIREIFMPALSSTMTEGKIVSWTKSEGDVLSKGESVVVVESDKADMDVETFYGGILAAIVVNEGETAPVGAPIGLLAETEDEIAEAKIRAKGQSATPKLETSPPATTASDAAAPAPAPAPAAPKVAGPIKIVATPYAKKLAKQHKVDINKVTGTGAFGRITPEDVEKAAGITKSIPAATAVAAPIPAAAAPAKASPTSFPDIPGSTVVPFTTMQIAVSKNMMESLSVPTFRVGYPVSTNALDALYEKVKPKGVTMTALLAKAAATALAQHPVVNATCKDGKSFTYNSSINIAVAVAINGGLITPVLQDADKLDLYLLSQKWKELVDKARAKQLQPHEYNSGTFTLSNLGMFGVDRFDAILPPGQGAIMAVGASKPTVVSDSEGFFSVKNKMLVNVTADHRIIYGADLAAFLQTFSKIVENPESLTM*

NbL06g13100.1
dihydrolipoyllysine−residue_acetyltransferase_component_4_of_pyruvate_dehydrogenase_complex_chloroplastic−like [MW =
49.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADGEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDNLMKILTERGYSFTTTAEREIVRDVKEKLSYIALDYEQELETSKSGSSVEKTYELPDGQVITIGAERFRCPEVLFQPSMIGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGSTMFPGIADRMSKEITALAPNSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWIAKAEYDEAGPSIVHRKCF*

NbL06g13030.1 actin−like [MW = 41.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MAATSLSLSLPSAAITNRISAESNTLNRHANIVACSASENTFSHQDRSGMRRAFLLGVGALLLPTTPLLAQGKPENYEIFVDKQDGYSYYYPSDWREFDFRGHDSAFKDRYLQLQNVRLSFIPTDKSDIHDLGPMEEVVANLVKHVYSAPNQVANIMEMRERSTDGKNYCTFEYVLTSPNFSRAAFASIAIGNGRYYTLIVGANERRWRKFRNKLKVVADSFQVLDI*

NbL06g13010.1 photosynthetic_NDH_subunit_of_lumenal_location_1_chloroplastic [MW = 25.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF08513 LisH

Protein sequence:
MEADKMLDVYIHDYLVKRKLGASARTFKAEAQVVTNRTAIDAPAGFLLEWWSVFWDVFIVRFKSPVSSTTGSYNAVQMMKTLEQQQQQKGVLQKQQQGDDTQLLRGTTNEVITKQNLGTTNALTKRVYENYPPAQRKPLSEANKKTPANTRSSGSFGQHLVANHSVISNLDTYRDQHSGQIQHSVPGGNLSFYPPLTDQDQQLRVPQLDQSLTNMMNPSLNFKAAESGADHVVNSMLLKGWPLMGLEQLQSGLIQQQSSTIHLSHSSQQLQQQIHMLLSDQYMDMNQGDLSNFGGNIVLGRDLPVQNTNQSQEQRQQSAILGKHPENPSSSIQQQDKRVTSGSSTMEVSLLNTSGGDDQADVVPLINHGSVDSSVEFFLSDNADTESSISRCSGTSKDITLLEIGTFRSSSVNCCDLSSDGKLIANGEDKKVVLWCTDSQEQKYILKEHSDAITDVRFSPRLPRLASSSLDKSIKIWDVHNPGHSIRCFTGHSASVMSLDFHPTKEDLICSCDNVSTIRYWNIKNGGCAGVSKVGATVVRFQPNRGKYLAAAVANGVSLIDVETTQTCRYPLKGHISKIQAICWSSSGEYLASLSEDMVQVWKIGSSGEQQCMHERSVKGKKFRCCTFHPCYPSVLVLGSYQRLELWHMAEDKMMILLEEPVNSLAASRSTGLVASAGDNNLIRLWK*

NbL06g12960.1 transcriptional_corepressor_LEUNIG−like [MW = 76 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
MNHKYSSSTIIILSVVLVIHAFAYSGESRPPFACDPANAGTRNLPFCKASLPIHVRVQDLIKRLTLQEKIRLLVNNAAPVERLGVNGYEWWSEALHGVSSTGPGVRFGGAFPGATSFPQVITTAASFNASLWEQIGQVVSDEGRAMYNGGAAGLTFWSPNVNILRDPRWGRCQETPGEDPHLVAQYAVSYVKGLQGGGGGRGNNRLKVAACCKHYTAYDLDDWNGVDRYHFNAKVSRQDLEDTYNVPFKACVIEGNVASVMCSYNQINGKPSCADPTLLRDTIRSQWRLNGYIVSDCDSVGVLYEQQHYTRFPEDAVAATIKAGLDLDCGPFLAIHTEKAVRTGKVSEMEVNYALANTITVQMRLGMFDGPNGPYANLGPRDVCSPAHQQLALQAAREGIVLLKNIGRGLPLSPQRHRTIAVIGPNSDATVTMIGNYAGVPCGYISPLQGIARYARTVHQHGCMGVACPGNQQFGVAEVAARHADATVLVMGLDQTIEAEARDRVSLLLPGYQQELISKVAMASRGPVVLVLMSGGSIDVTFAKNDPRVSAILWVGYPGQAGGAAIADVLFGAANPGGKLPMTWYPQDYVAKVAMTNMDMRADPARGYPGRTYRFYKGPVVFPFGAGFSYTRFSQSIVSAPAIVSVPTLIHSLDGNSTRKKFAVRTTHTNCDSLNLNLHINVKNIGDMDGTHTLLIFSTPPPANAAKQLVAFEKVHVPAGAQHRVNININACKHLTVSDQFGIRRIFMGEHKIHVGEDINHSITFHASLEQIKV*

NbL06g12900.1 beta−D−xylosidase_1 [MW − SP = 81.3 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF06650 SHR−binding domain of vacuolar−sorting associated protein 13

PF12624 N−terminal region of Chorein or VPS13
PF16908 Vacuolar sorting−associated protein 13, N−terminal

PF16909 Vacuolar−sorting−associated 13 protein C−terminal
PF16910 Repeating coiled region of VPS13

Protein sequence:
MFEGLVRQLILGYLGQYIKDIQKEQLKITLWNEEVLLEDVELILEAFDYLQLPFALKKGHVGKLSIKIPWKKLGWDPVIISLEDVLVCASQRDEKEWRMDEVERREFAGKKAKLATAELAKLSRRVCDSRAGNSFTSYITAKVLDNIQLSIRNVHILYRDMLTSSAVTVFGMKLSSLTIMRQLVSGKMRDGRVNKLVEVKGLELYCSTFQSTDEVMRDYAVDSNSKGRESEANDDKYMLVPLDVSLSLSVNRSGRLEKDVPQYFLSVELNNVVVSLDEIQIQQILSICDYFLTCQLREKYGRFRPWWSPLGKKLKGWQIAWWQYAQQSVLLDVQQRLRRTSWKYLGERLNHRRKYVNLYKIKLKCLQQDQVIDVDVLHMLEEIEKKSEVDDILNFRSVAERELQDMLLNSSSSDVSNSVNTVKPLEDEHLPSKPRGWLNWLSRGMLGAGGTDDSSQFSGVISDDVVKDIYEATKFQPVLPPNDDAPADNKIYFSSLKFSIKQISATIRSMKLGYAIANMVLKGIFVGCETWEEGAVIIAEINSAEMLNPFNKQVVLRTRVNSDGGKPNIHQPSLSFQLDMSHLKQAATLSVKASIQPLHITCDLECVKNIMSLSSLFEHSFSLQDTILSSINKIQNINARLQTKIGHVLSNRKIVTWNVHILGITVLVPAGDANSDMQKMVLLLEAGALTFASKGDRDTLLASSCCTSDVVLGCQLQDLYDHFEINIRDLEVKFLTSYSSGTVNLLEKFSSNINLRLCIIPDESELKNCEVDIEVSSLLAHFSPLLYGAIMELIVDFDILRLSSDSLAPTTVSGSGIYPGFWFSIAANVKSIGFLIDFESDVENACSLMLLLQILNIRFDGKESLEGRASVKDINIHDYCGRSEGKSLTFCSSRSSSGSMYQDDNGVKIDRQTGDSDNKSSTNDPCILFHYKYCENSGFIGHECKLSLSGLDIHCYRFIIGVLVGFVDKLSNIRTSLRVAGNSLVNGNNCIPSFGSSLQNSGFSNFFKTSVSEWASISLDHFPFIALTDTGSLLNLGGFSNETFPEWRKVLNLRDCKVRNPKADIENKTNSQLPSSVKSSSQIYGAKRAYFIDLELRNCRVHFHEPPYVIGTLLFPNVKSALCICADYLDILCSAEGLALSSLHWTHMIQDFLWGPLTSSSSTALNLRIRKESEKSPLKMSFSIQNVSCVLPPEFLAVIIGYFSLSDLSSPGGLPITESSNSNTSNDNVCTEFMFEILESNLFIPTGTSGSQFLKLGIQRLYSGFTQNGEAKFVLKDIPAECLVTEDEIAHRNDCVDLFGYDLSLSLMQLEEEASNCSGSFYGPTWANIILIAPFSADVWVRLPSQCECWNVVSCYPSCIMTIVKVCQLNAEGASLMIGCEAMMDMIDQFSSVNKQAEAFKSDILQFFLRKEGKKEKDVSLPQTSPENFMIIQASVRSMSIKLREQKGESVASDLIGEVNMQLLCSASLKNDELSRLRISFSYLQLFSSLNSVLLAECCSNSGLPVIVTTFSLSDQGANMLSVSMSLLDVWIHLSDWVAIINVIHSSSTKQPKILMANSLSKNIAHVPFDQLKDDENDGPQNSYPCPNILTSEVNVGHVSGIHYVELESFSVQIHVPAWVRKDALNTSELKQGEKNMNDLRNIIYGNRHGLFTVGFQARNAKLFNFGTIMRLKIDLDKTWGTVELVKDDTTRTWPLFELFQVNLEAEICTSCIEHIHAKVDLQCHCLDVWLSDHILYFWQFVDFECPAAGPSQFSVSQVKFEIQLRKFSLLLADGKWSSSGPLLELLMTNLLLCSNIAGNEMEGLVKCEVQVNYNNIDKALWEPFLEPWKVQLSIRRHDDHSLLSSDVTSNLHIESTTQLNLNLTESLIEVVSRAIEMTKNAWDLVQLTANSEIPSFLKSQISENLDTRSSPPYILQNLTSLPLEFHVYQQQQSGYGLEVPSMKGGKYLQPGSSIPVYVSESLEDQILRYRPAQSCDQLGDKKSVEPSHHYILVQLEGTSFPSAPISMDLVGIRYFEVDFSKSSRKFDIDTTKNVPNSSINDGGNSRIEEKSGFIVPVVIDVSIQSYTKMVRLYSTVVVSNGTSVPLEVRFDIPFGVSPKILDPIYPGQQFPLPLHLAEAGRMRWRPLGNSYLWSEAHSIPNILSNENRISLLRSFVCYPSHPSSDPFRCCISVHYWCLVSAVSPEKGFSLSNNILTQPLKAHSNVNYMLKSEKRNVHQLTLSSPLVLKNYLPEMVSVTIENAGVCRSADVSEVETSFFHVDSSHDLTITFDIPGYKPSAVKFPRAETFGEIAKFSGTRFSLSETITFDPQSSDGPLCVAIEKVMDAFCGAREICISVPFLLYNCTGFPLVVSESVNWTKGHFSVITSCYDLDEQDLILRKKDGLGILNSNQDMDTAANSNIMPVVPLSNYLVTKSHDRKLSETQSIEFDNSTVFHRGSQKHDKASLHWSRSYTGSRSSLKSCSLTEGDAWKVNCRMYSPNPSLSSSEIMVRLCRYLPNSLMDDIPNNSWSIAFPLVPPTGSTSVTVPQPSRKSGYVTSVSAVAAPFMGRTRIITFQPRYVISNACNKELCYKQKGTDDVFTLESGKHCHIQWMNTMRELLVSIKFAEPGWQWSGCFLPEHLGDIQVKMRNFLSGAVNMIRVEVQTADVSIRDDKIVGSTHGQSGTNLILVSEDDTGFMPCRIDNFSQERLRVYQQRCETFETMVHSYTSCPYAWDEPCYPHRLTIEVPGERVIGSYALDDVKDYAPVYLSMTPEKPQRTLIVSVHSEGAVKILSIIDSNCHVLSGMKSPHISQSKDRNKHVLKHENSSDCKERILVDIPYVGISLISSMPEELIFASARDITVDFTQSVDQQRFSFQITSLQIDNQLTCTPYPVILSFDVSKTITSGVRTDLESSREPVLSLVVTKWNNRYLSLVSFEYISLRVADFHLELDQYVILSLFDFIKTLSSRLQSRALQHSNSMDHPLFDGVFTMNISNSIDQASKKSNVNECYSVKIPVLNGSSDRTSLLPIIVPIGAPWQQIHLLAKRQKKIYVELFDVAPLKLTLSFSSSPWLLRNGVLTSGESLIHRGLMALADIEGAQIHLKQVILSHQLASWESVQEILIEHYTQQFLHEMYKVFGSAGVIGNPMGFARSMGLGLKDFLSAPVQSVFQTRAGFIKGMAEGTSSLLSNTVYALSDAATQFSKAAHKGIVAFTFDDQAVRSMERQQKGISSRSEGVINEFLEGLTGLLQSPIKGAERHGLPGVLSGIALGVTGLVARPAASILDITGKTAQSIRNRSKLHNRGSHRFRVRLPRHLTRELPLRPYSWEEAIGESILREADEQSMLKDEMLVMCKALRHDGKFVVLTELLILIVSCSSIVKYGKPEFQGVPANPEWLVETEIGIDSVIHGDNDNDEVHIVGSSSDALLRQNHISHKRSWATKGKRWNNHPRTSLPLFQTNLVFASNDQAEDFLAVLLSTIEKAKERGRSSVHLLHQNNIRKI*

NbL06g12840.1 uncharacterized_LOC109232177 [MW = 389.76 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase PF10436 Mitochondrial branched−chain alpha−ketoacid dehydrogenase kinase

Protein sequence:
MAAKKLYESFSKGLFEEVQRWGSMKQTGVSLKYMLEFGSTPTARNLLISSQFLHKELPIRIARRAIDLQNLPYGLSLKPAVLKVRDWYLDSFRDLRSFPDIKDQNDELEFTRMIKMIKVRHNNVVPMMALGVQQLKKDLDLKVDYKDLDEIHQFLDRFYMSRIGIRMLIGQHVALHDPNPPPDCVGYIHTKMSPLEVARSASEDARCICAREYGSAPDVHIYGDPDFTFPYVPTHLQLMVFELVKNSLRAVEERFMDSDKVAPPIRIIVADGLEDVTIKVSDEGGGIPRSGLPKIFTYLYSTAKNPLDEHSDLETTDVATLSTLAGYGYGLPISRLYARYFGGDLQIISMEGYGTDAYLHLSRLGDSQEPLP*

NbL06g12820.1 pyruvate_dehydrogenase_(acetyl−transferring)_kinase_mitochondrial−like [MW = 42.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00288 GHMP kinases N terminal domain

PF08544 GHMP kinases C terminal
PF10509 Galactokinase galactose−binding signature

Protein sequence:
MDRHEELPIPIFSDLEPVYGGGSQLEEAELRFKNLKAKFIDLFGQPPHVYARSPGRVNLIGEHIDYEGYSVLPMAIRQDTIVAIRKHDADESEKLLRIANVNSDKYSLCNYLADPLQEVDLKNHKWGHYFICGYKGFYEYAKLKGIDVGEPVGLDVIVDGTVPTGSGLSSSAAFVCSSTIAIMASVGINMPKKEIAQLTCECERHIGTQSGGMDQAISVMAQSGFAELIDFNPIRATDVQLPAGGTFVIAHSLAESQKAVTAAVNYNNRVVECRLAAIVLGIKLGMEPHEAIFNVKTLSDVEGLCISFAGSHGSSDPVLAVKELLHEEPYTSKDIENITQQKLETVFAASPTSLDVLRAAKCYKLHQRAAHVYSEAKRVHAFKDTVSSELSDEDMLTKLGDLMNESHNSCSVLYECSCPELEELVKICRDNGALGARLTGAGWGGCAVALVKESLVPQFILNLKEQFYQSRIDKGTINKNDLGLYIFASKPSSGAAIFKF*

NbL06g12690.1 galactokinase [MW = 54.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01250 Ribosomal protein S6

Protein sequence:
MDSLLLTSSPDIGNLLSSSSPFSKCYPSISSANGHSSFFPYFLHKNPSSHKLRTSVVSSASNNFKKKNKSDSHSFVPKPDEATGPFPEAVLLRERKVQEDGRLLPEFADAEEKELFEALNLQLESDLNVEQMRHYEVVYLIHEDRADEVESVNTKVQEFLKEKKGKLWRFSDWGMRRLAYKIQKASRAHYILMNFELEAKWINDFKSMLDKDERVIRHLVMKQDKAETEDCPPPPEFHTLRAGTDDENEEDMDDFDDYEEDDLEGEDDIDDDTDGVILVDVDDNVDGRDSRNIQQISTHKIGQRKVSV*

NbL06g12520.1 uncharacterized_LOC104235511 [MW = 35.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase

Protein sequence:
MEKSSQENLILVNRESDGVAWVTINRPKSLNSLTKSMMVDLARIFKSLDADNSVRVIILTGSGRSFCSGVDLTAAEDVFKGDVKDVETDPVAQMERCRKPIIGAIGGFAVTAGFEISLACDLLVASNDAKFLDTHARFGIFPSWGLSQKLSRVIGPSRAREASLTAMPISAEQAERWGLVNYVVDRSELLKKARQIAEAIIKNNHDLVLKYKAVINDGFKQDLARALALEKERAHVYYDGMSKDHFKKLQEFIADRSSSKPSSKL*

NbL06g12480.1 probable_enoyl−CoA_hydratase_1_peroxisomal [MW = 29.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain PF00549 CoA−ligase

Protein sequence:
MATGQLFSKTTQALFYNYKQLPIQRMLDFDFLCGRETASVAGIINPGSEGFQKLFFGQEEIAIPVHSTIEAACAAHPTADVFINFASFRSAAASSMSALKQPTIKVAAIIAEGVPESDAKQLIAYAKANNKVVIGPATVGGIQAGAFKIGDTAGTIDNIIQCKLYRPGSVGFVSKSGGMSNELYNTIARVTDGIYEGIAIGGDVFPGSTLSDHVLRFNNIPQVKMVVVLGELGGRDEYSLVEALKQGKINKPVVAWVSGTCATLFKSEVQFGHAGAKSGGEMESAQAKNQALRDAGAVVPTSYEAFEGAIKDTFEKLVEAGKTTPVKEVSPPQIPEDLSTAIKCGKVRAPTHIISTISDDRGEEPCYAGVPMSSIVEQGLGVGDVISLLWFKRSLPRYCTRFIEICVMLCADHGPCVSGAHNSIVTARAGKDLVSCLVSGLLTIGPRFGGAIDDAARYFKDAYDKGLTPYEFVESMKKKGIRVPGIGHRIKRGDNRDKRVELLQLYARENFPSVKYMEYAVQVETYTLSKANNLVLNVDGAIGSLFLDLLAGSGMFTKPEIDEIVEIGYLNGLFVLARSIGLIGHTFDQKRLKQPLYRHPWEDVLYTK*

NbL06g12430.1 ATP−citrate_synthase_beta_chain_protein_2 [MW = 65.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
MSTSHKHNTPQMAAIILLGLLLVASSIEIAGAQSIGVCYGMLGNNLPNHWEVIQLYKSRNIGRLRLYDPNHGALQALKGSNIEVMLGLPNSDVKHIASGMEHARWWVQKNVKDFWPDVKIKYIAVGNEISPVTGTSYLTSFLTPAMVNIYKAIGEAGLGNNIKVSTSVDMTLIGNSYPPSQGSFRNDARWFVDPIVGFLRDTRAPLLVNIYPYFSYSGNPGQISLPYSLFTAPNVVVQDGSRQYRNLFDAMLDSVYAALERSGGASVGIVVSESGWPSAGAFGATYDNAQTYLRNLIQHAKEGSPRKPGPIETYIFAMFDENNKNPELEKHFGLFSPNKQPKYNLNFGVSGGVWDSSVETNATASLISEM*

NbL06g12380.1 glucan_endo−13−beta−glucosidase_basic_vacuolar [MW − SP = 37.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
HGNTLRAQYLFLTQSRSQPIGKGTRLIIPTREKNSTISPGKGKQFNNKSPQGKSTTSESKFSKSFNCESEIYRRIQMRKWTIPSVLFLLCLLFLLPDQGRRIQANAEAESDVPVDPPKVEEKFGAIPHGLSTDSDVVKRESESMSRKTLRADAEKFEFQAEVSRLMDIIINSLYSNKDIFLRELISNASDALDKIRFLSLTDKEVLGEGDNTKLEIQIKLDKEKKILSIRDRGIGMTKEDLIKNLGTIAKSGTSAFVEKMQTSGDLNLIGQFGVGFYSVYLVADYVEVISKHNDDKQYVWESKADGAFAISEDVWNEPLGRGTEIRLHLRDEAGEYLDEYKLKDLVKKYSEFINFPIHLWASKEVEKEVPADEDESNDEEETSESSPSEDEEEDDSEKAEDEKKPKTKKVKETTYEWELLNDVKAIWLRNPKEVTEEEYTKFYHSLAKDFSDEKPLAWSHFNAEGDVEFKAVLFVPPKAPHDLYESYYNSKKSNLKLYVRRVFISDEFDELLPKYLSFLMGLVDSDTLPLNVSREMLQQHSSLKTIKKKLIRKALDMIRKIADEDPDESNDKDKKDIEESSADNEKKGQYAKFWNEFGKSVKLGIIEDATNRNRLAKLLRFETSKSDGKLTSLDQYISRMKAGQKDIFYITGASKEQLEQSPFLERLTKKNYEVIFFTDPVDEYLMQYLMDYEDHKFQNVSKEGLKLGKDSKAKELKESFKELTKWWKGALASDNVDDVKISNRLADTPCVVVTSKYGWSANMERIMQSQTLSDASKQAYMRGKRVLEINPRHPIIKELRERVAKDPEDESVKQTAQLMYQTALLESGFLLNDPKDFASRIYSSVKSSLNVSPDAAVEEEEDIEEPEAETDEKEAAAKDDSDAKDEL*

NbL06g12330.1 endoplasmin_homolog [MW = 101.65 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 39 77 115 188

Protein length

Gel Slice

4.0 5.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 39 77 115 188

Pfam domains

Pfam Description
SP Sequon TM Domain PF03079 ARD/ARD' family

Protein sequence:
MAIEAWFMDENSEDQRLPHHKNPPEFVSVEHLAEIGVLYWKLNPKEYENDEELKKIRESRGYSYMDLLDLCPEKVENYEQKLKNFYTEHIHADEEIRYCLEGSGYFDVRDNEDHWIRIWIKAGDLIILPAGIYHRFTLDTGNYVKLMRLFVGEPVWTAHNRPQEDHPARREYIKSVTERVGVPLAAH*

NbL06g12200.1 12−dihydroxy−3−keto−5−methylthiopentene_dioxygenase_1 [MW = 22.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MSSGGGAGKGGAGRGKPKASKSVSRSSKAGLQFPVGRIARFLKAGKYAERVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKNRIVPRHIQLAVRNDEELSKLLGQVTIANGGVLPNIHQNLLPKKAGSGKGDIGSASQEF*

NbL06g12160.1 probable_histone_H2AXb [MW = 14.65 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 60 119 178 237 296

Protein length

Gel Slice

3.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

Peptide counts over 4 repeats

1 60 119 178 237 296

Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
DLSDDFYEDICPEALPTIKRVVEDAVKKERRMGASLLRLHFHDCFVNGCDASVLLDQTTTIDSEKTARANNNSARGFEVIDKIKYEVDKVCGRQVVSCADILAVAARDSVVALHGPTWEVKLGRRDSTTASRTTANNDIPSPFMDLPALINSFKNQGLDKEDLVALSGGHTLGFAQCFTFRNRIYNETNNIDSTFASQRQANCPRSGGDSNLASLDPTAALFDSKYFSNLVSKKGLLHSDQALFSGGETDDLVKTYSTNLGTFSKDFAESMIKMGNIKPLTGNQGQIRVNCRKVN*

NbL06g12030.1 peroxidase_2−like [MW = 32.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04833 COBRA−like protein

Protein sequence:
MSLIPKSHSKNMAPITFLSLFLLISVAVQVAGQTPPVAEAPAPASDDCNGIFLQYVFTSGSKIKPSDPKNQPYKFQSILSIINNGLDELKLWRVFVGFQHDEILVSASNVVLADGSSLPAKVGNGTVFAGFPNADLKTAIETAGDATQTSVQVQIKGTQFGVGSPNVPMPSNISLVNDGFICPKPSMQGKSVMQVCCTKDPKFKTNLTLDEEFSPRQDGDLTIMYDILRTYDSNYWAQVKIANHNPLGRLDNWRLSWDWMKDEFIWEMKGAYPSVVDTSDCIFGPQGKFYQSLDFSNGLNCERRPTIIDLPLEKTNDTKLGMIPFCCRNGTILPPAMDPSKSASAFQINVFKMPPDLNRSSFTPPQNWKIEGRLNPDYKCGPPVRVSPSQFPDPSGLLPNTAAFASWQVVCNITQPKGASPRCCVSFSAFYNESIIPCPTCSCGCPSNTARTCSAKAPALLLPSQALLVPFENRTKMSLAWADINHLPVSNPLPCGDNCGVSINWHLFTDYRGGWSARITLFNWDDTSFADWFTAVQLDKAALGFDAVYSFNGTILDGVNNTLFMQGLEGLNYLVAETDGANPEKDPRVPGKQQSVISFTKKNIPGINIPGGDGFPTKVYFNGEECSLPKILPTSSSSRRISSFTVATSIIALVVFMLMRQ*

NbL06g11920.1 COBRA−like_protein_7 [MW − SP = 68.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MVVERDIDDLPKNEANYTALTPLWFLDRAAMVYPNRKSLVHGSIEYTWLQTYRRCRQLASALTKRSVTFGSTVAVIAPNVPAMYEAHFGIPMAGAVLNAVNVRLNADTIAFLLGHCSAAVVMVDQEFFPLAEEALKVLENKSKGKSNRPLLIVIADKNSDPAPVQYALEKGAIEYEQFLETGDPEFPWKPPQDEWQSIALGYTSGTTASPKGVVLHHRGAYLMAMSNAVVWSMKEGAVYLWTLPMFHCNGWCFTWTLAAICGTNICLRQVTAKAVYSAITHLGVTHFSAAPVVLNTIINAPKEETILPLPRLVHVSTAGASPPPSVLAAMTQRGFRVLHTYGLSETYGPSTICTWKPEWDLLPTDVQARLNARQGVRYVSLEKLDVINPKDMTPVPANGKTMGEIVFKGNVVMKGYLKNPKANEAAFAGGWYHSGDLAVKHPDGYIEIKDRSKDIIISGGENISSVEVENILYQHPAILEVSVVARPDEQWGESPCAFVTLKPNVKETDQQKLAEDIMNFSRSKMPRYWVPKSVVFGPLPKTATGKIQKHLLRAKAKEMGPMGKSKL*

NbL06g11810.1 acetate/butyrate−−CoA_ligase_AAE7_peroxisomal−like [MW = 62.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MFVLDWFYGVLASLGLWQKDAKILFLGLDNAGKTTLLHMLKDERLVQHQPTQYPTSEELSIGKIKFKAFDLGGHQIARRVWRDYYAKVDAVVYLVDAYDRERFPESKKELDGLLSDESLANVPFLILGNKIDIPYAASEDELRYHLGLTGVTTGKGNVNLAGTNVRPIEVFMCSIVRKMGYGEGFKWMSQYIK*

NbL06g11790.1 GTP−binding_protein_SAR2 [MW = 21.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MECVFGMVGNGFALVVADSSAVHSILVHKSNEDKIMILDSHKLMGASGEAGDRAQFTEYVQKNVALYQFRNGIPLTTAAAANFTRGELATALRKNPYMVNIILAGYDKETGPSLYYVDYIATLHKVDKAAFGYGSYFSLAMMDRHYRKDMTVEEAVDLADKCILEIRSRLVVAPPNFVIKIVDKDGAREYAWRQSVKDAPVSDS*

NbL06g11660.1 proteasome_subunit_beta_type−2−A [MW = 22.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MAGEKNGIAKDVTELIGNTPLVYLNNVVDGCVARVAAKLESMEPCSSVKDRIGYSMITDAEEKGLIKPGESVLIEPTSGNTGVGLAFMAAAKGYKLIITMPSSMSLERRIILRAFGAELVLTDPAKGMKGSIQKAEEIKAKTPNSFILQQFENPANPKVHYETTGPEIWKGSNGKVDALVSGIGTGGTITGSGKYLREQNPDIKLYGVEPVESAILSGGNPGPHKIQGIGAGFIPGVLEVGLIDEVIQVSSEEAIETAKLLALKEGLLVGISSGASAAAAIKLAKRPENAGKLIVVVFPSFGERYLSSVLFESVRREAENMTVEP*

NbL06g11420.1 synthase [MW = 34.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAEQAYTVASDSETTGEEKTSPAFPEIAIGIDIGTSQCSVAVWNGSQVELLRNTRNRKLMRSYVTFKDEVPAGGVSDELAHEYDMLSGAAIFNMKRLIGRVDTDPVLHASKNLPFLVQTLDIGVRPFIAALVNNMWRSTTPEEVLAIFLVELRAMAEVKLRRPVRNVVLTIPVSFSRFQLTRIERACAMAGLHVLRLMPEPTAVALLYAQQQQQSAHENMGSGSEKIALIFNMGAGYCDVAITATAGGVSQIKALAGSTVGGEDLLQNLMHHLLPSMDHIFSSHGIEEIKRMGLLRVATQDAIHKLSSEMSVPIDVVLGNGTKISKFLERAEFEEVNKEVFQKCETLIERCLRDAKLEAEDVHDVIIVGGCSYVPKIRNIVMSICKREELYSGMNPLEAAVRGAALEGAVASGISDPFGSLDLLTIQATPLSIGIQADGSNFVPIIYQNTTTPVRKEQNFTTVHDNQAEALIFVYEGDEKTVKDNHLLGYFKITGIPPVPKGVPEINVCMDIDASNVLRVFAGVIIPGAKCPPFMEVRMPTVDDGHAWSAQTLHRTYGSTLDLVTVKKKGQH*

NbL06g11280.1 heat_shock_70_kDa_protein_8 [MW = 62.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MAFVVDNRPKMALVFLIIACFVQLSFGVTYKVGDSAGWTTIGNVDYKLWAANKTFVVGDTVVFKYNPQFHNVMQVTHAEYQSCNASSPIATHTTGNDSIAITTHGHHFFLCGVPGHCQAGQKVDINVLRASSSASPNPSPTSSPIPAVTSVPAPSPSHASYWLPSKIGIAMAVSVVLLFNFA*

NbL06g11160.1 mavicyanin [MW − SP = 16.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13516 Leucine Rich repeat PF13943 WPP domain

Protein sequence:
MLSLILGFLPMDGTTPNSQRKPFSIKLWPPSENTRRMLVERMMNNLSSPTIFTRKYRSLSKEDAAKNAEQIEDAAFTIASQHYEKAPDGDGSSAVQLYAKECSKLILEILKKSPKTKEKEISISEVVPAVQPNLFDISKGQRAFTEAEEAEELLKPLKEPGNPYSKICFSNRSFGRGAALVAGPILASLKDQLTEVDLSDFVAGRVEAEALDVMNIFSEALEGSNLKFLNLSDNALGEKGVRAFGKLLQSQTNLEELYFINDGISQEAARAVSELVPSTEKLKVLHFHNNMTGDEGAVAIAEIVKRSPLLEDFRCSSTRVGSEGGSALCEALGMCSHLKKLDLRDNMFGPEAGLVLSKALSKHEKLTEVYLSYLNLEDEGATAIANALKDSAPSLSVLEMAGNDITQEAAPAIASCIAAKQFLSKLSLGENELMDEGAIQIAKALRGHNHLKEVDMNTNTLRRAGARVLARTVLHKDEFKLLNVNGNFISEEGVDELKDIFKKSPEMLASLEDNDPLGEVNEEEEKESGDEGKDGEDELESKLKNLDVKGGEESLDAPDSN*

NbL06g11080.1 RAN_GTPase−activating_protein_2−like [MW = 61.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00483 Nucleotidyl transferase

Protein sequence:
MAVAGDSRFALSAAGQHHNATAAFTGRNLRVVKFCNGELMGKKLKFTKFQLRSNVVKPNICMSLTADVAGEAKLKDLQPERADTRTVVAIILGGGAGTRLFPLTKRRAKPAVPIGGAYRLIDVPMSNCINSGINKVYILTQFNSASLNRHIARAYNFGNGVTFGDGYVEVLAATQTPGEAGKRWFQGTADAVRQFHWLFEDQRSKDIEDVLILSGDHLYRMDYMDFVQSHRKSGADITISSLQIDDRRASDFGLMKIDDTGRVLSFSEKPKGDDLKAMAVDTSVLGLSPEEAKKKPYIASMGVYVFKKEILLNLLRWRFPTANDFGSEIIPASAKEFCVKAYLFNDYWEDIGTIRSFFEANLALTEHPPSFSFYDATKPIYTSRRNLPPSAIDNSKIVDSIVSHGSFLTNCFVEHSVVGIRSRIGSNVHLKDTVMLGADYYETDAEIASQLAEGKVPMGIGENTRIKECIIDKNARIGKNVVIANSEGVQEADRSSEGFYIRSGITVILKNSIISDGLVI*

NbL06g11000.1 glucose−1−phosphate_adenylyltransferase_large_subunit_3_chloroplastic/amyloplastic−like [MW = 57.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
MASAMLKRTTMIKSMVQSLRSYASVSVGTDLTVSAPNVSLQKARSWDEGVSSKFSTTPLKDIFKGKKVVIFGLPGAYTGVCSMQHVPSYKNNIDKFKAKGIDSVICVAVNDPYVMNGWAEKLQAKEAIEFYGDFDGSFHKSLDLTIDLCAALLGPRSHRWSAYVDDGNVKVLNVEEAPSDFKVSGGDVILGQI*

NbL06g10970.1 peroxiredoxin−2F_mitochondrial−like [MW = 20.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00899 ThiF family PF08825 E2 binding domain

Protein sequence:
MADSASQSRSRDLDKLLLRPGNLVGPTFEAGTELRDDLKEYVRVLVIGAGGLGCELLKDLAFSGFRNLEVIDMDRIEVTNLNRQFLFRLEDVGKPKAEVAAKKVMERVNGVDIKPHFCRIEDKPISFYSDFQIIVLGLDSVEARSYINSVACGFLEYDSDDNPREETIKPMVDGGTEGFKGHARIIMPGVTPCFECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDEVHSGKTFDPDDPEHMQWVYSEAVKRAELFGILGVTYSLTQGVVKNIIPAIASTNAIISAACALETLKLVSGCSKTLSNYLTYNGVEGLHTKVTEFVRDKECLVCSPGILIELEASVTLKKFIGLLEDHPKLLLTRVSVTYRGKNLYMQAPPVLEEMTRSNLDLPLFELMSKTPRDIVHVTGTAGKGDTKQSCSRKLRVVFKGIDGVTDMDMAGGA*

NbL06g10940.1 NEDD8−activating_enzyme_E1_catalytic_subunit [MW = 49.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01256 Carbohydrate kinase

Protein sequence:
MGIDGDGLFLVTNCLELVSGYPLAVLTPNINEYKRLVHKVLNSEVNDQNGTDQLLSLAKGIGGVTVLRKGKSDFISDGKTACAVSIYGSPRRCGGQGDILSGSIAVFLSWARQYAAKGEVSMNPTILGCVAGSALLRRAASLAFETKKRSTLTGVIIECLGRRKYAQSNRNFMEGFMGAQHMYSKLEEAFLWQRAKGKQRRKNNGK*

NbL06g10920.1 ATP−dependent_(S)−NAD(P)H−hydrate_dehydratase [MW = 22.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12481 Aluminium induced protein

Protein sequence:
MLGVFSSSIVSPPDDLVAAGSRTPSPKITAEALVKRFVQNNSSAVSMQIGDHVQLAYTHYNESAVLPRSFAVKDDIFCLFEGSLDNLGSLRQQYGLAKSANEVMLVIEAYKALRDRAPYPPNHVVGHLEGNFTFIVFDKSTSTLFVATDQVGKVPLYWGITADGYVAFANDADLLKGACGKSLASFPQGCFYSTSVGELRSYENPKNKITAVPATEEEIWGTKYMDPVEISGGRFGRCSCSHKIEDLVFLSELCWKNESREWQKMQGRALVGAM*

NbL06g10900.1 stem−specific_protein_TSJT1−like [MW = 30.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08538 Protein of unknown function (DUF1749)

Protein sequence:
MDLSTSASFSSSSSSSWFSGIVRGRSASVKMSNKNPAAAAGGADSVSGAGPITGKRQFRGVMFKYGPMAIQVAFKTGDYKQQVIFIGGLTDGFLATDYLEPLAIALDKEKWSLVQFLLSSSYSGYGTSSLRQDAMELDQLISYLINKEDSEGVVLLGHSTGCQDIVYYMRTNAACSRAVRAAILQAPVSDREYKATLPDTASMIDLASNMISEGRESELMPREANPDAPITAFRYHSLCAYNGEDDLFSSDFSDDQLKQRLGHMSNTPCQVIFSMGDEYVPEYVDKKALVDRLCRAMGGAEKVEIEHGNHSLSNRVAEAVESIMSFVKREGPSGWDDPWN*

NbL06g10770.1 UPF0613_protein_PB24D3.06c [MW = 37.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01738 Dienelactone hydrolase family

Protein sequence:
MCHSHLQLIFPPILSVHEQEQKYSWFFFIHLKISKKMSGPDCVKNPPTLNSGSGAGDLQDIGGLNSYVNGPLDSKLAILLISDVFGYEAPLLRKLADKVAAAGYLVVVPDFFYGEPLDREKYNVQTWLIDHGVDKGCEDAKAVVESLKSKGVSAVGAAGFCWGGMVVSKLAKYETSIGAAVILHPGPITVDEINEVKVPTAILAAEHDHIFLPDQAKQLGDALSAKSEIESFVKIFPGVQHGWTVRYNVEDESAVKAAEESHSDMLNWFIKFIN*

NbL06g10700.1 NA [MW = 29.94 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00120 Glutamine synthetase, catalytic domain PF03951 Glutamine synthetase, beta−Grasp domain

Protein sequence:
MAQILAPSAQWQMRMTKSSTDANPLTSKMWSSVVLKQNKRLAVKSSAKFRVFALQSDSGTVNRVEQLLNLDVTPYTDKIIAEYIWIGGSGIDMRSKSRTISKPVKHASELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVICDAYTPAGEPIPTNKRHKAAQIFSDSKVVSEVPWFGIEQEYTLLQQNVKWPLGWPVGGYPGPQGPYYCGAGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEFQVGPSVGIEAGDHIWCARYILERITEQAGVVLSLDPKPIEGDWNGAGCHTNYSTLSMREEGGFEVIKKAILNLSLRHKEHISAYGEGNERRLTGKHETASIDKFSWGVANRGASIRVGRDTEKQGKGYLEDRRPASNMDPYVVTGLLAETTILWEPTLEAEALAAQKLALNV*

NbL06g10590.1 glutamine_synthetase_chloroplastic−like [MW = 47.53 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00391 PEP−utilising enzyme, mobile domain

PF01326 Pyruvate phosphate dikinase, AMP/ATP−binding domain
PF02896 PEP−utilising enzyme, PEP−binding domain

Protein sequence:
MSSAMKGLLLKSNTNDMYMRKLVKEKYREEQIQLFQAKNIHVSWWSNSTNRGKVIRCSQEANGFSNPRKQNIGSLPPQAILTPVSDPTSTTKKRVYTFGKGKSEGNKGMKSLLGGKGANLAEMASIGLSVPPGLTISTEACQEYQNGKKLPQGLWEEILEGLETVEKNMGAFLGNPSKPLLLSVRSGAAISMPGMMDTVLNLGLNDEVVTGMAAKSGERFAYDSYRRFLDMFGDVVMGISHSLFAEKLEKMKDAKGVKLDTELTASDLKQLVEQYKNVYVEAKGEKFPSDPKKQLELAIKAVFDSWDSPRAIKYRSINQITGLKGTAVNIQCMVFGNMGNTSGTGVLFTRNPSTGEKKLYGEFLVNAQGEDVVAGIRTPQDLDTMKECMPEAYKELVENCEILERHYKDMMDIEFTVQENRLWMLQCRTGKRTGQGAVKIAVDMMNEGLIDKSTAIKMVEPQHLDQLLHPQFEDPSAYKDKVIATGLPASPGAAVGQIVFCAEDAEAWHAQGKSAILVRTETSPEDVGGMHAAAGILTARGGMTSHAAVVARGWGKCCVSGCNDIRVNESDKVVIIGDKMIHEGEWLSLNGSTGEVILGKQPLAPPAMTGNLEIFMSWADKIRRIKVMANADTPEDALTARNNGAQGIGLCRTEHMFFASDERLKAVRRMIMAVTPEQRKEALDSLLPYQRSDFEGIFRAMDGFPVTIRLLDPPLHEFLPEGNLEEIVNELTTDIGMREEDVYSRIEKLSEVNPMLGFRGCRLGISYPELTEMQARAIFQAAIAMSNQGISVFPEIMVPLVGTPQELGHQVGLIRHVAKKVFSEMGTSLNYKVGTMIEIPRAALIADEIAKEADFFSFGTNDLTQMTFGYSRDDVGKFLPIYLSKGILQHDPFEVLDQKGVGQLIKMATERGRAARPNLKVGICGEHGGEPSSVAFFAEAGLDYVSCSPFRVPIARLAAAQVVV*

NbL06g10410.1 pyruvate_phosphate_dikinase_chloroplastic [MW = 105.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLAKEFDLPEEVLEILPSDPFEQLDVARKITSIALSTRISALESEADALRRQLLERDDVISELHSQLDSLDSSLSDASDKLSRAEQEKESLVKENAALSNTVKKLNRDVAKLEAFRKTLMRSLNEEEDSPAGAPNLGKNGQSRSDKDASLPPAQTQSTESGHSYSEDAESETSRPRISPGLLLASQTSTPRLTPPGSPPSLSASVSPSRSPRPLSPRRHSISFSTTRGMFDDRSSVYSSTSSQYGSMSGLETGSQTARARVDGKEFFRQVRSRLSYEQFGAFLTNVKELNSHKQTKEDTLRKAAEIFSDENKDLYTIFEGLITRNAQ*

NbL06g10370.1 uncharacterized_protein_At4g15545−like [MW = 36.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13640 2OG−Fe(II) oxygenase superfamily

Protein sequence:
MINFSQIASFFFFILIAAAFVTKSSCSAIINPSKVKQISWKPRAFVYEGFLTDEECNHLVSLAKKELKRSTVADNESGQSKLSEVRTSSGMFISKAKDPIVAGIEDKIATWTFLPKENGEDIQVLRYEEGQKYEPHYDYFSDKVNIVRGGHRLATVLMYLSDVEKGGETVFPEAEESTRRRSMAADNSLSECARKGIAVKPRKGDALLFFSLHPNAVPDPMSLHGGCPVIEGEKWSATKWIHVDSFDKIVGSEESCADQNENCERWAALGECTKNPEYMVGSSDLPGSCRKSCKAC*

NbL06g10350.1 probable_prolyl_4−hydroxylase_4 [MW − SP = 29.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01156 Inosine−uridine preferring nucleoside hydrolase

Protein sequence:
MKEKQNMLFLGFLRKIVFMTMIILISVATFYKGVEGEGLDGRPHRILVDTDMDTDDFLALFYLLKLNRSAMDLKAVTISTNGWTDAGHAVNQVYDMLYMMGRDDIAVGMGGEGGILPNGTILPNVGGYLPIIDQENETAGYCRYRQAIPMGLGGRLDIDSNYGFRKSFLPQGKRQYTPLQQPTAQQVMIKTISSGPTVVFLIGSHTNFALFLLSNPHLKKNVEHIYIMGGGVRSQNPTGCCPKNSNSSCQPRQCGDRGNLFTDYTSNPYAEFNLYMDPFAAYQVIHSGIPVTLVPLDATNTIPITEKFFETFEKNQHTYEAQYCFKSLKMARDTWFDDEFYKSFFMWDSFMSGIAASIMRKRHNPQGENEFAEMEFINITVVTSNKPYGISDGSNPFFDGRRTPKFTLERNGVHSGHVQTRLRDPFCIVKNGRGRCQDGYTKEVVGSGGVPVLVAVRAKPNRNASSVLDREFYVSFLDVLNQRKNSGKFNFSTQFPYYKEKLHKPDFRGKHLGKNVVFDMDMSAGDFLALFYLLKLPVEEINLKAIIVSPTGWANAATIDSVYDLLHMMGRDDIPVGLGDMFAMNQSDPVFSAVGECKYNKVIPQGSGGFLDSDTLYGLSRSLPRSPRRYTAENSVKFGAPRDTDHPELRQPLALEVWESVVKSLDSGSKVTILTNGPLTNIAKILLAGKNYTKAIQGILIVGGHINYDNTEKGNVINVPSNRFGELNMFLDPLAAQTVLSSELNITLIPLGIQRKVGVFPKILERLHLTKRTPEVIFARRLLSRLHNLRKIHPRYQHMDTFLGEILGAVVLAGDYSVLKATFGVKNIKVTATGVESEDGQITIDKRQGKSVKILQNLDRLAYYNVFANQLSDEKQSAVVGSFHEQTRIWSTPSN*

NbL06g10330.1 uncharacterized_LOC109225403 [MW = 100.08 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF06827 Zinc finger found in FPG and IleRS
PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MNGSHPFNRAKMAMQTSSYKLWSLKSCSSLRETTSVSLLNLRSSSSARVFSLMNMTRYSTYSNDDSFPSTKRRSRGQIMAAKKRSEGAKQEDGKYKDTVDLPKTAFGLRANSTVREPELQKIWDDNQVFKRVVERNSGGTFVLHDGPPYANGDLHMGHALNKILKDIINRYKLLQNFKVQYVPGWDCHGLPIELKVLQSLDADARKELTPLKLRNKAAKFAKSTVQSQMASFKRYGVWADWDQHYLTLHPEYEAAQIEVFGQMAIQGFIYRGRKPVHWSPSSRTALAEAELEYNEDHVSKSMYAIFRLVDVPASCDSLKEFLPNLCLAIWTTTPWTIPANAAVAVNGKLQYAVVEVCSASTDDSTSPGDGKKRLGNFLKGNKSLYLIAALDLVSALEAKWGLKLALKKTVVGSDLENCRYTHPIDSRECPVVIGGDYITTESGTGLVHTAPGHGQEDYVTGLKYGLPIVSPVDDVGKFTEEAGQFRGLDVLGNGNVAVIDYLDEQLSLVMVEPYKHKYPYDWRTKKPTIFRATEQWFASVEGFRDAAMDAINQVTWTPTQAVNRISAMTSGRSDWCISRQRTWGVPIPVFYHVESKEPLMNAETVDHIKSIISQKGSDAWWYMSVEELLPEKYRDKASNYEKGTDTMDVWFDSGSSWAAVLDKRESLNYPADLYLEGTDQHRGWFQSSLLTSIATKGMAPYRGVITHGFVLDERGLKMSKSLGNVVDPRMVIEGGKNQKESPPYSADVLRLWVSSVDYTGDVLIGPQVLRQMSDIYRKLRGTLRFLLANLHDWKADCAVPYSELPMIDQYALFQLANVVNNIRESYEGYQFFKIFQVIQRFVIVDLSNFYLDVAKDRLYVGGSTSFTRRSCQTVLEAHLLSIGRIIAPILPHLAEDVWQHLPFQHTTEDGHVANFVFESRWPDLDAEHLSVPEEEVDFWGKILELRTEVNKALEVARNGKMIGSSLEAKVYLYCSNESLAERLNKMCKPTNDADALNRIFITSQVEILNSLEDERTKDVQYNGEYLIEEGNTIWIGVSRADGSKCDRCWNYSPQVGSFTEHPLLCGRCYNVVIGLPIRDPEDLAKVTQSEAKEAIAH*

NbL06g10190.1 isoleucine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 123.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRTLFPPQTSLVGFYWIVVVVVVDGHDADNTKQSTADMTVFVQNLLQQMQTSILYIASIFCEINLEKVCLVLDYAALDEMGNRIDELEQSINDLRTEMGQEGSPSPSAALKSKDEPKSAEDST*

NbL06g10160.1 heat_shock_factor−binding_protein_1−like [MW − SP = 10.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00550 Phosphopantetheine attachment site

Protein sequence:
MASFSISSLSCSFKQNQVHLKGSSLSVKGVSFPSIRLKPATRRFSITCAAKPETVDKVCEIVKKQLALTDEKVVNGESKFTALGADSLDTVEIVMGLEEAFGITVEEENAQTIATVQDAADLIEDLISKKA*

NbL06g10050.1 acyl_carrier_protein_1_chloroplastic−like [MW = 14.05 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 107 213 319 425 530

Protein length

Gel Slice

4.4 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 107 213 319 425 530

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01487 Type I 3−dehydroquinase

PF01488 Shikimate / quinate 5−dehydrogenase
PF08501 Shikimate dehydrogenase substrate binding domain

PF18317 Shikimate 5'−dehydrogenase C−terminal domain

Protein sequence:
MELVVDSGVRKMEGEAMRRNQTLICAPIMADTVDQVLNLMQKAKISGADLVEVRLDSLKSFNPQSDIDTIIKQSPLPTLFTYRPTWEGGQYAGDEVSRLDALRLAMELGADYVDVELKAIDEFNTALHGNKSAKCKVIVSSHNYCNTPSPEELGNLVARIQASGADIVKFATTALDITDVARVFQITVHSQVSGVPIIAMVMGEKGLMSRILCPKFGGYLTFGTLEVGKVSAPGQPTIKDLLNIYNFRQLGPDTRVFGIIGKPVSHSKSPLLYNEAFRSVGFNGVYMPLLVDDVANFFRTYSCLDIAGFSCTIPHKEAIVDCCDEIDPTAKLIGAVNCVVRRPDGKLFGCNTDYVGAISAIEEALQGSQPSMSRSPLAGKLFVVIGAGGAGKALAYGAKEKGARVVIANRTYERARELADVVGGQALSLDELSNFHPENDMILANTTSIGMQPKVDDTPISKEALRYYSLVFDAVYTPKITKLLREAQESGVKIVTGVEMFIGQAYEQYERFTGLPAPKELFKKIMAGY*

NbL06g10040.1 bifunctional_3−dehydroquinate_dehydratase/shikimate_dehydrogenase_chloroplastic−like [MW = 57.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
SFHSSRKRMERMASSIPKFLLIISLITVLFSLTQAEVQGSFDDNFSKSCPETHFKTSEDGQIWYLSLDKKAGCGFMTKQKYRFGWFSMKLKLVGGDSAGVVTAYYMCTEDGAGPTRDELDFEFLGNRTGEPYTIQTNVYKNGTGNREMRHNLWFDPTEDFHTYSILWNTHQIVFFVDRVPIRVYKNANYTNNFFPNEKPMYLFSSIWNADDWATRGGLEKTNWKNQPFVSSYKDFSVDGCQWKDPFPACVSTTTKNWWDQYNSWHLSNDQKMDYAWVQRNLVTYDYCQDKERFPKKPEECWLNPWE*

NbL06g09910.1 probable_xyloglucan_endotransglucosylase/hydrolase_protein_8 [MW − SP = 32.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MVILRPNTLQNPCLHACYDLVSFGIYSKPLEIPCLKSRNGIAVKKLRKTSIRSSLALNHVSPEIFQENGSAAKKKPKGPANSCPFSPLDFLERASIVYGNCTSIVYNDISYTWSETYTRCLKLASSISSLGIKKGDVVSVVAPNIPAMYELQFSVPMSGAILNNINFRLDPRTLSVLLQHSEAKLIFVDFQATSLVFEALSLFPPNVQHPKLVLIEDDDLNNKSSFFDNKFHNNYENMIKEGDSRFKLITPDSEWEPIVLNYTSGTTYAPKGVLHSHRSAFTMAIMGIIDWCVPKQPVYLWTLPIFHANGWGFCWGMAAVGGTNVCLRRGHDASSIYEAIHQHKVTHMCGAPVVLNMLSTYPKRQPLDSPVYIYTAGAPPPPAVLDRTESLGFVISHGYGLTETGGPAVTCAWKQEWDHLPQSERAQLKSRQGVRMVGFTEVDVVDFETGISIERNGIAIGEIVLRGGSVMLGYLKDPEGTSKCMKNDGWFYTGDVGVMHSDGYLEVKDRLKDVIICGGENISSVEVESILYKHPAVNEAAVVAKPDNYWGETPCAFISLKTDAEKMTEKELRDFCKKNLPLYMVPRTVVIEDELPKTATGKIQKYLLREKARSLL*

NbL06g09730.1 probable_acyl−activating_enzyme_6 [MW = 68.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MADIQTQKTNVCIIGSGPAAHTAAIYAARAELKPILFEGWMANDIAPGGQLTTTSEVENFPGFPDGLAGGELMDRCRAQSVRFGTQIFTETVTKVDFSSSPFKIISDERTVLADAVILATGAVAKRLEFTGSGEGVNGFWNRGISACAVCDGAAPIFRNKPLAVIGGGDSAMEEATFLTKYGSKVYIIHRRDEFRASKIMRNRALSNPKIEVIWNSAVVEAYGEKVLGGLKVKNVVNGEVSDLKVSGLFFAIGHEPATRFLDGQLELDSDGYVVTEPGTTKTSVRGVFAAGDVQDKKYRQAITAAGSGCMAALDAEHYLQEIGAQEGKSD*

NbL06g09640.1 thioredoxin_reductase_2 [MW = 35.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03266 NTPase

Protein sequence:
SSNETKMAATRKCFLVTGSPGVGKTTLIVRVLETLRNSNPNLKVQGFYTREIREGTERVGFEVVTLDGRKGLLASNKISSPESLRWPTVGRYRVDVASFESLALPELQVREDTDLFIIDEVGKMELYSSSFFPAVLKVLQSNIPLLASIPIPKAGRDIPGVARMRNHPGASVFTLNANNRDSMREQICSTLADMLQKP*

NbL06g09550.1 nucleoside−triphosphatase_THEP1 [MW = 21.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF00627 UBA/TS−N domain

Protein sequence:
MSMDGGDSNKENNTGAGAGAGAVAGEGVTINVRCSNGSKFSVKVNLDSTVGSFKSILVQHANIPAENQRLIYKGRILKDEQTLESYGLEADHTVHLVRGSGPAPFANPASSTNAGGPNTDQHAPRDAASNVGGPFLGSGLGASLFPGLGSGGGGGLFGTGLPDFEQVQQQLTQNPNMMRDMLNMPLVQNLMNNPETIRNMIMNNPQMREIMERNPELAHVLNDPATLRQTMEAARNPELMREMMRNTDRAMSNIESSPEGFNMLRRMYENVQEPLLNATTLSGDTRNDVGSNPFAALLGAQGGGQGRHQSNNPPTSGSETTDNPPAPNTNPLPNPWASAGTGAAQANTPARSNTAADTRAAPLGGLGGLASPGLEQMLSGMPDTTSLNQMMQNPAISQMMQSLLSNPQYMNQVLGLNPQLRSMLDSNSHLREMMQNPEFIRQLTSPETMQQLMTFQHGLLSQAWRQQTNQQVGQNAGGAAGDNGMEMLMNMFGGLETGGLGVPNRSNVPPEELYATQLTQLQEMGFFDTQENIRALIATAGNVHAAVERLIGNSGQ*

NbL06g09510.1 ubiquitin_domain−containing_protein_DSK2b−like [MW = 59.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05577 Serine carboxypeptidase S28

Protein sequence:
MKKLTGLALLLAFFLQLLRISNGISTSHLLLQQINSQDNKYLTKEEHWFNQTLDHFSPYDHRTFGQRYYEFLDYFRIPDGPIFLKICGESACNGIPNDYLSVLAKKFGAAVVTLEHRYYGKSSPFKSLTTGNLKYLSSKQALFDLAAFRNFYRESLNVKLNRSNVENPWFIFGISYSGALSAWFRLKFPHLTCGSLASSAVVQAVYSFSDFDKQVGESAGPECKAALQEITQLVETRLASNRKDLKALFGADELRIDGDFLYFLADAAVTAVSYGSPDKLCIPLLEAKKSGEDLVNAYATYVKEYYIKTLGVSVKTYNQENLKNTAVNGDTSDRLWWFQVCTEVAYFQVAPSNDSIRSSKVDTRYHLDLCRNVFGAGIYPEVDATNLYYGGTKIAGSKIIFTNGSQDPWRHASKQTSSPEMPSYVVSCHNCGHGTDLRGCPQSPLVPEGDAKNCSSPDAVRKVREKIVEYIDLWLSQCQVSGRSWM*

NbL06g09140.1 probable_serine_protease_EDA2 [MW − SP = 52.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAEEGQVIGCHTVDAWNEQLQKGIETKKLIVVDFTASWCGPCRFIAPFLSELAQKLPNVTFLKVDVDELKSVATDWAVEAMPTFMFLKEGNIVDKVVGAKKEELQQAIAKHMEYSFGLKNICGCIKGAELAVGSTTAFD*

NbL06g09080.1 thioredoxin_H−type [MW = 15.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11016 Protein of unknown function (DUF2854)

Protein sequence:
MGAGGTIFCSQSLSFVVCNYTQTIQTQTNRALALKSVLVHKLTTFTNQDSILKKHQNLPVLRLKVVTRAADSSQPSSSAITSSDKSIVPDEEFSLAKVSFGVIGLGLGVSLLSYGFGAYFNILPGSEWSALMLTYGFPLTIIGMALKYAELKPVPCITYSDAQLLREKCATPILKQVRSDVIRYRYGDEQHLDESLKRIFQFGLGGGIPRRSAPVLQMIREEVTEDGKYCLVLVFEAKALQLSDLEKRQAKFASFFGPGISAEIAKGEKDALYEVRLISNTTL*

NbL06g08750.1 thylakoid_membrane_protein_slr0575−like [MW = 31.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MAESTREVNVYMAKLAEQAERYEEMVEFMEKVAKTVDVEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVSSIKEYRGKIEAELSKICDGILNLLESHLIPVASTAESKVFYLKMKGDYHRYLAEFKTGAERKEAAENTLLAYKSAQDIALDELAPTHPIRLGLALNFSVFYYEILNSSDRACNLAKQAFDDAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDTTDDAGDEIKEASKRESGDGEQ*

NbL06g08740.1 14−3−3_protein_4−like [MW = 29.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00101 Ribulose bisphosphate carboxylase, small chain PF12338 Ribulose−1,5−bisphosphate carboxylase small subunit

Protein sequence:
MASSVLSSAAVATRSNVAQANMVAPFTGLKSAASFPVSRKQNLDITSIASNGGRVQCMQVWPPINKKKYETLSYLPDLSVEQLLSEIEYLLKNGWVPCLEFETEHGFVYREHHKSPGYYDGRYWTMWKLPMFGCTDATQVLAEVEEAKKAYPQAWIRIIGFDNVRQVQCISFIAYKPEGY*

NbL06g08680.1 ribulose_bisphosphate_carboxylase_small_chain_chloroplastic [MW = 20.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
GYGSSTYYPPQTPLCGTILGSCCCIAPLLCYKLTHTNSLTLHLQFSFLSCQIALPFCKMKKGSNSCAAIFLVVTLILFLGEFLVTEAVTCSAVELSPCAGAITSPRPPSSECCAKLREQKPCLCGYLKDPNLRPYVNSPNAKRVAKSCGVPTPSC*

NbL06g08590.1 non−specific_lipid−transfer_protein_2−like [MW = 16.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
SSINSRMSLIWFIIMILILIVSSKPMVKGEPLVPCYFIFGDSVVDNGNNNNLATTAKANYPPYGIDFPTGVNGRFTNGRNKADLFAELLGFDSFIPPFVTTRGREILKGVNYASGVAGIRDETGYRWGDRWSMNRQLQNHLFTVSRIISILGNITSAKDLLSKCLYTVDMGNNDYLNNYLKPQFYLSSRLYTPDQFATVLVRQFSEQLRTLYSYGARKVAVSNIGLLGCLPEELEEFGGNASGCVDFINNYAKLFNDKLKLLIDDLNTNLPNARFIYINQTSISSGGPTPVGFTVDSSCCITSETIAEGQCRIGEIPCSNRDQYIFFDNYHPTEVANMATARRSFNALLPSDAYPTDISQLVQT*

NbL06g08370.1 GDSL_esterase/lipase_At1g29670−like [MW − SP = 37.24 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MKIIFLIFCSFLSSVLPYPQSYNAIFSFGDSLADTGNFLLSGALAFPVIGKLPYGETFFKHATGRCSNGRLIVDFFAEAYGLPLLPPYLALKNGVKAENGVNFAFAGATAIAAEYFYSKNITILWTNISLTNQLGWFQEVKSNICATRKDCSEYFKKSLFIVGEIGGNDYNYPYFVGGSIKKLKALVPAVVETIIEATSVLIEEGAVELIVPGNLPIGCSAVYLTLFGTQNKAAYDKNGCLKTYNAFSKYHNAQLKLSLEKLREEYPHAKIIYADYYGAAKRFFHAPKHYGFSNTLVACCGGGGPYNFNNSARCGHIGSKACLDTSKLANWDGIHLTEAAYHHIAKGLLNGPFTSPPLTFSPIKQIKLT*

NbL06g08190.1 GDSL_esterase/lipase_At5g45910 [MW − SP = 38.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MEEIKQKFIEVNELKLHVAEIGNESSPAVVFLHGFPEIWYSWRYQMIAMAKAGFRAIAFDYRGYGLSEQPKEPEKTTFLDFDNDLLGLLDALSIPKAFLVGKDFGAFIISLFVILHEERVSGFVTMGVPFMLPGPSDYDKYLSEGFYISRWREPGRAEADFGRFDTKTVVRKIYILFSRSEIPIADENQEILDLVEPSTPLPFWFSEKDLAFYGALYEKSGFLTALQVPYRAMGEQLNLTADPKIQVPALLLMGEKDYVLKFPGIEGYTRSEKLKSFIPNVEIIFMPEGTHFVQEQSPDEVNQLLLNFLHSNS*

NbL06g07940.1 epoxide_hydrolase_A−like [MW = 35.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
NCPMSEILNHPHATDAESIVFPKDLPWKNNYEGGNLIVVQLSKFDCGGIAISACLSHKIGDGSSVNNFLNDWANVTRDRRFVPSPRFVGDSIFSSPNGPLIAPQIMSHVSDCVQKRLIFPAAKLDALRSKVAVESGVENPTRAEVVSALLYISATKAAAASSSANIQPSKLVHFLNVRTMTKPRLRRSAIGNLVSTFTTEATQDIELPRLVQNLRKEVEVAYKKDQVNENELVLETVDSMKKGKLPFEEKAENSTMYFCSNVCQFPLYSVDFGWGKPERVCLANGPSKNYFFLKDYKSGQGVEARVMLEKQHMSAFECDEELLQFTSSSVPSL*

NbL06g07810.1 acylsugar_acyltransferase_3−like [MW = 36.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF19160 SPARK

Protein sequence:
MRGGVGESLSLYLLVVFLLLFCFRDSGCSAGSLIKDIKEDELLPEISPNAAPQPLLPLFAPSPLAPFTNSTLPKLSGLCTLNFDAVRSMMAVTSIDCVAPFAQYLANVMCCPQLETTLVILIGRSSKKTNMLALNGTLAKHCLSDFQQLLVSQGANDTLQHICSLHPANLTEGSCPVKDVHEFETTVDSASLLAACGKIDLVNECCEQTCQNAISEAAKKLALKAYDLLSMDGSHALADHTTRVNDCKSIVHRWLASKLDPAVAKDVLRGLSNCKNNKVCPLAFPGMKNITKACGNGMNNQTTCCNTVERYVSHLQRQSFVTNLQALDCAASLGLKLQKANVSKNVYNLCHISLKDFSVQVAPEVSGCLLPSLPSDAILDQSTGISFVCDLNDNIPAPWPSMSQLPASSCNKSVRIPALPAAASGQISKGLNMWSHMLLMASMILGICCISNAANLAY*

NbL06g07480.1 uncharacterized_GPI−anchored_protein_At1g61900−like [MW − SP = 45.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01458 SUF system FeS cluster assembly, SufBD

Protein sequence:
MASLFTNGISCFSPQQITEQSKLPKGCQFLQKSATPRNPNSRNLKVKAAELVNTTLDTPGKDSSFSTNEIDPLQKFLKRDYKWGFNEKIESFALPKGLSEETVKLISAKKNEPSWMLEFRLKAYEKFIKMKEPNWSDNRYPDINFQDIVYYSEPKKKPTLNSLDEADPELIKYFDKLGVPLNERNRLANVAVDAVLDSVSIATTHRKTLEKSGVIFCSISEAIREYPDLVKKYLGRVVPPEDNFYAALNSAVFSDGSFVYIPKNTRCPMQISTYFRINAMETGQFERTLIIAEEGSFVEYLEGCTAPAYDTNQLHAAVVELYCEEGAEIKYSTVQNWYAGDEEGKGGIYNFVTKRGLCAGARSKISWTQVETGSAITWKYPSVVLEGDESVGEFYSVALTNNYQQADTGTKMIHKGKNTRSRIISKGISAGHSRNCYRGLVQVLSNAENAKNSSQCDSMLIGDSAAANTYPYIQSKNPTARIEHEATTSKIGEDQLFYFQQRGIDYEKAMAAMISGFCRDVFNELPDEFGAEVNQLMSLKLEGSVG*

NbL06g07470.1 UPF0051_protein_ABCI8_chloroplastic−like [MW = 61.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MQPANSMVPQPVAAAPTQQYQQQQPPQHWMAQQQQPTSYQVPPQQSGYYYQQQQQPQQPQQTQYNAAAAGSAAQPTSADEVRSLWIGDLQFWMDEQYIHNCFAHTGEVVSVKVIRNKQTGQSEGYGFIEFISHAAAEKNLQAYNGTLMPNIEQPFRLNWASPGSGEKRSDNGPEYSIFVGDLAADVTDFMLQETFRASYPSVKGAKVVTDRVTGRTKGYGFVKFGDESEQLRAMTEMNGKFCSTRPMRIGPAANKNSVAGQVQASYQSTNGTQNEDDPSNTTIFVGNLDSDVTDDHLRQVFGHYGQLLHVKIPVGKRCGFVQFADRSCAEEALRVLNGTQLGGQSIRLSWGRSPSNKQVVQPQADPNQWNGGGYYGYTAGYDAAAAAAYGYAQPAQDPNLYYAGYAGYGNYPPQQQQQPQ*

NbL06g07450.1 polyadenylate−binding_protein_RBP45−like [MW = 46.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03997 VPS28 protein

Protein sequence:
MEVKLWNDKREREMYDNFGELFAIIKAAEKLEKAYVRDIVSPAIYETECQKLIAQFKTLSSTLKDAVPNIERFHDTYKMDCPAALNRLVTSGVPATVEHRAAASMSAITSAAVVAECVQNFITAMDSLKLNMVAVDQVHPLLSELSSSLNKLSILPVDFEGKTKMREWLSRLSKMGAADELTEQQARQLHFDLESSYNSFMAALPTDGT*

NbL06g07410.1 vacuolar_protein_sorting−associated_protein_28_homolog_2−like [MW = 23.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01652 Eukaryotic initiation factor 4E

Protein sequence:
MAEEAEKLRVDEAEVDDDGPEEGEIVDESDDTASYLGKEIKAKHPLENSWTFWFDNPMAKSRQAAWGSSLRELYTFSTVEDFWGAYNNINHPSKLVMGADFHCFKHTIEPKWEDPVCADGGNWTMNFSKGKSDTSWLYTLLAMIGHQFDHEEEICGAVVSVRNKGDKIALWTKNAANETAQVSIGKQWKEFLDYNSSIGFTFHVDSMRLGRGAKNSYTV*

NbL06g07300.1 eukaryotic_translation_initiation_factor_4E−1−like [MW = 24.79 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00264 Common central domain of tyrosinase

PF12142 Polyphenol oxidase middle domain
PF12143 Protein of unknown function (DUF_B2219)

Protein sequence:
MASSTLPLCTIKTPFSSSTNSFFFAKPSHISLNGKGNQRFKVSCTGEHEGNQVDAIKEGAVDRRNVLLGLGGLYGATNLAPLASAAPVPPPDLKTCGPATITGGPTVSYSCCPPTPDDMDSVPYYKIPRMSKLRKRPPAQDVTEEYIAKYQLATSKMRELDKDPFDPLGFKQQANIHCAYCNDSYTMGDQKLQVHQSWLFFPFHRWYLYFYERILGSLIDDPTFALPYWNWDHPSGMRLPAMFDVEGSSLYDARRNPDIRNGTIIDLGFFGKEVKTNEIQMITNNLILMYRQMITNAPCPLLFFGEPYRFGSKPNPGQGTIENIPHTPVHIWTGTVQGTDLGNGVKSYGEDMGNFYSAGLDPVFYSHHANVDRMWNEWKGLGGKRRDLTDKDWLNSEFFFYDENRDPWRVKVRDCLDSKKMGYDYEPKATPWRNFKPGKKTTPGKVNLRSVKPASKVFPLSNLDRAICFSIERPATSRSQQDKDEFEEVLTFNNLKYDDSKYIKFDVFINADKTVNADDVDQKEYAGSYTSLPHVHGPNTASHVVEVEKFPLAITELLEDCGLEDEDTIAVTVVPKTGGEVVSIDSVSIELKDCF*

NbL06g06640.1 polyphenol_oxidase_E_chloroplastic−like [MW = 67.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
MSMEHFILQCETFRRKSEFSRIPMICRIGGSDLLVNDSGWWARLRSVQEAEEVVTRKEGSELEFPRQVISGIQFEWDLSRCIDGNRLEKNVRCRSGHEARGRGGADRRRERETAAPPEYTFLGYASPVGNYLRNGTQPLTLYVEEEHHRASQEGAGGVKSITNYGPVLKAIKRAKERGYSDVLYLDSVNNRYIEEVSAANIFLVKGRVIATPIPSGTILEGITRKSDIDIAHDLGYQVEERLIEAEELITADEVFCTGTALGVAPIGSITCKNKRIEYKVSSELISEQVNTTLVAIQKGIIEDKRDWVLEIK*

NbL06g06540.1 branched−chain−amino−acid_aminotransferase_2_chloroplastic−like [MW = 35.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 91 181 271 361 452

Protein length

Gel Slice

4.8 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MRECISIHIGQAGIQVGNACWELYCLEHGIQPDGQMPGDKTIGGGDDAFNTFFSETGAGKHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLISGKEDAANNFARGHYTIGKEIVDLCLDRIRKLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERLSVDYGKKSKLGFTIYPSPQVSTSVVEPYNSVLSTHSLLEHTDVAILLDNEAIYDICRRSLDIERPTYTNLNRLISQVISSLTASLRFDGALNVDVNEFQTNLVPYPRIHFMLSSYAPVISAEKAYHEQLSVAEITNSAFEPSSMMVKCDPRHGKYMACCLMFRGDVVPKDVNAAVATIKTKRTIQFVDWCPTGFKCGINYQPPTVVPGGDLAKVQRAVCMISNSTSVAEVFSRIDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDLAALEKDYEEVGAEVDDEEGGDEGDEY*

NbL06g06470.1 tubulin_alpha−3_chain [MW = 49.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02268 Transcription initiation factor IIA, gamma subunit, helical domain

Protein sequence:
MATFELYRRSTIGMCLTETLDEMVSNGILSPELAIQVLVQFDKSMTEALESQVKTKVTIKGRLSTSHQLPRPCMNAGYLVHRAALDVVLLPAFMSVRDIFIPTDSVTMCGPLSYKMLCSRAKNARRLLAALRLWHVTQSCSHSEKAADGGNFLLQICISIFNIEIDVREIWEQRMQGKCDYIHSGYISRQPFTFIFVQTSKHLCLSVVKLLYL*

NbL06g06400.1 transcription_initiation_factor_IIA_subunit_2 [MW = 24.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MALSIATFLLITLLSTTSSASDSCDSSKGNSDLSIIHIYGKCSPFNPPKPSSSFLNTVINMASKDPQRLSYLSSLVVSKKPTIVPIASGQNLFNIGNYVVKAKIGTPGQLMYMVLDTSNDNAWVPCSGCVGCTSNTLFAPTTSSTYGSVDCSVPECTQVHGLSCTSTGSGSGSSACFFNQSYGGDSSFYATLSRDSVGLANDVVPNYAFGCISAVSGNAIPPQGLLGLGRGTMSLMSQSGSLYSGVFSYCLPSFKSYYFSGSLKLGPLGQPKNIKTTPLLKNPRRPSLYYVNLTSVSVGRILVPIAPEQLGFDPNTGAGTIIDSGTVITRFVPPAYNAIRDEFRKQVKGPFSSLGAFDTCFASPNEAGAPSITLHFEGMDLKLPMENTLIHSSATPLACLAMAAAPSNVNSVLNVIANLQQQNLRILFDTANSRVGIAREVCN*

NbL06g06340.1 aspartyl_protease_AED3−like [MW − SP = 44.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MAREENVYMAKLAEQAERYEEMVSFMEKVSTSLGTSEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVKCIQEYRSKIESELSNICDGILKLLDSCLIPSASAGDSKVFYLKMKGDYHRYLAEFKTGAERKEAAESTLSAYKAAQDIANAELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQVNNSATFFVFVCFLSVRCIARVLAFESKGNNNNNPV*

NbL06g06090.1 14−3−3−like_protein_B [MW = 30.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MDHAADAHRTDLMTITRFVLNEQSKYPESRGDFTILLSHIVLGCKFVCTAVNKAGLAKLLGLAGETNVQGEDQKKLDVLSNEVFIKALVSSGRTCVLVSEEDEEATFVEPAKRGKYCVVFDPLDGSSNIDCGVSIGTIFGIYMMKDAHEPTLDDVLQPGKNMLAAGYCMYGSSCTIPKKGKIYSANEGNAKNWDGPTSKYVENCKFPKDGSSPKSLRYIGSMVADVHRTLLYGGIFLYPADKKSPNGKLRVLYEVFPMSFLMEQAGGQAFTGKQRALDLVPKKIHERAPIFLGSYDDVEEIKRLYAAEEKN*

NbL06g05820.1 fructose−16−bisphosphatase_cytosolic−like [MW = 34.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MASYSLPSPIAKRLEGKVALITGGASGIGAATARLFVQHGAKVTIADIQDNHGTSLAQEIGTEHATFVHCNVAVESDVQNVVDATIAKFGKLDIMFSNAGIGGKPISSILEVDYDIMKTVFDVNIVGAFFCAKHAARVMIPAKKGSIIFTASAATVVSGLVPHAYSASKGAVLGLSKNIGVELGKYGIKVNCVSPLYISTPLVLNAVGIADRQIADKWFAEGGNLKGALLDEEEVAKAVLYLASDDSKYVSGMNLVLDGGFSTTNVALTAAYNKLFPSESTHQL*

NbL06g05710.1 secoisolariciresinol_dehydrogenase−like [MW = 29.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MANSPLQSPVAKKLQGKVAFITGGASGIGAATARLFVQHGAKVIIADIQDNLATSVVQEIGIENATFIHCDVAIESDVQNAVDATVAKFGKLDIMFSNAGVLGKPISSILEVDYDIIKAVFDVNIVGAFFCAKHAARVMIPAMKGVIIFTASASTEVYGTAIPHTTLASKNALVGLSKNVGVELGKYGIRVNCVSPYYISTPPILNGFGIDKQTADKWFAEAGNLKGALLGVEDVANAVLYLASDDSKYASGMNLVLDGGFSTTNVAITEAYKKLFPSTTNKTE*

NbL06g05620.1 secoisolariciresinol_dehydrogenase−like [MW = 29.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MISTNLCFTLFCRLEGKVVFITGGASGIGAATARLFVKHGAKVIIADIQDNLAASVVQEIGIKNAAFIHCNVAIESDVQNAVDATISKFGKLDIMFSNAGVLGKPISSILEVDYDIIKAVFDVNIVGAFFCAKHAARVMIPFNKGSIIFNASASTEVCVSAIMHTSLASKNAVVGLSKNVGVELGKYGIRVNCVSPYYISTPLILNGYGIDKQTADKWFAEAGNLKGALLGVEDVANAVLYLASDDSKYASGMNLVLDGGFSTTNVAITEAYKKLFPSTTNKTE*

NbL06g05610.1 secoisolariciresinol_dehydrogenase−like [MW = 30 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01408 Oxidoreductase family, NAD−binding Rossmann fold

Protein sequence:
MANSTIRFGILGCADIARKVSRAILLSQNATLYVVGSRSIEKARKFAAENGFPSTAKVYGSYEEVLDDPNVDAVYVPLPTSLHIKWAVLVAQKKKHLLCEKPVGLNVKEVDVILEACESNGVQFMDGTMWMHHPRTAKMTEFLSDPQQFGELKTINTCFTFAADQNFLENDIRVKPDLDALGALGDVGWYCIRGILWAADFELPKSVIALRNPVFNKAGVVISCSASLSWEDGKVASFHCSFLSNLTMDLTAVGTKGTLHIHDFVIPFEEKKASFVSAVESGFKELVTGWEPKPSEHTVMTDFPQEALMVKEFSRLVASIKNEGSKPEKKWPTLSRKTTLVLDAVKASIEKGFEAVEIIS*

NbL06g05510.1 uncharacterized_oxidoreductase_At4g09670 [MW = 39.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00213 ATP synthase delta (OSCP) subunit

Protein sequence:
MAALQQTPTALQCRSPPPTQIITGPTAKLSFSGGLKLPKLTIKLRSNRTSRRGGGAAGAKMVASAAGSYANALADVAKSNGTLEQTTADLEKIEKIFDDEAVYNFFVSPIVGEEKKRELVDEIVSSSSIQPHVANFLNILVDMKRVELIKEIVKEFEKVYNTLTDTELAVVTSVVKLESQHLAQIAKGVQRLTGSKNVRIKTAIDESLVAGFTIRYGNSGSKLIDMSVKKQLEDIAAQLEIGDIQLAV*

NbL06g05470.1 ATP_synthase_delta_chain_chloroplastic−like [MW = 26.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain PF13410 Glutathione S−transferase, C−terminal domain

Protein sequence:
KGFKYAAFLHSSQHFTVKYHFSSESIASKEMSLKVYADRLSQPSRAVLIFCKLNGIEFEEVPIELSKGQHRSPEFAEINPMKQVPAIVHGSFTLFESHAILRYLASAFPEVADHWYPSDLQKRAKTESVLDWHHSNLRRGSVGYVLNSTLAPALGLPLNPQAAAEGEKVLSASLAKIDTYWLQKDGSFLLGNSQPSIADLNLVCEIMQLEVVDEKDRHRILSAHKNVLKWIDDVKSATASHFDEIHATLFKVKEIFQKQRSAGAS*

NbL06g05160.1 glutathione_S−transferase_T1−like [MW = 29.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00255 Glutathione peroxidase

Protein sequence:
MASQLEKKPESVHDFTVKDSKGNYIDLSSYKGKVLLIVNVASKCGMTNSNYKELNQLYEKYKDQGLEILAFPCNQFGEEEPGSNDQILDFVCTRFKSEFPIFDKIEVNGENASPLYKLLKSGKWGIFGDDIQWNFAKFLVDKNGQAADRYYPTTSPLTIERDIKKLLEIV*

NbL06g05150.1 probable_glutathione_peroxidase_8 [MW = 19.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01991 ATP synthase (E/31 kDa) subunit

Protein sequence:
MNDSDVSKQIQQMVRFIRQEAEEKANEISVSAEEEFNIEKLQLVEAEKKKIRQEFERKEKQVDVRKKIEYSMQLNASRIKVLQAQDDLVSSMKEAAAKELLHVSHHHNHHIYKKLLRDLIVQSLLRLKEPSVLLRCRKDDVHLVEDVLDAAKEEYAEKAMVHSPEIIVDHIHLPPAPSHHNAHGPSCSGGVVLASRDGKIVCENTLDARLEVVFRKKLPEVLALVLISVLLVILCSCLANFSSFPSTSIYTFVVYLPSYICLLQMHPMLFFRCHVDELLSILHDHYL*

NbL06g05030.1 V−type_proton_ATPase_subunit_E−like [MW = 32.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00393 6−phosphogluconate dehydrogenase, C−terminal domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase

Protein sequence:
MEGAATAQAISRIGLAGLAVMGQNLALNIAEKGFPISVYNRTTSKVDETLDRAQREGQLPLTGQYNPRDFVLSIQRPRSVIILVKAGAPVDQTIAALAEHMEPGDTIIDGGNEWYENTERRIGEASSKGLLYLGMGVSGGEDGARNGPSLMPGGSHGAYINIKDILEKVAAQVEDGPCVTYIGEGGSGNFVKMVHNGIEYGDMQLISEAYDVLKNAGGLSNSELADIFAEWNRGELESFLVEITADIFNVKDEKTGSGELVDKILDKTGMKGTGKWTVQQAAELSIAAPTIAASLDSRYMSGLKEEREDAAGIFKKEGLKEEINFDVNGSSVDKKRLIDDVRQALYASKICSYAQGMNLLRAKSAEKGWNLNLGEMARIWKGGCIIRAVFLDRIKKAYQRNPGLANLMVDPEFAREMVQRQAAWRRVVGQAIQRGISVPGMSASLQYFDTYRRSRLPANLVQAQRDYFGAHTYERIDMPGAYHTEWSKLARKARV*

NbL06g05000.1 6−phosphogluconate_dehydrogenase_decarboxylating_2_chloroplastic−like [MW = 54.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01250 Ribosomal protein S6

Protein sequence:
HLPALLIDSQSTPSPYAVTSEPIQKKMVFSSLSPALTSTSSSLNPLLTLSHVHPFSTFPITSNARNVNHSGLIVKAQTLEFSGSFFERGFGGDDDPPTAPGSGIAAVEDKEEPQCPPGMRPYETMAVLRPDMSEDERLALTQKYEELLVAGGGMYVEVFNRGVIPLAYSIRRKNKAGETNTYLDGIYLLFTYFTKPQSMTALEATLNTDDDVIRSSSFKIRKRKY*

NbL06g04800.1 30S_ribosomal_protein_S6_alpha_chloroplastic−like [MW = 24.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17

Protein sequence:
MAFSIKYFAVVILLILSPVTGTSIGVNYGQIADNLPPPEKVVPLVKSMGATRLKLYDADPRVLKAFANTNVEFIVSIGNEYLADMKDPAKAQAWVKTNVQAYLPATKITCIAVGNEVLTFNDTSLSNNLLPALESVYAALVSLHLDKQVSVSTAHSLAILETSYPPSAGAFRRDLVDCITQVLDFHCKTGSYFQINAYPYFAYKANPKHVPLDYVLFQPNPGNVDPVTNLHYDNMLYAQIDAVHSALASIGYKNVCVQISETGWPSKGDGDEVGATPDNARKYNCNLIKLVSQKKGTPLRPNTNLNIYVFALFNENLKPGPTSERNYGLFKPDGSPSYPLGFAGINAVGTNSSSSSSPATGTGSSSSTSSSTPAWNSPDGYLSITSDSGRVQFCWISAILGLISLCLFSTARNCMSCHLR*

NbL06g04750.1 glucan_endo−13−beta−glucosidase_11−like [MW − SP = 43.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MGRMSIPMTGFVVLCLWPVVAEGEYVKYKDPKPPVGARIKDLMKRMTLEEKIGQMTQIERKVATADVMKQNFIGSVLSGGGSVPAPKASAQVWTNMVDEIQKGSLSTRLGIPMIYGIDAVHGHNNVYGATIFPHNVGLGVTRDPDLVKRIGAATALEVRATGIPYAFAPCIAVCRNPRWGRCYESYSEDHRIVRSMTEIIPGLQGDLPAKSKNGVPYVGGKTKVAACAKHFVGDGGTLHGVDESNTVISSNSLFSIHMPAYYDSLRKGVATVMVSYSSWNGRKMHANRDLVTGFLKDKLKFRGFVISDWQGIDRITDPPHANYSYSVQAGIMAGIDMIMVPENYREFIDTLTSQVKANIIPMSRIDDAVKRILRVKFVMGLFENPMSDPSLANQLGSQEHRELAREAVRKSLVLLKNGKTPSQPLLPLPKKAPKILVAGTHADNLGYQCGGWTIEWQGVAGNDLTIGTTILTAIKKTVDPSTQVVYQQNPDANFVKSNKFSYAIVVVGDVPYAEMFGDSSNVTIVEPGPSTISNVCGAVKCVVVVVSGRPVVLEPYISKIDVLVAAWLPGTEGQGVADALFGDYGFTGKLARTWFKRVDQLPMNFDDAHVDPLFPFGFGITTKPVKGY*

NbL06g04740.1 lysosomal_beta_glucosidase−like [MW − SP = 65.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MSNDNGDEASSQRRSPRLNERILSSLSRRSVAAHPWHDLEIGPEAPSVFNAVIEITKGSKVKYELDKKTGLIKVDRVLYSSVVYPQNYGFIPRTLCEDNDPMDVLVLMQEPVLPGCFLRARAIGLMPMIDQGEKDDKIIAVCADDPEYRHYTNINQLPPHRLAEIRRFFEDYKKNENKEVAVDEFLPPSTAVDAIQYSMDLYAEYILHTLRK*

NbL06g04730.1 soluble_inorganic_pyrophosphatase_PPA1 [MW = 24.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MTSASAEENCLGWAAQDPSGFLSPYKFSRRTVGSDDVLLDILFCGICFADIVWTRNKHGHSKYPLVPGHEIVGTVRDVGTNVKHFKVGDHVGVGTYVNSCRECEYCNDGLEVHCSKGAVYTFDGIDVDGTVTKGGYSSYIVVHERYCFRIPENYPLASAAPLLCAGITVYTPMMRHNMNQPGKSLGVIGLGGLGHLAVKFGKAFGLNVTVFSTSISKREEALKLLGADNFVVSSDEQQMTALGMSFDFMINTASGDIPFDPYLSLLKTAGILVLVGFPTEVKFSPGNLVLGMKSIVGSVTGGTKQTQEMLDFCASHKIYPEIEIVPIQYANEALERLIKKDVNYRFVIDVGNSLK*

NbL06g04700.1 probable_cinnamyl_alcohol_dehydrogenase_1 [MW = 38.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MASSALSLSVHQPNSQFISPCLQCCKIWKNNPSSFFFSDRDYKRSVTCFSSKKKIGFMDQILDYIEGGPKLRKWYGAPDLLPKDGSLSEENESTEEDEVRDAVLVTDGDNEIGQMVILSLIIKRTRIKALVKDKRVAMEAFGTYVEPIAGDAKDRSLLKKALRGVRAVICPNEGFISNIESWKGLQHVILLSQLSVYRGSSGVQAIVTANARKMAEQDESLVMASGVPYTIIRAGLLVNAPGGNQGFNFNEGSASQGKLSKEDAAFICVEALDTVPQKGLIFEVVNGEDVVMDWKQCFATLIEKSEL*

NbL06g04280.1 uncharacterized_LOC107769601 [MW = 33.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06972 Protein of unknown function (DUF1296)

Protein sequence:
MVSGSNSKADGGTHILSAGVREILESIKEVVGNHSDADIYVALKETNMDPNETAQKLLNQDPFHEVKRRRDRKKENHGYRSSTAPENGSYSEHGTQEMRVNTHVNRNMRRGSYGRTALPDAGLTREFRVVRDNRVSQNGNSAIKPVHTSTSAEPVVSNTSAQSSSKGTSDKKLSTGSHSSQTPNRNSQYTHSNDAKLSGTNGQGLTGEIQASVSQSASQMRGVKPNGSRPHSMTSSSNSVIGVYSSFSDPVHVPSLDSRPAAKVGAIKREVGVVGTRRQSADTFAKPSSSQSRSISNLHMEQARQDGANSKGSLRPLSSNSRSDQSAVSDSPKSSFPVSRSFSGNQHINRQHQPVGHQKTVQWKPKLNQKSTVNDPGVIGKPSQALTNTSEDLEKEGSQLQDKMSRLNISDNVIIAEHIRVSETDRCRLTFGSFGAELKPKDLDEESQTESSRLSVLVSEPSTDEPVGSKQLDLADDRVQNPGLTSPGSGVSLDQKLADNRESSSPEDLGNYTDVGLVQDNRASYTPPESQQQQDASNLSSFSTYDPQTGYDIPYFRPAVDEALHGQGAQEALSSHAANSMPASTIPMVQQVQQHQPIAQMYPQVHVSHFANLMPYRHIFSPVYVPPMAMPGYSSNPAYPHPPNGSNYLLMPGGGSHLSANGLKYGIQQFKPVPTGSASGFGNFTSPTGYAINTPGVIGSATGLEDSSRMKYKDGNLYVPNPQAETSEMWMNPRDISTLQSGSYYSMSGQTPHATYLPSHSGHASFNAAAAAQSSHMQYPGLYHPPQPTAMANPHHLGSAMAGNVGMAAAAPGAQVGAYQQPQLGHMNWTGNF*

NbL06g04270.1 uncharacterized_LOC104210585 [MW = 89.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MLTNMDCSWIAMWNVLLILLVLLSSWVSCGIASVSYDHKAIIVNGQRKILISGSIHYPRSTPEMWPDLIQKAKEGGVDVIQTYVFWNGHEPEEGKYYFEGRYDLVKFIKVVQEAGLYVHLRIGPYACAEWNFGGFPVWLKYVPGISFRTDNEPFKAAMQKFTTKIVDMMKSERLYESQGGPIILSQIENEYGPMEWELGEPGKAYSEWAAKMAVDLGTGVPWIMCKQDDVPDPIINTCNGFYCDYFSPNKANKPKMWTEAWTAWFTEFGGPVPYRPAEDMAFAVARFIQTGGSFVNYYMYHGGTNFGRTAGGPFIATSYDYDAPLDEFGLLRQPKWGHLKDLHRAIKLCEPALVSADPTVTPLGNYQEARVFKSESGACAAFLANYNQHSFAKVAFGNMHYNLPPWSISILPDCKNTVYNTARVGAQSAQMKMSPVNRGFSWQSYNEDAALHEDNTYTVVGLLEQINTTRDVSDYLWYMTDVEIDPTEGFLNSGNWPWLTVFSAGHALHVFVNGQLAGTVYGSLENPKLTFSNGINLRAGINKISLLSIAVGLPNVGPHFETWNAGVLGPVSLSGLNEGTRDLTWQKWFYKVGLKGEALSLHSLNGSPSVEWVEGSLVAQKQPLSWYKTTFNAPAGNEPLALDMNTMGKGQVWINGQSLGRHWPGYKSSGNCTACNYTGWFDEKKCLSNCGEGSQRWYHVPRSWLHPTGNLLVVFEEWGGDPYGITLVKREIASVCADIYEWQAQLLNWQRLASGKFDRPLRPKAHLRCAPRQKISSIKFASFGTPEGVCGSFQQGSCHARRSYDAFEKNCVGQESCSVSVTPENFGGDPCRNVLKKLSVEAICS*

NbL06g04210.1 beta−galactosidase [MW = 94.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF00443 Ubiquitin carboxyl−terminal hydrolase

Protein sequence:
MVTVSVKWQKEVYPAVEIDTSQPPYVFKAQLYDLTGVPPERQKIMVKGGLLKDDADWSKVGVKEGQRLMMMGTADEIVKAPEKGPVFAEDLPEEEQVVNVGHSAGLFNLGNTCYMNSTVQCLHSVPELKSALTEYNQLGRSNDLDHSSHLLTVATRDLFNDLDKNVKPVAPTQFWTVLRKKYPQFGQQSNGAFMQQDAEECWTQLLYTLSQSLKSPNSSEIPDIVKALFGIEFDNRIHCAESGEESTERETVYSLKCHISQEVNHLHEGLKRGLKSELEKASPSLGRSAVYVKDSRINGLPRYLTIQFVRFFWKRESNQKAKILRKVDYPLSLDVYDFCSEDLRKKLEGPRQVLRDAEGKKAGLKTSGKTSSSTDGDVKMTEAEESSSGSGEASKTTQEVNSISGVLPEKEHHFTGIYDLVAVLTHKGRSADSGHYVAWVKQENGKWVQFDDDNPIPQREEDIPKLSGGGDWHMAYICMYKARVVPM*

NbL06g04170.1 ubiquitin_carboxyl−terminal_hydrolase_6−like [MW = 54.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01778 Ribosomal L28e protein family

Protein sequence:
MATVPGQLVWEMVKKNNSFLVKEFGNGSAGVVFSKEPNNLYNLHSYKHSGLANKKTVTIQAVGKDQSVLLATTKTKKQNKPSSLLNKSAMKKEFRRMAKAVSNQVADNYYRPDLKKAALARLSAVNRSLKVAKSGVKKRNRQA*

NbL06g04130.1 60S_ribosomal_protein_L28−1−like [MW = 15.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MFSLNGSSFTNNSLSGVSRCLTQSSRRGVSGPMVVVAAVNSNGKPGDRNVSVLVENSMKESAAAPVEKEIKSTVTGGVGDVYGEDSATEDQSITPWTLSVASGYSLLRNPHYNKGLAFSEKERDSHYLRGLLPPVVVNHDLQVKKMMNNLRQYEVPLQRYIAMMDIQEMNERLYYKLLMDNVEELLPIVYTPTVGEACQKYGSIFRRPQGLFISLKEKGKINEVLKNWPERKIQVIVVTDGERILGLGDLGCQGMGIPVGKLSLYTALGGIRPSACLPITIDVGTNNEDLLNDEFYIGLRQRRARGQEYAELFDEFMYAVKQNYGEKVLIQFEDFANHNAFDLLAKYGSSHLVFNDDIQGTASVVLAGVMAALQLVGGTLSEHTFLFLGAGEAGTGIAELIALEVSKQTGIPLEETRKKIWMLDSKGLIVNSRMESLQHFKRPWAHDHEPVKDLVNAVKSIKPTVLIGSSGAGRTFTKEVVQAMATFNEKPIIFALSNPTSQSECTAEEAYTWSEGRAIFASGSPFAPVEYNGKVYASGQANNAYIFPGFGLGLIISGAIRVHDDMLLAASEALAEQVSQENFEKGLIYPPFTNIRKISANIAAKVAAKAYELGLATRLPEPANLVAYAESCMYSPAYRSYR*

NbL06g04050.1 NADP−dependent_malic_enzyme_chloroplastic [MW = 70.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00033 Cytochrome b/b6/petB

Protein sequence:
MSKVYDWFEERLEIQAIADDITSKYVPPHVNIFYCLGGITLTCFLVQVATGFAMTFYYRPTVTEAFASVQYIMTEANFGWLIRSVHRWSASMMVLMMILHVFRVYLTGGFKKPRELTWVTGVVLAVLTASFGVTGYSLPWDQVGYWAVKIVTGVPDAIPVIGSPLVELLRGSASVGQSTLTRFYSLHTFVLPLLTAVFMLMHFLMIRKQGISGPL*

NbL06g03900.1 cytochrome_b6 [MW = 24.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MSVVGFDFGNESGVVAVARQRGIDVVLNDESKRETPAIVCFGEKQRFLGTAGAASSMMNPKNTISQIKRLIGRQFSDPELQRDLKALPFSVTEGPDGYPLIHARYLGEMRTFTPTQVLGMVFSDLKTIAEKNLNAAVVDCCIGIPIYFTDLQRRAVMDAATIAGLHPLHLIHETTATALAYGIYKTDLPENDPLNVAFIDVGHASLQVCIAGFKKGQLKILAHSFDRNLGGRDFDEALFQHFAAKFKEEYKIDIFQNARACIRLRAACEKLKKVLSANPEAPLNIECLMDEKDVRGFIKREEFEQISIPILERVKKPLEKALAEAGLTTENIHAVEVVGSSSRVPAIMRILTEFFGKEPRRTMNASECVAKGCALQCAILSPTFKVREFQVNESFPFPIALSWKGPAPDAQNGALENHQSTIVFPKGNPIPSVKALTFYRSGTFTIDVQYADVSELQAPAKISTYTIGPFQSAKGERAKLKVKVRLNLHGIVSVDFATLLEEEEVEVPVVKEAVKEPAKMETDEASGDAAPSTTSESDVNMQDAKGAGDASGTENGVPESGDKPVKMETDAKVEAPKKKVKKTSVPVTEIVYGAMAAADVQKAVEKEFEMALQDRVMEETKDKKNAVEAYVYDMRNKLSDKYQEFVIDSEREQFMAKLQEVEDWLYEDGEDETKGVYIAKLEELKKQGDPIEQRYKECMERGSVIDQFVYCINSYREAAMSNDPKFDHIDLAEKQKVLNECVEAEAWFREKKQQQDALPKYANPVLLSADVRKKAEALDRVCRPIMTKPKPVKPATPETSSSEPPQGGEQQPQGAESPNSVNANAAEGASAGSEVPPAAEPMDTDKSETAPSAS*

NbL06g03810.1 heat_shock_70_kDa_protein_15−like [MW = 94.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03030 Inorganic H+ pyrophosphatase

Protein sequence:
MGAALLPDLGAEIVIPICAVIGIVFSIVQWYIVSNVKLTPESSSPSNNGKNGYGDYLIEEEEGINDQNVVVKCAEIQNAISEGATSFLFTEYQYVGIFMIAFAILIFLFLGSVEGFSTKSQPCTYNKEKLCKPALATAIFSTVSFLLGAVTSVVSGFLGMKIATYANARTTLEARKGVGKAFIVAFRSGAVMGFLLAANGLLVLYIAINLFKLYYGDDWEGLFEAITGYGLGGSSMALFGRVGGGIYTKAADVGADLVGKVERNIPEDDPRNPAVIADNVGDNVGDIAGMGSDLFGSYAEASCAALVVASISSFGINHEFTAMLYPLLISSMGILICLITTLFATDFFEIKAVKEIEPALKNQLIISTALMTVGIAIVTWTCLPSSFTIFNFGAQKVVKNWQLFLCVAVGLWAGLIIGFVTEYYTSNAYSPVQDVADSCRTGAATNVIFGLALGYKSVIIPIFAIAIAIFVSFSFAAMYGIAVAALGMLSTIATGLAIDAYGPISDNAGGIAEMAGMSHRIRERTDALDAAGNTTAAIGKGFAIGSAALVSLALFGAFVSRAAITTVDVLTPQVFIGLIVGAMLPYWFSAMTMKSVGSAALKMVEEVRRQFNTIPGLMEGTAKPDYATCVKISTDASIKEMIPPGALVMLTPLIVGIFFGVETLSGVLAGALVSGVQIAISASNTGGAWDNAKKYIEAGASEHARTLGPKGSDPHKAAVIGDTIGDPLKDTSGPSLNILIKLMAVESLVFAPFFATHGGLLFKIF*

NbL06g03640.1 pyrophosphate−energized_vacuolar_membrane_proton_pump−like [MW = 80.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAAASTNTSLFSATRSSNNASPSVSNIYATSFMGSHLRRCYPTPRKLVGISGGIVAAAVATSPAEEVKEYTLPTWAKFDLGRAPVYWKTMNGLPPTAGERLKLFYNPAANNMVPNEEFGIAFNGGFNQPIMCGGEPRAMLMKTRGKADPPIYTIQICIPKHALSLIFSFTNGTEWDGPYRLQFQVPNAWRNKPTEFFTEGLAGELSQEGACDKAIFPDTNIVITRCAMVGNLSVEGGDRCDLDIVPGCIDPSSPHFNPLANVDDGSCPPYSDAED*

NbL06g03590.1 uncharacterized_LOC107791394 [MW = 29.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSQESLVLRGTMRAHTDWVTAIATPVDNSDMIVTSSRDKSIIVWSLTKDGPQYGVPRRRLTGHGHFVQDVVLSSDGMFALSGSWDGELRLWDLQAGTTARRFVGHTKDVLSVAFSADNRQIVSASRDKSIRLWNTLGECKYIIQDGESHSDWVSCVRFSPNNLQPTIVSGSWDRTVKIWNLTNCKLRATLAGHTGYVNTTAVSPDGSLCASGGKDGVILLWDLAEGKKLYSLESGSIIHSLCFSPNRYWLCAATESSIKIWDLESKTIVDDLKVDLKQESEMSAEGTASGKNKVDLIFVFIFCFKNVTFGLLDCVFVSNEVICYLNVVIVHISFCCSVLLI*

NbL06g03340.1 guanine_nucleotide−binding_protein_subunit_beta−like_protein [MW = 37.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MVSLQKFPSVHHAYMLNASPQQGLFRNSPNGRGPGFIRSEQVSEVSISSCQDRPGRRQFLAMGSAISPLLLMSYQTPTSFAAESKKGFLPVTDKKDGYNFVYPFGWQEVVVEGQDKVFKDVIEPLESVSVNVIPTSKQDIRDFGSPQEVAETLIKKFLSSPSQKTKLIEASQYDVEGKAYYTFEFVAQAPNFTRHGLTAVCIGNGKFYTLTTGANERRWEKMKDRLHTVVDSFQIFNV*

NbL06g03220.1 psbP−like_protein_1_chloroplastic [MW = 26.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MGCSFSGLNALYDGANGGGDVWINENRFRILKQLGEGGLDNVFIVKEIISDPSNPSFSKKFKDPSLVSDDGTYAMKKVLIQNNEQLELVKEEIRVSSLFSHPNLLPLLDHAIISVKASQDQPKKHEAYLLFPVHLDGTLLDNAKTMKAKKEFFSTSEVLQIFRQLCAGLKHMHNFDPPYAHNDVKPANVLLTHKKGQTPLTKLMDFGNARPARRQIRSPSEALQLQEWASEHVAAPFRAPELWDCPSQCDIDERTDIWSLGCTLFAIMYGVSPFEYAFEESDESPQLAIVNAQIKWPTEPNTSYPDALHQFVTWMLQPQATVRPRIDDIVIHVDKLISKYSTN*

NbL06g03050.1 serine/threonine−protein_kinase_16−like [MW = 38.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04371 Porphyromonas−type peptidyl−arginine deiminase

Protein sequence:
MDLKGTPVENGYRMPAEWESHSHCWMGWPERPDNWRNDALHGQRVFANVASAISRFEPVTVCASAAQWENARNLLPTHIRVVEMSMNDSWFRDTGPTFVIRNTTSEDTEHVAPSVSGIDWTFNSWGGVDDGCYEDWSHDLLVARKILAIEKVPRFPHTMILEGGSIHVDGEGTCLTTEECLLNKNRNPHLSKEQIENELKAYLGVRKIIWLPRGLFGDDDTNGHIDNMCCFVKPGVVLLSWTDDQSDPQYERSIEALSILETTFDANGRKLQVIKLHIPGPLCMTDEEADGIFQDGDAKPRTSGTRLAASYVNFYIANGAIITPQFGDKKWDEEAIRVLSLAFPDHEVVGIEGAREIVLGGGNIHCITQQQPSGP*

NbL06g03040.1 agmatine_deiminase [MW = 41.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MGSDSEVEKSAQKEKKKLLALAPIAKPFAGKKLNKRIFKLVRRAAENKCLKRGVKEVVKSIRRGQKGVCVIAGNISPIDVITHVPILCEEAEIPYVYVSSKEDLANAGATKRPTCCVLVQTKPAKGELSQEDQEKLKADYDQVVSEVGEMASSMF*

NbL06g03020.1 H/ACA_ribonucleoprotein_complex_subunit_2−like_protein [MW = 16.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00231 ATP synthase

Protein sequence:
MAMAALRREGRRFAINPCPLNALRSSLIPSEEPVSSGVRYISTQVVRNRMKSVKNIQKITKAMKMVAASKLRAIQTRAENSRGLWQPFTALLGDTPSVDVKKNVIITISSDKGLCGGINSTSVKISRALHKLNSGPEKENKYVVLGEKAKAQLVRDSKKDIELIMTELQKNPLNYTQVSVIADDILKNVEFDALRIIYNKFQSVVAFLPTMSTVLSPEVVERESESGGKLGELDSYEVEGAETKSEVLQNLAEFQFSCVLFNALLENATSEQGARMSAMDSSSRNAGDMLDRLTLTYNRTRQASITTELIEIISGASALEG*

NbL06g02670.1 ATP_synthase_subunit_gamma_mitochondrial−like [MW = 35.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01090 Ribosomal protein S19e

Protein sequence:
MEAARTVKDVSPHEFVKAYATHLKRSGKMELPEWTDLVKTGKLKELAPYDPDWYYIRAASMARKIYLRGGIGVGGFRRIYGGNQRNGSRPRHFCKSSGSVARNILQQLQNMNIVDFDPKGGRRITSNGQRDLDQVAGRIAAAL*

NbL06g02600.1 40S_ribosomal_protein_S19−3−like [MW = 16.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
RSHHTQTILIISAKWKQLSYFNTSTPSQILIFPTFTPFSFPFLPFKTTNLHFLFFLLDLPPKKRKKVQMQYKNLGRSGLKVSQLSYGAWVTFGNQLDVKEAKSLLQKCRDHGVNFFDNAEVYANGRAEEIMGQAIRELGWKRSDIVISTKIFWGGSGPNDKGLSRKHIIEGTKASLKRLDMAYVDLIYCHRPDASTPIEETVRAMNYVIDKGWAFYWGTSEWSAQQITEAWGVAQRLDLVGPIVEQPEYNLLSRHKVESEYLPLYSNYGIGLTTWSPLASGVLTGKYNAGNIPADSRFALENYKNLANRSLVDDVLRKVDGLKPIAESLGVPLPQLAIAWCAANPNVSSVITGATKEYQIEENMKAINVIPMLTPAVMERIEAVVQSKPKRQDSYR*

NbL06g02190.1 probable_voltage−gated_potassium_channel_subunit_beta [MW = 44.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07983 X8 domain

Protein sequence:
METPPILSIFVVIFCSLNISIVTIEATWCVVRSDASAQALQRGLDYACSYGADCVPIQSSGLCYLPNTIQNHASYAYNSFYQRKNEAPGSCEFSGTATFAKTDPSYGSCVYPASPRAAGGLIPAEAEGHKNTSGGISTIPNINAVYGNGSDIPNSQHSKATSPKFWTVASLVPGHLMLLFLHIFQHL*

NbL06g02000.1 PLASMODESMATA_CALLOSE−BINDING_PROTEIN_3−like [MW − SP = 17.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00627 UBA/TS−N domain PF09409 PUB domain

Protein sequence:
MSGVSLKCGDCGTLFKSVEEAQEHAEVTSHANFSESTEAVLNLVCTACGKPCRSKTESDLHTKRTGHTEFTDKTAEAVKPISLEAPKAKADDDEDMAEGGDDSGTEMVVPEVDQNLLSELETMGFPKARAIRALHFSGNASLEAAVNWVVEHESDPDIDETPLVPASAKKAEAPKPSLTPEEIKKKQEELRERARKKKEEEERQREREREKERIRIGKELLEAKRMEEENERKRIIALRKAEKAEEQRAREKIRQKLEEDKAERRRKLGLPAEDPAPAKPSTPVVEEKKITLPVRPATKAERMRECLRTLKQTHKDDEAKVKTAFNTLLTYAKNVATNPNEEKYRKIRLSNAAFQDRIGKLQGGIEFLEHCGFEKIEGGEFLYLPREKVDMAVLNTAGTELNNAIKNPFFGVL*

NbL06g01990.1 stress_response_protein_NST1−like [MW = 46.51 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 116 231 346 461 575

Protein length

Gel Slice

4.1 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 116 231 346 461 575

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSRCFPFPPPGYEKEPRPEDGDLLKEEKRKEKKHKKEKKDREKKEGKEKRDKDRSDGKHREKKDKKDKHRDKKEKHKDKKDKEKDKDKERSDISEEARVAVLPGVSSGQKLPSRDEHLKKESVNSQEAKYRDLSQGRHAEKLFKTSLPTVETEESKFVQELARRIRNEQKGAGSQLAERFPVESKRDDKTNSMYHIKDFGNFVEEKEKKQEKRVYSNKMDGHQVRVEPRIGVNSILPSFPDMAKSKFHGLPPLEENVESRREEKEKSKEKRDDKPREKKKDKEKDAKSHAKEKDREKEKKMEKKAKDKSAHRKSEPDKSRDINNKSDFFNVSNTNHQVPLVPKDNIAGIVTEGNIRKRKEIEINGFLHESEVRPAKLPRPSSSHHPTQNGKISDTHQKAEMLSSNKQGVTADVQVVNKERSVNGTNKQGVTADVQVVNKERSVNGTIKLSNKHGVATDIGLANKENRVDGTVKGQPLAMSKPKASSMSPGADQFAEASRRPPHPDSKYLNQILSVPKMDEWSGIDDQEWLFGSKSTLVWKPDMCLDEVNDSRVWSEALQIDSADVCALPYVIPY*

NbL06g01960.1 glutamic_acid−rich_protein−like [MW = 65.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MASSPHPLHPLHHHHHHYLLLLLFLFTLIPLTFSDDAAVMSKLLAALSPAPSGWSSDKQFCSWTDVNCDKSSGTVVSINIDSQSLSGSLPSDLNQLSNLKTLSVQKNSLSGPLPSFANMTKLAEVYLDNNQFASVPQDFLLGVPSLQSFSISENGKLSPWQIPLHLTESGNLGTILASNASIFGVIPDFFDAFPNLQDLRLSYNNFTGSLPASFGGSEIRNLWLNNQFQGLSGTIDVIENMTQLSQVWLHANSFTGPIPDLSKCENIFDLQLRDNQFTGVIPDSVMRLPKLVNITLQNNKLQGPMPQFKDGVKVQLGTTNSFCQSTPGPCDPQVAALLQVAGGFGYPATLAESWIGNDPCKGWSYISCDGKNVAVATLGKRQFSGFISPAFANLTSLRTLLLNDNNLTGSIPETLTTLPKLQAIDVTNNNLSGPLPVFRSGVKFTYGGNLLLGKISSDGSGGLPGPNSSSDGGNTSGGSKKSTVSAGMIVGVVISVVVFVLVVLFVSYKCYIKRRHKRFGRVETPEGSNQMVKPSVVNGTNGYAGVLTELQNQSSGDHGEMPVFEGGNVAISIQVLRQVTNNFSEENILGRGGFGVVYKGELHDGTKIAVKRMESGAMGTKGMNEFQAEIAVLTKVRHRHLVALLGFCVNGNERLLVYEYMPQGTLSQHLFEWQELGYPLLTWKQRVTIALDVARGVEYLHSLAQQSFIHRDLKPSNILLGDDMRAKVADFGLVRNAPDGKYSVETRLAGTFGYLAPEYAATGRVTTKVDVYAFGVVLMEIITGRKALDETMPDERSHLVTWFRRVLINKDNLRKAIDQTLDPDEETFESIAKVAELAGHCTAREPFQRPDMGHAVNVLAPLVELWKPTRNEDEDSGIDLHMSLPQILQRWQADEGTSRMFDDFSYSQTQASIPSKPSGFADSFNSTDCR*

NbL06g01850.1 probable_receptor_protein_kinase_TMK1 [MW − SP = 97.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGAQEKSTGTNNPMQRVKVYRLNDDGKWDDQGTGHVTVDYIERSEELGLLVLDEDDNETLLLHRISAEDIYRKQEDTIISWRDPEYSTELALSFQETTGCSYIWDNICNVQRNMHFSSLNNETFHSVNSDLRELPPVSFLRFPDTKDSCGEWHC*

NbL06g01770.1 serine/threonine−protein_phosphatase_4_regulatory_subunit_3 [MW = 17.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
MGIVTITDEFTSPISAPRMFKAFILDGDNFLPKIAPQVFKNIETIQGDGGPGTIKQMNFAEGSEIKFVKHRVDAIEKEKMTYAYTLIEGDTLMDKIDSISYEVKFESMPDGGCKGKNTSKYNTKPGVEIKEEEIKAGKEMAAGIVKAVEAYLVANPNEYV*

NbL06g01720.1 major_allergen_Pru_ar_1−like [MW = 17.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00378 Enoyl−CoA hydratase/isomerase

PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain
PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MSSNPKGRTTIEVGADGVAVITIINPPVNSLSLDVLYSLKESYEQALKRDDVKAIVVTGAKGKFSGGFDISAFGKLQGGTVESPKPGFISVEILTDTVEAARKPSVAAIDGLALGGGLEVAMACHARISTPNAQLGLPELQLGVLPGFGGTQRLPRLVGLAKSLEMMLTSKPVKGEEALNVGLVDAVVSSNQLLDTARKWALDILERRKPWVASLHKTDKIEPLGEAREILKFARVQTRRQAPNLQHPLVCIDVVEEGIVSGPRAGLWKEAEAFQGLLHADTCKALVNIFFAQRGTTKVPGVTDLGLVPRRIKKVAILGGGLMGSGIATALLLSGYPVILKEVNDKFLQAGMGRVKANFQSSVKKGKMSPEKFEKTLSLLKGSLDYESFRDVDMVIEAVIENVSLKQQIFADLEKYCPSHCILASNTSTIDLNLIGEKTRSQDRIIGAHFFSPAHVMPLLEIVRTQKTSPQVIVDLLDVGKKIRKTPVVVGNCTGFAVNRMFFPYTQAALLLVERGTDVYRIDKAITKFGMPMGPFRLCDLVGFGVAIATGGQFVMNFPERTYKSMLIPLMQEDKRAGETTRKGFYVYDDRRKASPDPEIKKYIEKAREMSGVTIDPKLAKHSDKDIIEMIFFPVVNEACRVLAEGIAVKASDLDISAVMGMGFPPYRGGIIFWADTLGSKYICSRLDEWSRMYGDFFKPCSYLAERAAKGAPLSSTMDPSKSRL*

NbL06g01640.1 glyoxysomal_fatty_acid_beta−oxidation_multifunctional_protein_MFP−a [MW = 79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05761 5' nucleotidase family

Protein sequence:
MHMRCSTVCQSVASCMNIPNSTTGSPYLLPKPVKFSNSAVVLRSPSSYAHVNGFSRRCATTSVPSGEDVFSVVTSNTKSEVDYLGQSTKGDLNLNFGIDGQTLQGPIEEVAKMEAQEAENLLKHLGIPVPHSARHSPRGIFCTRTLNLRSISVIGYDMDYTLMHYNVMAWEGRAYDYCMENLRSVGFPVDGLAFDPELVIRGLVIDKEKGNLVKADRFGYVKRAMHGTRMLSTREVSEIYGRELVDLRKESKWEFLNTLFSVSEAVAYMQMVDRLDEGVIGPDLCPLDYKGLYKAVGKALFRAHVEGQLKSEIMSKPELFVEPDPELPLALLDQKEAGKRLLLITNSDYHYTDKMMQHSFNRYLPNDMSWRDLFEMVIVSSRKPEFFQMSHPMYEVVTSEGLMRPCFKARPGGLYSGGSAQMIESSLNVHGDEILYVGDHIYTDVSVSKVHLRWRTALICRELEEEYNALIHSQQHRATLIDLINQKEVLGDLFNQLRLSLQRRTMGRPAQTLAATHMEDNELTESMQKLLVVMQRLDQKIGPMLHEDGELFNKRWGYLSRAGLWDKSHLMRQIEKYADIYTSRVSNFLHYTPFMYFRAQEQNLAHDSYTFDHLRRDN*

NbL06g01620.1 5'−nucleotidase_domain−containing_protein_4−like [MW = 70.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01417 ENTH domain

Protein sequence:
MKKAFDQTVRDIKREVNKKVLKVPSIEQKVLDATSNEPWGPHGSLLADIAQATRNYHEYQMIMSVIWKRINDTGKNWRHVYKGLTVLEYLVAHGSERVIDDIREHAYQISTLSDFQYIDSSGRDQGSNVRKKSQSLVVLVNDKERIQEVRQKAAANRDKFRNTSTGGMYRPGSYSGSGGYGDRFDEDRYGGRDEERNGYGREREYYKDEDKYGRYGDSNSRDGDRYGRDYDDRSRDGYKDDDYRGRSRSTDDFNYGSRSRSSDRYKDRGNDDNGQYSSRPLERRFSEQNLSAPPSYEEAVGASRSPAHSERDVDTSSASAPKSSPPHASASPSPANMPYPAPATAPPPAPAAATASPPAPAAATAPPPDNKVVESFDEFDPRASFSAAPAPSNVPVPTTSGGEMDLLGALSEPFSSNSLALVPAASGASEVNPSGTTGTGTETMFGEASSGSTISNQMFEDPFGDGPFRAMTSNSIQTYLQNSTSFHPNINQSPELPQSVPQGAEISGATCSQVTPTNMQYAQQELSTSNQEIDILADILPPSGPPPPSVQPATQAGFESHGGETTQHTGYLALTGPAVPPTGFAAQPGQQSPHTSFPSQGQTISPAGFSGQANNSPPFGGFPAQPGQASQTGFGPQGGQPASLAGFHSATGFYPQSGFGGPGGSSMQNNANAGGYNTGLGATGPFGPQMGQTSGGQPYLSQPTAASHMPSQMPLQYSQTQTSNALVLIQTTPASTAPISSTQPAKDKFETKSTVWADTLSRGLVNLNISGSKTNPLADIGVDFDAINRKEKRMEKPSTAPVISTVNMGKAMGSGSGVGRAGAGALRPPPSHSMVGSGMGMGMGMGAGGPAGVPGMGAYGGVNQPYGMGMNRPMNMGMGMNMGQGVQMQQPTGFPPGASMPGGYNPRMGMGPYGQHPYGGGYQ*

NbL06g01580.1 clathrin_interactor_EPSIN_2−like [MW = 97.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain PF00549 CoA−ligase

Protein sequence:
MATGQLFSKTTQALFYNYKQLPIQRMLDFDFLCGRETPSVAGIINPGSEGFQKLFFGQEEIAIPVHSTVEAACAAHPTADVFINFASFRSAAASSMSALKQPTIRVVAIIAEGVPESDTKQLIGYAKANNKVVIGPATVGGIQAGAFKIGDTAGTIDNIIQCKLYRPGSVGFVSKSGGMSNELYNTIARVTDGVYEGIAIGGDVFPGSTLSDHVLRFNNIPQIKMIVVLGELGGRDEYSLVEALKQGKINKPVVAWVSGTCATLFKSEVQFGHAGAKSGGEMESAQAKNQALKDAGAVVPTSYEAFEGAIKEAFEQLVSDGKTTPVKEITPPQIPEDLNTAIKSGKVRAPTHIISTISDDRGEEPCYAGVPMSSIVEQGLGVGDVISLLWFKRSLPRYCARFIEICILLCADHGPCVSGAHNSIVTARAGKDLVSCLVSGLLTIGPRFGGAVDDAARYFKDAYDRGLTPYEFVESMKKKGIRVPGIGHRIKRGDNRDKRVELLQLYARENFPSVKYMEYAVQVETYTLSKANNLVLNVDGAIGSLFLDLLAGSGMFTKPEIDEIVEIGYLNGLFVLARSIGLIGHTFDQKRLKQPLYRHPWEDVLYTK*

NbL06g01370.1 ATP−citrate_synthase_beta_chain_protein_2 [MW = 65.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF19026 HYPK UBA domain

Protein sequence:
MEAGDEALEMVDSKDLQQQSKALDKLTDHVEDRQLDSSRVQTAMASIYASKEADLQAMRMREKELAAVKINAADIDIIANELEVDKKVAERTLREHKGDAVAAIRHLLN*

NbL06g01320.1 huntingtin−interacting_protein_K−like [MW = 12.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MKNLIFLMMFLIILLQTNANNLVETTCKNTPNYQLCLKTLLSDKRSATGDITTLALIMVDAIKSKANQAALTISKLRHSNPPAAWKGPLKNCAFSYKVILTASLPEAIEALTKGDPKFAEDGMVGSSGDAQECEENFKGSKSPFSALNVAVHQLSDVGRAIVRNLL*

NbL06g01290.1 cell_wall_/_vacuolar_inhibitor_of_fructosidase_1−like [MW − SP = 15.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
METLIPKNFRNIVLIFLFLICWNKVFARTQEDDKVTKLPGQPTSPQVSQFSGYITVNKTNGRALFYWFFPSQSESFKKPLLLWLNGGPGCSSVGYGAAVELGPLLVKNNGAGLDFNSYSWNKEANLLFLESPVGVGFSYTNTSSDLTNLDDDFAAEDAYNFLVNWLERFPEFKNREFFISGESYAGHYVPQLAELVYNRNKDSKKYPYINLKGFIVGNPETNDYYDYKGILEYAWSHAVIYDSQYEKAKQVCDFNLSNWSDACNDAMKVVWDKYEEIDIYNIYAPKCLRNTSSSSSASLTVSGHESSKLKLQALNHAFKRMQRIPGGYDPCYTAFTEEYFNRLDVQISLHVNSEGRHTRVKWQSCSDPVLQKYNYNVFSVLPIYKKLIQGGLKIWIFSGDADGRVPVIGTRYCIQALNLTLKSEWHSWFHNHQVAGRIVEYEGLTFVTVRGAGHLVPLYKPSEARALIHSFLTGEELPAHR*

NbL06g01240.1 serine_carboxypeptidase−like_33 [MW − SP = 51.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MAISTLAGRKATTFLSSRFFYSTSKYSFSLTRGYASGSDENDIVVIGGGPGGYVAAIKAAQLGLKTTCIEKRGTLGGTCLNVGCIPSKALLHSSHMFHEAQHSFANHGVKFSSVEVDLPAMMAQKDKAVSNLTRGIEGLFKKNKVTYVKGYGKLLSPSEVSVDTIDGDNTVVKGKNIIIATGSDVKSLPGITIDEKRIVSSTGALALTEIPKKLVVIGAGYIGLEMGSVWGRLGSEVTVVEFAADIVPTMDGEVRKQFQRALEKQKMKFMLKTKVVSVDTAGDGVKLTLEPASGGDQTILEADVVLVSAGRVPFTSGLGLEKIGVETDKAGRILVNKRFASNVPGVYAIGDVIPGPMLAHKAEEDGVACVEFIAGKEGHVDYDMVPGVVYTHPEVASVGKTEEQVKSRGVDYRVGKFPFLANSRAKAIDDAEGLVKILAEKESDKILGVHIMSPNAGELIHEAVLALQYGASSEDIARTCHAHPTMSEALKEAAMATYDKPIHM*

NbL06g01210.1 dihydrolipoyl_dehydrogenase_mitochondrial [MW = 53.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF01599 Ribosomal protein S27a

Protein sequence:
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKRKKKTYTKPKKIKHKKKKVKLAVLQFYKVDDSGKVQRLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYQKAGGD*

NbL06g01180.1 ubiquitin−40S_ribosomal_protein_S27a−like [MW = 17.7 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 89 177 265 438

Protein length

Gel Slice

4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 89 177 265 438

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00438 S−adenosylmethionine synthetase, N−terminal domain

PF02772 S−adenosylmethionine synthetase, central domain
PF02773 S−adenosylmethionine synthetase, C−terminal domain

Protein sequence:
MLISLRCSNIIGYPLVMVSSLHFNSAQFIFTKAYLNYSNSQFREMETFLFTSESVNEGHPDKLCDQVSDAVLDACLAQDPESKVACETCTKTNLVMVFGEITTKATIDYEKIVRDTCREIGFVSADVGLDADNCKVLVNIEQQSPDIAQGVHGHLTKRPEEIGAGDQGHMFGYATDETPELMPLSHVLATKLGARLTEVRKNSTCAWLRPDGKTQVTVEYHNDNGAMVPLRVHTVLISTQHDETVTNDEIARDLKEHVIKPVIPEKYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPTKVDRSGAYIVRQAAKSIVANGLARRCIVQVSYAIGVPEPLSVFVDTYGTGKIPDKEILNIVKENFDFRPGMISINLDLLRGGNGRFLKTAAYGHFGRDDSDFTWEVVKPLKWEKPQA*

NbL06g01150.1 S−adenosylmethionine_synthase_2 [MW = 48.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase PF10436 Mitochondrial branched−chain alpha−ketoacid dehydrogenase kinase

Protein sequence:
MAAKKTCDTISKELAEEVQKWGCMKQTGVSLRHMMNFGSTASPRNLLISAQFLHKELPIRIARRAIELENLPYGLSSKPAVLKVRDWYLDSFRDMRSYPEIKNKNDELEFTQMVKMVKVRHNNVVPMMALGVQQLKKDWSKVDYEDLREIHQFLDRFYMSRIGIRMLIGQHVALHDPNPPPNCVGYIHTKMSPLEVARTASEDARGICLREYGSAPDVNIYGDPDFTFPYVPTHLHMMVFELVKNSVRAVQERFMDSDKVAPPIRIIVADGLEDVTIKVSDEGGGIPRSGLPKIFTYLYSTARNPLNEHFTTTDVATSSTLAGYGYGIPISRLYARYFGGDLQIISMEGYGTDAYLHLSRLGDSQEPLS*

NbL06g01090.1 [Pyruvate_dehydrogenase_(acetyl−transferring)]_kinase_mitochondrial−like [MW = 41.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00861 Ribosomal L18 of archaea, bacteria, mitoch. and chloroplast

Protein sequence:
MACTSLSLSFLHNACADNKQLTLPFRTKLVTSARPLTVEAKATTRREDRTARHVRIRKKVEGTPERPRLCVFRSNKHIYVQVIDDSKMHTLASASTMQKPIAEEFDYSAGPTTVSSQDVAKKVGEVIAKACLEKGITKVAFDRGGYPYHGRIEALADAAREHGLQF*

NbL06g01060.1 50S_ribosomal_protein_L18_chloroplastic−like [MW = 18.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08555 Eukaryotic family of unknown function (DUF1754)

Protein sequence:
MSLTFLTEMSAYDNVVGGKLKLKGKALDVKAAGIKKKKRKEKKDYDQISQVTGKELSTDGGSGSLDDPTKEESTDATKSVGEENAGRWDDNLTPAERRYIEQRERIDMHKMAKTANKSHRDRIEDFNQYLANMSEHYDIPKVGPG*

NbL06g00970.1 protein_FAM32A [MW = 16.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06325 Ribosomal protein L11 methyltransferase (PrmA)

Protein sequence:
MEQKQKEQKFLVSSASMVLRSSYSIVLDTGSVFCRFTLQSGSPELRFGHGSKDVIYVNLQSSQLFKLGPADSLCISEASEADKELPYSRGISIQFRNEEESRAFHCAFEQWKKEVVVQECPLTNGAVSTSKSKFDDKIESSSAKMYFHYYGQLLHQQNMLQDFVRTGTYYSAVIENRADFLGRIVVDVGAGSGILSLFAAQAGAKHVYAIEASEMAEYARKLIAGNPSLNERITVIKGKVEDVELPEKADILISEPMGTLLVNERMLESYVIARDRFLVQNGKMFPGVGRIHMAPFSDEYLYMEIANKATFWQQQNYFGVDLTPLHGSAYQGYFSQPVVDAFDPRLLVAPAVSHVINFNSIKEEDLYEIDIPLRFLSSVSTRIHGLACWFDVLFNGSTVQRWLTTAPGAATTHWYQLRCVLPQPLYVMPGQEITGRLHLVAHKAQSYTIYLTLSALVGDMLQTSSVKLDLKEPYYRMSQPQAYSLAQDQQPNQLLQTQDIELPSRDEDGSILMQPPSPNSGAELHSL*

NbL06g00900.1 probable_histone−arginine_methyltransferase_1.3 [MW = 59.12 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 121 241 361 598

Protein length

Gel Slice

3.8 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 121 241 361 598

Pfam domains

Pfam Description
SP Sequon TM Domain PF12999 Glucosidase II beta subunit−like PF13015 Glucosidase II beta subunit−like protein

Protein sequence:
MMKIKFQFIILLSFIISSIDRSVSLPSIDNLGISPQDENYYKGLSLGAIKCKDVSKKFSKSQLNDDFCDCPDGSDEPGTSACPSGKFYCNNTGHIPLFIYSSRVNDGICDCCDGSDEYDGKVKCPNTCWEVGKIARDKLKKKIATYQEGITLRRKEVEEAKLAIAKEEAELSKLKTEEKILKDRVEQLKDKKEQIEKAEEKERLKREKEEKDRKEADDANLEASKAEEKTEGQEEAVKSDIHDKIGLLEDSPSIKDEVEGHDKNVDEVQHGDHTVNDEFPVDEVEQVPEDSSQEKDATENTESLSKEELGRVVGSRWLGKKSEQELEEVGAGTDIYHDNHDEVLPDTHEEEYNGYDSEEDEHKYDDGDSKDQVEDFVGEDHDSSSLHKSESDDDSDFADITTTSSPSWMEKIQQAVKSIFRAVNLFQTPVNISDADRIRKEYDESSYKLTNIQSRISSLTEKLKQDFGPEKEFYSFHGQCFESKENKYTYKICPFKEASQVEGYSTTRLGNWDKFEDSYKTMQFSNGDHCWNGPNRSLKVKLRCGLKNELTDVDEPSRCEYLAFLSTPALCREEKLKELQDKLETMNREQPHGHDEL*

NbL06g00820.1 glucosidase_2_subunit_beta−like [MW − SP = 65.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00581 Rhodanese−like domain PF13616 PPIC−type PPIASE domain

Protein sequence:
MLRVSSSLHIPPTTGIPAHYCALSFLKITSPLTPTSRKLSAFTRLALLHSRTLLPNSRNNIQFPSFKKVSTMLGQGHTCSKVITASYSSGGSSGGGREILVQHLLVKEDDQKLLLELLKRTVEGEDLSDLAVQYSLCPSKEEGGMLGWVRKGQMVPEFEEAAFVAPLNKVVKCKTKFGWHLLQVLSEREESVLEHIQPNEFHVKLQDPSFLEEAQLIDVREPEEVAQASLPGFQVLPLRQFGSWGPEITTKFDPQKDTYVLCHHGMRSLQVAKWLQTQGFRKVFNIAGGINEYAVKVDPSIPTY*

NbL06g00690.1 rhodanese−like/PpiC_domain−containing_protein_12_chloroplastic [MW = 33.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05486 Signal recognition particle 9 kDa protein (SRP9)

Protein sequence:
FDTPNKNPTEQQNRKTSTIELEREREKLDLAVLFQIQIEGGRYIYRESMVYITSWDDFVERSVQLFRADPEKTRYVMKYRHSEGKLVLKVTDDTECIKFRTDQAQDAKKMEKLNNIFFTLMARGPDADISEVGGKEQMEAQAPKKGRGRKQ*

NbL06g00670.1 signal_recognition_particle_9_kDa_protein [MW = 17.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
MDYVNGPGRNHLFVPGPVNIPEQVLRAMNRNNEDYRSPAVPALTKVLLEDVKKIFKTTSGTPFLIPTTGTGAWESALTNTLSPGDRIVSFLIGQFSLLWIDQQKRLNFDVDVVESDWGQGADLEALASKIAADKSHTIKAICIVHNETATGVTNNLATVRKILDHYQHPALFLVDGVSSICALDFRMDEWGVDVALTGSQKALSLPTGLGIVCASPKALEAAKTAKSVRVFFDWSDYLKFYKMGTYWPYTPSIQLLYGLRAALDLLFEEGLENVIARHARLGKATRLAVEAWGLKNCTQKEEWFSDTVTAVVVPPYIDSAEVVKRAWKRYNLSLGLGLNKVAGKVFRIGHLGNLNELQLLGCLAGVEMVLKDVGYPVKFGSGVAAASTFLQNSTPLIPSRI*

NbL06g00500.1 serine−−glyoxylate_aminotransferase−like [MW = 43.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
GQLLPFIFATPCFQVARHLFIFLLNHFCPVFSLIFHFANFPLNILKEEEMADQLTDDQISEFKEAFSLFDKDGDGCITTKELGTVMRSLGQNPTEAELQDMINEVDADGNGTIDFPEFLNLMARKMKDTDSEEELKEAFRVFDKDQNGFISAAELRHVMTNLGEKLTDEEVDEMIREADVDGDGHINYEEFVKVMMAK*

NbL06g00460.1 calmodulin−7 [MW = 22.62 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07944 Beta−L−arabinofuranosidase, GH127

Protein sequence:
MKSLMFLKMLVLVFFALLFGGVMCKECTNIPTQLSSHSLRYELLSSKNESWKEEMYSHYHLTPTDDSAWSNLLPRKMLKEEEEFDWVMMYRKIKNSGGVKRIDGLLNEVSLNDVRLEPKSLHGIAQQTNLEYLLLLDVDSLVWSFRKTAGLDTPGQPYGGWEGPNVELRGHFVGHYLSASAQMWASTHNDSIKQKMSAVVSALSACQEKMGSGYLSAFPSELFDRVEAIKPVWAPYYTIHKILAGLLDQYMLAGSDQALKMTNWMAEYFYNRVQNVISKYTIERHWRSLNEETGGMNDVLYKLYSVTGNSKHLVLAHLFDKPCFLGLLALKADDISGFHANTHIPVVIGSQLRYEITGDPLYKEIGTYFMDIVNASHSYATGGTSVGEFWSDPKRLASTLQTENEESCTTYNMLKVSRHLFRWTKEMAYADYYERALTNGVLSIQRGRDPGVMIYMLPLLRGGSKAHSYHGWGTQFDSFWCCYGTGIESFSKLGDSIYFEEKGNTPSLYIIQYIPSTLDWKSGQVLVSQKIEPVVSWDNRLLVTITISSNGKATGVSSTLNLRIPSWTYSSGAKATLNGKDLSLPTPGNFLSITKKWIQGDKITLELPMSLRTEAIKDDRPEYASVQAILYGPYLLAGHSSGDWDIETKSSTDLSDVITYIPADYNSQLISLMQESGNATFVLTNSNQSIQMEKFPEAGTDAAVSATFRLISLNMSSVKLSERKDYIGNQVMLEPFDFPGMFISHQGQEQSLGIAASSDEGYSLFRLTVGLDGKDDTVSLESESQKGCFIYTGVGYKSSSTVKLSCNSESSDTGFKQAASFKLGNGISEYHPISFVAKGTKRNFVLAPLLSLRDESYTVYFNIQS*

NbL06g00340.1 uncharacterized_LOC107818673 [MW − SP = 94.01 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 47 93 139 228

Protein length

Gel Slice

5.8 6.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 47 93 139 228

Pfam domains

Pfam Description
SP Sequon TM Domain PF00347 Ribosomal protein L6

Protein sequence:
MSSSSITASLHTSNLRSPFVGSLNGFHVSSVAVRRVGSVRKVVECKESRIGKQPITVPSNVTLTMEGQDLKVKGPLGEMAITYPREVKLEREEDGILRVRKAVETRRANQMHGLFRTLTDNMVVGVSKGFEKKLQLVGVGYRATVEGKEIVLNLGFSHPVKMEIPNGLQVKVEENTRITVSGYDKSEIGQFAASIRKWRPPEPYKGKGVKYADEIVRRKEGKAGKKK*

NbL06g00290.1 50S_ribosomal_protein_L6_chloroplastic [MW = 25.15 kDa]
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Peptide counts over 4 repeats

1 287 573 859 1429

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00005 ABC transporter

PF01061 ABC−2 type transporter
PF08370 Plant PDR ABC transporter associated

PF14510 ABC−transporter N−terminal
PF19055 ABC−2 type transporter

Protein sequence:
WFKMEPTNVSDLRGNSLRGSLKISVNSNNIWRNNGVEIFSRSSRHEDDEEALKWAALEKLPTFDRLRKGLLFGSQGAAAEVDIHHLGFQERNNLLERLVKVADEDNEKFLTKLRQRIDRVGIDLPSIEVRYEHLNIEADAYIGSRALPTFTNFMTNFLEAMLNSLHILSNQKRKLTILNDVSGIIKPCRMTLLLGPPGSGKTTLLLALAGKLDPALKVTGKVTYNGHEMNEFVPQRTAAYISQHDLHIGEMTVRETLEFSARCQGVGSRYDMLVELSRREKAAKIKPDPDIDIFMKAAATEGQEANIVTDYVLKLLGLDICADTMVGDEMIRGISGGQKKRVTTGEMLVGPLKALFMDEISTGLDSSTTYSIVNSLRQSVQILNGTALISLLQPAPETYNLFDDIILLSDGQIVYQGPREDVLGFFESTGFKCPDRKGVADFLQEVTSKKDQQQYWVRRDETYKYITSNEFAEAYKSFHVGRKLGNELATSYDRSKSHPAALTTQKYGIGKKQLLKICAEREFLLMKRNSFVYIFKFTQLSIMAIVAMTLFFRTKMSRDSMDDGGIYAGALFFVVVMNMFNGMSEISMTIYKLPVFYKQRDLLFFPSWAYAIPSWMLKIPVTFVEVGLWVFLTYYVIGFDPNPIRLLKQFLLLILVNLMASGLFRFIGAVGRTMGVANTFGTFALLLQFALGGFVLSRADVKKWWIWGYWTSPLMYSINSIFVNEFDGKRWKHVAPNGIEPLGDAVVRSRGFFPDAYFYWIGIGALIGFTVLFNICFNLALAYLNPFGKPQVMIPKDNEDVKTTTDEKEQSNSEDQSKKKGMVLPFEPHSITFDEVIYSVDVPQEMKDQGATEDRLVLLKGVSGAFRPGVLTALMGVSGAGKTTLMDVLAGRKTGGYIEGSIKISGYPKKQETFARISGYCEQNDIHSPYVTVYESLVYSAWLRLPHDVDERTRKMFVDAVMELVELTPLRSALVGVPGVNGLSTEQRKRLTIAVELVANPSIIFMDEPTSGLDARAAAIVMRTVRNTVDTGRTVVCTIHQPSIDIFEAFDELFLMKRGGQEIYVGPLGRRSCHLIKYFESMSGISKIQDGYNPATWMLEVTTSAQEMILGVDFTDLYKRSDLYRRNKVLISELSVPRPGTKDLYFDSQYSQPFWTQCMACLWKQHWSYWRNPAYTAVRFLFTVFVALAMGTMFWDLGTKVGKTQDVFNAMGSMYTAVFFLGFQNTASVLPVVAVERTVFYRERAAGMYSAFPYAFGQVCIEMPYVFVQAIFYGVIVYAMIGFEWTVTKFFWYLFIMYFTLLYFTFYGLMSVAVTPNQHIAQIVALFFFAMWNLFSGFIIPRPRMAIWWRWYYWACPVSWTLYGLVVSQFGDLQNKITDNETVEQFLRRYFGFKHDFLGVVAVMTVAYAVVFAFIFALAIKVFNFQKR*

NbL06g00270.1 pleiotropic_drug_resistance_protein_1−like [MW = 162.13 kDa]
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Peptide counts over 4 repeats

1 130 259 388 517 645

Pfam domains

Pfam Description
SP Sequon TM Domain PF02696 Uncharacterized ACR, YdiU/UPF0061 family

Protein sequence:
ILLRQVNYSFILVTTKLQKMLSHISASLSHTSSTTTASFLLRRPSLRPKFPFCPYNPSKSQKQNRFVFSSMDSATTVDSVDNDLKKQSLKGTENVDISRKLNLEELNWDNSFVRELPGDPRSDSIPREVLHACYTKVLPSVKVDNPQLVAWSESVAELLELDPKEFERPDFPLTFSGASPLVGAMPYAQNYGGHQFGMWAGQLGDGRAITLGEILNSKSQRWELQLKGAGKTPYSRFADGLAVLRSSIREFLCSEAMHSLGIPTTRALCLVTTGKGVMRDMFYDGNPKDEPGAIVCRVAQSFLRFGSYQLHASRGKKDFEIVRALADYAIRYHFPHLENMARNGGISFNTGEEDNSAVDLSSNKYAAWAVEVAERTASMIARWQGVGFTHGVMNTDNMSVLGLTIDYGPFGFLDAFDPSFTPNTTDLPGRRYCFANQPDVGLWNIAQFTSALCTAELLNDKEADYAMERYGNKFMDDYQVIMTRKLGLAKYHKKLISELLKNMAIDKVDYTNFFRLLSNIKANPTIQEDQLLIPLKGVLVDIGEERKEAWTTWVKSYIQELSTTGVSDEERKVSMNSVNPKYILRNYLCQTAIDAAEQGDFGEVWQLLKVMQCPFDEQPGMNKYARLPPAWAYRPGVCMLSCSS*

NbL06g00260.1 selenoprotein_O−like [MW = 72.31 kDa]
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1 55 109 163 268

Pfam domains

Pfam Description
SP Sequon TM Domain PF01255 Putative undecaprenyl diphosphate synthase

Protein sequence:
MPLSNTILMFRRQFCKLPFRVVSKEELLREGLQTELIPKHVAIIPDGNRRWAKERGLSPEKGHEAGKKVLGDLCRYCSKWGVKVLSAYAFSTENWSRPKAEVTFLMTSYFEELIHDFMRYGMKMSVIGDKSNLPNSLKEAINHAEETTKDNIGLHFVAALNYGGRYDITQATKNIATKVKDGVIQFEDINDKLIDQELETKNLEYPNPDLLIRTSGELRISNYMLWQLAYSEFCFVDKLFPDLDEADFVAALRSFQRRQRRYGGHKI*

NbL06g00220.1 dehydrodolichyl_diphosphate_synthase_2−like [MW = 30.87 kDa]
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Peptide counts over 4 repeats

1 183 365 547 908

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00145 C−5 cytosine−specific DNA methylase

PF00385 Chromo (CHRromatin Organisation MOdifier) domain
PF01426 BAH domain

Protein sequence:
MPSKRKATSPASKLESSSASRKSKRLATKPDPVVAPPADSDFEESEPVLSTKKKSTRRTAEKEAVDSQSKRRAVENSGPFVAEKTEPDPDPEVEDCAVESDFVEEVDETEHGTLKKSLAVSPSKRKPQRGEKVKEEECMLSGEPVPDVEARQRWPHRYNMGKANGAKSLNGDYSQDEADQQLQAKCHFTQALVDGQIYYLEDDAHVKAADGEEDYICKIVEFFEAVDGMQYFTAQWFYRAKDTVIKSHDQFIDKKRVFLSEIKDDNPIDCLVIKLKIVPVPSNATLQFKENAKSNCDFYYDMMYLLPYSSFLSLPPDSTSPLSSSSTISSDTDAGEVKEHNLEKKLLDLYSGCGAMSTGLCLGANSNSVNLVTKWAVDLNRFACDSLRLNHPGTQVRNEYASDFLSLLKEWVQLCSSCSLVKSNVPPHPHLKVTDEVEEDENDDESEDSGDDKKGEIFEVEEILEVCYGDPNAVRKPGLYFKVRWQGYGPEEDTWEPIDGLSECPKKIREFVTKGFKANLLPLPGDVDVICGGPPCQGISGFNRFRNKENPLGDPKNQQLDVFMDIVDFLKPRFVLMENVVDLIKFSNGFLGRYALGRLVGMNYQARMGMMAAGAYGLPQFRMRVFMWGALSSEKLPQYPLPTHKVIVRGVIPTEFESNTVAFDEGMELELKKELFLGDALSDLPSVENNEQRDEMAYTNEPTSDFQHFIRLGRDGALGSVLYDHRPLQLNDDDYQRVCQIPKQKGANFRDLPGVRVRSDNKVEWDPDVERVKLPSGKPLVPDYAMSFVGGSSTKPFGRLWWDETVPTVVTRAEPHNQTIIHPQQNRVLTIRENARLQGFPDYYKLTGPIKERYIQVGNAVAVPVARALGYSLAMAMKGSSGGKPLMSLPENFPSHAEQIEVSQWKK*

NbL06g00150.1 DNA_(cytosine−5)−methyltransferase_CMT3−like [MW = 101.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MEVTIHEATTIYPSKPPFTENHALPLSHLDTDRNLNLTFRYLRVYVNHTTQQLDPYEVLTSSLSAALVPYYQFTGCLRRRPSDNRLELHCRVGSGIPVILSTVDCTLASINYLDDPDYEFAEKLVPDPRDDEALNRPLILQLTRFKCGGWVFGTAVHHAMCDGMGSTLFFHAMAEIARGGNGMKVEPVWNRANLLGPRNLPRVEFPVHEFFSLAKDSVPYLGSGKPAVRKCFEVKDEWLDRLKGFLHEQSGLNFTTFEALGAFIWRAKAKASKIPGDEMVKYAYLTNIRRTVKPALPAGYWGNGCVPIYVQLLAKDLINQPIWKTADAIKKSKSIITDEYVRSLIDFQELHYDEGITAGNRVSAFTDWRHVGHETVDFGWGGPVTVFPLSRHLVGSVEPCFFLPYSSATEGKKDGFRVLVCLQEEAMPVFKEEMKQLEHDLS*

NbL06g00110.1 spermidine_coumaroyl−CoA_acyltransferase [MW = 49.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16845 Aspartic acid proteinase inhibitor

Protein sequence:
MTIKLTSIFSVTLPILLISSFFFEISTALGGAAGGWKPLTDVNDPDVVAIGQFAVNEHNKAAGTKLEYQNIAKGETQVVAGTNYRLVINAKDGGSVHKYLAVVWDKPWEKVKKLTSFKKM*

NbL05g22310.1 cysteine_proteinase_inhibitor_1−like [MW − SP = 9.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASVEVESAPVAAVETTPAEVQVQTTPEATIVEEPTPVAESESVVESAAAPVEEPAPAEEATPAAEEPVAAAEPATTETQEPSTVGPVEEVAAPVDEVELEAAPVEEPETEKAVPVAEESAPVTEEAVAEETINAPAEEPVAAAESVEEKAVPVEKAEE*

NbL05g22270.1 induced_stolen_tip_protein_TUB8−like [MW = 16.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01557 Fumarylacetoacetate (FAA) hydrolase family PF09298 Fumarylacetoacetase N−terminal

Protein sequence:
SLHFQYLTSLTESSELQFQTSSFSSSFSSSIMVLKSFVEVEPESHFPLENLPYGVFKPEPGSVPRPGVAIGDYVLDLSALSSAGLFDGPLLKNSDCFNQPSLNKFVGLGRPAWKEARVTLQKLLSATEPTLRDNTALRHIALLPMDKVQMLLPVTIGDYTDFFSSMHHAKNCGTIFRGPENPINLNWFHLPIAYHGRASSIVISGTDIVRPRGQAHPTGNSAPYFGPSRKLDFELEMAAVVGPGNELGTTVDVNEAADHIFGLVLMNDWSARDIQAWEYMPLGPFLGKSFGTTISPWIVTLDALEPFACEAPKQNPSPLTYLMEKTSRNYDISLEVLIKPSGRADSCVVTRSNFNHLYWTITQQLAHHTINGCNLRPGDLFGTGTISGPEPESYGCLLELTWNGQKPLSLGGTTRTFLEDGDEVTFFGYCPVWFWILLFFPSLPISVLVPCWL*

NbL05g22200.1 fumarylacetoacetase [MW = 50.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MAVAEFIPSSSLTRRTNVYSSQFSYVSTQISHQRRFSLRPLPRTHYSQICCSVTSKEVQAPTVVQTDDPKKKPECYGVFCLTYDLKAEEETKSWKKMITVSVSGAAGMIANHLLFKLASGEVFGPDQPIALRLLGSERSIQALEGVAMELEDSLYPLLREVNIGTDPYEVFQDAEWALLIGAKPRGPGMERAGLLDINGQIFAEQGKALNAVASRNVKVIVVGNPCNTNALICLKNAPNIPAKNFHALTRLDENRAKCQLALKAGVFYDKVSNVTIWGNHSTTQVPDFLNAKINGLPVKEVIKDTKWLEEEFTEKVQKRGGALIQKWGRSSAASTAVSIVDAIRSLVTPTPEGDWFSTGVYTSGNPYGIAEDIVFSMPCRSKGDGDFELVKEVIFDDYLWSRIKKSEDELLAEKRCVAHLTGEGIAVCDLPGDTMLPGEM*

NbL05g22170.1 malate_dehydrogenase_[NADP]_chloroplastic [MW = 48.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

PF11852 Domain of unknown function (DUF3372)
PF17967 Pullulanase N2 domain

Protein sequence:
MSAALLSSALLSSISAPSESTRFLLPTHHKRLRLSSLTRYRPGLKLGTSRPLTLRCSSTMHQSSAPSTCSQDSLFYSRAFWVSRSIIAWNVGSGDGECYLYASKNAALCVADGEIQGHDVKIKLERTNYGLSEQVVEKFPHIRDYTAFEVPSTMNCQSLVKCQLAVGIFISDGRCASATGLQLPGILDELFSYTGPLGAVFDTEAVSLYLWAPTAQVVRALIYKSPSETDPIEIVQLKELKGVWSAKGPRHWEGCYYVYEVSVYHHSTLRIEKCVSNDPYARGLSADGKRTLLVNLDSDDVKPEGWDNLQDEKPDLLSFSDISLYELHVRDFSANDPTVPHEFQGGYLAFTLQDSAGVKHLKRLSSAGVTHVHLLPTFQFAGVEDEKHKWKHVDIEKLNSFPPDSEKQQALITAIQNEDGYNWGYNPVIWGVPKGSYASNANGPCRIIEFRKMVQALNRIGLRVVLDVVYNHINASGHFDDFSVLDKIVPGYYLRRNADGGIEHSTCVNNTSSEHFMVERLILDDLKCWAVHYKIDGFRFDLMGHIMKRTMVKAKSLLNSLSKDKNGVDGPSIYIYGEGWDFGEVANNGRGINSSQFNLFGSGIGSFNDRIRDALLGGSPFGHPLHQGFITGLYLEPNGHDLGDKANVERMLAVSMDHIQVGMAANLKDFVLTNCDGEEVKGSEVLLHDRKPVGYASSPIETVNYVSAHDNETLFDIISLKTPKDISVEERCRMNHLATSVIALSQGIPFFHSGDEMLRSKSIDRDSYNSGDWFNRLDFSYNSNNWGVGLPPKEKNERNWPLIKPRLADPSYKPQKSHILAAVENFSNLMQIRYSSPLFRLRTANSIQERVRFHNTGPSWIPGLIVMSIEDGHQGVPGLSQLDPIYSYIVVIINPGPADVSFANPALRARSLQLHPIQMNSTDNVVKNSTYDASSGCFKVPTRTTSVFVELR*

NbL05g22140.1 pullulanase_1_chloroplastic−like [MW = 105.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MAQMKLSHSVLLFLSLLFLLVLSPSSFAKVSISSKLASKQAEKLIHELNLFPKESDNIVDRDPFPTAASRIVEKRFSFPNLANSSIISFEDLGHHAGYYKIKHSHAARLFYFFFESRGSKDDPVVIWLSGGPGCSSELALFYENGPFSIANNLSLVWNEYGWDKVSNLIYVDQPTGTGFSYSSDRHDIRHSEAGVSDDLYDFLQAFFEEHPELVKNDFYITGESYAGHYIPAFAARVHKGNKGKEGIHINLKGFAIGNGLTDPKIQYAAYTDYALDMGLISKSDHDRINKILPVCEVAINLCGTDGKISCLAAYFVCNSIFSAVRARAGADINHYDIRKKCVGALCYDFSNMEKLLNMHSVKQALGVEDIEFVSCSTTVYQAMLVDWMRNLEAGIPTLLEDGIKLLVYAGEYDLICNWLGNSRWVQAMEWSGQKEFVASPDVPFEVDSSEAGLLKSHGPLSFLKVHDAGHMVPMDQPKAALEMLKRWIGGTLSQQTTQTKDLVASI*

NbL05g22050.1 serine_carboxypeptidase−like [MW − SP = 53.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00225 Kinesin motor domain PF00514 Armadillo/beta−catenin−like repeat

Protein sequence:
MASSNATGRPSSSHKSERLPPHNSSGRNNGAVNANVNNATGQQQQQQQQRSKINSRRSVTPTSRIRAPPQDNDPEPGRVRVAVRVRPRNAEDLLSDADFADCTEVQPELKKLKLRKNNWNSEFYKFDEVFAESASQKRVYETVAKPVVESVLNGYNGTVMAYGQTGTGKTYTLGRLGKDDVSERGIMVRALEDIIVNTTPASDSVEMSYVQLYMESIQDLLAPEKINIPIVEDAKTGEVSVPGATVVKIQDLDHFMQLLQIGEANRLAANTKLNTESSRSHAILMVNICKSVKIDEEPDSSFGEKDSKTDRHGNQIPVVRKSKLLIVDLAGSERIDKSGSEGRLLEEAKFINLSLTSLGKCINALAENSPHIPTRDSKLTRLLRDSFGGSARTSLIVTIGPSSRHYAETTSTIMFGQRAMKIVNSVKLREEFDYENLCRKLETQVEQLIVEVDRQQKFRANDQMAMEKKLRECQTSFTEVERSIVARSEFLEKENSRLMSDLENLLEELNRQKKQSNSMKNEIVKLESDFNNSKLLEKENGCLKVELENVLKDFNREKIHNNLLQDEVVHLERSLNQSKQQQLENSSYQKILAENIQSYEKKIADLMKQLEDERAQSENAQQQLELMKEQLTGVEELMQHHQKQTSIYQKELADTTLVYEEKIAQLEQLLKDEHSHVENVKEQLHAIEEQFTDHETSVKIQREKEIDALRSRLEDMHQLYEPTVEELQTLKTEYQVLVSKKKALHDELHEVRQTLLIEEKQRKAAENELFNMKKLVPESEDGFEDKKSYMKQYTTSGSFNMHRSTESRERIFAHQNTMTKIIEEVGFQKIISLLSSADLDVQIHAVKVVANLAAEDGNQEKIVQEGGLDALLMLLQSSQNTTILRVASGAIANLAMNEMNQGLIASKAGARLLANTAVRTDDPQTLRMVAGAIANLCGNEKLHVTLREDGAVKALLEMARSGNIDVIAQVARGLANFAKCESRGTIQGHRKGRSTLMEDGVLRWLITNSNSASSSTKRHIELALCHLAQNEGNARDFVLSGALDELVRISTESSREDIRNLAKKILKLSPTFLLR*

NbL05g21990.1 kinesin−like_protein_KIN−UA [MW = 121.11 kDa]
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1 94 187 280 373 467

Pfam domains

Pfam Description
SP Sequon TM Domain PF00682 HMGL−like

Protein sequence:
FWYLKATKRALSALLLNGSSKKFADFSAYFFLGHFLGVYLCIFNFSTYSVEGKLNDQNSGEMLASKIIKKTLRWNYILLASRSFSAVTSEADNILSLISMSNDIEGGSFQLRRQMRRDSLCNSLFDQDHRVVRTSIRFFSLSNCSYSSHGYLKDAKDKFLGSVPEVVKIVEVGPRDGLQNEKTIVPTEVKVELIKLLVSSGLPVVEATSFVSPKWVPQLADAKDVIEAVRSLTGVRLPVLTPNLKGFETAVAAGAKEVAIFAAASESFSRSNINCSIEDSLARYRDVALAAKNHSIPIRGYISCVVGCPVEGAVSPSKVAYVAKELIDMGCFEISLGDTIGVGTPGTVIPMLDAVTQVVPVERLAVHFHDTYGQALSNILVSLQMGISTVDSSVSGLGGCPYAKGASGNVATEDVVYMLNGLGVKTNVDMRKLLSAGDFICKHLGRPSGSKAAVALRRKTSTASKL*

NbL05g21970.1 hydroxymethylglutaryl−CoA_lyase_mitochondrial−like [MW = 50.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MSSSTQFSPVIQQLYPKKSNQPYISNFKCLKLIPVFPISVNCSKIHLKFRARAEVLENNSEESSVQHLDSSPASVELQPISSEAQFDRVISEAQQIDESVVILWMATWCRKCIYLKPKLEKLAADYFPRTRFYCVDVNNVPHKLVVRAGITKMPTIQLWRDGNKQAEVIGGHKAYLVVTEVRDMIENEDNNL*

NbL05g21760.1 thioredoxin−like_3−2_chloroplastic [MW = 21.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MEAVVVDAGSKLLKAGFAVPDQSPSMVIPTQMKRIPEDDEGSLVEEEEDITVDPIERGFIKDWDAMEDLLHHVLYTGLGWEIGNEGQILFTDPLCTPKAVREQLVQLMFETFNISGFYASEQAVLSLYAVGRISGCTVDVGHGKIDIAPVIEGAVQHIASRRLEIGGLDLTKLLADELTKSNPTVKLNISDVEKLKERYACCAADDIAYEKLQQSCLEEKHTLPDGQVITIGKERYTVGEALFQPSILGNDTHGIVEQLVHSISSVSSENHRQLLENTVLCGGTATITGFEDRFQREAMLCSSAVRPSLVKPPEYMPENLTSYSAWIGGAILAKVVFPQNQHITKADYDESGPSVVHRKCF*

NbL05g21730.1 actin−related_protein_7−like [MW = 39.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13344 Haloacid dehalogenase−like hydrolase

Protein sequence:
MLSSRVTAAISSTTTTALFINNPKILSNKFPYISNPLNNSAKSIKWNCKNSRMEKSASSFVTGASAQPLINPGELIDSVETFIFDCDGVIWKGDKLIDGVPETLDLLREKGKRLVFVTNNSTKSRKQYGKKFETLGLSVSEEEIFASSFAAAAYLKSIHFPKDKKVYVVGEEGILKELELAGIQHIGGPEDGDKKIELKPGYMMEQDKDVGAVVVGFDRYFNYHKIQYATLCIRENPGCLFIATNRDAVTHLTDAQEWAGGGSMVGAILGSTKREPLVVGKPSTFMMDYLANEYGTSLSTIISVILCLLFLLSGSSSSAPFFSLSGSSSFADSLVTTGFWCVNMQASFSHQGFCKLVNWQNQINMQVIMFDLL*

NbL05g21620.1 phosphoglycolate_phosphatase_1B_chloroplastic−like [MW = 40.92 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00626 Gelsolin repeat

PF04810 Sec23/Sec24 zinc finger
PF04811 Sec23/Sec24 trunk domain

PF04815 Sec23/Sec24 helical domain
PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MAAPGGPRPGNRPPPNYNPNALADGMQNLQLNRPNQSPSAPRPNNPFGQQPPSASRPNNTPFGQQQPPFAGRPAVSRPGPPPPGVFPRGPSGGPPHTGLPPNVASRPTGPPHVAQSAPPFASRPPPPGAIPPSIGGTAPPSALGPRPGPPSPFASSPLTTGSAVPPPSSISSLVSNGPPAREPGMMQGGGCFPPPSNTMRPQFGASPPAMVSSGTPSQSLSMRSPFGGPSSVSTTPVTTQPPAPFSGSLQNVPPPSGSSPFAAPGQGMPPPMGAPYGTQSWQMPPHQGPPPSVIPGSMQPTSMYRMAPPLPNQAVASITPSIGHTSPSKVDPNQIPRPIPNASVVLHETRQGNQANPPPPATSDYIVRDTGNCSPRFMRSTLNQIPCTVDFLTTSAMPWALLVQPLALPHPSEEPLPVVDFGESGPVRCSRCKGYINPFVKFIDQGRRFICNLCGHTDETPRDYHCNLGPDGRRRDADERPELCRGTVEFVATKEYMVRDPMPAVYFFLIDVSMNAIQTGATAAACSAISQVITDLPEGPRTLVGVATFDSTIHFYNLKRALQQPLMLIVPDVQDVYTPLQTDVIVQLSECRQHLELLLESIPTMFQNNRTADSAFGAAVKAAFLAMKSTGGKLLVFQSVLPSTGIGALSAREAEGRTNLSAAEKEAHKLLQPADKTLKTMAIEFAEYQVCVDVFLTTQSYVDIASISVIPKTTGGQVYYYFPFSALADSAKLYNDLRWNITRPQGFEAVMRVRCSQGIQVQEYSGNYCKRIPTDVDLPAIDCDKTIMVTLKHDDKLQDGSECSFQSAVLYTTIDGQRRIRVSTLALPCTTLLNNMFRSADLDTQFACILKQAASEVPTAPLSKIREQMTTLCINILHSYRKYCATVSSSGQLILPEALKLLPLYTLALLKSTGLRTDGQIDSRSFWINYVSPLSTPLAIPLVYPRLIAVNELDTEENDDSLIPPSIPLSSEQISDNGIYLLENGEDCLIYVGNSADPSAIRQLLGISSVEEIPAQFVLQQYDNPLSKKLNDIINDIRRQRCNYLRLKLCKKGDPSGMLFFSHMVEDKTQSGLSYVEFLVHIHRQIQNKMA*

NbL05g21550.1 protein_transport_protein_Sec24−like_At4g32640 [MW = 117.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00346 Respiratory−chain NADH dehydrogenase, 49 Kd subunit

Protein sequence:
MDVGASTPFLLDFEEREKLLEFYERVSGARMHASFIRPRGVAKDLPLGLCMDIDSFTQQFSSRIDELEEMSTGNRIWKQRLVDIGTVTAQQAKDWGFSGVMLKGSRICWDLRKAAPYDVHNQLDPDIPVAMSSITISNETIHGIVRRVKRISLPFLTETQVKLRLGTLWVGCWHNRVVPYRTAGGRAASFVVVLQDSNVLRPRSERAYRWTTAVPFLSELEHNHLIH*

NbL05g21480.1 NADH_dehydrogenase_[ubiquinone]_iron−sulfur_protein_2−like [MW = 25.91 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01842 ACT domain

PF10369 Small subunit of acetolactate synthase
PF13710 ACT domain

Protein sequence:
FHFTVKLQLSFSKTTMAAAATATGLSKKSFPPALSKPTLPSKISRRNFSFGLKNHSPVITTANAAASSSGSGSTDNGAVSVTRMAPPLPPSPSTSRVKCHTISVFVGDESGIINRIAGVFARRGYNIESLAVGLNKDKALFTIVVSGTEKVLQQVVEQLNKLVKVLKVEDLSREPQVERELMLIKLNADASTKAEIMWLVDIFRGKIVDISEHFLTIEVTGDPGKMAAVLRNLSKFGIKELARTGKIALRREKMGEDAPFWRFSAASYPDLEEKIPSVGILNNKSRSIPNEASNDSRGDVYPVESSDDISVQVLDAHWGYLYDGDLSGLRSHTISMLVNNAPGVLNLITGVISRRGYNVQSLAVGPAESKGLSRITTVVPGTDETIGKLVKQFYKLVDIHEVQDITHLPFAERELMLIKVAANATARRDVLDIASIFRAKPVDVSDHTVTLELTGDFNKLLALQRLLEPYGICEVARTGRVALVRESGVDSTSLRGYPLPL*

NbL05g21230.1 acetolactate_synthase_small_subunit_1_chloroplastic [MW = 54.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04012 PspA/IM30 family

Protein sequence:
MAVRTPITGISMASAPSISSYNRVIVVKSQPFRASFFGQGGLQLTHSNRSRCNSHGGGALGARMNLFDRFARVVKSYANALISTFEDPEKILEQTVLEMNNDLIKMRQATAQVLASQKQLENKYKAAQQVSEDWYRRAQLALGKGDEDLAREALKRRKAYADNASALKAQLDQQKGVVENLVSNTRLLESKIQEAKSKKDTLKARAQSAKTATKVSEMLGNVNTSSALSAFERMEEKVLTMESQADALNQLTSDELEGKFAMLETSSVDDDLASLKKELTGSSKKGELPPGRTTVASSSSTLQFQDSEIEKELNELRRRANDI*

NbL05g21060.1 membrane−associated_protein_VIPP1_chloroplastic [MW = 35.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MASITILVSPPNLQYSLPSRNSLFFSPTITRLRTPSSFYSFTPKSLAVSASSSSSRALEALIFDCDGVILESEHLHRQAYNDAFSHFNVRCPSSTSDGPLNWSLEFYDVFQNQVGGGKPKMRWYFKEHGWPTSTIFENPPEDDSNRAKLIDTLQDWKTERYKQIIKSGTVKPRPGVLRLMDEARAAGKKLAVCSAATKSSVIMCLENLLGLDRFHGLDCFLAGDDVKVKKPDPSIYITAAKKLGVSESNCLVVEDSVIGLQAATGAGMSCVITYTSSTADQDFKEAIAIYPDLSDVRFNDLESLLQDVVITK*

NbL05g20990.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_At4g39970 [MW = 34.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01474 Class−II DAHP synthetase family

Protein sequence:
MALSNTLSLSSSKSLVQSHILHNPSLPQPRIPLFHNPQHGRRHPISAVHAAEPGKTATASQPLKKTQWSLDSWKSKKALQLPEYPDEKELESVLKTLESNPPLVFAGEARNLEEKLGEAALGKAFLLQGGDCAESFKEFNANNIRDTFRILLQMSVVLMFGGQVPVIKVGRMAGQFAKPRSDPFEEINGVKLPSYKGDNINGDTFDEKSRIPDPHRLIRAYMQSAATLNLLRAFATGGYAAMQRVTEWNLDFVENSEQGDRYQELAHRVDEALGFMAAAGLTVDHPIMATTDFWTSHECLLLPYEQALTREDSTSGLFYDCSAHMIWVGERTRQLDGAHVEFLKGVANPLGIKVSQKMDPNELVKLIDILNPTNKPGRITVIVRMGAENMRVKLCHLIRAVRGAGQIVTWVCDPMHGNTIKAPCGLKTRAFDSILAEVRAFFDVHEQEGSHPGGIHLEMTGQNVTECIGGSRTVTYDDLGSRYHTHCDPRLNASQSLELSFIVAERLRKRRMASQRL*

NbL05g20920.1 phospho−2−dehydro−3−deoxyheptonate_aldolase_2_chloroplastic [MW = 57.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01189 16S rRNA methyltransferase RsmB/F

Protein sequence:
PLQPKDSNLQQPLKMGGRGRSRTQRKHFRQNRENVWKRSKHDEDNNVTTTNDDNNKEQQPSNKTHWEPFATQNLAFDEYYKEQGIVPTEEWDAFVGCLRTPLPAAFRINSSSQCYMDIRTKLENDFMKTLQAEGIDGSEVEGIKPLPWYPENLAWQSNFSRNQLRKNQILERFHEFLKLQNEIGNITRQEAVSMVPPLFLDVRPEHFALDMCAAPGSKTFQLLEMIHHFADPGTLPSGMVLANDVDVQRCNLLIHQTKRMSTANLIVTNHEAQNFPSCHLNRNFANGSETQKRELDINQLQFDRVLCDVPCSGDGTLRKAPDIWRKWNTGNGNGLHGLQIQIAMRGLSLLKAGGRMVYSTCSMNPIENEAVVAEVLRRCGGSVDLVDVSSELPQLVRRPGLKKWKVRDKGMWYASYKDVPDNRRGGVVPGMFPSGKTYVDASEQNDDATRAQLSDNGNNDTSENDMPVLEDSAAAATILDDEEVSTLPLERCMRIVPHDQNSGAFFIAAFHKLSPMPASAFQQKKPVSLQEKLNSSNIQAESLTTKVKEDENIEDVKPVDSVANEDVTMDDTDIQAESLTTEVKEYVNVADVKPVDSVGSEETTTVDAGNGTDETILDAEPSETLEKKEKDETQSSTYTRAEPESNRGKRKLQMQGKWRGVDPVIFYKEEAVVGKIKDFYGIKDSFPFEGHLITRNSDMNHVKRVYYVSKSVKEVLHLNFLAGQQLKIASVGLKMFERQTSKDGASAPCIFRISSEALPLMLPYLTKQILYASPADFKHLLQYKSIKFGDFVDAGFGERASQLLMGCCVVVLNKDNKTLSEAQADPSTIAIGCWRGRSNISVMVTALDCQELLERMSMGVEEETNSSLPETNASAAEADEIVEAVEDEVKEDTKQP*

NbL05g20870.1 tRNA_(cytosine(34)−C(5))−methyltransferase−like [MW = 100.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MSYTLLFFFILINLTFAAMAAATLMPGYYSETCPQAEFIVKDVMKKAMKREARSLASVMRLQFHDCFVNGCDASLLLDDTPNMLGEKMALSNINSLRSYEVVDEVKEELERACPDVVSCADLLIMAARDAVVLTGGPNWEVKLGRLDSLTASQEDSNQIMPSPRSNATYLIDLFSRYNLSIKDLVALSGSHSIGKGRCFSIVFRLYNQSGSGRPDPTIEPRFREKLDKLCPLGGDGNVTGDLDATPEVFDNQYFKDLVNGRGFLNSDQTLFTNPLTREYVREFSVSQEKFFKAFVEGMITMGDLQSGRPGEIRRDCRVVNSHRPRVEVLFETSNGGE*

NbL05g20860.1 peroxidase_17 [MW − SP = 35.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05147 Lanthionine synthetase C−like protein

Protein sequence:
RRAKFLSAIALFYYYYFLLRERENMSSSAVQFASQENNSNSSNHQHEDGNERLDSDHHNHPTAHNISLPSETFLQAAISVKDQVVDMTWKGNGRSAGGVTDPTMYTGLLGTAFTCLRSYEATGDRKDLELCSEIVDACAELARTVTRHVTFLCGRGGVYALGAVAASYSGDQHKRELYLNHFFEVAQERALPVGPEDGGFGMSYDLLYGRAGFLWAALFIRKYIGAETVPDEYVMPVVEAILAGGRAGATDNPACPLMYRWHGTRYWGAAHGLAGILHVLLHFPLPQEDIKDVKETLRYMMSNRFLHSGNYPVSEGNPRDKLVQWSHGATGIAITMCKASEVLSNDREFRDAAVEGGEVVWKNGLVKKVGLADGASGNAYAFLSLFRLTGESIYEERARAFASCLYHNARTIVNARHHNEADHSYSLFQGLGGVACFLFDLLTPVNSRFPGFEL*

NbL05g20800.1 lanC−like_protein_GCL1 [MW = 50.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00857 Isochorismatase family

Protein sequence:
MGMVAKEAATDLLKNEIPVKEDEPLFLSGDVNTGLVLVDMVNGFCTVGAGNLAPVAPDRQISAMVDESVKLAKLFCEKKWPIYALLDSHCPDVPEPPHPPHCITGTDESKLVPALQWLESEPNVTLRCKDCIDGFLGSIEKDGSNVFVDWVKANEIKAILVVGICTDICVLDFVCSVLSARNRGFLSPLEDVIVYSRGCSTFDLPAQIANIKGALPHPQELMHHIGLYMAKGRGAKVVSEVSFDTSAKAT*

NbL05g20720.1 nicotinamidase_1−like [MW = 27.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10250 GDP−fucose protein O−fucosyltransferase

Protein sequence:
MRMRGGAIAGVFVLLLPIFVANLFSHASPTILKDLNAPKFRHSRLAKSALQRQTSNEEQSELWTPLAHQGWKPCTESDAASTLPEKSEGYVQVFLDGGLNQQRMGICDAVVVAKILNATLVIPQLEVNPVWQDSSSFSDIFDVDHFINALKGDISIVKELPGELSWSTREYYGTAIRPTRIKTAPVHASANWYLENVSPVLQSYGIAAIAPFSHRLTFDNMPKYLQHLRCKVNFQALAFVPHVRHLGDALINRLRDPPSEGNMVSNNYLREVIDPKPKQGAGKFAVLHLRFDKDMAAHSACDFGGGKAENLALAKYRQVIWGGRVINSQFTDEELRSQGRCPLTPEEVGLLLAALGFDNSTRLYLASHKVYGGERRISALRNLFPLMEDKKSLASSEERALIKGKASLLAAVDYYVGMHSDIFVSASPGNMHNAMVGHRTYNNMKTIRPNMALLGQLFLNKTLTWPEFQESVVEGHKNRQGQIRLRKPKQSLYTYPAPDCMCQA*

NbL05g20680.1 uncharacterized_protein_At1g04910−like [MW − SP = 53.29 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 51 101 151 201 250

Protein length

Gel Slice

3.3 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 51 101 151 201 250

Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MALPENLTREQCLYLAKLAEQAERYEEMVKFMDRLVAVSASSELTVEERNLLSVAYKNVIGSLRAAWRIVSSIEQKEEGRKNEEHVVLVKDYRSKVESELSDVCAGILKILDQYLIPSASAGESKVFYLKMKGDYYRYLAEFKVSNERKEAAEATMLAYKAAQDIALAELAPTHPIRLGLALNYSVFYYEILNASEKACSMAKQAFEEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQEQMDEA*

NbL05g20560.1 14−3−3−like_protein_D [MW = 28.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASPREENVYMAKLAEQAERYEEMVEFMEKVIAAADGAEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVASIKEYRSKIEIELTSICNGILKLLDSKLIGAAATGDSKVFYLKMKGDYHRYLAEFKTGAERKEAAENTLSAYKSAQDIANTELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQVDISFLLFNKIVSSPFSYDFINLQVLLNLF*

NbL05g20430.1 14−3−3−like_protein_16R [MW = 30.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
NAGFLSGSTGIESVPGPELPQIDFLNRWNDDNQKRYADLDAKFKDSPLLKQLLEKSKQNKEKNKKSIEDKYCLRGAEWGIGDCSTAGMTPEERDSFIAMLKQRAVVE*

NbL05g20050.1 uncharacterized_LOC109208398 [MW = 12.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MAKNPEEERSVKAFGYAARDTSGVLSPFNFSRRATGEKDVQFKVLYCGICHTDLHFIKNEWGVTRYPMVPGHEIVGVVTEVGTKVEKFKVGDKVGVGYMVGSCRKCASCDNDLENYCPGQIPTANGTNSDGTVTYGGYSDIMVSNEHFVVHWPDNLPIEAAPLLCAGITTYSPLKYFGLDKPGMHIGVVGLGGLGHMAVKFAKAFGAKVTVISTSIGKKDEALQHLGADLFVLSSQPQEIQGALNTMDGIIDTVSADHPLLPLLGMLKPHGKLVMVGAYVKPLQLPVFPLILGRKLVAGSAIGGVKETQEMLDFASKHNITPDVEVVPMDYVNTAVHRLLKSDVKYRFVLDIGNHSNSA*

NbL05g19980.1 8−hydroxygeraniol_dehydrogenase−like [MW = 38.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MAKFPETEHPIKAFGWAANDTSGVLSPFNFSRRATGENDVQFKVLYCGICHSDLHMLKNEWGNSKYPIVPGHEIVGVVTEVGSNVEKVKIGDKVGVGVLVGSCKKCENCTNDLEQYCPSHIATYSTTYYDGTTTYGGYSNLMVTDHHFVVRWPENLPAEAAPLLCAGITTYSPLKYFEFDKPGLNIGVVGLGGLGHMAVKFAKAFGCKVTVISTSVNKKDEAIERLGADSFLLSGDPEQLQAASSTLDGIIDTVSADHPILPLLNILRPHGKLVVVGAPPKPLELPVFPIIMGRKIVGGSIIGGMKETQEMLDFAAKHTIIPDVEVVAMDYVNTALERLLKSDVKYRFVLDVGETLKAD*

NbL05g19970.1 8−hydroxygeraniol_dehydrogenase−like [MW = 38.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MTCKFHSSTLNSGRGSSVNSLSTLEYGHEVVGVVTEVGKKVEKFKVGDKVGVGCMVGSCRKCENCDNDLENYCPRQIPTYNGYNTDGTLTFGGYSDIMISDEHFVVHWPENLPMETAPLLRAGITTYSPLKYFGLDKPGMHIGVFCLGGLGHMAVKFAKAFGTKVTVISTSASKKQEAAERLGADAFLISRDTEQMQAAMSTLDGIIDTVSAVHPILPLLSLLNLMVSLLWLVHQKNQWSCQFFLYFWEGS*

NbL05g19960.1 8−hydroxygeraniol_dehydrogenase−like [MW = 27.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MAKLYENEHPVKAFGWAARDISGVLSPFNFSRRATGEKDVQFKVMYCGICHSDLQQLRNEWSGSIYPMVPGYEVVGVVTEIGSKVEKFKVGDKVGVGCLVGSCRKCENCDNNLEIYCPDHIMTYNGIYTDGTTTYGGYSDIMVTDEHYVVHWPENLPMEAAPLLNAGITTYSPLKYFGLDKPGMHIGVVGLGGLGHMAVKFAKAFGTKVTVISTSVSKKQEAIERLGADSFLLSRDPDQMQAATGSLDGIIDTVSAVHPLLPLINLLKTHGKLVILGAPEKPLELPVFPLLLGRKLVAGSCIGGMKETQEMVDFAAKHNITPDVEVVPMDYVNTAIERLAKSDVKYRFVLDIGSTLNKS*

NbL05g19940.1 8−hydroxygeraniol_dehydrogenase−like [MW = 39.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
MSTVKITPSAATLSTSIKHFAKIQRPKFIAPRRAFTIISMAPLEICVKQSLTTPNKLGDCPFTQRILLTLEEKNLPYDMKYVDLRNKPEWFLKISPEGKVPLIKLDEKWVPDSDVITQALEEKFPQPPLTTPPEKASVGSKIFPKFVAFLKSKDPSDGTEQELLDELTAFNDYLKENGPFINANEVSAADLSLGPKLYHLEIALGHYKNWSVPDSFPYVKSYMKSIFSRESFINTRALKEDVLEGWRPKVMG*

NbL05g19850.1 glutathione_S−transferase_DHAR3_chloroplastic [MW = 28.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00384 Molybdopterin oxidoreductase

PF09326 NADH−ubiquinone oxidoreductase subunit G, C−terminal
PF10588 NADH−ubiquinone oxidoreductase−G iron−sulfur binding region

PF13510 2Fe−2S iron−sulfur cluster binding domain

Protein sequence:
PTRTPFPQISLLVETKRSTSALHTPNTLLISISQLKKISKSLTMGLGLLASRALRSSRIFRNPTNSVLRSIVSTPELNNADAAAATAPAPVPSDRSPVGGARVHFPNPDDVIEVFVDGYPVKIPKGMTVLQACEIAGVDIPRFCYHSRLSIAGNCRMCLVEVEKSPKPVASCAMPALPGMKIKTDTPIAKKAREGVMEFLLMNHPLDCPICDQGGECDLQDQSMAFGSDRGRFTEMKRSVVDKNLGPLVKTVMTRCIQCTRCVRFATEVAGTEDLGMLGRGSGEEIGTYVEKLMTSELSGNVIDICPVGALTSKPFAFKARNWELKGTESIDVTDAVGSNILIDSRGPEVMRVVPRLNEDINEEWISDKTRFFYDGLKRQRLNDPMIRGADGRFKAVSWRDALAIVAEVMHQIKPEEIVGVAGKLSDAESMMALKDLLNKMGSNNIFCEGNGMQPNADLRSGYIMNTSISGLEKADAFLLVGTQPRVEAAMVNARIRKTVRANNAKVGYIGAAADFNYDHQHLGTDPQTLVEIAEGRHPFSSALKNAKNPVIIVGAGVFDREDKDAVFAAIDTIAKNNNVVRSDWNGLNVLLLNAAQAAALDLGLVPESEKCIDSAKFIYLMGADDVSLDKLPDDAFVVYQGHHGDRGVYRANVILPASAFTEKEGIYENTEGCAQITLPAVPTVGDSRDDWKIIRALSEVAGIGLPYDSLGAIRSRIGTVAPNLLELDERTPATFSTSLRPEVSQKVSSTPFTPAVENFYMTDAITRASKIMAQCSALLRK*

NbL05g19790.1 NADH_dehydrogenase_[ubiquinone]_iron−sulfur_protein_1_mitochondrial [MW = 84.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain PF00970 Oxidoreductase FAD−binding domain

Protein sequence:
MAAFFRKLAKAAAGAPVAAFSREGHYSKSNFANPSFPFGAIAAVAGCVSYYYCSSSPHLVYLEQINEDSGQKVALNPDKWIEFKLQDRAPVSHNSHLFRFSFDPSSNLGLDIASCILTRAPMGENAEGKPNYVIRPYTPISDPDSEGYFDLLIKVYPEGKMSQHFASLKPGDVLEVKGPIEKLRYSTNMKKHIGMIAGGSGITPMLQVIEAILKNPDDNTQVSLIYANVSPDDILLKKKLDVLAATHPNLKVFYTVDSPTNDWRGGIGYVSKDMIVKGLPPPSDDTLILVCGPPGMMKHLSGEKPKPREQGELTGLLKDVGFTENMVYKF*

NbL05g19760.1 NADH−cytochrome_b5_reductase−like_protein [MW = 36.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08768 Domain of unknown function (DUF1794)

Protein sequence:
MMEEGTVSNQSETLLVHPAVKPLSFLLGTWRGKGEGFFPTISSFNYSEELQFSHSPNKPVIAYSQKTWNLKSGQPMHSESGYWRPKPDGTIEAVIAQSTGLVEVQKGTYDMKEGVVKLSSELVGNASKVKEISRVFKVENCELSYVVEMATSLIGLQPHLKASLKKL*

NbL05g19660.1 UPF0678_fatty_acid−binding_protein−like_protein_At1g79260 [MW = 18.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00120 Glutamine synthetase, catalytic domain PF03951 Glutamine synthetase, beta−Grasp domain

Protein sequence:
MSLLSDLINLNLSDSTKKIIAEYIWIGGSGMDIRSKARTLDGPVTDPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDAYTPSGEPIPTNKRHAAAKIFSNPDVVAEEPWYGIEQEYTLLQRDINWPLGWPIGGFPGPQGPYYCGTGADKAFGRDIVDSHYKACLYAGINISGINGEVMPGQWEFQVGPSVGISAGDEVWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNYSTKSMREDGGYEVILKAIEKLGLKHKEHIAAYGEGNERRLTGKHETANISTFKWGVANRGASVRVGRDTEKAGKGYFEDRRPASNMDPYVVTAMIAETTIIWKP*

NbL05g19610.1 glutamine_synthetase [MW = 39.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MAKNPKVFFDILIGKAKAGRVVMELFKDKTPKTAENFRALCTGEKGIGQLGKPLHYKGSVFHRIIPHFMCQGGDFTKGNGTGGESIYGAKFADEDFSVIHTTPGLLSMANAGPNTNGSQFFITTVPTPWLDGKHVVFGKVVDGYSVVKEMENVGSDSGKTSCTVSIEDCGELKEN*

NbL05g19390.1 peptidyl−prolyl_cis−trans_isomerase_CYP19−3−like [MW = 18.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
KYLQTLFCIKTAPPCCNDENLEKPYHFETLSFFFISMASFFTPTVLSILLFFLIASVGARHYQRNSPESSTTPSIATKIRGACKASRDPPTCESVLMDSTHLPSELTTPLIIQSAVKVVSQNNAEAIDMVKAIMDASAGNQNLTDLVRIGIEILGYADNRVGLTAQALTRGKLKDARAWMSAVMIYQYDCWSVAKRVNETLQVDKTISFLNSLIGYSSNALGMLVNYDIYGDDTGSWATPKTERDGFWEGSGSDGPCHDIKGGVPSGLKPDVTVCKEGGCDYKIVQEAVNAAPDNGLTRKFVIWIKAGLYDEIVRVPFEKKNVVFLGDGMGKTVITGSLSVGINGINTYETATVGVAGDGFMASGMTFQNTAGANANQAVAFRSDSDLSIIENCEFMGNQDTIYAHTLRQYYKSCRIQGNVDFIFGNSAAFFRDCDILIAPRQLLPEEGETNPVTAHGRIDPAQSTGFVFQNCLINGTDKYMALYYKNPEVHKNYLGRPWKEYSRTVFIQCTLDALVSADGWLPWNGDFALSTLYYGEYRNTGAGANTAGRVPWSSQIPGEHVNSYSLQNFIQGDQWISTSS*

NbL05g19120.1 probable_pectinesterase/pectinesterase_inhibitor_51 [MW = 63.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MYSRKPVKPSLFRKFKFLFISMASFFILTLLSLLLFFSISSAARHHNSPKLSTTPSIAVEIRGACKASQDPPICESVLTDSGNLPKLTTPLIIQSAVKVSSQNNDKAKDMVKAIMDASTGNQNRADAAKVCMEELGYAEYRVGLTGQAFTRGQIKDARAWMGAVMVYQYDCWSALKYVNGTSQVSQTMAFLNSLIGYSSNALGMLVNYDIYGENTGSWTPPKTERDGFWEGSGSGGSGQVKVGVPSGLKPDVTACKEGGCNYKTVQEAVNAAPDNQVTRKFVIWIKAGLYEEKVLVPLEKKNVVFLGDGMGKTVITGSLNVGMAGVTTYETATVGVVGDGFMASGITFQNTAGPVAHQAVAFRSDSDLSVIENCEFIGNQDTLYAHALRQYFKSCRIQGNVDFIFGNSAAFFQECDIFIAPRQVNPEKGEKNAVTAHGRIDPAQSTGFVFQNCLINGTEQYMALYYKNPKVHKNYLGRPWKEYSRTVFIECTLEALVLADGWLPWSGDFALKTLYYGEYRNTGAGANTAGRVQWSSQIPAEHVNSYSIQNFIQGDQWITTTS*

NbL05g19110.1 probable_pectinesterase/pectinesterase_inhibitor_51 [MW = 61.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MASLFSLPLLSFFLFVSLVSSSISQSPSPSPSIPIEIQGACKASRDPPTCEASILTDRSNLTPVQIILSTLAVSSQNLTNAQSMVKDLLDTSAGNVNLTVAAKNCLIGFNYSAYRYNLTAAALPRGEIKDARAWMSAALGYQIGCSSNLLKVNETIQVAATLEVINTLINFTTNALWMTVSYDIHGNDTELWGPPKTERDGFWEPGSVSGFEFKGGFPSGLDPNVTVCKEGGCDYKMVQEAVNATPDNLGPGKFVIWIKAGLYDEIVRVPLEKRNVVFLGDGMGKTVITGSLSVGLVPGMTTYESATVGVSGDGFMASGLTIQNTAGIDAGQAVAFRSDSDLSIIQNCEFLSNQDTLYTQSLRQYYKSCRIQGNVDFIFGNAAAIFQDCNILVAPRLLNPEKGEKNAVTAHGRLDPGQSTGYVFQNCSINGTEEYMTLYHSNPKVHRSFLGRPWKEYSRTVFINSNLEVLINSEGWMPWNGEFALATLYYGEFNNTGGGANITGRVTWSSQIPAEHVNSYSVKNFIQGDKWIPPSCY*

NbL05g19090.1 probable_pectinesterase/pectinesterase_inhibitor_51 [MW − SP = 55.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00828 Ribosomal proteins 50S−L15, 50S−L18e, 60S−L27A

Protein sequence:
MLRRRITSILSTSLQNGSIYNKPIKIPQPIFTSSQKFPSLGFSQHPISTIAPNESLGRQFQRYQGMRRAYSLLSLNDLQDNKGARKQKTRKGRGIGSGKGKTAGRGHKGQKARGTHKFGFEGGQTPLRRRLPKRGFKNPFSLTFQPVGLGKIAKLINAGKIDSSELITMKTLKDSAAIGKQIGDGVRLMGRGAEHIQWPIHLEVSRVTVRAKAAVEAAGGSVRRVHYNKLGLRALLKPEWFEKKGRLLPRPARPPPKLKEKVDSIGRLPAPTKPIPFAAEETEAMSAAPA*

NbL05g18670.1 50S_ribosomal_protein_L15 [MW = 31.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFFAGKKKVPNRFFFLVLLSFPLNNSRQCLLSQVNYPVAITMTSNMLQLSLPPLSSSSSSLPSSSSSIYVSPPFTHQRRHFSLFNVQNFRFQLGRSTSLGPIFVNKEEDSATYTVTEEEDDDTDPDPQSLEYVSQIKSVLELLKRNRDMLFGEVKLTIMIEDPRDVERRRLLGIDDENAPTRDDLAAALEEINEGKVPKDFAALQMLAEEMNSWPNLEVEATKQNKPGRSLYAKATDTGIDPKEAAKRLKIDWDSAAEIDDSAQSDEPDVPPALGYGALYLVSAFPIIIGISVVLILFYNSLQ*

NbL05g18320.1 ycf3−interacting_protein_1_chloroplastic [MW = 33.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05558 DREPP plasma membrane polypeptide

Protein sequence:
MGYWQAKVVPKLKQIFDKNGPKKAAAAEATKTFDEAKEQYSKEFEDKKTELQPKVVEIYEAAAVEIKVFIYILYLNIKKEKTAELLYIIANKHKTYCSYLFMIFFIIKKQTLVKGPKVSGLKKHSTQVQKFLDELVKIEFPGSKAVSEASSNFGPSYVSGPVFFVFEKVSTFIVTEDKKEEEAAAAPIAAASDAEATAVTPVEVKEKEIVVEAEAKKEEEPAPAPAPAPAAAPAAEVATAADVAPAKVEEAPAAVAAPEPPKA*

NbL05g18270.1 plasma_membrane−associated_cation−binding_protein_1−like [MW = 28.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MQPASSMVPPPMAAAPQYQQQWMAQQPQQAQPAYQVPPPQQSGYYYQQPPQQGGAPPPQQQQQSQYTASAAQPTSADEIRTLWIGDLQFWMDEQYLYNCFAQTGEVVSAKVIRNKQTQQSEGYGFIEFNSHAAAERNLQAYNGTLMPNIEQNFRLNWASLGSSEKRSDNGPEYTIFVGDLAADVTDYMLQETFRANYPSVKGAKIVTDRATGHTKGYGFVRFGDESEQLRAIAEMNGKFCSTRPMRIGPAANKKSAGGQMQASYQSTLGTQNEDDPTNTTIFVGNLDSNVTDDHLRQVFGHYGQLLHVKIPIGKRCGFVQFSDRSCAEEALRALSGTQLGGQSIRLSWGRSPSNKQQPQVDPNQYGGYYGYTPGYEAYGYAPPAQDPNMYYAGYAGYGNYAQPPQQQQQMSQQPQ*

NbL05g18240.1 polyadenylate−binding_protein_RBP45−like [MW = 46.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00962 Adenosine/AMP deaminase

Protein sequence:
MDWWVSMPKIELHAHLNGSIGDSTLLELARELGDKGLVSFPDVEHVIVKHDRSLSEVFKLFDLIHILTTDHETVTRITKEVIEDFAAENVVYLELRTTPKKNVSKGMSKRSYIEAVLEGLRAVTTVEVDFLSEPSIDSQANGSIYARSDGYASNGTERKKIFVRLLLSIDRRESTESAMETVKLALEMRHKGVVGIDLSGNPIIGEWLTFLPALEFAKEQGLLITLHCGEVPNPVEIHAMLSFLPARIGHACCFGEEEWAKLKSLKIPVEICLTSNIRTETISSLDIHHFADLYNSGHPIVLCTDDSGVFSTSVSGEYSLAASAFGIQKREMFQLARSGINFIFAGDKVKQELEQLFDLAAKGLEF*

NbL05g18210.1 adenosine_deaminase−like_protein [MW = 40.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNVLKTCGENYPQLVHSLSSKCRIANGNFAESLKVPHRSRRKQEVVRSSSDGERRSFLTLEEAGLVEVSGLSTHERFLCRLTISSLNLLRVIAEQEGCSIEELNAGRVCDWFLKDKLKREQNLESAVLQWDESDFLL*

NbL05g18030.1 uncharacterized_LOC109207523 [MW = 15.6 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 62 123 184 304

Protein length

Gel Slice

3.4 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12 14

Peptide counts over 4 repeats

1 62 123 184 304

Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain

Protein sequence:
MLSSIRRLSISISSISSLTLYSFQSPNSLRKLIMDSSSSKNHSFNNTSQKRLLALAQQLRLYKPPSNQFDTDFEEQKLEESAGKVVSQLGFQESVTPITAVETERFKPKRAAVLICLFEGDDDGELRVILTKRSSKLSTHSGEVALPGGKAEEGDASDADTATREAKEEIGLDPSLVNIVTCLEPFLSKHLLRVIPVIGILSNKKEFNPTPNIAEVEAVFDVPLAMFLKDENRRSEEREWMGEKYLIHLFDYELDNKKYLIWGLTAGILIRAASVVYQRPPAFLEQNPKFKLPKVVDKDTTMS*

NbL05g17590.1 nudix_hydrolase_15_mitochondrial [MW = 33.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01078 Magnesium chelatase, subunit ChlI PF17863 AAA lid domain

Protein sequence:
MASLLGTSSSAAAAAILASTPLSSRSSKSSIFSLFPSSGQCQGRKFYGGIRIPVKKGRSQLHVAISNVATEVSPAQEQGQKLAEESQRPVYPFAAIVGQDEMKLCLLLNVIDPKIGGVMIMGDRGTGKSTTVRSLVDLLPEIKVISGDPFNSDPDDQEVMSAEVRDKLRSGEKLPISRTKINMVDLPLGATEDRVCGTIDIEKALTEGVKAFEPGLLAKANRGILYVDEVNLLDDHLVDVLLDSAASGWNTVEREGISISHPARFILIGSGNPEEGELRPQLLDRFGMHAQVGTVRDAELRVKIVEERARFDKNPKEFRESYKAEQEKLQNQIDSARNALSAVTTAHDLRVKISKVCAELNVDGLRGDIVTNRAARALAALKGRDKVTPEDIATVIPNCLRHRLRKDPLESIDSGVLVVEKFYEVFA*

NbL05g17570.1 magnesium−chelatase_subunit_ChlI_chloroplastic [MW = 46.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MASLIEQCQVAPPPGSAAELTLPLTYFDHLWLLFNHNRRILFYKFPISKLDFVQTIIPTLKDTLSLTLKHYLPFAGNVVCPLLNCSGYPELRYITGDSVSVTFFETDMDFDFLVGNHPRNLKDFYHFVPQLREPKDAPGVQLAPVLAIKVTLFPNHGISIGFTSHHVVGDGATIVRFIRAWALLTKFGGDEQFLANEFIPFYDRSVIKDPHELGKSLWDGIKKHISSMCDTMAPPDKIRGTFIVSRDDILKFKNLILSRRPNLTHVTSFTVTCAYIWTCLIKSEAAIGKERDENGMVFFGCAADCRARLNPPIPQTYFGNCIVGYVTRTRHADLAGKEGFTIAVELIGETIQKRMKDENYILTGEWFKEYGTADGNRTLSITGSPKFDLYAADFGWGRLEKLEFVSINNDNGVTMSLSKSKDSDGDLEVGLSLPKTQMNAFAAIFTHGLSFL*

NbL05g17520.1 malonyl−coenzyme:anthocyanin_5−O−glucoside−6'''−O−malonyltransferase−like [MW = 50.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00609 Diacylglycerol kinase accessory domain PF00781 Diacylglycerol kinase catalytic domain

Protein sequence:
MPTPLGLQVALLMASPESNSKGNLEREFYIPTYILAPDASQSEDLQLPDVPTFPVLVFINSKSGGQLGGDLLHTYRSLLNKYQVFDLGEETPDSVLRRLYLNLEKLKSNGDEFATKLEERLRIIVAGGDGTAGWLLGVVSDLKLSKPPPIATVPLGTGNNLPFAFGWGKKNPGTDQNSVISFLKQVMDAKEMKMDSWHILMRMRAPKEGSCDPIAPLELPHSLHAFHRVSSSDDLNVEGCHTFRGGFWNYFSMGMDAQVSYAFHSERKMNPEKFKNQLVNQSTYARLGCTQGWFFASLFHPSSRNIAQLAKVKIMKRQGEWQDLHIPHSIRSIVCLNLPSFSGGLNPWGTPNSNKRRDRDLTPPFVDDGHLEVVGFRDAWHGMVLLAPNGHGTRLAQAHRIRFEFHKGAADHTFMRIDGEPWKQPLPVDDDTVVVEIAHLGQVKMLATHGCRSKSMHDPSSHVNHDGDDGDSGEEDSVVEEQRKFGAADTFKIPDEVDISHLS*

NbL05g17490.1 diacylglycerol_kinase_5−like [MW − SP = 53.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MVSVIEQCEVAPSSGSAAELTLPLTYFDHMWLAFNRMRRILFYKPSISRSDFVQTIIPTLKDSLSLALKHYIPLAGNVACPLSSSGYPELRYVTGDSVSVTFSETDMDFNYLIGNHPRDAKDFYPFVPQLAEAKAAPGVQLAPVLAIQVTLFPNIGISIGFTNHHVAGDGATILGFIRVWASLHKFSGDEQFLAKDLIPFYDRSVIKDPHGQGMSIWDETKKNKLEMCDIVTPPDKVRCTFIVTQDVIRKLKNLMLSRRPNLTHVTSFTVTCAYVWTCLIKSEDAIREEIEENVTELFGCVADCRSRLNPPLPPSYFGNCLVTLIARASHVDLVGKEGFTIAVEVIGETIQKRMKDENYILTGEWFKEFCSGDIKRSLSIAGSPKLDLYAVDFGWEKPEKLEFVSIDNGDGVSMSLTKSKDSDGDLEIGLSLSKTRINAFAAMFTHGLSFL*

NbL05g17420.1 malonyl−coenzyme:anthocyanin_5−O−glucoside−6'''−O−malonyltransferase−like [MW = 50.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03321 GH3 auxin−responsive promoter

Protein sequence:
MEPTEANYNGNGDTQIISWFEESAEKVAAVQRQTLRRILELNHGVEYLKKWLGNIRLQDIMNENALESVYATLVPLASHADFEPYIQRIADGETAPLITQEPITTLSLSSGTTEGRQKFVPFTHHSSKTTLQIFKLAAAYRSRIYSIRGGGKVLEFIYSSKQYKTKGGLIAGTATTHYYASKEFKIKQQDTKSFTCSPEEVISSGDYKQSTYCHLLLGLYFSEEVEFVTSTFAYSIVQAFRSFEELWKELCHDIREGTLSSRINMTKVRKAVLGITLPNPELASRIESICEEVEKEDWFSIIPRLWPNAKYVYSIMTGSMQPYLTKLRHYAGKLPLVSADYGSTESWIGVNVEPSSPPEKVTFAVIPTFAYFEFIPLHRTKSQNCNNSQDANLATDDFIEDDPVPLSQVKIGQEYEIVLTTFTGLYRYRLGDVVEVAGFHKNTPKLNFICRRKLILTVNIDKNTEKDLQLVVERGSQILSKSRAELVDFTSHANVAKRPGHYVIYWEIKGEVEENVLGECCREMDASFVDHGYVVSRKTNSIGPLELCIVERGTFKKILEYFIGNGAALSQFKTPRCTSNQVLLTILNVCTIKRFYSTAYGL*

NbL05g17320.1 jasmonic_acid−amido_synthetase_JAR1−like [MW = 68.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MEKIQHNYVDVRGLKLHIAEIGTGPAVLFLHGFPEIWYSWRHQMIAVADAGFRAIAPDFRGYGLSELPAEPEKATFRDLVDDLLDMLDSLGIHQVFLVGKDFGARVAYHFALVHSDRVSAVVTLGVPFLLTGPETFPRDLLPNGFYMLRWQEAGRAEKDFGRFDTKTVVKNIYIMFSGSELPVAKDDEEIMDLVDPSAPLPDWFTEQDLANYASLYEKSSFRTALQVPYRAWLEEYGVKDIKVKVPCLLVMGEKDYSLKFGGLEQYVKSGMVKEYVPNLETIFLPEGSHFVQEQFPEQVNQLIITFLKKLI*

NbL05g17240.1 bifunctional_epoxide_hydrolase_2−like [MW = 35.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05147 Lanthionine synthetase C−like protein

Protein sequence:
MADRFYPNVMPDYVAENPAVEEEKHPIPQGTNESLLKLLSTPYNTLSEKFKRASLDLKETIMVETWGLTRQQVPDFTLYCGTLGTAFLLFKSYQVTNNTNDLAVCSQIVKDCDSASRKSRDVTFLCGRAGVCALGAVVAKYMGDDQLALSYVTQFKEIKLTKDLPDELLYGRAGFLWACLFMNKHIGKGTIPSTYTAAVVNEIIENGRRLGGRGKSPLMYEWYGEMYWGAAHGLAGIMYVLMDFELKPDELEDVKETLRYMVKNRFPSGNYPTSEEDKRRDVLVHWCHGAPGIALTLVKAAELFGDREFLNAAVGAAEVVWNRGLLKHVGMCHGISGNAYVFLSLYQLTGNVEYLYRAKAFACFLLDRAHKLIAKGEMHGGDNPYSLFEGIGGMAYLFLDMTEPKEARFPAYGCEKVHAT*

NbL05g17230.1 lanC−like_protein_GCL2 [MW = 46.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01208 Uroporphyrinogen decarboxylase (URO−D)

Protein sequence:
MGFSPLTTTNGCSSSYCNLGLSWKSSSSWFVQLGFNSNGSNGVSAKPAKLNSSKVFRACSSSSDPLLVKAARRERVSRPPAWMMRQAGRYMAVYRKLAEKHPSFRERSETTDLIVEISLQPWESFRPDGVIIFSDILTPLPAFGVQFDIEDVRGPVIQSPIRSEEGLKALHSIDLEKLQFVGDSLRILRKEVGEQAAVLGFVGAPWTIATYIVEGGTTRTYTTIKDMCHTAPHVLRALLSHLSKAIAEYIVFQVESGAHCIQIFDSWGGQLPPHMWDCWSKPYIDEIVATIKRKCPQTPLVLYINGNGGLLERMKETGVDVIGLDWTVDMADGRKRLGTDIGIQGNVDPASLFCPLPALTDEIERVVKSAGTRGHILNLGHGVLVGTPEEAVAHFFNVSKSFNFDKVGDRLSEANTVAA*

NbL05g17130.1 uroporphyrinogen_decarboxylase_1_chloroplastic [MW = 46.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MATRNLEKLASIDAQLRALVPGKVSEDDKLVEYDALLLDRFLDILQDLHGEDLKETVQECYELSAEYEGKHDPKKLEELGNVLTSLDPGDSIVIAKAFSHMLNLANLAEEVQIAYRRRQKLKRGDFADENNATTESDIEETFKKLVGVLKKSPQEVFDALKNQTVDLVLTAHPTQSVRRSLLQKHGRIRDCLAQLYTKDITPDDKQELDEALQREIQAAFRTDEIRRTAPTPQDEMRAGMSYFHETIWKGVPKFLRRVDTALKNIGINERLPYNAPLIQFSSWMGGDRDGNPRVTPEVTRDVCLLARMMAANLYYSQIEELMFELSMWRCNDDLRVRAAELYRSSRRDTKHYIEFWKTIPPSEPYRVILGDVRDKLYQTRERTRQMLAHGISDIPEDATYNNVEQFLEPLELCYRSLCECGDRHIADGSLLDFLRQVSTFGLSFVRLDIRQESDRHTDVLDAITQHLEIGSYREWSEERRQEWLLSELSGKRPLFGPDLPRTEEIADVLDTLHVIAELPSDCFGAYIISMATAPSDVLAVELLQRECHVKQPLRVVPLFEKLDDLESAPAAVARLFSIEWYRNRINGKQEVMVGYSDSGKDAGRFSAAWQLYKAQEELIKVAKEHGVKLTMFHGRGGTVGRGGGPTHLAILSQPPDTIQGSLRVTVQGEVIEQSFGEEHLCFRTLQRFTAATLEHGMHPPVSPKPEWRALMDEIAVIATEKYRSIVFKEPRFVEYFRLATPELEYGRMNIGSRPSKRKPSGGIESLRAIPWIFAWTQTRFHLPVWLGFGAAFKYAIEKDIKNLRMFHEMYNEWPFFRVTIDLVEMVFAKGNPGIAALYDKLLVSEDLLPFGELLRSNYEETRSLLLQIAGHKDLLEGDPYLKQRLRLRDSYITTLNLLQAYTLKRIRDPNYYVTLRPHISKDYMESKSAAELVQLNPTSEYAPGLEDTLILTMKGIAAGLQNTG*

NbL05g17110.1 phosphoenolpyruvate_carboxylase [MW = 110.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPTQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKSNEAEAVETAKEWTRLYASGA*

NbL05g17070.1 ubiquitin−conjugating_enzyme_E2_36 [MW = 17.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
FFLFSIIPNINLLSASLLSLLDVVTPYPFSISIHKLFQMTLSMLRSVVRRTSTSGASRLTRRQFSSEAAPERKVAILGAAGGIGQPLSLLMKLNPLVSTLSLYDIAGTPGVAADVSHINTRSQVAGFAGEDQLGQALEGSDVVIIPAGVPRKPGMTRDDLFNINAGIVKSLCTAIAKYCPNALVNMISNPVNSTVPIAAEVFKKAGTYDEKRLFGVTTLDVVRAKTFYAGKAKVNVSDVIVPVVGGHAGITILPLLSQATPKANLSDEEIVALTKRTQDGGTEVVEAKAGKGSATLSMAYAGAIFADACLKGLNGVPDVVECSFVQSNVTELPFFASKYNTHIQALPNMPQSSSTPISNFSALKKNTELMNAKHGSSKIVQDKKLQRRQKE*

NbL05g17020.1 malate_dehydrogenase_mitochondrial [MW = 41.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01425 Amidase

Protein sequence:
MLSSVQTPRLLRFPNFQSLSLKCLHTSQSQLTTPPPPPSQILTIRKSLLSREITAVDLATTFLQRLRHTEPQLKSFLYVSDVILKEAEEIDRKIANNEELGPLAGVLVGVKDNICTADMPSTAGSKILENYKPPFDATAVGKMKKCGAIVIGKTNMDEFGMGSTTEGSAYQVTANPWDLSRVPGGSSGGSAAAVSARQCMVSLGSDTGGSVRQPASFCGVVGLKPTYGRVSRYGLVAYASSLDVIGCFGSSVADAGIILHAISGHDKYDATSSKREVPNFASQFIARDHLDSKPLKGLRVGLIRETIEDGVDPEVITSIRGAASHLEELGCTVTEVSLPSFSLGLPAYYILASSESSSNLSRYDGIRYGKQVFADELNSLYGESRAGGFGSEVKMRILMGTYALSAGYYDAYYKRAQQVRTLVRENFRAALEENDILISPAAPSAAYKIGEKKNDPLSMYAGDIMTVNVNLAGLPALVLPCGFVDSSSAALPVGIQMIGAAFEEEKLLKVGHIFEQTLQGCSFIPPIVVADELAC*

NbL05g16840.1 glutamyl−tRNA(Gln)_amidotransferase_subunit_A_chloroplastic/mitochondrial [MW = 57.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MGDSQYSFSLTTFSPSGKLVQIEHALTAVGSGQTSLGIKAANGVVIATEKKLPSILVDEASVQKIQVLTPNIGVVYSGMGPDSRVLVRKSRKQAEQYYRLYKEPIPVTQLVRETAAVMQEFTQSGGVRPFGVSLLVAGYDDKGPQLYQVDPSGSYFSWKASAMGKNVSNAKTFLEKRYTEDIELDDAVHTAILTLKEGFEGQISGKNIEIGIIGNDKVFKILTPTEIDDYLQEVE*

NbL05g16630.1 proteasome_subunit_alpha_type−2−A−like [MW = 25.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
EMVDAMKKAANMDVELTVEERNLLSVGYKNVVGSRRASWRILSSIEQKEESRGNELNAKRIKEYRHKVEKELTDICSDIMTVIDEHLIPSCPAGESSVFYYKSEGDYYRYLAEFKTGTDKKEVSDLSLKAYQSATTTAETELPPTHPIRLGLALNFSVFYYEILNSPERACHLAKQAFDEAISEWIAE*

NbL05g16610.1 14−3−3_protein_9−like [MW = 21.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01280 Ribosomal protein L19e

Protein sequence:
MVSLKLQKRLAASVLKCGRGKVWLDPNEGNEISMANSRQNIRKLVKDGFIIRKPTKIHSRSRARRMKEAKRKGRHSGYGKRKGTREARLPTKVLWMRRMRVLRRLLRKYRESKKIDRHMYHDMYMKVKGNVFKNKRVLMENIHKTKAEKAREKTLSDQFEARRAKNKASRERKFARREERLAQGPGERPVQPAAPAAAAPPAQPALGSKKSKK*

NbL05g16530.1 60S_ribosomal_protein_L19−3−like [MW = 24.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00514 Armadillo/beta−catenin−like repeat

PF01749 Importin beta binding domain
PF16186 Atypical Arm repeat

Protein sequence:
MSLRPNSRTEARRSRYKVAVDAEEGRRRREDNMVEIRKNKREESLLKKRREGLLQAQQFSSTAAAVSQLDKKLENLPDMISGVWSDDSSMQLECTTQFRKLLSIERNPPIEEVIQSGVVPRFVEFLAREDYPQLQFEAAWALTNIASGTSENTKVVIDYGSVPIFVRLLSSPSDDVREQAVWALGNIAGDSPKYRDLVLGHGALAPLLAQFNEHAKLSMLRNATWTLSNFCRGKPQPQFEQTKEALPTLARLIHSNDEEVLTDACWALSYLSDGTNDKIQAVIEAGVCPRLIELLLHSSPSVLIPALRTVGNIVTGDDIQTQVIIDHHALPCLLNLLTQNYKKSIKKEACWTISNITAGSRNQIQAVIEAGIIAPLVHLLQNAEFEIKKEAAWAISNATSGGNHDQIKFLVSQGCIKPLCDLLVCPDPRIVTVCLEGLENILKIGEADKDLGNTEGVNVYAQLIDEAEGLEKIENLQSHDNTEIYEKAVKILETYWLEEDDEQLPSADAQHSGFNFGGGELPLPSGGFNFSS*

NbL05g16470.1 importin_subunit_alpha [MW = 59.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02672 CP12 domain

Protein sequence:
MASVAGVSITTPRILSKTSDSPKVQVLKFQSLNKPWKNSSLVQFGHGKLYLKVISATPDNKLSDLVAESVKEAEEACAENPVSGECAAAWDVVEETSAAASHARDKKKESSDPLENYCKDNPETDECRTYDN*

NbL05g16350.1 calvin_cycle_protein_CP12−1_chloroplastic−like [MW = 14.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00137 ATP synthase subunit C

Protein sequence:
MSSTFSGDETAPFFCFLGAVAALVFSCMRAAYGTAKSGVGVASMGVMRPELVMKSIVLVVMPGVLGIYGMIIVVIISTGINPKTKLHVFWRLCLIFLTYIHFVLNV*

NbL05g16240.1 V−type_proton_ATPase_16_kDa_proteolipid_subunit [MW = 11.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07676 WD40−like Beta Propeller Repeat

Protein sequence:
MHNVNTFPLPTLRCLSQVLQLQLRFLYNNSYHFPGAEQINNIMDSESLHGSIIFSTVGRTNYGFDIFSVKSPFSFLDSPLYNTQYPAEHRLTDGSSVNFNGQFVDEYQTLVFVSERSGSPRIYLQRPSRLMIEQLPDGTPDSLFLDRPLLRNKRLYYISAHQRPQQIFTSWSALYSTILDDGNTALRLTPYGCVDYSPAISQSGHLIAVASYGDRRWPGEFNDLSTDIVVFPDSHPEKRIVVCQHGGWPSWSGDSTIYFHRQADDGWWSIFRVDLPEDISTSQCADPVRVTPPGVHCFTPAAATHSSKAVIAIATRRPGKSYRHIEIFDVESHKFYPMTELLNPTTHHYNPFFSPEATFLSYHRFRGESSPGDATIPNLDPVISPTKGLRMLRLNGSFPSFSPSGDFIAFNQDFNANSGLKIVKSDGSKRWTLFKGRTTFGNSWSPAEPNVILTSVGPVFDSVKATVQIARVSFESLDLTNEDCAGEIPLEIKVLTKEETGNNAFPSCSPDGKHMVFRSGRSGHKNLYIMDAMKGELEGGEIRQLTEGPWIDTMPSWSPDGKLIAFSSNRHNPDNISCFSIYIVHPDGTGLRRIYVAGPEGSEEADKERLNHVCFSKDCEWLLFTANLGGVTAEPVSLPNQYQPYGDLYLVKLDGSGLRRLTWNGYENGTPAWHPSATTTVDIERSILVGDKLRGEFDDVLWMNC*

NbL05g16220.1 uncharacterized_LOC109215494 [MW = 79.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00543 Nitrogen regulatory protein P−II

Protein sequence:
MATASLSKSSFSLHSSPSHFQELPSFTSIITIRPNNIREFFPSQLTIKRVPNARLFPIIRAQSSPDFVPDANFYKVEAILSFACFILLQILESTRPWRIQQVSSALLQMGIRGVTVSDVRGFGAQGGLTERQAGSEFSEDKFVAKVKMEIVVSKDQVEGVIAKIIEEARTGEIGDGKIFLIPISDVIRVRTGERGEKAERMVGGHADMSSALSTS*

NbL05g16150.1 nitrogen_regulatory_protein_P−II_homolog [MW = 23.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MAMTNYNYVLVLLLLVINLIVFANCADIDDDLGFGASYIFGDSLVDAGNNNYLQTLSKANIPPNGIDFKASGGNPTGRYTNGRTIGDIVGEGLGKPHYATPYLAPNCTGRAILYGVNYASGGGGIMNGTGRIFLNRLSMDIQVDYFNITRKEISKLLGESKARDYIMKKSIFSITIGSNDFLNNYLLLVLSIGTRITESPDAFIDDLLSHLKAQLTRLYKLDARKFIIGNVGPSGCIPYQKTINQLKENECVELANKLALQYNARLKDMLSEMNKNLDGATFLHANVYDLVMELITNYDKYGFATATKACCENGGQFAGIVPCGPTSSMCSDGDKHVFWDPYHPTEAANLIIAKQLLEGDPTYISPMNLKQLRDL*

NbL05g15890.1 GDSL_esterase/lipase_At2g23540−like [MW − SP = 38.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00366 Ribosomal protein S17 PF16205 Ribosomal_S17 N−terminal

Protein sequence:
PTGLLSESLLGFCCQAVNITHSTSQHITTMAEQTEKAFLKQPGVFLSSKKTGKGKRPGKGGNRYFKSIGLGFKTPREAIEGFYIDKKCPFTGNVSIRGRILAGTCHSAKMNRTIIVRRNYLHYVKKYQRYEKRHSNIPAHISPCFRVKEGDHVIIGQCRPLSKTVRFNVLKVIPAGSAGGGKKAFTGM*

NbL05g15840.1 40S_ribosomal_protein_S11−like [MW = 20.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00428 60s Acidic ribosomal protein

Protein sequence:
FLLSLLQKPHFHTIRNASVSLREKAREKQRKRKMGVFTFVCKGSGDEWSAKQLKGDLEASASCTYDLQRKLVQAALSTDSSGGVQSSFSYVTPSSAVFQVIIGGGGGGGFIGGGAAAAAAPSGGAAAAEAPAAEEKKEEKEESDDDMGFSLFD*

NbL05g15650.1 60S_acidic_ribosomal_protein_P3−like [MW = 15.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
VNTTKNMSRDVTRQISHPTPKPIHPFDQFISVSKSHPPSISSKETTPPKKSFISFCTHFFSLSPTISPYKSEPVSKTKKTFLIIQCFLSSMAFLQSLKLFSLQLLAFCIIALRFSPISVHALNIGIETNAGISLEKECSRTCESKFCAVPPLLRYGKYCGVLYSGCPGEQPCDGLDTCCMKHDLCIQRKGNNYLNLECNQSFLNCVATFTKSGAPSFKGNSCSVGTVVRVITDVIDAAVVAGKIFKKP*

NbL05g15520.1 phospholipase_A2−alpha [MW = 27.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01327 Polypeptide deformylase

Protein sequence:
MESIPRLAQRVLSVPFTPKYLKSCKKPRPLTSYLMQIHDSQKPVFIQWNLQGRPSLRTDFVSVKSYSSTTARAGWFLGMGEKKKQVLPDIVKAGDPVLHEPAQDVPLGEIGSERIQKIIDEMVKVMRNAPGVGLAAPQIGIPLKIIVLEDTNEYISYAPKDETKAQDRCPFDLLVIINPKLKKKGNKTALFFEGCLSVDGFRAVVERHLEVEVGGFDRNGKAIKVDASGWQARILQHEYDHLDGTLYVDKMVPRTFRSVENLDLPLAAGCPNLGVR*

NbL05g15510.1 peptide_deformylase_1A_chloroplastic [MW = 30.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MDKSLLDVEQPHSMGTTIIGVTYNGGVVLGADSRTSTGMYVANRASDKITQLTDNVYVCRSGSAADSQVVSDYVRYFLHQHTIQLGQPATVKVAANLVRLLSYNNKAMLQTGMIIGGWDKYEGGKIYGVPLGGTLLEQPFAIGGSGSSYLYGFSSTKHGGKE*

NbL05g15410.1 proteasome_subunit_beta_type−6−like [MW = 17.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MENPENKGKSENKGNSEKKRKSENKPSTQSQKHAAAGDEDMDPTQYFENRLKALEAEKATGKNPYPHKFGHKVELLSIPDYVKKYGVLESGAHSADEVSLAGRIMNKRASSAKLLFYDLHGGGAKLQVMASARWDSELNEDVFIKFHSGVKRGDIVGITGCPGKSKRGELSIFPKSFEVLSHCLHMMPRQKGAQTDTTKKIEAWVPGSGRNPDTYVLKDQETRYRQRYLDLMLNLEIRHIFKTRAKIITYIRSFLDNRDFLEVETPMMNMIAGGAAARPFVTHHNDLNMRLFMRIAPELYLKELVVGGLDRVYEIGKQFRNEGIDLTHNPEFTTCEFYMAYADYNDLMDLTEKMLSGMVKELTGGYIIKYHANGLENDPIEIDFTPPFRRIDMVEELEKVANLNIPKDLSSVEANKYLIDACARLEIKCPPPQTTARLLDKLVGHFLEETCVNPAFIINHPEIMSPLAKWHRSKPGLTERFELFINKHELCNAYTELNDPVVQRQRFADQLKDRQSGDDEAMALDENFCTALEYGLPPTGGWGLGIDRLAMLLTDSQNIKEVLLFPAMKPQDEPPSKESNKKPQEESAKLHDGQAKPQDGPTTQDVEKQVSQLTMK*

NbL05g15350.1 lysine−−tRNA_ligase−like [MW = 69.81 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 109 217 325 538

Protein length

Gel Slice

2.9 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 109 217 325 538

Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MGTSLPSFCGVLLLLLCIGCPNLVRCGEEDLSFLQSECLKVPASEFVGSVKSTIDTVRQVTSIVSKFVSFFGDFRLSNAISDCLDLLDLSADELTWTLTASQNPKGKNNSTGNLSADLRNYLSGALINQDTCIDGFDGTNGIVKNLVAGSLNQVTTLVRDILYMVRPVPKNAPRANDSRRKPWQWSRERKLTSNKGDDNSFPFWLNRKDRRLLQLTPSTGVVADVVVALDGTGNFTRIKDAISAAPQLSTKRFVIHIKKGIYNEYVEISKKKWNILMIGDGIDVTVISGNRSFIDGWTTYRSATFAVKGQGFIARDMTFENIAGPQKHQAVAFRSDSDLSVLFRCAFRGYQDTLYAHSMRQFYRNCVITGTVDFIFGDGTVVFQNCQILARKGLPEQKNTITAQGRKEAAETTGFSIQFSNISGEPDLLASLNSTQTFLGRPWKAYSRTVIMQSYMSNVIKPQGWLEWNGNISLDTLYYAEYQNYGPGAGLSARVNWPGYHLLNDSSQANNFTVAQFILGNSWLPSTGVKYTAGLAV*

NbL05g15200.1 pectinesterase/pectinesterase_inhibitor_PPE8B−like [MW − SP = 56.68 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 192 383 574 953

Protein length

Gel Slice

5.4 6.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 192 383 574 953

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00122 E1−E2 ATPase

PF00690 Cation transporter/ATPase, N−terminus
PF00702 haloacid dehalogenase−like hydrolase

Protein sequence:
MAKAISLEEIKNETVDLEKIPIEEVFEQLKCTREGLSADEGANRLQIFGPNKLEEKSESKILKFLGFMWNPLSWVMEAAAIMAIALANGDGKPPDWQDFIGIICLLVINSTISFIEENNAGNAAAALMAGLAPKTKVLRDGRWSEQEAAILVPGDIISVKLGDIIPADARLLEGDPLKIDQSALTGESLPVTKNPGDEVFSGSTCKQGELEAVVIATGVHTFFGKAAHLVDSTNNVGHFQKVLTSIGNFCICSIAIGMLVEIIVMYPIQHRKYRDGIDNLLVLLIGGIPIAMPTVLSVTMAIGSHRLSQQGAITKRMTAIEEMAGMDVLCSDKTGTLTLNKLSVDRTLVEVFAKGVDKEYVLLLAARASRVENQDAIDACMVGMLADPKEARAGIREVHFLPFNPVDKRTALTYIDNNNNWHRASKGAPEQILDLCNAKEDVRRKVHAIMDKYAERGLRSLAVARQEVPEKSKESPGGRWEFVGVLPLFDPPRHDSAETIRRALNLGVNVKMITGDQLAIAKETGRRLGMGTNMYPSASLLGQDKDSAIASLPVEELIEKADGFAGVFPEHKYEIVKKLQERKHIVGMTGDGVNDAPALKKADIGIAVADATDAARGASDIVLTEPGLSVIISAVLTSRAIFQRMKNYTIYAVSITIRIVFGFMFIALIWQYDFSAFMVLIIAILNDGTIMTISKDRVKPSPMPDSWKLKEIFATGVVLGGYQALMTVIFFWAMHDTDFFTDKFGVKSLRNSDEEMMSALYLQVSIISQALIFVTRSRSWSFFERPGMLLVIAFMIAQLVATLIAVYANWAFARVKGCGWGWAGVIWLYSIIFYFPLDIMKFAIRYILSGKAWNNLLDNKTAFTTKKDYGKEEREAQWALAQRTLHGLQPPEATNLFNEKNSYRELSEIAEQAKRRAEMARLRELHTLKGHVESVVKLKGLDIETIQQHYTV*

NbL05g15120.1 plasma_membrane_ATPase_4 [MW = 105.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MTSSTSSEKQTLVELTKGVNGLEKILLREVRGSSAEVYLYGGQVTSWKNDHGEELLFVSSKAIFKPPKAIRGGIPICFPQFANRGSLEPHGFARNRFWSIDKDPPPFPAATSSRAFVDLVLKPSEEDLKIWPHSFEFRLRVALSPGGDLMLTSRIRNTNTDGKPFSFTFAYHTYFSVSDISEVRVEGLETLDYLENKERFTEQGDAITFESEVDKIYLSTPTKIAILDHEKKRTFVLRKDGLPDAVVWNPWDKKAKAMADFGDEEYKHMLCVEAAAVEKPITLKPGEEWRGRQELSAVPSSYCSGQLDPKRVLLGS*

NbL05g15070.1 putative_glucose−6−phosphate_1−epimerase [MW = 35.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain PF00889 Elongation factor TS

Protein sequence:
MAPMVPIATSNVSVTPGAVFITRKNTCLSRCNVLRKSSKQTLPTPKYNLPLSTSVKLFPHFRVHCILRPKLRGFIVSATETDVAVEEVESAATDDGSGEASEASSDASNIIEETSVRAKRTRPARKSEMPPVKNEDLIPGATFTGKVRSIQPFGAFVDFGAFTDGLVHVSRLSDSFVKDVGSIVSVGQEVTVRLVEANTETGRISLTMRESDDPSRPQQQKDAPTSSDRPRTPRKNTQRNNQRRDEVMKVSKFVKGQDLEGTVKNLARSGAFISLPEGEEGFLPSSEEADEAFGIIDSGSLLQVGQEVSVRVLRITRGQVTLTMKKEEAASELDSKLNQGVVHLATNPFVLAFRSNEEISSFLDEREKEEELAEQPKEDAEEADVAADKTDVLPETTGNEEESVNAAIDGFPETIDDEDTKQNIDEEVESVSENAEASPVGDAVEPEAETGSSEQMADQISASETVAGEEVVEKLTDDAVAKNEVETQIASVTEAAKETEETSGIENGSIPSPAGQSEAPLENSKDEVSQEGAEVVESKVENTPSIEDQSSDTAAQQEEVATAAEQDRNVANSSEQNGTASSNEAAAKDRNVAKSSERNGTALSNEAAAKAISPALVKQLREETGAGMMDCKNALSETGGDIIKAQEYLRKKGLASADKKSSRATAEGRIGSYIHDSRIGVLIEVNCETDFVSRGDIFKELVDDLAMQVAAYPQVQYLVPEDVPEEIINKEREIEMQKEDLLSKPEQIRSKIVDGRINKRLEELALLEQPYIKNDKLVVKDWVKQTIATIGENIKVKRFVRYNLGEGLEKKSQDFAAEVAAQTAAKPVASPGKEQSAVEAKETTVEPPKAAVSAALVKQLREETGAGMMDCKKALSETGGDLEKAQEYLRKKGLSTADKKSSRLAAEGRIGSYIHDSRIGVLIEVNCETDFVGRSETFKELVDDLAMQVAACPQVQFVSIDEIPGSIVNKEKELEMQREDLKNKPENIREKIVEGRVSKRLGELVLLEQPFIKDDSVLVKDLVKQTVAALGENIKVRRFVRFTLGKEAKEEGIIEEIAAV*

NbL05g14960.1 uncharacterized_LOC104245598 [MW = 115.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10291 Muniscin C−terminal mu homology domain

Protein sequence:
MSCLALSLQPTNGPDILLQTREWFPPSRALMALSAFRQTRLAFSKQAQPPTPSDSSSDPSMSLGDDPLAASSGQVIVGVESRYRVVYRLVNSIYVLAITTADDNNDKEMVVNNVFECISIVNQAVSVVVTACRGVDVTPEKLAKKYAEIYMALDIVLRGVSNIRLAAMLASMHGESIAKMVHSAIHTENKIRGADSWVNVEAHALEQEGGVESFSKVLFELPQETLEAGDEVAASLAITGGEKEEEKIEEIEAEKDPFAASDMINKPESLVGDFKKDKDKDSLDVSKALAGLEVTTLPPAAATQSTHIGVEGFEGDYGGIEFSNDGSTLQQDFEGINDAWGGGLDASEYVGTKKVKKDQGLGGLELLETSEPPKAAAGAATDGGAGKKLEDVLVKKMNGPEMFITEEINAEFRESLLARVGLMGVVFLRTLPSKSSDDKETEFSFKVEGTAGVKRFVMQNSHVSSLGNGLFHVKTAPSNEPIPIIKYSLLPHLTPLPLRIRLVKRLSGTLLSVMLQYVANPDLPVPLTNVTFVLKLPVDPTLLKVTPKAVLNRSERELKWHVDEIPLKGHPGKLRARFPVDINDDDGGEELVLFGYVKFSSQGPRLLSGISLQPAVEGKDDFYEVDHSDNTEAWTNSLAKFPGSVNALLQEHVFRSCLKHS*

NbL05g14930.1 uncharacterized_LOC109234215 [MW = 71.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MANQGSTDASSARKASITHVIFDMDGLLLDTEKFYTEVQEIILARYNKTFDWSLKAKMMGKKAIEAARVFVEETGISDSLTAEDFLVEREEMLQKMFPTSDLMPGSSRLIHHLHANGIPICVATGTHTRHFDLKTQRHGELFSLMHHIVRGDDPEVKQGKPSPDIFLAAANRLKGGPVDPQRILVFEDAPSGVLAAKNAGMSVVMVPDARLDSSYHEVADQVLSSLLDFNPADWGLPPFENSSTKLD*

NbL05g14920.1 (DL)−glycerol−3−phosphatase_2 [MW = 27.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MFGGSQLDSFSGGGFMPSQSTQGSDPSRTSAKSRDNPPLLPLTVKQISQAIQSSDEKSNFVVDGVDVNNVRLVGLAFKKSERVTDVVFSIDDGTGRIECTRWVNDAVDTKEVEEVSDGMYVRVHGHLKGFQGKTQLVIFAIRPITDYNEVATHFLECIYVHHCNRKPQSGISVSAPGQTDVSAAVSAPSSGFNSSQLSGHLSIDGLKGIEKAVIDYLEQPSSLSQEKGIHWNELLNNLKFLWRKSRKQ*

NbL05g14860.1 replication_protein_A_32_kDa_subunit_A−like [MW = 27.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MMASGADEFVKGHIHPNGVAILTLDRPKALNAMNLDMDIKYKGFLDEWETDPKVKCILVESSSARAFSAGMDIKGVVAEIQKDKSTPLVQKVFTAEYSLICKIFEYKKPYISFMDGITMGFGIGLLGHGRYRLITERTVLAMPENGIGLFPDVGFSYIAAHSPGNGAVGAYLGLTGSRISTPADALYVGLGSHYVPSANLDTLKEAFLAANFSQDPDEEIKRLLEKYSTDPDSESRLKSLLPRIISTFGGNKTVKNIIEELENHQQSADTLVAEWAKDALQGLRKGAPFSLCLTQHYFSRVASACGKNENTLSKLPGVMRTEYRIAIRSALRNDFAEGVRAILVDKDQNPRWNPSSLEDVNLNEVEALFEPLSPEVELNV*

NbL05g14730.1 3−hydroxyisobutyryl−CoA_hydrolase−like_protein_3_mitochondrial [MW = 41.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00411 Ribosomal protein S11

Protein sequence:
MSRRKTREPKEETVTLGPVTREGELVFGVAHIFASFNDTFIHVTDLSGRETMVRITGGMKVKADRDESSPYAAMLAAQDVSQRCKELGINALHIKLRATGGNKTKTPGPGAQSALRALARSGMKIGRIEDVTPIPTDSTRRKGGRRGRRL*

NbL05g14580.1 40S_ribosomal_protein_S14−2 [MW = 16.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00542 Ribosomal protein L7/L12 C−terminal domain

Protein sequence:
MKLIARLRSIHACTSLCKIIGPLQSRSFQPDFVPRDPNAKPKKYKYPAVYEPYGPRPPPSDKIIQLAERIAALPPEERRQIGPTLREILRHPNLKQISVEGIDLGAMGGAGGGPAKAEEKKAEKTSFDVKLEKFDAAAKIKVIKEVRSFTSLGLKEAKDLVEKVPAILKQGVTKEEANEIIEKIKAAGGVAVME*

NbL05g14540.1 50S_ribosomal_protein_L7/L12−like [MW = 21.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MEMMYTDKYDRKAELQAFDETKAGVKGLVDAGITKVPKIFVQPPQSDEAEIPSNKEFTFPIIDLDRVKEDQITRKKIVQQVVHASDTWGLFQVINHGIPSHVMEEMKDGVIRFFEQDTEVKKQWYSRDFTKQFIFHSNFDLFKSPVTNWRDTFYATVAPIPPNPEEFPSVCRDILFEYTNQVMKLAYTIFELLSEALGLKPSHLNDMGCSEGLTALGHYYPACPQPELTLGAGKHADSNFLTVLLQDNIGGLQVLHQNHWVDVPPTPGALVVNIGDLLQLISNDKFKSVEHRVLANKVGPRISMACFCTTSFLPTERLYGPIQELISEHNPRKYKETTIKEYTTYYSNKGLDDTSALLHFRLKTK*

NbL05g14510.1 1−aminocyclopropane−1−carboxylate_oxidase_homolog_1−like [MW = 41.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MPRTRSSAAATKFEPEKPVETEDQVDFEGDNEEDEEIEYEEVEEEVEMEEVEEEEEEVEEEVEEEEEEEEEEEEEEENESDGAGETKGSKDVKMKVDTDTQDVEKKHAELLALPPHGSEVYIGGITQDVSEADVRDFCETIGEVTEVRIMKGKDSTQNKGYAFVTYRNKELASKAIKELNNTELKGKRVKCSPAQAKHRLFIGNVPRNWGEEDMKTAVTNVGPGVITIELVKDPQNSGRNRGFAFIEYYNNACAEYSRQKMSNSDFKLDDNAPTVSWADPKNAETAASAQVKAVYVKNLPKNITQDKLKELFEHHGKIMKVVLPPAKPGQEQSRYGFVHFAERSSAMKALKNTERYEIDGKILECSLAKPQADQKSSGGSSSQKGPTLPTYPPRIGYGMVGAPYGALSAGYGAAGVGQPLVYGRGATPAGLAMMPMLLPDGRIGYVLQQPGVMHTPPPASRGGRSSGGGSSGGRRGDSGRGRSRYNPY*

NbL05g14450.1 heterogeneous_nuclear_ribonucleoprotein_R [MW = 53.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00479 Glucose−6−phosphate dehydrogenase, NAD binding domain PF02781 Glucose−6−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MGGQLQWNPCSSSSVATTFHNGAHNFCRNFNILPFKVHSHESSVASTFHNGIYSRIQPRKHFQIMSSNGFHLNAVSLLDGSVSKSMPEQVPLTELENAETTVSITVIGASGDLAKKKIFPALFALFYEDCLPENFIVFGYSRTKMSDEELRNMISKTLTCRIDQRENCEAKMDHFLERCFYQSGQYNSEDDFAELDYKLKAKEGCRVSNRLFYLSIPPNIFVDVVRCASVKASSTSGWTRVIVEKPFGRDLESSSELTRCLKKYLTEEQIFRIDHYLGKELVENLSVLRFSNLVFEPLWSRNYIRNVQFIFSEDFGTEGRGGYFDNYGIIRDIMQNHLLQILALFAMETPVSMDAEDIRNEKVKVLRSMRPLQLEDVVLGQYKGHSKGGKLYPAYTDDPTVPNGSITPTFSAAALFINNARWDGVPFLMKAGKALHTRRAEIRVQFRHVPGNLYKKNFGTDLDKATNELVLRLQPDEAIYLKINNKVPGLGMRLDRSDLNLLYKAKYRGEIPDAYERLLLDAIEGERRLFIRSDELDAAWALFTPLLKELEEKKIAPELYPYGSRGPVGAHYLAAKHNVRWGDLSGDD*

NbL05g14140.1 glucose−6−phosphate_1−dehydrogenase_chloroplastic [MW = 66.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MKFSPAAPLSLSFLLLLLFSATTSAHNITKILAKHPQFSTFNHYLTVTHLAAEINRRQTITVCAIDNAAMNELLEKHLPTYTLKNVLSLHVFADYFGAKKLHQLTKGSTLTATMFQATGEAPGTSGYINITNMKGGKVGFANEDNDGHFTATFVKTVLEMPYNISVIQISHVLTSAAAEAPVAAPSDLNITTLMSEQGCKAFSDLLKSHPDVSKTFAENVESGLTVFCPTDGVLNGFMPKFKKLTKDGQASLLLYHGIPVYNSLGMLKSNNGLMNTLATEGKNKYDFTVQNDGDDVMLKTKVVTATISGTLYDEEPLSVYKVDKVLLPRELFKAVAEEPAPAPKGSKKKKSKKGGGDDVEDDSAPEPSLEEDDAPADESENLNGAISVKSSGWLVTVVLSVICVAFI*

NbL05g14040.1 fasciclin−like_arabinogalactan_protein_2 [MW − SP = 41.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00108 Thiolase, N−terminal domain PF02803 Thiolase, C−terminal domain

Protein sequence:
MAPAAADSIKPRDVCIVGVARTPMGGFLGSLSSLSATKLGSIAIEGALKKANVDPSLVEEVFFGNVLSANLGQAPARQAALGAGIPNTVVCTTVNKVCASGLKATMLAVQSIQLGINDVVVAGGMESMSNVPKYIAEARKGSRLGHDSLVDGMLKDGLTDVYKDCGMGVCAEICAENHKITREEQDDYAVQSFERGIAAQEAGAFAWEIVPVEVPGGRGKPSIIVDKDDGLGKFDGAKLRKLRPSFKEKDGTVTAGNASSISDGAAALVLVSGEKAIKLGLNVIGKISGYADAAQAPELFTTAPALAIPKAIKSASLEASQIDFYEINEAFAVVSLANQKLLGLNPEKVNVHGGAVSLGHPLGCSGARILVTLLGVLRQKNGKYGAAGVCNGGGGASALVLELV*

NbL05g13960.1 acetyl−CoA_acetyltransferase_cytosolic_1−like [MW = 41.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00856 SET domain PF09273 Rubisco LSMT substrate−binding

Protein sequence:
SLPPSFLHSLTLVLYFHLSSLAMAEASRILQSGFLPPFSHNSPSHRTTLHFTSSYTFQRRNSTTPNTISIRCSSSVSAAETTKPTKTENVPWGCDIDSLENASTLQKWLSDLGLPEQKMGIQRVDVGERGLVALKNIRKGEKLLFVPPSLVITADSKWSNPEAGALLKQYNVPDWPFLATYLISEASLMKSSRWSNYISALPRQPYSLLYWTRSELDRYLEASQIRERAIERINNVTGTYNDLRLRIFSKHPDLFPEEIFNIETFNWSFGILFSRLVRLPSMDGRVALVPWADMLNHNCEVETFLDYDKSSQGIVFTTDRAYQPGEQVFISYGRKSNGELLLSYGFVPREGTNPSDSIELSFSLKKYDKCYKEKVEALKKHGLSASECFPIQVTGWPLELMAFAYLVVSPPSMSRQFGEMAAAASNKSTSKKDMKYPEIEEEALQFILDSCESSISKYSKFLQASGEMDLDVTNPKQLNRRVFLKQLAVDLCTSERRILFRSQYILRRRLRDIRSGELKALKLFDGLRNLFK*

NbL05g13930.1 ribulose−15_bisphosphate_carboxylase/oxygenase_large_subunit_N−methyltransferase_chloroplastic−like [MW −
SP = 57.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01676 Metalloenzyme superfamily PF06415 BPG−independent PGAM N−terminus (iPGM_N)

Protein sequence:
MGSSGDAWKLKDHPKLPKGKTVAVIVLDGWGEAKPNEFNAIHVAETPVMDSLKNGAPEKWRLIKAHGNAVGLPTEDDMGNSEVGHNALGAGRIFAQGAKLVDLALASGKIYEGEGFKYIKECFEKGTLHLIGLLSDGGVHSRLDQVQLLLKGSAEHGAKRIRVHALTDGRDVLDGSSVGFMETLENSLAQLREKGIDAQVASGGGRMYVTMDRYENDWDVVKRGWDAQVLGEAPHKFKDPVEAVKKLRQEPNANDQYLAPFVIVDDNGKPVGPILDGDAVVTFNFRADRMVMLAKALEYENFDKFDRVRVPKIRYAGMLQYDGELQLPRHYLVSPPEIDRTSGEYLVRNGVRTFACSETVKFGHVTFFWNGNRSGYFNEKLEEYVEIPSDVGITFNVQPKMKALEIAERTRDAILSGKFDQVRVNLPNGDMVGHTGDIKATIEACKSADEAVKMILDAIEQVGGIYLVTADHGNAEDMVKRNKKGEPALDKNGNIQILTSHTCEPVPIAIGGPGLAPGVRFRQDLPTGGLANVAATFMNLHGYEAPSDYEPSLIEVVDN*

NbL05g13540.1 23−bisphosphoglycerate−independent_phosphoglycerate_mutase [MW = 61.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MDSQNKSNRQLQRAPCFSGDGQRAGASPSVIVIGGGVAGLAAARALYDASFQVVVLESRDRIGGRVHTDYSFGFPVDLGASWLHGVCKENPLAPLIGRLGLPLYRTSGDNSVLYDHDLESYALFDMDGNQVPQDLVTKVGETFESILKETDTIRQEFSEDMSISRAISMVFERRPDLRLDGIAHKVLQWYLCRMEGWFAADADTISLKCWDQEELLPGGHGLMVRGYRPVINTLAKGLDIRLGHRVAQVVRRYNGVKVTVEDGRTFVADAAVVAVPLGVLKSKRIKFEPRLPEWKEAAINELGVGIENKIILHFEKVFWPNVEFLGIVAESSYECSYFLNLHKATGHPVLVYMPAGQLARDIEKLSDEDAANFAFKQLQRILPNSTTPIQYLVSHWGTDVNSLGSYSYDTVGKPHEFYERLRIPVDNLFFAGEATSMDYPGSVHGAYSTGLMAAEDCRMRVLERYGELDLFQPVMGEDTPVAVPLLISRM*

NbL05g13420.1 probable_polyamine_oxidase_2 [MW = 54.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MALHFSGACLCSLSQRIRAVASESSVTVKAEEDKVKLGGSDLKVTKLGIGAWSWGDTSYWNNFEWDDRKLKAAKTAFDASIDCGIALIDTAEVYGSRFSFGAINSETLLGRFIKERKESNPEVEVAVATKFAALPWRLGRQSVLAALKDSLARLELSSVDLYQLHWPGIWGNEGYIDGLGDAVEQGLVKAVGVSNYSEKRLRAAYEQLKRRGIPLASNQVNYSLIYRFPEQNGVKAACDELGVTLIAYSPIAQGALTGKYTPENPPSGPRGHIYTPEFLTKLQPLINRIKEIGESYSKTPTQVVLNWLIAQENVLPIPGAKNADQAKEFAGALGWRLTQDEVDELRSLALDVKPVTGFPVEKL*

NbL05g13400.1 uncharacterized_oxidoreductase_At1g06690_chloroplastic [MW = 39.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MLFQIGIILSLFLLLTPIPCQSAVSSIDLGSEWFKVAVVNLKPGQPPISIAINEMSKRKTPSLVAFHAGSRLIGEEASGIVARYPNKVYSHLRDLISKTFPHVSKTLESLYLSYDISPEESRNVAVFKTENGDFTAEELVAMLLKYALGLAEAHTRGTPVKDAVVTVPPYMGVAERKGLLVAAELAGINVLALVNEHSGVALQYGIDKDFSNGSRHVIFYDMGAGSTYAALVYFSAYNTKEFGKTVSANQFQVKDVRWDAELGGEHMELRLVEYFADKFNKQLGNGVDVRKSQKAMAKLKKQVKRTKEILSANTAAPISVESIYVDRDFRSSITREKFEELCEDLWEKALVPLKEVLTHSGLKVEDIYAVELIGGATRVPKLQAKLQEFLGRKELDRHLDSDEAIALGASLHAANISDGIKLNRKLGMIDGSPYGYVIEVDGPDLPKDESTKQLIIPRMKKLPSKMFRSIVHNKDFEVSLAYESDEFLPPGTPSLTFAQYAVSGLADASEKYASRNLSAPIKANLHFSLSRSGIFSLDRADAVIEIIEWVEVPRKNLTVDNSTSASTNTSNENSPSNPEESSEKVNADDRNSNNSDPSENDSSTTSLSTEKKLKKRTFRVPLKIDEKTAGPGASLSKESFNEAKSKLEALDKKDEERRRTAELKNSLEGYIYDTRDKLESEDFAKISTSQDRQSFIEKLDEVQEWLYTDGEDASATQFQKRLDELKAIGDPIFFRHNELTARPAASAHARKYLNEVQQIVHGWETNKSWLPKGRIDEVLKEAEKVKNWLNQKEAEQKDTPGFSNPAFTSEEVYEKVLDLQDKVTKVNRIPKPKPKIEKPVKNETESSREKADAANSSSEEGASQKEQTTSDAEKPSTDGKADAQSKDHESDHDEL*

NbL05g13380.1 heat_shock_70_kDa_protein_17 [MW − SP = 97.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEAEAATTDVPVVQVSEKIECKDDPIKVPNGEAEGQKEHEESAFDGEFIKVEKEVLDSKDDSHAAAETSPAEGKVSEEEHISSISSASREYLEAQEKAKELELELERVAGALKDAESENAKLKDELSFTKEKMQETDKKFEGLELDHKKLQEQIVEAQSRYNTELKALQEALQAQELNSKEHANVKEAFDRLSLEFESSKKKMEELEHELLTSAAEAKKFEELHKQSGSLAESETTRALEFERLLELSKQSAKEVEDQMASLQEELKGLNEKITENQTVEEALTCTASELSRVQGELEISKSQVQDTENKLASKEALIDELSQELDIRKASESQVKEDFLALELVLSSTKEDLQAKVSELEDIKLKLQEEADLKEQYGAKLKSQETQLSVSQEELTKLSTEKGALEAAVAELNNTVIQMKELCGDLEVKLQLSDENFSKVDSLLSQALANSAELEQKLKSLEELHHESGNAITTANQKHVELEDMLQVSNTAVEEAKSQLGEMEKRCIAAEEKNVELEQQINLVELKSNDTKRELEEFSGKVSELNAILEKTLEERKQLDTKLQEYEEKIALLDSELVKSTARNLELEVELKTVAEKCTEHEGRANITEQRSRELEDLMLVSHSKVDEAGKKVSDLELLLETEKYRIQELEEQISTLEKKCVAAEVESKKHADRASELEAEVEAFQMKSSSLEVALEETKEKEKELNQCLNNVTEEKKNLEDVYTNSIEKLAETENLLEVLRNELNATQQRLEGIENDLNAAGLKESEVMEKLKSAEEQLEQQGRVLEQATARSIELESLHDTLKRDSELKIQEATGKFVTRDSEAQTLNEKLKALEDQLKSYEEQIAKSTESSSAIKEELDQVLVKLASSETDNEVLKKKILEAESKAADILSENQQLAETNMLLKNGVSDLEEQLNSAHAEKEASVQQLVSHMNTITELSEQHSRASELQSETEARISETEAKLHEALQNFSQKESEGKELLDKLQSLEALVKTYEEQAHETATLAETQKVELEQSCKNLGDLESVLEELKGKCTELKKEREGLTQENSELKGKVTSNESKLNDLEAKVSAAFAEKNEAVEELTSSKQVIDNLKEQLTSEGQKLQLQLSSILEENNLLNETHQTSKKELQNVIAHLEEQLKELKSSEDSLKSQLEVFQAEIHHNSELQSRIKELEEQLASAEAQVEKEKEAMSNKVLEHEATLKSSSEELQVKSKELLLLQNQAKELEENLQKAYATLKHKDNVEVKSRDIGEMLSIPTKRKSKKKTEVSSTQPSSSEQQVQHIEGSSATTLKFILGVALVSVIVGIILGKRY*

NbL05g13320.1 myosin_heavy_chain_cardiac_muscle_isoform−like [MW = 147.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
MAMISRLLRSTVKAAITTQGGFHAKHIPAVSSLQEHIVRNSAQARYNSTQASLQNDIPSTDNRGFKGHDMLAPFTAGWQSTDVDPLIIEKSEGSYVYDIKGRKYLDTLAGLWCTALGGNEPRLVDAATKQLNTLPFYHSFWNRTTKPSLDLAKELLDMFTANKMAKAFFTNSGSEANDTQVKLVWYYNNALGRPNKKKFIARAKAYHGSTLISASLTGLPALHQKFDLPAPFVLHTDCPHYWRYHLPGETEEEFSTRLAKNLEDLILKEGPETIAAFIAEPVMGAGGVIPPPATYFDKIQAVVKKYDILFIADEVICAFGRLGTMFGCDKYNIKPDLVSLAKALSSAYMPIGAVLVSPEVSDVIYSQSNKLGSFSHGFTYSGHPVSCAVALEALKIYKERNMVEKVNRISPKFQEGLKAFSDSPIVGEIRGTGLILATEFADNKSPNDPFPPEWGIGAYFGAQCEKNGMLVRVAGDTIMMSPPFIVTPEEVDELISIYGKALKETEKRVEELKSQK*

NbL05g13310.1 gamma_aminobutyrate_transaminase_1_mitochondrial [MW = 56.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MTTKAELVFIPAPGAGHLISTVEIAKLVIDRDERLCISVLIMKLPMDFGTQSYVESLSSTARLQFVDITVDEKTAAELTSNKETFFLDFIRGHKPKVIDFVHNMTSNSPLAGFVLDMFCIPMIDVANEFSVPSYIFFTSSASFLALCLHFESLKKEHNIDTSKYKDSHEELTVPGFKNPYPAKLLPRATTDQSAVVTMFFDFVTRYKETKGIMVNTFAELEPFALQFLSGSKKVPKIHPVGPVVNIKEGGHGRNSQSETESIIKWLDDKPESSVVFLCFGSMGSFEPEQVKEIAIALECSGHRFLWSLRRPPPKGKMELPSNYENLEEVLPEGFIERTNGVGKVIGWAPQVTVLSHPAVGGFVSHCGWNSILESFCFGVPMATWPHYAEQQMNAFALVKELELAVEIRMDYVKDIEGKNPVDIVTAKEIESGIRQLMADGEESGIRKKVKEIKEKSSAAMKQGFGEIKLKKARIGLTHVIFTYYTR*

NbL05g13250.1 UDP−glycosyltransferase_71E1−like [MW = 54.33 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 97 193 289 385 481

Protein length

Gel Slice

3.2 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60 70

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MDTKKAELVFIPSPGLGHVASAVEISKLILDTDERLSISLLIMKHPADFGVQPYLQSLSSHSRLHFVDVSIESKTAAELLSNKDRFLYDFVDGHKSKVREYVGNNITSNSCCGFVLDMFCISMIDVANEFGLPSYIFFTSATAFLALSLHFEALRSNANEDEISKYDYSESNEELSIPGFKNPYPAKILPRPAKSVTPSSILYFNGIRRFKETKGIIINTFAELESFALQSLSDARIVKQIYPIHPIAYSEDNKPETESIIKWLDDQPKSSVLFLCFGTLGSFEPEQVREIAIALERSGHRFLWSLRRPPPKGKVEMPKNYDDSEEVLPEGFLDRTNGIGKVVGWAPQVTVLSHPAVGGFVSHCGWNSVLESVCCGVPIAAWPLYAEQQMNAFLLVKELGLAVEIRMDYVKDFEGKNPVDIVGAGEIEGAIKKLMADGEENEVRKKVKEMQEKSRVAMEEDGSSYISLRLLIKDFISNIT*

NbL05g13240.1 anthocyanidin_3−O−glucosyltransferase_6−like [MW = 53.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MATAFSATKVLQPLPFNSTRSAEKPLLIQSSSFLGSSSSHKLSLKKPFLPPNSQRQSNAAVVAVSDVVKEKKSKSKSSLSNLLITKEEGLVLYEDMVLGRAFEDMCAQMYYRGKMFGFVHLYNGQEAVSTGFIKLLKKEDSVVSTYRDHVHALSKGVPARQVMSELFGKTTGCCRGQGGSMHMFSKEHNVLGGFAFIGEGIPVATGAAFTSKYRKEVLKGAECDHVTLAFFGDGTCNNGQFYECLNMAALWKLPIIFVVENNLWAIGMSHLRSTSDPEIWKKGPAFGMPGVHVDGMDVLKVREVAKEAIGRARRGEGPTLVECETYRFRGHSLADPDELRDPAEKNHYATRDPITALKKYMFENNLVSEAELKAIDKKIDEVVEESVDFADASPVPARSQLLENVFADPKGFGIGPDGRYRCEDPKFTEGTAHV*

NbL05g13180.1 pyruvate_dehydrogenase_E1_component_subunit_alpha−3_chloroplastic−like [MW = 47.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08323 Starch synthase catalytic domain

Protein sequence:
SPPTHTKIHCLLVSCHSPHPPPSAIDLGIYNVHYTLVALHILLVFVSVERKNMSIMAMDFTSGLSFPSSFAPNGNSSNSINYGSCYNISSKAILLKQQSYFFKRCFYSKSRNFKIQLFPQIDAQLEAEQLEGSEADYETEGLSWPSPNDEIPFWKREFPFWDLSSDDPAGVEKDADLLHIVHVTAEMAPIAKVGGLGDVVTGLGRACLKRGHKVDVMLPFYECIPKHLLDELALIKTYNSYLDGNWVACNAYRGEVSGVPVILIEPSNHFFKGTNIYGGSYNELEAYLFFSRACLELMQVTGTQPDIIHVHEWQTSALPLFYWDMYQFLSLQKPRIVLTIHNMEHYGECRQEQLSKFGLDGSAYATEDKAIDDRTVGHNPERLSLLKGGIVYSNAVVTVSPTYLKETLCSGWLSSALMRNRDKYSGILNGIDTEMWNPATDVYLPAKFDASKIEGKRICKQFVQRGLGLPFESIKQGTCVADQVPLVICITRLVAQKGLHLITHAIKHVEELGGQLVILGRASDGRVEREFEGLAELHNKGPNIRILLMYR*

NbL05g13080.1 glycogen_synthase−like [MW = 61.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10075 CSN8/PSMD8/EIF3K family

Protein sequence:
MGKEDTTQKSQLAVTVEQLIAVNPYNPDILPDLENYVNEQVSTQTYNLDANLCLLRLYQFEPERMSTPIVARILVKALMAMPAPDFSLCLFLIPERVQMEEQFKTLILLSHYLETARFRQFWDEAAKSRHIVEVVPGFEQAIQAYAVHVLSITYQKVPRAIVAEAINIEGLSLDKFLEHQVSNNGWVIEKGQGKGQLITLPRTEFNHPELKKNTADSVPLEHVTRIFPILG*

NbL05g13000.1 eukaryotic_translation_initiation_factor_3_subunit_K−like [MW = 26.3 kDa]
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1 162 323 484 645 806

Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
MAERVLTRVHSLRERLDATLAAHRNEILLFLSRIESHGKGILKPHQLLAEFESIHKEDKNKLNDHAFEEVLKSTQEAIVLSPWVALAIRLRPGVWEYVRVNVNALVIEELTVPEYLQFKEELVNGTSHDNFVLELDFEPFTASFPKPTLTKSIGNGVEFLNRHLSAKMFHDKESMTPLLEFLRVHHYKGKTMMLNDRIQDLNTLQNVLRKAEEYLTTLSPETSYSAFEHRFQEIGLERGWGDTAERALEMICMLLDLLEAPDSCTLEKFLGRIPMVFNVVILSPHGYFAQENVLGYPDTGGQVVYILDQVPALEREMLKRIKEQGLDIKPRILIVTRLLPDAVGTTCGQRLEKVFGTEHSHILRVPFRTEKGIVRKWISRFEVWPYMETFTEDVAKEIAAELQAKPDLIIGNYSEGNLAASLLAHKLGVTQCTIAHALEKTKYPDSDIYLKKFDEKYHFSAQFTADLIAMNHTDFIITSTFQEIAGSKDTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADMNLYFPYYEKEKRLTAFHTEIEELLFSDVENDEHMCVLKDRNKPIIFTMARLDRVKNLTGLVELYAKNPRLRELVNLVVVGGDRRKESKDLEEQAEMKKMYELIKIHNLNGQFRWISSQMNRVRNGELYRYIADTRGAFVQPAFYEAFGLTVVEAMTCGLPTFATNHGGPAEIIIHGKSGFHIDPYHGEQAAELLADFFEKCKKEPSHWEAISEGGLKRIQEKYTWQIYSDRLLTLAAVYGFWKHVSKLDRLEIRRYLEMFYALKFRKLAEAVPLAVE*

NbL05g12990.1 sucrose_synthase [MW = 92.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
MAASGLSIKKSLEESIMAHPDEILALKSRIETEGKGVVKPLDLLNHLVSVTSKTNGVNIVPSALVEVLSCSQEAVILPPKLALAVRPRPGVWEYLSLNLKTKKVAELSIPEYLQLKENTVDESGNILEVDFEPFTTVTPPKTLSDSIGNGLEFLNRHIASKMFHDKEISKCLLDFLRNHNYQGKSLMVKESIQSLESFQLVLKKAEEYLCTLNPETAYSNFESKFEEIGLERGWGNTAERVQDTISHLLHLLEAPNASSLENFLGRIPLVFNVVILTPHGYFAQDNVLGYPDTGGQVVYILDQVPAMEREMLHRMNLQGLDDIIPRILVVTRLLPDAVGTTCGERMEKVYGAEHSHIIRIPFRTEKGMLRKWISRFEVWPYMETFTEDVAEELVKELQGKPDLIIGNYSEGNLAASLLAKKFGATQCTIAHALEKTKYSNSDLNWKKFDDKYHFSSQFTADLFAMNHTDFIITSTFQEIAGSKNTVGQYESHTAFTMPGLYRVVHGIDSFDPKFNIVSPGADMSIYFPYTEKEKRLTNFHPEIEELLYSPVENKDHLCVLKDRNKPILFTMARLDRVKNLTGLVEWYAKNARLRELVNLVVVGGDRRKESKDLEEQAEMKKMYDLIETYNLNGQFRWISSQMNRVRNGELYRYIADTRGAFVQPAFYEAFGLTVVESMTCGLPTFATCNGGPFEIIVNGKSGFHIDPNQGDKAADMLVNFFEKSKEDPSYWDAISKGGLQRILEKYTWQIYSQKMITLSGIYGFWKYATKNDKVANAKRRYLEMFYELGFKKSAEKVPLAIDE*

NbL05g12970.1 sucrose_synthase−like [MW = 91.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00578 AhpC/TSA family

Protein sequence:
MASLSISVKHTLPSLLHNQTPKNPISHNLNIFSRSSQSQFYGLKLQNSPSFSTPSSYSPKTSIVAKVNKGTVPPPFTLKDQDGKNVSLSKFKGKPVVVYFYPADETPGCTKQACAFRDSYEKFKKAGAEVVGISGDDPASHKAFAKKYRLPFTLLCDEGNKVRKEWGIPGDLFGTLPGRQTYVLDKNGVVQLIYNNQFQPEKHIDETLKLLQSL*

NbL05g12930.1 peroxiredoxin_Q_chloroplastic−like [MW = 23.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00166 Chaperonin 10 Kd subunit

Protein sequence:
MATTQLTASSICANGFVSFDGLRSMGSVKVASFAPLKQNRRSFRSLVVKSATTVAPKYTMLKPLGDRVLVKIKTAEEKTVGGILLPVTAQSKPQGGEVVAVGEGRSAGKTKVDISVKTGAQVVYSKYAGTEVEFDGSKHLILKEDDIVGVLETDDIKDLQPLNDRVLIKVAEAEEKTAGGLLLTEAAKEKPSIGAVIAVGPGPLDEEGNRKPLSVSPGNTVLYSKYAGSEFKGADGSDYITLRASDVMAVLS*

NbL05g12850.1 20_kDa_chaperonin_chloroplastic−like [MW = 26.47 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MGSFLCFSVIVVLLVLQPCFAKKVYIVHMKNHQIPSSFATHHDWYNAQLQALSSSSTSDESSLLYSYDTAYSGFAASLDPHEAELLRQSDDVVGVYEDTVYTLHTTRTPEFLGLNNELGLWAGHSPQELNNAAQDVVIGVLDTGVWPESKSYNDFGMPDVPSRWKGECESGPDFDPKLHCNKKLIGARFFSKGYQMSASGSFTNQPRQPESPRDQDGHGTHTSSTAAGAPVANASLLGYASGVARGMAPRARVATYKVCWPTGCFGSDILAGMERAILDGVDVLSLSLGGGSGPYYRDTIAIGAFSAMEKGIVVSCSAGNSGPAKGSLANTAPWIMTVGAGTIDRDFPAFATLGNGKKISGVSLYSGKGMGKKVVPLVYGTHSSASLCLSGSLDPKMVRGKIVLCDRGTNARVEKGLVVKEAGGIGMILANTAESGEELVADSHLLPAVAVGRKLGDFIRQYVKSEKNPAAVLSFGGTVVNVKPSPVVAAFSSRGPNTVTPQILKPDVIGPGVNILAAWSEAIGPTGLEKDTRRTKFNIMSGTSMSCPHISGLAALLKAAHPEWSPSAIKSALMTTAYVRDTTNSPLRDAEGGQLSTPWAHGSGHVDPHKALSPGLIYDITPEDYIKFLCSLNYELNHIQAIVKRPNVTCAKKFADPGQINYPSFSVLFGKSRVVRYTRAVTNVGAAGSVYEVTVDAPPSVTVTVKPSKLVFKRVGERLRYTVTFVSKKGVNMMRKSAFGSISWNNAQNQVRSPVSYSWSQLLD*

NbL05g12650.1 subtilisin−like_protease_SBT1.8 [MW − SP = 79.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MSRFSLLLALVVAGGLFAAALAGPATFADENPIRQIVSDGLHELENGILQVVGKTRHALLFARFAHRYGKRYETVEEIKQRFEVFLDNLKMIRSHNKKGLSYKLGVNEFTDITWDEFRRDRLGAAQNCSATTKGNLKLTNVVLPETKDWREAGIVSPVKNQGKCGSCWTFSTTGALEAAYGQAFGKGISLSEQQLVDCAGAFNNFGCNGGLPSQAFEYIKSNGGLDTEEAYPYTGKNGLCKFSSENVGVKVIDSVNITLGAEDELKYAVALVRPVSIAFEVIKGFKQYKSGVYTSTECGNTPMDVNHAVLAVGYGVENGVPYWLIKNSWGADWGDNGYFKMEMGKNMCGIATCASYPVVA*

NbL05g12610.1 cysteine_proteinase_3 [MW − SP = 37.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03133 Tubulin−tyrosine ligase family

Protein sequence:
PFCVVHTPQELASELSPQTNSAEMSRIQSYDDFVRVHGVLLAAAGIPQSLHKLLFQKLSSDTFDGGHVFQIEPLEDGRQRRLLFTSDFMPKHSNLFLVDHAWTFRLPDAYKQLCEVPGLAERMAALMCADSAAEEAGDVDGDAGEEDSIKPSALEIVQREIKEGGDDATRWLELEELDIDDDTLLSLDLPNKLPNLLALSLCSNNMKDVEIVAKEVIRLKYLKALWLNNNPILECSNSEAAIIQGCPGLEICNSKFTSNYGEWALGFCGGIYDKENAGFAHQRDHPLESVTSLDLSNRSIHNLINKAFNPDDIPSLSYLNLRGNPLDQNSLSDLLQLLKGFSCLDSLEVDIPGPLGEGAAEIVEALPNLSLLNGVNTSKILESGKSVVDSMLQPRLPEWAAGDPLEDRVINAMWLYLMTYRLADEEKIDETSVWYVMDELGSALRHSDKPNFRLSPFLYMPEGNLASAVSYSILWPIDDVREGDECTRDYLFGIGEEKQRSARLTAWFHTPRNYFIKEYEKYKNKLQSNKFVSPVQGSSVTNSLSHGDGSALRVFTDIPPVEEYLTRNEFVITTEPKDADIIWTSMQIDEETKKAAGLNDEQYINQFPFEACLVMKHHLAETIQKAHGLVEWLQPTYNLETQLTQLIGDFQQREREKLDNLWILKPWNMARTIDTTITSNLSAIIRLMETGPKICQKYIEHPALFKGRKFDLRYIVLVRSMNPLEIFLAEVFWVRLANNTYTLEKHSFDEYETHFTVMNYRGRLNHTNTPDFVKEFEKEHEVNWLDIHSRIRSMIKLAFEAAAVVHPEMHHNKSRAMYGVDVMLDCQFQPKLLEITYCPDCGRAVKYDTEAVVGGGETVKGKDFYNYIFGCLFLNETNHVSQL*

NbL05g12600.1 tubulin−−tyrosine_ligase−like_protein_12 [MW = 100.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
KYVPNPIYQDNKHSSTSKTISKKRTHKMFFQSFFIFSLLFLSSEAAVLDFCVGDLSVPDGPGGYACKKKPSAVTANDFVFSGLATPVKLNPLIKAAVTPAFAPQFPGLNGLGISMARLDLAIGGVIPMHTHPGASEVLYVGSGEICAGFISSSDNKVFFKNLKQGDIMVFPQGLLHFQINSGKTAALAIVSFSSPTPGLQITDFALFANDLATEIVQATTFLDAATIKKLKGVLGGTN*

NbL05g12510.1 auxin−binding_protein_ABP19a−like [MW − SP = 19.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01667 Ribosomal protein S27

Protein sequence:
SRTISIFAACGATHSLPSLSFHFAKMGLSNDYDMLNPPADVEKRKHKLKRLVQSPNSFFMDVKCQGCFNITTVFSHSQTVVVCGNCQTVLCQPTGGRARLTEGCSFRRKGD*

NbL05g12500.1 40S_ribosomal_protein_S27−2−like [MW = 12.23 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 62 123 184 245 306

Protein length

Gel Slice

4.6 5.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15

Peptide counts over 4 repeats

1 62 123 184 245 306

Pfam domains

Pfam Description
SP Sequon TM Domain PF07876 Stress responsive A/B Barrel Domain

Protein sequence:
MKLVEQIVRSLSTAQLPVARSNQRIQIYSQNLRHSRKMVGLKTSGPAPPTPCSHFLSLNPTAATFRHFKPYSSFRSIKMSAEQIVEHVVLFKAKPDVDPSKLSAMASNLNSLTSLNQVVHLSAGPLIRDRSSSFSFTHILHSRYKSISDLADYSAHPDHVSVVKEYVLPVVDDIMAVDWIPTDFSGPSEVPPGSALRVTFLKLKENLGENEKSQVLSAVGGIKEKFPGIEQLTVGENFSPGRAKGFSIASIAVFKGVNELEALESQTELANEQKEKVRDFLDGVVVVDYAVLPTQSPSLSVKISK*

NbL05g12440.1 stress−response_A/B_barrel_domain−containing_protein_UP3 [MW = 33.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00483 Nucleotidyl transferase

Protein sequence:
MASIGALKSSPSPQNCINERKNDATRAMSFRNLSFSSSHLSGDKLMSMATLHSQQRHSSESRSPLIVSPKAVSDSQNSQTCLDPDASRSVLGIILGGGAGTRLYPLTKKRAKPAVPLGANYRLIDIPVSNCLNSNISKIYVLTQFNSASLNRHLSRAYASNMGGYKNEGFVEVLAAQQSPENPNWFQGTADAVRQYLWLFEEHNVLEFLVLAGDHLYRMDYEKFIQAHRETDADITVAALPMDEKRATAFGLMKIDEEGRIIEFAEKPKGEQLKAMKVDTTILGLDDERAKEMPFIASMGIYVISKDVMLNLLRDRFPGANDFGSEVIPGATSLGMRVQAYLYDGYWEDIGTIEAFYNANLGITKKPVPDFSFYDRSAPIYTQPRYLPPSKMLDADVTDSVIGEGCVIKNCKIHHSVVGLRSCISEGAIIEDSLLMGADYYETDADRRFLAAKGSVPIGIGKNSHIKRAIIDKNARIGDNVKIINSDNVQEAARETDGYFIKSGIVTVIKDALIPSGIII*

NbL05g12300.1 glucose−1−phosphate_adenylyltransferase_small_subunit_chloroplastic/amyloplastic [MW = 57.24 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MKITMGANSALLCLLSVLFMFLLSPTFAIKKSYVVYMGAHSHGKEVSSIDYDRVRDSHHEFLGSYLGSTDKTKEAIFYSYTKHINGFSAMLEDDEAVEISKHPQVVSVFLNRGRKLHTTRSWNFMGLENDGVIHPSSLWKKARFGEDTIIGNLDTGAWPESESFIDEELGPIPSKWRGICQNDSDHTFQCNRKLIGARYFNQGYATLAGSLNSSFNTPRDTDGHGSHTLSTAGGNFVQGASVFGYGNGTAKGGSPKARVAAYRVCWPPIMGNECFDSDILAAFDMAIHDGVDVLSVSLGGDAGAYVNDSVAIGSFHAVKHGIVVVTSAGNSGPGPGTVSNVAPWLITVGASTMDRQFPSYIILGNKKQYKGESLSVETLPKGKFFPIISAASAKAPHASTDDAQLCKAGSLDPKKVKGTILVCLRGDNARVDKGQQAALAGAVGMVLANDYASGNEVIADPHVLPATQISYTDGLELFTYVNSTSTPTASITHPTTQLGTKPAPVMAAFSSIGPNTVTPEFLKPDITAPGVSIIAAYTGAEGPTNQDFDKRRVKFNSVSGTSMSCPHVSGIVGLLKTLYPTWSPSAIKSAIMTTARTRDNAIEPMLNASYIKTSPLAYGAGHVRPNRAMDPGLVYDLTIDDYLSFLCAQGYNETQIKTFTQGPFKCPEPVNFIDMNLPSITVPNLNGSVTVTRTLKNVGSPGTYKARIRRPIGISAVVEPNSLEFKNIGEERSFKLTLKVKGSKGPKDYVFGQLIWSDSKHYVRSPIVVKST*

NbL05g12260.1 subtilisin−like_protease_SBT5.3 [MW − SP = 79.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
VIIHRPFYNSNTCPPSAPKVRFQFHSFLKNPSFQKDIFSDYSLSTPKNPNPYYKGLTMADENITNGEVYDDAPVEIAVDETSDAVSKTSALKQKIAALEQEKSQLLHENDVIKQRIEKLKSSIEESQNEKSELLKKVENFESENKVLGSVAARAAELETEVSRLQHNLITAMNDLEGSNSELSGVKSTLEGLKSSENEMTVKLDAIESERNLLLSKLERLEASGNNQRGEVEVKEEEIRGLKKHIEELEGTVVNNEEWEKEKTELHMVKEELEKRVKEMIARAAELEKKLEEKEKVITERLVASNVNGIPVGDYDKVGYFGAEVNLPVVAASSVVAVAVIGVVCYLKYGRKA*

NbL05g12070.1 peroxisomal_and_mitochondrial_division_factor_2−like [MW = 39.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain PF13793 N−terminal domain of ribose phosphate pyrophosphokinase

Protein sequence:
MENGALMKKQVLLYHCVEMEELARKIASESDCIHLHSINWRSFDDGFPNLFINNAHNIRGQHVAFLASFSSPAVIFEQLSVIFALPRLFVASFTLVLPFFPTGSFERMEEEGDVATAFTMARILSNIPISRGGPTSVVIYDIHALQERFYFGDHVLPLFETGIPLLKQRLQQLPQTEKIVIAFPDDGAWKRFYKQLGHYPAVICTKVREGDKRIVRLKEGNPAGCHVVIVDDLVQSGGTLIECQKVLAAHGAAKVSAYVTHGVFPKRSWERFIHKDDGSEKAFTYFWITDSCPLTVNAIADKAPFEVISLAGSIADALQT*

NbL05g12030.1 ribose−phosphate_pyrophosphokinase_4 [MW = 35.74 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF00515 Tetratricopeptide repeat
PF08321 PPP5 TPR repeat region

PF13181 Tetratricopeptide repeat

Protein sequence:
METDNSNTPRAEELKQLANEAFKGHKYSQAIDLYTQAIELNSENAVYWANRAFAHTKLEEYGSAIQDAAKAIETDPKYSKGYYRRGAAYLAMGKFKDALKDFQRVKKLCPNDPDATKKLKECEKAVMKLNFEEAISVPESQRRSVADSIDYLTVGSGPGSSYVSTKVTAVSAAAALMAVLVVYMGTKAATAVAAAALAALLMVLLTFWWDGFNDTKSRTLELEVEPQYTGARIEGDVVTLDFVKKMLDDFKNQKNLHKRYAYQVVLQTREMLRALPSLVDIIVPEGKHFTVCGDVHGQFYDLLNIFDLNGLPSEDNPYLFNGDFVDRGSFSLEVILTLFAFKCMCPSAIYLARGNHESKSMNKIYGFEGEVRSKLSETFVELFAEVFCCLPLAHVINGEVFVVHGGLFSVDGVKLSDIRAIDRFCEPPEEGLMCELLWSDPQPQPGRGPSKRGVGLSFGADITKRFLQENNLDLVVRSHEVKDEGYEIEHDGKLITVFSAPNYCDQMGNKGAFIRFEAPDMKPNIVTFSAVPHPDVKPMAYANNFLRMFS*

NbL05g11920.1 serine/threonine−protein_phosphatase_5 [MW = 61.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00698 Acyl transferase domain

Protein sequence:
MSSSSSLLLPSISLNNRDPLSLSRSNCFVSGNGIRRFSPIQLDKSRVFMSVSVGSRTAVDDALFADYKPTNAFLFPGQGAQSVGMGAEAQKVPAAAELYKRANEIMGFDLLDICINGPKEKLDSTVLSQPAIYVTSLAAVEILRAREGGQQIIDTVDVTCGLSLGEYTALAFAGAFSFEDGLKLVKLRGEAMQDAADAAKSAMVSIIGLDSEKVQKLCDAANEEVDEANRVQIANFLCTGNYAVSGGLKGVEVVEAKAKSFKARMTVRLAVAGAFHTSFMNPAVSRLEDALGATEIRTPRIPVISNVDAQPHADPDTINKILARQVTSPVQWETTVKTLLTKGLKKSYELGPGKVIAGIVKRMDKGAVIENIGA*

NbL05g11900.1 malonyl_CoA−acyl_carrier_protein_transacylase [MW = 39.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13839 GDSL/SGNH−like Acyl−Esterase family found in Pmr5 and Cas1p PF14416 PMR5 N terminal Domain

Protein sequence:
MSSLLSFLMFFSLLVLVSTLSHVHGELINDTNQLGTNGCDLFEGSWVYDDSYPLYDSSVCPFIEKQFDCLINGRADKDYLKYRWQPNECDLPRFSAIEFQQKFKGKQMMFVGDSISLNQWQSLTCMLHAADPQAKYISKRIGGISIFTFPKYNTSYLLFRNAFLVDITTENNGTRVLKLDSLSSAAQWKDMDVLIFDSWHWWLHTGRKQPWDLVQDGNSTYKDGPRLTLYEKALNTWAKWVDSEVDITKTKVFFQGVSPDHDNPTSSGSKTCEGVTQPLKSTEEVHQEELVLEKVLRGMNKSVYLLNITKLSQYRADGHPSVYGHGGHRDLDCTHWCLAGVVDTWNLFLNALLGL*

NbL05g11840.1 protein_trichome_birefringence−like_43 [MW − SP = 37.79 kDa]
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Peptide counts over 4 repeats

1 173 345 517 859

Pfam domains

Pfam Description
SP Sequon TM Domain PF00982 Glycosyltransferase family 20 PF02358 Trehalose−phosphatase

Protein sequence:
MMSRSYTNLLDLASGNFPVMGRERERPRMMPRVMTVPGNICELDDDLAHSVSSDNLSSLAGDRMIIVANLLPLKAKRRPDNKGWSFSWNEDSLLLRLKDGLPEDMEVLFVGSLSIDVDPIEQDDVSSYLLDKFRCVPTFLPPNILEKYYEGFCKRHLWPLFHYMLPFSPDHGGRFDRSMWEAYVSANKMFSQKVVEVLNPEDDFVWVHDYHLMVLPTFLRRRFNRLRIGFFLHSPFPSSEIYRTLPVREEILKALLCSDLVGFHTFDYARHFLSCCSRMLGLEYQSKRGYIGLEYFGRTVGIKIMPVGIHMGHIESMKKIAYKEVKFKELKQQFEGKTVLLGVDDLDVFKGINLKLLAMEHMLKQHPKWQGQAVLVQIANPMRGKGIDLKEIQAEIQESCNRINKQFGKPGYEPIVYIDKPVSSSERMAYYSLAECVVVTAVRDGMNLTPYEYIVCRHGVSGSETDSGVGGLDKSMLVVSEFIGCSPSLSGAIRINPWNVEATAEAMNEAVSMAEQEKQLRHEKHYRFVSTHDVAYWSRSFLQDMERTCADHFRKRCYGIGLGFGFRVVALDPNFRKLSIDDIVNAYIKSKSRAIFLDYDGTVMPQNSIIKSPSSEVISILNRICGDQNNTVFIVSGRGRESLSKWFSPCRKLGLAAEHGYFLRWAEDQEWEVCSQTSDFGWMHLAEPVMQSYTDATDGSCIERKESAIVWQYRDADSGFGFSQAKEMLDHLESVLANEPVAVKSGQFIVEVKPQGVTKGLVAEKIFTSLAEKGKRTDFVLCIGDDRSDEDMFEIIGDALSRNIVSYDTKVFACTVGQKPSKAKYYLDDTSEAVLMLDSLAEATDTPVTSDEEPESSA*

NbL05g11690.1 probable_alphaalpha−trehalose−phosphate_synthase_[UDP−forming]_7 [MW = 97.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MAIRAAISGRSLKLSSSVGARSLSSLWRNVEPAPKDPILGVTEAFLADPTPHKVNVGVGAYRDDNGKPVVLECVREAERRIAGSFNMEYLPMGGSVNMIEESLKLAYGENSDLIKDKRIAAIQALSGTGACRIFADFQRRFCPDSQIYIPVPTWSNHHNIWKDAHVPQKTYHYYHPETKGLDFAALMDDIKNAPNGSFFLLHACAHNPTGVDPTEEQWREISHQFKVKGHFAFFDMAYQGFASGNPEKDAKSIRIFLEDGHPIGCAQSYAKNMGLYGQRVGCLSVVCEDEKQAVAVKSQLQQLARPMYSNPPVHGALVVATILGDPNLKKIWLGEVKGMADRIIGMRTALRENLEKLGSPLSWEHITNQIGMFCYSGMTPEQVDRLTKEYHIYMTRNGRISMAGVTTGNVGYLANAIHEVTKSA*

NbL05g11580.1 aspartate_aminotransferase_mitochondrial [MW = 46.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
FISLYKKKLYSIMSSLTRDILLTFLCVLLVFACFSNAQLSANFYGTSCRNLQTIVSSAMRQAVNREPRLGASILRLFFHDCFVNGCDASILLDDTATFTGEKNANPNRNSAGGFEVIDTIKTQVEASCPNAVSCADILALAARQGVVLLGGPSWAVPLGRRDARTASQSAANAQIPAPTSSLSTLLSMFSAKGLNARDMTALSGGHTIGQARCTTFRTRIYNDTNIDAQFATTRRATCPSSGGDSNLAPLDIQTPNRFDNDYYQNLVARRGLLHSDQELFNGGSQDALVRSYSTNVAAFTSDFAAAMVRMGNISPLTGTNGEIRRNCRAIN*

NbL05g11560.1 peroxidase_P7−like [MW = 35.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MVASYVLLLMCLFMISLALLVYLICPENPLYVQLNPGGVLSVATSTIPCKKIQPFLTRQRSHRHCLLMRAKASVETDMLAKDSVGADAVDDKDFGVVSMHHVGILCENLERSLDFYQNILGLEINEARPHDKLPYRGAWLWVGSEMIHLMELPNPDPLTGRPEHGGRDRHTCIAIRDVSKLKVILDEAGIPYTLSRSGRPDIFTRDPDANALEFTQVDA*

NbL05g11230.1 uncharacterized_LOC107832338 [MW = 24.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00009 Elongation factor Tu GTP binding domain PF11987 Translation−initiation factor 2

Protein sequence:
MTSMASLVSLGSVCGCSSGGQFEGSFSLVRRVSLANNFRNFNRIWVGKRWRYVSVCRFSVTTDFVASDQGTSISLDSSSRSNKEDDADLLLKPSPKPQLKPGPKPGPALGMGPVSRNGPVSSSGSDDEKGNPNEEERSKVIESLGEALEKAEKLETNRKANALVNNKSSANARTAQRNSKPVDSHDSSNRKSKTLKSVWKKGNPVAATQKVVKPPPPKQEPVADSGIRKSESQTVAPPKPPQPPQKVQPQLQARPSVAPPPPVIKKPVILKDVGAAAKPPPTEGIESAGKTKERKTILVDKFASKKPAVDPMIAQAVLAPPKPGKSPPPGRFREEFRKKSGASGGQRRRMVDDGIPDEEASELDVSIPGSAARKGRKWTKASRKAARLRAAKESAPVKVEILEVGEEGMPTEELAYNLATSEGEILGLLYSKGIKPDGVQTLSNDMVKMVCKEYEVEVIDAATVKVEEMARKKEIFDEDDLDKLQDRPPVITIMGHVDHGKTTLLDHIRKTKVAASEAGGITQGIGAYKVQVPIDTKPQICVFLDTPGHEAFGAMRARGARVTDIAIIVVAADDGIRPQTNEAIAHAKAAGVPIVIAINKIDKDGANPERVMQELSSIGLMPEDWGGDVPMVQISALKGENIDDLLETVMLVAELQELKANPQRNAKGTVIEAGLDKSKGPVATFIVQNGTLKGGDVVVCGEAYGKVRALFDDKGKRVDEAGPSIPVQVIGLNNVPVAGDEFEVVGSLDVAREKAKTREESLRTERLSAKAGDGKVTLSSFASAVSGGTGLDLHQLNIILKVDLQGSIEAVRQALQVLPQDNVTLKFLLQATGDVSASDVDLAVASKAIIFGFNVKTPGSVKSYADNKGVEIRLYKVIYELIDDVRKAMEGLLESVEEQVPIGSAEVRAVFSSGSGRVAGCMVTEGKVVEDCGIRVLRKGKEVHVGVLESLRRVKEAVKEVNAGLECGIGVEEFDDWEVGDILEAFNSVQKRRTLEEASASMAAALEEVGISL*

NbL05g11050.1 translation_initiation_factor_IF−2_chloroplastic−like [MW = 108.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain PF13410 Glutathione S−transferase, C−terminal domain

Protein sequence:
MANEEVILLDFWPSMFGMRLRIALAEKEIKYEYKEEDLRNKSPLLLQMNPIHKKIPVLIHNGKPICESIIAVEYIEEVWKDKAPNLLPSDPYDRAQARFWADYIDKKLYDVGRKLWATKGEEQEAAKKDFIECLKVLEGALGDKPYFGGESFGFVDIALIGYYSWFYAYETFGNFSTEAECPKFVAWAKRCMQRESVAKSLPDQPKVLEFVKVLRQKFGLE*

NbL05g10980.1 probable_glutathione_S−transferase [MW = 25.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MADEVVLLDTYVSMFGVRVRIALAEKDIQYEYKEQDLLNKTPLLLQMNPIHKKIPVLIHNGKPICESLIIVEYIDEVWKNKTPFMPSDPYMRAQARFWADYIDKKIYESGKKMWTSKVEDQEAANKEFIECLKHWKGN*

NbL05g10970.1 probable_glutathione_S−transferase [MW = 16.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02798 Glutathione S−transferase, N−terminal domain PF13410 Glutathione S−transferase, C−terminal domain

Protein sequence:
MADELVLLDTYVSMFGMRVRFALAEKGIQYEYKEQDLMNKDPLLLQMNPIHKKIPVLIHNGKPICESLVIVQYIDEVWKDNSPLMPSDPYERAHARFWADYVDKKIYDTGRKIWTSKKEDQEAANKEFIECFKLLEEELGDKPYFGGESFGFVDMALIPYYTWFPAYEKFGNFNIEAECPKIVEWAKKCMQKESVSKSLADPDKVYNFIVMVCHYKHSPPIRIGQVPWMIGSRVMAMPFFLGILVSWSSKKQRIVA*

NbL05g10960.1 probable_glutathione_S−transferase [MW = 29.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01070 FMN−dependent dehydrogenase

Protein sequence:
MEEITNVMEYEAIAKKKLPKMVFDYYASGAEDQWTLAENRNAFSRILFRPRILIDVSKIDMSTTVLGFKISMPIMIAPTAMQKMAHPEGEYATARAASAAGTIMTLSSWATSSVEEVASTGPGIRFFQLYVYKDRNVVAQLVRRAERAGFKAIALTVDTPRLGRREADIKNRFVLPPFLTLKNFEGLDLGKMDQASDSGLASYVAGQIDRTLSWKDVQWLQTITSLPILVKGVLTAEDARLAVQAGAAGIIVSNHGARQLDYVPSTIMALEEVVKAAQGRIPVFLDGGVRRGTDVFKALALGASGIFIGRPVVFSLAAEGEAGIKKVLQMLRDEFELTMALSGCRSLNEITRNHIVTEWDAPRAALPAPRL*

NbL05g10930.1 peroxisomal_(S)−2−hydroxy−acid_oxidase−like [MW = 40.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MADKPSRALVLYGDGLARFLNPTHTHLHSFASRACCGFLSLPHSPPSETDDARIVRELAELVDASEAYLNLDGVEFSETQTQEKHVAATISERFMGMKAAVISDDLRLKSFCDKLGFTVLELNEVIGSIIDQVKSFVLASKLLELLGFQQGKTLESSQFDLVILHVGAGQRTNVLKDLDHVNRLVGDLMQMAHPGTEVGSRLHMSVVFSYGVVREDDDSMYSIADTRPENNSKLSRIFPRQSYTIKEGKPRPNVRQFCPMLVAQWQNAVTRKDMVEAYSYKDFKEHGANLVIPADRLLHEVAFKMWKAPKYGA*

NbL05g10850.1 uncharacterized_LOC107809971 [MW = 35.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03357 Snf7

Protein sequence:
MFTRIFGKPKQETNALATLDKLNETLEMLEKKEKVLLKKAAAEVEKAKEFTRAKNKRAAIQCLKRKRLYEQQVEQLGNFQLRIHDQMILLEGAKATTETVDALRTGAAAMKAMQKATNIDDVDKTMDEINEQTENMKMIQEALSTPIGAAADFDEDELEAELEELEGAELEEQLLQPATTAPSAPIHLPTGRQQVRPTAQQNRAEEDELAALQAEMAL*

NbL05g10830.1 vacuolar_protein_sorting−associated_protein_32_homolog_2−like [MW = 24.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00467 KOW motif PF17136 Ribosomal proteins 50S L24/mitochondrial 39S L24

Protein sequence:
MAALQSSFTCLSISSTSFFGQRLSLPPLVKLTEGPCLIQAKLKRWERKECKPNSLPVLHKMHVKLGDTVKVISGNDKGKVGEITEIIKHNSKVVVKDVNLKTKHVKSRSEDEPGQIVKIEAPIHSSNVMLYSKEQKVASRVGHKTLDNGKRVRYLIKTGEIIDSAENWKKAVKEKEKTTEAVAAAS*

NbL05g10660.1 50S_ribosomal_protein_L24_chloroplastic [MW = 20.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00181 Ribosomal Proteins L2, RNA binding domain PF03947 Ribosomal Proteins L2, C−terminal domain

Protein sequence:
FHTSYSISATQPSKLERGRERDGEMGRVIRAQRKGAGSVFKSHTHHRKGPARFRSLDFGERNGYLKGVITEVIHDPGRGAPLARISFRHPFRYKHQKELFVAAEGMYTGQFVYCGKKATLMVGNVLPLRSIPEGAVVCNVEHKVGDRGVFARCSGDYAIVISHNPDNGTTRIKLPSGSKKIVPSGCRAMIGQVAGGGRTEKPMLKAGNAYHKYRVKRNCWPKVRGVAMNPVEHPHGGGNHQHIGHASTVRRDAPPGQKVGLIAARRTGRLRGQAAATAAKADKA*

NbL05g10610.1 60S_ribosomal_protein_L8−like [MW = 30.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MQQQPTPTSDSDLPRLANIKIKSSSPRFPPPTTPSTTDTPTAGAQRKIGIAVDLSDESAFAVKWAVHQYLRPGDAVILVHVRPTSVLYGADWGSVDLSIVDTENEESQRKLEDDFDTFTTTKASDISQPLVDAQIPFKIHIVKDHDMRERLCLEVERLGLSAVIMGSRGFGATKRGRDGRLGSVSDYCVRHCVCPVVVVRYPDDKDSGANAVAEPVVSVASAAEEDEEDAEYHDASDHRKDS*

NbL05g10490.1 uncharacterized_LOC107827684 [MW = 26.45 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00443 Ubiquitin carboxyl−terminal hydrolase

PF00627 UBA/TS−N domain
PF02148 Zn−finger in ubiquitin−hydrolases and other protein

PF17807 Variant UBP zinc finger

Protein sequence:
MEVLRSNLGRVRIPEPTNRIYKHECCISFDTPKSEGGLFVDMNAFLAFGKDYVGWNYDKTGNSVYLHIKQTKKTEDAEDRPSKKPTLLAIGIDGGFDNSEPQYEEACEIVILPDYVTLPFPSVELPEKVRLAVDAVLLAEGAERKEQLASWTTDKKLVSKYATDLLQLDNGVVVPPVGWKCAKCDKTENLWLNLTDGTILCGRKNWDGTGGNDHAVNHYRETGYPLAVKLGTITADLEGADVFSYPEDESVVDPLLAQHLAHFGIDFSSLQKTEMTTAERELDQNINFDWNRIQETGEDVEPLFGPGYTGLVNLGNSCYLAATMQVVFSMHSFCLKYYSDQSLKAAFRMAPADPTVDLNMQLTKLAHGLLSGKYSAPVLEKDDTTSAASSPKQESISPRMFKSVIAASHPEFSTMRQQDALEFFLHFIDQVERMNSGKPDFDPSRSFKFGIEERLQCPSGKVAYNRRNDYILSLNIPLEKAINIKELAEFQNLKSKKAAEGKELSADEIVRPRVSLNDCLDCFSAPEEVHEFYSTALKARTTAIKTAGLTSFPDYLVLHMRKFVMEEGWVPKKLDVYIDVPETIDISGMRTNGIQPGEELLPDSDAGDGEQSTKLLANEDIVAQLVSMGFNLLHCQKAAINTSNSGVEAAMNWLLEHVNDSDIDAPISQNVQNPDIDQSKIDTLVSFGFEEKLACRALKASGGDVERATEWVFSNPSASAGSDMYAATSVGAAVDPLLPDGGGRYRLLGFVSHIGTSTQCGHYVAHIHKDGRWVIFNDEKVGVSKNPPLDMGYLYFFERLES*

NbL05g10460.1 ubiquitin_carboxyl−terminal_hydrolase_14−like [MW = 88.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00232 Glycosyl hydrolase family 1

Protein sequence:
MKSTNNSFNCFFLVCLLLLVSVNSSKEQQNVKRSEFPDGFLFGATTSAYQIEGAFLEDGKGLSNWDVFSHTKDRIKNGDTGDIADDHYHRFLEDVELMHSLRLNSYRFSISWSRILPRGSFGKVNFAGIMFYYKLIDSLSLKGITPFVTLNHHDHPQELEEKYGGWLNPLMQEEFTYFAQICFESFGDRVKYWTTINEPNMFAEMAYVRGVYPPAHCSRPFGNCSAGNSDTEPLIAMHNMLLAHAKAAKLYREHFQSKHDGLIGIVVHAFMYKPLRNDDFDLDAANRALVFTAAWVIDPLVYGYYPREMRQYLESSLPRFTSDERKLIKDSIDFIGVNHYGTLYAKDCIYSSCVCSNSSCIAGGDHPIHGYLITLGEKDGVPIGEPTGMSRFFVVPRGMEEIVDYIKKRYPNKPMFVTENGYSSLNPTTAQAAELQHDIKRVEFHKSYLASLARAMRKGADVRGYFIWSLMDNFEWASGYELKFGLYYVDRSTLNRVPKLSAKWYRDFLTGEKARTAILFKHTQADHVSHK*

NbL05g10200.1 beta−glucosidase_18−like [MW − SP = 58.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00596 Class II Aldolase and Adducin N−terminal domain

Protein sequence:
MATYSQAYLEGDKVKETKSLIAELCRHFYNQGWVGGTGGSITIKVHDESIPKAQQLIVMSPSGVQKERMVEEDMYVMSSDGSILTAPVAKPPPHKFPKCSDCAPLFMKAYEMRNAGAVIHSHGMESCLVTMLNPLAKEFRITHMEMIKGIQGHGYYDELVVPIIENTAYERELTESLAEAIKDYPKTTAVLVRNHGIYVWGDSWISAKTQAECYHYLFDAAIKLHQLGLDWTTPAHGPIRNPNGHFAGIQNAKISAKGGTLASNGSIKPSRRCIVLDIEGTTTPITFVTDVLFPYARDNVGSHLDATYGSAETQQDIKLLRAQMQQDLENGVAGAVYIPSDDAGKMEVIAALVANVEAMIKADRKITALKELQGHIWQTGFENNELEGLVFDDVPQALEKWTSLGFKVYIYSSGSRLAQRLLFGHTKHGDLRNYLCGFFDTTVGNKRETKSYQEITASLGVDNPSEILFLTDVYQEATAAKAAGLEVIISVRPGNGPLPDNHGFRTIRSFSEI*

NbL05g09870.1 probable_bifunctional_methylthioribulose−1−phosphate_dehydratase/enolase−phosphatase_E1_1 [MW = 56.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00725 3−hydroxyacyl−CoA dehydrogenase, C−terminal domain PF02737 3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

Protein sequence:
MANITSIGVIGAGQMGSGIAQLAAVNDIDVWLYDIDSEALIKAQNSISNNIQRLLSKGQLSQEKSADAVRHLRCSSRLEDLHSVDFVVEAIVESEQVKKSLFSNLDKIVKSSAILASNTSSISITRLASATSRPCQVIGMHFMNPPPIMKLVEIIRGADTSEDTYCATKCLAERFGKTVICSQDYPGFIVNRILMPMINEAFHTLYTGVATKEDIDTGMKLGTDHPMGPLELADFIGLDVCLSIMKVLHVGLGDDKYAPCPLLVQYVDGDRLGKKRGIGVYDYRSAAADTGKSPRL*

NbL05g09830.1 3−hydroxybutyryl−CoA_dehydrogenase [MW = 32.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01965 DJ−1/PfpI family

Protein sequence:
MAAPVMRHLTPVPSSYIKLQILPQSRSFFTLSTPEKKRFSLVTSFSVMASATKKVLVPIANGTEPIEAIVPIDILRRAGAEVTVASVEKQLQIEGVHGIKIVADALISDCADTEFDLISLPGGIPGATNLRNCKTLESIVKKQAENGRFYAAICAAPAVALGSWGLLKGLKATCYPSYMEELSSYTIAVESRVQKDGKVVTSRGPGTAIEYAVALVEQLYGKEKADEVSGPLVMRSNHSEEFAFAELNSVNWTFTSKPQILVPIANGSEEIEAATIIDVLRRANAQVLVASLEDTLETVASRKVKLVADVLLDEAAKQSYDLIVLPGGLGGAQAFANSEKLVDMLKKQRESSKPYGAMCASPALVLERHGLLKGKKATAFPAMCNKLSDPSEAENRVLVDGNLVTSRGPGTTMEFALAIADKFIGRKEVLELAKKMVF*

NbL05g09540.1 protein_DJ−1_homolog_B−like [MW = 47.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MANSNLPRRIIKETQRLLSEPAPGISASPSEDNMRYFNVMILGPTQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKSNEAEAVETGSLYSGLSIYCLQTSPDYANRYTFFFTPLI*

NbL05g09490.1 ubiquitin−conjugating_enzyme_E2_35 [MW = 19.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MATAPSDVLAVELLQRECHVKRPLRVVPLFEKLDDLEAAPAAVARLFSIEWYKNHINRKQEVMIGYSDSGKDAGRMSAAWKLYKAQEELIKVAKQYGVKLTMFHGRGGTVGRGGGPSHLAILSQPPDTIQGSLHVTVQGEVIEQSFGEEHLCFRTLQRFTSATLEHGMNPPLSPKPEWRALLDEIAVIATEKYRSIVFKEPPFVEYFRLATPELEYGRMNIGSRPSKRKPSGGIEPLRAIPWIFAWTQTRFHLPVWLGFGAAFKYALNKDVKNLHILQDMYNKWPFFRVTIDLVEMVFAKGRPRHCCFIRQASGFRRFVVLR*

NbL05g09440.1 phosphoenolpyruvate_carboxylase−like [MW = 36.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01453 D−mannose binding lectin

Protein sequence:
MSPSLPTIFLASLFLFCQIFSSIAQVPVENTFKFVNEGTDGNLVLAEANGRIAWQTNTANKGVTGYNLLPNGNFLLHNSKGKFIWQSFHHPTDTLLVGQSLRLSGPNKLVSRASVKKNANGPYSLEVKPKIFGCEFESSQEQGGKFLEGRMPGVYLETASLPKGRDKFVALEISGKNYMTWVLDAEIHLDAMGPGDAIKDRNNASTQDCAKALIFLRHRLDEVKDPLILWNGLKERYDNLKLVTLPQARDDENPKANSS*

NbL05g09420.1 epidermis−specific_secreted_glycoprotein_EP1−like [MW − SP = 26.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00645 Poly(ADP−ribose) polymerase and DNA−Ligase Zn−finger region PF08645 Polynucleotide kinase 3 phosphatase

Protein sequence:
KQQNKNVSIRQSVSFEKLGIIQWREKGSPRTSDMYSYVVMPSISIPSFFKIPIKNNSNPKFLLLFLSPMASSAKVTAEYAKSGRSSCKKCDNKIPVKSVRLGLVTKHAQGFDQTKWHHINCFPFNSDFVSSAEDITGFSSLQSNDKEALEKLINKELSASQKVSDADTDGIDRKQKETSAQVKKEESKHDQSKQKRLKLSATDEGAELEIAFSTSDVKTTYKDAKLPPKWRAFQTIIYLEKDDVLHASHKIAAFDFDGCLAKTSVKRVGADAWSLMYPSIPEKMQSLYNDGYKLVIFTNESNIERWKKSRQAAVDSKIGRLEQFIKLAGVPFQVFIACGLSNSKPEDPFRKPKIGMWNIMKKQFNFGISFEMDKCFYVGDAAGRQGDHSDADIRFAQAIGLKFYVPEEFFGK*

NbL05g09390.1 polynucleotide_3'−phosphatase_ZDP [MW = 46.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01381 Helix−turn−helix PF08523 Multiprotein bridging factor 1

Protein sequence:
MSGGIAQDWEPVVIRKKAPTAAARKDEKAVNAARRSGAEIETIRKSAAGTNKAASSSTTLNTRKLDEDTENLAHQKVPTELKKAIMQARQDKKLTQAQLAQLINEKPQIIQEYESGKAIPNQQIISKLERALGAKLRGKK*

NbL05g09370.1 multiprotein−bridging_factor_1b−like [MW = 15.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01641 SelR domain

Protein sequence:
MNTRNCQYLSNYSRISLIWYISMASRTIPSSLGSAVNFSSKSQITSNPLSCVTFGALNRPRSRISVSIRAMGSSASSQKPDSAQRASKVDYSSVSDEEWRKQLTNEQFYITRQKGTERAFTGEYWNTKIQGTYHCVCCDTPLFESSTKFDSGMGWPSYYQPVDNNVKSKMDLSIIFMPRQEVLCAVCDARLGHVFDDGPPPTGKRYCINSAALKLKPK*

NbL05g09160.1 peptide_methionine_sulfoxide_reductase_B1_chloroplastic−like [MW = 24.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily

Protein sequence:
MILRFRCCRFFTASPFDTPSIHSFKPNQHWAPSLIRTQMGSYSTTSSCPKLVFRQLFEKESSAYTYLLADALHPQKPALLIDPVDKTADRDLALIKELGLTLIYAINTHVHADHVTGSGFIKMKLPDVKSIISKASNAKADLFVEPGDKIHFGDIFLEFRATPGHTLGCVTYVTGEGPNQPQPRMAFTGDALLIRGCGRTDFQGGSSEKLYDSVYSQIFTLPKDTLVYPAHDYKGFTVSTVGEEMQYNPRLSKDKETFKNIMQNLNLSYPKMMDVAVPANMVCGLQETKSEAY*

NbL05g09100.1 persulfide_dioxygenase_ETHE1_homolog_mitochondrial−like [MW = 32.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04832 SOUL heme−binding protein

Protein sequence:
MQAVMNFFMRLAFFLILVSKLSNGYSTNQLQPLKLDFFPPSCNRIECPNYDLIQSGKDYEIRRYNSSMWMSTAPIDDINLYSATRTGFLRLFDYIQGKNSYQEKIEMTAPVITQVKPSDGPFCASSFVVSFYVPKKNQPNPPPAKGLHVQNWSNTYVAVRQFGGFVADVDVAKEAAALSASIADTKWAAAVEKSHAADNTTMYTVAGYNSPFEFKDRVNEIWFTFDLDKASAI*

NbL05g08970.1 heme−binding_protein_2−like [MW − SP = 23.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01946 Thi4 family

Protein sequence:
MATMASTLASSIVTKTNFLDTHKSSFSGVPLFSQARVKPVKYAQQNMTISMSADSSPPPYDLNAFSFNPIKESIVSREMTRRYMTDMITYADTDVVIVGAGSAGLSCAYEISKNPNVQVAILEQSVSPGGGAWLGGQLFSAMVVRKPAHLFLNELGIDYDEQDNYVVIKHAALFTSTIMSKLLARPNVKLFNAVATEDLIVKNGRVGGVVTNWSLVSQNHDTQSCMDPNVMEAKIVVSSCGHDGPMGATGVKRLKSIGMINHVPGMKALDMNAAEDAIVRLTREVVPGMIVTGMEVAEIDGAPRMGPTFGAMMISGQKAAHLALRALGLPNALDGTAESTIHPELILAAADNAETADA*

NbL05g08850.1 thiamine_thiazole_synthase_chloroplastic [MW = 38.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MQTSEMATPCQPLLRETPKQNPIISCKILTFVITFVVALFSVVFLVAPYQFEIKHSNLLSLPGPQLCESAQDSQLCLKHISELVSDGIVTSNTDGFTVLQKVLVKYVHHMNSAIPVVHKIRNHINDISQRGALTDCLELLDLSNDLVTDSIAALGKTRSRLAHANAQIWLSGMLTNHVTCLDGLNSLSNNATSIGIILEELISRAKTALAILASVTADPNEEVFRPLLGKMPSWVNSRDRKLLESPAEDIKANAVVAQDGSGDYQTLTEAVAAAPDKSKTRYVIYVKKGIYKENVEVTKKKMNLMIVGDGMNSTIITGSLNVVDGSTTFRSATLAAVGQGFILQDICIQNTAGPEKHQAVALRVGADLSVINRCRIDAYQDTLYAHSLRQFYRDSYVTGTVDFIFGNAAVVLQKCQLVPRKPGKNQNNMVTAQGRTDPNQATGTSIQLCDIIASPDLEPVKSEYKTYLGRPWKEYSRTVVMESYLGDLIDPAGWSEWSGDFALKTLYYGEYMNNGPGAGTSKRVKWPGYHVITEAAEARPFTVAELIQGGSWLSSTGVTFVEGLDE*

NbL05g08840.1 pectinesterase_2.1−like [MW = 61.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07228 Stage II sporulation protein E (SpoIIE)

Protein sequence:
MAVCGSRTSHIGHFVGNITARRLQCGLSMNCTVSYNKRGCEKVGKINMSLRNKGHPNNMLFQYFTTHVTKRWADPKSYIGFGSEGLHNLSPACFSSGTASVPGVSSDNAKGEEQVANTAADSSEAKIPLKLNSGSFYLPHPAKAKTGGEDAHFMCTLTQAIGVADGVGGWADLGIDAGLYARELMSNSLAAIREEPKGSIDLIRALDKAYMETKAKGSSTACIVALTEEGLYAVNLGDSGFMLVRHGYAAFKSPAQQHGFNFPYQLDCNNAGDSPSSAMVFKIAVAPGDVLIAGTDGLFDNLYDEDIKGVVLQSVEAGLGPQMTARRIAELAQQRAKDPINSSPFSDGAQEAGFEHHGGKLDDITVVVSYIMNNENS*

NbL05g08740.1 probable_protein_phosphatase_2C_55 [MW = 40.07 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01612 3'−5' exonuclease

Protein sequence:
MAFLGFSVQSSPFKPTSYLWFSPHSFSSSRSFWASSGKALQRREDCKTQSVENASSSLPVHGNSIKKISSHERKLFSSGLQHKIEEDSTYGWIAETNALKASKAKSSYNNYKKISAANCNVSASTNRKVKDEFFDVPTEVNSRMMRERITSSYSATTCISGGNLSSKSKPPYNSAGGEKKVVGNWREYENHLPQLSVGVDHSRVNGARSVNKVDGSNVSHYKPLSKGSHLNGQLSSKIMEAKLEKINKLREGHASDQLRHSVNRTETKVVNVKAKGVIQERAMNKIEKNVIQAVTADVMNGAETNAKGVILERATNKMEKNAIQSMETDVVNGTKTRIVSDEGTGVNQVSLRERLGSMYDKVHIVDNLSAAKEVVRKLTSHYRHLVHACDTEAPKIDVKQQTPVDHGDIICFSIYSGPEADFGDGKSCIWVDVLDGGGKNLLVEFAPFFQDPSIRKVWHNYSFDNHVIENYGFKVSGFHADTMHMARLWDSSRRTSGGYSLEALTGDSTVMRDARPVHAERLFHGEGLFGKISMKTIFGRKKLKKDGTEGKVTVIPSVEELQKTERELWICYSVLDSISTLMLYESLKNKLSKRVWTFDGVRKGSMYEFYEKYWRPFGELLVQMETEGVLVDRAYLAEIEKVAKSEQQVAANRFRNWAAKYCPDAKYMNVGSDTQLRQLFFGGIQNRKNSDESLPYEKEFKVPNVDKVIEEGKKAPTKFRKIRLHRICDLIDTEMYTTSGWPSVSGDALKALSGKVSADFDILDEADDNAEEDPETSIDEALATNNEVPSQEPEVSIYGSAYNAFGCGQKGIEACHAIAAYVK

NbL05g08670.1 DNA_polymerase_I_B_chloroplastic/mitochondrial−like [MW = 91.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MMPQSGVAQPPMAPMSVDQHQYQQQAPPPTQQQQWMMPPQQPHQPQFQPQSQPWAQQPSQQQYGAMQTTNPNPSPIGNPNEVRSLWIGDLQYWMDENYLSTCFYHTGELVSAKVIRNKQTGQSEGYGFLEFRSHGAAETILQTYNGTLMPNVEQNFRMNWASLGAGERRDDSAEHTVFVGDLAADVTDYMLQETFKSVYSSVRGAKVVTDRITGRSKGYGFVKFADESEQLRAMTEMNGVLCSTRPMRIGPAANKKPVGTPQKVTYQNPQATQGESDPNNTTIFVGGLDPTVAEEHLRQVFSPYGELVHVKIVAGKRCGFVQFGTRASAEQALSSLNGTQLGGQSIRLSWGRSPSSKQTDQTQWGGSGGAYYGYGQGYEAYGYAPPPQDPNMYYGNYPGYTNYQQPQQ*

NbL05g08540.1 polyadenylate−binding_protein_RBP45 [MW = 45.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02338 OTU−like cysteine protease

Protein sequence:
MEGAIVRRVIPSDNSCLFNAVGYVMDHDRNKAPELRQVIAATVASDPTKYSNAFLGKPNKEYCDWILNPEKWGGAIELSILTDYYGREIAAYDIQTTRCDLYGQGKNYQERVMLIYDGLHYDALAMSPAEGAPEEFDQTIFTVQRDGTVGPAERLALDLVKEQQRKRSYTDTANFTLRCGVCQIGVVGQKEAVEHAQATGHVNFQEFK*

NbL05g08490.1 ubiquitin_thioesterase_OTU1 [MW = 23.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase) PF00694 Aconitase C−terminal domain

Protein sequence:
LKHGSVVIAAITSCTNTSNPSVMLGAGLVAKKACELGLEVKPWIKTSMAPGSGAVTKYLHKSGLQKYLNQQGFHLVGYGCTTCIGNSGDLDESVGSAITDNDIVAAAVLSGNRNFEGRVHPQTRANYLASPPLVVAYALAGTVDIDFEKEPIGIGKDGKGVYLKDLWPSNEEIAEVVQSSVLPEMFKSTYEAITQGNPIWNQLSVLSSNLYAWDPNSTYIHQPPYFKDMSVDPPGPHGVKDAYCLLNFGDSITTDHISPAGSIHKDSPAAMYLMERGVQRKDFNSYGSRRGNDEVMARGTFANIRIINKLLNGEVGPKTIHIPSGEKLYVYDAAMRYKSTGHDTIVIAGAEYGSGSSRDWAAKGPMLLGVKAVIAKSFERIHRSNLVGMGIIPLCFKPGEDAEALGLTGHERYTIDLPQRISDIRPGQDLTVTTDSGKSFTCTLRFDTEIELAYFDHGGILPYVIRNLSKQ*

NbL05g08430.1 aconitate_hydratase_cytoplasmic−like [MW = 51.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05071 NADH ubiquinone oxidoreductase subunit NDUFA12

Protein sequence:
MSRLWARFAGLFSSKNFVGADKAGNRYFKRTEELDGIMKEKRWVTFKGEEDPTSIPVEWICWLNGQRKNAPTPEEMAELEARREFVKLNIARLRKEEEERKAKEGKNKATSIGKADGPDLKSFVQQFPDASEGDIIPEASDTQKGVRHARSKETEAEKNMSYRLKQQPLSSEPTGSGESFRPGTWQPPS*

NbL05g08410.1 mimitin_mitochondrial [MW = 21.49 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00675 Insulinase (Peptidase family M16)

PF05193 Peptidase M16 inactive domain
PF16187 Middle or third domain of peptidase_M16

Protein sequence:
MAVGGGRTLTADDLVEKSPHDKRLYRYMQLPNGLCALLVHDPDIYPDGLPEHSENENKETEEDEGSEDEGSEDEDEEETEDSDFDEEESDGADEEDSEVKEKWGKGASQKKAAAAMCVRMGSFIDPYDAQGLAHFLEHMLFMGSTEFPDENEYDSYLSKRGGCSNAYTETEHTCYHFEVKRDCLKGALRRFSQFFVSPLVKAEAMEREVQAVDSEFNQVLQNDSCRLQQLQCHTSTPGHPFNRFFWGNKKSLADAVERGVNLREQILKLYHDNYHGGSMKLVIIGGESLDILESWVLELFSSVKKGPLVNPDGRTELPIWRVGKLYWLEAVKDVHILDLSWTLPSLRKGYLKKAEDYLAHLLGHEGKGSLLFSLKARGWVTSISAGVGDEGMHRSSFAYIFGMSIHLTDSGLEKIFEIIGFVYQYLKLLHQNSPQEWIFKELQDTANVEFRYAEEQPQDDYAAELAEGLLVYPPKHVIYGDYAYDLWDPEFIKYVLDFFRPENMRVDIVTKSFQKSDDIQQEPWFGSRYVEEDIPSSLFELWKDPEEISVCLHLPAKNEFIPSDFSIRAEKVNCDSKNAKPRCILEEPLMKIWYKLDKTFKLPRANTYFRISLRGGYGNLKNALLTELFIHLLKDELNEIIYQASVAKLETSVSLYGDKLELKVYGFNDKLPVLLSKVLAMTKSFLPRDDRFMVIKEDMERTLKNTNMKPLNHSSYLRLQVLCQSFWNVEEKLLLLNDLTLAELKAFIPELLSQLYIEGLCHGNLLEEEALNISNIFRSNFSAQPLPSEMTHKEYVMCLPATADLVRDIRVKNKLETNSVVELYFQIEPEEDTSLIKLKAVTDLFDELVEEPLFNQLRTKEQLGYVVDCSARVTYRIMGFCFRVQSSDYDPVYLEGRIDNFIDSVKELLDGLDDKSFESYRSGLIAKLLEKDPSLAYETNRLWGQITDKRYMFDMSEKEAEELRSIQKSDLVEWYHTYLRRPSPKCRRLSVRVWGCNTDWKDADSPVASVQTIKDLTAFKKSATFYPSLC*

NbL05g08130.1 nardilysin [MW = 118.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MASENLPWILILFLAIVSPRIEAIGVNWGTAASHPLPPSKVVELLKSNGITKVKLFDTNPEVLEALSGSNIDVTVGVPNSMLRSLNSSFKVAQSWVHDNLARYFSDGLRIEYIAIGDEPFHRVYGDQFFPFVVGAAENIQTALTKAKLAGRVKLVVPCSFDAFQSESGLPSKGHFREDVNRTMSELLKFLTKHQSPFFVNISPFVSYHNNKNISLDFALFKETAHPHKDSRRTYKNSFDLSYDTLVSALSSAGSDKMDIVIGQIGWPTDGAASATSSNAQVFMKKFLEHLHSRSGTPLRPKEPPIEAYILSLLDEDNRSIATGNFERYWGVFTFDGQAKYQLDLGQGSRKLVNAQNVQYLSSKWCVVNNNQNLSNATTRALEACSSADCSALSPGASCFNLSWPGNISYALNSYYQQHDQRADSCDFGGLGLITTVDPSVGTCRFIVQLRTSSSASFFISHWRITASTILLWLVGGGFGWT*

NbL05g07950.1 glucan_endo−13−beta−glucosidase_9 [MW − SP = 50.41 kDa]
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1 54 107 160 213 265

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF08071 RS4NT (NUC023) domain

PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
MARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIILRNRLKYALTYREVIAILMQRQVMVDAKVRTDKTYPAGFMDVVSIPKTNENFRLLYDTKGRFRLHSIRDEEAKFKLCKVRSIQFGTKGIPYLNTYDGRTIRYPDPLIKANDTIKLDLESNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIQDALGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEAQKRLAAQSATTA*

NbL05g07930.1 40S_ribosomal_protein_S4−like [MW = 29.85 kDa]
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1 177 353 529 705 882

Pfam domains

Pfam Description
SP Sequon TM Domain PF00343 Carbohydrate phosphorylase

Protein sequence:
MIVYHNLQFDTQESFLVFQNRNRNNFIYSLLYRLIYCCKMSMETSSAKFNGNISDVSAVAQPLAEEPTEIASNIKYHAHYTPHFSPFKFEPEQAYYATADSVRDRLINQWNDTYLHYDKVNPKQTYYLSMEYLQGRALTNAIGNLDIHDAYADALKKLGHELEEVVEQEKDAALGNGGLGRLASCFLDSMATLNLPAWGYGLRYKYGLFKQIITKAGQEEVAEDWLEKFSPWEVVRHDVVFPVMFFGDVEVHPSGSRKWVGGEVIQAIAYDVPIPGYRTKNTNSLRLWYAKASSEDLNLFQFNDGQYESAAQLHSRAQQICAVLYPGDATENGKLLRLKQQFLLCSASLQDIIARFKEREDGKGAHQWSEFPKKVAIQLNDTHPTLAIPELMRLLMDDEGLGWDEAWGITTRAIAYTNHTVLPEALEKWSQAVMWKLLPRHMEIIEEIDRRFVASVKSERPDLENKIPSMRILDHNAQKPVVRMANLCVVSSHTVNGVAKLHSDILKAELFADYVSVWPTKFQNKTNGITPRRWISFCTPELSNIITKWLKTDQWVTNLELLANLREFADNAELHAEWESAKMANKRRLAQYVLRVTGVSIDPDTLFDIQVKRIHEYKRQLLNVLGVVYRYKKLKEMSPQERNNTTPRTVMIGGKAFATYTNAKRIVKLVTDVGDVINSDPDINNYLKVVFVPNYNVSVAEMLIPGSELSQHISTAGMEASGTSNMKFALNGCLIIGTLDGANVEIREEIGEENFFLFGATADEVPRLRKEREDGLFKPDPRFEEAKQFIRSGAFGTYDYNPLLESLEGNSGYGRGDYFLVGHDFPSYMDAQARVDEAYKDRKRWIKMSILSTAGSGKFSSDRTISQYAKEIWNIAECRVP*

NbL05g07750.1 alpha−glucan_phosphorylase_H_isozyme [MW = 100.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04734 Neutral/alkaline non−lysosomal ceramidase, N−terminal PF17048 Neutral/alkaline non−lysosomal ceramidase, C−terminal

Protein sequence:
MGVSDCLKVEFWRSTGGMIWLALLVLLLSQVNGRGAAEASNYLVGLGSYDITGPAADVNMMGYANMEQIASGIHFRLRARTFIVAESQGMRVAFVNLDACMASQVVTIKVLERLKARYGNLYTEQNVAISGIHTHAGPGGYLQYVVYIVTSLGFVRQSFDALVDGIEQSIIQAHENLRPGSIFVNKGELLDAGVNRSPSAYLNNPAGERSKYKYDVDKEMTLLKFVDDEWGPVGSFNWFATHGTSMSRTNSLISGDNKGAAARFMEDWFNQKSTETSNFNISEVRELPRRVSNIIPTVHGKHHELLELAASFQSSPGKPVTRLMSVARRVRSAFRLADRPRFVSAFCQTNCGDVSPNVLGAFCIDTGLPCDFNHSTCGGKNELCYGRGPGYPDEFESTRIIGERQFKKAVELFNKATEQVKGKVDFRHTYVDFSNLEVTIPKEGAGIETAKTCPAAMGFAFAAGTTDGPGAFDFQQGDDKGNAFWRLVRNLLKKPGSEQIKCQHPKPILLDTGEMKEPYDWAPSILPVQILRIGQLVILSVPGEFSTMAGRRLRDAVKMVLTSGGTKEFDSNIHVVIAGLTNTYSQYITTFEEYQIQRYEGASTLYGPHTLSAYIQQFKTLAAALITGQTLQVGPQPPNLLGKQIGLLPPVVMDATPLGSKFGDLITDVPQSSAFKRGDLVTVSFWSACPRNDLMTEGTFALVEILQGKDTWVPAYDDDDFCLRFIWSRPAKLSTRSKATIEWRIPDVAASGVYRIRHFGAAKALLGSVKHFTGSSSAFVVA*

NbL05g07740.1 neutral_ceramidase−like [MW − SP = 82.2 kDa]
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Peptide counts over 4 repeats

1 118 235 352 583

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00408 Phosphoglucomutase/phosphomannomutase, C−terminal domain

PF02878 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I
PF02879 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain II

PF02880 Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain III

Protein sequence:
MAFKVTRVETTPFDGQKPGTSGLRKKVKVFTQPHYLQNFVQATFNALGSDKVKSATLVISGDGRYFSKDAIQIITKMAAANGVRRVWVGQHGLMSTPAVSAVVRNRVGADGSKANGAFILTASHNPGGPHEDFGVKYNMENGGPAPEAVTNKIYENTTAIKEYLIAEGLPDVDISKTGVSSFEGPDGKFDVDVFDSTIDYVKLMKSIFDFPSIQKLLSSPKFGFCYDALHGVAGYYAKRIFVEELGGKESSLLNCVPKEDFGGGHPDPNLTYAKELVARMGLSKSHSEPNPPEFGAAADGDADRNMILGKRFFVTPSDSVAVIAANAVEAIPYFSGGLKGVARSMPTSAALDVVAKSLNLKFYEVPTGWKFFGNLMDAGMCSICGEESFGTGSDHIREKDGIWAVLAWLSILADKNKDTLGGEKLVSVEDIVRQHWATYGRHYYTRYDYENVDAAGAKELMAHLVKLQSSLDEVNKIIKGIHSDVSNVVHGDEFEYKDPVDSSISKHQGIRYLFEDGSRLVFRLSGTGSEGATIRVYIEQYEKDPSKIGRDSQEALAPLVEVAIKLSKMQEFTGRSAPTVIT*

NbL05g07700.1 phosphoglucomutase_cytoplasmic−like [MW = 63.3 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF08263 Leucine rich repeat N−terminal domain

Protein sequence:
MEGLTHCTYVIAITIHCYMLLAGAQITDPSEVSALISVKGSLVDRLEHLKDWKKGDPCTSNWTGVFCYNTFGADGYLHVRELRFMNKNLSGSLAPELGQLSHLKILNFMWNDLTGSIPKEIGNIKPLRLLLLNGNQLSGSLADELGYLPDLNRFQIDQNKISGEIPKTFSNLNRIRHIHFNNNSLSGQIPHELSNLSTLLHLLLDNNNLSGFLPPEFSALPDLEILQLDNNNFSGSEIPATYGNLSSLLKLSLRNCFLQGSVPDFSRIGNLSYLDLSWNQLSGSIPQNKLSNNMTTIILAHNRLNGSVPKSFSLLPSLQKLSLENNFLNGSISTDIWQNRTFATTSRLVIDLRNNSLSNISGTFDPPVNVTLRFHGNPICSNRSIRNIDQYCGPDSGADDEYSNSTNPSVVCPIQACPTDNYYEYVPASPEPCFCASPLRIGYRLKSPSISYFYPYTQLFQSYVTSSLDLDLYQLWIDSYFWEKGPRLRMHLKLFPVVGVSTFNESEVLRISEIFASWEFPGSDLFGPYELLNFTLLGPYSYLNPEIQSKRKSKGVLIACIVAAGVFAAIVSTIVTLLISRRRAKYKSIMSRKRLSTKLSIKIDGVRSFTFREMALATNYFDSSTQVGEGGYGSVFKGILADKKVVAIKRAKEGSLQGQKEFLTEIELLSRLHHRNLVVLLGYCDEEGEQMLVYEFMPNGTLRDWLSAKSKQNLKFGARLRIALGAAKGILYLHTEADPPIFHRDIKASNILLDSKLTAKVADFGLSRLAPVQDDEGVLPNHVSTMVKGTPGYLDPEYFLTRKMTDKSDVYSLGVVCLEILTGMHPISHGKNIVREVNMAHKAGTMFSIMDNRMGSYPAECVEKFVALALKCCQDKPEDRPSTLEVVRTLETILRMMPYTDADPLDNKASFGETTSSSSFSNTRSRDLFESSNASGGDLISGVTLTITPR*

NbL05g07580.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g06840 [MW − SP = 103.14 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF12819 Malectin−like domain

Protein sequence:
MTEGSKFCFLLAFTFLWLAVVVKVTLAQNSAPGDDILLNCGGPDGLKDADGRKWGSDIGSTYLKGSKSSTSDAADQKPSVPQVPFMSARVFQSEFTYSFPVAPGRKFVRLYFYPSSYNKLNATNAIFSVTVGPYSLLRNFSAAQTAEALNYDYLTKEFSINVPSETLNMTFTPSPNTSNSFAFVNGIEIISHRDIYNTEDGTTFIVGQTAAFIIDNSTALENVYRLNVGGNVISPSADTGMFRSWSDDSQYIFGAANGVTDTADDENVTVSYPEGTPSDIAPLDVYKTARSMGPTAQINLQYNLTWVFSVDSGFSYLVRLHFCEITMNITKVNQRVFVIYMNNQTAEPAADVIAWAGSNGVPFHKDYVVSVRSGAPQQDLWLALHPNVASKSNWYDAILNGVEIFKVNDTNGNLAGPNPIPVPEPDHIDPLPSKKGQSKSNKSAIGGGVGGGIAAVILIGLAVCLVTRRRKHGKVQSPSDGPSGWLPLSLYGNSHTSGSAKTNTTGSYASSLPSNLCRHFSFAEIKAATNNFDESLLLGVGGFGKVYKGEIDGGTKVAIKRGNPLSEQGVHEFQTEIELLSKLRHRHLVSLIGYCEENCEMILVYDYMAHGTLREHLYKTQKPPLPWKQRLDIGIGAARGLHYLHTGAKHNIIHRDVKTTNILLDEKWVAKVSDFGLSKTGPTLDHTHVSTVVKGSFGYLDPEYFRRQQLTDKSDVYSFGVVLFELLCARPALNPTLPKEQVSLAEWAFHCYKKGTFDQIIDPYLKGKIAPECLKKFTETAVKCVSDVGVDRPSMGDVLWNLEFALQLQESAEECGKGFGKMDIEEGFDVTCKGKKDLNESAGFDASMTDSRSSGISMSIGGRSLASDDSDGLTPSAVFSQIMNPKGR*

NbL05g07500.1 receptor−like_protein_kinase_FERONIA [MW − SP = 93.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02225 PA domain

Protein sequence:
MKGKLGFLVCILCVLCGSCLGRFVVEKNSLRVTSPSSIKDVYECAIGNFGIPQYGGTMVGIVMYPKANQKSCKNFADFDISLKSKPGAMPVFLLVDRGDCYFTLKAWNAQRAGAGAILVADDRVEPLITMDTPEEEDAQADYLQNITIPSALISKSLGDSIKKELSRGEMVNINLDWREALPHPDERVEYEFWTNSNDECGPKCESQIEFVKNFKGAAQILEQKGYSQFTPHYITWYCPEAFILSKQCKSQCINHGRYCAPDPEQDFSKGYDGKDVVLQNLRQACFFKVANESGKPWLWWDYVTDFAIRCPMKEKKYTKECADQVIKSLGFDVKQIEKCVGDPEADTDNPVLKAEQDSQIGKGARGDVTILPTLVINNRQYRGKLDKGAVLKAICSGFEETTEPAICLTEEIETNECLESNGGCWQDKAANITACRDTFRGRVCECPIVQGVKFVGDGYTRCEASGALRCEINNGGCWKGIQDGSAYSACIDDHTKGCKCPPGFKGDGVNSCEDIDECKEKLACQCPECKCKNTWGSFDCSCGGNLLYMHEHDTCISKDSKSEFSWGLVWTVILGLAIAAVVAYAVYKYRIRRYMDSEIRAIMAQYMPLDQGEGANHVSHGNV*

NbL05g07470.1 vacuolar−sorting_receptor_1−like [MW − SP = 66.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MAKVASLSVMFIAAMVIAIVASHAEAVVTCGTVATDLSPCLDYVRMGGVIPTMCCNGIRSLFSAASTTQDRQTVCNCMKSAAGVISGVNLNLAAALPSKCGVNIPYKISPSIDCAKVQ*

NbL05g07380.1 non−specific_lipid−transfer_protein_1−like [MW − SP = 9.46 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00899 ThiF family

PF09358 Ubiquitin fold domain
PF10585 Ubiquitin−activating enzyme active site

PF16190 Ubiquitin−activating enzyme E1 FCCH domain
PF16191 Ubiquitin−activating enzyme E1 four−helix bundle

Protein sequence:
FGPPNTILLPLFVIVETNPHPSTLLAQITPSPHNPHANPNHHNNLSLPFAPFIFSRFCSQHFMLPVKRTVEVGGENDTISVDPLTKKHKAIAAAAGESSMVTMGGAGSATTGDVNANGNAANGKSPIDARNSPDIDEDLHSRQLAVYGRETMRRLFASNVLVSGLQGLGAEIAKNLILAGVKSVTLHDEGNVELWDLSSNFIFTEEDVGKNRALASIQKLQELNNSVIISTLTDALTREQLSNFQAVVFTDISLEKAVEFDDYCHQHQPPIAFIKAEVRGLFGSVFCDFGPEFTVADVDGEDPHTGIIASISNDNPALVGCIDDERLEFQDGDLVIFSEVRGMTELNDGKPRKIKNARPYSFTIEEDTSNYAAYERGGIVTQVKEPKVLKFKPLREAIKDPGDFLLSDFSKFDRPPILHLAFQALDKFVSESGCFPLAGSEEDAQRLISFVTDLNNSLSDGKLEEIDQKLLRNFAFGARAVLNPMAAMFGGIVAQEVVKACSGKFHPLYQFFYFDSVESLPSAPLDPNDLKPLNSRYDAQISVFGNKLQKKLEEAKAFVVGSGALGCEFLKNLALMGVCCGDKGKLIITDDDVIEKSNLSRQFLFRDWNIGQAKSTVAAAAASLINPCIHIEALQNRASPETESVFDDTFWENLSVVINALDNVNARLYIDQRCLYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPTEVNAFLINPSDYISAMQKAGDAQARDTLDRVLECLDKERCDTFQDCITWARLRFEDYFADRVKQLTFTFPEEATTSSGAPFWSSPKRFPRPLQFSVDDASHLQFLLAASILRAETFGILIPDWVKSPQKLAEAVDKVIVPDFQPKKDVKIVTDEKATSMAASSIDDAAVINELVMKLETCRQKLPSGYKMNPIQFEKDDDTNYHMDLIAGLANMRARNYSIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLDGGHKVEDYRNTFANLALPLFSMAEPVPPKVTKHQDMNWTVWDRWILKDNPTLRELLQWLQNKGLNAYSISYGSCLLYNSMFPKHKERMDRKLVDLAREVAKADLPPYRKHFDVVVACEDEEDNDVDIPQMSIYFR*

NbL05g06990.1 ubiquitin−activating_enzyme_E1_1−like [MW − SP = 124.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13472 GDSL−like Lipase/Acylhydrolase family

Protein sequence:
MVGPTSRPQFVLFGSSIVQFSYSYQGWGAILADLYARKADIVLRGYAGWNSRCALQVLDEVFPKDAAVQPSLVIVYFGGNDSVEPHPSGLSAHVPLPEYVENMRKIAIHLKSLSDKTHIILLSAPAVNEAQITEVFGNGLGRSNGSCRKYSEACIQLGQELGVKVIDLWTTLQQRDDWLTACFTDGIHLSSEGSKLVAKEILKVLKEAEWEPNLHWRSLPIEFPEISPYIFVDPKGETAVNVSQLDLEWQTQWH*

NbL05g06630.1 GDSL_esterase/lipase_CPRD49−like [MW = 28.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00686 Starch binding domain

Protein sequence:
LFSHSLYPTVYFWNNHNHHSHISRTPVGKKLQIFVMESLTGSSLKGVCLDNIIDKHRVLSLCTKDIALSKRPEICFLGLSSCKIVNVSSLSIHRKTVQPIFCAPARQSSTDTQTDTQSEETETTDKNQSEPVRVKFQLNKECSFGQHFHIVGDDPVLGSWNPSNAMPLDWSEGHAWTVELDIPSGKTISYKFILKGDAETILWQQGSDRILQTWETKKIITVSEDWDNAELQTIVEQEPAAEQSEESAVNPEILIAENLVPPTVVDVEDDINEKKSNEVLAMVAENITEVKEDVNTNLNEDTIIETKVIGKNGMVFNDEVLSSKKEPILVARETVPVLVPGLTQVLDMDKVIAEISVGSNGEELNVLLDKVQMNKVVTEGSLGLKSEEFNVPELSSNNEVATDLTHPRETPEMMLNVKQEVRGNEDIEKSEFVEGGDWPSGKPVEEIFDSDMKWGKRTLQKFFANLGFFKVELEG*

NbL05g06480.1 uncharacterized_LOC104227496 [MW = 53.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
KVLLELVLVLAAEYTMSRRYDSRTTIFSPEGRLYQVEYAMEAIGNAGSAIGILAKDGVVLVGEKKVTSKLLQTSTSTEKMYKIDDHVACAVAGIMSDANILINTARVQAQRYTFAYQEPMPVEQLVQSLCDTKQGYTQFGGLRPFGVSFLFAGWDKNYGFQLYMSDPSGNYGGWKAAAIGANNQAAQSMLKQDYKDEITREEAVKLVLKVLSKTMDSTTLTSEKLELAEVFLFNGKVKYQVHSSESLNNLLVQSGLTQPAADS*

NbL05g06350.1 proteasome_subunit_alpha_type−4 [MW − SP = 27.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MKITMAASSATATTSFLCALDKKTPFLCTLDKKGTQFLCPKGNSTKRRSFNGGVKCMAIETAAGATETRKRSGYELQTLTSWLLRQEQAGTIDAELTIVLSSISMACKQIASLVQRAGISNLTGVQGAVNVQGEDQKKLDVVSNEVFSNCLRSSGRTGIIASEEEDVPVAVEESYSGNYIVVFDPLDGSSNIDAAVSTGSIFGIYSPNDECLADLGDDSTLDNVEQRCIVNVCQPGSNLLAAGYCMYSSSVIFVVTLGNGVFAFNLDPMYGEFVLTQENIQIPKSGKIYSFNEGNYQLWDDKLKKYIDDLKDPGPSGKPYSARYIGSLVGDFHRTLLYGGIYGYPRDKKSKNGKLRLLYECAPMSFLVEQAGGKGSDGHQRVLDIQPTEIHQRVPLYIGSTEEVEKLEKYLS*

NbL05g06140.1 fructose−16−bisphosphatase_chloroplastic−like [MW = 44.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAEVKLLGLWYSPFSHRVEWALNIKGVEYEYIEEDLQNKSSLLLQSNPVHKKIPVLIHNGKPIAESMVILEYIDEAFEGPSILPEDPYDRAIARFWAKFLEDKVPAVGKSFFLKGEEQAKGKEEAFEVLKILDNELKDKKFFTGDKIGFADIAANFVGLWLGVFEEASGIILVTREKFPNFCAWRDEYINYSQNKEYLPPRDELLAHFKARFQAAPK*

NbL05g06090.1 probable_glutathione_S−transferase [MW = 24.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11566 PI31 proteasome regulator N−terminal

Protein sequence:
MATEQSVMAVIRASRPTFRQAHDKVAFAVHAAFLASGFVLHATGPSASTDDALSSSSTDEVGIDHWNEFEDSYAFVYSKPERSSNKVLVKCLAMNNKLLIDTLRDGDNEPLHLELSVEDYIVEDGGTNYNAQFKNLGKLVGELNKEVLSKYSGSSVANSSTQTSSFGKGGLEDQPSAELRSDYPYQPGSSFPSGYVVPPIPGSGGSDLFPGPGAGVYPTRGSPGGGSMLVGPNDPRFFGGMGGDPRLPGGLPGVLPGARFDPYGPSDVPGFEPGRFIRDPRRPGGGRPHPDLPHFGGDSDFI*

NbL05g05910.1 probable_proteasome_inhibitor [MW = 31.91 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 58 115 172 283

Protein length

Gel Slice

4.1 5.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 58 115 172 283

Pfam domains

Pfam Description
SP Sequon TM Domain PF14681 Uracil phosphoribosyltransferase

Protein sequence:
MACHYSLIYTPHPYRPPPEPSLSLLPSSPSDSRCRQNLNFHYKKISNSDKRRGIVVCSMAAENKVMSGNRMLVFVPPHPLIKHWVSVLRNEQTPSPIFKNAMSELGRLLMYEASRDWLPIITGEIQSPMGVASVEFVDPREPVAIVPILRAGLVLAEHASSILPATKTYHLGISRNEETLQPSVYLNKLPDKFPEGSRVFVVDPMLATGGTIVAAIDLIKEHGVDNSQIKVICAVGAPPALQKLSEKFPGLHVYAGILDPTVNDKGFIIPGLGDAGDRSFGT*

NbL05g05840.1 uracil_phosphoribosyltransferase [MW = 30.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA)

Protein sequence:
MATSVSTIGAANKAPLSLNNSVAGTSIPSTAFFGKTLKKVYGKGVSSPKVTNKSLRIVAEKIDADPKKQTDGDRWKGLVQDFSDDQQDITRGKGMVDSLFQAPTGTGTHHAVLQSYEYVSQGLRQYNLDNKLDGFYIAPAFMDKLVVHITKNFLKLPNIKVPLILGIWGGKGQGKSFQCELVFRKMGINPIMMSAGELESGNAGEPAKLIRQRYREAAEIIRKGNMCCLFINDLDAGAGRMGGTTQYTVNNQMVNATLMNIADNPTNVQLPGMYNKQENARVPIIVTGNDFSTLYAPLIRDGRMEKFYWAPTREDRIGVCTGIFRTDNVPAEDVVKIVDSFPGQSIDFFGALRARVYDDEVRKWVSGTGIEKIGDKLLNSFDGPPTFEQPKMTIDKLLEYGNMLVQEQENVKRVQLADKYLKEAALGDANADAINNGSFFTREEAQHADVPVGEGSTHSIATKLDSTSRAEDGSYLFKF*

NbL05g05670.1 ribulose_bisphosphate_carboxylase/oxygenase_activase_1_chloroplastic [MW = 52.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MAALTRVSPYQCHNLSLVNHRHPELPSLLATTSSFVSFPKKNKKYSKFSVLAMADLNTSTVLVTGAGGRTGSIVYKKLKERSEKYTARGLVRTEESKQKIGGADDVYIGDIRDTESIIPAIQGIDALVILTSAVPKMKPGFDPTQGGRPEFYFEDGAYPEQVDWIGQKNQIDAAKAAGVKQIVLVGSMGGTNPNHPLNSIGNGNILVWKRKAEQYLADSGIPYTIIRAGGLQDKEGGIRELLVGKDDELLQTETRTIARADVAEVCIQLLFVLYRDVCCFFDQLQCFTPTTHFL*

NbL05g05510.1 uncharacterized_protein_At5g02240−like [MW = 32.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00773 RNB domain

Protein sequence:
QSLFCNQSKRNPQLLHDISNFHNHQFLVFNQTPMAVRAMNSCVIFRSAATPPLAASRRCCVRQFTTSRNRKPLNLHSFLRCTPYPLSHVTVRSYSVHNLVEMVMEELASIRKRGRVRATSKLEFASTGELLEDKLKKGTLQKGLLLEFKKDSERVLLAVALKPDGKKNWMVSDQNGITTSIKPQQVTFIVPGAENFEPTEISDFVQKAQDNLDTALLEFAWNELVEKNKSVTVQELAEMIFGSAEPLESYCAHLLLSRDEVYFTVLESKGLSPVYGPRTATQVGELLRRKLAKEAVEKEFEELIQLLRSAKKMPPQDKPPRSSWKTEEKIWHKIESLEAFAIDACRNDDQKRTAGMILKAMGLAKTSSAAVNLLIDIGYFPVHVNLDLLKLNIPTDHRDEILSVAESILSSPTDLDEADRVDLTDLKVYAIDVDEADELDDALSATRLQDGRIKVWIHVADPTSLLQPGSIIDKDARRRGTSIFLPTATYPMFPERLAMEGMSLKQGRLCNAVTVSVVLRSDGSIAEYSVENSIIKPTYMLTYESATELLHLNLEEEIELKVLSEAAALRLRWRREQGAIDTGTLETRIKVTNPDHPEPSIKLYVENQADAAMRLVSEMMVLCGEVIATYGSHNNIPLPYRGQPQSNIDTSAFEHLPEGPVRSSAIVRIMRAAEMDFRNPVRHGVLGLPGYVQFTSPIRRYMDLAAHFQVKAFLRGDSLPFSAGELEGIASTVNMTTRVVRRLSSSSLRYWILEYLRRQPKGKRFRALVLRFIKDRIAAILLTEIGVQASSWVSLGVQIGDEVDVQVEEAHPRDDVLSLKEVEAV*

NbL05g05450.1 ribonuclease_II_chloroplastic/mitochondrial [MW = 92.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MAVTKILCIATTLFCFLTAVNAKIPGAYTSGPWQGAHATFYGGSDASGTMGGACGYGNLYSQGYGVNNAALSTVLFNNGLSCGACFEIKCVDDGKWCLPGNPSIFVTATNFCPPNFALPNDDGGWCNPPRPHFDLAMPMFLKIGQYRAGIVPVTYRRVPCRKAGGIRFTINGFRYFNLLLVTNVAGAGDIQKVLIKGTNTQWIAMSRNWGQNWQTNAVLVGQALSIRVKASDRPSVTSNNVAPPNWQFGQTFEGKNFRV*

NbL05g05440.1 expansin−A3−like [MW − SP = 25.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVGFTDTERLIGDAAKNQVAMNPINTVFDAKRLIGRRFADASVQSDIKHWPFKVIPGPGDKPMIVVNYKGEEKQFAAEEISSMVLIKMREIAEAFLGSTVKNAVVTVPAYFNDSQRQATKDAGVIAGLNVLRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKNKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTIHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERTRTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKSEDEEHKKKVEAKNALENYAYNMRNTVKDEKIASKLPEADKKKIEDAIEAAIQWLDANQLAESDEFEDKMKELESVCNPIIAKMYQGAGGDMGGAMDDDAPAPSGGSGAGPKIEEVD*

NbL05g05270.1 shock_cognate_70_kDa_protein_2−like [MW = 71.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01968 Hydantoinase/oxoprolinase

PF02538 Hydantoinase B/oxoprolinase
PF05378 Hydantoinase/oxoprolinase N−terminal region

Protein sequence:
MGSQSEGKLKFCIDRGGTFTDVYAEIPGKSEGRVMKLLSVDPSNYDDAPVEGIRRILEEFTGKKIPRSSKIPTDKIEWVRMGTTVATNALLERKGERIALCVTRGFRDLLQIGNQARPHIFDLAVLKPSNLYEEVVEVDERVELVLDKEGGVDLDSSASLVQGVSGELVKVVKPLNEEALKPLLNALLQRGISCLAVVLLHSYTYPQHEILLEKLALNLGFRHVSISSALTPMVRAVPRGFTASVDAYLTPVIKEYLSGFMSKFDEGLGKLNVLFMQSDGGLAPEHRFSGHKAILSGPAGGVVGYSQTLFGIETDKALIGFDMGGTSTDVSRYAGTYEQVIETQVAGAIIQAPQLDVNTVAAGGGSKLKFQFGSFRVGPDSVGAHPGPVCYRKGGQLAVTDANLILGYVIPDFFPSIFGPNEDQPLDIDATREEFEKLARQINSYRKSQDSSARDMTVEEIAQGFVNVANETMCRPIRQLTEMKGHETSHHALACFGGAGPQHACAIARSLGMKEVLIHRLCGILSAYGMGLADVVEDAQEPYSAVYGPDSVIEASRRETILLKQVKDKLQEQGFREESITSETYLNLRYEGTDTAIMVKRPTNDHGSPPDYAAEFVKLFQREYGFKLQNRNIVICDVRVRGVGVTNILKPRALDSFPGAPKIESHYKVYFGNGWNETPLFKLENLAYGNVVPGPAIIMNGNSTVIVEPNCKASITKYGNIKIEIESASNTAKLDEKVANVVQLSIFNNRFMGIAEQMGRTLQRTSISTNIKERLDFSCALFGPDGGLVANAPHVPVHLGAMSSTVRWQLQHWGDNLNEGDVLVANHPSAGGSHLPDITVITPVFNKGRLIFFVASRGHHAEIGGITPGSMPPFSKFIWEEGAAIKAFKLVEKGTFQEEGITKLLRYPCSEESTHNIPGTRRLQDNLSDLHAQVAANQRGITLINELIEQYGLETVQAYMNYVQANAEEAVREMLKSVAARVSSEAKMSGKGGVVTIEEEDYMDDGSTIHLKLTVDSLKGEAFFDFSGTSPEVYGNWNAPEAVTAAAVIYCVRCLVNVDIPLNRGCLAPVKIYIPPGSFLSPSDKAAVVGGNVLTSQRITDVVLTAFQACACSQGCMNNLTFGDDTFGYYETIGGGSGAGPTWDGTSAVQCHMTNTRMTDPEIFEQRYPVILHKFGIRENSGGAGQHKGGDGIIREIEFRRPVIVSILSERRVHAPRGLMGGKDGARGDNFLITKDKRKVYVGGKNTIEVQAGEILQILTPGGGGWGSK*

NbL05g05150.1 5−oxoprolinase−like [MW = 137.99 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01399 PCI domain

Protein sequence:
MATFAKPENALKRAEELITVGQKQEALQALHDLITSRRYRAWQKTHERIMFKYVELCVDMRRGRFAKDGLIQYRIVCQQVNINSLEEVIKHFMHLATERAELARNQAQALEEALDVEDLEADKRPEDLMLSYVSGEKGKDRSDRELVTPWFKFLWETYRTVLEILRNNSRLEALYAMTAHRAFQFCKQYKRTTEFRRLCEIIRNHLANLNKYRDQRDRPDLSAPESLQLYLDTRFEQLKVATELGLWQEAFRSIEDIYGLMCMVKKTPKASLMVVYYGKLTEIFWMSSNHLYHAYAWLKLFSLQKSFNKNLSQKDLQLIASSVVLAALSVPPYDQSYGASHLELENEKERSLRVANLIGFEVEPKAENRVALSRSSLLSELVSKGVMSCVTQEVKDLYHVLENEFLPLDLALKVQPVLSKISKLGGKLSSVSSVPEVQLSQYVPALEKLATLRLLQQVSQVYQTIQIDNISKMIPFFDFTVIEKISVDAVRRNFLAIKVDHMKGAVFFGKQSIEAEGLRDHLSLLAESLSKARTMIYPPAKKAAKLGEALSNLAEIVEKEHKRLLARKSIIEKRKEEQERLLLEMERVEETKRRELQKMTEEAEQKRIAVEYEQRRNQRILKEIEDRELEEAQALLHEAEKRSKRKKKPVLEGEKMTKQVIMELALNEQLRERQEMEKKLLKFAKTMDHLERAKREEAAPLIESAFKQRLAEEAALHEREQQQEIELSRQRHAGDLEEKRRLGRMLENKRILQEKVVSSREAEFTRMKRERQERISQIIQSRKQEREARRKMIFFLRSEEERQKRLQEEEEARKREEAERRKKEEAERKAKLDEIAEKQRRRMLELEEKENREREEIFRRSTAVLSKPAEPPTLGRPAELGGAAPIPAAAATAPTPGPGKYVPRHLRAKMDGGGQAPTPETDKWGGGSKPDDRPSWRDERKPSPFGSGSRTSWPASRR*

NbL05g05030.1 eukaryotic_translation_initiation_factor_3_subunit_A [MW = 111.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00241 Cofilin/tropomyosin−type actin−binding protein

Protein sequence:
MANAASGMAVHDDCKLRFLELKAKRTHRFIVFKIEEKQKQVVVEKVGDPAESYEDFAASLPDNECRYAVYDFDFVTAENCQKSRIFFIAWSPDTSRVRSKMIYASSKDRFKRELDGIQVELQATDPTEMGLDVIKSRAN*

NbL05g05010.1 actin−depolymerizing_factor_1 [MW = 15.95 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 95 189 283 377 472

Protein length

Gel Slice

4.6 6.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 95 189 283 377 472

Pfam domains

Pfam Description
SP Sequon TM Domain PF01960 ArgJ family

Protein sequence:
MSLSFPHFISVRFTDLNGLKVKAHGLPKQLRRDFKVLAVTSMSKEASNYIPAAPIFLPEGPWQQIPGGVTAAKGFKAAGMYGGLRALGEKPDLALVSCDVAAISAGAFTTNVVAAAPVLYCKKALNASKTARAVLINAGQANAATGDAGYQDVIECSSALAKLLQLKQDEVLIESTGVIGQRIKKEALLNSLPHLVRQLSSTVEGADSAAVAITTTDLVSKSVAVETEVRGTRIRVGGMAKGSGMIHPNMATMLGVVTTDASVTSDVWRKMVQVAVNRSFNQITVDGDTSTNDAVIALASGLSESYEISSLNCSEAEHLQNCLDAVMQGLAKSIAWDGEGATCLIEVRVAGADNEADAAKIARSVAASSLVKAAVYGRDPNWGRIACAAGYAGIPFNSDKLRISLGDIVLMEAGQPLPFDRIAASNYLRKAGDVHGTVEIQISTGDGPGSGLAWGCDLSYDYVKINAEYTT*

NbL05g04990.1 arginine_biosynthesis_bifunctional_protein_ArgJ_chloroplastic [MW = 49.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00719 Inorganic pyrophosphatase

Protein sequence:
MVPPIETPAKASVSQKSSIPPLNERILSSMTRRSVAAHPWHDLEIGPGAPQIFNVVVEISKGSKVKYELDKKTGLIKVDRVLYSSVVYPHNYGFIPRTLCEDSDPLDVLVIMQEPVLPGCFLRAKAIGLMPMIDQGEKDDKIIAVCADDPEYKEYTDIKELPPHRLAEIRRFFEDYKKNENKEVAVNDFLPATKAFEAVQHSQDLYADYIVESLRR*

NbL05g04950.1 soluble_inorganic_pyrophosphatase−like [MW = 24.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAVPPARARADYDYLIKLLLIGDSGVGKSCLLLRFSDGSFTTSFITTIGIDFKIRTIELDSKRIKLQIWDTAGQERFRTITTAYYRGAMGILLVYDVTDESSFNNIRNWIRNIEQHASDNVNKILVGNKADMDESKRAVPTSKGQALADEYGIKFFETSAKTNMNVEEVFFSIARDIKQRLAESDSKAEPQTIRINQPDQAAGAAQSAQKSACCGS*

NbL05g04920.1 ras−related_protein_RABE1c−like [MW = 23.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01678 Diaminopimelate epimerase

Protein sequence:
MAIAAAITVPLTTPSRRSLSSTSVNFIRFSSPLTRQPKFLKFAAGGGTQCPNFRICATSSMRIEAPEKGSPDSFLNRKESGILQFVKYHGLGNDFILVDNRDTTQPKVSPDQAVKLCDRNFGIGADGVIFAMPGVNGTDYTMRIFNSDGSEPEMCGNGIRCLAKFIAELENSRGKRSFTIHTGGGLIVPEIQEDKVRVDMGEPILKASDVPTKLPPNRDQSVVKARLDVDGTAWNVTCVSMGNPHCVTFGTEQSQDLQVDELNLADIGPKFEHHVMFPARTNTEFVQVFSPTHLKMRVWERGAGVTLACGTGACAVVVAAVLEDRAARRCTVDLPGGPLDIEWSEKDNHIYMTGPAEVVFYGSVPL*

NbL05g04890.1 diaminopimelate_epimerase_chloroplastic−like [MW = 39.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTTLNPVCSKTNQIHKQFLHNQRPISAKPISCLSFRTPPPPFSTSFFSIKASSSQNPKPIIPLNPNEKSQNPFSFLKPTLVATITATALIFSRFYFFPKPSISAQNFAPPPTAAVETDVREAVSEEEKERAIEEHLVSNPDDVEALRNLMEIKIKNKKMLDAISIIDKLIEVEPNESEWPLMKSHLYVNIGEVELAKVGFNEIIKKDPFRVEAYHGLVMAASQDESIEDLKGIEKMIEEGMKLCKKENKKTDLRDFKLLLAQIRVIEGKYEDALKVYGELVKEEPRDFRPYLCQGIIYTLLRKSSDAEKCFEKYRRLVPQGHPYARYFDENMIATKVFAQKVENERAGSKS*

NbL05g04860.1 protein_SLOW_GREEN_1_chloroplastic−like [MW = 40.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MKLHKQSSRRDEEIPNSQISLPYSPKTLKHPARSLPRSINYLLKEQRLLFILIGILIGSTFFIFQPSLSLLSTSSEPHSSIPRSYNALNHESLSTFSSYNNGPIFKGRVPVGVGRKRMRIVVTGGAGFVGSHLVDKLIKGGDDVIVIDNFFTGRKENVMHHFGNPRFELIRHDVVEPILLEVDQIYHLACPASPVHYKYNPVKTIKTNVMGTLNMLGLAKRIGARFLLTSTSEVYGDPLEHPQKETYWGHVNPIGVRSCYDEGKRTAETLTMDYHRGAGVEVRIARIFNTYGPRMCLDDGRVVSNFVAQAIRNQPMTVYGDGKQTRSFQYVSDLVDGLVALMEGEHIGPFNLGNPGEFTMLELAEVVKEVIDPSAKIEFRANTADDPHKRKPDISKAKELLNWEPKVPLREGLPLMVNDFRNRILNEDEGKEN*

NbL05g04800.1 UDP−glucuronic_acid_decarboxylase_1−like [MW = 48.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF18592 Tho1/MOS11 C−terminal domain

Protein sequence:
MTTTAAQIPENPIKTLVHSSDPNPTPLSGPPPHDSATAAVKPPPTSDSPKDQLEKEAAAAADGGGGQATDIEKKMKRAERFGMLVQLSEQEKRNTRSERFGTASAAQGSDALKKSEEQKRKARAERFGINQSDSADEEAKKKARLTRFTSTVKADPVEEDKRKARALRFSQSQSGSQSQENGKGKIEQDTVVVEKAGGGT*

NbL05g04580.1 protein_MODIFIER_OF_SNC1_11−like [MW = 21.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family PF14374 60S ribosomal protein L4 C−terminal domain

Protein sequence:
LSMLYIHILGRNPSFHSALLPKTLAVAASSPMATAAAIPTTTVQALENDMATDGAVPLPAVMKAPIRPDVVTYVHSNISKNARQPYAVSKKAGHQTSAESWGTGRAVSRIPRVAGGGTHRAGQAAFGNMCRGGRMFAPTKIWRRWHRKIPVNQKRYAVASAIAASSVPSLVLARGHRIETVPELPLVVSDSIEGIEKTNNAIKALKQVGAYPDAEKAKNSHAIRPGKGKMRNRRYISRKGPLIVYGTEGAKLVKAFRNIPGVEICHVDRLNLLKLAPGGHLGRFVIWTKSAYEKLDSIYGSFDKPSEKKKGYLLPRPKMVNADLARIINSDEVQSVVRPIKKDVNKRATLKKNPLKNLNVLLKLNPYAKTARRMSLLAEAQRVKAKKEKLDKKRHQITKEEASAIRSASHSWYKTMISDSDYTEFDNFSKWLGVSQ*

NbL05g04470.1 60S_ribosomal_protein_L4−like [MW = 48.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MGKCYPIVSEEYVKAVEKCKRKLRGLIAEKNCAPIILRLAWHSAGTYDVKNKTGGPFGTIRHPDELKHGANNGLDIAVRLLEPIKEQFPILSYADFYQLAGVVAVEVTGGPDIPFHPGRQDKTEPPPEGRLPDATKGSDHLREVFGHMGLSDKDIVALSGGHTLGRCHKERSGFEGAWTNNPLIFDNSYFRELLSGEKEGLLQLPSDKALLEDPVFRPLVEKYAADEDAFFADYAEAHLKLSELGFADAE*

NbL05g04450.1 L−ascorbate_peroxidase_2_cytosolic [MW = 27.6 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF12819 Malectin−like domain
PF13855 Leucine rich repeat

Protein sequence:
MEFRFFIFFLWFLFLLINGSRAQPGFVSLDCGGKDNFTDELGLEWTPDTQMISGDIANISVFNETRTQYMTLRYFPADNRKYCYTLDVIPRNRYLVRATFLYGNFDDNNFYPKFDISLGATRWATIVISDANTMEYQELIFLATDPSISVCLSNATTGQPFISTLELRSFNGSIYMNEYENDFFMSVSARINFGAESDDPVRYPDDPFDRIWASDTIKKANYLVDVAAGTERVSTKMPIDVNTVNGEMPPQKAMQTAVVGRNGSLTYRLNLDGFPGFGWAFVYFAEIEDLDPSDTRKFRLVLPGDPDISKLVVNIQENAHGRYRLYEPGYFNLSLPFVLSFRFGKTADSTMGPLLNAMEINRYVKRTGGSLDGQVISSLISRYSSANWTNEGGDPCLPVPWSWIRCDSDILPRITSIKLSGENLTGNIPPELTKLSGLVELWLDGNSLTGPIPDFSGCPNLQIIHLENNQLSGELPSSLEGLTSLKELYVQNNRLTGSVTSGLLNNGVILNYTGNINLREGDSNHSRKKIIIGSTVGASALLLATVASCILLQKGKKSSPKQGLLEQNLPPQRFVSSFGDAATEAAHCFTLAELEEATRNFEKKVGSGGFGVVYYGKLKDGKEIAVKVLTNNSFQGKREFSNEVALLSRIHHRNLVQFMGFCQEDGKSILLYEFMHNGTLKEHLYGPQLPDRSINWIRRLEIAEDAAKGIEYLHMGCVPSIIHRDVKTSNILLDKNMRAKVLDFGLSKLAVDGASHVSSIVRGTVGYLDPEYYISQQLTDKSDVYSFGVILLELISGQEAISNENFGLNCRNIVQWAKLHIESGDIQGIIDPALHNDYDIQSIWKIAEKALMCVQPHGSMRPSISEVIKEIQDAIAIERGAEAVREGSSDDISRHSMHSSLHAGSVDLGASDHYLSIDESITKPTAR*

NbL05g04420.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g67720 [MW − SP = 100.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDPDSVKSTLSNLAFGNAMAAAARDYQKEVLAQEKALASSSVNEDIDLDELMDDPELEKLHADRIASLKKEAEKREALKRQGHGEYREIGEGDFLGEVTGCEKVIFHFYHREFYRCMIMDKHLKSLAPRHVDTKFLKLDVEEGNSFR*

NbL05g04310.1 thioredoxin_domain−containing_protein_PLP3B−like [MW = 16.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
SIQQSITACLRVLLKASQCSLAQSTFIGRRRPPLTPLSSSYSYVSRSIFSSKPVTMADSAGKSHETVKNCKTEAAAASDGKELTPEELEKKKKKEEKAREKELKKLKAAQKAEAAKKAQGASNVSKTAKKKSSKREGEEENPEDYVDPETPLGEKKRLSRQMAKTFNPSAVEKSWYSWWEKSNFFVADPNSSKPPFVIVLPPPNVTGALHIGHALTAAIEDTIIRWRRMSGYNTLWVPGMDHAGIATQVVVEKKIMRERNLTRHDIGRENFVSEVWNWKNEYGGTILQQLRRLGASLDWSRECFTMDEKRSKAVTEAFVRLSNEGLIYRAPRMVHWDCVLRTAISDIEVEYTDIKERTLLSVPGYEEPVEFGVLTSFAYPLEGGLGEIVVATTRIETMLGDTAIAIHPEDKRYSHLHGKFAIHPFNGRRLPIVCDEILVDMNFGTGAVKITPAHDPNDFEVGQRHKLEFISIFTDDGNINSNAGPDFEGMPRFKARVAVTEALKEKGLYRDAKNNEMRLGICSRSNDVVEPLIKPQWFVNCQSMAKQALDAVTDDDNRKMEIIPKQYVAEWKRWLENIRDWCISRQLWWGHRIPAWYVTLHDDKQKEFGVCGDHWIVARNEEEARDLACRKFSGKEIVGLTQDPDVLDTWFSSGLFPLSVLGWPDDTADFKTFYPTSVLETGHDILFFWVARMVMLGIKLGGDVPFTKVYLHPMIRDAHGRKMSKSLGNVIDPLEVINGIELAGLHKRLKEGNLDAKEFERAKEGQAKDFPSGIPECGADALRFALVSYTAQSDKINLDIQRVVGYRQWCNKLWNAIRFAMSKLDEDYTPPTKIVPREMPFSCQWILSALDKAIAKTVSSLESYDFSDAATAVYAWWQFQLCDVFIEVIKPYFAGDNPEFVSARRFAQDTLWLCLDNGLRLLHPFMPFVTEELWQRLPAGGNSTKKESIVISDYPSTIESWNNDSVEAEMEKVSSIVKGLRSKRALLPPKERFARREAFVLCRTNDIVGTIKSRELEICTLAALSSLKVSSDSDAAPTQWLTEVVDESVTVFLEEKGTTINPKDEVERLKRKREETRKQYENLNKVMSASGYKEKVPANVHEDNTLKLGVLKQELESFEENIERLRRQIEAL*

NbL05g04150.1 valine−−tRNA_ligase_mitochondrial_1−like [MW = 128.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MSLFFGEQMAKDTEVGTEYAPKDYHDPPPAPLIDPEELGKWSFYRAIIAEFIATLLFLYITVLTVIGYKSQIDPDHNGEQCGGVGILGIAWAFGGMIFVLVYCTAGISGGHINPAVTFGLFLARKVSLVRAIMYILAQCLGAICGCGLVKAFQKAYYVKYGGGANTLNDGYSTGTGLGAEIIGTFVLVYTVFAATDPKRNARDSHVPVLAPLPIGFAVFMVHLATIPVTGTGINPARSFGAAVIYGKNKAWDDQWIFWVGPFIGAAIAAFYHQFILRAGAVKALGSFRSNA*

NbL05g04020.1 PIP2−1−like [MW = 31.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MASSASSLHFLSLTPQTLPLSKATSQTTSLSFFSLPPSSLNLSLSSSSCFSSRFVRKVTLSDFDQIEDVEDGDDGVEEERNFSPDLKIFVGNLPFSADSAALAELFERAGNVEMVEVIYDKLTGRSRGFGFVTMSSKEEVEAACQQFNGYELDGRELRVNSGPPPEKRENSSFRGGNRGGGSFDSSNRVYVGNLSWGVDQDALETLFSEQGKVVDAKVVYDRDSGRSRGFGFVTYSSAEEVNNAIESLDGVDLNGRAIRVSLAEARPPRRQF*

NbL05g03930.1 29_kDa_ribonucleoprotein_A_chloroplastic [MW = 29.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01566 Natural resistance−associated macrophage protein

Protein sequence:
MESETLTIDHRQPSMIQRILSASAPMLLIAIGYVDPGKWAAMVDGGARFGFDLIMPVLMFNFAAILCQYLSACIALVTDRNLAQICSEEYDKVTCIFLGIQAEVSMIALDLTMVLGTAHGLYVVFGVDLFSCVFLTATGAVLFPLLASLLDNVSAKFLCIGWGSSILLSYVFGVVISQPESPFSIGGMLNKFSGESAFALMSLLGASIMPHNFYLHSSIVQQGKESTELSRGALCQDHFFAIVFIFSGVFLVNYAVMNSAANVSYSTGLLLLTFQDALSLLDQVFRSSVAPFTIMLVTFISNQITALNWDLGRQPVVHDLIAMDIPGWLHHVTIRVISIVPALYCVWNSGAEGLYQLLIFTQVVVALVLPSSVIPLFRVASSRSIMGIHKISQLMEFLSLGTFVGLLGLKLIFVIEMIFGNSDWVNNLKWNIGSSVSIPYVFLLIAASLSLCLMLWLAVTPLKSASSRFDTQAFLHSPMPESYLERNQFDASDSTFSLERSAQKQEAALHAEKSLVGLPDLSTPDPDQILPESLLDYEKVPHLATIDESKSETTFSAPSLSHPEVSASAGDTAAAKSVCNEVSSVESVDTSIFSTTDESVDVVEKTLRIEGDMANDKDDEGDSWEPDKGVSENNTQSFISDGPGSFKSLSGKEDTGSGTGSLSRLAGLGRAARRQLTIVLNEFWGQLFDYHGAATPEAKSKKLDVILGLDSKVDPKPAPASLKMESSRSDFNNAYIPSGSAKVPESLINSNIYSPKQQYVSGTVDSTYRVPKEPSSWSSHMKLLDVYMQSSNSNILDSGERRYSSMRIPTSSAGYDQQPATVHGYQITAYLNQIAKERGSDYLNGQLESPSPRSVSSSMSSNYAEPFARALGQKPQSGVSSRAPPGFGNVPVARNNSMQPVNTLTDLSSTETAESVAGAANSKKYYSLPDISGRYIPRQDSALSDGRAQWYNSMGYGPSVGRSTFEQAYMTGSLRAGGPQRFEHSPSKVCRDAFSLQYSSSNSGIGSGSGSLWSRQPFEQFGVAGKTDVAASSDHGNVQSSSTPESTSTVDLEAKLLQSFRSCIVKLLKLEGSEWLFRQDDGTDEDLIDRIAAREKFLYEAETREISRLTNIGESHFSSNRKPGSVSAPKPEEMDYTKFLVMSVPHCGEGCVWKVDLIVSFGVWCIHRILELSLMESRPELWGKYTYVLNRLQGIIDLAFSKPRPPTSHCFCLQIPIGRQQKSSPPPISNGSLPPQAKQGRGKCTTAPMLLDMIKDVEMAISCRKGRTGTAAGDVAFPKGKENLASVLKRYKRRLSNKPVGNQEASGAAPRKVMSPSAAPFSL*

NbL05g03910.1 ethylene−insensitive_protein_2 [MW = 143.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00221 Aromatic amino acid lyase

Protein sequence:
MASNGHVNGGENFELCEKSSAIDPLNWEMAAESLRGSHLDEVKKMVNEFRKPTVKLGGETLTVAQVAAIAVRDKSVNGVKVELSEEARAGVKASSDWVMDSMNKGTDSYGVTTGFGATSHRRTKNGGALQKELIRFLNAGVFGNGTETSHTLPHSATRAAMLVRINTLLQGYSGIRFEILEAIAKLINSNITPCLPLRGTITASGDLVPLSYIAGLLTGRPNSKAVGPNGEALNAEEAFRVAGVNGGFFELQPKEGLALVNGTAVGSGMASMVLFDSNILAVMSEVLSAIFAEVMNGKPEFTDHLTHKLKHHPGQIEAAAIMEHILDGSSYVKAAQKLHEMDPLQKPKQDRYALRTSPQWLGPQIEVIRSATKMIEREINSVNDNPLIDVSRNKALHGGNFQGTPIGVSMDNARLALASIGKLMFAQFSELVNDYYNNGLPSNLTASRNPSLDYGFKGAEIAMASYCSELQFLANPVTNHVQSAEQHNQDVNSLGLISARKTAEAVDILKLMSSTYLVALCQAIDLRHLEENLKNAVKNTVSQVAKRTLTMGANGELHPARFCEKELLRVVDREYLFAYADDPCSCNYPLMQKLRQVLVDHAMKNGESEKNVNSSIFQKIGAFEDELKAVLPKEVESARAALESGNPAIPNRITECRSYPLYRFVRKELGTELLTGERVRSPGEECDKVFTAMCNGQIIDPMLECLKSWNGAPLPIC*

NbL05g03880.1 ammonia−lyase−like [MW = 78.01 kDa]
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1 69 137 205 273 341

Pfam domains

Pfam Description
SP Sequon TM Domain PF00294 pfkB family carbohydrate kinase

Protein sequence:
MEYERILLGMGNPLLDISAVVDQDFLNKYDIKPNNAILAEEKHLPMYDELASKSNVEYIAGGATQNSIRVAQWMLPFPGATSYMGSIGKDKFGEKMKNNAKDAGVNVHYYEDDAPTGTCAVCVLDGERSLVANLSAANCYKVDHLKRPENWALVEKAKFYYIAGFFLTVSPESIQLVAEHAAANNKIFSMNLSAPFICEFFRDPQEKALPYMDFVFGNETEARTFSKVHGWETDNVEEIALKISEWPKASETHKRITVITQGADPVVVAENGKVKLFPVIPLPKEKLVDTNGAGDAFVGGFLSQLVQGKPVEDCVRAGCYASNVIIQRSGCTYPEKPDFA*

NbL05g03850.1 kinase_2−like [MW = 37.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02359 Cell division protein 48 (CDC48), N−terminal domain
PF02933 Cell division protein 48 (CDC48), domain 2

PF17862 AAA+ lid domain

Protein sequence:
MSNKAESSDSKGTKRDYSTAILERKKSPNRLIVDEAVNDDNSVVSLHPETMEKLQLFRGDTILIKGKKRKDTICIALADDTCDEPKIRMNKVVRNNLRVWLGDVVSVHQCPDVKYGKRVHILPIDDTIEGVAGNLFDAYLKPYFLEAYRPVRKGDLFLVRGGMRSVEFKVIETDPPEYCVVAPDTEIFCEGEPVSREDENRLDEVGYDDVGGVRKQMAQIRELVELPLRHPQLFKSIGVKPPKGILLYGPPGSGKTLIARAVANETGAFFFCINGPEIMSKLAGESESNLRKAFEEAEKNAPSIIFIDEIDSIAPKREKTNGEVERRIVSQLLTLMDGLKSRAHVIVMGATNRPNSIDPALRRFGRFDREIDIGVPDEVGRLEVLRIHTKNMKLAEDVDLERIGKDTHGYVGADLAALCTEAALQCIREKMDVIDLEDETIDAEILNSMAVTNEHFSTALGTSNPSALRETVVEVPNVSWEDIGGLENVKRELQETVQYPVEHPEKFEKFGMSPSKGVLFYGPPGCGKTLLAKAIANECQANFISVKGPELLTMWFGESEANVREIFDKARQSAPCVLFFDELDSIATQRGSSSGDAGGAADRVLNQLLTEMDGMNAKKTVFIIGATNRPDIIDPALLRPGRLDQLIYIPLPDEDSRHQIFKACLRKSPLSKDIDLRALAKYTQGFSGADITEICQRACKYAIRENIEKDIERERRRKDNPEAMEEDVDDEVPEIKPAHFEESMKYARRSVSDADIRKYQAFAQTLQQSRGFGTEFRFPEASTGAAGTADPFATSAGGADEDDLYS*

NbL05g03730.1 cell_division_cycle_protein_48_homolog [MW = 89.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter PF00664 ABC transporter transmembrane region

Protein sequence:
MSQDSEEIKTIGEHWKWSEMQGLELVVSEHNNNNHQIQEPTQIQQQKQEREKQEMEVSEGKKEGNEKPNTQPQAVGFGELFRFGDSLDYVLMSIGSLGAFVHGCSLPLFLRFFADLVNSFGSYANDVDKMTQEVLKYAFYFLVVGAAIWASSWAEISCWMWTGERQTTKMRIKYLEAALNQDIQYFDTEVRTSDVVFAINTDAVMVQDAISEKLGNFIHYMATFVSGFVVGFTAVWQLALVTLAVVPLIAVIGAIHTITLAKLSGKSQEALSKAGNIVEQTVVQIRTVLAFVGESKAMQAYSAALKVSQKIGYKSGFSKGLGLGATYFTVFCCYALLLWYGGYLVRHHYTNGGLAIATMFSVMIGGLALGQSAPSMTAFAKARVAAAKIFLIIDHKPTVDRNAETGLELDSVSGQLELKDVSFSYPSRPDIKILDNFNLIVPAGKTIALVGSSGSGKSTVVSLIERFYDPTSGQLLLDGNDIKTLKLKWLRQQIGLVSQEPALFATSIKENILLGRPDATQIEIEEAARVANAHSFIIKLPDGFDTQVGERGVQLSGGQKQRIAIARAMLKNPAILLLDEATSALDSESEKLVQEALDRFMIGRTTLVIAHRLSTIRKADLVAVLQQGSVSEIGSHDELMSKGENGMYAKLIKMQEAAHETALSNARKSSARPSSARNSVSSPIITRNSSYGRSPYSRRLSDFSTSDFSLSLDAAYSSYRHEKLAFKDQASSFCRLAKMNSPEWSYALVGSIGSVICGSLSAFFAYVLSAVLSVYYNPDHAYMSKQIAKYCYLLIGVSSAALIFNTLQHFFWDVVGENLTKRVREKMLDAVLKMEIAWFDQEENDSSRIAARLALDANNVRSAIGDRISVIMQNSALMLVACTAGFVLQWRLALVLIAVFPVVVAATVLQKMFMTGFSGDLEAAHARATQLAGEAVANVRTVTAFNSETKIVNLFNSSLQTPLRRCFWKGQIAGSGYGIAQFLLYASYALGLWYASWLVKHGISDFSKTIRVFMVLMVSANGAAETLTLAPDFIKGGRAMRSVFDLLDRKTEVEPDDPDAIAVPDRLRGEVEFKHVDFSYPTRPDVSIFRDLNLRARSGKTLALVGPSGCGKSSVIALIERFYEPSSGRVMIDGKDIRKYNLKSLRKHIAVVPQEPCLFATTIYDNIAYGHESATEAEIIEAATLANAHKFVSALPDGYKTFFEERGVQLSGGQKQRIAIARAFLRKAELMLLDEATSALDAESEKCVQEALNRACAGKTTIVVAHRLSTIRNAHVIAVIDDGKVAEQGSHSHLLKNYADGIYARMIQLQRFTHGEAVNMATGSTSSARPKEDQD*

NbL05g03610.1
ABC_transporter_B_family_member_1_(LOC104237401)_transcript_variant_X1_mRNA_XM_009791552.1_PREDICTED:_Nicotiana_sylvestris_ABC_transporter_B_family_member_1_(LOC104237401)_transcript_variant_X2_mRNA_XM_009791553.1_PREDICTED:_Nicotiana_sylvestris_ABC_transporter_B_family_member_1
[MW = 146.58 kDa]
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1 79 157 235 313 391

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00438 S−adenosylmethionine synthetase, N−terminal domain

PF02772 S−adenosylmethionine synthetase, central domain
PF02773 S−adenosylmethionine synthetase, C−terminal domain

Protein sequence:
METFLFTSESVNEGHPDKLCDQVSDAILDACLEQDPESKVACETCTKTNMVMVFGEITTKATVDYEKIVRDTCRGIGFTSADVGLDADNCKVLVNIEQQSPDIAQGVHGHLTKKPEEIGAGDQGHMFGYATDETPELMPLTHVLATKLGAKLTEVRKNKTCPWLRPDGKTQVTVEYKNDNGAMVPIRVHTVLISTQHDETVTNDQIAQDLKEHVIKPVIPAQYLDEKTIFHLNPSGRFVIGGPHGDAGLTGRKIIIDTYGGWGAHGGGAFSGKDPTKVDRSGAYIVRQAAKSVVASGLARRCIVQVSYAIGVAEPLSVFVDTYKTGTIPDKDILALIKENFDFRPGMMSINLDLLRGGNFRYQKTAAYGHFGRDDPDFTWETVKVLKPKA*

NbL05g03540.1 S−adenosylmethionine_synthase_3 [MW = 42.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme PF00585 C−terminal regulatory domain of Threonine dehydratase

Protein sequence:
MEVLCLAPAGNSHFACNPKFTAIRTKAITSNDTFKVISSTGNNKKMKGAIRTSIPKSSALPLKVSQLSPSADSMPVPASLQGVEAGKLIENNPSGGDTEELFQYLVEILASRVYDVAIDSPLQNAAKLSKKLGVNFWIKREDMQSVFSFKLRGAYNMITKLSKEQLERGVITASAGNHAQGVALGAQRLKCTATIVMPVTTPEIKIEAVKNLDGKVVLHGDTFDKAQEHALKLAEDEGLTFIPPFDHPDVIIGQGTIGTEINRQLKDIYAVFVPVGGGGLIAGVAAYFKRVAPHTKIIGVEPFGASSMTQSLYHGERVKLEQVDNFADGVAVALVGEETFRLCKDLIDGMVLVSNDAISAAVKDVYDEGRNILETSGALAIAGAEAYCKYYNIKGKNVVAIASGANMDFSKLKLVVDLADIGGQREALLATFMPEEPGSFKKFCELVGPMNITEFKYRYNSGRKQALVLYSVGVNTKSDLESMLERMKSSQLNTVNLTNNNLVKEHLRHLMGGRSEPSNEIFCQFIFPEKPGALRKFLDVFSPRWNISLFHYREQGELDASVLVGFQVPKGEIEEFRVQANNLGYSYEIESLNEASKLIME*

NbL05g03090.1 threonine_dehydratase_biosynthetic−like [MW = 65.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13837 Myb/SANT−like DNA−binding domain

Protein sequence:
MDSGSIYSNIGPGMLGLEMSLHHQIPQQNPHHMQQHPTHPHHQPLPPPQPKVSYGHEETENQQQQQQCLRQGLPFGTKAKNQSLTFSDEDDNNSVEDGKRSKTCPWQRMKWTDNMVRLLIMFVYYIGDEVGSEVNNNNNDSNSGKKKGGGNVGVLQKKGKWKSVSRAMMERGFYVSPQQCEDKFNDLNKRYKRVNDILGKGTACRVVENQNLLETMDHLTQKMKEEVKKLLNSKHLFFREMCAYHNSCGHNNTSTGGGSGNVQLSTEVAIEVNNQAQKRCLHSSENARIEVHLEEGTKMAKGKSVDDDQEDDDEDEDDDEEMSGARGGHEHHHSHGNEYDDDMDERSRKRQRKSGSLSPMVQQLSSEVANVIQDGGRSSIEKRQWLKTRMVQLEEQHVGYLCQAFELQKQRLKWEKFTSKKEREMEKEKLINERKKLENERMVLLLRQKELELLDFHQHQNHNRNSDPSSVTG*

NbL05g02960.1 uncharacterized_protein_DDB_G0284311 [MW = 54.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MVFSTVMSCSPHMCLPKSRMVMQKTLRCSASVSTASESIQFDLKNYWTTLIRDINQKLDEAVPVKYPNQIYEAMRYSVLAKGAKRSPPIMCVAACELFGGNRQAAFPTACALEMVHAASLIHDDLPCMDDDPTRRGLPANHTVFGVDMAILAGDALFPLGFQHIVSHTPSDLVPEDRVLKVITEIARAVGSTGMAAGQFLDLEGGPNAVDSVQEKKYGEMGECSAVCGGLLAGASDEEIQHLRRYGRAVGVLYRVVDDILEAKETEDKGEGKKKKGKSYVSLYGIEKAKKVAEDLRAQAKRELDGLDKYGDKVIPLYSFVDYAADRGFSLDN*

NbL05g02910.1 geranylgeranyl_pyrophosphate_synthase_small_subunit_chloroplastic−like [MW = 36.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08534 Redoxin

Protein sequence:
MAATTAATFTLPKLLKSSTPKPFSLLSPKKSTLFTSSSHFSPLPLKFKQPLHPLHSLKHSTISRISATISVGDKLPNSTLSYFDSSDELKTLLISDLTNGKKVVLLAVPGAFTPTCSQKHLPGFVEKSKELKSKGVDTIACISVNDAFVMKYWKENLGINDEVMMLSDGNLEFTKAIGCELDLSDKPVGLGIRSRRYSMLVEDGVVKILNLEEGGAFNVSSADDILKAL*

NbL05g02840.1 peroxiredoxin−2E−2_chloroplastic [MW = 24.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00113 Enolase, C−terminal TIM barrel domain PF03952 Enolase, N−terminal domain

Protein sequence:
LLILCSLQKTNFFSQHSLLLLLFSLNNRSMATIKIVKARQIFDSRGNPTVEVDVTLSNGVFARAAVPSGASTGIYEALELRDGGSEYLGKGVSKAVNNVNSIIGPALIGKDATDQTGLDNFMVHELDGTQNEWGWCKQKLGANAILAVSLAVCKAGAAARNVPLYKHIADLAGNKKLVLPVPAFNVINGGSHAGNKLAMQEFMILPTGASSFKEAMKMGCEVYHHLKAVIKKKYGQDATNVGDEGGFAPNIQENKEGLELLKTAIEKAGYTGKVVIGMDVAASEFFLKDKSYDLNFKEENNDGSQKISGDQLKDLYKTFVSEYPIVSIEDPFDQDDWETYAKLTTEIGEQVQIVGDDLLVTNPKRVAKAIAEKTCNALLLKVNQIGSVTESIEAVKMSKQAGWGVMTSHRSGETEDTFIADLAVGLSTVILFLCILGHDNQRYLWILFIPVSGVNEFSRKLSGTNQDWSSLQVRASRQVQPGNYPSSGLPLASLLQQKMYSLSLVNKMWFRFLEVTSRALSTVLNFYSFYPCSS*

NbL05g02830.1 enolase−like [MW = 58.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRPISEQALGEKGDNGLLLHIHRAMHAVIDRQGVGPSMASGEYEEMMKAPNSSLIESKMKDLTDRTSTIKKKIERIIKRKDQVGPCEQLDALSPFNPLSEMRQKKRKENPWTDPIISTRRNYEITPRTPVGTRWLFKSAVKSQGSTLDRRWKLPSWSTVGAEGISGGAVKCVEIGKNTNGESTLLGPYFNTEQRGQYTGWVRILALPECSLGGWIYKNSPIPITKKPDLNDPVLRAKLAKGMGHNYYGEPAWPNLLSCSAGSVAQDLWSLSGPDEKNGITSYGLVENDSDLVHGLLEVEGALVGSSRTEKDCSQFDNDRVTLLLRPEPRNPLDMMQNGSCSILDQRFLYEKYESEFEEGEREGALDPQEDLFNHIVWAPRIWRPWGFLFDCIERPNELGFPYWSRSFRGKRIIYDEEDELQENDSEFLQSGTMQYQTRDRSSKEQGLFRISQFIWDPADPLFFLFKDQPPGSVFSHRELFADEEMSKGLLTSQTDLEPSRFLKSTDFPLTINFIVAGSRCDVIPFSFSFIYTGPMDHGLNGHCLKGLCPGDRRPPHKVHLAPMGRYNYPRRHSKLEGETNPPGGLPSGKSYDTGAGFSKKPRSWVAKRAHLETWDLSRKCEGSEGMVTEIALVAGRPAHMAQYENDFH*

NbL05g02790.1 protein_Ycf2 [MW = 73.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00253 Ribosomal protein S14p/S29e

Protein sequence:
MDTNRNSTIMARKSLIQREKKRQKLEQKYHSIRRSLKKEISKVPSLSDKWEIYGKLQSLPRNSAPTRLHRRCFLTGRPRANYRDFGLSGHILREMVHACLLPGATRS

NbL05g02730.1 photosystem_I_P700_chlorophyll_a_apoprotein_A2 [MW = 12.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00177 Ribosomal protein S7p/S5e

Protein sequence:
MSRRGTAEKKTAKSDPIYRNRLVNMLVNHILKHGKKSLAYQIIYRAVKKIQQKTETNPLSVLRQAIRGVTPDITVKARRVGGSTHQVPIEIGSTQGKALAIRWLLAASRKRPGRNMAFKLSSELVDAAKGSGDAIRKKEETHRMAEANRAFAHFR*

NbL05g02710.1 30S_ribosomal_protein_S7_chloroplastic [MW = 17.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MSLLLMLNTLEHLERVSLLLMNPLAQSASVSQASMLRMLNQTEGLCVSCSSPPPVLFSTSVVLSCSRKHSTRRPHLVCFVVLVFYLLLALVSILPDCLSALINSLGLILILAGKPFVDVLKEGGVLPGIKVDKGTVELPGTNGETTTQGLDGLAERCQKYYEAGARFAKWRAVLKIGANEPSQLAINENANGLARYAIICQQNGLVPIVEPEILVDGSHDINKCADVTERVLAACYKALNDHHVLLEGTLLKPNMITPGSEAAKVAPEVIAEYTIRALQRTMPAAVPAVVFLSGGQSEEEATVNLNAMNKLQTKKPWSLSFSFGRALQQSTLKAWAGKEENVQMAQAAFLTRCKANSEATLGKYAGATNLSEGASESLHVKDYKY*

NbL05g02620.1 fructose−bisphosphate_aldolase_cytoplasmic_isozyme [MW = 41.49 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00128 Alpha amylase, catalytic domain

PF02806 Alpha amylase, C−terminal all−beta domain
PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
MVYTLSGVRFPTVPSLQKSPAYTYNNTDRRNSNVSVFLKKQSVSRKIFAEKSSYEPESRSSTVAASGKVLVPGSQSGSSSSSTEQLEVADTVPENSPASTDVDSSEMEHASQIKAENGDVEPASGLEGNFEELDFVSSLQLEEGGKLKESKTLDTSEEMIIDESARVRKRGIPPPGLGQKIYEIDPLLTNHRQHLDYRFSEYKKMREAIDKYEGGLEAFSRGYEKMGFTRSATGITYREWAPGAKWAALIGDFNNWNPNADVMTRNEFGVWEIFLPNNVDGSLAIPHGSRVKIRMDTPSGVKDSIPAWIKFSVQPPGEIPYNGIYYDPPEEEKYVFQHPRPKKPKSLRIYESHIGMSSPEPKINSYVNFRDEVLPRIKKLGYNAVQIMAIQEHSYYASFGYHVTNFFAPSSRFGTPDDLKSLIDKAHELGIVVLMDIVHSHASNNTLDGLNMFDGTDSCYFHSGSRGYHWMWDSRLFNYGHWEVLRYLLSNARWWLDEFKFDGFRFDGVTSMMYTHHGLSVTFTGNYNEYFGFATDVDAVVYLMLVNDLIHGLFPDAITIGEDVSGMPTFCIPVQDGGVGFDYRLHMAIADKWIELLKKRDEDWRVGDIVHTLTNRRWSEKCVSYAESHDQALVGDKTIAFWLMDKDMYDFMALDRPSTPLIDRGIALHKMIRLITMGLGGEGYLNFMGNEFGHPEWIDFPRAEQHLPDGQVIPGNNFSYDKCRRRFDLGDADYLRYHGLQEFDQTMQHLEERYEFMTSEHQYISRKDEGDRMIVFERGDLVFVFNFHWTNSYSDYRIGCLKPGKYKVVLDSDDPLFGGFGRIDHNAEYFTFEGWYDDRPSSFMVYAPSRTAVVYALEDKDPEVAVEE*

NbL05g02530.1 14−alpha−glucan−branching_enzyme_1_chloroplastic/amyloplastic−like [MW = 99.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MEDKNPPTKPRVVCCIGDIHGYITKLQNLWSNLESCIDPSDFSTALIIFLGDYCDRGPDTHKVLNFLISLPLKYPKQTHVYLCGNHDFAFGAFLGVLPNPIDGSEFKETWKEYEMNEEREGWYKGENFENMHLQGRRWAGNHTVKFNTVKGIEYKGSIYDAAPTFESYGVPHGSADLMKAVPDEHKKFLADLVWIHEEDDVCIKADEGIKSCKLIAVHAGLEKNKDVEEQIKTLKAKDTRISKVEALSGRKNVWEIPQELIRTPAIVVSGHHGKFHIEGLRLVIDEGGGLEGNPVAAVVLPSMEVVRDTDHLVK*

NbL05g02520.1 uncharacterized_LOC109207925 [MW = 35.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MAEKSFKYVIVGGGVAAGYAARDFAKQGVKPGELAIISKEAVAPYERPALSKAYLFPEGAARLPGFHVCVGSGGERLLPEWYAEKGISLILSTEIVKADLASKTLVSAAGESFTYQTLVIATGSTVLKLSDFGVQGADSKNIFYLREIDDADKLVEAIKAKKNGKAVIVGGGYIGLELSAVMRLNNIEVSMVYPEPWCMPRLFTEGIAAFYEGYYQNKGVNIIKGTVAVGFDTHPNGEVKEVKLKDGRVLEADIVVVGVGARPLTTLFKGQVEEEKGGIKTDAFFKTSVPDVYAVGDVATFPLKMYNDIRRVEHVDHSRKSAEQAVKAIFASEQGKSVDEYDYLPYFYSRAFDLSWQFYGDNVGETVLFGDADPNSATHKFGQYWIQDGKVVGVFLESGTPEENKAIAKVAKVQPLVSSLDQLAKEGLSFASKI*

NbL05g02460.1 monodehydroascorbate_reductase [MW = 47.09 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 134 267 400 664

Protein length

Gel Slice

3.5 4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08766 DEK C terminal domain

Protein sequence:
MGEGETVTEVAEAPANGSVAVEDKDDAITKDSNVEKDGSNEVQAESKETDKDDAEKMDIDRKEAKETNVEEEVKESKEEKEAEERKEEKKTEERKEEEEEVNKSNKAEEGEKVDQEIEEEEEVNESNKVEEEEKADREIKGEEEKQEPKSDTMEEDTAEEPDNKDVEEVEKKEVGAEKKDKESNEECKDEEGSQKSVKLKGEKDNKRKREVVKKKEKEIEPKTPAPSTIDRPVRERKSVERLVASIERESNKEFRIEKGRGTALKDIPNVAYKLSKRKTEETFKLLHTILFGRRGKAAQIKSNISRFSGFVWHENEEKQKMKVKEKLDKYVKEKLLEFCDVLDIPVSKATSRKEDIVTKLLDFLEAPHAMTSELLAEKEQSSKGKKRKRESKKSPSSTSVSSKGSTKSGKKTETAPQKADEKKTVHESEDESEQEDDHEEESEEEKANGVPEKSDDEMSEKGESEKESEPENESEEDRQKRKQSSNKSSTKKEPVRKAKTKKPAVAKLPSPAPKKTPSKSPKSSKHNASADASPKVVSAKKKKTEVIKEKSSIPKKSTSKENTGKKIVKGKNESKEDKLRPSDDELRNAICEILKEVDFNTATFTDILKQLAKRFDTDLTPRKSSIKIMIQDELTKLADEEDDEEEEDAEKDVKKPTGKGVKA*

NbL05g02360.1 DNA_ligase_1 [MW = 75.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05739 SNARE domain

Protein sequence:
MASSGDSWIREYNEAVKIADDITNMISERSSLPASGPEAQRHSSAIRRKITILGTRLDNLQSLLSKLPGKQPLTEKEMNRRKDMLANLKSKVTQMASTLNMSSFANRDSLLGPEIKPVDAMSRATGLDNYGVVGLQRQIMKEQDEGLENLEETVMSTKHIALAVNEELGLQTRLIDNLDEHVDVTDSRLQRVQKKLAILNKRTKGGCSCMCLLLSVLGIVVLVVAIYLLIKYL*

NbL05g02020.1 syntaxin−51−like [MW = 25.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MSDLDRQIEQLKRCEPLNESEVKAICLKAMEILVEESNVQRVDAPITICGDIHGQFYDMKELFKVGGDCPKTNYLFLGDFVDRGFYSVETFLLLLALKVRYPDRITLIRGNHESRQITQVYGFYDECLRKYGSVNVWRYCTDIFDYLSLSALIENKIFSVHGGLSPTISTLDQIRTIDRKQEVPHEGAMCDLLWSDPEDIVDGWGLSPRGAGFLFGGSVVTSFNHTNNIDYICRAHQLVMEGFKWMFNNQIVTVWSAPNYCYRCGNVAAILELDENLNKQFRVFEAAPQESRGTPAKRLSGPPAKRPPPDYFL*

NbL05g02000.1 serine/threonine−protein_phosphatase_PP−X_isozyme_2 [MW = 35.72 kDa]
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1 152 303 454 753

Pfam domains

Pfam Description
SP Sequon TM Domain PF03009 Glycerophosphoryl diester phosphodiesterase family

Protein sequence:
MWNLRSISCLLLLCCSAAFVSAQRSDNATSKWLTLSGDAPKVIARGGFSGLMPDSSFNAYALASAISVADWVAWCDVQLTKDGVGICLSDIRLDNSSDVDVLFKNKQNTYLVNGVPQKGWFSVDFNFKDLALVTLKQGVYSRSPRFDGTPQQILTVQDVATQVKPPGLWLNIQHDSFYSQHNLSMRSFVVSLSRSVIINYISSPEVDFLRSIARRFNPRVTKFVFRFLGEDDTEPSTNQTYSSLLKNLTFVKTFASGILVPKHYIWPVDNSLYLQPHTPVVLDAHKEGLEIFAADFANDVPFAYNYSYDPVAEYLSYIDNGDFSVDGVLSDFPLTPSSSIDCFFHLGKNDKPQVKLQIITSEGASGDYPGCTDLAYTKAASDGADVLDCPVQMTKDGIPFCLGSINLIDKTTAAQSPFSNIAITVPELKITNGILTINLTWAEIQSLKPAISNQWSVFRLFRNPKARNDGNFTSLADFLAFAKNATSVSGVMISIENAAYLAKQGLGVTSAVLDALSKSGYDNQTAKKVLIQSTDSSVLEEFKKRSYELVYGVGDDIRDIESSTILEIKTFAKSVIITKKSVFPSEGAFIIAQTNVVQKLQSSNLTVYVQLFDNEFVSQAWDFFSDSSLELNNYAVGAGIDGVITGYPATAARYRRNRCLGFKDLPPYMSPVQPGSLLGLMATQYLPPAEAPNPVLTESDVVEPPLPPVAKINPSNDNGSAIAPTPPNGQSSVVASILMSFVAILLATTMVI*

NbL05g01940.1 glycerophosphodiester_phosphodiesterase_GDPDL3−like [MW − SP = 79.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01201 Ribosomal protein S8e

Protein sequence:
MQSIFSLPYNSSYFFNFFFVLFLRSNLLWYYIGISRDSMHKRRATGGKKKAWRKKRKYELGRQPANTKLVPNAKTVRRIRVRGGNVKWRALRLDTGNYSWGSEAITRKTRLLDVVYNASNNELVRTQTLVKGAIVQVDAAPFKQWYLQHYGVDIGRKKKTAASKKEGEEAEAVPEEKKSNHVQRKLQKRQQDRKIDPHIEEQFSSGRLLAAISSRPGQCGRADGYILEGKELEFYVKKLQRKKGKGASGAA*

NbL05g01900.1 40S_ribosomal_protein_S8−like [MW = 28.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03641 Possible lysine decarboxylase

Protein sequence:
GLLPKEGSILKMGFGAATPSTSMAGHVFLRSSHQIQKEVMLRSCLPKGTWRFNLNLPKLNYQSRHSFCCKSESIDFEERTSPYEVKKEIEQCYELIHRLGRGAVYLGSSRMGPEHPHYVKTFELGSKIAALLDCTTWSGAGPGLMDAATQGALQAGKRVGGFKIGREAGEWTASNFHPYLPSESYLTCRFFSARKHGLVDAVVRCKSSERTAVVALPGGIGTLDEIFEVMALIQLERIGSQLPVPFLLMNYDSFYSNLLEFLNDCEKWGTVSKNEVASLWKVCNNNSEALAYLTEFYGLSPVETGRKDPESSECRSSP*

NbL05g01890.1 uncharacterized_LOC107809878 [MW = 35.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00117 Glutamine amidotransferase class−I PF00977 Histidine biosynthesis protein

Protein sequence:
MEAASFTSTSQLLTANSSSSSSSSTASYSSYSSTSQSLCSLLYKRNGIALKCKSSRSFSVRNSAGGADDSVVTLLDYGAGNVRSLRNAIKYLGFDIKDVQTPEDILKAKRLIFPGVGAFAPAMDVLNKKGMAEALCTYIEQDRPFLGICLGLQLLFESSEENGPVKGLGLIPGVVGRFDSSKGIRVPHIGWNALDIAKDTQILDVIGKSHVYFVHSYRATPSDDNREWISSTCKYGDNFIASIQRGNVHAVQFHPEKSGDVGLSVLRRFLNPKSGRIQKLVQGNASKLAKRVIACLDVRTNDKGDLVVTKGDQYDVREHTKENEVRNLGKPVDLAGQYYKDGADEVSFLNITAFRDFPLGDLPMLQVLRYASENVFVPLTVGGGIRDFKDGNGRYYSSLEVASEYFRSGADKVSIGSDAVYAAEEYLKSGVKTGKSSLEQISRVYGNQAVVVSIDPRRVYVKDPKAVEFRTVKVRSPGPNGEEYAWYQCTVSGGREGRPIGAYELAKAVEELGAGEILLNCIDCDGQGKGFDIDLIKLISDAVSIPVIASSGAGTVEHFSEVFTETNASAALAAGIFHRKEVPIPSVKEHLVKEGIEVRM*

NbL05g01760.1 imidazole_glycerol_phosphate_synthase_hisHF_chloroplastic [MW = 65.05 kDa]
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Peptide counts over 4 repeats

1 182 363 544 725 905

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00128 Alpha amylase, catalytic domain

PF02806 Alpha amylase, C−terminal all−beta domain
PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
MLSLTNSIPISSHLSDTRFNFLSPSGSRNLRPVTLVCSRLSFPQRNICRCSTTEQPPPQRRKQRPAKQSDEEKGIDPVGFLTKYGITHKAFAQFLRERYKSLKDLKDEILTRHFSLKEMSTGYELLGMHRNVQHRVDFLEWAPGARYCALVGDFNGWSTTDNCAREGHFGHDDCGYWFIILEDKLRQGEEPDKLYFQQYNYVDDYDKGDTGNTIEEIFKKANDEYWEPGEDRFIKSRYEAAAKLYEEMFGPNGPQTEEELEEMPDAVTRYKAWKEQHNQNDPASNSPSYDVMDNGKEYDIFNIIGDPESFQKFRMKQPPIAYWLETKKGRKAWLQKYMPGLPHGSKYRVYFNTPNGPLERVPAWATYVIPDADGKQALAVHWEPPPESAYKWKHKHPLKPKSLRIYECHVGICSQEPKVSSFSDFISKVLPHAKEAGYNAIQLIGVVEHKDYFTVGYRVTNFYAVSSRFGTPDDFKRLVDEAHGLGLLVFLEIVHSYAAADEMVGLSLFDGTNDCYFHTGKRGNHKFWGTRMFKYGDLDVLHFLLSNLNWWVEEYQVDGFHFHSLSSMLYTHNGFASFTGDMDAYCNQYVDKEALLYLILANEVLHALHPNVITIAEDATLFPGLCDPTSQGGLGFDYFVNLSASEMWLALLENTPDHEWSMSKIVSTLVGGRQHVDKMLLYAENHNQSISGGRSFAEILIGNSSKKSPISQESFIRGCSLHKMIRLITSTIGGHAYLNFMGNEFGHPKRVEFPMPNNNFSFSLANRQWDLLENDVHNQLFSFDKDMMDLDEDGRILSRGLANIHHINDTTMVISYLRGPNLFVFNFHPVNAYERYTIGVEEAGEYQVTLNTDEKKYGGRGLIGHDHIVQRTISRRADGMRFCLEVPLPSRSAQVYKLTRILRV*

NbL05g01750.1 14−alpha−glucan−branching_enzyme_3_chloroplastic/amyloplastic [MW = 103.76 kDa]
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1 73 145 217 289 361

Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASPFFFFFFFLFSSFFLLYFKLCVAQTVPAAYMFGDSLVDVGNNNHFGTVIKANFPYNGVDYPGGKSTGRFCNGKNSADFLAEKLGVPTPPPYLADKNNVFAKGVSFASGGAGIFNGTNDDFLSKALHMSQQVQFFSIVQQRLVTQLGFDAAQKQLSKSAFGIVIGSNDIINYFKSDSKLPKTIVPDQYVNQMVSSLQGQLKQLYGLGARKFVVVGVGSIGCIPLLRYQSANKSGECSQQANYWTNKYNQGFQSVLQGLQSELKDFSYSYFDTFNLLLDVIQNPAIYGFSEVKAACCGLGRLNAHLPCTPISTFCSNRSDHVFWDRYHPTEVANRIIIDSAFHGKQYVFPLNVKQLITL*

NbL05g01690.1 GDSL_esterase/lipase_At5g55050−like [MW − SP = 36.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01230 HIT domain

Protein sequence:
MLKLLSFVSSHNLTPLSNFIAGIQFQSAFTVKATPTNHFFHLARVFSSISHSQYKMEADSYMFGPYKIDKTEVFYSTDLSYALVNLRPLLPGHVLVCPRRQVKRFVDLTADETSDLWLTAQKVGKQLESYHKASSLTFAIQDGPQAGQTVPHVHIHIIPRKSGDFEKNDEIYDALDVKEKEMKQSLDLDKERKDRSIEEMAEEADEYRKLFQ*

NbL05g01640.1 bifunctional_bis(5'−adenosyl)−triphosphatase/adenylylsulfatase_FHIT [MW = 24.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00571 CBS domain

Protein sequence:
MQGGFKQIISHGSVLKSAVLRHVRLVNPVARPLIFARHETTSAARIEEHGFESTKIADILKVKGKGADGSWLWCTTDDSVYDAVKSMTQHNVGALVVVKPGENKSIAGIITERDYLRKIIVQGRSSKSTKVGDIMTEENKLITVTPDTKVLKAMQLMTDNRIRHIPVIDQTGMIGMVSIGDVVRAVVSEHREELNRLNAFIQGGY*

NbL05g01590.1 CBS_domain−containing_protein_CBSX3_mitochondrial [MW = 22.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00929 Exonuclease

Protein sequence:
MNQISNAFSLLNLDVADSQDETQTDNTNGGTGRVKRKGKGKDKYGSPGEMEVLEHEKEDQKSVSGEYKLPLVWIDLEMTGLNIEVDRILEIACVVTDGNLTKSIEGPDLVINQRKECLDKMGEWCQEHHAASGLTQRVLKSTVTEEEAEKQVIDFVKRNIGTYTPLLAGNSVYVDFQFLKKYMPNLASLFSHVLVDVSSVKALCVRWFPRDSKKAPKKESKHRAMDDIKESIAELKYFKEHIFKASKSNK*

NbL05g01570.1 oligoribonuclease−like [MW = 28.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11210 Protein of unknown function (DUF2996)

Protein sequence:
MATTGGSISLSSFSSPSSSFSPRAKPNSTLLHADSLELRHIKICKCANVLLPSPRNIACLAAQESSSLTVAAETKEKKESETAEETAPAKPKPKPAAKAPAKSLPQMMEEDVIPSLKTILEAQDDISELELMFNDNKLEGSFSKKGNPYSFWAFFPDGLTGAKGFSLSSYGSGPSTVEPFLVDEKKITAKHVVFWVEKRLAAQGIIPVWNE*

NbL05g01530.1 uncharacterized_LOC107809774 [MW = 22.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14204 Ribosomal L18 C−terminal region PF17144 Ribosomal large subunit proteins 60S L5, and 50S L18

Protein sequence:
TSSPHKTAFPHFPTPLTPPPPEANPGGTMAFIKVQKTRAYFKRFQVKFKRRREGKTDYRARNRLINQDKNKYNTPKYRFVVRFTNRDIIAQIVSASIAGDMILASAYAHELPQYGLKAGLTNYAAAYCTGLLLARRVLKKLEMDEEYQGNPEATGEDYSVEPAESRRPFRALLDVGLVRTTTGNRVFGALKGALDGGLDIPHSEKRFAGFSKDSKQLDADVHRKYIYGGHVATYMKTLTEDEPEKFQSHFSEYIKQGLEADDLEEMYKKVHAAIRADPSPKKSEKQPPKQHKRYNLKKLTYEERKAKLIERLNALNSAAGNDEEEEEDD*

NbL05g01440.1 60S_ribosomal_protein_L5 [MW = 37.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00133 tRNA synthetases class I (I, L, M and V) PF08264 Anticodon−binding domain of tRNA ligase

Protein sequence:
MAEEDRRSFARRNRLREIETQVHKWWAEDDVFRADPKDSPPKVGEKFYGNFPFPYMNGYLHLGHAFSLSKLEFAAAYHRLRGATVLLPFAFHCTGMPIKASSDKLSREIAKFGNPPVFPVVKEEESIETDVKVETEGNQPAPGGKFKGKKSKAIAKAGSDKYQWQIMQSYGLSDEEIARFTDPYYWLTYFPPLAVEDLKEFGLGCDWRRTFITTDMNPYFDSFVRWQMRKLKTLGKIVKDLRYTVYSPLDGQPCADHDRASGEGVIPQEYTLIKMEVVPPFPPKMSVLEGKMVYLAAATLRPETMYGQTNAWVLPDGKYGAFEINDTEVFVVTYRAALNLAYQRLSRIPEKPTCLVEFSGRDLIGLPLRSPLAFNEIIYTLPMLSVLTDKGTGVVTSVPSDSPDDYMALHDLKSKPAFRAKFGLKDEWVLPFEIVPIINHPDFGDKSAERICIEKKIKSQNERDKLDEAKKTIYKGGFYEGTMSVGEFAGMRVQEAKGLIRSKLLEMNQAVVYSEPEKKVMSRSGDECVVALTDQWYLTYGELEWRKAAEDCLASMNLYSDETRHGFEHTLSWLNQWACSRNFGLGTRIPWDEDFLVESLSDSTIYMAYYTVAHLLQKGDMYGTDHSSVKPEQLTDEVWEFLFCNGPYPENSSISSSLLKEMMQEFDYWYPFDLRVSGKDLIQNHLTFCIYNHTAIFPKHHWPRGFRCNGHIMLNSEKMSKSTGNFRTLRQAIEEFSADATRFALADAGDGMDDANFVFETANAAILRLTKEIAWMEEVLAAESSLRSGPPSTYADCVFANEINFAVRTTEKNYSEYMFREALKTGFYDLQAARDEYRLSCGSGGMNRNLLWRFMDVQTRLIAPICPHYAEYAWRELLKKGSCGIKAGWPEAELPDLTLKKANKYLQDTIVSMRKLLQKQVSGSKKGKVNVSSQNKPTMGLIYVDEQYRGWKRECLEILQRNFDASNGTFAPDKEILSELQKSDIGQQGNFKQIQKLCMPFLRFKKDEVVAVGVQALDVRLPFGEIKVLEKNSDLIKRQLGLERLDILSTTDDALERAGPHAAVVRQNPPSPGDPTAIFL*

NbL05g01240.1 leucine−−tRNA_ligase_cytoplasmic−like [MW = 123 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00578 AhpC/TSA family PF10417 C−terminal domain of 1−Cys peroxiredoxin

Protein sequence:
QVGEQKTFQILLLISLYLYIYPFHRVFLTQNLFLCPFSMACSATSTALLYSNSTPKFAAFNPSSSHSSVVPSSFNGLRNCKPLVSRIPRAVSSRVSHSKSRSFVVRASSEVPLVGNKAPDFEAEAVFDQEFIKVKLSEYIGKKYVILFFYPLDFTFVCPTEITAFSDRYEEFQKVNTEILGVSVDSVFSHLAWVQTDRKSGGLGVLNYPLISDVTKSISKSYNVLIPDQGIALRGLFIIDKEGVIQHSTINNLAIGRSVDETLRTLQALQYVQENPDEVCPAGWKPGDKSMKPDPKGSKEYFASI*

NbL05g01220.1 2−Cys_peroxiredoxin_BAS1_chloroplastic−like [MW = 34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MTLGSAGFSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDIYMRSWTGTIIGPHNSVHEGRIYQLKLFCDKDYPEKPPSVRFHSRINMACVNHETGVVEPKKFDLLANWQREYTMEDILTQLKKEMASPHNRKLVQPPEGTYF*

NbL05g01120.1 ubiquitin−conjugating_enzyme_E2_variant_1D−like [MW = 16.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MTSLSRELVFLILQFLDEEKFKETVHRLEKESGFFFNMRYFEDSVTNGEWDDVEKYLSGFTKVDDNRYSMKIFFEIRKQKYLEALDRNDQAKAVEILVKDLKVFSTFNEDLFKEITLLLTLQNFRENEQLSKYGDTKSARAIMLVELKKLIEANPLFRDKLQFPSLKNSRLRTLINQSLNWQHQLCKNPKPNPDIKTLFVDHACGQANGARAPSPVANPIIGAMPKVGGFPPIGAHGPFQPAPAPAPIASLGGWMANPPSMPHQAISGGPIGLSPPVNTASMLKHPRTPPANNPALDYQTADSEHVLKRPRPFGMSEEVNNLPVNIFPVTYPGQSHAHNLYSSDDLPKTVVVNLNQGSAVKSMDFHPVQQTLLLVGTNLGDIAIWEVGGRERLAFKNFKVWEISNCSMNLQASLANEYTATVNRVMWSPDGNLLGVAYSKHIVHLYSYHGGDDLRNHLEIDAHVGNVNDLAFSHPNKQLCIITCGDDKAIRVWDAATGSKQYTFEGHEAPVYSVCPHYKENIQFIFATAVDGKIKAWLYDNMGSRVDYDAPGHSCTTMAYSADGARLFSCGTSKDGESYLVEWNESEGAVKRTYIGLGKRSVGVVQFDTTKNRFLAAGDEFVIKFWDMDNTNLLTSIDAEGGLPASPCIRFSKEGTLLAVSTSENGVKILANADGVRLIRAIESRALDPSRVPPGAVAKAPMISTYGASSSTAGTSMSIADRTAPVNAVVQLNGDNRSLQDAKPRVSDELEKSKIWKLTEISEPAQVRSSRLPDSLLSVRIIRLMYTNSGAAILALAYNAVHKLWKWPRNERNATGKASTAVPPQLWQPSSGILMTNDISETNLEEAVPCFALSKNDSYVMSASGGKISLFNMMTFKTMTTFMPPPPAATFLAFHPQDNNIIAIGMEDSSIQIYNVRVDEVKSKLKGHQKRVTGLAFSNVLNVLVSSGADAQLCVWSMDGWEKKASKFLQIPSGRAINPLAQTRVQFHQDQTHLLVVHETQIAIYEASKLECVKQWVSPNVAITDATYSCDSQSIYASFDDGSVSIFTAAALKLRCRVNPAAYLPSNPSSRVYPLVIAAHPSEANQCAVGLTDGGVYVLEPLESEGKWGTPPPNENGVAAGVSCAAAGLDASR*

NbL05g00410.1 topless−related_protein_4−like [MW = 124.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
WLKQHLIHTAVSLFLFLPPRPEAFSFVLCFLSPSKFTSLLSAAMAVAEFTPSSFSSIIKKTCLYSSQFSYVSTHQISYKRQLSLRPLQRTYYAKICRSVTSSEVQAPVVTNDLKKKPECFGVFCLTYDLKAEEETSCWKKLINVSVSGAAGMIANHLLFKLAAGEVFGPDQPIALKLLGSERSIQALEGVAMELEDSLYPLLREVNIGIDPYEVFQDAEWALLIGAKPRGPGMERADLLDINGQIFAEQGKALNAVASRNVKVIVVGNPCNTNALICLKNAPGIPAKNFHALTRLDENRAKCQLALKAGVFYDKVSNVIIWGNHSTAQVPDYLNAKINGFPVKEVIRDTKWLEEEFTEKVQKRGGVLIQKWGRSSAASTAVSVVDAIRSLVTPTPEGDWFSTGVYTDGNPYGIAEGIVFSMPCRSSGDGDYELVKDVIIDDYLRSRIKKSEDELLAEKRCVAHLTGEGIAVCDLPGDTMLPGEM*

NbL05g00330.1 malate_dehydrogenase_[NADP]_chloroplastic [MW − SP = 50.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00042 Globin

Protein sequence:
MGFTEKQEAMVKDSWENMKQNIPQLSLRFFSLILEIAPAAKNMFSFLKDSDEIPENNPKLKAHAVKVFKMTCESAVQLREKGEVVVGETTLKYLGSVHLQKGVIDPHFEVVKEALLKTVKEAMGEKWSEEMKEAWGEAYDQLAAAIKAEMHAEAAAP*

NbL05g00280.1 non−symbiotic_hemoglobin_2 [MW = 17.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07714 Protein tyrosine and serine/threonine kinase PF13947 Wall−associated receptor kinase galacturonan−binding

Protein sequence:
MAATFQRIFTASLLLLMCAAAPALSARRCADCGSSPVPYPLSTGPDCGDQSYKIRCTSTQLLFDTLNNSYPITSISPETQRLTIQPSPFLPNTCITQDISTVGVQLNSSLPFNITSSNTIVYLNCSQTLLTSPLNCSSASLCHSYVNASSSGNGGAVGACRSAPICCTFRAGGSSTSYMIRVRESGCRAYRSFINLDSSLPVSRWPQPGLELQWVSPPEPVCTAQSDCDSDSTCTPDPNSNGGISRCICHTGFHWDPIAALCAQDVTCEDSDGCGSDHTALIAGLTSGLGVAVIAVVIAVFVYRRHKRIKDAQDRLAREREDILSSGGVKNAKLFTGKEIRKATNNFSRDRLLGAGGYGEVYKGVLDDGTDVAVKCAKLGNTKGTDQVLNEVRILCQVNHKSLLRILGCCVELEQPLLVYEYVPNGTLSDHLQGPDRKLLTWDSRLSVAHATAEGLAYLHFSAVPPIYHRDVKSSNILLDESLNAKVSDFGLSRLAHADLSHVSTCAQGTLGYLDPEYYRNYQLTDKSDVYSFGVVLLELLTSQKAIDFDRAQDDVNLAVYVQRLVEEERIMDAVDPALKERASSLQLETMKALGFLAVSCLEERRQNRPSMKEVAEEIEYIISIATAKA*

NbL05g00230.1 wall−associated_receptor_kinase−like_20 [MW − SP = 65.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01363 FYVE zinc finger PF13857 Ankyrin repeats (many copies)

Protein sequence:
MSSEPPPLQEASRCDVCSCSFNTFRRRHHCRCCGRTLCAEHSANQMALPQFGLHSSIRVCADCFNNSSRRPIGDGMVAASDEVSALKDSFSALDVGAVADIKTKDTDKQTPVVDIAECKCGMPLCICQVTATPTTSVTPQSKTMPNPIVNTNPKPKKENRIPTSRGSTSNNKQGTTFNTGPATNCSMETMSADYEVSGEGLREAIKNGDVSAAKKLLNQGVDANYLDKQGSSLLHLAAVFNRTEIAFALMESGASLYCKNSQGETPLDCAPATLQFKMKKKMEESGQ*

NbL05g00150.1 vacuolar_protein_sorting−associated_protein_27 [MW = 30.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14368 Probable lipid transfer

Protein sequence:
IEREEMAALMKYLCVVAFLVVLVITGFNTANGGGECGRNSPDMEAMKLIPCAEAASDSNASVSRSCCQQIQKLGQNPKCLCAVMLSNTAKDSGAKPEVAITIPKRCNLANRPVGYKCGRNLHVALKAAEDLDVFMDVMILLW*

NbL05g00110.1 uncharacterized_LOC107765250 [MW − SP = 11.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
KTRISIRKNRRVIPRQNESLLTEVMAKVELLLLLSLMVITTWFPISHCAKKPVGVARKEDIPYIKCQVCEKLAYQLYNGVQNKRAEISPKKISEYQIIEISENVCNLKKQEADWILKIDIVEQGDRLELVEQDSEGQCNSECKTIERACQDVMDYSDTDVAEYLYKHNPDLDSLKSFLCKDLTKACSKASPPVPKNRAPGEPFVSKSSKEAEMEKLMRSMQDMPGAPGMQMYSREDLMNQNFGDEDADGDDDDDDEGGFPSKLGKVLKGKERKKNDWKQWIAKGIQDTSEVLKTHAYRVSHRMRNWWGARKVQWKKNSKTSKGEL*

NbL04g20090.1 uncharacterized_LOC109229657 [MW = 37.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MANRFGVKLQNRLPNLAGVYPFSAPITTTKSVFNSYKKSRIVGKKRAFIPRRVVLGIGISVWSQFMSMAANVGGKSFMASASQKSAIEQVLKNVEWPEQFPFRDEDFQRFDESPDTLFYEMPRFVTHIDDQAIAALTKYYSEVLPPSNAPGVAILDMCSSWVSHYPAGYKQERIVGMGLNEEELKRNPVLTEYVVQDLNSNPKLPFGDNTFDVITNVVSVDYLTKPLDVFKEMSRILKPGGLAIMSFSNRCFFTKAISIWTSTGDADHVMIVGSYFHYAGGFEPPQAVDISPNPGCSDPMYIVYSRKIATA*

NbL04g19980.1 uncharacterized_LOC107790078 [MW = 34.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAEIMGFSFNSLRFCSSSSSSSASNSSLLTSFSSSLNSIQTSNQKLHKRAVSLSDSPSTSVDFVSGTALRPNKRFPAIKIHATVTRTEEPKWWERNAGPNMVDIHSTKEFLDALSQAGERLVIVEFYGTWCASCKALFPKLCRTAQENPEIMFLKVNFDANKPMCKALNVKVLPYFHFYRGADGQLESFSCSLAKFQKIKDAIQLHNTARCSIGPPIGVGDLTLELLSGTK*

NbL04g19960.1 thioredoxin−like_2_chloroplastic [MW = 25.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01663 Type I phosphodiesterase / nucleotide pyrophosphatase

Protein sequence:
MMNSASISLTASSNNKPMAIPTKEEEEDPPISTSLLSFDTYSSSTFTPPKPSFTTVIFTVLIVVTCIALSAAIAFGFLFFSSSYSHPSQPIPNVVSRPLKKLKRPVVLLISSDGFRFGYQYKTDVPNINRLIMNGTEAELGLIPVFPTLTFPNHYAIVTGLYPAYHGIIDNFFLDPNTGEAFTMGSHDPKWWLGEPLWETVVNHGLKAATYFWPGSEVIKGGWTCPESLCVRYNGSVPFEERVDTVLNYFDLPTDEIPSFMTLYFEDPDHQGHKVGPDDPQINEAVARVDGMIGRLIRGLEEKGVFEDLNIIMVGDHGMVGTCDKKLIFLEDLAPWIEIPKDWIQSYSPLLSIRPPTSYSAKDVVTKMNEGLKSGKVQNGQYLKVYLKEELPARLHYSASDRIPPIIGLIDESFKVEQKSSKRKECGGSHGYDNAFFSMRTIFIAHGPKFARGSKVPSFENVQIYNLVTTILNIQGASNNGTTSFPKTILLPSH*

NbL04g19940.1 ectonucleotide_pyrophosphatase/phosphodiesterase_family_member_3−like [MW = 54.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12265 Histone−binding protein RBBP4 or subunit C of CAF1 complex

Protein sequence:
METTPASQPKKRGRPKGSSTKTKEERDKEPHRMRGSITDKKAAANAIDEKYVQWKSLVPVLYDWFANHNLVWPSLSCRWGPIVEQGALKNRQRLYLSEQTDKSVPNTLIIANCDVVKSRVAAENHIANFNEEARSPFVKKYKTIIHPGEVNRIRELPQNKNIVATHTDGPEVLIWDIEAQPNKHAVYGAAASRPDLVLSGHQDNAEFALALCPMEPFVLSGGKDKTVVLWSIQDHISTLAADAKKLAGSAGSIIKSADNPSIGPRGIFQGHEDTVEDVQFCPSSSQEFCSVGDDSCLILWDARVGNNPVVKVEKAHDADLHCVDWNPHNDYLIITGSADNSVRLFDRRNLTSDGVGSPVHKFEHHTAAVLCVQWCPDRTSVFGSSAEDGLLNIWDYEKVGETTDTEAKSQDDPPPGLFFQHAGHRDKIVDFHWNASDPWTIVSVSDDLETSGGGGTLQIWRMSDLLYRQEEEVLAELQQFKDHVSNCAPKPQA*

NbL04g19850.1 WD−40_repeat−containing_protein_MSI4−like [MW = 54.72 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 53 105 157 209 262

Protein length

Gel Slice

5.7 6.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 53 105 157 209 262

Pfam domains

Pfam Description
SP Sequon TM Domain PF12146 Serine aminopeptidase, S33

Protein sequence:
MAHNPAAVQKKIAVLNQHNEKLVGVLHDTGSVEIVVLCHGFRSSKDFYTMVNLAVAMEKEGISVFRFDFPGNGESEGSFQYGNYRREADDLHSVVEYFNGANPKVTAVLGHSKGGDVVLLYASKYHDVHTVVNLSGRYNLEKGIAERLGEDFLEIIKKDGFIDVKNKAGEVDYRVSEESLMDRLHTNMHDACLQIDKGCRVLTVHGSADEIIRVEDALEFDKIIPNHKLLIIEGANHCYTSHLAELTPAILPFIKEGLQKN*

NbL04g19790.1 uncharacterized_LOC104097489 [MW = 29.08 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 48 95 142 189 236

Protein length

Gel Slice

4.5 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 48 95 142 189 236

Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MGDSQYSFSLTTFSPSGKLVQIEHALTAVGSGQTSLGIKAANGVVIATEKKLPSILVDEASVQKIQVLMPSIGVVYSGMGPDSRVLVRKSRKQAEQYHRLYKEPIPVTQLVRETAAVMQEFTQSGGVRPFGVSLLVAGFDDKGPQLYQVDPSGSYFSWKASAMGKNVSNAKTFLEKRYTEDIELDDAVHTAILTLKEGFEGQISGKNIEIGIVGTDKVFKVLTPAEIDDYLQEVE*

NbL04g19770.1 proteasome_subunit_alpha_type−2−A [MW = 25.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
MTKLSLNSYGVMEEHSLLFSERACFIPSMPDSPDVRGKGGASKRIAHGSHLVKGRSNHAMEDCLVCEFKQVNNNELGLFAIFDGHMGHDVANYLQTHLFGNILKEHDFWTDAESATRRAYQTTDKDILEKAFQLGKGGSTAVTAMLINGQMLVVANVGDSRAVISKKSVVKQLSVDHEPNREKEIIESKGGFVSNLPGDVPRVDGQLAVARAFGDKSLKKHLSSDPDVVIELIDNDVDLLILASDGLWKVMSNQEAVDCIKNMKDAKAAAKHLAELAISRKSKDDISCIVVKFQ*

NbL04g19730.1 probable_protein_phosphatase_2C_58 [MW = 32.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATAAVPSTAATTEKKKPVFVKVDSLKPGTHGHNLTVKVVHSNTVKATGGANRGGRSSASLNPRGPARLAECLVGDDTGSILFTARNEQVDMMKADAIVILRNAKIDMFKGSMRLAVDKWGRVEVTEPADFGVNEKNNLSLVEYELVNVEE*

NbL04g19690.1 uncharacterized_protein_At4g28440−like [MW = 16.18 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01851 Proteasome/cyclosome repeat

PF17781 RPN1/RPN2 N−terminal domain
PF18051 26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Protein sequence:
MSKTPDPNSTGASGSAGGDKSAREEATIKVPSKDPKKKDDKKDEDLSEEDLALKQQLELYVERVQDTDPGLQKVALESMRQEIRTSTSSMTSVPKPLKFLRPHYGTLKGYYEKMPDSDMKKLLADILSVLALTMSAEGERESLKYRLLGSQGNIGSWGHEYVRNLAGEISQEYAKRQGEEGPIDDLMELVQQIVAFHMKHNAEPEAVDLLMEVEDLDLLVEHVDSTNYKRTCSYLTSSAKYLPGPDDMLVLDIAYAIYMKFEEHPSALVTALYLDNLQYVKQVFTSCDDLLRKKQFCYILARHGQTFELDEEMCAEDEEREGLQEIINNAKSSEGYLTLARDIEVMEPKTPDDIYKPHLLDGRASAGASVDSARQNLASTFVNAFVNAGFGQDKLMTVPSEASSGGASTSWLFKNKEHGKASAAASLGMILLWDVDSGLAQIDKYFHSTDAHVIAGALLGVGIVNCGIKNECDPALALLAEYIDKEDPSIRIGAIMGLGLAYAGSQNEQIRGKLTPILGDSKASLDVLAFTAISLGLVYVGSCNEEIAQAIIFALMERSESELGEPFARLLPLGLGLLYLGKQESVEATAEVSKTFNEKIRKHCDMTLLSCAYAGTGNVLKVQHFLGQCAQHFEKGETFQGPAVLGIAMVAMAEELGLEMAIRSLEHLLQYGEQNIRRAVPLALALLCISNPKVNVMDTLSRLSHDSDSEVAMAAIISLGLIGAGTNNARIAGMLRNLSSYYYKEANLLFCVRIAQGLVHLGKGLLTLSPYHSEHFLLSPTALAGLVTMLHACLDMKAIILGKYHYVLYFLTLAMQPRMLLTVDENLKPLSVPVRVGQAVDVVGQAGRPKTITGFQTHSTPVLLAAGDRAELATEKYIPLSPILEGFVVLKENPDYIDDQ*

NbL04g19670.1 26S_proteasome_non−ATPase_regulatory_subunit_2_homolog_A−like [MW = 98.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
LIQDHSQLIPPRLSPKAYPINSHKFLLFHPSNQHFHFPYSLSHTCPTMAQRALPFILLSLIPLLFILFPQIQAQSPTAPSPAPTGPIDIFAILKKAGQYNTFIKFLNETQVGMQINNQVNNSNQGMTVFAPSDNSFTNLPGGTLNKLSDQQKVQLIQYHVVPKFYSFEDLQTVSNPVRTQATGQKGEAFGLNFTGQNNQVNVSSGAVETNIYNAIRKDPPLAVYQLDKVLIPLAFTDTKTPSSDDAPAPTDDSAKSGSTADKTKAKEPSPAPNGAKRINVGVFGLISGVFLFCMGALS*

NbL04g19520.1 fasciclin−like_arabinogalactan_protein_9 [MW = 32.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01450 Acetohydroxy acid isomeroreductase, catalytic domain PF07991 Acetohydroxy acid isomeroreductase, NADPH−binding domain

Protein sequence:
MAAAAATSFSISTSTATPSSKSLKSALAGNLGFLSSSTPSLKPLRAKSAVSCGRSSSSGAALTARMVSAPAALKAPVSLDFETSVFKKEKITLAGHDEYIVRGGRDLFKYLPDAFKGIKQIGVIGWGSQGPAQAQNLRDSLAEAKSDIVVKIGLRKGSSSFAEARAAGFSEENGTLGDIYETISGSDLVLLLISDAAQADNYEQVFSHMKPNSILGLSHGFLLGHLQSMGLDFPKNISVIAVCPKGMGPSVRRLYVQGKEINGAGINASFAVHQDIDGRATDVALGWSVALGSPFTFATTLEQEYKSDIFGERGILLGAVHGVVESLFRRFTENGMNDELAYKNTVECITGIISKTISTKGMLAVYNSLTEEGKKEFEAAYSASYYPCMEILYECYEDVATGSEIRSVVLAGRRFYEKEGLPAFPMGKIDQTRMWKVGERVRAKRPAGDLGPMYPFTAGVFVALMMAQIEILRKKGHSYSEIINESVIESVDSLNPFMHARGVSFMVDNCSTTARLGSRKWAPRFDYILTQQALVAVDNNAAINRDLISNFLSDPIHGAIEVCAQLRPTVDISVTADADFVRPELRQ*

NbL04g19280.1 ketol−acid_reductoisomerase_chloroplastic [MW = 63.26 kDa]
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1 53 105 157 209 262

Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASSKERENFVYVAKLAEQAERYNEMVDAMKSVANMDVELTVEERNLLSVGYKNVVGSRRASWRILSSIEQKEESRGNEQNVKRIKEYRQRVETELTSICNDIMVVIDQHLIPSCTAGESTVFYHKMKGDYYRYLAEFKSGNDKKEVAELSLKAYQSATTAAEAELPPTHPIRLGLALNFSVFYYEIMNSPERACHLAKQAFDEAISELDSLNEDSYKDSTLIMQLLRDNLTLWTSDLPEDAEDAQKGDSTNKAGGGEDAE*

NbL04g19260.1 14−3−3_protein_9 [MW = 29.54 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00311 Phosphoenolpyruvate carboxylase

Protein sequence:
MSRKIEKMASIDAQLRLLAPAKVSEDDKLVEYDALLLDRFLDILQDLHGEDIRETVQECYELSAEYEGKHDPQKLEELGRMLTSLDAGDSIVVTKAFSNMLNLANLAEEVQIAYRRRSKLKKRDFSDEASALTESDIEETLRKLVGQLNKSPQEVFDALKNQTVDLVLTAHPTQSVRRSLLQKHARVRDCLTQLYAKDITPDDKQELDEALQREIQAAFRTDEIRRTPPTPQDEMRAGMSYFHETIWKGVPKFLRRVDTALKNIGINERVPYNAPLIQFSSWMGGDRDGNPRVTPEVTRDVCLLARMMAAKLYFSQIEDLMFELSMWRCNDELRARADELHRTSKRDTKHYIEFWKQIPPNEPYRVLLADVRDKLYNTRERARQLLASGYSDVSEESTFTNVEQFLEPLELCYRSLCACGDRPIADGSLLDFLRQVSTFGLSLVRLDIRQESDRHTDVLDAITRHLGIGSYKEWSEEQRQEWLLSELSGKRPLFGPDLPKTDEIADVLDTFNVIAELPADNFGAYIISMATAPSDVLAVELLQRECHVKSPLRVVPLFEKLADLESAPASVARLFSIDWYRNRINGKQEVMIGYSDSGKDAGRLSAAWQLYKAQEELVNVAKEFGVKLTMFHGRGGTVGRGGGPTHLAILSQPPDTIHGSLRVTVQGEVIEQSFGEEHLCFRTLQRFTAATLEHGMNPPVAPKPEWRALLDEMSVVATKEYRSLVFQDPRFVEYFRLATPELEYGRMNIGSRPAKRKPSGGIESLRAIPWIFAWTQTRFHLPVWLGFGAAFKHVIEKDIRNLQMLKDMYNGWPFFRVTLDLIEMVFAKGDPGIAALYDKLLVSEDLWPLGERLRSKYEETKSFLLQVAGHKDLLEGDPYLRQRLKLRDSYITTLNVCQVYTLKRIRDPSYNVKVRPHLDKEIMESSKPAAELVKLNPMSEYAPGLEDTLILTMKGIAAGMQNTG*

NbL04g19240.1 phosphoenolpyruvate_carboxylase−like [MW = 110.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13326 Photosystem II Pbs27

Protein sequence:
MASPTLITPSTSNPKPLTPIRSKLSSTTTATVSASISSTRRREFLSLAARILAPALLLPATSAFAASDDEYVREASEVIKKVRSTLSMEKSDPNIADSVTELREASNYWVAKYRREKDLLGRASFRDIYSALNAVSGHYVSFGPTTPIPAKRKQRILEEMDTAEKALQRGR*

NbL04g18830.1 photosystem_II_repair_protein_PSB27−H1_chloroplastic−like [MW = 18.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04055 Radical SAM superfamily

Protein sequence:
MREAIPGGEKYTHIKKKYTVCEEAKCPNLGECWSGGETGTATATIMILGDTCTRDCRFCNVKTSRTPPPPDLNEPANVAEAIASWGLDYVVLTSVDCDDLPDQGSDHFTETVQKLKALKPNMLIKALTPDFRGDPGCVEKVAKSGLDVFAHNIETVEELQSVVRDHRANFKQSMDVLKMAKGYAPANTLTKTSIMLGCGETPEQVCKTMEKVRAAGVDVMTFGQYMRPSKCHMPVSEYVTP*

NbL04g18670.1 lipoyl_synthase_2_mitochondrial−like [MW = 26.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MTHNSIPWLLIISQIFLLLLAKTNAKIPAIIVFGDSSVDSGNNNYIQTIARSDFMPYGRDFAGGRPTGRFSNGRITTDFISEAAGLKPTVPAYLDPAYNISDFAVGVSFASAGTGYDNATANVLGVIPLWKELEYYKEYQKKLRTYLGDEKANEVISEALYALSLGTNDFLENYYTMPQRRSQYTVDQYQTFLIGIAKNFVTNLYNLGARKISLGGLPPMGCMPLERTSNMANGNECLESYNVVAMNFNDKLSGLVIELNKELSGIQVVLSNPYNVMLQMIKKPSLYGFEVASLACCATGLFEMGYACDPYNLFTCKDANKYIFWDAFHPTEKTDRIIADHVVKTALSKFLV*

NbL04g18290.1 GDSL_esterase/lipase_At4g26790−like [MW − SP = 36.27 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MGKWWSSLMAVLLMFLPANLICGEDPYRFYTWNITYADIYPLGVKQQGILINGQFPGPPIECVTNDNLIINVFNNLDEPFLISWNGVEQRRNSWQDGVYGTNCPIPPGNNFTYVLQVKDQIGSFYYFPSLAFHKAAGGFGSINIASRSVIPVPFPPPAGVFSILTGDWFKQNHSDLKAILDSGHDLSFPDGLLINGRGSNGYTFTVDQGKTYRFRISNVGLTTSINFRIQGHKMMVVEVEGTHTVQNTYDSLDIHLGQSYSVLLIADQPAKDYYIVVSTRFTSQVLTATSTLHYSNSAGSVSGPPPSGPTTEIDWSLNQARSLRRNLSASGPRPNPQGSYHYGLINTTRTIRLANSAPVINGKQRYAINSVSFVPADTPLKLADHFNIPGVFSLGSIPDSPTGGGAYLQTSVMAADFRAYTEVIFENLEVSVQSYHIDGHHFFVVGMGGGEWTPASRLTYNLRDTISRSTVQVYPKSWTALYMPLDNVGMWNIRSQNWARQYLGQQFYLRVYSPANSWRDEYPIPSNALLCGRASTRGILN*

NbL04g18230.1 L−ascorbate_oxidase_homolog [MW − SP = 57.45 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MRSLWWCLMVVPLFFLLDFSNGESPYRFYTWNITYGDIYPLGVKQPGILINGQFPGPPIECVTNDNLIVSVFNNLDEPFLMTWDGIQQRRNSWQDGVYGTNCPIPPGQNFTYILQVKDQIGSFFYFPSLAMHKAAGGYGGIKIDSRPLIPVPFSPPAGEYTMLVGDWFKQNHTDLKAILDGGNDLPFPDGLLINGRGSNSLTFTVDQGRTYRFRISNVGLTTAINFRIQGHKMVLVEVEGTHTLQNTYESIDIHLSQSYSVLVTMDQPGQDYYIVASTRFTSQVLTATSILHYSNSAGSVSGPPPGGPTIEIDWSLNQARSIRQNLTASGPRPNPQGSYHYGLVNTTRTIRLANSAPMINGKQRYAVNSVSFIPADTPLKLADYFKIPGVFNLGSIQDNPTGGGGYLQTSVMAADFRAFVEVVFENPEDIVQSWHIDGHIFFVVGMDGGQWSPASRLNYNLRDGISRCTIQVYPKSWTALYMPLDNVGMWNIRSENWARQYLGQQFYLRVYSPANSWRDEYPIPKNALVCGRASGRRTRPL*

NbL04g18220.1 L−ascorbate_oxidase_homolog [MW − SP = 57.85 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 201 401 601 998

Protein length

Gel Slice

2.8 6.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 50 10
0

15
0

Peptide counts over 4 repeats

1 201 401 601 998

Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase) PF00694 Aconitase C−terminal domain

Protein sequence:
MYSNTARKYSSSAASSLLRRASSSSSVSRPVASSSAAAHAPSSSSLCTQQQRCSSTLRSVRCSVPRWSHGADWKSPISLTAQIRSAAPALNSFHRKLSTMADKNPFKEILTALPKPGGGEFGKFYSLPALNDPRIEKLPYSIRILLESAIRNCDNFQVKKEDVEKIIDWENSAPKLVEIPFKPARVLLQDFTGVPAVVDLACMRDAMNNLGSDSDKINPLVPVDLVIDHSVQVDVARSENAVQANMELEFQRNKERFAFLKWGSNAFHNMLVVPPGSGIVHQVNLEYLGRVVFNRDGFLYPDSVVGTDSHTTMIDGLGIAGWGVGGIEAEAAMLGQPMSMVLPGVVGFKLSGKLRNGVTATDLVLTVTQMLRKHGVVGKFVEFYGDGMEELSLADRATIANMSPEYGATMGFFPVDHVTLQYLKLTGRSDETIAMIEAYLRANKMFVDYNEPQQEKVYSSYLDLDLANVEPCVSGPKRPHDRVALKEMKSDWHACLDNKVGFKGFAVPKEVQDKVAKFDFHGQPAELKHGSVVIAAITSCTNTSNPSVMLGAALVAKKASELGLHVKPWVKTSLAPGSGVVTKYLLKSGLQKYLNQQGFNIVGYGCTTCIGNSGDLDESVASAISENDIVAAAVLSGNRNFEGRVHALTRANYLASPPLVVAYALAGTVDIDFEKDPIGVGKDGKDVYFRDIWPSTEEIAEVVQSSVLPDMFKSTYEAITKGNTMWNELSVPTAKLYSWDPNSTYIHEPPYFKGMTMDPPGPHGVKDAYCLLNFGDSITTDHISPAGSIHKDSPAARYLMERGVDRRDFNSYGSRRGNDEIMARGTFANIRLVNKLLNGEVGPKTVHIPTGEKLSVFDAAMKYKSAGQDTVILAGAEYGSGSSRDWAAKGPMLLGVKAVIAKSFERIHRSNLVGMGIVPLCFKAGEDADTLGLTGHERYTIDLAEKISEIRPGQDVTVRTDTGKSFTCTVRFDTEVELAYFNHGGILPYVIRQLTKQ*

NbL04g18140.1 aconitate_hydratase_cytoplasmic [MW = 108.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01373 Glycosyl hydrolase family 14

Protein sequence:
MNINMASIGTSKLGVMPEVMGFSHQELSLVMFKKFKLARKQLLQQNLTFTNRRKTGIAQAIAPEATKAAGATSSSVPLANYVPVYVMLPLDVISLDNVFRKQDKCEKQFKELRAAGVDGIMVDVWWGIVEANSPRQYDWSAYRSLFQLVQKTGLKIQAIMSFHQCGGNIGDDVYIPIPKWVLTIGENNPDIFYTNRAGTRNKECLSLAVDNQPLFESRTAVQMYSDYMRSFRENMSDFLEAGSIVDVEVGLGPAGELRYPAYTQSQGWKFPGIGEFQCYDKYMRTDFKEAVTKAGYPQWDLPDDAGTYNDIPVKTGFFGPNGTYLTEKGKFFLTWYSSKLLLHGDQILDEANKAFLGCKVKLSAKVAGIHWWYKDASHAAELTSGYFNLDNRDGYRPIARMLSRHHGTLNFTCLEMRNSEQPAYAKSGPQELVQQVLSVGWKENIEVAGENALSRYDGYAYNQILLNARPNGINKNGPPKQKMAGFTYLRLSEKLLQGRNFNTFKTFVKKMHADLDYCPEYEKLAPLSRSKMEISIDELVTATQRTKPFPWDEQTDARIGGILAEYWDRLLNTFFLSN*

NbL04g17910.1 beta−amylase−like [MW = 65.45 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 61 121 181 241 301

Protein length

Gel Slice

3.5 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 61 121 181 241 301

Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MVSFSMAFSCVVFGISLMMMGLVSSSRFEELYQPSWATDHLTNEGEILRMKLDNLSGAGFSSKNKYMFGKVTVQIKLVEGDSAGTVTAFYMSSEGPTHNEFDFEFLGNTTGEPYSVQTNVYVNGVGNREQRLNLWFDPSKEFHSYSILWNQRQVVFLVDDTPVRVHSNLEHKGIPFPKDQAMGVYSSIWNADDWATQGGRVKTDWSHAPFVASYRGFEIDGCECPATVAAAENSKRCSSTAEKRYWWDEPTMSELSLHQSHQLIWVRANHMVYDYCTDTARFPVAPVECQHHQHKHKTRN*

NbL04g17790.1 xyloglucan_endotransglucosylase/hydrolase_protein_9 [MW − SP = 31.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01491 Frataxin−like domain

Protein sequence:
MAASSSSKKLLLLRKPLCRVLKPNFSPSPSSSIIRRSFLSSSSSSSTHNKYILEPSVTISKSFLSELSRSYCSRSSPLPDASQGPAAIDYRSLLQEDEYHRLANATIHDLLDKLEDYGDSVDIDGFDVDYGNEVLTLKLGDLGTYVINKQTPNRQIWMSSPVSGPSRFDWDQNSQGWIYRRTKANLRTVLEDELEKLCGSAITLS*

NbL04g17670.1 frataxin_mitochondrial [MW = 22.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF19160 SPARK

Protein sequence:
MKIKLFTFIFTQLCVCNGSLAGLLSEPAQPLNPGDYSNSNTVPAFPVQTESQTCRLDLSDELFGGVSAACGQNLDRSRCCPVLAAWLFAAHARSALHVSAAVAPASSDLPMMPDDSQKCVNSLQSSLQSRNIHLPQPNASCDAVLCFCGIRLHQITSLSCPAAFNLTGSKNATPTAAVRNLERNCRNSSYSGCTRCLGALQKLNGDGKNRTHKMVDIGGDRVSKMLTRDCQLMGLTWLLARNKTAYIPTVSAVLRAIMYSSHPPHESKCSPDQENMPLAVDSLQFEKTDSSPPSIGVSRFAILFPFMPLIILLNYLFG*

NbL04g17520.1 uncharacterized_GPI−anchored_protein_At4g28100 [MW − SP = 31.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11264 Thylakoid formation protein

Protein sequence:
MAAVTSVSFSAIVQSAERKSSVSSSRSVDTFRFRSNVSFDCFNVRSLNSSFSSNSSTSRFVVHCMSTDLPTVAETKMNFLKAYKRPIPTVYNTVLQELIVQQHLIKYKKSYRYDPVFALGFVTVYDQLMEGYPSEEDRDAIFKAYIEALNEDPVQYRADAQKFEEWARTQNANTLIDFSSRDGEVENILKDIAQRAGTKDSFCYSRLFAVGLFRLLELANVTDPTILEKLCASLNINKKSVDRDLDVYRNLLSKLVQAKELLKEYVEREKKKRGERESQKANEAVTKCLGDYQYAGR*

NbL04g17500.1 protein_THYLAKOID_FORMATION1_chloroplastic [MW = 33.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MGYSIVFIVCSLLLVLQLSTVAGKGKGIIGSPSLAPAPAPAPGPEYTNLTDLLSVAGPFHTFLNYLESTKVIDTFQSQANDTEEGITLFVPKDSAFASLKKPSLSNLASDQLKSLCLFHALPHYYSLADFKNLSDMSPINTFAGGNLYSLNFTYDSGTVHLNSGWSRTKVSSAVRATFPVAVYQVDKVLLPEAIFGTDLPPMPAPAPAPETDIAPTADSPAADQTGKARAASSPDSSSPSASHRMMSWGILNHLVLVIAGGFLMLLL*

NbL04g17440.1 fasciclin−like_arabinogalactan_protein_7 [MW − SP = 25.77 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00789 UBX domain

PF08059 SEP domain
PF14555 UBA−like domain

Protein sequence:
MENQANLTADPQREAVVNTFCEITSASKPEALFFLESHNFDLDSAVSTFFENNTLPPAAADEYYYDAPASAAVNFAADQRRSPSRSRSPSPPRPRNPPTSSGAAAAGRRTGGIHTFSDLNRRPVTGSGSDSDEPQEYYTGGEKSGMLVQDPSKANNVDAIFDQARQYAAVEAPPASSSSRSFSGTARRLTGETVSAAPQPPESITHVITFWTNGFTIDDGPLRRFDDPENASFLESIRKSECPKELEPEDRRTSVRVNLTRREEDCPVPEKRRATFQGVGRTLGSTSNAEQVDSIGAVSSFTAAPTPSVGLVVDQSQTSTSIQLRLADGTRMVSRFNFQHTIRDIRGFIDASRPGGPRSYQLQTVGFPPKQLSDLDQTIEQAGLANSVVIQKL*

NbL04g17290.1 plant_UBX_domain−containing_protein_4−like [MW = 42.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MAATAKAAAEPGRSASAYSEVQSNRLTVSLPLPSVLKNPFSVVDGPPSSAAGNPGEIAKLFPNLFGQPSVSLLPGHTSGAALNHNLKIGVVLSGGQAPGGHNVISGIFDYLQEKTKGSTLYGFRGGPAGIMNCKYVELTADFVYPYRNQGGFDMIASGRDKIETDEQFKQAAETAKKLDLDGIVVIGGDDSNTNACLLAENFRGKGLKTRVIGCPKTIDGDLKCKEVPTSFGFDTACKIYAEMIGNVMIDARSTGKYYHFVRLMGRAASHITLECALQTHPNITIIGEEVAAQKQTLKSVTDYIVGIICKRAKLGYNYGVILIPEGLIDFIPEVQQLIAELNEILANDVIDEAGNWKKKLRSQSHELFEFLPQAIQEQLLLERDPHGNVQVAKIETEKMLIQMVEAELENKKKEGSYTKHFKGQSHFFSYEGRCGLPSNFDSNYCYALGYGAGALLHSGKTGLISSVGNLRAPVEDWTVGGTALTSLMDVERRHGKFKPVIKKAMVELDGAPFKKFASLREEWALKNRYFSPGPLQFVGPTANEINHTLMLELGAKA*

NbL04g17270.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_beta−like [MW = 60.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MQSDLGKLFIGGISWDTNEERLKEYFSTYGEVLEAVIMKDRTTGRARGFGFIVFADPAVADRVIKEKHNIDGRMVEAKKAVPRDDQSTISRSSTSIQGSPGPGRTRKIFVGGLASTVTESDFKTYFEQFGTITDVVVMYDHNTQRPRGFGFITYDSEDAVDKVLLKTFHELNGKMVEVKRAVPKELSPGPRLGGYNNFPLSRINNFLNGYTQGYSPNTVGGYGVRMDGRFSPIAAGDRSGFAQFGSGYGMGLNFEPGLSPGYGGNANFNSSLSYGRGMSPYYVNSSNRFGGPIGFDGGNGGSSSFFSSATRNLWGNGGLGYGTNSTSSSNFAVSGSGNMGAGNFSNTGVWGSSSISSQGGGNVSNQSGNLGYGGDDTLYGLSGGYGRNVTTSGAPASSYPASNGSYDGALADLYSGGLGYSDSDWRSANSERDGSGSIGYGLGTSPSDMPPKSSASYVGSYGVGKRQTNRGIGG*

NbL04g17180.1 heterogeneous_nuclear_ribonucleoprotein_1−like [MW = 49.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MHRLSKRSVTSILRSTTAARYRDVAAPISSSHFFYDSADGDSKGRWYSSLTSGRCNVNGSIRPFKSPNKPFLGCRYESTAAAASDSPSEKFEYQAEVSRLMDLIVNSLYSNKEVFLRELISNASDALDKLRFLGVTQPELLKDGVDLDIRIQTDKDNGVITITDSGIGMTRQELVDCLGTIAQSGTAKFLKALKDSKDAGADSNLIGQFGVGFYSAFLVSEQVEVSTKSPKSDKQYVWVGEANSSTYTIREETDPAKLLPRGTRLTLYLKRDDKGFAHPERIEKLVKNYSQFVSFPIYTWQEKGYTKEVEVDEDPAEAKKEGEDETAEKKKKTKKIVEKYWDWELTNETQPIWLRSPKEVSKEEYNEFYKKTFNEYLEPLASSHFTTEGEVEFRSILYVPSVSSMGKDDIVNPKTKNIRLYVKRVFISDDFDGELFPRYLSFIKGVVDSNDLPLNVSREILQESRVVRIMKKRLVRKAFEMIQGISLSENKDDYDKFWENYGKHLKLGCIEDRENHKRLAPLLRFFSSQSDEFTISLDEYVENMKPDQKDIYYIASDSITSAKNTPFLEKLLEKDLEVLFLVDPIDEVAIQNLKSYKEKNFVDISKEDLDLGDKNEDKEKEIKQEFGQTCDWIKKRLGDKVASVQISNRLSSSPCVLVSGKFGWSANMERLMKAQTVGDTSNLDFMRSRRVFEINPEHPIIRTLNEACKNTPDDEEALRAIDLLYDAALVSSGFTPDNPAQLGGKIYEMMNLALASKWGTVGGYQQQQVNQQSYIPETIEAEVVEPAEAGGQK*

NbL04g17030.1 heat_shock_protein_83 [MW = 90.16 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 95 189 283 377 471

Protein length

Gel Slice

4.5 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 95 189 283 377 471

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00112 Papain family cysteine protease

PF00396 Granulin
PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MAIHTSTLSISILVMLMFSAVSSSAAEDMSIISYNEKHHTNGESTVWRTDDEVMSLYESWLVEHKKVYNALGEKDKRFQIFKDNLRYIDERNSVPDKSYKLGLTQFADLTNEEYKSIYLGTKPDGRSRLLNTQSDRYAPKVGDSLPDAVDWRKKGVLVDVKNQGQCGSCWAFSAVASIEAVNKIVTGNLISLSEQELVDCDTSDNQGCQGGLMDDAFKFVIQNGGIDTEEDYPYKAKDGKCDQARKNARVVTIDMYEDVPANDEKALKKAVAGQPVSVAIEAGGKDFQHYKSGIFTGKCGAEVDHGVVAVGYGSENGMDYWIVRNSWGASWGENGYLRMQRNIGNPKGLCGIATIASYPVKTGQNPPKPAPSPPSPVKPPTQCDNYNECPAGTTCCCVYEYYKYCFAWGCCPMEGATCCNDHNSCCPHDYPVCNIKAGTCSISKNNPLGVKAMQHILAKPIGTFGNEGNM*

NbL04g16800.1 low−temperature−induced_cysteine_proteinase−like [MW − SP = 48.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MDVSGGQSLYPLHRCKTIHLVRHAQGIHNVEGEKDHSAYLSPQLFDAHLTPLGWEQVDNLRKHVHTSGLSKKVELVITSPLLRTMQTAVGVFGGEGCPDGIDVPPLMVADAGNSNHPAISSLNCPPFISVEGCREHLGVHWCDKRRSISEYKPLFPAIDFSLIECDDDVLWEPDIREPNEHLASRGMEFLKWLWTRKEKEIAVVTHSGFLIHTLSAFGNDCHPDVKNDICRPFKNCELRSMVIIDRGMIGSDSSTTDYPGKIPSGVDVPSDDTCINHPDGLLN*

NbL04g16640.1 phosphoglycerate_mutase−like_protein_1 [MW = 31.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11523 Protein of unknown function (DUF3223)

Protein sequence:
MASICTSNHTNFHFLCRNNSNLNPNPSSISHHHLLLAPSSLSFSRLRLCHCAAVKTGSESGGSRSDNAELLRKPLISMGSSSFSAGEELVKEESDDEVEKKNGDEQNWIDWEDQILEDTVPLVGFVRMILHSGKYAVGDRLSPDHQRTILQRLLPYHPECEEKIGSGVDYITVGYHPDFESSKCLFIVRKDGELVDFSYWKCIKGLIRKNYPLYADSFILRHFRRRRRND*

NbL04g16410.1 protein_DCL_chloroplastic [MW = 26.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MQRLGILDWQHNLSFRSINRLDGEPAHTLFNSLSFRSSSGSYHSKARLHSKLRHANSNDTLQSLVRECSKIQSAVHDNIEELLDEEDDLCPVECVREFKTDEEFFIILEKAKKAGSLVVVDFYRTACGSCKYIEQGFAKLCRGAGDEQAPVIFLKHNVIDEYDEQSEVAERLRIKTVPLFHFYKNGVLLEAFPTRDKERILAAILKYSAPASADA*

NbL04g16340.1 thioredoxin−like_4_chloroplastic [MW = 24.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02036 SCP−2 sterol transfer family

Protein sequence:
MADNSAQLKSDAIFEQMKLHLTTDAGKALIKKIGLVYQINIAPKKIGFNEKVYVVDLKKGETKEGPYEGGKPDATFSFKDDDFVKIATGKMNPQIAFMRGAMKIKGSISAAQKFTPDIFPKPSKM*

NbL04g16320.1 non−specific_lipid−transfer_protein−like [MW = 13.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04278 Tic22−like family

Protein sequence:
MESKPSIGFGPSSSPLLSLSTFVHQHWSRLGAELSTRFDEAKRLTSKFAADFIPPPPLPASYSYPLSLPFASVLQRQDKVPKNAGLSSDYVAKALIGTSVYTVSNSNNEFVLISDPNGAKSIGLLCFRQEDAEAFLAQVRMRKGEVRGGAKVVPLTLDQVYMLKVEGIAFRFLPDPVQVQNAIELKASDVKTGFDGVPVFQSDLLLVKKRNRRYCPIYFRKEDIEKELSSRASRGGASQHIMVGSLEDVLKRMEISQRHSGWEDLIFIPPGKSHSQHIQDVTKV*

NbL04g16240.1 protein_TIC_22_chloroplastic [MW = 31.49 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05705 Eukaryotic protein of unknown function (DUF829)

Protein sequence:
MWGFGGRYYWERKKRGKVEGIVVVFAWMSSQDRHLKNYVDLYSSLGWNSLVCHSQFLNMFFPDKAAALAANIVNELVEELKVRPCPVVFASFSGGPKACMYKVLQIIESKCEEHVNLGEFRLVRDCLSGYIFDSSPVDFTSDLGTRFILHPTVLGMSRPPPLASWIANGIASSLDSLFLNRFESHRAEFWQTLYASVSTGAPYLILCSEDDDLAPYQTICNFAQRLKDLGSDVKLLKWSISPHVGHYRYHQLEYKAAVTEVLGKAAMIYSQRIRQLEGEKMGLEGSHDEISDPLGNLRKAAATANQSFQRIALELNDRVFVPSSVEYHECSNVGSIQHEQKERYIPLSSPPRINAHGVLGQILFDVCVPKVVEDWDIRSSSSFSKASFPSTRRHSPFNPMKCIRRSRL*

NbL04g16180.1 uncharacterized_LOC107761413 [MW = 46.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14290 Domain of unknown function (DUF4370)

Protein sequence:
MEKMVLMRSLYRSICRRSTVFSAAAATTSAVNHQSLRHLHFSSQSFSASPKNPVTEWRHPFSMAMGSMCSFSEDLSHMPDIKDPEVKRAFKDLMASSWHELPDAVVYDAKNAVSKSTDDKTGQEALASVFRAAEAAEEFTGILTSLKMEIDDAIGLSGEDVKPLSKEVSDALQTVFQRYNAYMSAFGPEEGYLRKKVEMELGTRMIHLKMRCSGIDSEWGKVNLTEASWLHVFQFFCRLQLPTQASISAFSVVYNFLSNICITSYVSLLGDKKAVDTSCNLNSLVKLHSNSDFFFSMVPTKF*

NbL04g16150.1 uncharacterized_protein_At1g47420_mitochondrial−like [MW = 33.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01398 JAB1/Mov34/MPN/PAD−1 ubiquitin protease PF13012 Maintenance of mitochondrial structure and function

Protein sequence:
LFSKKSPKTKLRKLSMSGMERLQRMFAGAGGALGHPPPDSPTLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVDVFAMPQSGTGVSVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFRLINPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLTLQRFDAHSKTNEQTVQEMLNLAVKYNKAVQEEDELPPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*

NbL04g16110.1 26S_proteasome_non−ATPase_regulatory_subunit_14_homolog [MW = 36.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02602 Uroporphyrinogen−III synthase HemD

Protein sequence:
MSKLSLSSFCPPPLTSSSSTSQQQRSRSFRVGACVSLASVSVSCSKQPKVVVTRERGKNGKLMKSLARHGIDCLELPLIQHMHLPDLGRLTSVLSDATFDWIIITSPEAGKVFLDAWKAAGTPSVRVGVVGSGTASIFDEAVQSSKQYLDVAFTPSKATGKVLASELPKNGNDKCTVLYPASEKAGTDIEEGLSERGFEVTRLNTYTTAPVNQVDQYLLELALSAPVVAVASPSAIRVWTNLIPASSQWDNAVACIGETTASAAKRLGLRNIYYPTSPGLEGWVSSILEALSVNEQVQKV*

NbL04g15990.1 uroporphyrinogen−III_synthase_chloroplastic [MW = 32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00079 Serpin (serine protease inhibitor)

Protein sequence:
MDLQESISNQTGVSLTLAKHVFATEVKGDNNMVFSPLSIHVVLGLVAAGSNGRTRDQLLVFLKSKSTDELNSLSSQLVDVVLADGSPSGGPRLSVANGVWVEQTLPLKPFLKQIVDNLYKAASVSVDFQNKAVEVANQVNQWAEKETSGLIKEILPADSVDSATRLVFANALYFKGAWDEKFDASVTKDNEFHLLNGTSVKVPFMTSKKKQYVKAFDGFKVLGLPYKHGEDRRRFTMYFFLPDANDGLPALVDKVSSESQFLESHLPYQKVEVGEFRIPKFKISFGFEASNILKGLGLVLPFSGDGLTEMVDSPVGSNLYVSSIFHKSFIEVNEEGTEAAAATAGVIKLRALMVEEKVDFVADHPYLFLIRENATGVVLFVGSVQNPLVD*

NbL04g15770.1 serpin−ZX [MW = 42.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03099 Biotin/lipoate A/B protein ligase family

Protein sequence:
MIVLASSVFCSGPTWPLCNPSKSKQHSTTPIFRRLTLTICQAKRCCDCYDMYKELVPYANAWSWQKAIVNKRKAQIERNEDLADTLIVLQHQPVYTLGTGSSEENLHFDIKNAPFELYRTERGGEVTYHGPGQLVMYPIINLRYHKMDLHWYLRSLEEVIIRVLSSSFSMEASRIDGLTGVWVEGRKLAAIGIRVSQWVTYHGLALNVTTDLTPFQQIVPCGIRDRQVGSIKGLLKGLPVSNGCGTENHQDADDVQLIDIAHKSLVKEFCEVFQVDIHFKPTPVLTSAEKPFSWLD*

NbL04g15650.1 plastidial_lipoyltransferase_2−like [MW = 33.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00380 Ribosomal protein S9/S16

Protein sequence:
MAISLTSLTSSFASLSFSSQISQKPYAVSLAHLKPFPLSLNSKIPTLVVSASVAEAPAAPELETREELLKLVKSRLPGGFAAQPIFGTGRRKSASARVVLQEGSGKIIINYRDAKEYLQGNPLWIQYVKTPLATLGYEASYDIFVKVEGGGLSGQAQAISLGIARALLKVSESHRKPLREEGLLTRDARVVERKKVGLKKARKRPQFSKR*

NbL04g15610.1 30S_ribosomal_protein_S9_chloroplastic [MW = 22.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02213 GYF domain

Protein sequence:
FSITLSIPLPYIHPPKLLLPVLRAVSQSQQKIRVFFLPFFSFSPYDQSAMGDKTEFDSPHNQVSRDVQGPNNSIPLSPQWLLPKPGESKAGIVTGDNHLGTHPGYAIHSELAKFPGMGDDTHDNQKKKDVFRPSVLDMEPGRRDRWRDEERDTNSAVRRDRWREGDKELGEGRRVERWSDSSGRNHGEGRRVPGERWTDSGNRESNHDQRRESKWNTRWGPDEKEGDAVREKWINPSKDAEMHLEKGSPGLAFSGKDEREGDHYRPWRSTSHGRGRAEPLHQGSTPNKQVPTFSHGRGREDGATTTFSLGRVRALAGVSPMNKGSPHLQPFGSFSEKAESVSSPLRYSRIKMLDVYRVIDMRSCSKFSDGIVQVPSLTQDEPLEPLALCAPSLEELSILKGIDKGDVLSSGAPQVTKDGTLGRNSIDYTQPRRNKLGSREDLSLDDSREESIDNAKVEDNIPHRESESVNRDPSTPGHTPGLHGGIWRSPSIGARSHIVANDARERPSDVRPITSDIGWLQGQKDKNTEWERDFTDPSYAKDEGSKWQFGDPVLKRQLSAVMDKELELRKLSQSSPEDLVLLYKDPQGAIQGPFSGSDIIGWFEAGYFGIDLQVRLAAALPDSPFSLLGDVMPHLRAKARPPPGFGATKPNADAPGGLNLSSFTKLHAGSTDIDKVKTELNYKHSATEAENRFLESLMSGKVSHAPLDKFAQSEGIPAYAANTTGAIPPIVAESGDNLYLLAKKMSLERQRSLPKPFPFWPGRDAPSVVPNVDNVQDPLPHSKLPFMAEHARQQPHNQNVDLMSLLQGVPDRSAGISSGVSGWSNFPVQGGLESLQERMDMHQGQSMPPQSAFGMQQQRLHPQSPPMTNLLGQAMDNTSNILATEKLLSSGVQDPQLLNLLQQQYLMQLQSQAALGGPQQLSLLDKLLMLKQQQQQQKQEEQQLMLRQQQQLLSQVLSDLHPHQPFGEQPYGKLPTPGISGGNATVDPTRFQPSPNLFSMNTQVQHPVMEEAHASNFVLPPSISQDVTQIGSFETSSLHLPQQMFKDASSQRSWGFEEQIDDIQQKVPRMATAMIDPSSHTEIASKDPLEDAENNEPLAVTTPEIASHFPLGEQVEKSVMPPPPPVVDNDLHQKNKLESPPAAIPSEPQVERDPHNGLSVTKELKSVEPREVKKSSEKKSKKQKSTKGQASDSTKGASKSQPSKSSQSDAVIASDAKSDAQSVLVEKTTAVGPEKRDSKTEVAFADVVGEYPGQNPLSAHATVETKDETGQIPPVSQFNTQVQSGQRAWKPAPGFKPKSLLEIQEEEQRRAQAEIAIAEVATSLSSLSVSTPWAGVVTNSDHKLVRDTQQDASDNSLSKNNSDVSFNQKSKNNSDAPLNQKSKNNSDVSLNQKSKKSQLHEVLADNTSAKSGERERDFPDMTFVPPSVPANDDDNFIEAKDTKKSRKKSAKSKGAGAKVSVSTAAWEVPVGSSPIDKLKSSRQVQPDKEVLPPIPSGPSLGDFVVWKGEATNPAPIPAPAWSTDSGKLSKPTSLRDILKEQEKKVSSGQQHIPVPTQKSVPNPPARVGGPSWSATGSSPAKTASPIQIHSQAGANAKNKVDDDLFWGPVDHPKQETKQSEFPQLGNQGSWGSKTTPVKGNPGGSLSRQKSVIGKPAECLLSSSPASAHSSLKGKKDALTKHSEAMDFREWCENECDRLIGTRDTSFLEFCFKQSKSEAEMLLIENLGSYDPDHEFIDKFLNYKDFLPADVFEMAFQGRNVRKVTGVNARDVTSDSVGFDQGNSSVQDGATKGGKKKGKKGKKVNLSELGFNVVCNRIMMGEIQTVED*

NbL04g15140.1 uncharacterized_LOC109224904 [MW = 200.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02545 Maf−like protein

Protein sequence:
MEANVSQFKVILGSSSTARRKILADMGYQFTTMSADIDEKAIRKEKPEDLVMALAEAKADAIISKFRNTENLEKDSNPTLLVAADTAEAIIPRVSIGESEGDAEPTLLITCDQVVVYEGMVREKPSSEAEARQFMKDYANGHAATVSSVLVTNLVTGCRRGEWDKVEIYFHDIPDQVIDRLIEEGIVLYAAGGLIIEHPLILPCIKEVVGSTDSVMGLPKALTERLIKEVL*

NbL04g14860.1 maf−like_protein_DDB_G0281937 [MW = 25.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05368 NmrA−like family

Protein sequence:
MAEKSKVLIIGGTGYIGKFVVEASAKSGHPTFALVRETTVSDPVKSKIVENFKNLGVTILHGDLYDHESLVKAVKQVDVVISTMGMMQLADQVKIITAIKEAGNIKRFFPSEFGMDVDKTNAVEPAKSAFAVKVQIRRAIEAEGIPYTYVSCNCFAGYFLPTMVQPGATAPPRDKVIIPGDGNVKAVFNEEHDIGTYTIKAVDDPRTLNKTLYIKPPKNTLSFNELVAVWEKMIGKTLEKIYLPEEQILKDIETSPMPLPVILAINHATFVKGDQTNFKIEPSFGVEASELYPDVKYTTVEEYLGHFI*

NbL04g14800.1 isoflavone_reductase−like_protein [MW = 34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00132 Bacterial transferase hexapeptide (six repeats)

Protein sequence:
MGTLGKAIYSLGAIVRATGQTLDRIGNRLQGSQYIEEHVSRHRTLMNIFDKAPVVDKDVFVAPGASVIGDVHVGRNSSIWYGCVLRGDVNSISVGSGTNIQDNSLVHVAKSNISQKVLPTIIGNNVTVGHSAVVHGCTIEDEAFIGMGATLLDGVHVEKHAMVAAGALVRQNTRIPSGEVWAGNPAKFLRKLSDEEIAFIAQSATNYCNLARVHAAENSKSFDEIEFEKMLRKKYAKRDEEYDSMIGVVRETPPELVLPDNILPEKAAKSIIQ*

NbL04g14790.1 gamma_carbonic_anhydrase_2_mitochondrial−like [MW = 29.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MFRNQYDTDVTTWSPAGRLFQVEYAMEAVKQGSAALGLRSKTHVILACVNKANSELSSHQKKIFKVDDHIGVAIAGLTADSRVLSRYMRNECINYSYAYESPFPVGRLVVQLADKAQVCTQRSWKRPYGVGLLVGGLDESGAHLYYNCPSGNYFEYQAFAIGSRSQAAKTYLERRFETFMDSSRESLLKDALFALRETLQGEKLTSTNCTVAVVGVGEAFHMLDKETIQALINEFEIAGEEAPAAAPDEAGSDEPAAAPPADQGAAPMDI*

NbL04g14770.1 proteasome_subunit_alpha_type−1−B−like [MW = 29.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01926 50S ribosome−binding GTPase

PF13167 GTP−binding GTPase N−terminal
PF16360 GTP−binding GTPase Middle Region

Protein sequence:
MSLCFCSNLKPSILFPVSDLRWNPTRTRPVSFTKLRQTNYCYIKAVGEEIGVLSPDDSFSLRNPVIEEETLPETEVHEVENEVAASVVDEEKALSWIKKSENKDQQVDELDENSSRFKLLNGKEVFEEKAYLVGVSCRGDTEDSFGIEESLKELAQLADTAGLLVVDSTYQKLSSPNPRTYIGSGKVAEIKTAIRAFDVETVIFDDELSPGQLRNLEKAFGGDVRVCDRTALILDIFNQRAATREASLQVSLAQMEYQLPRLTRMWTHLERQAGGQVKGMGEKQIEVDKRILRTQIGVLKKELESVRKHRKQYRNRRVSVPVPVVSLVGYTNAGKSTLLNRLTGADVLAEDRLFATLDPTTRRVQMKNGKEFLLTDTVGFIQKLPTTLVAAFRATLEEIAESSILVHVVDISHPLAELQIEAVEKVLSELDAVSIPKLMVWNKVDKARDPEKIKLEAKTKNDVVCVSALTGEGLDEFCNEIQNRLKDTMVWVEALIPFDKGELLSTIHHVGMVERTMHTACFFTSLNFKEYTEKGTLVRAHVPLRFARLLTPMRQMCVS*

NbL04g14600.1 GTPase_HflX−like [MW = 62.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00590 Tetrapyrrole (Corrin/Porphyrin) Methylases

Protein sequence:
MLIRRYNPMSILSSSSSAVFSPVHRQFKRCPLPLFTQILRPHFPPSLLCTTISSVPTTLTPSFFSTNSAESSTTDAPDELQHHLSISKQGPLKPGLYLVGTPIGNLEDITLRALRVLKSADVILSEDTRHSGKLLHYYNIKTPLLSYHKFNESQRAQMVLRKLQDGEIVALISDAGTPGISDPGMELAKLCVDKNVLVVPIPGPSAVVTALSASGLPTNEFTFVGFLPKHNSSRKEKLILSANESATQIFFIPPHRLSQFLEEAAAIFGESRQCVMAREMTKVHEEFWRGTIGEAKEAFLARQLKGEITFLIEGKSISIDESPSDSQLENELRELISEGHSLSMAVKLVASGKSVKRKAIYSLALRKFGGQLESEDE*

NbL04g14570.1 ribosomal_RNA_small_subunit_methyltransferase_I [MW = 41.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAAASEEGQVFGCHKIEEWNEQFQKGVETQKLVVVDFTASWCGPCRFIAPVLADIAKKMPHVIFLKVDVDELKTVAEEWSVEAMPTFVFLKDGKEVDRVVGAKKEELQQTIVKHAAPATVTA*

NbL04g14540.1 thioredoxin_H−type_1−like [MW = 13.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00112 Papain family cysteine protease

PF00396 Granulin
PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MSWLWSSLVLVLLIFQVPIYTCSSISDLFETWYQQNGKTYSSEQERLYRLKVFEENYAYIIEHNSKENSTYTLGLNAYSDLTHHEFKNSFLGLSSSANDFIRLKTGSSSAGVVSDVGDVDIPSSLDWREKGVVTKVKNQGSCGACWSFSATGAIEGINKIVSGSLVSLSEQELIDCDKSYNDGCGGGLMDYAFEFVKKNGGIDTEEDYPFNEREGTCNKNKLQRRVVTIDGYTDIPQNDEDKLLNAVAKQPVSVGICGSERAFQSYSKGIFTGPCSTALDHAVLIVGYGSENGVDYWIIKNSWGTSWGINGYMHMQRNSGNQEGICGINKLASYPTKSSPNPPSPPSPGPSKCSMFTSCGQGETCCCGWSLLGVCLSWKCCGLDSAVCCKDGRHCCPHDYPICDTNRNLCLKQMSNATIVQQPQKEAFSGKFGGLIYPF*

NbL04g14510.1 zingipain−2−like [MW − SP = 45.66 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MDRLFLLSLLAFALFSSAVAFSDEDPLIRQVVSETETDDSHLLNAEHHFSLFKSKFGKIYASEEEHDHRFKVFKANLRRARRHQLLDPSAEHGITKFSDLTPSEFRRTYLGLHKPKPKLNAEKAPILPTSDLPADYDWRDHGAVTGVKNQGSCGSCWSFSTTGAVEGAHFLATGELVSLSEQQLVDCDHECDPEQQDSCDAGCSGGLMTTAFEYTLKAGGLQREKDYPYTGKDGKCHFDKSKIAAAVTNFSVIGLDEDQIAANLVKHGPLAVGINAAWMQTYVGGVSCPLICFKRQDHGVLLVGYGSHGFAPIRLKEKAYWIIKNSWGENWGEHGYYKICRGHNICGVDAMVSTVTAAHTTNPNL*

NbL04g14460.1 cysteine_proteinase_15A−like [MW − SP = 38.09 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00400 WD domain, G−beta repeat

PF04053 Coatomer WD associated region
PF06957 Coatomer (COPI) alpha subunit C−terminus

Protein sequence:
MLTKFETKSNRVKGLSFHTKRPWILASLHSGVIQLWDYRMGTLIDRFDEHDGPVRGVHFHKSQPLFVSGGDDYKIKLWNYKLHRCLFTLLGHLDYIRTVQFHHEYPWIVSASDDQTIRIWNWQSRACISVLTGHNHYVMCALFHPKDDLVVSASLDQTVRVWDIGALRKKTVSPADDILRLSQMNTDFFGGVDAVVKYVLEGHDRGVNWASFHPTLPLIVSGADDRQVKIWRMNDTKAWEVDTLRGHMNNVSCVQFHAKQDIIVSNSEDKSIRVWDATKRTGIQTFRREHDRFWILAAHPEMNLLAAGHDSGMIVFKLERERPAFSVSSDSLFYVKDRFLRVYEYSTQKENQLIPIRRPGSNSLNQGPRTISYSPTENAVLICSDVDGGSYELYIIPKDSYGRGDTAQDAKRGTGGSAVFVARNRFAVLEKSTNQVLVKNLKNEIVKKSLLPTVTDAIFYAGTGNLLCRAEDRVVIFDLQQRIVLGELQTPFIRYVVWSSDMESVALLSKHSIVIADKKLVHRCTLHETIRVKSGAWDDNGVFIYTTLTHIKYCLPNGDSGIIKTLDVPVYITKIYGNTIFCLDRDGKNRPIIIDSTEYIFKLALLKRRYDQVMSMIRNSELCGQAMIAYLQQKGFPEVALHFVKDELTRFNLALESGNIEIALESAKKLDQKDHWYRLGVEALRQGNAGIVEYAYQKTKNFERLSFLYLITGNLDKLSKMMKIADVKNEVMGQFHDALYLGDVRERVKILENAGHLPLAYITATTHGLKDIAERLGEELGENVPSLPKEKKASLLLPPTPILGGGDWPLLMVTKGIFEGGLDATVRGGHEEYEEAADANWGESLDIGEVENLQNGDISMVLEDEDGQEENDEEVGWDLEDLDLPPDTDTPKTASNPRSSVFVTPTPGMPVSQIWVQKSSLAAEHAAAGNFDTAMRLLSRQLGIKNFSPLKQLFADLLMGSHTHLRAFSSAPVISFAIERGWSESASPNVRGPPALVFNFSQLEEKLKAGYRATTAGKFSDALRLFLSILHTIPLIVVESRREVDEVKELIIIVKEYVLGLQMELKRKELKGNPVRQQELAAYFTHCNMQLPHLRLALQNAMSVCFKAGNLSPAANFARRLLETNPTNESQAKIARQVLQQAEKNMRDATHLNYDFRNPFVVCGATYVPIYRGQKDVTCPYCATHFVPAQQGQLCTVCDLAVVGADASGLLCSPSQVR*

NbL04g14430.1 coatomer_subunit_alpha−1−like [MW = 137.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00759 Glycosyl hydrolase family 9

Protein sequence:
MGEKSRKGGWCGWIIVLIVVAAAAGAIVVLVKKKHNGSSPDAAPVPGPPGSPTKKYADALKTAMQFFDVQKSGKLVNNKISWRGDSAVKDGSPAKLDLSKGMYDAGDHMKFGFPMAYTATVLSWAILEYGDQMKVVDQLEPAQDSLKWITDYLINAHPKDNVLYIQVGDPDADHRCWDRPEDMTEERPLIQINASVPGTEVAAETAAAMAAASLVFKTSDSAYSSDLLKHSKQLFTFADKYRGSYSENIPEVATYYNSTGYGDELLWAASWLYHATGDQSYYDYATGKNADSFGNFGNPTWFSWDNKLAGTQVLLSRVGFFDSKGTSNSETLQEYRKTAEAVMCGLLPKSPTATSSRTDSGLIWISEWNALQHPVASAFLAVLYSDYMLTSRTAKITCNGDAYTPSDLRKFAISQADYVLGDNPSKMSYLVGYGDNYPQYVHHRGASIPKDADTGCKDGWKWLDSTEPNPNVATGALVGGPFLNETYIDSRNNSMQAEPTTYNSAVIVGLLSGLVTTSSVVQSFT*

NbL04g14070.1 endoglucanase_2−like [MW = 57.2 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 90 179 268 357 446

Protein length

Gel Slice

3.5 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 90 179 268 357 446

Pfam domains

Pfam Description
SP Sequon TM Domain PF04189 Gcd10p family

Protein sequence:
MSINKAEEDSNQNQNSRLTWEGCNVLLDINDGDRLVFARLTAASTLKIGNKKCWLQPLIGCPFGSLFLVESGKEGPILSRFVPNAEGNNLEEKDVDGSKDNRAIVDNNTAQSLTSEDIDEMRRQGAKGDEIVEALIANSATFEKKTLFSQEKYRIKKQKKYAPRVLVRRPTAQSICEAYFKKHPDKIGFMRVDALSLLLCLGNVTANADVLVVDTVGGILTGAIAERLGGTGYVCNTYRGSSPYPVDITRMFNLNDEICKRIVHASLSDLNSLKTGASVSESQEEVLPATHSGGLEEVGVSSEHSCMDITPESVSSPIIKPCKSIKPGQKAPLEAIKLWKENGFSSLIIAAPELDPWGIIKEVLPLLAFSAPFAVYHQYTQPLATCMHNLQIEKMAIGLQISEPWLREYQVLPSRTHPHMQMSAFGGYILSGTKISSSEPVTSSN*

NbL04g14030.1 tRNA_(adenine(58)−N(1))−methyltransferase_non−catalytic_subunit_trm6−like [MW = 48.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00349 Hexokinase PF03727 Hexokinase

Protein sequence:
MSVTVSLPAVRSFHISRSATKMVSKPRVIMAAVRSGLSLGVAPILTKLQKDCATPLPVLRHVADAMAVDMRAGLAVDGGSDLKMILSYVDTLPTGNEKGLFYALDLGGTNFRVLRVQLGGKEERVIATEFEQVSLPQELMFATSEELFDFIASELGKFSQSEGGKFEMQQGRTREIGFTFSFPVKQTSVKSGILIKWTKGFAVSGTAGKDVVACLNEAMERQGLGMQVSALVNDTVATLAGARYWDNDVMVAVILGTGTNACYVERVDAIPKLPKRMSNSPVTIVNTEWGAFSNGLPLTEFDREMDAESINPGEQIFEKTISGMYLGEIVRRVLVKMVKVGGLFGGGYVPEKLVTPFVLRTPDICAMHQDTSRDLEAVESVLYDIAGVKSDLNARKTVVDICDTIAKRGGRLAGAGIVGILQKMEEDLKGVIFGKRTVVAMDGGLYEHYPQYREYLQEAVTELLGSEISKNVVIEHSKDGSGIGAALLAAANSKYEHDY*

NbL04g13960.1 hexokinase−2_chloroplastic−like [MW = 54.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MREILHIQGGQCGNQIGSKFWEVICDEHGVDPTGRYKGTAAESDLQLERINVYFNEASGGRYVPRAVLMDLEPGTMDSIRSGPYGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDAVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLTTPSFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQQYISLTVPELTQQMWDAKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMINVQNKNSSYFVEWIPNNVKSSVCDIPPTGLKMASTFVGNSTSIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVAEYQQYQDATADDEEEYEEEGAEEHYES*

NbL04g13880.1 tubulin_beta−1_chain [MW = 50.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
LLTFLIFLLSLQKKKKAWDFSAPFPPLIFPPSSSPFTFPRIKPPMAQAKVLCLFSLFLTVTHLFITGVQSSATFTMVNKCQQTIWPGLLSNAGIAPLSTTGFVLQKGESKTINVPSSWGGRFWGRTHCTEDSTGKFTCATGDCGSGKLECNGGNAAPPATLAEFTLDGSGGMDFFDVSLVDGYNLPMLVVPQGGSGNNCTSTGCVVDLNGACPSELKVTSVGGVNVACKSACEAFRQDEYCCAGAYNSPSICKPSSYSMLFKKACPSAYSFAYDDKTSTFTCTGANYLITFCPSPNTSQKSSSTGGQNRNGEPEDNSQSNNNVPSTINGSMVYDGAWDVSSASSTTCAHVLSSPAMAGSIAFLTAIWQLRHLF*

NbL04g13830.1 thaumatin−like_protein_1b [MW = 39.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
MRRISGIAAICRAMDGAAAVSVPQHRTSTVARYSTSSSKSSVRSNWYQPTRTATHAVAGTMLFSVAATALTEEVHAKEAVPPELRPKDIVLYQYEACPFCNKVKAFLDYYDIPYKIIEVNPISKKEIKWSDYQKVPIVIVDGETLLDSSDIIDKLFEKVRSVDSTSNADEESKWRKWVDNHLVHVLAPNIYRTTSEALESFEYITSHGNFGFTERFTVKYGGAASMYFVSKRLKKKYNITDERAALYEAAETWVDALKGRDFLGGSKPNLADLAVYGVLRPIRYLKSGRDMVENTHIGDWYSRMESAVGLSARIQA*

NbL04g13750.1 prostaglandin_E_synthase_2−like [MW = 35.55 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MKDAVLFFCLYLFLVSFLRESNAVSQVQNNGVYIVYMGAADASNAKNHQTDLMSSVIRRKKDAIVHSYKNGFSGFAARLSEVEANSIAQKPGVISVFPDPVLKLHTTRSWDFLQDQTDVEITSGPVSVFDSSPKGADTIIGILDTGIWPESESFSDNDMSAVPSRWRGTCMLSHDFSSSKCNKKLVGARFYDDSAEDDRKPFGSVRDQNGHGTHVASTAAGNPISGASYYGLAAGTAKGGSPGSRIAMYRVCTSDGCHGSAIMKAFDDAVADGVDVLSLSLGSSSGLEPEFSNDPIAIGAFHAVEKGILVVCSAGNDGPSAKSVVNVAPWILTVGATTIDRDFETDIVLGGNKLIKGGGISFGNLTNSAVYPLISGDLAKSEDNDISEKNARSCVPDSLNEKKVKGKIVLCHNHDEGYSPSDKLEEVKSKGGIGFILVDDNARTVAPKFKSFAAAVVTEKDGNEILSYINSTRNPVASILPTVSKTKNKPAPVVAYFSSRGPAYNTYNLLKPDITAPGVAILAAWPGNDTKEAVFGQEPPLFNILSGTSMSCPHVSGIAAIVKAHNPSWSPSAIKSAIMTTGKKSNSLGYTDSFQVVNMVRPFPGPRTLQELNAPSYPLYWLVSSFVFTAIQTNNLKASITTNSGSIATPYDIGAGEASPSGAINPGLVYETYAADYLQFLCSIGYDTLKIKLISKTVPDDFSCPTNSSSESISKMNYPSIAVSNIKENETKKVTRMITNVAEEEATYTAIIKAPTGLEVQVIPNKLVFTNNSKKLSYEVSFKSSSKPKRDLFGSITWTNGKYKVRSPFIVTTYL*

NbL04g13700.1 CO(2)−response_secreted_protease−like [MW − SP = 84.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MAKIGILALGFIFGFCNLFFSANGFSASGWQSAHATFYGGSDASGTMGGACGYGNLYSTGYGTNTAALSTALFNDGGSCGQCYKIMCDYSQDPKWCRKGRYVTITATNFCPPNYALPSNNGGWCNPPRPHFDMAQPAWENIGIYRGGIVPVQYQRIPCEKKGGVRFTINGRNYFELLMISNVGGAGSVQSVQIKGSKTNWMTMSRNWGANWQSNAFLNGQPLSFKVTTTDGVTKTFLNAVPSNWHFGQTYSTSINF*

NbL04g13640.1 expansin−A11−like [MW − SP = 25.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01918 Alba

Protein sequence:
MDRYQKVEKPRAETPIDENEIRITSQGRMRSYITYAMTLLQEKGSDEIVFKAMGRAINKTVTIVELIKRRIVGLHQITSITSTDITDTWEPLEEGLLPLETTRHVSMITITLSKKELDMSSVGYQPPLPADQVKVLTDFDYDGEGSPSGGRRGRGGRGRGRSRGFAGNGFMSAEYDDGGYDRNRSYGRGRGRGRGRSFRGRGRGGYNGPQDTQQDAGFYNQEAPMQGRGRGRGRGTRGRGRGFRTTGPIHGGGA*

NbL04g13630.1 ribonuclease_P_protein_subunit_p25−like_protein [MW = 28.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01575 MaoC like domain

Protein sequence:
MAGSGSSEFDPESVISYKFPETLYTYTERDAAIYALGIGACGNDAVDNKELKYVYNADGQEFIQVLPTFAALFVNGVGSEISKIPGLQYDPRLLLHGQQYIEIYKPLPSSGCILNKASVAGLHDKGKAAVLEIEIVSYEKESGEPLCMNRMSIYLRGSGGFSKSSRPYSYSRNPSNQTAFPKIPKSQPFAVFEGCTHASQALLYRLSGDYNPLHSDPLVASIAGFSRPILHGLCTLGFAIRAIIGRICRGDHTLIKSISGRFLLHVYPGETLITEMWPEASRVIYQVKVKERNRAVLLGFVDLDRINSSL*

NbL04g13360.1 enoyl−CoA_hydratase_2_peroxisomal−like [MW = 34.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MVPLKLAVAAFLVVGLVVNTVAEDPYRFFEWNVTYGTIYPLGVPQQGILINGQFPGPDIYSVTNDNLIINVFNSLDEPFLLSWNGIQNRRNSFEDGVYGTTCPIPPGKNFTYILQMKDQIGSYYYFPSLAFHKAAGGFGGIKILSRPRIPVPFPDPADDYTVLIGDWYKKNHTALKAILDGGKKLPFPDGILINGRGPNGVSFTVEQGKTYRLRISNVGLQNSLNFRIEGHKMKLVEVEGTHTLQTTYSSLDVHVGQTYSVLITADQEAKDHYIVVSSRFTSQVLTTTGVLHYSNSNTPVSGPPPGGPTIQIDWSLNQARSIRTNLSASGPRPNPQGSYHYGMINTTRTIRLASSAGQVNGKQRYAVNSVSFVPLDTPLKLLDYFKVGGFRVGSISDAPSGGGIFLDTSVLGVDYRQFIEIVFENNEDIVQSWQLNGYSFWVVGMDGGQWTQASRNGYNLRDAVARCTTQVYPKSWTAIYIALDNVGMWNLRTEFWARQYLGQQLYMRVYTTSTSLRDEYPIPRNARLCGKVAGRHTRPL*

NbL04g13340.1 L−ascorbate_oxidase_homolog [MW − SP = 57.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MASTKQNGLSKTAGKPIRCRAAVARKAGEALVIEEVIVAPPKAHEVRLKMICTSLCYSDITFWKMKEFPGCFPRILGHEAFGIVESVGEDVEELKEGDSVVPIFLPDCKECVDCKSEKSNLCSKFPFEVSPLLHRDETSRFTTVEGETLHHFLYISSFSEYTVVDIANVTKIDPEIPPNRACLFSCGVSTGVGAAWKTANVEPGSTVVIFGLGAIGLAVAEGARLCDATRIIGVDINSDKFEIGKQFGVTDFINSNSCGDKPISQVIIEMTNGGADYCFECVGLGTLVQEAFACCRKGWGKTVVLGVDKPGAQLNLNSFEVLTSKKTLTGALFGGLKPKSDVPILVKRYLDKELQLDKFVTHEVNFEDINKAFDLLIQGKSLRCVIWMDK*

NbL04g13310.1 alcohol_dehydrogenase−like_7 [MW = 42.51 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 43 85 127 209

Protein length

Gel Slice

2.8 4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

Peptide counts over 4 repeats

1 43 85 127 209

Pfam domains

Pfam Description
SP Sequon TM Domain PF00257 Dehydrin

Protein sequence:
MADQYEKKVEEGSANVEATDRGLFDFLGKKEEEKPTHVQEEQPISSEFVEKVKVSEEVAEYKEEEKKEEKKLHRSSSSSSSSSDEEEEIGEDGQKIKKKKKKGLKDKIKEKISGEHKEEEKAGDTTVPVEKYEETEEKKGFLDKLKEKLPGGGQKKTEEVAPPPPAATEHEAEGKEKKGFLDKIKEKLPGYHSKTEEEKEKEKETASH*

NbL04g13290.1 phosphoprotein_ECPP44−like [MW = 23.61 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00128 Alpha amylase, catalytic domain

PF02806 Alpha amylase, C−terminal all−beta domain
PF02922 Carbohydrate−binding module 48 (Isoamylase N−terminal domain)

Protein sequence:
METSFNVLSTHIQSSFPSSSPHVFPLASRNKICFPSQHSSGVKFGSPKWSWDICSTPKSRAREDERMKHSSAISAVLTDDNFTASLEENVETENIGLLNLDPSLEPYLGHFRYRMKRYAEQKKLIEQHEGALEEFALGYLKFGFNREDGCIVYREWAPAAEEAEVIGDFNGWNGSNHMMERDQFGVWSIRISDVDGNPAIPHNSRVKFRFRHGNAAWVDRIPAWIKYATVDTTRFAAPYDGVYWDPPPSERYHFKYPRPPKPKAPRIYEAHVGMSSFEPRVNSYREFADDVLPRIKANNYNTVQLMAIMEHSYYGSFGYHVTNFFAVSSRSGNPEDLKYLIDKAHSLGLQVLVDVVHSHASNNVTDGLNGFDVGQSSQESYFHAGERGYHKLWDSRLFNYANWEVLRFLLSNLRWWLDEYNFDGFRFDGITSMLYVHHGINMGFTGNYHEYFSEATDVDAVVYLMLANNLIHKVFPDATVIAEDVSGMPGLGRPVSEGGIGFDYRLAMAIPDKWIDYLKNKNDEDWSMKEVTRSLTNRRYTEKCIAYAESHDQSIVGDKTIAFLLMDKEMYSGMSCLIDASPVVDRGIALHKMIHFFTMALGGEGYLNFMGNEFGHPEWIDFPREGNNWSYDKCRRQWNLADSEHLRYKFMNAFDRAMNSLDEKFSFLASGKQIVSSTDEDNKVVVFERGDLVFVFNFHPENAYEGYKVGCDLPGKYRVALDSDAWDFSGHGRVGHDVDHFTSPEGIPGIPETNFNGRPNSFKVLSPARTCVAYYRVEENIAETEDDQTAISSELPKANIEESDDILKGSPSVNITDVGQIDLVAIEASDEELKDSPSDRDDQYANVWDDDQSDD*

NbL04g13150.1 14−alpha−glucan−branching_enzyme−like [MW = 97.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00199 Catalase PF06628 Catalase−related immune−responsive

Protein sequence:
MNPYKYRPSSANNSPFMTTNSGAPVWNNNSSMTVGTRGPILLEDYHLVEKLANFDRERIPERVVHARGASAKGFFEVTHDITHLTCADFLRAPGVQTPVIVRFSTVIHERGSPETLRDPRGFAVKFYTREGNFDLVGNNFPVFFIRDGMKFPDMVHALKPNPKSHIQENWRILDFFSHHPESLHMFSFLFDDLGVPQDYRHMEGSGVNTYMLINKAGKAHYVKFHWKPTCGVKCLLEEEAIKVGGANHSHATKDLYDSIAAGNYPEWKLFIQIIDPDHEDRFDFDPLDVTKTWPEDILPLQPVGRLVLNKNIDNFFAENEQLAFCPAIVVPGVYYSDDKLLQTRIFSYSDTQRHRLGPNYLQLPANAPKCAHHNNHHEGFMNFMHRDEEVNYFPSRFDPCRHAEQYPIPPRVLTGKRDKCIIEKENNFKQPGERYRSWTLDRQERFICRWVDALSDPRVTHEIRSIWISYWSQADKTLGQKIASRLNVRPTM*

NbL04g13100.1 isozyme_3_(LOC107771182)_mRNA_HF564633.1_Nicotiana_tabacum_mRNA_for_catalase_3 [MW = 57.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12763 Cytoskeletal−regulatory complex EF hand PF13202 EF hand

Protein sequence:
MDQFEAYFRRADLDQDGRISGAEAVAFLKGSNLPQPVLAQIWTHADQSRTGFLSRPEFYNALKLVTVAQSKRDLTPDIVKAALYGPASAKIPAPQINLAAIASPQLNSVGAAPAQQMGVGVPTTSQNHGIRGQLPPTTGMNQQYLTSQANHSVRPPVPIAATASRPQQSLAGMDFPRGGSLTGPGLPNSNISNDYLGSRQAAISAGPTMQPPNRGMSPLVPPVTQTLQGSLSLPSMTAANTKATGSSGNGFASDTMFGGEAFSASQSVPKKSSSTPNLNFSVNSAPTSSAMVPVTTESQTSSKPDPFAAFNTITRQSPANQQQVTPSVSKPNQQVSGQNSLPVSSSGTPAGSVNPAPEQSQVPWPKMTRAGVQKYAKVFMEVDSDRDGKISGQQARDLFLNWRLPREVLKQVWDLADQDNDSMLSLREFCIALYLMERYREGRSLPSTLPNSVMLDETLLALAGPPVTYGSTGWIPASGLRPQGLPGVQPGAHPGLRPPTQGVFPQPDRSMQFNQQNARATSMDNSHMDQLSNGEQNKLEPKREDAVAGEEKDESKDNVLLDSREKLEFYRTKMQDLVLYKSRCDNRLNEITERALADKREAEMLAKKYEEKYKLVAEIASKLTIEEASFRDTQERKLELQQAIIKMEQGGSADGILQVRADRVQHDLEELLKALADRCKKHELNIKSTALIELPPGWQPGIPVISAVWDEDWDKFEDEGFSFDVAAPANSKSTSNQKEISPIHGDSPDSMSNADTKSENYSAKGNNNNFETDLMYMHSDEESKSPQGSPREQTAFDSPSGEYSDNHFGKSFKTESETDRFDEPGWGTFDNNDDVDSVWGFNAKESDHVKHGEKHFFDSTDFGASPIRTDSPGAESRYQKNSPFAFEDSVPESPLSRAGNSPRYSVGSKDPFVDSFSRYDSFSTHDQGSSPRKETLTRFDSISSTSGFDHSRGYSFDDSDPFGSSGPFKVSSESQNAKKSSDHWSSF*

NbL04g13010.1 epidermal_growth_factor_receptor_substrate_15−like [MW = 107.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11938 TLR4 regulator and MIR−interacting MSAP

Protein sequence:
MQMAINPYVRSILIVSIALLSVLPATLCIEDKCAACTAIAEELEHGLLKEKPRNHLDMRHRLDSKGQREGKLIDYRASELRVVELLEDLCEKMQDYTLEKVDSSTKTWIKVNNWDLLKTNKQEARAHSKAISSFCGRLLEQTEDDFTELMKKGSVQVGDVSKLLCEDLSNYCNGKSSSNKTVGDENEDTDREL*

NbL04g12970.1 protein_canopy_homolog_1−like [MW − SP = 18.82 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MASHAALASSRIPTTTRLPSKNSRSFPTQCLSKKFEVTEFSGLRSSRCVTFSNKESSFFDVVSAQLTPKTTGSTPVKGETVAKLKVAINGFGRIGRNFLRCWHGRKDSPLDVVVVNDSGGVKNASHLLKYDSMLGTFKADVKIVDNETISVDGKHIKVVSSRDPLKLPWAELGIDIVIEGTGVFVDGPGAGKHIQAGAKKVIITAPAKGADIPTYVVGVNEQDYSHEVADIISNASCTTNCLAPFVKVMDEELSIVKGTMTTTHSYTGDQRLLDASHRDLRRARAAALNIVPTSTGAAKAVSLVLPQLKGKLNGIALRVPTPNVSVVDLVVNVAKKGITAEDVNAAFRKAADGPLKGVLAVCDEPLVSVDFRCSDVSSTIDSSLTMVMGDDMVKVVAWYDNEWGYSQRVVDLAHLVANKWPGVAVAGSGDPLDEFCKTNPADEECKVYE*

NbL04g12940.1 glyceraldehyde−3−phosphate_dehydrogenase_B_chloroplastic−like [MW = 48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04263 Thiamin pyrophosphokinase, catalytic domain PF04265 Thiamin pyrophosphokinase, vitamin B1 binding domain

Protein sequence:
MGTMFHSSTFLLPNLPTDNGPALTYALVILNQRLPRFTPLLWEHAQVHVCADGGANRVFDELPRFFPHDDPSDIRKRYKPYAIKGDMDSIRTDVLDFYRGLGTKIIDESHDQDTTDLHKCVAYIRELLNLEHPNLCILVTGALGGRFDHEMGNINVICHFPSMPIILLSDDCLIQLLPSTHHHKIHIQSSVEGPHCGLIPIGTACGLKPIGTAAGRTTTTGLKWNLDETEMRFGGLVSTSNIVKENIVTVQSESDLLWTISIKKE*

NbL04g12870.1 thiamine_pyrophosphokinase_2−like [MW = 29.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MALTGEKCRVCVTGAAGFIATSLVKLLLSKDYTVHGTVRDCEEYSHLMNLDKAAENLKLFKAELLDYDSLAAAIKGCNGVFHLASPVPSSSVPNPEVEIVEPAVKGTLNVLKASSEANIKRVVYVSSNSALDYNPNWPKDQVKDETCWSDSEYCKATNNWYSCSKTMAETEAWSYAKQSGLDLVTVLPTIVWGPMLQKTTNASSLILIKLLKSCPTFGSPKYFLLNYEWLAELLCAVAHLPQHGIYETLSRPVGHDIVLFTSIAWSMFSSFCSNGLSIALAMKRYEELENKTRFIIDVRDLAEALVLVYEKPEAEGRHICMAHKAKSQDLVDMLKRHYPNYNYPKRFTDVMEEGSYSTEKLQKLGLKCRPLEETLVDAVESYKQAGILD*

NbL04g12720.1 cinnamoyl−CoA_reductase_2−like [MW = 43.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MDADYGIPRELSDLQKLRSQYQPELPPCLQGTTVRVELRDATTAADPSGEHTIKRFFPHTYGQPLAHFLRATAKVPDAQIITEHPVIRVGVLFCGRQSPGGHNVLWGLHDALKVHNPNNTLLGFLGGSEGLFAQKTLEITNDVLATYKNQGGYDMLGRTKDQIRTTEQVNAAMAACKALKLDGLVIIGGVTSNTDAAQLAEKFAEAKCPTKVVGVPVTLNGDLKNQFVEANVGFDTICKVNSQLISNMCTDALSAEKYYYFIRLMGRKASHVALECTLQSHPNMVILGEEVAASKLTLFDITKQICDAVQARAEHDKNHGVILLPEGLIESIPEVYALLQEIHGLLRQGVSADKISSQLSPWASALFEFLPYFIRKQLLLHPESDDSAQLSQIETEKLIAHLVEAEMNKRLKEGNYKGKKFNAICHFFGYQARGSLPSKFDCDYAYVLGHVCYHILAAGLNGYMATVTNLKNPVNKWHCGAAPISAMMTVKRYGRGPGKASIGVPALHPATVDLKGKSYELLSQNATKFLLDDVYRNPGPLQFDGPGADAKAVTLCVEDQDYMGRIKKLQEYLDKVRTIVKPGCSQDVLKAALSAMASVTDILSVISSPSSVNAPF*

NbL04g12620.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_alpha [MW = 67.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02672 CP12 domain

Protein sequence:
MALNLKVSCPIVSSCSGLRSWAPARKGLQKVTMSSGGSGGTGAPKYKGTQMREKQLTEMIEKKVKEAKAVCGEDARSDECKVAWDEVEEVSQAKAHLRIKLQLNQDPLESFCQDNPETDECRIYED*

NbL04g12580.1 calvin_cycle_protein_CP12−3_chloroplastic−like [MW = 13.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17257 Family of unknown function (DUF5323)

Protein sequence:
MSASAIFGLKVAMLPRSSTISTTGFHGGATKLAVAPKSVGGLAIECSSRPQKKATAHHKKTRPRKTQAWDIRRGPAVYPPLPALPPEWSFATDESGQPASSGASEPKTE*

NbL04g12210.1 50S_ribosomal_protein_6_chloroplastic [MW = 11.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00331 Glycosyl hydrolase family 10 PF02018 Carbohydrate binding domain

Protein sequence:
MVLKLVGVPRFSEDLACKFLNRGEELYIMKRLLSCSFARRLFKPRTQYTTHSQESKESMEKSPIITANNNFDSQSSKENGKETGSDAATNIILNDEFSDGLNSWRPNCCDAFVVPASSGYHKGLTTEEGCCYAVVTNRKECWQGLEQDITSGVSAGSTYTVSACVGASGTFQGSVDVLATLKLVYQNSETDYLFIAKKAASKECWEKLEGLFSLSTMPDQVIFYLEGPPAGADLLIKSVVITCPSSTACDSSCTSSVSTDDDNIIVNPQFDDGLNSWSGRGCKVVSHDSMADGKITPMSGKYFASATERTQTWNGIQQDITGRVKRKLAYEVTAVVRIYGNNVTSADLRGTLYVKAADNRERYIGIASVQATDKDWVKLQGKFLINDSPSQVVVFLEGPPPGTDILLNNCVIKHASKAPPPSPPVIEDAVFGVSIITNTSLNDGTNGWFPLGNCTMSVQTGSPHIMPPMARDSLGAHEPLSGRYILVTNRTQNWMGPAQMITDKVKLYLTYQVSAWVKIGQASGPQSVNVALGVDSQWVNGGQVEISDDRWHEIGGSFRIEKQAAKVMVYIQGPAAGVDLMVAGLQIFPVDRRARFRHLKRQTAKIRKREVMLKFSGSDSGSLHGTFIRVRQLQNSFPFGSAISRTNMDNEDFNAFFVKNFNWAVFGNELKWYWTEAQQGNFNYKDADELLDFCTKNNIQVRGHCIFWEVVGAVQAWVQSLNKNDLMTAVQNRLTGLLTRYKGKFEHYDVNNEMMHGSFYQDRLGKEIRVNMFKTARQLDPSPILFVNDYHVEDGSDTRSSPEKYIEHILDLQERGAPVGGIGIQGHIDSPVGPIVCSALDKLGILGLPLWFTEVDVSSDNEYVRADDLEVMLREAYAHPAVEGIMLWGFWELFMSRPNAHLVNAEGDINEAGKRYLALKHEWLSHSHGHIDEQGQFSFRGFHGSYEVEVITVSKKITKKFVVDKGDATLVISIDL*

NbL04g12160.1 uncharacterized_LOC104213280 [MW = 108.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDFKCSDLGQWKEALSSYGVRIESLNKPNLVSLDDFYRNVLPGVLRQRSPSYITTSELTKLMQWKLTRGKWRPRLLDFVSSLDDAVVRSASEKAFQSLPDISKAISELTVLKGVGPATASAVLAAFAPDIAPFMSDEAMVAANGNSKDYTLKQYLVLVDKLQAKSKELSAKGDCFTPSDVERALWSSAVGAKLDGLSQEPKEVSLKRQSKRKRVR*

NbL04g11990.1 uncharacterized_LOC109240426 [MW = 23.78 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02845 CUE domain

Protein sequence:
MSNRYYSSQNRNEKTQKKFVPKKEPHNSQTLANSFRQSISKQSDGGDTAINSSNAGSATGELRSRVRKENSGAWVSTAIPSGNFVDYLPQDEAVAAGLGADEGALDPVESQRVVDALNRELCRLLKINARDFWREVASDSSLHSFLESFMKFRSRWYDFPYRGARGIVAGVIVGEFELCRRIFMVLYRISSNRDPGAKTADSLSQKDHAVLLQEKKLLDLPKLLDICAIYGHENEDLTRTLVVNAIKSQPWIHDDLSSVILHFLSIVQTMYQRCTSSLEVLFSSGHLQDHGHSRLRTDFLEVMDFLNDAVVSMDAFVSAYKQASIYFCCPVEMSHGNEEVLTTLARLHDSLLPSLRRGFHIILTSREKGVMESSNEMRSNVFVSLKMLSARIAKFGWKLLNLCYLSDEAFVESSPLPATMKMFPTNVEDPAIRADILVQSVRDINGDYSQALEGHSKGTFLQIIDKNHNIMSRIELLRNTGWISMDDDQFKFLSGIMVHPVEDNFGEAAHPAVSQKDNQPPVDEDNAIMESKISQIKDLFPDYGKGFLAACLEVYNLNPEEVIQRILEGTLHEDLQSLDISLEKISQPKSGVPSMTRNDKGKGKLVEPVPVPPRNIMPAATPYQAEGSSNSSTTSVGRFIRKTTTEEPASLTLDSREAKDLAKTIALSSQLEYEDEYDDSFDDLGLSIGDSAFEETESLQEKSNFGRGRTSEADNASSASNASKWGSRKKPQFYVKDGKNYSYKVEGSIAAANYNEASLVNQAQKEMIHGLGRGGNLPLGAVKRLTEPNEEKDDEPETNEMGGNGGGRGFFRGRGGRRGGGRSSHYRKDQAMKKHFSGLTGH*

NbL04g11670.1 activating_signal_cointegrator_1_complex_subunit_2−like [MW = 93.59 kDa]
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1 154 307 460 613 767

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MARPGGMVLSTLFLMLFHVFVHAGQNQKKTYIIYMDKSNIPADFDDHTLWYDSSLKSVSKGANMLYTYNNVIHGYSTQLTADEAKSLEQQPGILSVHEEVRYELHTTRSPTFLGLEGRESKSFFLQAETRSEVIIGVLDTGVWPESKSFDDTGLGPVPMSWKGECQIGKNFKASSCNRKLIGARFFSQGYEAAFGAIDETTESKSPRDDDGHGTHTATTAAGSVVTGASLFGYAAGTARGMASHARVAAYKVCWAGGCFSSDILAGMDQAVIDGVNVLSLSLGGTISDYYRDIVAIGGFSAASQGIFVSCSAGNGGPGSGSLSNAAPWITTVGAGTMDREFPAYISLGNGKKFSGVSLYSGKALPSSVMPLVYAGNASQASNGNLCTSGSLIPEKVDGKIVVCDRGMNARAQKGLVVKDAGGIGMILANTDSYGDELVADAHLIPTAAVGQTAGDLIKRYIASDSNPTTTIAFGGTKLGVQPSPVVAAFSSRGPNPITPEILKPDLIAPGVNILAGWTGKVGPTGLPEDTRNVGFNIISGTSMSCPHVSGLAALLKAAHPEWSPAAIRSALMTTGYSTYKNGKMIEDVATGMSSTPFDHGAGHVNPAAALNPGLVYDLTVDDYINFLCALDYSPSMIKVIAKRDISCENNKEYRVADLNYPSFAIPLETAWGEHANSSAPTVTRYTRTLTNVGNPATYKASVSSEMQEVKIQVEPQTLTFSRKKEKKTYTVTFTASSKPSGTTSFARLEWSDGQHVVASPIAFSWT*

NbL04g11430.1 subtilisin−like_protease_SBT1.7 [MW − SP = 78.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01239 Protein prenyltransferase alpha subunit repeat

Protein sequence:
MHGRPRKAPTTEEQEASAIKASKLRSLQSQFLQLHHNKIYTKEALDVSAKLLESNPEYYTAWNYRKLAVQHNLSLPEANNNEEFIKSILDEELRLVENALKRNFKSYGAWHHRKWVLSKGHSSTDKELLLLGKFQKADARNFHAWNYRRFVTALKNIPDEKELEYTTERIYDNFSNYSAWHNRSVLLSHLLKEKAKGYPPKDNVFTEEYDFVRNALFTDPDDQSGWFYHLWLLDQTVKLETLLVSSWPPHGCNLSLPMDGSFGYCSFSPFTSRQSNTRKLPLILYFSEVVENICSSTVEVECENIVSNELVWRSLSGDETASAHAWLTDLNFPEEHANSLKSYQVKVNLARSQGIFSSTGAHHGNSSHIAFTVSISPYRSEHVDLKNEEKISWSEESFCPHEAQFLESVLANLFHIERTKVDEKVVDYQWNITTVNNEIAHYRELLATMNCKIGKLTLARLLMAHDTTVTGTSHRNVSHHTEVLQLYDDLKKMDPAHFHYYQDEYSLVLLKHIISNQELLLKHCCKYRDPSSPKINNFCLRLNDLSLSRIGSMEKLLWVQVLDLSNNQLQSLEGLEVMQLLTCLNVSHNKLCSFTALEPLRLLRSLKVLDISYNEIGAHSIDTRRYLCSSPLNHKSGGDWKAEESEMPWAEVADNWEAYTIFKDLSLIQLDVIGNAVSDEKIKLLLIKLLPSLKWLDGEVADN*

NbL04g11170.1 geranylgeranyl_transferase_type−2_subunit_alpha_1 [MW = 81.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00206 Lyase PF14698 Argininosuccinate lyase C−terminal

Protein sequence:
MESLLLSSTTSLSISPTIFSPSKHALILPKPQNLSFSSPNSTARLALLTCAAQQMNNSPPPSTAATKEVKLWGGRFEESVTDAVEKFTESISFDKALYKQDIMGSKAHASMLAKQGLMSDSDRDTILKGLDEIQRQIEAGEFLWRTDREDVHMNIEAALTDLVGEPAKKLHTARSRNDQVATDFRLWCRDAIDSIISGIKNLQTALVKLALQNEGLIVPGYTHLQRAQPVLLQHLLLAYVEQLERDAGRLLDCRTRLNFCPLGACALAGTGLPIDRFMTSDALGFAAPMRNSIDAVSDRDFVLELLSANSITAVHLSRLGEEWVLWASEEFGFLTPSDSVSTGSSIMPQKKNPDPMELVRGKSARVIGDLVSLLVLCKGLPHAYNRDLQEDKEPVFDSVKTIVGMLEVSAEFAQNVAFNRERIQKTLPAGHLDATTLADYLVKKGIPFRTSHDIVGRSVALCVSRNCELQDLSLDELNSLSLVFDKDVYEFLGVENSIKKFRSYGSTGSECVAGQLDYWIDKLNISRES*

NbL04g11060.1 argininosuccinate_lyase_chloroplastic [MW = 58.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00226 DnaJ domain

Protein sequence:
GPKTTTIALYTLSRVTPPTPKPLAPPLPKIILHFLRPHFQIKTQKNQTATNPPEKKMEHHTTTSRAEAERLLGVAEKLLREKDLGPCKDFALLAQETEPLLEGPDQILAIAEVLLASSKRINNHHDWYSILQIQSRTDDSELIKKQYRRLALLLHPDKNKYPSSDSAFGLVADAWAVLSDPTKKGLYDNELSLFSRVNLVPTRGRPKSYNKQQKRGDEKLPVRRSSRASGGSISGQNQNPSPVNFQNRVPVQPQQPKTAATPVSGGMRGQSVVNLWTACPYCYNLFEYPRVYEGCCLRCEKCNRAFTATEILSMPPLVPGREAYYCIWGFFPMGFVNGDLENGKSHAAGDAGFPSWMPPMFSSEGNVNVANQNATPTPAPAPAPAPAPVQAQAQTQAPASAPRPMSAPTGAKRRGRPRKYN*

NbL04g11000.1 chaperone_protein_DnaJ−like [MW = 46.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00342 Phosphoglucose isomerase

Protein sequence:
MASSSLSSIYSPSSSSSSFKTEVKSIHKITSSQLGSIPLTGKSRFHVHAVARELSTGGNNDVVLKKKENIGLEKDPKSLWKRYVDWLYQHKELGLYLDISRVGFSDEFLEEMEPRLQKAFKDMVELEKGAIANPDEGRMVGHYWLRSPHLAPNSFLRLQIENTLKSVCQFANDVVSGKIKTPSGGLFTQILSVGIGGSALGPQFVAEALAPDNPPLKIRFIDNTDPAGIDHQIAQLGPELASTLVIVISKSGGTPETRNGLLEVQKAFREAGLEFAKQGVAITQENSLLDNTARIEGWLARFPMFDWVGGRTSELSAVGLLPAALQGINIREMLTGAALMDEANRTTVVRDNPAALLALCWYWATDGVGSKDMVVLPYKDSLLLFSRYLQQLVMESLGKEFDLDGNRVNQGISVYGNKGSTDQHAYIQQLREGVHNFFATFIEVLRDRPPGHDWELEPGVTCGDYLFGMLQGTRSALYANDRESITVTVQEVTPRSVGALVALYERAVGIYASLVNINAYHQPGVEAGKKAAGEVLALQKRVLAVLNEASCKEPVEPLTLDEIAERCHCEEDIEMIYKIIAHMAANDRALIAEGSCGSPRSVKVYLGECNVDELYA*

NbL04g10850.1 glucose−6−phosphate_isomerase_1_chloroplastic [MW = 67.52 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MSALLTENLSHEQYLYLAKLAEQAERYEEMVQYMDKLVLSSTPAAELTVEERNLLSVAYKNVIGSLRAAWRIVSSIEQKEESRKNEEHVSLVKEYRGKVENELTEVCAGILKLLESNLVPSASTGESRVFYLKMKGDYYRYLAEFKVGDERKQAAEDTMNSYKAAQEIALADLPPTHPIRLGLALNFSVFYFEILNSSDKACSMAKQAFEEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDAQVGTLLRAVITKHRHMQTR

NbL04g10760.1 14−3−3_protein_10 [MW = 30.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03959 Serine hydrolase (FSH1)

Protein sequence:
MGCEGEANQRKPRFLCLHGFRTSGQILKKQVFDKWPTQVVEKLDLVFVDAPFSCQGKSEVEGIFDPPYYEWFQFNKEFTEYQNFDKCLAYIEECMIKHGPFDGLLGFSQGAILSGALSGLQEKGVALTKVPKIKYLIIIGGAQFKNKSVAEKAYSSSITCPSVHFLGEQDYLKKYGIELLESYVDPVVIHHPKGHTIPRFDEKGLESMLSFIEKVQAEISK*

NbL04g10720.1 esterase_AGAP003155−like [MW = 24.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16913 Purine nucleobase transmembrane transport

Protein sequence:
MESVINTCIKAIPREAKQFGLGEEKYYNVVVCSAIIWQFFFVGAIGVLSYSSSLLSGVIIAVLLPVTEVLAVIIFHEKFQTEKGVALFLSIWGFISYFYGEMKQHNKEKQTLELEMATTQSSNPPLESA*

NbL04g10700.1 purine_permease_3−like [MW = 14.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MALLRLLSSPSQLHFSTTQFPSSSSSSSSPALFPLRHQSAIPILSPSTVSLHISSLSPLLPIKPQKTYLYISHCSSSAQTPELQQDQEEQSEDESSRTRILAQNAPWTSTADDLRPLFQKYGTVTDIEVAMYNKTRSRGLVFVTMGSHEEAKAVLENLEAYELEGRPLRLAWAKPKTVKPSSPPPSKRLPVHNVFVDNLHFEARSKDLMEFFKANGADVVSAEVIFNSDNPRRSAGYGFVSFNTKVEADAALSSFDGKEFMGRPIRVAHSKRFMRGETKKILQSQEVSSELISVAE*

NbL04g10610.1 28_kDa_ribonucleoprotein_chloroplastic [MW = 32.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MEKEREKQVYLARLAEQAERYDEMVEAMKTVAKMDVELTVEERNLVSVGYKNVIGARRASWRILSSIEQKEESKGHEQNVKRIKTYRQRVEDELTKICVDILSVIDEHLVPSSTAGESTVFYYKMKGDYYRYLAEFKSGDDRKEAADQSLNAYEAATATASADLAPTHPIRLGLALNFSVFYYEILNSPERACHLAKQAFDEAIAELDSLSEESYKDSTLIMQLLRDNLTLWTSDLEEGGISASIISWLIIPFNMVR*

NbL04g10500.1 14−3−3_protein_7 [MW = 29.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01474 Class−II DAHP synthetase family

Protein sequence:
MALSSSRTTNSLLSNKSQLVQNQSLLPSPLKNASFTTNSTKAVRFIQPISAVHSSDSSKNPIVSDKPSSKPSPPAATVTAAATTLTKAEWALESWKSKKALQLPEYPNQEELQSVLKTIEEFPPIVFAGEARSLEERLGEAAMGRAFLLQGGDCAESFKEFNANNIRDTFRILLQMGAVLMFGGQMPVIKVGRMAGQFAKPRSDNFEEKNGVKLPSYRGDNVNGDAFDAKSRTPDPQRLIRAYCQSAATLNLLRAFATGGYAAMQRINQWNLDFTEHSEQGDRYRELANRVDEALGFMAAAGLTVDHPIMKTTEFWTSHECLLLPYEQSLTRLDSTSGLYYDCSAHFLWVGERTRQLDGAHVEFLRGVANPLGIKVSDKMDPSALVKLIEILNPENKAGRITIITRMGAENMRVKLPHLIRAVRRAGQIVTWVSDPMHGNTIKAPCGLKTRPFDSIRAEVRAFFDVHEQEGSHPGGVHLEMTGQNVTECIGGSRTVTFDDLSSRYHTHCDPRLNASQSLELAFIIAERLRKRRLGSQSVLGQ*

NbL04g10330.1 aldolase_1_chloroplastic [MW = 59.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MVSFASTLPSLVALIPSPSSIANVSTYPPQPGMICCKFGPELNNEDRCFRRRDVLHSIGAAVGMDLIARSSLLIEVANAADLIQRRQRSEFQSKIKGILYEAIKGNPDIVPSILTLALNDIMTYDKATKSGGPNGSIRFSSEISRPENKGLAGALGLLEESKKEIDADSKGGPISYADLIQLAAQSAVKSTFLASAISKCGGNVEKGSLLYSAYGSNGQWGLFDKQFGRSDAQEPDQEGRVPQWDKASVQEMKDKFKAVGFGPRQLAVMSVFIGPDQDATETLLASDPEVLPWVQKYQRSRETVSRTDYEVDLITTLTKLSCLGQQINYEAYSYPVQKIDVTKLKL*

NbL04g10260.1 thylakoid_lumenal_29_kDa_protein_chloroplastic−like [MW = 37.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00587 tRNA synthetase class II core domain (G, H, P, S and T) PF02403 Seryl−tRNA synthetase N−terminal domain

Protein sequence:
MVLLHCCRSATSFHSLKNFSKTLTFRLTPYYPRPLLPFVVRPLSASAVQAAATSATDDSKVVKPQWKAAIDFKWIRDNKEAVAANIENRKSSANLELVLELYDKLLNVQKEVERLRAERNVVANKMKGKLEPSERQKLIEEGKNLKEALVTLEEDLLKLTDDLQQEAQSVPNMTHPDVPLGGEDSSTVRKMVGKPAEFSFAVKDHVQLGKELDLFDFDAAAEVSGSKFYYLKNEAVILEMALVNWAVSEAMKRGFTPLTTPEIVRSSVVEKCGFQPRGTNTQVYSIENSDQCLIGTAEIPVGGIHMDSILSESSLPLKYVAFSHCFRTEAGAAGAATRGLYRVHQFSKVEMFILCRPDESDSYHEELIEIEEDLFSSLGFHFKTLDMASQDLGAPAYRKFDVEAWMPGLGRYGEVSNDTKSVTTFFTWNWKPDTDHGFYKPWISSASNCTAYQSRRLGIRYRPEPSASSGPKKGKSEAPTQFVHTLNATACAVPRMIVCLLENFQQEDGSVVIPEPLRPFMGGLHIIKPKHIQN*

NbL04g10250.1 serine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 59.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02297 Cytochrome oxidase c subunit VIb

Protein sequence:
MAEVDTSNAPSLSEQYLLKAQEEKSPEAAQPVEETEVKTAPVAPTEEVISKTEEDPLVESTEVSPAPEENSEAAAEASPPVEASSDESSESTNDETSGNEESAVETPEIKLETAPADFRFPTTNQTRHCFTRYVEYHRCVAAKGEGAPECDKFAKYYRSLCPGEWIDRWNEQRENGTFPGPL*

NbL04g10240.1 cytochrome_c_oxidase_subunit_6b−1−like [MW = 20.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MAVAPTAREENVYMAKLAEQAERYEEMVEFMEKVSNSLGSEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEEHVNSIREYRSKIENELSKICDGILKLLDAKLIPSAASGDSKVFYLKMKGDYHRYLAEFKTGAERKEAAESTLTAYKAAQDIATTELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQDDGADEIKEDPKPDEAKN*

NbL04g10230.1 14−3−3−like_protein_C [MW = 29.36 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
FHFNTFPPFFHSTMKLLTLSFISTLLWLTLISTTESTQPPFSCDSSLPLTKSLKFCQSALPISVRAKDLVSRLTLDEKISQLVNSAPAIPRLGIPAYEWWSESLHGVGAAGRGIFFNGSINGATSFPQVILTAASFDEKLWYRIGQVIGREARGVYNAGEAVGMTFWAPNINIFRDPRWGRGQETPGEDPSMTGKYAIRYVRGVQGDSFEGGKLKKGHLQASACCKHFTAYDLDQWKTLDRFSFNAIVTPQDMADTFQPPFQDCIQKAQASGIMCSYNSVNGIPSCANYNLLTKTARQQWGFHGYITSDCDAVQVMHDNHKYAKTPEDAAAFALKAGMDVNCGDYLRKYTKSAIMQKKVSEAHVDRALHNLFSIRMRLGLFNGNPTKQLFGNISPNLVCAQQHQELALEAARSGIVLLKNTGKLLPLSKAKTNSLAVIGPNANNAYVLRGNYDGPPCKSIEILKALSGYVKSVQYHPGCNAVNCTSVAIDQAVNAAKNVDYVILVMGLDQGQEREQFDRDDLVLPGQQEKLITSVAKAAKKPVILVLLSGGPVDISFAKTNPKIGSILWAGYPGEAGGLALAEIIFGEHNPGGKLPITWYPQEFIKIPMTDMRMRPNPTTGYPGRTYRFYKGPKVFEFGYGLSYTTYSYEFSSVTPKTVQLNQLSTAKTVQSSDSIRYTSVEEMGIDNCEKAKFSAHVSVKNSGEMDGKHPVLLFVKQDDKVQNGSPVKQLVGFQSVSLKAGENSDIVFEISPCEHLSSANEDGLMMIEEGSRYLVVGEAEHPINIMI*

NbL04g10020.1 probable_beta−D−xylosidase_7 [MW − SP = 82.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13266 Protein of unknown function (DUF4057)

Protein sequence:
MEKNTPVRKSHTSTADLLTWSENPPENSPAIGSAASSARSRQPSDGIQKVVFGGQVTDEEVESLNKRKPCSGYKLKEMTGSGIFVADGENGNLESDSASAIPNRRMYQQAVAGISQISFGEEDTVSPKKPVTIPEVAKQRELSGTLESEAEMKLKKQLSDAKTKELVGHDIFAPPPEIQPRPLAARALALRESITIGEPTNNGDVSGDEQAVKTAKKIPEKKLAELTGNDIFKGDTPPASAEKHLSSAKLREMSGSNIFADGKVESRDFYGGVRKPPGGESSIALV*

NbL04g09850.1 uncharacterized_LOC107766695 [MW = 30.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MEIRFTAFVLTAALMLSVELSAGGTFSSRLIHGYSDEAMSFWASKGKSVTYPKRESVEHMRLLLSNDLKRQRLKLGSQKQLLFPSEGSKTHFYGNDLSWLHYAWIDIGTPNASFLVALDAGSDLLWVPCDCVQCAPLSSSYYSMLDKDLNEYSPARSNTSKHLSCSHRLCELGPNCQSPKERCPYTVNYYSENTSSSGFLFEDKLHLTSVGGREHQGSVLASIVIGCGSKQSGSYLNGAAPDGVMGLGPGEISVPSFLAKSGFVPHSFSLCFDKTNSGTIFFGDQGPENQRLSSFVSLDGNYNTYVVEVQRYCFGGTCLKQSGFQALVDSGSSFTYLPSEIFTEVVTEFDEQINATRLPTEDFPYCYKASSRGLPNIPSMKLVLAANQSFVIQNPVFTISSDQDNFYCVGILPIEGMIGIIGQNLMEGYRMVFDWQNMKLGWSHSKCQDIEGSAKVPTAPPPSGLASNPLPTNEQQRSPGGHAVAPAIAGKPSAASLHAVSCLHCAMSSLLLSLVVWLPYLI*

NbL04g09750.1 aspartic_proteinase−like_protein_1 [MW − SP = 54.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MATTGKKTKKTHESINNRLALVMKSGKYSLGYKTVLKTLRSSKGKLILISNNCPPLRKSEIEYYAMLAKVGVHHFNGNNVDLGTACGKYFRVSCLSIIDPGDSDIIKSLPGDH*

NbL04g09740.1 60S_ribosomal_protein_L30−like [MW = 12.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03398 Regulator of Vps4 activity in the MVB pathway

Protein sequence:
MDSFFSKGFKAAKCKTLLKLTIPRIKLLRNRREMQLKQMRKEIAKLLETGQEATARIRVEHIIREEKMMAAQEIVELFCELISVRLPIIEAQRECPLDLKEAISSVCFAAPRCADLPELLQVQMLFVGKYGKEFVAAATELMPECGVNRQLIELLSIRAPTPDVKLKLLKEIAEENELDWDPSASENELLKSHDDLLNGPIQFVSGAKVPLPRESFDDMQQPASEQVSDKQTESESDFDSLDFPEVPKQPLRPSIGGVSAPEMLPFPASALSDSDEEIAKPSEDAELKSHKQNVERDEVLQEKVVSKDLGSPETLSAPEEEKQFLPFMVPPQRLSPFSSTQSTTTQSIQPPSITKTKAESDIDLQDVLAAANAAAESAERAAAAARSAANLAQFRISELTRKRSEEVPGSTSENSEQESRILEKAPFDLQHQLSNSDGIPSPLHGSPLEHQVSNVPSCDATVGFESFMSTNHHPAPGTALHQPQRLPSLDDETYYSYPNLFTTNGSNPSSRSQSFKDNIKSTHDK*

NbL04g09530.1 uncharacterized_LOC107779703 [MW = 58.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
MTKETIIHWIICSLTFLEIFCLEISFMSSQTHLTWLRSICFLLLYLSRHPAVKWAQRSDKLFITVELPDAKNVKLKLEPEGKFFFSATAGADNVPYEVDLDLFDKINVDESKTSTTSRSIVYLVKKAEDKWWSRLIKQEGVRPVFLKVDWDKWVDEDEEDTKPGTDMDFGDIDFSKLNMGGGPSDFDADVPEGDDDSDTEEEEVREEENSADNEPKAAVPPSTEPKAKA*

NbL04g09390.1 uncharacterized_protein_OsI_027940−like [MW = 26.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF15704 Mitochondrial ATP synthase subunit

Protein sequence:
MALASRLLSRSTRQLCAGQVVLRPDHAIPVRSFAKGAAAPTALKGDQVLKDIFYEVKNKLETALGVLRKEKITIDPEDPAAVSEYAKVMNSVRQKANLLSESQIIKFNIEVETHEIPDARTYLLKLKEMRVKRGLIDGQGIEDLQMAALDKVEKEIKKPLMRNDKKGIALLTAEFDKINQKLGIRKEDLPKYEEQLELKIAKAQLEELKKDALEAMEAQKKREEFKDEEMPSVKSLDIRNFI*

NbL04g09320.1 probable_ATP_synthase_24_kDa_subunit_mitochondrial [MW = 27.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain

Protein sequence:
PLNPIPSNKVAGISIADSIVEYSFVESIVDSAPKISMAANLEDHIEKILWTEQQISRRVSELASQITLNFSSCKSAPVAVGVATGAFLFLADLVRKIKLPISVDFVRVESYGSGTVSNGKPKISCDLKIDVTGKHVILVEDIVDTGNTLSCLIEHLKSKGASSISVCTLLDKPSKRKVNLELVGEGMFYRGFECPDYFVVGYGLDFAELYRNLPYVGVLKPEMYS*

NbL04g09270.1 hypoxanthine−guanine_phosphoribosyltransferase [MW = 24.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
EQQRKGFFIFLCVLARSLLIKMHRRSSISLCNSLFRHPFEKSTIPKSSFSLTTLTSDPITSLNPTKTRNFLGPTRSNSSTQFIISQNVRKYCVDTDKEVDKINLKFAEAREEIESAMESKETVYFNEEAECARAAVKEVFDLYYGLLEKLSESEKGVIQRSMGLKIEQLKAELEQLNE*

NbL04g09260.1 uncharacterized_LOC104248969 [MW = 20.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MEGKGSSKSSLSNRRLLGRVALVTGGASGIGEGIVRLFHKHGAKVCIADIQDELGQRVCESLGDDQSACFIHCDVTAEADISQAVDFAVKKFGTLDILVNNAGLVGTTYTDIRDYDLSVFNNVLDVNVKGVFLGMKHAARIMIPLKKGSIVSLSSAASAIAGLAPHAYTTSKHAISGLTKNVAAELGQHGIRVNCVSPYAVATGLSLPHLPEDQRNDDAIADFHAYFGKLANLQGVDLLVQDVANAVLFLASAEARYISGHNLMVDGGFSCVNHSLKVFRS*

NbL04g09150.1 xanthoxin_dehydrogenase−like [MW = 29.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MSSISLSCFASSLVLIISALLSVHFHQTEAQGTQPIVKGLSWTFYDSICPNAESIIRSRLRQVFRQDIGQAAGLLRLHFHDCFVQGCDGSVLLDGSASGPSEKDAPPNLTLRQQAFRIIEDLRRRVHRECGRVVSCADITAIAARDSVFLSGGPDYDLPLGRRDGLNFATRNETLANLPPPSFNTSAILTSLATKNFTPTDVVALSGGHTIGIGHCTSFTERLYPNQDPSMDKTFAKNLKNTCPTSNSTNTTVLDIRSPNKFDNKYYVDLMNRQGLFTSDQDLYTDRRTRGIVTSFAINESLFFEEFVKSMIKMGQLNVLTGTQGEIRANCSVRNSANYNLLLSSSVLEEEQKTWSEI*

NbL04g09130.1 peroxidase_12−like [MW − SP = 36.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MVSTTSSFLLLVLVSSSLFLSEAQIPAPVKGLSWKFYESSCPQLESIIRKRLEKQIKDDVGQAAGLLRLHFHDCFVQGCDSSVLLDGSAGGPSEQTAIPNLTLRKKSFKIIDDLRKRVHDACGKVVSCSDITAIAARDSVVLTGGPYYNVPLGRKDGLNFATEQATLDNLVAPFANTTVVLSRLATKGLDATDAVALSGAHTIGISHCTSFTDRLFPNQDPTMDKTFANNLKTSCPTANSTNTVDMDIRTPNLFDNKYYVDLMNRQGLFTSDQDLFTDRRTRGIVESFAKNQSLFFDKFVIGMIKMGQLNVVTGGNGEIRTRCDRRNKDKKVDIATVVEDVEETFSALF*

NbL04g09110.1 peroxidase_12−like [MW − SP = 35.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01812 5−formyltetrahydrofolate cyclo−ligase family

Protein sequence:
MELHVLRISSAFPFPSIPKHSLISKSHFPIFLNFSDSPRFSFKVDSQKRNDVVFDDAAYEAERHRLDAEARKAMAETSERETQDQEDPKAWKWVIRKRIWDLMEAQNIAQFPRPVHHRIPNFVGASVAANKLSELEEFKGARYVKVNPDTPQKQVRFLTLDGGKKLLTPQPRLRTGFFSVLESSMLSPGTIKEACTSAGVAKYGRPIGLEEKIKVDLIVIGSVAVDPKTGARLGKGEGFAELEYGMLRYMGAIDDSTPVVTTVHDEQLVDDIPIDKLLIHDVPVDIICTPTQVIFTNTSIPKPQGIYWEKLYPEKLSQIRILRQLKSKIEQETGRKLPTGPSEKLPPTAQRRR*

NbL04g09010.1 5−formyltetrahydrofolate_cyclo−ligase−like_protein_COG0212 [MW = 39.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40

Protein sequence:
FQKSQNLDPLNRTLKALRIQPFTMFNPLQCIPLLLFFLLLSTISASESDTPISRFQNYLRINTAHPNPNYTSSITYLINFANSIPNLHSKVLHLTPTIPLLLLTWPGTSNPSLPSILFNSHLDSVPAEPEKWTHPPFSAHKTSDGRIFARGAQDDKCIGMQYLEAIKTIQSKDPEFKPLRNVHILYVPEEEVGGFDGMGKFVETKEFKELNVGFVMDEGQASTNDEFRVFYADRTPWHMVIKAVGSPGHGSRLYDNTAMENLMKSIEVITKFRESKFDIVKAGLAANSEVISVNPVFLKAGIPSPTGFVMNMQPSEAEAGFDIRMPPTADPQLMRKIIEEQWAPAWRNMTYEITEKGFLRDNMGCPLMTLTSDSNPWWSVFNEAVTKSGGKLSKPEILASTTDARFMRRLGIPTFGFSPMKNTPILLHDHNEFLKDTVYLEGIKVYESIIKSLSSFDGSYEHRCNAVSQQ*

NbL04g08930.1 aminoacylase−1 [MW − SP = 47.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MKTAEAQSATTLTMEVARVQAIASIAKCMDTIPSEYIRSESEQPASTTLHGVVLEVPVIDIDDNNVVKLISDASKEWGIFQVINHGIPDDVIANLQKVGKEFFEIVPQEEKEMIAKNPGSQNIEGYGTSLQKEVEGKRGWVDHLFHKIWPPSAINYRYWPKNPPSYRKNLSREANEEYAERMREVVEKIFKSLSLGLGLEAHEMMEAAGGEDIVYLLKINYYPPCPRPDLALGVVAHTDMSYITILVPNEVQGLQVFKDGYWYDVKYIPNALIVHIGDQVEILSNGKYKSVYHRTTVTKDKTRMSWPVFLEPPSEREVGPIPKLVNEANPPKFKTKKYKDYVYCKLNKLPQ*

NbL04g08840.1 synthase/flavanone_3−hydroxylase−like [MW = 39.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MQISRSFQCTWTPQYYSHEMLRSLKPYISRTFSSSIRSRKYPFPMANLSTVSTQKEAVSTLDESTQIVPKPLQVAKRLEKFKTTIFTQMSMLAIKHGAINLGQGFPNFDGPDFVKEAAIQGIKEGQNQYARGYGVPDLNSAVAARFKKDSGLEVDPEKEVTVTSGCTEAIAATILGLINPGDEVILFAPFYDSYEATLSMAGAKIKGITLRPPDFSLPIDELKSAVSKNTRAILLNTPHNPTGKMFTREELNVIASLCIENDILVFADEVYDKLAFEMEHISIASLPGMYERTVTMNSLGKTFSLTGWKIGWAIAPPHLTWGVRQAHSYLTFATSTPMQYAAATALRAPDSYYEELKRDYSAKKAILVEGLKAAGFTVYPSSGTYFVVVDHTPFGLENDIAFCEYLIKEVGVVAIPTSVFYLNPEEGKNLVRFTFCKDDDTLKSAVQRMKEKLSKK*

NbL04g08780.1 probable_N−succinyldiaminopimelate_aminotransferase_DapC [MW = 50.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
MAADHILVQRALLILFVLSGVKLSESARIFTIINHCKETVWPGVFPGENFNGGGFTLKSGQSIIFTAPVGFQGRIWGRTGCNFDKNGNGSCQTGDCGPSLKCSGTGKTPASLAEFTLASLDFYDVSLVDGFNVPMSVTPINGKGNCSIAGCDGDLRQDCPKELAVKANGKVVACRSACDVFDTDEYCCRGNYGNPTTCQPTYYSKKFKQVCPTAYSYAYDDPTSIFTCSGTDYVIAFCSSRKRPVCTYHDHKLVCGGSNGLRSLISNLWMIILGLTLIANLNIIF*

NbL04g08680.1 pathogenesis−related_protein_5−like [MW − SP = 27.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01025 GrpE

Protein sequence:
MAASAPLSHTFYTLRFPSSSSSFSSTVSKAPRTLIQPFAQCFLCSHHHFPLNKLSESTNFALSKWDSVIINRSRRSLFKTYFSFQDSAPQTSDDEDSLSELEVSKDEADEKYSFRLKSLMQVYKEAILIGDVKAIYEIEAAISSAEKERDDLAQKVSALSAEIDSGKEKYIRLQADFDNFRKRSEKERLTIRTITQGEIIESLLPMVDNFERAKRQIKLETETEKKIDASYQGIYKQFVEIMKSLRVAAVPTVGKPFDPALHEAVAREESQEFTDGIIIEEFRRGFLLGDRLLRPAMVKVSAGPGKRIPSSVAQKSAAATARVDDN*

NbL04g08580.1 protein_GrpE−like [MW = 36.73 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00173 Cytochrome b5−like Heme/Steroid binding domain

PF00174 Oxidoreductase molybdopterin binding domain
PF00175 Oxidoreductase NAD−binding domain

PF00970 Oxidoreductase FAD−binding domain
PF03404 Mo−co oxidoreductase dimerisation domain

Protein sequence:
MAASVENRQFSHLEAGLSRSFKPRSDSPVRGCNFPSSHSTNFQKKPNSTIYLDYSSSEDDDDDDEKNEYLQMIKKGNSELEPSVHDTRDEGTADNWIERNFSMIRLTGKHPFNSEPPLNRLMHHGFITPVPLHYVRNHGPVPKGTWDDWTVEVTGLVKRPMKFTMDQLVNEFPSRELPVTLVCAGNRRKEQNMVKQTIGFNWGAAAVSTTIWRGVPLRALLRRCGVFSKNKGALNVCFEGADTLPGGGGSKYGTSIKKEFAMDPARDIIVAYMQNGEKLTPDHGFPVRMIIPGFIGGRMVKWIKRIIVTTQESDSYYHFKDNRVLPPHVDAELANTEAWWYKPEYIINELNINSVITTPCHEEILPINAWTTQRPYTLRGYSYSGGGKKVTRVEVTLDGGETWQVSTLDHPEKPTKYGKYWCWCFWSLEVEVLDLLSAKEIAVRAWDETLNTQPEKLIWNVMGMMNNCWFRVKMNVCKPHKGEIGIVFEHPTQPGNQSGGWMAKERHLEISAEAPPTLKKSISTPFMNTASKMYSMSEVRKHSSADSAWIIVHGHIYDATRFLKDHPGGTDSILINAGTDCTEEFDAIHSDKAKKLLEDFRIGELITTGYTSDSPGNSVHGSSSFSSFLAPIKELVPVQRSVALIPREKIPCKLIDKQSISHDVRKFRFALPSEDQVLGLPVGKHIFLCAVIDDKLCMRAYTPTSTIDEVGYFELVVKIYFKGIHPKFPNGGQMSQYLDSMPLGSFLNVKGPLGHIEYQGKGNFLVHGKQKFAKKLAMIAGGTGITPIYQVMQAILKDPEDDTEMYVVYANRTEDDILLKEELDSWAEKIPERVKVWYVVQDSIKEGWKYSLGFITEAILREHIPEPSHTTLALACGPPPMIQFAVNPNLEKMGYDIKDSLLVF*

NbL04g08430.1 nitrate_reductase_[NADH]_2 [MW = 102.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MRPILMKGHERPLTFLKYNRDGDLLFSCAKDHTPTVWFADNGERLGTYRGHNGAVWCCDVSRDSARLITGSADQSAKLWDVRTGTQLFTFNFDSPARSVDFSVGDKLAVITTDPFMGLPSAIHVKRISRDPSDRHPVHSLVSRLEYLYHWPLSPLRYYILVLEHDTFGYVK*

NbL04g08230.1 eukaryotic_translation_initiation_factor_3_subunit_I−like [MW = 19.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00198 2−oxoacid dehydrogenases acyltransferase (catalytic domain)

PF00364 Biotin−requiring enzyme
PF02817 e3 binding domain

Protein sequence:
MSSHLLQTTFIPTTPTTLRRASIFPATHLRRTHVIESKIREIFMPALSSTMTEGKIVSWVKTEGDKLAKGEAVLVVESDKADMDVESFYDGYLATIIVPEGGSAPVGSTIALLAESEDEIALAKAKTPTSTSSSSQETQTPAAAAVTEEVVSPVAAAARVSPSDAGPAKMASAIHPASERGKRVVASPYAKKLAKELGVELRGLVGSGPNGRIVAKDVEAAVGSAASTPAPAVGTTVAQPSGGAPVAPAVELGTTVPFTTMQNAVSRNMVESLAVPTFRVGYTITTNALDALYKKIKSKGVTMTALLAKATALALAKHPVVNSSCRDGKSFTYNSSINIAVAVAIDGGLITPVLQDADKVDIYSLSRKWKELVDKARAKQLQPHEYTTGTFTLSNLGMFGVDLFDAILPPGTGAIMAVGASHPALVGTKDGRIGLKNQMQVNVTADHRVIYGADLASFLQTLAQIIEDPKDLTL*

NbL04g08140.1 dihydrolipoyllysine−residue_acetyltransferase_component_5_of_pyruvate_dehydrogenase_complex_chloroplastic
[MW = 49.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07676 WD40−like Beta Propeller Repeat

Protein sequence:
FISILILPWQSHSSLATDYTFTHTYIKPFSCSDFPANKSTMKSTQYLSPFIFFFLLSLVLPLLLSPVSSAHDNLNAHTSIIFTTLGRSSYAFDIFALPIYWPTESNELQLTDGNSVNFNGYFPATLPPTLISRLPDHCLNKETPPFHLIYVTERNGTHHIFYDAVFHGTSRRAILDFPARTESTRVQVPLVGAHVSLKDKPSLVGESLIYVSTHEDSGVPRTSWAAVYSTQLSTGSTRRLTPKGVADFSPAVSPSGIWTAVASYGKKGWAGEVQELDTDIYVFLTRNGSGRVKVVEHGGWPAWADDFTLYFHRKCDDGWWSVFKAVLPKAGQVSVDSVSTRRVTPPGLHAFTPAVSTVKKNLIAVATRRASSEYRHIELFDVVLKKFIEITRPASPHAHHLNPFFSPDSSWVGYHKCRGTGNGKGSDTLLLENLKNPIPGISLFRVDGSFPSFSPSGDRIAYVKMPGLYVVNYDGSGLRQVSTRMAFSTAWDPKRKGVVYTSVGPTFASERTEVDVISINVDDKDLSYKQLTTGGQNNAFPSPSPDGKWIVFRSGRSGHKNLYVMDALEGETGGLYRLTEGSWTDTMCNWSPDDDWIAFASDRENPGSGSFDMFMVHPNGTGLRKVIQSGEGGRTNHPYFSPDGKYIVFTSDYAAVSAEPIANPHHYQPYGDIFVMKSDGSEIRRMTHNSYEDGTPAWGPTFMKPVDVEWPNGGSPCSFEDCHWLNVRPNVSVVHASLGLGSAKIECAQ*

NbL04g07980.1 uncharacterized_LOC109225373 [MW = 82.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10664 Cyanobacterial and plastid NDH−1 subunit M

Protein sequence:
MAATSTNMASTHFSMLGYWTTKGNKQLKRRNFFSVSAQQAEVEELKVEKDEEKKEEEQAMKQPRPVEAQINVKSKNMSREYGGQWLSSATRHVRIYAAYIDPETFAFDQTQMDKLTLILDPTDEFVWTDDTCTKVYSYFQELVDHYE

NbL04g07770.1 NAD(P)H−quinone_oxidoreductase_subunit_M_chloroplastic [MW = 17.18 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 142 283 424 565 706

Protein length

Gel Slice

3.8 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60 80
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1 142 283 424 565 706

Pfam domains

Pfam Description
SP Sequon TM Domain PF01704 UTP−−glucose−1−phosphate uridylyltransferase

Protein sequence:
MFRSGHESVWYYSNPNSHPHPHQVTNSKQHSHRFFRSPVFLFFSPRSLSLAIYSNRSQLTHNFFFYFASTFNSYNSLNVGDGKMTSTAGEFSKLNISGDWASSAPNLQKNLSLLSPEQVELAKVLLEKEQSHLFQHWSEPGVDDDEKRAFFDQIAKLNSSYPGGLAAYMNTARELLADSKAGKNPYDGFTPSVPSGEVLTYGDDNFVQFEEAGVKEARKAAFVLVAGGLGERLGYNGIKVALPRETTTGTCFLQHYIETILALQEASCSLAEGNCQAEIPLAIMTSDDTHLRTMELLEKNSFFGMKPTQVKLLKQEKVACLDDNEAHLALDPHNKYRIQTKPHGHGDVHSLLYSSGLLKVWDDAGLRWVLFFQDTNGLLFKAIPAALGVSAIKQYHVNSLAVPRKAKEAIGGITKLTHKDGRTMVINVEYNQLDPLLRASGYPDGDVNSETGYSPFPGNINQLIFEIGPYIEELTKTGGAIKEFVNPKYKDATKTAFKSSTRLECMMQDYPKTLSPSARVGFTVVDAWLAYAPVKNNPEDAAKVPKGNPYHSATSGEMAIYRSHSLILRKAGVKIDDPIIQVFNGQEVEVWSRVVWKPKWALTFSEVKSKVSGNCSISERSTIAIKGRDIALEDLSLDGALITEAVDGAEVKVGGSVQNKGWTIENVDYKDTSIPEEIRIRGFRFNKVEQLEKIYTEPGKYFLKP*

NbL04g07740.1 UDP−sugar_pyrophosphorylase [MW = 78.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00586 AIR synthase related protein, N−terminal domain PF02769 AIR synthase related protein, C−terminal domain

Protein sequence:
RNIEKEVKEFRASSNPLYSNSPELLILSSSRPILSLTLPIFLFFSRLFSFTQLLPWVAMNTTFGANLEISQCIAASPICRSKSSIVEPRSCVPKLQGFSKKVPPLCQDLHAKSNRERSITFSVTASASQVDTAADEPSSLTYKDAGVDIDAGSELVRRIAKMAPGIGGFGGLFPLGDSYLVAGTDGVGTKLKLAFETGIHDTIGIDLVAMSVNDIVTSGAKPLFFLDYFATSRLDVDLAEKVIKGIVDGCQQSDCALLGGETAEMPDFYAEGEYDLSGFAVGIVKKDSVIDGKSIKVGDVLIGLPSSGVHSNGFSLVRRVLKQSGLSLKDQLPGETITLGEALIAPTVIYVKQVLDIISKGGVKGIAHITGGGFTDNIPRVFPKGLGAIIYEDSWAVPPVFKWIQKAGRIEDGEMMRTFNMGIGMVLVVSPEAADRILGEVQKTGIAYRIGEVVKGDGVSYS*

NbL04g07720.1 phosphoribosylformylglycinamidine_cyclo−ligase_chloroplastic−like [MW = 49.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03141 Putative S−adenosyl−L−methionine−dependent methyltransferase

Protein sequence:
MAGGSCSFGGRKSSDCCSKINVVTSLGISLVGIWMLMSLFSIPLVNSEISSTLKFTEKLSGQYTGISGDFTVNAKREEDATFQGEKGFRRGRSMEEFSDEKGLDSYQNEEREGENSNLSNGEENQEDSGSSDESQSSSETSNLESEEVDSRETGSTSTSGESDNGGEDSNPDGAETTAEDENIVLKSKKGEEENEIFPAGDQSEILKETTTQNGPWSTQAAESKKENESQDSPKWKTCKTDAGPDYIPCLDNLQAIRKLPSTSHYEHRERHCPIEASTCLVPLPTGYKQPIGWPRSREQIWYSNVPHGKLAKVKGHQNWVKVTGEYLTFPGGGTQFKQGALHYIDFLQKSLPQISWGKQTRVILDVGCGVASFGGYLFERDVLAMSLAPKDEHEAQVQFALERGIPAISAVMGTKRLPFPSKVFDAVHCARCRVPWHIEGGKLLLELNRVLRPGGHFLWSATPVYRKDEESVGIWEAMSELTKSMCWELLEINEDKLNEIGVAIFRKPTSNDCYQSRTQNDPPMCEEADDPDAAWNITLEACMHKAPEDASARGSRWPSKWPLRSEKLPYWLTSSQVGVYGKAAPADFAADVDHWKHVVSKSYLNGLGINWSSVRNVMDMKAVYGGFAAALKDLKVWVMNVVPVDSPDTLPIIYERGFFGIYHDWCESFSTYPRSYDLLHADHLFSDIKKRCKIVPVFAEVDRILRPEGKLIVRDNAETILEIENMARSAKWKIMMSYSKGGEGLLFVQKSFWRPKQEQIIKSAIA*

NbL04g07640.1 probable_methyltransferase_PMT24 [MW = 85.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00790 VHS domain PF03127 GAT domain

Protein sequence:
MANNAAACAERATSDMLIGPDWAINIELCDIINMNPGQAKDALKIIKKRLGSKNPKIQLLTLFVLETLSKNCGENVFQQIVERDILKDMVKIVKKKPDLNVREKILILIDSWQEALGGPGGRFPQYYAAYNELKAYGVEFPPREENSVPLFTPPQTQPIVHMPSAYEEAAVEASLESDPSGLSVSEIQTAEGLADVLTEMLGALDPKNPQAVKEEVIVDLVEQCRAYQKRVMILVNNTVDEDLLCKGLALNDGLQRVLRRHDDIANGTSTITVQPRETPIAPLMNVNHEDDESEDDFSHLARRSSKDPSQAQGRKTVDVKSEPMRITPTLPPPPSSRRPVSTDAGMVDYLSGERFESERSFGTAGSSPIAVSTNSNNVSSIPRSSPPSDDLLNPTADDDFVNPTASLFTGKSNNGESDTKAKSADHLPPAPWDAPPTTLPPPPARYNQRQQYFEKNVFGGGSSSYDSVVGQTKNLSINSSSPSKQEKPEDALFKDLVDFAKAKSSSSSNQSNRSF*

NbL04g07620.1 TOM1−like_protein_2 [MW = 56.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MGGGKINGMVMFVAVAVVVSAAAGYGDDQQLQQQQKWWKWMSSGSAASSSVVKPVVSSSIVLPLYGNVYPIGYYYVQLNIGQPSKPYFLDPDTGSDLTWLQCDAPCVRCTRAPHPFYKPNNDLVPCKDPLCASLHHVDYKCESPEQCDYQVDYADGGSSLGVLLNDVFHFNGTSGARIIPRLALGCGYDQLPGQSHHPLDGVLGLGKGKASIVSQLHSKGLVRNVVGHCLSGKGGGFLFFGDEVYDSSRIVWTPMAHDRMKHYSAGSGELIFGGKATGFKNLFVVFDSGSSFSYLNAQTYQGFISLLKKELNGKPLKEAKDDYTLPLCWKGRRPFKSINDVKKYFKNFALNFPHGWKSKAHFEIPPESYLIISSKGSVCLGVLNGTEAGLQNVNLIGDISMQDKMVIYDNEKQAIGWSPANCDRPPKSNNMIM*

NbL04g07590.1 aspartic_proteinase_Asp1−like [MW − SP = 45.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00676 Dehydrogenase E1 component

Protein sequence:
MRFLRILLPNSRLIHGLGSKKPLGQFHGALVGSLSFHRFESTNTLKLVQSSLLTENDDDDYFQVMDFPGGQLPITPQMKFIAESSEKRLPCYRVLNDDGYPVPGSIFEEVSKELAVKMYSSMVALQVMDTIFYEAQRQGRLSFYLTTAGEEGINIASAAALTVDDFVLPQYREVGVILWRGFPLKEIANQLFGNKFDYGKGRQMPCHHGSKELNYLTISSPIATQIPQAAGVAYSLKMDKKEACAVTYLGDGSTSEGDFHAALNFAAVLDAPVVFICRNNGWAISTPVNEQFRSDGVASKGQAYGIRSIRVDGNDVLATYSAIHAAREMAIKEQKPILVEAMTYRVAHHSTSDDSTKYRPVEEIEHWKTAKSPISRFRKWIQRNGWWNDENESELRGDTRKQVLQAMQAAEKVEKPPLTDLFTEVYDKVPLNLQEQHKFIRDAVNISPKEYPSDVPI*

NbL04g07580.1 2−oxoisovalerate_dehydrogenase_subunit_alpha_1_mitochondrial−like [MW = 51.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MGIWWFCGLVIVSLVIGGKGYPQEDLVKALPGQPKVSFRQYAGYVDVDVKAGRSLFYYFVEAEVNPDHKPLTLWLNGGPGCSSIGGGAFTELGPFFPTGDGRGLRINSKSWNKASNLLFVESPAGVGWSYSNTSSDYNTGDAKTAMDMHIFMMEWLKKFPAFRSRELYLTGESYAGHYIPQLAVALLDHNEHSKEYKFNIKGVAIGNPLLNLDRDVPATYEYFWSHGMISDEVGLAIMNQCDFEDYTFGSPHNVSHECNNAISEANDIISKYINNYDVILDVCYPSIVEQELRLRKMATKMSVGVDVCMSYERRFYFNLLEVQKALHANRTNLAYSWSMCSGTGLLLLLQYSELQ*

NbL04g07300.1 serine_carboxypeptidase−like_42 [MW − SP = 37.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MESIVGGGNKYRDYLSEKDVINTKWRNGPPTYDVVDKLFEEERTHVWPEGSVEEKVQRLLKTWEMEMVHKTDPNDFKTVDPKIFTKSVNGRKGLTPEENAKLGGGYNTFLQTSLPESVRVYNPDEETFESSQKVFRSIFLRGFAIEILHVYSGPPEIVYKFRHWGHMEGPFKGHAATGELVQLFGIGIFEVGKESNKIVKAEFFFDRGELLGPLVKGEKNGDSTNAMALACPFMK*

NbL04g07230.1 pathogen−related_protein−like [MW = 26.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MGPYVAGVLVPLVVTILLQNRRRRKKRGLPVDVGGEPGYAIRNRRFSAPVETAWEGITTLAELFEYSCKKYYHKKLLGSRKLLSREMEISADGRSFEKLHLGEYEWLSYGQTFEIVCNFSSGLAQLGHKREERVAIFADTCEEWLIALQSCFRRNVTVVTIYASLGEEALCYSLNQTEVTTVICGQKELMKLVDISGQLDTVKRVICMDEIPSSALVAAGSNWTLTTFSDVEKLGRENPVDPDLPLAADIAVIMYTSGSTGLPKGVMMTHRNVLATASAVLTVVPGLGSKDVYLAYLPLAHILELAAETIVPGIGGSIGYGSPLTLTDTSNKIKKGTKGDASVLRPTVMAAVPAILDRVRDGVRKKVDAAGGLSKKLFDLAYSRRQSAINGNWFGAWGLEKQFWNLLVFKKVQAILGGRIRFILSGGAPLSGDTQRFINICLGAPIGQGYGLTETCAGGTFSDYDDTSVGRVGPPLPCSYIKLIDWAEGGYLTSDSPMPRGEIVIGGPNVTVRYFKNEEKSKEVYKVDERGMSWFYTGDIGQFHADGCLEIIDRKKDIVKLQHGEYVSLGKVEAALSISPYVDNIMLHANPFHSYCVAIVVAAQAAVEGWAKNHGIDFGDFPELCQNEETVKEVYASLVKAAKAARLEKFEIPAKIKLLAEAWTPESGLVTAALKLKRDVTRKAFSDELAQLYSS*

NbL04g07120.1 long_chain_acyl−CoA_synthetase_9_chloroplastic [MW = 76.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01386 Ribosomal L25p family PF14693 Ribosomal protein TL5, C−terminal domain

Protein sequence:
YSPLVSPLKTLVKPLRPIPHSVSDSITFKKKMLIRRVALTASLHHYHLRFFSNSAAAVVLPYPEPEFPKPDPKYDETIHAIARAKSGKNIAAKERKAGRVPSIVFEQEDGQHGGNKRLISVQANQIRKLVNHLGRSHFLSRLFDLEVRPDFDSVEVVEKVRVLPRKVHLEAGSDAPLNVTFIRAPSSALLKVDVPLIFRGEDVSPGLKKGSYLNIIKRTVKYLCPADVIPPYIDVDLSELDVGQKLVMGDLKVHPALKLVQPKDHPVVKIMGARVSDQKKAK*

NbL04g07090.1 50S_ribosomal_protein_L25−like [MW = 31.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MATNTLISASSPSPTMVSSLTGAASRFLPSATIAATSSSSATTRLSLSSSSTSLKCLQSSPLLSHIFRYQRCLVGTSSSGRFSTLASPKCAASDPDQLKSAREDIKELLKNTFCHPILVRLGWHDAGTYNKNIEEWPQRGGANGSLRFEVELKHGANAGLVNALKLLQPIKDKYANVTYADLFQLASATAIEEAGGPKLPMKYGRVDVSVPEECPEEGRLPDAGPPSPASHLRDVFYRMGLNDKEIVALSGAHTLGRSRPERSGWGKPETKYTKDGPGNPGGQSWTVQWLKFDNSYFKDIKERRDEDLLVLPTDAALFEDSSFKEYAEKYAVNQDVFFKDYAEAHAKLSNLGAKFDPPEGFSIDNTPTQGQPEKFVAAKYSTGKRELSDAMKQKIRAEYEGFGGSADKPLPTNYFLNIMIVIGVLAIVTSLLGN*

NbL04g07080.1 probable_L−ascorbate_peroxidase_6_chloroplastic [MW = 47.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAISIAAAGTGAGALTSSSANCYSSSKLTYLSSLQFPRELRRLQIGNCGLKSNKGTSRFVPLVEAKKETFSSFEELLEKSEKPLLVDFYATWCGPCQFMVPILNEVGESMKDKIQVVKIDSEKYPALADKYKIQALPTFILFKDGEVCDRFEGALNAPTLIQRIESALEVKQ*

NbL04g06910.1 thioredoxin_Y1_chloroplastic−like [MW = 18.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13837 Myb/SANT−like DNA−binding domain

Protein sequence:
MLGVSGIISSTNSGGGGENPESGGGAASGGSSEIAIGGGGVSISGGFMTEEDRAIRNMEEGERNSGGGNRWPRQETIALLKIRSEMDLVFRDSSLKGPLWEEVSRKMADLGFHRSAKKCKEKFENVYKYHKRTKDGRASKADGKTYRFFEQLEALENNPSSHHSLLLPPPITSSRPPPPPLEATPINMAMPMPSGNANTINLQLPASQQATTTVTVSSAPPNNSSNIFVSSHQNTISHQNIPLSSSMAPSSQPSPQPANNPINNLQANTNFPSHDQNISAMSYSTSSSTSSDEDIQRRHKKKRKWKDFFERLMKDVIDKQEDLQRRFLETLEKRERDRMVREEAWRVQEVARMNREHDLLVQERSTAAAKDAAVISFLQKITEQQNIQIPSNINVAPPSAQVQIQLPENPPPPSETRSQVVHQQTQPTAVLVSPAPTQPSPATPAPISLPATIPAQSLPLTPPVPAKSVELTPKSDNGGEGYSPASSSRWPKAEVEALIMLRTQLDVKYQENGPKGPLWEEISAGMKKLGYNRNAKRCKEKWENINKYFKKVKESNKKRPEDSKTCPYFHQLDALYKEKAKNETSSSFSNPSASGFALNPENNPMMPIMARPEQQWPRPPHHQQPQQHHESTRMDHDHESDNMDQDEDDEEEEDEDEENAYEIVANKQQSSMAAANSTTTTTATTTV*

NbL04g06790.1 trihelix_transcription_factor_GT−2−like [MW = 76.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MDHSADAHRTDLMTITRFVLNEQSKHPESRGDFSILLSHIVLGCKFVCTAVNKAGLAKLLGLAGETNVQAKDQKKLDVLSNEVFIKALVSSGRTCVLVSEEDEEATFVEPAKRGKYCVVFDPLDGSSNIDCGVSIGTIFGIYMIKDGHQPTLDDVLQPGKNMLAAGYCMYGSSCTLVLSTGSGVNGFTLDPSLGEFILTHPDIKIPKKGKIYSVNEGNAKNWDGPTSKYVQNCKYPTDGSSPKSLRYIGSMVADVHRTLLYGGIFLYPADKKSPNGKLRVLYEVFPMSFLMEQAGGQSFTGKQRALDLVPKKIHERAPIFLGSYDDVEEIKKLYAAEEQN*

NbL04g06760.1 fructose−16−bisphosphatase_cytosolic [MW = 37.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06391 CDK−activating kinase assembly factor MAT1

Protein sequence:
MVVASGTNNAFGKEMDIRKRIASIFNKREEDFPSLREYNDYLEEVEDMIFNLIEGINVPAIEAKIAQYQRENAEQIMVAQARKAEEYAAALAASKGQPTQPDGDAALGLGPQAGSSTGPQGHYAPAVAGGIAQPRPTQPLPVGSIPGLEYEDEETMKLKAEKAARAGGWSLEISRKRALEEAFGSLWV*

NbL04g06740.1 uncharacterized_LOC107817613 [MW = 20.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MGDAYWNQHRQAPLPQSAGLLKRPRSEYVPDLPPSGISSAHEMHHYLGRDDDRGGPRVVDTQSIGSAYDRYLQSSQLSSLSVGEANSYKGVGIGLARAGAGGISSLPVRDPLPSARGPELAPNGRAMVLSGQMPVESLPRPRETLPLPPDASNTLYIEGLPADSSRREVAHIFRPFVGYKEVRLVRKESKHRGGDPLILCFVDFMDPACAATALSALQGYKMDEHDPDSAYLRLQFSKFPGPRSGGSGSRGKR*

NbL04g06600.1 RNA−binding_protein_2−like [MW = 27.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13243 Squalene−hopene cyclase C−terminal domain PF13249 Squalene−hopene cyclase N−terminal domain

Protein sequence:
MWKLKIAEGGNPWLRTTNNHVGRELWEFDPELGSPEDRAEIERFREHFHKHRFEQKHSADLIMRYQLSKENPGITILPQVKVQGNEDITEDTVATTLRRALSFYSTLQTHDGHWAGDYGGPMFLMPGMVIALSVTGALNAVLTSEHKREMIRYLYNHQNNDGGWGLHIEGHSTMFGSVLSYVTLRLLGEGANDGEGAMEKGRKWILDHGSATAITSWGKMWLAVLGAFDWSGNNPLPPEIWLLPYFLPIHPGRMWCHCRMVYLPMCYLYGKRFVGPITPTVLSLRKELFTVPYHEIDWNKARNECAKEDLYYPHPLVQDILWASLHKVVEPILMHWPGKRLREKALRTVMEHIHYEDENTRYICIGPVNKILNMLCCWVEDPHSEAFKLHLPRIHDYMWVAEDGMKMKGYNGSQSWDTSFAIQAIIATELGEEYGSALRKAHSFIKNTQVLDDCPGNLDFWYRHISKGAWPFSTADHGWPISDCTAEGLKASLLLSKLPSEIVGDPLEAKRFYDAVNVLLSLQNSGGGFATYELSRSYPWLEIINPAETFGDIVIDYPYVECSSAAIQALTAFKKLYPGHRKEEVERCIAKAAAFIEKIQEADGSWYGSWAVCFTYGTWFGVLGLLAAGRNYTNSSSIRKACDFLLSKQISSGGWGESYLSCQNKVYTNLEGNRYHVVNTSWAMLTLIAAGQAERNPTPLHHAAKVLINAQLENGDFPQQDISGVFNRNCMISYSAYRNIFPIWALGEYRSRVLKAK*

NbL04g06540.1 cycloartenol_Synthase−like [MW = 86.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00004 ATPase family associated with various cellular activities (AAA) PF17862 AAA+ lid domain

Protein sequence:
MYVRRIRSNNQRWNLAFQRFNHYVSSGYRTYSPTQTSSVTHIPSDCISLSSVIGRALLDTYKSIQTASQRENKRLLRSLPTTHLRYFSSKGDGRDASEDKHVHTRDSGSSDKGTVRHGRGSEDMRHCDAHAQLGDQEQKEWLRNEKLSIESKKKESPFLTRRERFKNEFSRRVVPWEKIALSWDTFPYYIHEHTKNVLVECVASHLKHKKVTVTYGGRLSSSSGRILLQSIPGTELYRERLVRTLARDLKVPLLVLDSSILAPYDFGEDCSSESESDVELGEECTSDSEMEDANDASNEEEWTSSAETKSEASEEDGDVEASVEALEKLIPFNLDDFEKRLPGELESSSESTSEAVDQSENTQRPFRKGDRVKYTGPSGVVKADNRSMSSGQRGEVYEVNGDQIAVIFDVIEKQTTEEEKDEKPKSQDVKPSIYWIPANEIEHDLDAKAEDCYIAMEALCEVLKSAQPIIVYFPDSSLWLSRAVSKANRKEFVHKVQEMFDQLSVPFVLICGRNKVETGSKEKEKFTMILPNLGRLAKLPLSLKRLTEGLRATKRSVDDDIHKLFSNVMSIHPPKEEDLLSTFNKQIEEDRKIVIARSNLNELYKVLEEHELSCIDLLHVNTDGVILTKQKAEKVIGWAKNHYLFTCLQPSIKGDRLYLPRESLETAILRLKEQETMSKKQSQNLKNLAKDEYENNFVSAVVPPGEIGVKFDDIGALEEVKKALNELVILPMRRPELFSRGNLLRPCKGILLFGPPGTGKTLVAKALATEAGANFISITGSTLTSKWFGDAEKLTKALFSFASKLAPVIIFVDEVDSLLGARGGSFEHEATRRMRNEFMAAWDGLRSKENQKILILGATNRPFDLDDAVIRRLPRRIYVDLPDAANRTKILKIILSRENLEPDFPYENLANATEGYSGSDLKNLCIAAAYRPVQEILEEEKEVESLGGRKDGVPVLRPLSVDDFIESKAKVGPSVAYDAASMNELRKWNDQYGEGGSRRKSPFGF*

NbL04g06400.1 uncharacterized_LOC109240968 [MW = 113.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MGKSAKKSATKVDAAVAAPTKPLKKGKREAEAEIEKIVSAKKQKKDVAVAQAIEKKKSDTKTQKIKKQESSSSDDSSESEDEKPTKAVAPPKKVAPAKNVEVASSSDDSDSSDEDEAPPPKKVVAASAKNGVAAKKDESSDDSSSEDDSSSEEDVPAAKKPANGSAAVSKKDESSSEDDSSSEEDVPAAKKPAANGSAAVSKKDESSDESSSEDDSSSEDDAVAKKKAAPKKGLAASAKKEESSDDSSSDDDEPASKVAAAQPAKAPQAAKKTGDSSEETDSDEDDSDSDADKGKTVAVSKKKVESSSDSSDDESEESDEEESQKKKIKPSSTPAVSKKESSSEESSEEDESEEEDEKPSKTPKKQDADVEMVDADSFKAQKTPITPKAQTPGTKTLFVGNLSYSVEQADVENFFKDAGEVQEVRFSTHEDGSFKGYGHVEFVTAEAAQKALELNGQDLLGRAVRLDLARERGEYTPRTGREENSFQRQGRSEGTTIFVRGFDKNEAEDQIRSSLEEHFASCGKIFKTRIPTDPEGYIKGMAYIEFANADSDALNKALELDGSEVGGYNLTVQEAKPRGDSSGGGRGFGGRSGGRGGGRDSGGRFGGRGGGGRFGGGGRSGGGRFGGGGRFGGGGRGRGTPNRPSFTPSGKKTTFNDE*

NbL04g06390.1 nucleolin_1 [MW = 69.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00549 CoA−ligase PF02629 CoA binding domain

Protein sequence:
MARQATRLVSNLSSKLSPNSPTISASSSSPLWHQYRYFGSPPPPPAVFVDKNTRVICQGITGKNGTFHTEQAIEYGTKMVGGVTPKKGGTEHLGLPVFNTVEEAKAETKANASVVYVPPPFAAAAIMEAMEAELDLVVCITEGIPQHDMVRVKAALKKQSKTRLIGPNCPGIIKPGECKIGIMPGYIHKPGRIGIVSRSGTLTYEAVFQTTAVGLGQSTCVGIGGDPFNGTNFVDCLEKFIADPQTEGIVLIGEIGGTAEEDAAALIKESGTQKPVVAFIAGLTAPPGRRMGHAGAIVSGGKGTAQDKIKALKEAKVTVCESPAKIGVTMLDVFKQRGLA*

NbL04g06300.1 succinate−−CoA_ligase_[ADP−forming]_subunit_alpha−2_mitochondrial [MW = 35.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14870 Photosynthesis system II assembly factor YCF48

Protein sequence:
MFRGYVCFKPPAKLFGKSNSNSSSLSFIPSFHSDKSESTKHNKTMACSCWNSIFTPLKPSYNTISSSSAAASPHHHHHHHHQLPRLVPRASASINRRQLIAETAAFLALPPLLGAGISPLPAKADEVPLSEWERVYLPIDPGVVLLDIAFVPDDPGHGFLLGTRQTILETKDGGTTWASRSIASAEEEDFNYRFNSISFKGKEGWIIGKPAILLYTSDAGETWQRIPLSSQLPGDMVYIKATGEKSAEMVTDEGAIYVTSNKGYNWKAAIQETVSATLNRTVSSGISGASYYTGTFSTVNRSPDGRYVAVSSRGNFYLTWEPGQAYWQPHNRSVARRIQNMGWRADGGLWLLVRGGGLYLSKGTGLSEDFEEVSVQSRGFGILDVGYRSQDEAWAAGGSGILLKTKNGGKTWIRDKAADNIAANLYSVKFINDNQGFVLGNDGVLLKYLG*

NbL04g06220.1 photosystem_II_stability/assembly_factor_HCF136_chloroplastic [MW = 49.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MSNIDINGVLAELPHDGRIPKTKIVCTLGPASRSVPMIEKLLRAGMNVARFNFSHGTHEYHQETLNNLKIAMHNTQILCAVMLDTKGPEIRTGLLKDAKPILLREGKEITVTTDYTIKGDEEMIAMSYQKLAVDLKPGNTILCADGTITLTVLSCDAAAGTVRCRCENTATLGERKNVNLPGVVVDLPTLTEKDKEDILGWGVPNDIDMIALSFVRKGSDLVNVRKVLGSHAKRIQLMSKVENQEGVVNFDEILRETDSFMVARGDLGMEIPVEKIFLAQKMMIYKCNLVGKPVVTATQMLESMIKSPRPTRAEATDVANAVLDGTDCVMLSGESAAGAYPELAVKIMARICIEAESSLDYGAIFKEMIRSTPLPMSPLESLASSAVRAANKANAKLIVVLTRGGTTAKLVAKYRPAVPIVSVVVPVLTTDSFDWSITDETPARHSLIYRGLIPLLAEGSAKATDAESTEVILQASLKSATEKGLCTPGDSVVALHRIGAASVIKICLVK*

NbL04g06030.1 pyruvate_kinase_cytosolic_isozyme [MW = 54.99 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 177 353 529 878

Protein length

Gel Slice

3.3 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01602 Adaptin N terminal region PF02883 Adaptin C−terminal domain

Protein sequence:
MNPFSSGTRLRDMIRAIRASKTAAEERAVVRKECAAIRASISENDPDYRHRNLAKLMFIHMLGYPTHFGQMECLKLIASPGFPEKRIGYLGLMLLLDEKQEVLMLVTNSIKQDLNHTNQYIVGLALCALGNICSAEMARDLAPEVERLLQFRDPNIRKKAALCSIRIIKKVPDLAENFVNPVAALLKEKHHGVLITGVQLCADLCKVSTEALEYFRKKCTDGLVKVLKDVANSPYAPEYDISGITDPFLHIRLLKVLRVLGQGDADTSDSLNDILAQVATKTESNKNAGNAILYECVETIMSIEDNGGLRVLAINILGRFLSNRDNNIRYVALNMLIKAIAVDSQAVQRHRATILECVKDSDPSIRKRALDLVYLLINDSNVKPLTKELTEHLEVSDPEFKGDLTAKICSIVEKFSPEKIWYIDQMLKVLSEAGNYVKDEVWHALIVVITNTSDLHGYAVRSLYRAVQAAGEQETLVRVAVWCIGEYGEMLVSNLGRLDIEEHLTVTESDAVDVVETSIKSHSCDLTTRAMCLIALLKLSSRFPFCSQRINDIIGQYKGSFELELQQRAIEFNSIIERHQNMRSSLAERMPVLDEATFSGRRAGSVPAAVSTSKGVSVNLPNGAAKPSIAPVADLLDLSSDDAPAPSSSGGEFLQDLLGVNLTPVSLQSDTNQGQKSGTDALLDLLSIGTPPAQSSSSTAQMLSSNTENKSPLDILNRLSTPSAPSAQVSSTGGNSSMLDLLNGLPSSPPMSEGNGPGQSSVTAFESSSLKLTFNLSKQPGNPQTTLIEGSFTNKSQDVFTDFIFQAAVPKFLQLQLDPASGNTLPASGYGSVTQKLRVKNSQHGKKSIVMRIRISYKVNNKDVLEEGQINNFPRDL*

NbL04g05730.1 AP−1_complex_subunit_gamma−2−like [MW = 95.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13456 Reverse transcriptase−like

Protein sequence:
MNVLFNACSAAILTRTSSHAVKSSIGAISAPSWKTSVGHDAARKVNFDLLLKRICFRCYSSKKYSGDSSSSEKSDPTPKMKEDRDGFFVVRKGDLVGVYKNLSDCQTQVGSSICDPPVSVYKGYAMPKDTEEYLLSCGLKNALYSIRAADLTEDLFGTLVPCPFQQPSSSRGGMPERMPKKRSQEVMLSECTDAVGSAVISNDFLRKHVKLDDHKVDQAIPSGRSCTLEFDGASKGNPGLAGAGAVLRADDGSFICRLREGLGVATNNAAEYRGIILGLKYALSKGFTNIRVQGDSKLVCMQIQGLWKVKNQNISTLYEQAKQLKDRFLSFRIIHVLRESNSDADVQANLGVELAEGQIQEEIDK*

NbL04g05680.1 uncharacterized_LOC109225794 [MW = 39.85 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MNMIPSLTFFFLLFNFFSLSFSSSQISISVTPKTLSKSGDFITIRWAGIQSPSKLDWLGIYSPANSPHDEFIGYLFLSSSPEWESGSGSISIPLVNLRSGYQFRIFRWTESEVVPELVDHDHNPLPQTKHLLAESEEIEFQSGRGPEQVHLALTGLEDEMRVMFVTPDGKESYVRYGLTWSGLVRVVGTRVLRYEREDMCDAPANSSIGWRDPGYVHDGVMVNLEKGKKYYYQVGSDSGGWSTIYSFVSQNGDSGETFAFLFGDMGTATSYLTFLRTQDESSSTIKWISRDIEALGDKPALISHIGDISYARGYSWLWDNFFSQVEPLASRVPYHVCIGNHEYDWPLQPWKPDWSSRLYGTDGGGECGVPYSLKFHMPGNSSEPTGMRAPATRNLYFSFDSGPVHFVYMSTETNFLPGSSQYDFLKHDLESVDRIKTPFVIFQGHRPMYTTSNEKKDAPIREKMLAHLEPLLVNNHVNLVLWGHVHRYERFCPLNNFTCGSLGLDGKEWKAFPMHVVIGMAGQDWQPIWEPRVNHPTDPIYPQPVQSLYRGGEFGYMRLHATKEKLTFSYVGNHDGEVHDTVEILASGQVLNGGSHDGHATMEEMESNFSWFVKVGSVLVLGAFMGYIVGFISHARKNAAGEGWRPVKTEEI*

NbL04g05200.1 probable_inactive_purple_acid_phosphatase_2 [MW − SP = 70.79 kDa]
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1 59 117 175 288

Pfam domains

Pfam Description
SP Sequon TM Domain PF07983 X8 domain

Protein sequence:
SHRHLISTVILVVLSTVYTTPFPHTPFSTISLLSHSSTLYPFLLLLQKAWGHNIILFHDLATTIMATFVLFSVLLLAITGHSSAMFCICKDGVSDQQLQKNIDYACGAGADCTPILQNGACFNPNTIKDHCNYAVNSYYQRKGAAGASCDFSGTATTSPNPPTTTGSGCVYQSTPGNTGGGSTTPTIAPPGSTTPTIVPPGSTTPTIAPPGTTIPTTAPPGTTTPGIGTGGTGTGIATTPGTNNPVFGPGPSGSGISNTDGNAAGHFKNSIFLTIALLAISLICLRA*

NbL04g05180.1 PLASMODESMATA_CALLOSE−BINDING_PROTEIN_3−like [MW − SP = 27.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MVGRSMAPVPLLKDELDIVIPTIRNLDFLEMWRPFFQPYHLIIVQDGDPSKIIKVPEGFDYELYNRNDINRILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPSGKDINALEQHIKNLLCPSTPHFFNTLYDPYREGADFVRGYPFSMREGAPTAVSHGLWLNIPDYDAPTQLVKPRERNTRYVDAVMTIPKGTLFPMCGMNLAFDRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGIKTGLPYIWHSKASNPFVNLKKEYKGIYWQEEIIPFFQSATLPKDCTSVQQCYIELSKQVKDKLSKVDPYFTKLADAMVTWIEAWDELNPTSEGLAKLSISNGPAK*

NbL04g05120.1 alpha−14−glucan−protein_synthase_[UDP−forming]_2−like [MW = 41.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01997 Translin family

Protein sequence:
MLTVFLCVMKGHMLLHAYKLSLIVMALKPQRSRHLAAETWQSAMKKARTMSTETETEASSMKDAFSKYADYLNNLNDKRERVVKASRDITMNSKKVIFQVHRISKHNKEDVLNKAVKDLAAVTDQNLSRLVKELQGTDFWKLRRAYSPGVQEYVEAATLCNFCTTGTLLTLDEINAAFLPLSDPSVEPLQINILDYILGVADLTGELMRLAIGRISEGELDFAEKICSFVREIYRKLTLIAPEMDDPSDMKQKMETMLQSVMKIENACFSVHVRGSEYIPLLGSAEPSYPLLGMPDVE*

NbL04g05090.1 translin−associated_protein_X [MW = 33.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00561 alpha/beta hydrolase fold

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

PF13378 Enolase C−terminal domain−like
PF16582 Middle domain of thiamine pyrophosphate

Protein sequence:
MLQQSHWCDSSRSPYEGGRRWPNGICVSSETVPEIPWAVCFGTGIPFILKDASDYSSQFFARMSPTLAISNNMHQQNDNAQFSCRLQNCANINILWASLLIEECTRLGLTYFCVAPGSRSSSLSIAASTHPATSCIACIDERSLAFHAVGYAKSSHKPAVVITSSGTAVSNLHPAVVEASQEFVPLLLLTADRPPELHDVGANQAINQVNHFGPFVRHFFNLPAPADDISARTVLTSIDFAVHIATTSPSGPVHINCPFREPLENSPRMWNPSCLRGLDSWMSTSVPFTSYIQVRQSYRRNYCTLMAEALEVIEKANRGLLLLGAIHREDDIWASLLLAKHLSWPVVVDILSGLRLRKYFVPFTEFEDRILFIDHLDHMLLSDPVSDWMKADVIVQIGSRITSKRVAQLLESCFPCSYIMVDNHPSRHDPSHIVTHRIQCAISQFADYLITACSPHVSSKWKGFLRALNTVAAWHISSLINSEHSLTEPCVAQMILEAIHCESAVFFGNSMPIRDADMYACNSAESTQDAAIFSSGLPCQWIQVAANRGASGIDGLLSTAVGFAVGCNKRVLCIVGDVSFLHDTNGLSLLRNQMLRKPMTLVVINNRGGAIFSLLPLANVTARSILDQYFYTSHDVSIHNLCLAHGVKNLKVQSKMELQDALLASQMNKEDFVIEVESTIDANAAFHSMLRKFSQQGVDRAFNRFSKLNVLNSMNDGLISSKVGKMQYSKYRIQLSSPPTSSSAIHISTYHREGFIISLFLEDGNTGYGEVAPLEIHKENLLDVEEQLQFLMHVVEGVAIDHFLPLLRGSFSRWLWHSLGIQPNSIFPSVRFGLEMAVLNAIAAREGSSLLNVLYQQTVESTGRSFDVKVCALLESNGGPNEMALVATTLVKEGFTAIKLKVARQADPTVDIAIIKEIRKKVGWEIELRADANRSWNYDEAVKFGLSIKDSGLQYIEEPVNDADDIIKFCEETGLPVALDETINSIRKNHLKVLAKYTHPMIVAFVIKPSVVGGFENAALLAQWAHQQGKMAVISATFESSLGLSALIQFSRYVDLLKLDTSRMLNKEENSCIAHGLGTYQWLREDVSRGPSVITCNPCNGVVEASVTHAGQVLQHFQFNQNAVVRDCTFREVHTYEFVADLEGTSICLNVQEIGKNDESNVVVFLHGFLGTGGDWISIMKAISGSVRCIAVDLPGHGRSKLLGQDYGLEEPRLSIMAFANILQQLFDSLQCKKLTLVGYSLGARISLYMALKYNDKVAGAVIISGSPGLMDEEARKVRRAKDDFAACYLVSSGLEPFLDAWYSGDLWNSLRTHPHFSKTLASRLQHCDLENLGRVLSDLSVGRQPPLWIDLKSCRVPLQFIVGEKDVKFRRIAQKMRDAMCQSTDTTNVPEIVEIPYSGHAAHIENPLPVISAISQFIRKAEVKS*

NbL04g04980.1 protein_PHYLLO_chloroplastic [MW = 157.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MSQTLVSPLMRVVQTTHTSIANPPWPNHHQSATTFPVISHRKLPVQRLQSSDSKLRSFKARAFDLKCGQGMSEFHEIELKVRDYELDQYGVVNNAIYASYCQHCRHELLERLGVSADAVARNGDAIALTDLSLKYLAPLRSGDRFVVKVRISDSSAVRLFFEHFIFKLPDQQPILEATGTAVWLNKNYRPVRIPAEFRSKFVQFLRQEASK*

NbL04g04780.1 acyl−acyl_carrier_protein_thioesterase_ATL3_chloroplastic−like [MW = 24.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASLSLPKVSFFLLVIILAYFSSPSAAQTKCNIRTVYQLGDSLADAGNVIRTPGASIIFRANQAPYGDTFFRRPTGRFSNGRIIIDYISSAFKLPFLNAYLDRGASFSQGVNFAVAGATALDSSFWAARGIRLPTWNTPLSAQLGWFKSHLQSTCGSNCTQTLRSSSLIVMGEWGGNDYYNGFFQRKQLPEVRTYVPFVVAGIMRSIKDVIQLGATRILVPGIYPLGCLPLYLTTFPDSNANGYDQLGCLRNYNDFASYLNRGLASLQRQFPNVRIVYGDYYGALLTLLRSPSSFGFNQNTLLTACCGTGGRYNFNFRTVCGSASVRACSNVAQYVHWDGIHLTDEAHRHMTDIVVKDLLSRFSCTV*

NbL04g04700.1 acetylajmalan_esterase−like [MW − SP = 37.62 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00006 ATP synthase alpha/beta family, nucleotide−binding domain

PF02874 ATP synthase alpha/beta family, beta−barrel domain
PF11421 ATP synthase F1 beta subunit

Protein sequence:
MASRRLLASFLLQSAQRGGGPISRSLGNSIPKSASRAYSRASPKGFLLNRAVQYATSAAAPASQPSTPPKSGSGPSGKITDEFTGAGSIGKVCQVIGAVVDVRFDEGLPPILTALEVLDNQIRLVLEVAQHLGENMVRTIAMDGTEGLVRGQRVLNTGSPITVPVGRATLGRIINVIGEAIDERGPITTDHFLPIHREAPAFVEQATEQQILVTGIKVVDLLAPYQRGGKIGLFGGAGVGKTVLIMELINNVAKAHGGFSVFAGVGERTREGNDLYQEMIESGVIKLGEKQSESKCALVYGQMNEPPGARARVGLTGLTVAEHFRDAEGQDVLLFIDNIFRFTQANSEVSALLGRIPSAVGYQPTLATDLGGLQERITTTKKGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSRQISELGIYPAVDPLDSTSRMLSPHILGEDHYNTARGVQKVLQNYKNLQDIIAILGMDELSEDDKMTVARARKIQRFLSQPFHVAEVFTGAPGKYVDLKESINSFQGVLDGKYDDLSEQSFYMVGGIDEVIAKAEKIAKESAA*

NbL04g04560.1 ATP_synthase_subunit_beta_mitochondrial [MW = 59.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00407 Pathogenesis−related protein Bet v 1 family

Protein sequence:
SFSSLPFQKLSYYYIKEENMGVKGKLIASVEVKCGGHPIHDIFHSNTHHISNISPAKIQKFNIDEGEAVKVGSVVSWKYNDDGKDKICKQVIEAVDHQKKSITWKVIGGDLLESYNSFTITTSHDHQWTTWTFVYEKKTEDTPEPLVPLGLVLHVTKDIEGHLLK*

NbL04g04320.1 kirola−like [MW = 18.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family PF02178 AT hook motif

Protein sequence:
MATEQQIDNPIPTRLPPSSPSVLPSYPKMIMEAIEALDDENGSNKSAISKQIDSTYGTLPPAHGTLLAHHLNKMKQSGQLVMVKNNYMKPDPNAPPRRGRGRPPKPKAPLPEGYVPPPPRPRGRPPKERDPHAPISVPMKVTSPSSGGTGKKRGRPRKYPNDTSSPSPAVTLPPRGTPRGRGRPPKVKTPVAAEVGA*

NbL04g04200.1 HMG−Y−related_protein_B−like [MW = 21.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MRREMGLLLHHLLLLSLLVASALSLNEEAFVGVNIGTDVSDMPSPAKVVALLKAQQIRHVRLFDADQAMLLALANTGIHVTVSVPNDQLLGIGQSNSTAANWVSRNILTHFPATNITAIAIGSEVLTSLPNAAPVLVSAMKFIHSALVAANLDSKIKVSTPHSSSIVLDSFPPSQAFFNRSLDPVMVPLLKFLQSTRSYLMLNVYPYYDYMKSNGVIPLDYALFRPLPPNKEAVDTNTLLHYTNVFDAVVDAAYFSMSYLNFTNIPIIVTESGWPSKGDSSEPEASLDNANTYNSNLIRHVLNNTGTPKHPGIAISTYIYELYNEDLRHDSISEKNWGLFDSSGMPVYTMHLTGSGTVLANDTTNQTYCVAKENAEKKMVQAALDWACGPGKVDCTPLLQGNPCYEPNTVIAHASYAFDAYYRKMGMADGTCNFNGVATVSTTDPSNGSCIYPGSGGRTGTLTNSSSHAPSSDSTASGCHSQYSHDVRTFLSSLIVGLVLCTAACL*

NbL04g04190.1 glucan_endo−13−beta−glucosidase_3−like [MW − SP = 52.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01657 Salt stress response/antifungal

Protein sequence:
MKLYVNEFSLHVLLVYMIIIFLFFTYQSNASIQSFVYGGCSQQKYNPGTVYESNVNSLLTSLLNSASYANFNNFKISLPGSSQNDVVYGLFQCRGDLGNSDCRKCVATAVSRVGTLCTTTCGGALQLDGCFVKYDNVSFLGVEDKGVVMHKCGPSIMDDNEMLTRNDAVLTYLGSVPQGQYFRVGGSGKIQAVAQCTQDLSVGECDDCLSEAIRQLKSECGSSPWGDMFMTKCYARFSERGFTSKSGDEDVEKTLAITIGLIAGVAVLIVFLSVLNKLCEKKGGK*

NbL04g04180.1 cysteine−rich_repeat_secretory_protein_12−like [MW − SP = 27.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
VFDFDAVLLFPFELNKQLHNQTSILNMRSSFHSLSSSHPQFLPLSLSLSSLPFRYSSVPTQKLHFCRKKLVAQMSNPNPNSDRLKELKEFDESKIGVKGLVDKGLTAIPSFFIHPTAPKPEPKTRPGYKHSIPVVDFSAPRSTLVDQIHQASTTLGFFQIINHSVSVEAINRIVGSIKTFNEQPDEVKMKYYSRDMSRGVGYSTNFDLYNSKAASWRDTLQMRLGPTPPDWEHVPEVCRDVVVEWDKEVVKIGEELMGLLCEGLGVKKDRLKELSCLDARIMAAHYYPYCPQPELTKGLTPHTDPGVLTVLVQNEVTGLQVKFGDDWVDLEPIPGAIIINIGDILQIISNDEYKSVEHRVLANPFQEPRVSVAVFFNPSQRENLFGPLPELISDEKPAVYREFLFMDYMRRFFSKELDGKTLTNYYRVSNQM*

NbL04g04140.1 1−aminocyclopropane−1−carboxylate_oxidase_homolog_4−like [MW = 49.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08241 Methyltransferase domain

Protein sequence:
MAKLFIKQAQQYSKGRPSYPDELFNFIASKTPCHDLVWDVGTGSGQAAQSLAKLYKNVIATDTSPKQLEFAVKVPNVQYICTSPKMSMAEIETKIGTESTVDLVTIAQAMHWFDLPTFYQQVKWLLKKPNGVIAAWCYTVPEVSNSVDPIFEKFYTVDAGPYWECPRKLVDERYKTIDFPFEPVSGYDHNGPFEFKIEKVMDLNSYFTYLKSWSAYQTAKEKGVELLTDDVVEKFTSVWNEDGESQKTVSFPIYLRIGKVGNL*

NbL04g03820.1 putative_methyltransferase_DDB_G0268948 [MW = 29.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MANHSLYLLFLVAIASISSLAVQAEARRLLDEPLPDLPIGLPKPEIPTLPQPGLPTLPTLPMPKLPLPQLPMPQLPTLPTPDLPVPIPKLPLPELPVPLPPLPSP*

NbL04g03540.1 vegetative_cell_wall_protein_gp1−like [MW − SP = 8.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
HIVENIKVMEIKLLGTKLLLALWLLMSAVCSGYCYRPTAGLRWPRADNWKQQKEKENSLDTRRNLLSNGLGLTPPMGWSSWNHFGCNIDEKVIRETADALVSTGLDKLGYMYVNIDDCWAEPQRDDQGNFAPKKSTFPSGMKALADYVHSKGLKLGIYSDAGYYTCSRKMPGSLGHEEQDAKTFAAWGLDYLKYDNCNHDGTKPTARYPVMTRALMNAGRPIFFSLCEWGDLHPALWGGKVGNSWRNTIDIQDTWESMISRADQNEVYADLARPGGWNDPDMLEVGNGGMTKDEYIVHFSLWAISKAPLIIGCDVRNLSNDTKEILANKDVIAVNQDELGIQGKKVRMQGDLEVWAGPLSGYRVALVLLNRGSTKIEITALWEDIGIPPISVVVARDLWEHKTLETRFVGNLTATVMSHACKMYVLKPIAS*

NbL04g03500.1 alpha−galactosidase_1−like [MW = 48.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MANIDIAGIMKDLPNDGRIPKTKIVCTLGPASRSVPMLEKLLRAGMNVARFNFSHGTHEYHQETLNNLKIAMQNAQILCAVMLDTKGPEIRTGFLKDGKPIQLKEGQEITVSTDYDLKGDEQTITMSYKKLVVDLKPGNTILCADGTITLTVLSCDPAGGTVRCRCENTATLGERKNVNLPGVVVDLPTLTEKDKEDILEWGVPNNIDMIALSFVRKGSDLVNVRKVLGPHAKRIQLMSKVENQEGVVNFDEILRETDSFMVARGDLGMEIPVEKIFLAQKMMIYKCNLAGKPVVTATQMLESMIKSPRPTRAEATDVANAVLDGTDCVMLSGESAAGAYPELAVKIMSKICIEAESSLDYGAIFKEMIRCTPLPMSPLESLASSAVRTANKAHAKLIVVLTRGGTTAKLVAKYRPAVPILSVVVPVLTTDSFDWSISDETPARHSLVYRGLIPILAEGSAKATDSESTEVILEASLKSAVAKGLCKPGDAVVALHRIGAASVIKICLVK*

NbL04g03480.1 pyruvate_kinase_cytosolic_isozyme [MW = 55.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
MQFLMLVFKILFFLRLFHLFTTSLSLPQEPQLAPLVAEPACAEVDRRALLGFKAKILKDTTDILSSWTGTDCCGGGWEGIECDPVTRRVNRLILQRPSERDTSIYMKGILSPTLGDLHFLETMIISGMKHIAGKIPESFSNLTKLQQLILDDNSLQGYIPTSFAHLSSLQTLSLGENHLSGQIPSTIGNFKNLQQLNLAGNLLTGPIPIALKNLAKLQSMDLSHNLLSGVIPDFLGELQNLTYLDLSSNQLSGQIPVSVCNLLKLSFLSLDHNRITGRIPSQIGRLKALTSLSLSFNKLTGQIPASIAGLPNLWNLSLSRNSLLDPLPIAFSNGLPSLLSIDLSYNNFNLGTVPDWIRNRELSDVNLAGCKLRGMLPNFTRPNSLNSIDLSDNFFTNGISNFFTRMSSLQKAKISNNQLKSDVALIKLPDGTSSLDLHSNQLFGSLSRMLSNKTSKFLEVIDVSNNQLSGNIPELNSGLNLKVLNLGSNKIAGQIPTSISNLNKLERLDISRNQIAGTIPIGLGSLLKLQWLDLSINKIAGRIPDSLLEIEELRHANFRANRLCGEIPQGRPYNIFPAAAYAHNLCLCGKPLPPCKGKKQEKLGQ*

NbL04g03430.1 probable_leucine−rich_repeat_receptor−like_protein_kinase_At1g35710 [MW − SP = 63.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06574 FAD synthetase

Protein sequence:
MLGGSRCISQHLRDSNFHQFCTSTTPIFTAASPSISTSSFNYFRFRLRNKVSDFGVSCAQPNSSNTQSSLLSQTLSQSGKDEEPPSERLSMLAGGIVALGKFDALHIGHRELAIQAAKRGIPFLLSFVGMAEVLGWEPRAPIVAECDRKRILSSWAPYCGHVTPREFQIEFSKVRSLTPRQFVEKLSKELGVRGVVAGENYRFGYRASGDASDLVKLCEEYGLEAYIINSVMEKNQISEDLNSREKKERGQVSSTRVRYALDKGDMKYVSELLGRNHRLVLLMEDQERFTSEKSRLSAPKSCLLNLSPKEGLYENCSISIDENVVPCRVIVDTTDIHLECYEVANFTCITSRDIKILGIDFGS*

NbL04g03320.1 FAD_synthetase_2_chloroplastic−like [MW = 40.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00044 Glyceraldehyde 3−phosphate dehydrogenase, NAD binding domain PF02800 Glyceraldehyde 3−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MNTFVEFLFVVLMGMQVSNKGFSEFSGLRTSSAIPFGRKTNDDLLSVVAFQTSVIGGGNNKRGVVEAKLKVAINGFGRIGRNFLRCWHGRKDSPLDVIAINDTGGVKQASHLLKYDSTLGIFDADVKPVGTDGISVDGKVIQVVSDRNPVNLPWGDLGIDLVIEGTGVFVDREGAGKHIQAGAKKVLITAPGKGDIPTYVVGVNADLYNPDEPIISNASCTTNCLAPFVKVLDQKFGIIKGTMTTTHSYTGDQRLLDASHRDLRRARAAALNIVPTSTGAAKAVALVLPSLKGKLNGIALRVPTPNVSVVDLVVQVSKKTFAEEVNAAFRESADKELKGILDVCDEPLVSVDFRCSDVSSTVDASLTMVMGDDMVKVIAWYDNEWGYSQRVVDLADIVANQWK*

NbL04g03270.1 glyceraldehyde−3−phosphate_dehydrogenase_A_chloroplastic [MW − SP = 41.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
NHGPSPISRHIRIVTFVFFKISLSTFLIFITSQDKAILKTKEFRTKSYCCTNSRRLKTERDTVVKMAAVNGVGISWPSKLTQSQRSKWVIAPSPRRCTPSSSTIKMTASVDEKKKTYTLQKSEEAFSKAKELMPGGVNSPVRAFKSVGGQPIIIDSVKGSCMRDIDGNEYIDYVGSWGPAIIGHADDEVLAALAETMKKGTSFGAPCLLENTLAEMVISAVPSIDMVRFVNSGTEACMGVLRLARAFTGRPKIIKFEGCYHGHADPFLVKAGSGVATLGLPDSPGVPKAATTDTLTAPYNDISAVASLFKEHKGEVAAIILEPVVGNAGFIQPNPDFLAAIRKITKENDALLIFDEVMTGFRLAFGGAQEYFGITPDLTTLGKIIGGGLPVGAYGGRRDIMEMVAPAGPMYQAGTLSGNPLAMTAGIHTLKRLQGPGTYEYLDKITGVLTQGILDAGKKTGHAMCGGYIRGMFGFFFAEGPIHNFSDAKKSDTEKFGRFYRGMLEEGVYFAPSQFEAGFTSLAHTSEDIQKTVAAAEKVLKQI*

NbL04g03230.1 glutamate−1−semialdehyde_21−aminomutase_chloroplastic [MW = 58.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MISISNNSFATMFSLLFIFSSMQCHAQLSSTFYDRTCPNALNTIRTSVRQAVSRERRMAASLIRLHFHDCFVQGCDASILLDETPTIVSEKTALPNLGSARGYGIIEDAKRELERTCPGIVSCADILAVAARDASTLVGGPTWAVKLGRRDSTTASHTLAETDLPGPFDPLNRLISGFASKGLSTRDMVALSGAHSIGQAQCFLFRDRIYGNGTDIDAGFASTRRRQCPKEDQNGNLAPLDLITPNQLDNNYFKNLRQRKGLLQSDQILLSGGSTDDIVSEYSNSPPAFASDFAAAMIRMGDISPLTGQNGIIRTVCGSIN*

NbL04g03110.1 lignin−forming_anionic_peroxidase−like [MW − SP = 31.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MISISNNSFATMFSLLFIFSSMQCHAQLSSTFYDRTCPNALNTIRTSVRQAVSRERRMAASLIRLHFHDCFVQGCDASILLDETPTIVSEKTALPNLGSARGYGIIEDAKRELERTCPGIVSCADILAVAARDASTLVGGPTWAVKLGRRDSTTASHTLAETGLPGPFDPLNRLISGFASKGLSTRDMVALSGAHSIGQAQCFLFRDRIYGNGTDIDAGFASTRRRQCPKEDQNGNLAPLDLVTPNQLDNNYFKNLRQRKGLLQSDQVLLSGGSTDDIVSEYSNSPRAFASDFAAAMIRMGDISPLTGQNGIIRTVCGSIN*

NbL04g03100.1 lignin−forming_anionic_peroxidase−like [MW − SP = 31.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MGVIELCNTSSICIGRAKVSCYSIERNQRRRIICMASSVPVQEESEQKQRVTGDAFIRPHLLKLSPYQPILPVQVLSTRLGRKPEDIVKLDANENPYGPPPEVIEALGGMKFPYIYPDPESRTLRAALAEDSGLESEYILAGCGADELIDLIMRCVLDPGDMIVDCPPTFTMYEFDAAVNGAHVINVPRNPDFSLDVERIAEVVEHEKPKCIFLTSPNNPDGSIIDGETLLKILDLPILVILDEAYVEFSGMESKMKWVKKHENLIVLRTFSKRAGLAGLRVGYGAFPKSIIEFLWRAKQPYNVSVAAEVAACAALNNPAYLENVKVALVQERERLFNLLKEVPFLDPYPSYSNFILCKVTSGMDAKKLKEDLATMGVMIRHYNSKELKGYVRVSVGKPEHTEALMKCLKHFY*

NbL04g03020.1 histidinol−phosphate_aminotransferase_chloroplastic [MW = 46.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLAHCTKSTFPPAESYLTTPRFSNPRRRPAAELHFSSLNNFPTRVSKLQVKALDRNNNNTTTGDGGASKNAVSSSSNTNYVVPLDKSSSSCITRPLAEILRDLNKRIADNIIKANDGDDNSTFIPWYHANRMLSFYAPGWCGEVRDVTFSDNGSVTVVYRVTIRGSDGEAHRESTGTVSPGNGPSTDLVAAAEEIAFCRACARFGLGLYLYH*

NbL04g02980.1 DNA_repair_RAD52−like_protein_2_chloroplastic [MW = 23.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00458 WHEP−TRS domain

PF00587 tRNA synthetase class II core domain (G, H, P, S and T)
PF03129 Anticodon binding domain

Protein sequence:
MRIVRALPTCAFSLRHRVISTHLPHTRSFLKPCTGAPYSSATMAAAAEDSLRQALAQKQSSIEFQGNAVRQLKSSGASKPEIEAAVQALNALKLEKSSIESQLQAAAGGSSSASRDAFRQNVVNTLERRLFYIPSFKIYRGVAGLYDYGPPGCSVKSNVLAFWRQHFVLEENMLEVDCPCVTPEVVLKASGHVEKFTDLMVKDEKTGTCYRADHLLKDYCKEKIEKDFSLSSEKAAELKHILAVLDDLSAEQLGAKIKEYCITAPDTKNPLSDPYPFNLMFQTSIGPSGVSPGYMRPETAQGIFVNFKDLYYYNGNKLPFAAAQIGQAFRNEISPRQGLLRVREFTLAEIEHFVDPQDKSHPKFSDVANLEFLMFPRDEQVSGQCAKRLQLGEAVSGGIVNNETLGYFIGRVYLFLTRLGIDQERLRFRQHLANEMAHYAADCWDAEIESSYGWIECVGIADRSAYDLRAHSEKSSVALVAQEKFSEPREVEKLVIIPIKKELGLAFKGNQKMVTEALEAMEEKVAMEMKADLESKGEVGFHVCTLGKNVTIKKSMVSISKEKKKEHQRVFTPSVIEPSFGIGRIIYCLYEHSFYTRPSKGGDEQLNVFRFPPLVAPIKCTVFPLVQNQQYEEVAKLISKSLTAAGISHKIDITGTSIGKRYARTDELGVPFAVTVDSTSSVTVRERDSKDQVRVSTDKVASVVREVTDGVSTWADVLKMYPLHSSGTAEE*

NbL04g02880.1 glycine−−tRNA_ligase_mitochondrial_1−like [MW = 81.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MSIFEYNGSALVAMVGKNCFAIASDRRLGVQLQTVATDFQRIFKIHDKLFIGLSGLGTDAQTLYQRLIFRHKLYQLREERDMKPETFSSLVSAILYEKRFGPYFCQPVIAGLGDDDKPFICTMDAIGAKELAKDFVVAGTASESLYGACEAMFKPDMGPEELFETISQALLSSVDRDCLSGWGGHVYVVTPTEVTEKILKGRMD*

NbL04g02860.1 proteasome_subunit_beta_type−3−A−like [MW = 22.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
GTMSTLSSVASSIANNGFFKKLIMTMPITPPQIRRRKRTLTVASFSTPDSNEMRKSMEEMVPIVSNRRELNLSILTVLLWNRFSSFAVAIGGDVLELERYIDSTEGFTLLRPSSWIKVDKAGATVLFQDANKGSNNVGVVVIPVKITTLSQFGTPQFVADKLILAEKRKESTKEAEVVAVSERTGEGGLQVYEFEYTIDSTRGGKKRIFSAAFVASGKLYLLNIANSDGLESPIDPDRRNTLEQILHSFDTAPST*

NbL04g02850.1 psbP_domain−containing_protein_2_chloroplastic−like [MW = 28.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11831 pre−mRNA splicing factor component PF13921 Myb−like DNA−binding domain

Protein sequence:
MRIMIKGGVWKNTEDEILKAAVMKYGKNQWARISSLLVRKSAKQCKARWYEWLDPSIKKTEWTREEDEKLLHLAKLMPTQWRTIAPIVGRTPSQCLERYEKLLDAACAKDENYDPNDDPRKLKPGEIDPNPESKPARPDPVDMDEDEKEMLSEARARLANTRGKKAKRKAREKQLEEARRLASLQKRRELKAAGIDARQRKRKRRGIDYNAEIPFEKKPPPGFYDVAEEDRPVEQPKFPTTIEELEGERRVDKEARLRKQDIARNKIAERQDAPTAILHANKLNDPEAVRKRSKLNLPAPQIPDHELEAIAKIGIASDLLGGDELSQGNAATRALLANYAQTPHHAMTPMRTPQRTPSTKQDAIMMEAENQRRLTQSQTPLLGGDNPMLHPSDFSGVTPKKREVQTPNPLLTPSATPGATGLTPRIGMTPSRDSYGMTPKGTPMRDELHINEEMDMHNNAKLGQPNSKKELLSGLKSLPQPKNEYQIVVQQPHEENEEPPEENIEEDMSDRIAREKAEEEARQQALLRKRSKVLQRELPRPPIASLELIRSSLLRADEDKSSFVPPTLIEQADEMIRKELLSLLEHDNSKYPLDVKAEKEKKKGVKRKVVAEPAIEDFEEDELKEADGLIKDEAQFVRVAMGHEGESLDEFVEAHKTTLNDIMYFPTRNAYGLSSVAGNMEKLAALQNEFENLKKKMDDDTKKATKLEQKIKVLTNGYQMRAGKLWSQIEATFKQMDTAGTELECFRALQKQEQLAASHRINNLWEEVQKQKELERTLQKRYGDLIADKEKMQHLMDEFRIQAQMQEEIAAKNRALELAKAEMEEKQNTFAATEAGVEPSGTGQCSNSEETSSASAAHVSSSAIEADDVPVESLETGQCSNAEEKSASATHVSSSAIEADDMPAESSEAGQCSNAEEKSDTATHVSSSAMEADDVPVESSEAGQCSNAEEKSASAAHVSSSAIEAGDVPVESSEAGQCSNAEGKSASAANDATPQDAVKVISDDSTMDAEAISENVHMEGQQNCIRESNQDVTKTEDSGVAGDAPRDVTKVEDSIVASDAGN*

NbL04g02500.1 cell_division_cycle_5−like_protein [MW = 118.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03178 CPSF A subunit region PF10433 Mono−functional DNA−alkylating methyl methanesulfonate N−term

Protein sequence:
MYLYSLTLQKPTGILCAINGSFSGGKVQEIAVARGKVLDLLRPDDNGKLQTLLSVEIFGAIRSLAQFRLTGAQKDYIVVGSDSGRIVILEYNKEKNVFDKVHQETFGKSGCRRIVPGQYLGIDPKGRAVMIGACEKQKLVYVLNRDTAARLTISSPLEAHKSHTITFSICGVDCGFDNPIFAAIELDYAEADQDPTGQAANEAQKHLTFYELDLGLNHVSRKWSEQVDNGANLLVTVPGGGDGPSGVLVCAENFVIYKNQGHPDVRAVIPRRMDLPAERGVLIVSAAMHKQKSMFFFLLQTEYGDIFKVTLDHDNDRVKELKIKYFDTIPVSSSLCVLKSGFLFAASEFGNHALYQFQAIGYDPDVEASSSTLMETEEGFQPVFFQPRKLKNLVRIDQIESLMPIMDMKIVNLFEEETPQIFSLCGRGPRSSMRILRPGLAVSEMAVSQLPGVPSAVWTVKKNVNDEFDAYIVVSFANATLVLSIGETVEEVSDSGFLDTTPSLAVSLIGDDSLMQVHPSGIRHIREDGRINEWRTPGKRIIVKVGSNRLQVVIALSGGELIYFEVDMTGQLMEVEKHEMSGDVACLDIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCMQVLSLQSVSSPPESLLFLEVQASIGGEDGADHPASLFLNAGLQNGVLFRTVVDMITGQLSDARSRFLGLRAPKLFSIVVRGRRAMLCLSSRPWLGYIHQGHFLLTPLSYETLEFAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNETAIPLRYTPRRFVLQPKRKMVIMIESDQGAYTAEEREAAKKECFETAGNGENGNAEQVENGEDEDGNDPLSDEQYGYPKSESGRWVSCIRVLDPRSTQTTCLLELQDNEAAFSICTVNFHDKEHGALLAVGTAKGLQFWPKKSFEAAYIHIYKFKEDGKVLELLHKTQVDGVPLALCQFQGRLLAGVGSVLRLYDLGKKRLLRKCENKLFPNSITSIHTYRDRIYVGDMQESFHYCKYRRDENQLYIFADDTVPRWLAATQHVDFDTVAGADKFGNIYFVRLPQDVSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVSCLQRASLIPGGGECVIYGTVMGSVGAMLPFTSRDDVDFFSHLEMHLRQEFPPLCGRDHMAYRSAYFPVKDVIDGDLCEQFPTLPMDMQRKIADELDRTPGEILKKLEEIRNKII*

NbL04g02300.1 splicing_factor_3B_subunit_3−like [MW = 134.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01502 Phosphoribosyl−AMP cyclohydrolase PF01503 Phosphoribosyl−ATP pyrophosphohydrolase

Protein sequence:
MTISYSPCFRPLKVFPRSNLIHSSSSQTFKRYNVVTCTKKSHEDISLGAKVDFLLDNVKWDDKGLAVAIAQNVDTGAVLMQGFANREALSTTISSRKATFYSRSRSSLWTKGETSNNFINVFDVFLDCDRDSIIYLGKPDGPTCHTGSETCYYTSVDGILKNTEVEKNELAMTTLYALESTINKRKAETSSSSSGKPSWTKRLLLDDKLLCSKIREEADELCRTLEENEDKGRTASEMADVLYHAMVLLSLRGVKIEEVLQVLRQRFSKSGIEEKNSRKS*

NbL04g02270.1 histidine_biosynthesis_bifunctional_protein_hisIE_chloroplastic [MW = 31.45 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00676 Dehydrogenase E1 component

PF02779 Transketolase, pyrimidine binding domain
PF16078 2−oxoglutarate dehydrogenase N−terminus

PF16870 2−oxoglutarate dehydrogenase C−terminal

Protein sequence:
MAWFRAGSSVAKLAIRRAVSQGGSYVPRSRILPSQSRYFHTTVIRPKAQSAPVPRPVPLSKLTDSFLDGTSSVYLEELQRTWEQDPNSVDESWDNFFRNFVGLAATSPGISGQTIQESMNLLLLVRAYQVNGHMKAKLDPLALEEREIPDVLDPVSYGFTEADLDREFFLGVWRMSGFLSENRPVQTLRAILTRLEQAYCGSIGFEYMHIPDRDKCNWLRERIETPTPREYNPERREVILDRLMWSTQFENFLATKWMAAKRFGLEGCETLIPGMKEMFDRSADLGVESIVIGMPHRGRLNVLGNVVRKPLRQIFSEFSGGTKPADGAGYVGTGDVKYHLGTSYDRPTRGGNRIHLSLVANPSHLEAVDPVVVGKTRAKQYYSNDVDRTKNMGVLLHGDGSFAGQGVVYETLHLSALPNYTTGGTIHIVVNNQVAFTTDPRSGRSSQYCTDVAKALSAPIFHVNGDDVEGVVHACELAAEWRQTFHSDVVVDIVCYRRFGHNEIDEPSFTQPKMYKVIRSHPSALEIYQDKLLQSGQVTKDDVEKIHNKINTILNEEFVASKDYIPQKRDWLSAFWSGFKSPAQLSRVRNTGVKPEILKDVGKAITTLPEDFKPHRAIKKVYDERKKMIETGERVDWALGEALAFATLLVEGNHVRLSGQDVERGTFSHRHSVLHDQETGAKYCPLDHVMMNQNEEMFTVSNSSLSEFGVLGFELGYSMENPNSLVLWEAQFGDFSNGAQVIFDQFLSSGEAKWLRQTGLVVLLPHGYDGQGPEHSSARLERFLQMSDDNPFVIPEMEPTLRKQIQECNWQVVNVTTPANYFHVLRRQIHRDFRKPLIVMSPKNLLRHKECKSNLSEFDDVQGHPGFDKQGTRFKRLIKDQNDHSDLEEGIRRLVLCSGKVYYELDEERKKVDGKDVAICRVEQLCPFPYDLVQRELKRYPNAEIVWCQEEPMNMGAYSYIAPRLCTAMKALGRGDMDDIKYVGRAPSAATATGFQQVHVKEQTELVQKALQRDPINSPF*

NbL04g02220.1 2−oxoglutarate_dehydrogenase_mitochondrial−like [MW = 115.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00241 Cofilin/tropomyosin−type actin−binding protein

Protein sequence:
KDLKKKKTYHIIWRKKDKKEKKGKTRTPLLRIWSHHRQEKTNFIGALNFLISSIRPRSFKIMANAASGMAVHDDCKLKFLELKAKRTHRFIIYKIEEKQKQVVVEKLGEPTESYEDFTAGLPADECRYAVYDFDFTTEENVQKSRIFFIAWSPDTARVRSKMIYASSKDRFKRELDGFQVELQATDPTEMGLDVFRSRVGGIEC*

NbL04g02200.1 actin−depolymerizing_factor_2 [MW = 23.93 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQVAMNPTNTVFDAKRLIGRRFSDPSVQSDMKLWPFKVIPGPADKPMIVVNYKGEEKQFSAEEVSSMVLVKMKEIAEAFLGTTIKNAVVTVPAYFNDSQRQATKDAGTISGLNVMRIINEPTAAAIAYGLDKKAGSLGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKSTAGDTHLGGEDFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYTTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSGVHDIVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERARTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKDEIEKMVQEAEKYKAEDEEHKKKVEAKNALENYAYNMRNTIKDEKIGAKLSPDDKKKIEDAIDQSISWLEGNQLAEADEFEDKMKELESICNPIIAKMYQGGGAGPDMAGGMNEDDPNAGANSAGPKIEEVD*

NbL04g02180.1 heat_shock_cognate_70_kDa_protein_2−like [MW = 71.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00121 Triosephosphate isomerase

Protein sequence:
MGRTFFVGGNWKCNGTSEEVKKIVSTLNAGQVPSQDVAEVVVSPPFVFLPLVKSELRPDFHVAAQNCWVKKGGAFTGEVSAEMLVNLSIPWVILGHSERRAILGESDEFVGDKVAYAISQGLKVIACVGETLEQRESGSTIDVVAAQTKAIADRVKDWTKVVIAYEPVWAIGTGKVASPAQAQEVHAELRKWLQVNVSAEVAASTRIIYGGSVNGANCKELAGQPDIDGFLVGGASLKVCENTLELLSSVYSWLNKQ*

NbL04g02150.1 triosephosphate_isomerase_cytosolic [MW = 27.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
MGDAIDLTGDGGVMKKIVQRPKPDAIAPSESLPLVDVHYEGTLAETGEVFDTTREDNTIFSFEIGTGSVIKAWDVALRTMKVGEIAVITCKPEYAYGSAGSPPDIPPDATLVFEVELVACRPRKGCSISSVSDERARLEELKKQREMAAAAKEEEKKKREEAKAAAAARIQAKLEAKKGKGKGKAK*

NbL04g02080.1 peptidyl−prolyl_cis−trans_isomerase_FKBP20−1 [MW = 20 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSNSAASLFTSLTTPSKLLVQCSSSPLPSSTNLGRWSFRIRASSSSSAAAPGVDLSTLQTAISKKDSDAVKEALDQLVEVGWARKWSSQPYVSRRTTSLRELTTLGINNAENLAIPSVRNDAAFLFTVVGTTGFLGVLAGQLPGDWGFFVPYLIGSISLVVLGIGSTSPGLLQAAIDGFSSFFPDYQERIARHEAAHFLVAYLIGLPILGYSLDIGKEHVNLVDERLEKLIYSGQLDSKELDRLAVVAMAGLAAEGLKYDKVIGQSADLFTLQRFLNRSKPSLSKDQQQNLTRWAVLFAGSLLKNNSKLHEALITAMTNKASVTECIEAIEKAA*

NbL04g01920.1 uncharacterized_LOC107771755 [MW = 35.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
LPPLQTKHTTNICFVEIHSKLSLLSKMYASNLVSSVRKKIIKPYFPTPIALRCHKLSYLDQMFGGLYVPLALFYPKLSNTWSDKPSNVISEYLENSLSKVLSHYYPFAGKLNENISVDCNDRGVEFFTTKIDCPMAKILNDPYSDKEDLVYPKGVPCTYSYEGSLAVVQLSYFNCGGIAVSGCLTHKIGDGYTIANFIRDWATIARNPCSKIQSPQFNAASIYPPTKDMANLPEVVPKGEECSSKSFTFSSSKLAALRARVINNSNIQNPTTTEIVSAFIYQRAMATKKKSLGSICPSVLVQAMNLRPPLPKTLMGNIGSFFSVITTDEKEMDLPRLVGKLREAKEEVRRKYKHDKTDEFLPTTIELYKEANDSFFNNSCYDIYRFSSINKFPFYNVDFGWGKPEKVSSSSNGPVKNMLIVMDNKSGDGVEVVSYMKEQDMSALEKDEELLEFASPNM*

NbL04g01860.1 acylsugar_acyltransferase_3−like [MW = 51.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
LRTKHTTNICFVEIHSKLSLLSKMYASKLVSSVRKKIIKPYFPTPIALRCHKLSYLDQMFGDIYTPFAFFYPKLSNTWSDKPSNVISEYLENSLSKVLSHYYPFAGKLNENISVDCNDRGVEFFTTKIDCPMAKILNDPYSDKEDLVYPKGVPFTYSYEGSLAVVQLSYFNCGGIAVSGCLTHKIADGHTIANFIRDWATIARNPSSKIQSPQFNAASIFPPTKDMINLLEVVPKGEECSSKSFTFSSSKLAALRARIINNSNIQNPTTTEIVSAFIYQRAMATKKKTSGSICPSVLVQAMNLRPPLPKTLMGNIGSFFSVITTDEKEMDLPRLVGKLREAKEEVRRKYKHDKTDEFLPTTIELYKEGNDSFYSNSCYDIYRFSSVHKFPFYNMDFGWGKPEKVSMSSNGPVKNTLMLMDNKSGDGVEVVSYMKEQDMSALEKDEELLEFASPNM*

NbL04g01850.1 acylsugar_acyltransferase_3−like [MW = 51.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00317 Ribonucleotide reductase, all−alpha domain

PF02867 Ribonucleotide reductase, barrel domain
PF03477 ATP cone domain

Protein sequence:
MYVWKRDGRQETVHFDKITARLKKLSYGLSPEHCDPVLVSQKVCAGVYKGVTTSQLDELAAETAAALTANHPDYASLAARIAVSNLHKNTKKSFSETVKDMYNHISERSGLKAPLISDEVYGIIMKNAARLDSEIIYDRDFDYDYFGFKTLERSYLLKINEKVVERPQHMLMRVSVGIHKDDIESAIKTYHLMSQRWFTHASPTLFNAGTPRPQLSSCFLVCMKEDSIEGIYDTLKECAVISKSAGGIGVSVHNIRGTGSYIRGTNGTSNGIIPMLRVFNDTARYVDQGGGKRKGAFAVYLEPWHSDIFEFLDLRKNHGKEEHRARDLFYALWVPDLFMERVQSNGQWSLFCPSEAPGLADCWGEDFEKLYTKYEREGKAKKVVQAQNLWFEILKSQIETGTPYMLYKDSCNRKSNQQNLGTIKSSNLCTEIIEYTSPTETAVCNLASIALPRYVREKEVPTESQPSKLVGSRGSKNRYFDFDKLAEVTALVSTNLNKIIDVNYYPVETAKRSNLRHRPIGLGVQGLADTFILLGMSFDSPEAQQLNKDIFETIYYHALKASSELAAKEGPYETYAGSPVSKGILQPDMWGVTPSNRWDWGVLREMIVKNGVRNSLLVAPMPTASTSQILGNNECFEPYTSNIYSRRVLSGEFVVVNKHLLHDLTEMGLWSPTLKNRIIYDDGSVQKIPEIPQDLKLIYKTVWEIKQRTLVDMAVDRGCYIDQSQSLNIHMDQPNFGKLTSLHFHAWSRGLKTGMYYLRSRAAADAIKFTVDTSMLKEKRETAVDDETKMAQMVCSLSNREECMACGS*

NbL04g01810.1 reductase_large_subunit−like [MW = 91.34 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 46 91 136 223

Protein length

Gel Slice

3.4 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 46 91 136 223

Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MASGYGDASQKIDYVFKVVLIGDSAVGKSQILARFARNEFSLDSKATIGVEFQTRTLVIQHKSVKAQIWDTAGQERYRAVTSAYYRGAVGAMLVYDITKRQTFDHIPRWLEELRAHADRNIVIMLIGNKTDLEDQRAVPTEDAKEFAQKEGLFFLETSAMEATNVEDAFLTVLTEIFNIVNKKNLVADENQSNGNPASLTGKKILVPGPGQVIPEKKACCSS*

NbL04g01790.1 ras−related_protein_Rab11D [MW = 24.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MASPREENVYLAKLAEQAERYEEMVEFMEKVVGDGDDELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVASIKTYRSKIESELTSICNGILKLLDSKLIGTAATGDSKVFYLKMKGDYYRYLAEFKTGAERKEAAENTLSAYKSAQDIANVELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTLWTSDMQVSSFVLLFIGLVYLFFDSLANPYLVGFSSSG*

NbL04g01770.1 14−3−3−like_protein_A [MW = 30.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MYSHTYTQTEFHMESLSPAIGQKAILRYTTTYSDHDLFLSSVRLRTVRNPNRARRRLRIRVQAKSGAFENSAGGGGGIDFSDPNWKLNYQREFEARFNIPHITDVFPDAVEYPSTFCLKMRTPVSEEFAEGYPSDEKWHGYINNNDRVLLKVINYSSPSSAGAECIDPNCSWIEQWVHRAGPREKIYFKPEEVKAAIVTCGGLCPGLNDVIRHIVITLEIYGVKKIVGIPFGYRGFSEKDLAEMPLSRKVVQNIHLSGGSLLGVSRGGPKVSDIVDSIQERGINMLFVLGGNGTHAGANAIHDECRKRHMKVAVVGVPKTIDNDIMLMDKTFGFDTAVEEAQRAINSAYIEAHSAYRGIGIVKLMGRSSGFIAMQASLASGQIDICLIPEVPFNLHGPHGVLRHLKYLLETKGSAVVCVAEGAGQDFLEKTNAKDASGNAVLGDIGVYLQQEIKKYFKEMGETSDVKYIDPTYMIRACRANASDGILCTVLGQNAVHGAFAGYSGITVGICNTHYVYFPIPEVISKPRVVDPNSRMWHRCLTSTGQPDFL*

NbL04g01670.1 ATP−dependent_6−phosphofructokinase_5_chloroplastic [MW = 60.76 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 26 51 76 101 126

Protein length

Gel Slice

4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 26 51 76 101 126

Pfam domains

Pfam Description
SP Sequon TM Domain PF05047 Mitochondrial ribosomal protein L51 / S25 / CI−B8 domain

Protein sequence:
MALRGVWQLKKLVVSYCNWGGSSRGIRAFMESELPAFKEQNPQLEVVTELNRGQHPFLKGLYKQERACCMCEKFESRRSTRSSNQAKEFAWQKGGEDEDSACYKTTKRSRYMVNSIEVISLQKFF*

NbL04g01590.1 54S_ribosomal_protein_L51_mitochondrial−like [MW = 14.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00120 Glutamine synthetase, catalytic domain PF03951 Glutamine synthetase, beta−Grasp domain

Protein sequence:
MAHLSDLVNLNLADSTQKIIAEYIWIGGSGMDVRSKARTLSGPVDDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVICDCYTPAGEPIPTNKRHSAAKIFSHPDVVVEEPWYGLEQEYTLLQKDINWPLGWPLGGFPGPQGPYYCGIGAGNAFGRDIVDSHYKACLYAGINISGINGEVMPGQWEFQVGPSVGISAADELWAARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNYSTKSMRNEGGYEVIKKAIQKLGLRHKEHIAAYGEGNERRLTGRHETADINTFKWGVANRGASIRVGRDTEKEGKGYFEDRRPASNMDPYVVTSMIAETTILYEL*

NbL04g01440.1 glutamine_synthetase_cytosolic_isozyme_1−1−like [MW = 39.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MAKARSIGIGMDYSATSKIALKWAIDNLIEEGDKIIIIHVVSSKLDPTNKQLFEDTGSPLIPLDEFREINVSKYYGLDPDREVLDMLDTVSKLKKVIVVAKVYWGDAREKLCDAAEHLKLDSLVLGSRGLGVLKRMLLGSVSNHLVQNATCPVTVVKSSPPK*

NbL04g01370.1 universal_stress_protein_PHOS32 [MW = 17.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MEKIGKRFEGKVVIVTASTQGIGFSIAERLALEGASVVVSSRKQENVDDAVKTLSDRGIEVFGLVCHVSNAQQRKNLIERTIQKYGKLDVVVSNAAVNPSVDAILETKESVLDKLWDINVKASILLLQDAAPYLKKGSSVVLISSISAYSPPASMGMYGVTKTALLGLTKALASEMSPDTRVNCVAPGFVPTHIADLITQNEHVRREIEGKTLLNRLGTTQDMAAAVGYLASDDAAYVTGETLVVAGGMPSRL*

NbL04g01330.1 tropinone_reductase−like_3 [MW = 26.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00254 FKBP−type peptidyl−prolyl cis−trans isomerase

Protein sequence:
VIFSLLFRYPLTRSFVRIITTTMASTSLLLPLSSLCSKSSYKNRYQTIRSSQIQSGVTRKWVQTSMDTVEDAEGYNLTKRRDLLIGMGFCGVSSFLVGSSSNAEAAGLPPEEKPKLCDATCAKELENVPMVTTESGLQYKDIKVGGGPSPPVGFQVAANCVAMVPSGQIFDSSLEKGQLYIFRVGAGQVIKGLDEGILSMKVGGKRRLYIPGSLAFPKGLTSAPGRPRVAPNSPVIFDVSLEYIPGLESDEE*

NbL04g01160.1 peptidyl−prolyl_cis−trans_isomerase_FKBP16−3_chloroplastic [MW = 27.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04051 Transport protein particle (TRAPP) component

Protein sequence:
MIGVGKMKQYTNVLERPLSKGKQEVSLSGFAFLFSELVQYNQTQVDNITELERRLEDAGYAVGARILELLCHREKGNRRETRLLGILSFVHSTVWKVLFGKVADSLEKGTEHEDEYMISEKELLVNRFISIPKDMGAFNCGAFVAGIVRGVLENAGFPAVVTAHFVPVEGQQRPRTTILIKFAEEVNQFFLSFCSTLLVGCSTDFLPIAFTVTYFFT*

NbL04g01150.1 trafficking_protein_particle_complex_subunit_5 [MW = 24.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00108 Thiolase, N−terminal domain PF02803 Thiolase, C−terminal domain

Protein sequence:
MEKMVNDSIKPRDVCIVGVARTPMGGFLGSLSSLSATELGSVAIRAALKRANVDPSLVQEVFFGNVLSANLGQAPARQAALGAGIPNSVICMTINKVCSSGLKATMIAAQTIQSGSNDIVVTGGMESMSNVPKYLAQARKGSRLGHDTIVDGMLKDGLWDVYNDFGMGVCAELCADQYKITREEQDSYAIQSFERGIAAQRSGAFAWEIVPVEISGGRGRPSTFVDKDEGLIKFDASKLKKLRPSFKENGGSVTAGNASIISDGAAALVLVSGQKALELGLQVIGRIRGFADAAQAPELFTTAPALAIPKAIKNSGLESSQIDYYEINEAFSVVALANQRLLNLTSGKLNAHGGAVSLGHPLGCSGARILVTLLGVLKHKNGKFGVAGICNGGGGASALVVELMPIRMVARSSL*

NbL04g01110.1 acetyl−CoA_acetyltransferase_cytosolic_1−like [MW = 43.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13242 HAD−hyrolase−like PF13344 Haloacid dehalogenase−like hydrolase

Protein sequence:
MNGEISKSNAQPLSTENAKQLVNSVDAFLFDCDGVIWKGDKLIDGVPQTLEMLRSLGKKLVFVTNNSTKSRKKYAEKFHSLGIPVNEYEIFSSSFAAAMYLKVNDFPTEKKVYVIGEEGILEELELAGFTALGGPADGKKNPELKSNCLFEHDKSVGAVVVGLDQYINFYKLQYGALCIRENPGCLFIATNRDASGHLTDLQEWPDTSFLVTVGAGCMVAAVCGATQKEPIVVGKPSTFLMDFLLQKYNITTSRMCMVGDRLDTDILFGQNAGCRTLLVFSGVVTESAFQDLSKELQVQPEYYTNSVSDILKYV*

NbL04g01060.1 phosphoglycolate_phosphatase_2−like [MW = 34.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12527 Protein of unknown function (DUF3727)

Protein sequence:
MASLFVCTPSTSSPSNISAIFPKSSSFNPQTPPLFPIPTSYFNRKNTHTLICSAAKQQTGPVKKQRTSPNNTKKKKKNVSNFDGEVDVEVEDKEAERYVPLPLPKPPAGFVLDEQGRVLMASNKRIATIVDSTNNFPLECIIRRVFRSLREDECLLLCPVDMPVQILKSTNVEGWSAVSDEEVEAILPTAAYALAKIHMHLVYSGFCYTARGGFCYTEDDIFEFRTDDGDDVDGLPSEGIEITCFHMDGSHYMIYTPSDPLLFVAVKGKDGLLQIADDELLEDPAIISAIDEETEFNALVEEEAALLESLLGERFKFYY*

NbL04g00830.1 uncharacterized_LOC109239397 [MW = 35.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00933 Glycosyl hydrolase family 3 N terminal domain PF01915 Glycosyl hydrolase family 3 C−terminal domain

Protein sequence:
MQRIKMGFLMRILVIFCWMILVKAEYMTYKDPNKPLGRRIKDLMSRMTLEEKIGQMIQIDRTVATPEAMKKYYIGSILSGGGSVPKKEASAENWIDMINGFQKGSLSTRLGIPMIYGIDAVHGNNNVYKATIFPHNVGLGVTRDPQLIKKIGAATALEARATGIPYVFAPCLAVCRDPRWGRCYESYSEDPNIVRAMSEMVPGLQGDVPSNGRLGVPFVANKQKVAACAKHYVGDGGTVKGINENNTIIDRHGLLSIHMAGYYNSIIKGVATVMVSYSSWNGVRMHGNREMVTGFLKGTLRFRGFVISDWAGIDKLTYPWHANYTYSILEGVNAGIDMVMLPYNTTEFIDGLTYLVKNNFVQMSRIDDAVKRILRVKFQMGLFESPLADYSMVKYLGSAEHRELAREAVRRSLVLLKNGANADEPVLPLPKKTSSILVAGIHANNMGYQCGGWTITWQGLSGNTTIGTTILSAIENTVDPETKVVFKENPDAEFIKSNNFSYAIVAVGETPYAEGSGDSLNLTIPAPGPDTMTTVCASVKCVVVLLTGRPVMIQPYLAQIDALVAAWLPGTEGQGIADVLFGDYGFTGKLARTWFKTVDQLPMNVGDPHYDPLFSFGFGLTTEPTQAY*

NbL04g00760.1 beta−glucosidase_BoGH3B−like [MW − SP = 66.09 kDa]
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1 47 93 139 185 230

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MACIKSGTVRRLIYTGTVLSASPLKDDGNGFKELMDETCWTPLNIHFAFSDDFLRVYVEAKTTAEKEILNLGQNGFEVVSLGSGIVGGDTLLSNISSSMAAILSVVTGDEISYQQLKFIEEVDGKAPIVHIEDVCEAHIFGMETASINGRFLCASAFVSSAEIASYYKEKYPEFHANQRYLDDPKREVKWGSKKLIDKGFVYKKDMKIILDDNISCAKEIGVLNLPPSA*

NbL04g00720.1 anthocyanidin_reductase_((2S)−flavan−3−ol−forming)−like [MW = 25.24 kDa]
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1 195 389 583 777 972

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00675 Insulinase (Peptidase family M16)

PF05193 Peptidase M16 inactive domain
PF16187 Middle or third domain of peptidase_M16

Protein sequence:
MAVGRKEENMGVEIVKPRTDKRDYRRIVLQNNLEILLISDPETDKCAASMNVCVGAFSDPEGLEGLAHFLEHMLFYASEKYPVEDSYSKYITENGGSTNAFTSSEDTNYYFEVNADGFEEALDRFAQFFIKPLMSSDATTREIKAVDSEHQKNLLSDAWRMNQLQKHLSAKNYPYHKFGIGSWDTLEVRPKERGIDTRQELLKFYSENYSANLMHLVVYSKDSLDKAEQLVRSKFQDIPNIDRNQIHFTGQPCTTEHLQILVRAVPIKQGHKLKIVWPVTPGIRHYKEGPSRYLGHLIGHEGEGSLFFILKNLGWATSLSAGESDWTDEFSFFNVGIDLTDAGQEHFEDIVGLLFKYIHLLQQAGGCKWIFDELSAICETAFHYQDKIRPSDYVVNVAMNMQHYPPEDWLVGSSLPSKFNPSIIQSFLNELNPDNVRIFWESTKFEGNTSMTEPWYGTAYSIEKVTGATIQHWMKQAPSEDLHLPAPNVFIPTDLSLKPVFEKTKVPVLLRKSPYSRLWYKPDTAFSSPKAYVMIDFSCPFCGHSPEAEVLTEIFTRLLMDYLNEYAYHAQVAGLYYGINKTNNGFQLTVFGYNDKLRVLLEAVVEKITKFEVKPDRFSVIKELVTKQFQNYKFQQPYQQAMYYCSLLLQENTWPWTDELEVLPHLKEDDLVKFYPLLLARSFLECYVAGNIEQAEAESMTQLIEDVFFNGPQPISKPLFASQHLTNRVVNLERGVNYFYAAEGLNPNDENSSLLHYIQVHQDDFTLNVKLQLFALIAKQPAFHQLRSVEQLGYITVLMQRSDSGVHGVQFIIQSTAKDPKYIDSRVELFLKMFESKLYEMTSDEFKSNVNALIDMKLEKHKNLQEESRFYWREISDATLKFDRRECEIEALKQLTLKELTDFFDEYIKAGVPQKKALSVRVYGSSHSSQFQEHKNEQIEPNAVQIEDIFSFRRSRPLYGSFKGGFGHVRL*

NbL04g00660.1 insulin−degrading_enzyme−like_1_peroxisomal [MW = 112.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02514 CobN/Magnesium Chelatase PF11965 Domain of unknown function (DUF3479)

Protein sequence:
MASLVSSPFTLPNSKVEHLSSISQKHYFLHSFLPKKTNPTYSKSPKKFQCNAIGNGLFTQTTQELRRIVPENIQGLATVKIVYVVLEAQYQASLTAAVQTLNKNGKFASFEVVGYLVEELRDENNYKMFCKDLEDANVFIGSLIFVEELALKVKTAVEKERDRLDAVLVFPSMPEVMRLNKLGSFSMSQLGQSKSPFFELFKKKKSSSAGFSDQMLKLVRTLPKVLKYLPSDKAQDARLYILSLQFWLGGSPDNLVNFLKMISGSYVPALKGMKIDYSDPVLYLDSGIWHPLAPCMYDDVKEYLNWYATRRDTNEKLKNSSAPVVGLVLQRSHIVTGDESHYVAVIMELEAKGAKVIPIFAGGLDFSGPVERYFIDPITKKPFVNSVISLTGFALVGGPARQDHPRAIEALMKLDVPYIVALPLVFQTTEEWLNSTLGLHPIQVALQVALPELDGGMEPIVFAGRDPRTGKSHALHKRVEQLCTRAIKWGELKRKTKAEKRLAITVFSFPPDKGNVGTAAYLNVFASIYSVLKELKKDGYNIEGLPETSAQMIEEVIHDKEAQFSSPNLNIAYKMNVREYQKLTPYATALEENWGKAPGNLNSDGENLLVYGKQYGNVFIGVQPTFGYEGDPMRLLFSKSASPHHGFAAYYSFVEKIFKADAVLHFGTHGSLEFMPGKQVGMSDACFPDSLIGNIPNVYYYAANNPSEATIAKRRSYANTISYLTPPAENAGLYKGLKQLSELISSYQSLKDSGRGQQIVNSIISTARQCNLDKDVDLPEEGEEISAKERDLVVGKVYSKIMEIESRLLPCGLHIIGEPPTAMEAVATLVNIAALDRPEDGISALPSILAATVGRSIEEIYRGNDQGILRDVELLRQITEASRGAISAFVERTTNNKGQVVNVNDKLTSILGFGINEPWVQYLSNTQFYRADREKLRVLFQFLGECLKLIVANNEVGSLKQALEGKYVEPGPGGDPIRNPKVLPTGKNIHALDPQAIPTVAAVQSAKIVVERLLERQKADNGGKYPETVALVLWGTDNIKTYGESLAQVMWMIGVRPVTDTLGRVNQVEPVSLEELGRPRVDVVVNCSGVFRDLFINQMNLLDRAVKMVAELDEPEDQNYVRKHALEQAKTLGVDVREAATRIFSNASGSYSSNINLAVENSTWNDEKQLQDMYLSRKSFAFDCDAPGTGMTEKRKVFEMALSTADATFQNLDSSEISLTDVSHYFDSDPTNLVQNLRKDGKKPSAYIADTTTANAQVRTLSETVRLDARTKLLNPKWYEGMLSTGYEGVREIEKRLTNTVGWSATSGQVDNWVYEEANTTFIQDEEMLNRLMNTNPNSFRKLLQTFLEANGRGYWETSAENIEKLKQLYSEVEDKIEGIDR*

NbL04g00620.1 magnesium−chelatase_subunit_ChlH_chloroplastic [MW = 153.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00626 Gelsolin repeat PF02209 Villin headpiece domain

Protein sequence:
MSSSAKALDPAFQGAGQRVGTEIWRIEDFQPVPLPKSDYGKFYSGDSYLILQTTSGKGGAYLYDIHFWLGKDTSQDEAGTAAIKTVELDAVLGGRAVQYREIQGHESDKFLSYFKPCIIPLEGGIASGFKKPEEEEFETRLYICKGKRVVRMKQVPFSRSSLNHDDVFILDTNDKIYQFNGANSNIQERAKALEIIQFLKEKYHEGTCDVAIVDDGNLQAESDSGSFWVLFGGFAPISKKVVTEDDIVPEKTPPKLYSINGQVSPMDGELSKSSLENNKCYLLDCGAEVYVWVGRVTQLEERKAAIQTAEEYLVSHNRPKATHVTRVIQGYEPHSFKSNFDSWPSGSAPVPEEGRGKVAALLKQQGVGVKGASNSAPAIEEVPPLLEGGGKVEVWRINGSAKTPVRKEDIGKFYSGDCYIVLYNYHSHDRREDYYLCWWIGKDSIEEDQSMAARLANTMCNSLKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGLNDETYAADSVALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSLFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFWFALGGKQSYTSKKVAPEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDVLLLDTHAEVFVWIGQSADSKEKQSAFDIGQKYVEMAASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKASAHGNSFQKKVMLLFGVGHASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSATRPAGTSSASQRAAAIAALSGVLTAEKKQSSEGDSPVRSNRSSPVRSNRSSPVRSADSGPAESDLSTAEVQDSEKASEPKEIVEPAESDGSEPKPEAEQDEGGNESGQAIFSYEQLKAKSDNPVTGIDFKRREAYLSDEEFESVLGMEKEAFYKLPKWKQDMHKRKVDLF*

NbL04g00610.1 villin−3−like [MW = 104.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00394 Multicopper oxidase PF07732 Multicopper oxidase

Protein sequence:
TYILQVKDQIGSFFYFPSLAMHKAAGGYGGIKIDSRPLIPVPFPPPAGEYTMLVGDWFKKNHTGLKAILDGGSDLPFPDGLLINGRGSNSLTFTVDQGRTYRFRISNVGLTTAINFRIQGHKMVLVEVEGTHTLQNTYESIDIHLGQSYSVLVTMDQPGQDYYIVASTRFTSQVLTA

NbL04g00570.1 L−ascorbate_oxidase_homolog [MW = 19.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02152 Dihydroneopterin aldolase

Protein sequence:
MDIPKGDKLVLRGLKFHGYHGVKPEETKLGQKFLVDVDAWMDLRPAGKSDCLSDTLSYTDIYKIVKEIVEGPPRKLLEKVAELIASTTLDKYPQVSAVRVQVGKPHVAVQGSVDYLGVEIIRHRDLDG*

NbL04g00540.1 dihydroneopterin_aldolase_1−like [MW = 14.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02037 SAP domain PF03372 Endonuclease/Exonuclease/phosphatase family

Protein sequence:
MLQSLKLGLYNYINPNSVGVILRKPKFQVLVSVNFTKMGSKKRPFLTSSAIAKSNEPMGVAAEKGVSKENSDKEILVEDMETVEKMTVPQLRVKLRSLGIPSRGIKQELVASLKTFLYSKLNDAGNGAVAREDQVTSDKSGVADNTSKTKARKVSSNQSDVAASEVSSTRQTKKRVKKDNTKDTSVDIIVKQAEITQELPAESNDIKGKKTVRAKRKVSSATASAHIGVSEGVDISVNQDEPWTIFAHKKPKDGWIVYNPTTMRPPPLSKDTKYVKLLSWNVNGLRALLKLKNLLIQQLADREDFDVLCLQETKLQDKDVEAIKESLSGYENSFWTCSVAKLGYSGTAIISRIKPLSVRYGLGIPDHDTEGRLVTVEFDNFYLLCGYVPNSGDGLRRLTYRITEWDPSLGNYMKELEKSKPVVLTGDLNCAHEEIDIYNPAGNKRSAGFTDEERQSFETNFLNKGFVDTFRKQHPGVVGYTYWGYRHGGRKTNKGWRLDYFLVSERIADNVHDSYILPDVDGSDHSPIGLILKL*

NbL04g00380.1 DNA−(apurinic_or_apyrimidinic_site)_lyase_chloroplastic [MW = 59.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00355 Rieske [2Fe−2S] domain PF08417 Pheophorbide a oxygenase

Protein sequence:
MCCFAESHKATFLLLSVTTLSCSALAITDRVLIKQFQESAMQAFKASSFTPFQVLNLNYSTRSFPKTIHDKPSVNIHPNNENPNSCFTSVQSQNAKFKLFTAISQSISTESRTPFDEETENENQEEKFDWYAEWYPIMPICDLDKRRPHGKKVMGIDVVVWWDKNEKEWKVMDDACPHRYAPLSEGRIDQWGRLQCVYHGWCFGGSGDCKFIPQAPRDGPPVHTSKRACATVYPSCVQNDILWFWPNSDPLYKDIYLQKRPPYIPELDDSSFSKSFIVRDISYGYELLIENLMDPAHVQYSHYGIMNVPQPPKSVKADREGGRPLDITVTKLDVNSITANQGPGRNTFIAPCVYYSLFAFGGNQGKTSAVSSGTVQEKPSAEKQKKALLIFICIPVSPGHSRIIFASPRNFATWADRIIPRWIFHLGQNLILDSDLYLLHVEEHKLKEIGPYNWHNACYMPTKADAIVVAFRRWLNKYAGGQVDWRAKYNGDLPPTPPREQLLDRYWTHTVNCTSCNFAYKGLNGLEIILQIASIGMIGIVAAAKQGMLSMVMRYSLVSIALLCFVASRWLSHFIYKNFHFHDYDHAFR*

NbL04g00160.1 protochlorophyllide−dependent_translocon_component_52_chloroplastic−like [MW − SP = 64.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10615 Protein of unknown function (DUF2470)

Protein sequence:
MATHLPTLSLPSTRLSKIALPLSKSGNRAQFNFPKSSIGPLICAVSVVSEPIQSEKTNNGKPYPAEVSRTIMELSSVGTLSTPTQDGWPLGIGVRFAVDPHGTPVLFLNDATSKLSVNCKSSIHVQLEQYGLRTPQCTVQGTLEKPEDTTALKKLHSVWKKRFGHEIDEDHLFLLSVERVLQLEDFAEDGIWVTSSDYKLANPDPLRDFAERMIEEINTHNREDILRFCNIYIDLDFQVSDAKMLWVDRLGFDVRFRSPQNDVFEARIPFPREVTDEKGAKSSFNCMSQLAWEVEKNFHAAEFEKAKQLKKIEYTGL*

NbL03g24920.1 glutamyl−tRNA_reductase−binding_protein_chloroplastic [MW = 35.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04627 Mitochondrial ATP synthase epsilon chain

Protein sequence:
MASNAAAPFWRAAGMTYITYSNLCANLVRNCLKEPYKTEALIREKVHYSISKWVDGKPQKPSLVFWENEILRTFGFLVHHFSFEISLRQPSAQTLRKSEIRLSRTNTEYLECKFGAEPTEAVVEVRRYSHVIPKRGSCKYLRALVRPVMLYGTKCWPVKNSHIQKMKVAEMRMLRWMCGHTRMDKLKNEDIREKVGVAPMEDKMREARLRWFGHIQRRNTDAPVRRCERLAVVGTRKGRGRPKKY*

NbL03g24910.1 uncharacterized_LOC104100193 [MW = 28.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAGTGIHPYHQQWPPAPGPPPASAAAPPHHHPSSMPMPIDEVRTIFISGLPQDVKERELVNLLRWLPGYEASQVNFKGEVPMGFALFSNHQFAIGAKDALQGLCFDTEAKCILHTEMAKKNLFVKRGIVGDSNVQDQSKRLRTGGDYTQSGYSSPSPFHPPPPAPVWGPHGYLAQAPPPYDPYGGYPVPHMPMPAPAPVPAPSSYVPIQNTKDNPPCNTLFIGNLGENINEEELRGLFSTQPGFKQMKVLRQERHTVCFIEFEDMNSATNVHHSLQGAVIPSSSSVGMRIQYSKNPFGRRKDGHPVGAPNVNGAPPPLTYK*

NbL03g24880.1 cell_wall_integrity_protein_scw1 [MW = 35.03 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain

PF01842 ACT domain
PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
ILHSIYFISIVSITSNLQQLLSFFEFSFSIIMASTPSPRTAATTLQNSLLSSSSSSVNHDKPSNLSFLHASSNSSSLKLFHSVSASFSPSNSSSTICNVLKTIESADISFSNARDLDGVVSIHKPTILVSEKLGEAGLDLLRSFGNVDCSYNLSPEDLCAKISLCDALIVRSGTKVTREVFEAAQGRLKVVGRAGVGIDNVDLQAATEFGCLVVNAPTANTIAAAEHGIALLTSMARSVAQADASMKAGKWLRSKYVGVSLVGKTLAVMGFGKVGSEVARRAKGLGMHVIAHDPYAPADRARAIGVDLVSFEQAIATADFVSLHMPLTPATKKVFNDDTFAKMKKGVRLINVARGGVIDEDALVRALDSGIVAQAALDVFTVEPPPKDSKLVQHENVTVTPHLGASTKEAQEGVAIEIAEAVVGALNGELSATAVNAPMVPPEVLSELAPYVVLAEKLGRLAVQLVTGGSGIQNVKVVYKSARDPDSLDTRLLRAMVTKGIIEPISDTIINLVNADFSAKQKGIRISEERVIVDSSPEYPVESIQVQISNVQSRFASALSENGNISIEGKVKYGVPHLTRVGSFSVDVSLEGNLILCKQVDQPGMIGQVGNILGESNVNVSFMSVGRTVKRKQAIMAIGVDEEPNKDTQKKIGEVSAIEEFVFLKL*

NbL03g24870.1 D−3−phosphoglycerate_dehydrogenase_2_chloroplastic−like [MW = 70.64 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13516 Leucine Rich repeat

Protein sequence:
MRLQLLPVVALPLLIGILFYGPSYAIADTDPNDASALRVMYGALNSPGQLTKWTANGGDPCGESWKGITCSGDNRVTEIKISGLQLSGSLGYQLASLTSVTNFDISNNNLGNQLPYQLPPNVQRLNLAGNGFNGGLPYSISQMTSLRYLNVSHNQIQGQVTVAFDSLSSVNTLDFSFNAMTDNLPQSFKALTSMNKMYLQNNQFTGTIDVLANLPLDDLNVENNRFTGWIPDQLKGFVKSNGNSWNSGPAPPPPPGTPPASRPDRHHKSGGNNSPSGGGGSGDGSGKSGIGGGAIAGIVISILVVVAIVAFFVIKKRSRRSSTDIEKHDNQPFAPLASQEVQEMKTNQASSAPSVKTFEAPAVVNLRPPPIERHKSFDEDEIAAKPIVPPKKVNTAKINARQYSIADLQMATDSFSVDNLIGEGSFGRVYRAQFDDGKVLAVKKINSSALHNPEDFLDIVSEISGLHHPNVTELVGYCSEHGQHLLVYEFHKNGALHDFLHLSDENSKPLTWNSRVKIALGTARALEYLHEVCSPSVVHKNIKSANILLDAELNPHLSDSGLASLIADVDQALNHNTGSGYGAPEVAMSGQFTIKSDVYSFGVVMLELLTGRKPFDGGRTRSEQSLVRWATPQLHDIDALAKMVDPALEGLYPVKSLSRFADVIALCVQPEPEFRPPMSEVVEALVRLVQRANMSKRTFGVDQASPRGETDAQDYEP*

NbL03g24800.1 protein_STRUBBELIG−RECEPTOR_FAMILY_6 [MW − SP = 74.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MARVRDFFAGMLVSGKNVNFSKGKKKLFLAVVASVLLVAAVIGVVAGVKSRSNNSDDHADIQAITTAAHAIVKSACENTLHPELCYSTISSVSDFSKKVASQKDVIELSLNITCRAVEHNFFTVEKLIKTRKGLTPREKVALHDCLETIDETLDELHKAIDDLELYPNKKSLREHADDLKTLISSAITNQDTCLDGFSHDDADKKVRKALLKGQKHVEKMCSNALAMICNMTDTDIANEMKLKGTATNRNLREDNSEWPEWLSAGDRRLLQSSTVRPDVVVAADGSGNFKTVSEAVARAPEKSSKRYVIRIKAGVYRENVDVPKKKTNIMFMGDGRSNTIITGSRNVKDGSTTFNSATVAAVGEKFLARDITFQNTAGAAKHQAVALRVGSDLSAFYRCDILAYQDSLYVHSNRQYFVQCLIAGTVDFIFGNAAAVLQDCDIHARRPGSGQKNMVTAQGRSDPNQNTGIVIQKCRIGATSDLRPVQKSFPTYLGRPWKEYSRTVIMQSSITDVINSAGWHEWNGNFALNTLFYGEYQNTGAGAGTSGRVKWRGFKVITSATEAQAYTPGRFIAGGSWLGSTGFPFSLGL*

NbL03g24710.1 pectinesterase/pectinesterase_inhibitor_U1 [MW = 64.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MDTIKSFKGYGKVDEAEEQAFRKKTRKRIIILIVSAILLLIAIVAIVVGTLVHKNNQKDSSNSKQIPSTTTTAQSLEALCSVTEYKDSCFSSLSNLATSNTTDPETLFILSLKLAKDSLVNLSSVQQNWSKLTKEPKVQRALEVCESVFDDAIDKLNDSVSSVNVNEGQKLLSGPKIDDLRTWLSSTLTDQETCLDALEEMNATFVNDVKLLMKNSTEYASNSLAIVVNILGILGQYNIPVHRKLLSNEETGYPEWVRPGDRRLLQAVNPKPDVTVASDGTRDVLTIQEAVKRVPKKSKVRFVIYVKAGEYVETVRMDKSIWNVMMYGDGKTKTIVSGRLNFVDGTPTFDTATFAVAGRGFIARDMAFKNTAGAANHQAVAMRSQSDHSVFYRCLFDGFQDTLYAHSNRQFYRECDITGTIDFIFGSAAVVFQSCKIQPRQPLRNQFVTITAQGKKDPNQNSGMSIQKCDLSPLDDLTAPTYLGRPWKQYSTTVIMQSNIASFLHPVGWIEWVRGVEPADTIFYAEYQNTGPGAAVAQRVKWAGYKSTITPAEAAKYTVQSLIQGDTWLPDTAVIFDSTL*

NbL03g24700.1 pectinesterase_3 [MW = 64.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MRRFVAEKAKNLITKTRTTDSSPTYVLQRHNSSPLPSPSQSASVLRFLSTLHPSPSDSMASDYSSTPVTLNNVNPKVLKCEYAVRGEIVNLAQKLQQDLKDNPGFHPFDEILYCNIGNPQSLAQQPITFFREVLALCDHPVILDKSETQGLFSADSIERAFQILDQIPGRATGAYSHSQGVKGLRDTIASGIEARDGFPADPNDIFLTDGASPAVHMMMQLLIGSENDGILCPIPQYPLYSASIALHGGTLVPYYLDEETGWGLEISELENQLKTAKSKGIKVRALVVINPGNPTGQVLAEANQRDIVEFCKKEGLVLLADEVYQENVYVPEKQFHSFKKIARSMGFGEKDISLVSFQSVSKGFYGECGKRGGYMEVTGFSPEIREQIYKVASVNLCSNISGQILASLVMSPPKVGDESYESFSAEKEAILSSLARRAKTLEDAFNSLEGVTCNKAEGAMYLFPRINLPAKAIKAAEEAKTAPDGFYARRLLNATGIVVVPGSGFGQRPGTWHFRCTILPQEEKIPAIVSRLTDFHKQFMDEFRS*

NbL03g24680.1 alanine_aminotransferase_2−like [MW = 59.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQPVFLCLLLEYHLQCHYKPSVDFSGKVYTAEFAFAKGFSDLEILEGPLLTGSFWWLFCGFRGVNLSFGSHFCKCLGKTASVIQFNMWREIGIVAALLRGIGYDPFVF

NbL03g24600.1 serine/threonine−protein_kinase_Aurora−3−like [MW = 12.24 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MAFSFPYFFLSFFTITVSVSVSSTENNPKTFIVHVQHDAKPSIFPTHEHWYESALRSLSTNTHSLEPGGVASENLIIHTYSNVFHGFSAKLLISDAKKLEALPGVLAVIPEHVRHVQTTRSPEFLGLTSTDSAGLLKESDFGSDLVIGVIDTGIWPERKSFNDHDLSPVPAKWKGECVSGKDFPATSCSRKLIGARYFSSGYEATNGKMNETVEHRSARDSDGHGTHTASIAAGRYVFPASTLGYARGVAAGMAPKARLAAYKVCWASGCYDADILAAFDAAVADGVDVISFSVGGVVVPYNLDPIAIAAFAANDAGIFVSASAGNGGPGGLTVTNVAPWVTTVGAGTIDRDFPADVKLGNGKIVPGVSIYGGPSLAPHKLYPLIYAGSEGSDGYSSSLCLEGSLNPNDVQGKVVLCDRGVNSRAVKGEVVKKAGGIGMILANGVFDGEGLVADCHVLPATSVGASAGDEIRKYISTALKSKSPPTATILFRGTIVNVKPAPVVASFSARGPNPETPEILKPDVIAPGLNILAAWPDGVGPSGIPSDKRRTEFNILSGTSMACPHVSGLAALLKAAHPGWSPAAIRSALMTTAYTVDNRGQIMMDESTGNSSTVMDFGAGHVHPQNAMDPGLIYDLTSYDYVDFLCNSNYTTKNVRVVTRKYSDCSGAKRAGHVGNLNYPSFSAVFQQYGKHKLSTHFIRSVTNVGDPDSVYKVTVKPPRGMVVTVEPETLAFRRVGQKLNFLVRVQAEAVKLSPGSSIVKSGSLVWSDGKHEVKSPIVVTMQEPLK*

NbL03g24550.1 subtilisin−like_protease_SBT1.5 [MW − SP = 80.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00305 Lipoxygenase PF01477 PLAT/LH2 domain

Protein sequence:
MALAKEIMGISLVEKSSLISSPKVFLNPNFYQKENQLCVHRQFQWRRNLRTGRVLRQSPMAAISENLIKVIPEKAVKFKVRAVVTVRNKNKEDLKETIVKHLDAFTDKFGRNVALELISTDIDPSTKGPKKSNQAVLKDWSKKSNLKTERVNYTAEFVVDSNFGTPGAITVTNKHQQEFFLESITIEGFACGPVHFPCNSWVQSKKDHPGKRIFFSNQPYLPNETPAGLKSLRERELRDLRGDGTGVRKLSDRVYDYDIYNDLGNPDKGIDFARPKLGGYNNVPYPRRCRTGRAPTDTDMSAESRVEKPKPLYVPRDEQFEESKMNAFRTGRLKAVLHNLIPSLMASISTNNHDFKGFSDIDSLYSKGLLLKLGLQDEMLKKLPLPKVVSSIQEGDLLKYDTPKILSKDRFAWLRDDEFARQAIAGVNPVNIERLQVFPPVSKLDPEIYGTQESAIKEEHILGHLNGMTVQEALDSNRLYIVDYHDVYLPFLDRINALDGRKAYATRTIFFLSDLGTLKPVAIELSLPQTGPSSRSKHVVTPPVDATGNWMWQLAKAHVCSNDAGVHQLVNHWLRTHACLEPFILAAHRQLSAMHPIYKLLDPHMRYTLEINALARQSLISADGVIEACFTPGRYCMEMSAAAYKNFWRFDLEGLPADLIRRGMAVPDPTQPHGLKLLIEDYPYAADGLMIWAAIEGWVRSYVNHYYPDSAQVCNDRELQAWYAESINVGHADLRNEEWWPTLASPEDLTSILTTLIWLASAQHASLNFGQYPYGGYVPNRPPLMRRLIPDENDPEYAVFHDDPQKYFFSALPSLLQATKFMAVVDTLSTHSPDEEYIGDRHQPSTWTGDAEIVEAFYDFSSEIRRIEKEIDDRNADTRLRNRCGAGVLPYELLAPSSGPGVTCRGVPNSVSI*

NbL03g24390.1 linoleate_13S−lipoxygenase_3−1_chloroplastic [MW = 103.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MSFAKQEYEFLKEIGIGPKNLGCYVNGTWKANGSVISTVNPVNNQTIAEVVEASAQDYEEGMQACSDAAKIWVQVPAPKRGEIVRQIGDALRANLQEFGRLVSLEMGKIFPEGIGEVQEVIDMCDFAVGLSRQLNGSIIPSERPNHMMLEMWNPLGIVGVITAFNFPCAVLGWNACIALVCGNCVVWKGAPTTPLVTIAMTKIVASVLEKNNLPGSIFTAFCGGAEIGEAIAKDTRIPLVSFTGSSKVGLAVQQTVNQRFGKCLLELSGNNAIIIMDDADIELAVRSVLFAAVGTAGQRCTTCRRLLVHETVYAKVLEPLVDVYKQVKIGDPLEKGTLLGPLHTRTSRENFQKGIQNIKSQGGKILTGGSVIESEGNFVHPTIVEISSKAEVVKEELFAPVLYVIKFKTFEEAVEINNSVPQGLSSSIFTRNPQIMFKWIGAQGSDCGIVNINIPTNGAEIGGAFGGEKGTGGGREAGSDSWKQYMRRSTCTINYGNELPLAQGINFG*

NbL03g24370.1 aldehyde_dehydrogenase_family_7_member_B4 [MW = 54.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01070 FMN−dependent dehydrogenase

Protein sequence:
MAGEPVNVNEFQELARQALPKMYYDYYTGGAEDEHTLKENVEAFRRITIRPRILVDVSRIDMSTTILGHKTSAPIMIAPTAMHKLAHPVGEVATAKAAAASDVVMGLSYMSTCTVEEVASSCVAVRFFQIYVYKRRDITALMVQRAERNGFKAIILTADTPRLGRREADIKNKMVAPRLKNFEGLISTEYVNDKGSNIEALAAGTFDASLCWKDIPWLKSITKLPILIKGVLTSEDAIKAVEAGVEGIIVSNHGARQLNYAPATISVLEEVVHAVQDKVPVFFDGGISRGTDIFKALALGAKAVLIGRAVVYGLAAKGEHGVKQVIEMLKNELELTMALSGCCTINDITRSHVKTDKEIYCRM*

NbL03g24260.1 peroxisomal_(S)−2−hydroxy−acid_oxidase_GLO4 [MW = 39.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

Protein sequence:
MAKALMLKPNCSFEILSAALFNSPPISTPSSAMAMCSTFCPRVSTHLNCRPSSFSPASKPSSFFVSFKAFSSQASASTPKADDTPASIGFLGLGIMGSPMAQNLIKAGRDVTVWNRTKSKCEPLISMGAKYKSSPEEVAASCDVTFAMLADPESAVDVACGKYGAAKGMGPGKGYVDVSTVDGETSKLICEHIRATGAHFLEAPVSGSKKPAEDGQLIFLTAGDDVLYETVAPLLDIMGKSRFYLGEVGNGAAMKLVVNMVMGSMMASFSEGLVLSEKVGLDPSVLVEVISQGAISAPMYAMKGPSMVKSLYPTAFPLKHQQKDLRLALVLAESVSQPTPIAAATNELYKVAKSHGLSDQDFSAVIEALKVQLQRET*

NbL03g23940.1 glyoxylate/succinic_semialdehyde_reductase_2_chloroplastic−like [MW = 39.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12706 Beta−lactamase superfamily domain

Protein sequence:
MTVFLGIVRPPSHTLRSIARSTRQFSLTNNKSILISKQGYSQFKRVLTASLHSSSESSQTGAEVSTDKSEIIFIGTGTSEGIPRVSCLTNPLKTCPVCTKANEPGNKNRRLNTGILIRHTRPSGNCNILIDVGKFFYHSALRWFPPYGIRTVDAVIITHSHADAIGGLDDLRDWTNNVQPSIPIYVASRDFEVMKKTHYYLVDRSGIIPGAAVSELQFNIIKEDPFIVHDLEIIPLPVWHGSGYRSLGFRFGDICYISDVSDIPEETYPLLKDCELLIMDALRPDRSSSTHFGLPRALEEVRKIKPKRTLFTGMMHLMDHEVVNERLLKLRETEGIDVQLSYDGLRVPVSL*

NbL03g23920.1 putative_hydrolase_C777.06c [MW = 39.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12265 Histone−binding protein RBBP4 or subunit C of CAF1 complex

Protein sequence:
MKEERAAKGGEQRSVDERYTQWKSLVPVLYDWLANHNLVWPSLSCRWGPQFEQATYKSRQRLYLSEQTDGSVPNTLVIANCEVVKPRVAAAQHISQFNEEARSPFVKKYKTIIHPGEVNRIRELPQDSKIVATHTDSPDVLIWDVESQPSRHATLGVNNSRPDLILTGHQDNAEFALAMCPSDPFVLSGGKDKSVVLWSIHDHVSTLAEDQGATKSPGSGASNSRPSAESPTVQARGIFQGHDDTVEDVQFCPSSAQEFCSVGDDSCLILWDERTGSSPAVKVEKAHNADLHCVDWNPHDVNYILTGSADNTIRMFDRRNLTSGGVGSPIHIFEGHTAAVLCVQWSPDKSSVFGSSAEDGILNIWDHEKIGKMEDSAGRKASTSPPGLFFRHAGHRDKVVDFHWNAADPWTIVSVSDDGESTGGGGTLQIWRMIDLIYRPEDEVLNELEKFKSHLLTCS*

NbL03g23830.1 WD−40_repeat−containing_protein_MSI4−like [MW = 50.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00270 DEAD/DEAH box helicase PF00271 Helicase conserved C−terminal domain

Protein sequence:
MAGFHNHQGYPAQHIPMGPMPPPMRHPAWLEKELEMKHVENRRLAEDRIALQRELGAAREELHRLNLMISDIKAQHEIHCRELTERGLKLVADLRALEPLKIEVKNLRSQVTKLCTIKQDLSSQVETLTKDLVRMQGENKQIPSLRLEIDGLHQELLCARSAAEYENKAKVELMDQIQTNKEGLEKPSTIQQSGIVPSCGGLDVIQQVLSASAKIAAFCSEILQQLDCGLVQCQALFLAPTRERAQQIENVMRALGDPLGVKVHACVGGNSIQEDKHILSAGVHLVVGTPGCVFDMLQRKNQSLLLDHIRMFVLDEADEMLSRGFKDQIYDILQLLPAKVHVVVFYATMPADALEITRKFMNKPVKVLVKFDELTLEGIKQFYVNVVREERKLDAIYDLYDRLNIAKSVIFVNSRLKVNWLTDKMRSRGHTVSATHGKMDQKARDKIMHEFCSGSSSILITTDLSARVIDVQQVCIVINYDLPTQLENYLRRIGSGEFESKGYAINFVTADEEKMLSDIQRFYNVVIDELPSNVADF*

NbL03g23770.1 eukaryotic_initiation_factor_4A−10−like [MW = 60.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03208 PRA1 family protein

Protein sequence:
MTNYGTIPTSSSGPANVEYISRAKDRIKEGLGTRRPWKEVFNFHSLNLPSGVNDAVSRIKTNISYFQMNYAIVALGIVFLSLLWHPISLIVFLVLMAIWLFLYFLRDEPLVVFGRLISDHVVLIVLSVFTIGILLLTNATSNILISLAVAVFVVLIHASIRKTDDLFMDEEAAGFLRAPPSS*

NbL03g23740.1 PRA1_family_protein_F2−like [MW = 20.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40 PF07687 Peptidase dimerisation domain

Protein sequence:
MDFSRWVFLILIFVSFSAIPILADSSLSEIPINFLNFAKKAEVFDWIVGVRRRIHENPELGYEEFETSKLIREELDKLGISYKYPFATTGVVGFIGSGKSPFVAIRADMDALSMQELVDWEHKSKNAGKMHACGHDAHIAMLLGAAKILREHRDVLKGTVALVFQPAEEGGGGAKKMIDAGALENIEAIFGLHVNPQFPLGKVSSRPGPFLAGSGFFEAVISGKGGHAAIPQHSIDPILAASNVIVSLQHLVSREADPLDSQVVTVAKFQGGGAFNVIPDSVTIGGTFRAFSKESFQQLRQRIEEVIVGQAAVQRCNATVDFLTKEKPFFPPTVNDKNLHKHFQRVAGDMLGNDHVKDMEPLMGSEDFAFYQEVIPGYFYLLGMQDETNEKLVSVHSPYFKINEEALPIGAALQASLAIRYLLEAQSQVPSSISDHHDEL*

NbL03g23530.1 IAA−amino_acid_hydrolase_ILR1−like_4 [MW − SP = 45.63 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 75 149 223 368

Protein length

Gel Slice

3.8 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 75 149 223 368

Pfam domains

Pfam Description
SP Sequon TM Domain PF01678 Diaminopimelate epimerase

Protein sequence:
MAIAAAITVPLTTPSRRFLASASANAIRFSSPLTAQPKYFKIAAGRGTQCPNFRICAASSMRIEAPEKGSPDSFLDRKESDILHFVKYHGLGNDFILVDNRDTTEPKVSPDQAVKLCDRNFGIGADGVIFAMPGVNGTDYTMRIFNSDGSEPEMCGNGIRCLAKFIAELENSRGKRSFTIHTGAGLIVPEIQEDGKVRVDMGEPILKASDVPTKLPPNKDQSVVKARLDVDGSAWNVTCVSMGNPHCVTFGTSQGQDLQVDELNLSDIGPKFEHHVMFPARTNTEFVQVFSPTYLKMRVWERGAGATLACGTGACAVVVAAVLEGRAARWCTVDLPGGPLDIEWSEKDNHIYMTGPAEVVFYGSVPL*

NbL03g23450.1 diaminopimelate_epimerase_chloroplastic [MW = 39.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
SSRPPAKSCLSDSDWETSRIDQAHLVGVTSVSWAPSMAPGSLVSSDILNPVQKLASGGCDNTVKAWKLFNGTWKLDCFPALQMYTDWVRDVAWAPNLGLPKTTIASASEDGRVIIWTVAKEGDQWEGKVLKDFGSPVWRVSWSLTGNILAVADGNNNVTLWNEAVDGEWQPVTTVDA*

NbL03g23220.1 protein_transport_protein_SEC13_homolog_B−like [MW = 19.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MAATFTSVCSIASTSQAVDKKLINSSETLSSFSAISSSSLGGRRKNTVLKKRYDFKIQAATKKLHFNQDGDAIRKLQAGVDKLANLVGVTLGPKGRNVVLESKYGSPKIVNDGVTVAREVELEDPVENIGASLVRQAASKTNDSAGDGTTTSVVLAQGLIAEGVKVVAAGANPIQITRGIERTTKALVAELKKMSKEVEDSELADVAAVSAGNNYEVGNMIAEAMGKVGRKGVVTLEEGRGSENSLYVVEGMQFDRGYISPYFVTDNEKMVAEYENCKLLLVDKKITNARDLVNVLEEAIRGGYPILIIAEDIEQEALATLVVNKLRGALKIAALKAPGFGERKSQYLDDIAILTGGTVIREEVGLSLDRAGSEVLGHAGKVVLSKDSTTIVGDGSTQEAVNKRIAQIKRIVEATEQDYEKEKLNERIAKLSGGVAVIQVGAQTETELKEKKLRVEDALNATKAAVEEGIVVGGGCTLLRLAAKVEDIKGTLDDDEQKIGADIVKRALRYPMKLIAKNAGVNGSVVIEKVLSNDNPKYGYNAATGKYEDLMAAGIIDPTKVVRCCLEHAASVARTFLTSDAVVTENKEPEPVVAGNPMDNSGYGY*

NbL03g23160.1 ruBisCO_large_subunit−binding_protein_subunit_beta_chloroplastic−like [MW = 64.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MELTKESESLLDKIRPPHLEDAGLEDCALPPESIKEAFLKAATAVRSIISASDDEDESEGQCVQTPSPIEDSKDALVGIAVAIEENLGKCITEKGSGGEVPEGTTDVVVVDGAKENSGDLVGEPSLPEGGESCVDGLQGLEIGGKGGKKKEVKEEEGEEGSGKPTLVEGYVV*

NbL03g23070.1 uncharacterized_LOC109224015 [MW = 17.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MEGIGVLLMRPLSNYLQQELTKRFTLFRYWEIPSESLKQHSDSIRAVVGSGVQGANSALIDSLPRLEIVSSHSSGLDKIDLVKCKERGIRVTSTPDALTDDVADMAILLTLATLRRISEADRFVRNGIWKEKDFKLTNKFSGKSVGIVGLGRIGSAIAKRAEAFGCSISYHSRSQKPESTYTYYPRVIDLASNCQILIVACALTDETHHIINREVIAALGPNGVVINIARGSHIDESELVSALAEGRLGGAGLDVLEYEPEAPVLLAGLDNVVLSPHVAASTLETRKDMADLVVANLEAHFSHKPLLTPVI*

NbL03g23030.1 hydroxyphenylpyruvate_reductase−like [MW = 33.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MESIGVLMACPMSSYLEQELDKRFKLFRFWNFPQKIEFLNQNADSIRAVVGNAFAGADAELIDSLPELEIVSSFSVGLDKIDLNKCKEKGIRVTNTPDVLTEDVADLAIGLMLAVLRGICECDRYVRKGLWKSGDFKLTSKFSGKSVGIIGLGRIGLAIAKRAEAFGCPISYHTRSEKPNTNYKYYPSVVELASNSQILVVACALTPETRNIVNREVIEALGSKGVLINIGRGPHVDEKELVSALVESRLGGAGLDVFENEPEVPEQLFGLENVVLLPHVGSGTVETRKAMADLVLGNLEAHFLNKPLLTPVV*

NbL03g23020.1 hydroxyphenylpyruvate_reductase−like [MW = 34.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00366 Ribosomal protein S17

Protein sequence:
MSLTSPLLQLPLSQFKSLTLSTPFINGSSSLSRLSKPSSSITSPNPSPPAFLPPIRAMRSMQGRVVCSTNDKTVSVEVTRLAPHPKYKRRVRKKKKYQAHDPLNQFQVGDFVQLEKTAPISKTKTFLAVPVPPRNQPKPKEEENQELVLPLESSLQQS*

NbL03g23000.1 30S_ribosomal_protein_S17_chloroplastic [MW = 17.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MSSFKLLNHFLTLRSSTPLFYSPFSFTLSLRYCFSSHKNPIFRSSQSRLFSSASNISSYMELVKEVASKGPESQENIAIRADEKSYTYLQLISSARRISNLLSNLDLKIGNDIKRNVDLDGARVGIVAKPCAEFVAGVLGTWLSGGVAVPLALSYPETELLHVMNDSDISVILCTEDHQDLMNTIAVKTGACLSLIPPIPDVDLSTKHDPAKDVTADGPRNLPEMTNCGEDPAMILYTSGTTGKPKGVVHTHKGILAQIQILAEAWEYTSKDQFLHCLPLHHVHGLFNALLAPLFAGSTVDFMPKFSVRGIWQKWRESYPTDGTETDNAITVFTGVPTMYTRLIQGYEAMDPELKAASASAARHLRLMMCGSSALPLPVMQQWETITGHRLLERYGMTEFVMAISNPIKGKRKGGTVGKPFSGVQAKILLDDESGSDKTGVRELCIKSPSLFKEYWRLSEVTKQSFTDDGFFKTGDAVTVDEDGYYIILGRTNADIMKVGGYKLSALEIEAVLLEHPAISECCVLGLPDKDYGEVVCAIVIPDTELKRKRDEELKPALSLQELSDWAKERLAPYKIPSRLFVWDSLPRNAMGKVNKKELKRKLADDPK*

NbL03g22950.1 malonate−−CoA_ligase [MW = 67.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MGSIGNLARRAVLTNTPVMVQIQELVRGVEGCISLAQGVVYWQPPAQALNKVKEIIWEPSVSRYGADEGLPELREALTKKLGRENSLHKSSVMVTAGANQAFVNVVLTLCDAGDSVVMFAPYYFNAYMSFQMTGVTDILVGPGDAKTLHPDADWLESTLKNTVPTPKLVTVVNPGNPSGTYIPESLLKRISDICKEAGCWLVIDNTYEYFMYDDRKHVCIEGNHIVNIFSFSKAYGMMGWRVGYIAYPSEVEGLAAQLLKVQDNIPICASIISQRLALYSMEMGPEWVTDQVKDLVKNRELLLEALSPLGEEAVKGGEGAIYLWAKLPDKYENDFEVVHWLAKRHGIVLIPGSSCGCPGHVRISFGGLIEKDCRVAAERLRKGLEELVNSGMIS*

NbL03g22850.1 aspartate_aminotransferase [MW = 43.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGLNILSQTPLPRQLSASSTLSSSFSLRCRHFYDFNIHNCGDIKCYKIGSSTFPLSGAPRSKPSAFSSQMLPQLSNFSGSGYFWMQDNSASCGNFSPNGRKQGALNSVAPTERAQISSVDDLYEFICSGPLIDKTGLTPEKVAESIDKWIEYGFRLCRLFQLNQLALNEPQKIRLYHYYIPVFLWCEKEISQHSSKFKDDEEIPPLVIGFSAPQGCGKTTLVFALEYLFKITGRKAATLSIDDFYLTAEEQAKLREDNPDNLLLEFRGNAGSHDLSLSVETLTELSKVTKEGVKMKLPRYDKSAYNGRGDRADPSTWPEVEGPLTVILFEGWMLGFKPLPPEVVKVVDPQLETVNKNLEAYYDAWYKYVKSWIIIKIQDPSYVYQWRLQAEIAMRADGNPGMSDEEVRDFVSRYLPAYKAYLPTLYSEGPTGADPEHVLLIEIDEGRNPILGS*

NbL03g22830.1 D−glycerate_3−kinase_chloroplastic [MW = 51.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSVVKDLLSNGVDVKKSETPFVVSDPIMYNGDAHSANGTNSKPFKIFIGYDPREDVAYEVCRHSLLKRSSIPLEITPIKQSELRQQGLYWRERGKLESTEFSFSRFLTPHLANYEGWAMFVDCDFLYLDDIKELRDLVDDKYALMCVQHDYTPKETTKMDGAVQTVYPRKNWSSMVLYNCGHPKNRALTPEVVNSESGAFLHRFMWLEDEEIGEVPFVWNFLVGHNKVVKDDPATFPKAIHYTLGGPWFEAWKDCEFGDLWLKELEECEKAKEKLG*

NbL03g22820.1 protein_CDI−like [MW = 31.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MANDALTSRPVDPLHGLVGLSLFPKTIRVCTDVSVDPKDLESVHNFMKSLETKSPVKLLEEARTIVNNGAELLNTKVMGIDGELAMNGKEKLKERRPGLGRRKPRFTFKPCTSQPSVILGSTLESLELDMDQLEDPVEFFAAAERLEEAKKEMKRLKDISIDEDVNIPLANARRRRPGILNKSVRYKHHFSSIQSENDNAFISSQETLGSDTRAGQNSQLPEKPRGLNVELQEADSPGSVEKTENRNNSSLDELLSISGGDLNGEMVLSKLQERLRIKPFELGPLCIPEFPMTGKADGKAFGQRIRKPWKFSLEIQDLVKSATEGTASAHRQHEESPANNLASPTPSKSPHASLSLLKQKILKPNPLRDPFSPLNIDLYNNDSQSDHPPDWSMKMNPQCISNNAGPTESHGETEYTAGSDNTNIMKMNPQCISNNAGPTESHGETENTAGSDNTNIIVPLSGSDFSHEQLMKNDSGKDNIKTGPNGSQSEKELENGYDDIDINNDINLNMRNMDSYYESGVLVKVNDVAVVNDVIKDQQGLQTESSISCQNMQDGEVLAETLSSPQAQRKADDTHNYSIETVAADSGSSEIDRQVDHMPLQREHSAEQDHYFEDSVKDVTSDQLRSVAVEVHSTEVRSVLSDMSPQHYAQAKDKQQKAKRPAGGMRESKALRPRPSLADAGTSFQDGVRRSKRMKTRPLEYWKGERKLYGWVNDSLKLVGVKYISPIKGSVKVESYISDDYKYLVELAARY*

NbL03g22790.1 uncharacterized_LOC109210747 [MW = 83.38 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 93 185 277 369 461

Protein length

Gel Slice

3.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12569 NMDA receptor−regulated protein 1

Protein sequence:
MDLADRYVNSECVKRMLQADQVTLAEKTAVLFTKDGDQHNNLYDMQCMWYELASGESYFRQGELGRALKKFLAVEKHYADITEDQFDFHSYCLRKMTLRTYVEMLKFQDRLHSHAYFRKAACGAIRCYLKLYDSPLKSASEEDDEMSKLPPSQKKKLKQKLRKAEARAKKEADVKNEESNAANVTKSGKRHVKPVDPDPHGEKLIQIEDPLAEASKYLKLLLKHSSDCLETHLLSFEVNMRKQKILLALQAIKYLMRLDADDPKSHLCLIKFFHKIDSLPTPVNDTEKLIWGVLEAERPTISQLHGKSLIDANNTFLEKHRESLMHRAAVAELLYVLEPNKKAEAVKLILDSTNDLVSIDGAQGNVSSWKLNDCITVHKLLETTLADSDAASRWKVRCAEYFSYSIHFGGFQSSAATSSANNQIQKSSANGALGLNADGDSSLSSNGRLDKLNALKDLHI*

NbL03g22780.1 N−alpha−acetyltransferase_15_NatA_auxiliary_subunit−like [MW = 52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain PF08911 NUP50 (Nucleoporin 50 kDa)

Protein sequence:
MGDTENSLQPSKKRAALKEISRDNPGLDDDEDTADQETGTFKRASEEVMASRRIVKVRRSQTTSTTTAPSSNPFAAIRLPTESGVTSAVTTSNVESGKPEETGDVSEATEKEEGDLNKEAEKEPDQTSKTSEGNVDEPNVNREKVEMLNEPQISESAEKKVAEDEKIQDETKEGTVVEKSESESKKDVEVEKTENEEQIDAGGEKSEKGTETASFSSFQQLSSSQNAFTGLAGTGFTSTTFYFGAISKEGSPLGFGSDAGAGSGSLFGAKSDQPSFGLTLPTNGNNSLFGNSGISIMNKGEGTAFPSKEEVSVETGEENEKPVFTADSVLFEFLDGGWKERGKGELKVNVSTAGEGKARLVMRTKGNYRLILNASLYPEMKLTNMDKRGLTFACLNSAGDGKEGLSTIALKFKDASIVEEFRAAVAKHKGTTTGSLKTPENSPKASDD*

NbL03g22690.1 nuclear_pore_complex_protein_NUP50A−like [MW = 47.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MGSSCFPQSPLSHSLFSSSSLSSSQFTHLLFPPRNAPNCKKKRPATMFCMHSENQKEVDFCTRRTILFVGFSVLPLLNLRATALEGLSVDSQVKAQPLKEETEQTIQGNAENPFFSLLNGLGVFGSGVLGSLYALARNEKAVSDATIESMKNKLKEKEAAFVSMEKKFQSELLNEREILNNQLKRAGEEQQALVNQLNSAKSTVTNLGQELQKEKRIAEELKVQVEGLQNNLMQTKEDKKKLQEELKEKLDLIQVLQEKITLLTTEINDKEATLQSTTSNLAEKESEVDKLSSMYQESQDQLLNLTSEIKELKVEVQKRERELDLKRESEDNLNVRLNSLLVERDESKKELDAIQKEYNEFKSISEKKVASDAKLLGEQEKRLHQLEEQLGAASDEVRKNKVLIVDLTQEKENLRTVLDAELENISKLKLEVQVTRETLEKSRSDASDIAEQLQQSRHLCSKLEAEVSKLQMELEETRTLLQRKIDETKRGAELLAAELTTTRELLKKTNEEMHTMSNELAAVTENRDNLQTELVDVYKKAERTADELKQEKNIVVTLEKELTFLEAQITREKESRKNLEEELERATESLDEMNRNALALAKELELANSRISSLEDEREVLQKSLSEQKQLSQEARENLEDAHSLVMKLGKERESLEKRAKKLEDEMASAKGEILRLRTQVNSVKAPVNNKEKVEAGEKALVTVKRTGRRRRTASQPASQQESS*

NbL03g22650.1 MAR−binding_filament−like_protein_1−1 [MW = 82.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01680 SOR/SNZ family

Protein sequence:
MEEDGAVTVYSGSAITDTKKNPFSIKVGLAQMLRGGAIAEVTTVDQAKIAESAGACCLVVSEPKGTGISRMADPSVIKEIKQAVSIPVMAKARVGHFVEAQILEAIGADYVDESEVLALGDEDHFINKHNFRAPFVCGCRDLGEALRRVREGAAMIRTQGDLLGTGNIVDTVRNVRKVMGDIRLLSNMDEDEVFTFSKKISAPYDIVAQTKQMGRLPVVHFAAGGIVTPADAALMMQLGCDGVFLGPDIFNCSNPYKKVRAIVQAVRNYNDPHILAAASSGLEEAMGGLNLNENRVERFVSAEETY*

NbL03g22570.1 pyridoxal_5'−phosphate_synthase−like_subunit_PDX1.2 [MW = 32.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MKMKKTAILIVLFCATISVVLSVNDGLLPNGNFEQGPKPSQLKGTRVTDPHAIPHWEISGYVEYIKSGQTQGDMLLPVPEGAFAVRLGEDASIKTRITNVTKGTFYSLSFNFARTCAQEEKLNVSVSPNSEPNDWGMLPMQTMYSSDGWDSYSWGFLAQANEIDIMLHNPAIEKDPACGPLIDFIALKALKNPHRPKGNMLKNGNFEEGPYIFPNTSWGVLIPPNIEDDHSPLPGWMIESLKAVKYIDAAHFTVPEGKRAIELVAGRESTIAQQVITTKGKVYDLMFSVGDASNSCQGSMLIEAFAGQINLQVPYESTGNGGFKRAKLRFKAVSERTRVRFLSTYYHMKSDHSGSLCGPVVDDVRLVGVRHP*

NbL03g22550.1 uncharacterized_LOC107817663 [MW − SP = 38.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MDKKKAVAPLVCHGHSRPVVDLFYSPITPDGFFLISASKDSTPMLRNGETGDWIGTFEGHKGAVWSCCLDKHALRAASASADFSAKLWDALTGDVLHSFDHKHIVRACAFSEDTHLLLTGGFEKILRIYDLNRLDAPPREIDSSPGSVRTVAWLHSDQTLLSSSGDAGGLRLWDVRSGKVVQTLETKFPVTSAEVSQDGRYITTADGSSVKFWDANHFGLVKSYDLPCKVESASLEPKFGNRFIAGGEDMWVHVFDFDTGEEIGCNKGHHGPVHCLRFSPGGESYASGSEDGTIRIWQLGPLGQNEDNSTANGSIANAKDDMGEVTQKIEELDVSEAKKTEETQIDGAVKVADA*

NbL03g22480.1 serine−threonine_kinase_receptor−associated_protein−like [MW = 38.43 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
GTTSLTPTPPPGPDIFIYILRKQKKKNFALLLSILIRDKISIKSSKQKMVIRRKAALSLLWILTALTVHLVIVAGEYFKPFNVTYDHRALIIAGKRRILISAGIHYPRATPEMWPQLIARSKEGGADVIESYTFWNGHESVRGQYNFEGRYDIVKFAKLVGSHGLYLFLRIGPYACAEWNFGGFPVWLRDIPGIEFRTDNAPFKEEMERFVKKIVDLMMAESLFSWQGGPIILLQIENEYGNIESSFGPNGKKYMKWAAEMAVGLGAGVPWVMCKQADAPEYIIDTCNAYYCDGFTPNSEKKPKIWTENWDGWFANWGERLPRRPTEDIAFAIARFFQRGGSLQNYYMYFGGTNFGRTAGGPTQITSYDYDAPLDEYGLLHQPKWGHLKDLHAAIKLCEPALVAADSPQYIKLGPKQEAHVYHGTPHNNGQYLSLNESLCAAFIANIDEHESAAVKFYGQEYTLPPWSVSILPDCRNTAFNTAKVGAQTSIKIVGLDSVSVGNNSLFPQLRIKSKLRSISQSWMALKEPLGVWGDKNFTSTGILEHLNVTKDQSDYLWYLTRIYISDDDISFWEENDVSPTIGIDSMRDFVRIFVNGQLAGSMKGKWIKVVQPVKLVQGYNDILLLSETVGLQNYGAFLEKDGAGFKGQLKLTGCRNGDINLTTSLWTYQVGLKGEFLKVYDVNSTESAVWTELPNDAIPSVFSWYRTKFDAPGGTDPVALDFSSMGKGQAWVNGNHIGRYWTLVAAKNGCGRTCDYRGAYYSDKCRTNCGELTQAWYHVPRSWLKTSNNVLVIFEETDKTPFEISIATRSTETICARVSEKHYPPLRMWSHSDIDGKLSLMDKIPEMHLQCDEGHKISSVEFASYGNPKGSCQKFSQGKCHAANSLSIVSQACKGRNSCTIGISNAVFGDPCRHVVKNLAVQAKCSPPPDLSTSASV*

NbL03g22400.1 beta−galactosidase_9 [MW = 104.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MAQFCFFSLLLISVIFVPCALSRSLSSSNPHSQTFDVAESIKKTVQILSLTSQDFQQEAIKSTPANTSSISVSIYPRSALVKPRHKDYASLTLSRLERDSARVSSLTMKLTLSLSNFTHSDLKPVQTILQPEDLQTPITSGASQGSGEYFTRLGLGQPPKEFYMVLDTGSDITWLQCEPCSDCYQQSDPVFNPSGSSTYSRVSCDDAHCSALDVSACGTNACLYQVSYGDGSFTVGEFATETVSFGNSGSFSKVAIGCGHDNEGLFVGAAGLIALGGGTLSLPSQIKASSFSYCFVDRDSASSSTLDFNSARPGDSVIAPLLRNSRRGTFFYVGLTGISVGGQMLSIPASVFQVDGSGNGGIIVDSGTAVTRLQTTAYNALRDSFVKFTQNLPSGGQFALFDTCYDLSSMKTVSVPTVALHFTGDKTLSLHPKNYLIPVDSSGKFCLAFAPTEGSLSIIGNIQQQGTRVSYDLANNLVGFSPDKC*

NbL03g22220.1 protein_ASPARTIC_PROTEASE_IN_GUARD_CELL_1−like [MW − SP = 49.16 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01409 tRNA synthetases class II core domain (F)

PF18552 PheRS DNA binding domain 1
PF18553 PheRS DNA binding domain 3

Protein sequence:
MAEDAILGFLEKNEEISDSFKFAEQHGFLHEEIVNVIRSLNGFRFVDAQDIRRERWVLTEEGKTYAAVGSPEFQLFSAVPPEGIAREELQKKLDPAVYKIGCQQAIKNKWVEMAKTQVSRKVQHADDTVKDSLLRIQNGEAVNQEDIDALKRRKLITQQVWKGNSIRKGPNYAPKRKRAATDLTRENLQRGDWKELEFKEYNFSAKGQPVEGGHLHPLLKVRRQIQMIFLNMGFEEMPTNNFVESSFWNFDALFQPQQHPARDSHDTFFLKVPSTTKMLPEEYVERVKQVHESGGYQSRGYGYDWKREEANKNLLRTHTTAVSSRMLRALAQKPFAPKKYYSIDRVFRNEAVDRTHLAEFHQIEGLICDRGLTLGDLIGVLHDFFARLGMSKLRFKPAYNPYTEPSMEIFSYHEGLKKWVEVGNSGMFRPEMLLPMGLPEDVRVIAWGLSLERPTMILYGIDNIRDLFGPKVDIGLIKRNPICRLGI*

NbL03g22110.1 phenylalanine−−tRNA_ligase_alpha_subunit_cytoplasmic−like [MW = 56.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03129 Anticodon binding domain PF13393 Histidyl−tRNA synthetase

Protein sequence:
MPAILNPSLLILHHHHHPRLSTAVLSLRHRLNFSLFSHSRTSFRAFSTSSSPLIESLANQNVRTGRSSSVSSPPVEHDNAEKIDVNPPKGTRDFPPEDMRLRNWLFHNFREVSKQFGFEEVDFPVLESEALYIRKAGEEIRDQLYCFEDRGNRRVALRPELTPSLARLVIQKGKSVSLPLKWFAIGQCWRYERMTRGRRREHYQWNMDIIGVPDVTAEAELISSIITFFKRIGLTTSDVGFKISSRKVLQEVLRCYSVPENMFGRVCIIIDKIGKIPMDDIRKDLQSADMSEVAIEELLQVLSLKSLAKLEEKLGASGEALSDLKQLFSLAEKYGYSEWLQFDASIVRGLAYYTGIVFEGFDREGKLRAICGGGRYDRLLSTFGGDDLPACGFGFGDAVIVELLKERGLLPELNLQVENIVCSLDQELQGAASAVATILREKGQSVDLVLENKPLKWVFKRAARINARRLILVGNAEWQKGMVNVKTLSTGEQVEIKVDELE*

NbL03g21930.1 histidine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 56.75 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 110 219 328 437 546

Protein length

Gel Slice

4.3 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00538 linker histone H1 and H5 family

Protein sequence:
MDPSMDLPTTTEPPTFYSAQVVNHAPTPTSPQPLPPPPSFSPTPPPYAEMITAAITALKERDGSSRIAIAKYIDRVYTNLPLNHSALLTHHLKRLKNSGYLAMVKHSYMLAGPPGSAHPPLSADVDSNGVGADVSSLTKRKPGRPPKLKPEAQPQVQAQVQFQDQFQAQLQAQLQAQLQAHQQQATQFQPQFQTQPQFIQQQPQYLPQQQFQPDPLLQPQQQFQTQPPTQAYAAPEAQNYAGLGAESVFVSLGLADGPVGVHNPAVGLAPALGAEESTTKRRPGRPRKDGSTVVKPAEPKLPDQSGGTKRRPGRPPKSTTVDAAAGSSMGTARRGRPRKNSTPGRRGRPRKNAAVAATNGGGNVANIPSVGANVTNVPAGGVPSGAISTPKRRGRPPRSSGPPTATVGVTDVPIAAAFETENLPNTVGGGVTNNGSIPPLGKRRGRPPKSYSAIAAPPTVKRPRKLSGKPLGRPRKNVTSAASDPKLVVAYEELKGKLECMQSRIKEAAEALKPCVNAESPAVALAALQELEELASAGVNPVQQN*

NbL03g21830.1 SH3_domain−containing_protein_C23A1.17−like [MW = 57.53 kDa]
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1 123 245 367 489 610

Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MAELKETYACIPSTERGRGILISGDPKSNSILYCNGRSVIIRYLDRPLQVAVYGEHAYQATVARYSPNGEWIASADVSGTVRIWGTHNDFVLKKEFRVLSGRIDDLQWSPDGLRIVASGDGKGKSLVRAFMWDSGTNVGEFDGHSRRVLSCAFKPTRPFRIATCGEDFLVNFYEGPPFKFKLSHREHSNFVNCLRFSPDGSKLISVSSDKKGIIYDAKTGDIIGELSSEDGHQGSIYAVSWSPDSKQVLTVSADKSAKVWDISDDGKGKVKKTLTSLGSGGVEDMLVGCLWQNDHLVTVSLGGTISIFSASDLEKSPVSFSGHMKNVNSLAVLKSDPQIMLSSSYDGLIVKWIQGIGYSGKLERKVNSQIKCFEVVEGEIVSCGFDNKVWRVSLLGDQCGDANSIDVGNQPKDLSLALSSPEATLVSFDTGVILLRGTKVLSTIDLGFTVTASAISPDGSEAIVGGQDGKLRLYSITGDTLNEEAVLEKHRGAITVIRYSPDVSMFASADVNREAVVWDRASREVKLKNMLYHTARINCLAWSPDNTMVATGSLDTCVIIYDISKPASSRITIKGAHLGGVYGLAFTDEHSIVSSGEDACVRVWGLTPQ*

NbL03g21790.1 66_kDa_stress_protein−like [MW = 66.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00232 Glycosyl hydrolase family 1

Protein sequence:
NLSIEYFTMIKAISSPWLILLLITALSTVITVKSDINDVLPEKLSFDTGGLSRESFPKGFIFGTATSAYQVEGAASTDGRGPSIWDTFIKRPGVEPNNANGEVAVDQYHRYKEDIDLLANLNFEAYRFSISWSRIFPNGTGKVNWKGVAYYNRLIDYMLERGITPYANLNHYDLPQALQDRYNGWLSREVVKDYADYAEFCFKTFGDRVKNWFSFNEPRVVAALGYDTGFFAPGRCSKPFGNCTEGDSATEPYIVAHNLILCHANAAQRYREKYQVKQKGKFGILLDFVWYEPLTRGKADNYAAQRARDFHLGWFLHPLVYGEYPKTMQNIVGKRLPKFTKEEVKMVKGSIDLLGINQYTAYYMYDPHYTTPQPLGYQQDWNVGFAYDRKGVPIGPRAHSDWLYIVPWGLHKAVNYVKERYGNPTMILAENGMDYAGNITLPKALYDTKRISYYKSYLKELKKTVDEGANVIGYFAWSLVDNFEWRLGYTSRFGIVYVDFNTLKRYPKLSALWFKKMLRRHKH*

NbL03g21780.1 beta−glucosidase_44−like [MW = 60.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MAQESLVLRGTMKAHTDWVTAIATPIDNSDMIVTSSRDKSLIVWSLTKDGPQYGVPRRRLTGHGHFVQDVVLSSDGMFALSGSWDGELRLWDLQAGTTARRFVGHTKDVLSVAFSVDNRQIVSASRDKSIKLWNTLGECKFTIQEGDSHSDWVSCVRFSPNTLQPTIVSGSWDRTVKIWNLTNCKLRSTLAGHAGYVNTVAVSPDGSLCASGGKDGTILLWDLAEGKKLYSLDAGSIIHALCFSPNRYWLCAATETSIKIWDLESKSIVVDLKVDLKQESEMATEGTTGSACKNKIMYCTCLSWSADGSTLFSGYTDGLIRVWGIGRY*

NbL03g21740.1 guanine_nucleotide−binding_protein_subunit_beta−like_protein [MW = 35.99 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MVDIEEDIKALQLESSEDSVMTNAEEVKPDEALKPENIDGDDSVMSDECKPDDVEKTDNMEDGLKEEANANLKPTLDDEIEVERKRHLNVVFIGHVDAGKSTCGGQILFLSGQVDDRTIQKYEKEAKDKSRESWYMAYIMDTNEEERVKGKTVEVGRAHFETETTRFTILDAPGHKSYVPNMISGASQADIGVLVISARKGEFETGYERGGQTREHVQLAKTLGVSKLLVVVNKMDDPTVNWAKERYDEIESKMIPFLKSSGYNVKKDVQFLPISGLLGSNMKNRVEKSVCSWWNGPCLFEALDAVEVPPRDPKGPLRIPIIDKFKDMGTVIMGKIESGSIREGDNLLVMPNKAAVKGLAIFCDEDRVRGAGPGENVRVRLSGIEEEDIMSGFVLCSVAQPIPAVTEFVAQLQILELLDNAIFTAGYKAVLHIHAVVEECEIVELIQQIDLKTKKPMKKKPLFVKNGAIILCRVQVNNLICIEKFSDFPQLGRFTLRTEGKTVAVGKVAALPSVADNA*

NbL03g21700.1 eukaryotic_peptide_chain_release_factor_GTP−binding_subunit_ERF3A−like [MW = 57.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
MPRSIYMPMFYLQAYHLDVKTAKKAILEGFRRTDESLLQESTKGGWQDGAAAVCVWVLGSKVFVANIGDAKAILARSSPADGSNNSSDGSTPIKAIVLTREHKAIYPQERARIQKAGGSVSSNGRLQARLEVSRAFGDRQFKKVGVIATPDVHSFDLTERDHFIILGCDGLWGVFGPSDAVDFVQKLLKEGLPVSVVSRRLVREAVRERQCKDNCSAVVIAFRKKQ*

NbL03g21620.1 probable_protein_phosphatase_2C_8 [MW = 24.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MAATDNGNDNNNSVSKPSLYLQDMDEVHKVFKRFDTNGDGMISADELSGVINTLGSDTSPDEVSRMMDEIDTDRDGYINLDEFAEFCKGDVNGVGDGGVNELREAFDLYDQDNNGLISDAELHQILTRLGESCSVQDCTKMISSVDADGDGYVSFDEFKKMMTNNNFQKC*

NbL03g21550.1 calcium−binding_allergen_Ole_e_8−like [MW = 18.74 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01116 Fructose−bisphosphate aldolase class−II

PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase
PF07005 Sugar−binding N−terminal domain

PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase
PF17042 Nucleotide−binding C−terminal domain

Protein sequence:
NAFHARNSYIFLGVTQIITRKNIIGFAVYSASVMATHSVIGFVGLDDISLELATSLLRSGYSVQAFEAGSPLVDKFSKLGGKVCTNSIEAGKGVAALVILLSHADQINDLILGDKGVLKGLSKDTVIVFHSNVLPSQIQKLEFTLRDCYGTNVIVDIYVSRAVSEDLNDKTMIISSGSSQSIARAQPILSAMCTKLYTFEGELGAGSKAKMVIELLEGIHSVASVEAICLGAQAGIHPWILYDIISNAAGNSWVFKNSLPQLLRGNQTKHLFLNIFIQNLGNVLDMAKAHKFPVPLLTVAHQQLITGSSHPQSQSDDDFTLLKVWESLLGVNIADAVNSESYKPEELAGQITSQSDTVKRIGFIGLGAMGFGMATQLLKSNFCVLGFDVYPPSLSRFADAGGLTGSTPAEVSQDVDVLVVMVTNELQAESVLYGDQGAVSALPSGASIILSSTVSPSFVSQLEKRLQSDSKKLKLVDAPVSGGVKRAANGTLTIMASGTDEALKHTGSVLSALSEKLYVIKGSCGAASVVKMVNQLLAGVHIASAAEAMAFGARLGLNTRLLFDVIANSGGTSWMFENRGPHMIENDYTPLSALDIFVKDLGIVSREGSSRRVPLHIANIAHQLFLSGSAAGWGRLDDAAVVKVYETLSGVKVEGRLPVLNKESVLQSLPPEWPTDPISEIRTLTEYSLKTLIVLDDDPTGTQTVHDIEVLTEWSVESLVGEFKKRPKCFFILTNSRALTSEKASALIADICRNIDTAAKSVEKADYTVVLRGDSTLRGHFPEEADAAVSVLGEMDAWIILPFFLQGGRYTIGDIHYVADSDRLVPAGETEFAKDAAFGYKSSNLCEWVEEKTKGRIPATGVSSISIQLLRKGGPDAVCEHLCNLQKGSTCIVNAASERDMAVFAAGMIQAELKGKHFLCRTAASFVSARVGIVQKSPILPNDIGINRERNGGLIVVGSYVPKTTKQVEELKLQYGHVLKTIEISVNKVAMESSETREEEIDRAAELADVYLRNNKDTLIMTSRELITGKTPSESLEINFKVSSALVEIVRRITTRPRYILAKGGITSSDLATKALEARRAKVVGQALAGIPLWQLGPESRHPEVPYIVFPGNVGDSKALADVVKNWAHPGRLSTKELLLEAERGRYAVGAFNVYNLEGVEAVVAAAEEENSPAILQVHPSALKEGGVPLVACCISAAEQASVPITVHFDHGNSKQELLEVLEMGFDSLMVDGSHLPFKDNVSYTKYISSLAHSKKMLVEAELGRLSGTEDDLTVEDYEAKLTDINQADEFIDATAIDALAVCIGNVHGKYPASGPNLRLDLLEDLYGLCSKKGVHLVLHGASGLSKEIIEECIKLGVRKFNVNTEVRKAYMDALSSPKKDLIHVMASAKEAMKAVIAEKMRLFGSAGKSC*

NbL03g21410.1 uncharacterized_LOC109223953 [MW = 151.74 kDa]
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Peptide counts over 4 repeats

1 64 127 190 314

Pfam domains

Pfam Description
SP Sequon TM Domain PF00432 Prenyltransferase and squalene oxidase repeat

Protein sequence:
MGELMVEKHVKYILTVEKCKDNFESVVMEHLRLNGAYWGLTTLDIMGKLAAVEQDEVISWVMQCQHESGGFGGNIGHDPHVLYTLSAIQVLALFDKIHVLDIDKVSSYIAALQNEDGSFSGDKWGEVDTRFSYIAILSLALMHQLDKVDVGKAVKYILSCKNVDGGFGCTPGAESHAGQIFCCVAALAITGSLHHVDKDLLGWWLCERQVKSGGLNGRPEKLPDVCYSWWVLSSLIMIDRVHWIDKGKLVKFILDCQDKENGGISDRPDDAVDVFHTYFGVAGLSLLEYPGIKPIDPAYALPVDVVNRVILGR*

NbL03g21350.1 geranylgeranyl_transferase_type−2_subunit_beta_1−like [MW = 34.61 kDa]
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Peptide counts over 4 repeats

1 208 415 622 829 1035

Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MQATSVVLNTKPVLAPIHVYNDSKSSLVVTSQSNWVQRKRNIKLRSHRHSRSRAYLIRDKLQSVQGRCLHQNVEQLHRANILHRRQPVSCFLYPQRRQFGINKLKNGVFLDKSTFQLSKQPRGDVFAEELQVPRATVGPDEPHAASTAWPDGVLEKQGFDMLDPEVERAEFEHFLSSELPSHPKLYRGQLKNGLRYLILPNKVPPNRFEAHMEVHVGSIDEEDDEQGIAHMIEHVAFLGSKKREKLLGTGARSNAYTDFHHTVFHIHSPTSTKGSEGDCLPVVLDALNEIAFHPKFLASRVEKERRAILSELQMMNTIEYRVDCQLLQHLHSENKLSKRFPIGLEEQIKKWDADKIRKFHERWYFPANATLYIVGDIDNISQTIYHIEDVFGQTETDNESNSAPSPSAFGAMASFLVPKLTVGLSSNSTHDRSSVSLDQSKALRKERHAVRPPVQHNWSLPGHNNDTTTPQIFQHELLQNFSMNMFCKIPVNKVRTYGGLRNVLMKRIFLSALHFRINTRYKSSNPPFTSVELDHSDSGREGCTVTTLTVTAEPKNWQNAVKVAVQEVRRLKEFGVTKGELARYTDALLKDSEQLAAMIDNVSSVDNLDFVMESDALGHTVMDQRQGHESFLAVAGTITLEEVNATGAEVLEYISDFGKPSAPLPAAIVACVPSKVHVEGGGEAEFRISPEEITTAIISGLKESIEPEPELEVPTELITSKQLEELRLKRCPSFVPVATNSDITKSYDNETGIVQRRLSNGIPINYKITKNEANCGVMRLIVGGGRAAESSHEKGSVIVGVRTLSEGGRVGNFSREQVELFCVNHLINCSLESTEEFICMEFRFTLRDNAMRGAFQLLHMVLEHSVWLDDAFDRAKQLYLSYYRSIPKSLERSTAHKLMLAMLNGDERFVEPTPHSLQSLTLESVRAAVMDQFVSDNMEVSIVGDFSEEDIESCILDYLGTVKPTKGFEKAQQYSPILFSTSPFGLQHQQVFLKDTDERACAYIAGPAPNRWGFTFEGKDLFESVGDHSANDHEC

NbL03g21200.1 stromal_processing_peptidase_chloroplastic [MW = 116.49 kDa]
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1 46 91 136 181 226

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLISVKLIAISPLLLLLPAFSLCFTVINASKSSDPIPTPWPKQFHSILFMNNTKGNLQVVDLWYDYPNGRNFNIIQNQLGKRLYDLEWDNGTSYYYTLDANKECRVMHFPVGILRPNWLQGGKYLGQRYMDGFLCNVWEKVDFIWYYEDIVTKRPVYWAFFTGMIAHVMTFEVGKVLEDPNWQAPVYCFNKALEQEKSPVIENLGNLDASVSRLMGSVVDVSLLL*

NbL03g21010.1 uncharacterized_protein_At4g14100−like [MW − SP = 22.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03937 Flavinator of succinate dehydrogenase

Protein sequence:
MANLRRALLFTIPRILNSSNRPLAGTFSSFLTSNEASFPNYIDLSNEESKRRLFNRLIYRSKQRGYLELDLVLGKWVEEHIQSMDENGIKFLVHVLDQENPDLWKWLTGQEQPPDAISTNPVFSAVREKVINNLDKHASPETRLFLENLGLEDGMISREVEMRVLLEISRSFYCWEASKNI*

NbL03g21000.1 succinate_dehydrogenase_assembly_factor_2_mitochondrial−like [MW = 21.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00565 Staphylococcal nuclease homologue PF00567 Tudor domain

Protein sequence:
MASTGWLKGRVKVVPSGDSLVIMGSSKAEIPPEKSITLASLMAPRLARRGGVDEPFAWQSREFLRKLCIGKEVTFKVEYTVPSIGREYGTVFLDDKNVSMLVVASGWAKVREQGQQKDANPYLKPLQDAEEQAKQQGLGRWSRAPGASEASIRNLPPSAIGDPSIFDARGLLEENKGKLIEAFVEQVRDGSTLRVYLLPDFQFIQVFVAGIQAPTMGRRATSETVVNASITSDEPNGESTTEPRATATTAQRLAASAASVSEVAPDPYGREAKHFTETRVLNRDVRIVLEGVDKFSNLIGSVYYPDGESAKNLGLELVENGYAKYVDWSANMLEVEVKKQLKDAELQAKKTRLRIWTNYVPPATNSKAIHDQNFTGKVVEVVGGDCLIIADDSLPFGHPSAERRVNISSIRTPKMGNPRRDEKPAPYAREAKEFLRNRLIGRQVHVSMEYSRKVGMADGPGAPASGTDSRVMDFGSVFLASKDGDDASPAPSAAGNQLAGVNVAELLVGRGFATVVRHRDFEERSNYYDALLSAESRAISGKKGMHSPKEPPVLHVTDLLAGSAKKARDFLPFLQRNRRMSAVVEYVLSGHRFKLFIPKETCSIAFSISGVRCPGRDEPYSEEAIALMRRKIMQRDVEIEVETVDRTGTFLGTLWESRSNVAVTLLEAGLARLQISFGTDRIQDAHLLMQAEQAAKRQKLKVWENYVEGDEVANGGAAEKRQKEEVKVTVTEVLGGGKFYVQLVSDQKVAAIQKQLASLHLQEAPVIGAFNPKKGDIVLAQFSADNSWNRAMIVNAPRGAVESSKDKFEVFYIDYGNQEVVSYSQLRPLEASVSSSPGLAQLCSLAHVKVPGLEDDYGQEAAYRLSELLLSGPKEFRAAIEEKDASGGKVKGQGTGTIFLVTLVDPETDVSISATLLKEGLARMEKRRRWEPKDKQQALDELEKYQTEARQKRLAMWEYGDVESDDEDSAIPAKKGAGKR*

NbL03g20930.1 ribonuclease_TUDOR_1−like [MW = 107.67 kDa]
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Peptide counts over 4 repeats

1 189 377 565 939

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01794 Ferric reductase like transmembrane component

PF08022 FAD−binding domain
PF08030 Ferric reductase NAD binding domain

PF08414 Respiratory burst NADPH oxidase

Protein sequence:
MQNSENHHPHHHHHHSDTEIIGNDRASYSGPLSGPLNKRGGKKSARFNIPESTDIGTSVGTGAKSNDDAYVEITLDVREDSVAVHSVKTAGGDDVEDPELALLAKGLEKKSTLGSSLVRNASSRIRQVSQELRRLASLNKRPIPTGRFDRNKSAAAHALKGLKFISKTDGGGAGWAAVENRFDEITASTTGLLPRVKFGECIGMNKESKEFAVELYDALARRRNITTDSINKAQLKEFWDQVADQSFDSRLQTFFDMVDKDADGRITEEEVREIIGLSASANRLSTIQKQADEYAAMIMEELDPNNLGYIMIENLEMLLLQAPNQSVQRGGESRNLSQMLSQKLKHTQERNPIVRWYKSFMYFLQDNWQRVWVLLLWIGIMAGLFTWKYIQYKEKAAYKVMGPCVCFAKGAAETLKLNMAIILLPVCRNTITWLRNKTRLGAAVPFDDNLNFHKVIAVAIALGVGVHGLSHLTCDFPRLLNASEEEYEPMKYYFGDQPESYWWFIKGVEGVTGIIMVVLMAIAFTLATPWFRRNRVSLPKPFHKLTGFNAFWYSHHLFVIVYTLFIVHGEKLYITKDWYKRTTWMYLTIPIILYASERLIRAFRSSIKAVKILKVAVYPGNVLALHMSKPQGYKYKSGQYMFVNCAAVSPFEWHPFSITSAPGDDYLSVHIRTLGDWTRQLKTVFSEVCQPPPNGKSGLLRADYLQGENNPNFPRVLIDGPYGAPAQDYKKYEVVLLVGLGIGATPMISIVKDIVNNMKAMDEEENSLEDGHNNMAPNSSPNIAQKKGNKSGSASGRNNFNTRRAYFYWVTREQGSFDWFKGIMNEAAEMDHKGVIEMHNYCTSVYEEGDARSALITMLQSLHHAKNGVDIVSGTRVKSHFAKPNWRNVYKRIALNHPEAKVGVFYCGAPALTKELRQHALDFSHKTSTKFDFHKENF*

NbL03g20890.1 respiratory_burst_oxidase_homolog_protein_C [MW = 105.92 kDa]
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1 59 117 175 289

Pfam domains

Pfam Description
SP Sequon TM Domain PF14580 Leucine−rich repeat

Protein sequence:
MVRLTADLIWKSPHFFNAIRERELDLRGNKIPVIENLGATEDQFDTIDLSDNEIVKLENFPYLNRLGTLLMNNNRVTRINPNIGEFLPKLHTLILTSNRLTNLVEIDPLASLPNLKFLSLLDNNITKRPNYRLYVIHKLKSLRLLDFRKVKQKERLEASNLFASEEAEEEAKKESVKTFVPGEVPAAPEEPKEDEAPKPVAPTPEQIIAIKAAIVNSQTLEEVARLEQALRSGQLPADLNIGDYDIAAKKEDAKEDKMVTDGDDKANKTEEENIPEQKTDGPTDMEQE*

NbL03g20860.1 U2_small_nuclear_ribonucleoprotein_A'−like [MW = 32.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAVAMASCGIISGIHTNLKAIEKLPISSPGLFRGSFGLEPIQRICIAPKRLSFSESTIVPKASSAAAVEDGSSQETAVPMPKVIIDLDSNPDATVVEVTFGDRLGALVDTMSALKNLGLNVVKANVCLDSSGKHTTLCITNASTGRKVDDPEQLEAIRLTIINNMIEFHPESSAQLAMGEVFGAYQPNQKLDVDIATHIHVYDDGPDRSLLYVEAADRPGLIVDLVKIITEINIDVESGEFDTEGLLAKAKFHVSYKNKALIKPLQQVLANSLRYYLRRPTTEESSF*

NbL03g20830.1 ACT_domain−containing_protein_DS12_chloroplastic−like [MW = 31.04 kDa]
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1 110 219 328 437 546

Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MESTTETKQSGDLIFRSKLPDIYIPKHLPLHSYCFENISEFSSRPCLINGANDQIYTYAEVELTCRKVAVGLNKLGIQQKDTIMILLPNSPEFVFAFMGASYLGAISTMANPLFTPAEVVKQAKASSAKIIITQSCFVGKVKDYASENDVKVICIDSAPEGCLRFSKLTQSDEHEIPEVKIQPDDVVALPYSSGTTGLPKGVMLTHKGLVTSVAQQVDGENANLYMHSEDVLMCVLPLFHIYSLNSILLCGLRVGAAILIMQKFDIAPFLELIQKYKVSIGPFVPPIVLAIAKSPIVDSYDLSSVRTVMSGAAPLGKELEDAVRTKFPKAKLGQGYGMTEAGPVLAMCLAFAKEPFDIKAGACGTVVRNAEMKIVDPDTGCSLPRNQPGEICIRGDQIMKGYLNDPEATTRTIDKEGWLHTGDIGFIDEDDELFIVDRLKELIKYKGFQVAPAEIEALLLNHPNISDAAVVPMKDELAGEVPVAFVVRSNGSAITEDEVKDFVSKQVIFYKRVKRVFFVETVPKSPSGKILRKDLRAKLAAGVPN*

NbL03g20820.1 4−coumarate−−CoA_ligase_1 [MW = 59.56 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF00627 UBA/TS−N domain
PF09280 XPC−binding domain

Protein sequence:
MKLTVKTLKGSHFEIRVQPSDTIMAVKKHIEDVQGKDNYPCGQQLLIHNGKVLKDESTLVENNVSEDGFLVVMLSKSKTVSSSGTTSAQQPSVTAANPTPAPEVTPPSQAPKNVASASDAAAASLRTDDYSQAASNLVAGNNLEQTIQQIMDMGGGSWDKETVTRALRAAYNNPERAVDYLYSGIPETAEVAVPVAHGGVNSAAGTTAAPTAPSSGGPNSAPLNLFPQENVAGAGGAGLGSLDFLRNNQQFQALRSMVQANPQILQPMLQELGKQNPQLLRSIQEHHQEFLQLINEPVHGSEGDIFDHAEQEIPHTVSVTPEEQAVIERLEAMGFDRALVIEAFLACDRNEELAVNYLLEHAGDYED*

NbL03g20730.1 ubiquitin_receptor_RAD23b−like [MW = 39.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MKAAMLNAVTLSSSTIWHHYTNPISRINLSFRIRASLSTSANMATGTTTKVTPAIIVGGGRVGRAIQDLGNGDDVLVKRGEPVPVDFAGPILVCTRNDDLEAVLEATPKSRWSDLVFFQNGMLEPWFQSKGLGDADQVLAYFAVSKLGEPPTDGKTDTNPEGLTAAYGKWASAVAARLQAGGLSCKVLEKEPFQKQMLEKLIWICAFMLVGARHPGATVGAVEEEYRSEVSQLIAELAAAAAAEKGLVFEEAMEDRLCAYSRAVAHFPTAVKEFKWRNGWFYSLSEKAIAEGKPDPCPLHTAWLKELKIV*

NbL03g20680.1 uncharacterized_LOC107804369 [MW = 33.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAKAEGKAIGIDLGTTYSCVGVWKNDRVEIIPNDQGNRTTPSYVAFTDTERLIGDAAKNQVAMNPQNTVFDAKRLIGRRFSDPSVQSDMKHWPFKVVPGPGDKPIIVVQYKGEEKQFAPEEISSMVLTKMKEVAEAFLGQTVKNAVVTVPAYFNDSQRQATKDAGAISGLNVMRIINEPTAAAIAYGLDKKASRSGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKAAAGDTHLGGEDFDNRLVNHFVQDFKRKHKKDISGNARALRRLRTACERAKRTLSSTAQTTIEIDSLYEGIDFYATITRARFEEMNMDLFRKCMEPVEKCLRDAKIDKSHVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGDQKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQIFSTYQDNQPGVLIQVYEGERPMTKDNNLLGKFELKGIPPAPRGVPQINVCFDIDANGILNVSAEDKTAGVKNKITITNDKGRLSKEEIERLVQEAERYKAEDESMKKKVEAKNSLENYAYNMRNTVRDEKFSGKLDPSDKQKIEKAVDEMIDWLDRNQLAEVDEFEDKLKDLENLCNPIIAKMYQGGAGGDVPMGGGAHTGAGYGQAGSTNNGAGPKIEEVD*

NbL03g20580.1 heat_shock_70_kDa_protein [MW = 71.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MKIEVRESTMVKPATETPQQRLWNSNVDLVVPNFHTPSVYFYRPTGSPNFFDGKVLKEALSKALVPFYPMSGRLCRDEDGRIEIDCKGQGVLFVEAESDGVVDDFGDFAPTLELRQLIPAVDYSQGIQSYALLVLQITHFKCGGVSLGVGMQHHAADGASGLHFINTWSDMARGLDLTIPPFIDRTLLRARDPPQPQFPHVEYQPPPTLKVTPENTTNPEIVPETSVSIFKLTRDQINTLKAKSKEDGNTVNYSSYEMLAGHVWRSTCMARGLAHDQETKLYIATDGRSRLRPSLPPGYFGNVIFTTTPIAVAGDIQSKPIWYAASKLHDALARMDNDYLRSALDYLELQPDLKALVRGAHTFKCPNLGITSWSRLPIHDADFGWGRPIFMGPGGIAYEGLSFILPSPTNDGSQSVAISLQAEHMKLFEKFLYDF*

NbL03g20570.1 shikimate_O−hydroxycinnamoyltransferase [MW = 48.4 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 106 211 316 523

Protein length

Gel Slice

2.6 5.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 106 211 316 523

Pfam domains

Pfam Description
SP Sequon TM Domain PF00370 FGGY family of carbohydrate kinases, N−terminal domain PF02782 FGGY family of carbohydrate kinases, C−terminal domain

Protein sequence:
MSDEEVFIGSIDQGTTSTRFIIYDRLARAVGSHQVEFTQFYPQAGWVEHDPMEIVESVRICMAKALDKATADGHNVDSGLKAIGLTNQRETTVVWSKSTGLPLYNAIVWMDVRTSSICRKLEKELPGGRTHFVESCGLPISTYFSALKLLWLLDNVDGLSEAVKKGDAVFGTIDTWLIWNLTGGVENGLHVTDVSNASRTMLMNLKTLDWDKSTLDTLGVPANILPKIISNSEIIGNITKGWPITGIPIAGCLGDQHAAMVGQSCRKGEAKSTYGTGAFILLNTGEEMIKSNHGLLSTVAYKLGPKAPVNYALEGSIAIAGAAVQWLRDSLGIISSANEIEELASKVTSTGGVYFVPAFNGLFAPWWRDDARGICVGITRFTNKSHIARAVLESMCFQVKDVLDSMHKDAAQKSDGKTEETEFLLRVDGGATVNNLLMQIQADLLGSPVVRPADIETTALGAAYAAGLAVGVYTQDEIFSSGEKMKKATTFKPVLEEELRKKKVDSWCLAVSRSFDLADLSL*

NbL03g20470.1 glycerol_kinase [MW = 56.56 kDa]
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1 238 475 712 1183

Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
FREREKIYTNSASPRARRLLGFLLLFLFHGSICSLRSANTPVFHTSSGLEDKVVAMSSLSRELVFLILQFLDEEKFKESVHKLEQESGFFFNMKYFEDEVHNGNWDEVEKYLSGFTKVDDNRYSMKIFFEIRKQKYLEALDKRDRSKGVEILVKDLKVFASFNEDLFKEITQLLTLDNFRENEQLSKYGDTKSARAIMLVELKKLIEANPLFRDKLQFPNLKNSRLRTLINQSLNWQHQLCKNPRPNPDIKTLFVDHSCGQPNGARAPSPANNPLLGSVPKPGSFPPLGAHGPFQPGPPPVAAPLAGWMSNAPTVAHPAVSGGPMCLGSSSIPASLKHPRTPPTNPSIDYPSGESDHVAKRTRSLGISDEVNLPVNVLPISFPGQGHNQALSVPDDLPKTVARTLNQGSSPMSMDFHPSQQTLLLVGTNVGDIALWEVGSRERLVLRNFKVWDLGACSMPLQTALVKDPGVSVNRVIWSPDGSLFGVAYSRHIVQIYSYHGNDDIRQHLEIDAHVGGVNDLAFSHPNKQLCVITCGDDKTIKVWDATSGAKQYTFEGHEAPVYSVCPHHKENIQFIFSTALDGKIKAWLYDNLGSRVDYDAPGRWCTTMAYSADGTRLFSCGTSKDGESHIVEWNESEGAVKRTYLGFRKRSLGVVQFDTTKNRFLAAGDDFSIKFWDMDHVQLLTSIDADGGLPASPRIRFNKDGSLLAVSANENGIKILANSDGIRLVRTFENLAYDASRASESAKPTVNQISASSSGFADRVASGVGISGMNGDARNTVDVKPRIVEEPNDKSKIWKLTEITEPSQCRSLKLPENLRVTKISRLIYTNSGNAILALASNAIHLLWKWQRNERNSSGKATASVSPQLWQPSSGILMTNDVTEPNHEEAVSCFALSKNDSYVMSASGGKISLFNMMTFKTMTTFMPPPPAATFLAFHPQDNNIIAIGMDDSTIQIYNVRVDEVKSKLKGHSKRITGLAFSHSLNVLVSSGADSQLCVWSTDGWEKQRARSLQLLGRSTSQSDTRVQFHQDQTHFLVVHEAQIAIYETTKLECVKQWVPRESAAPISHATFSCDSQLIYASFLDATVCVFTFTPLHMRCRIIPSAYLSPSISNSNVHPVVVAAHPQDPNQFALGLSDGSVHVFEPLESEGKWGVPPPLENGSANGMPTAPSVGASGSEQAPR*

NbL03g20410.1 protein_TOPLESS−like [MW − SP = 126.47 kDa]
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Peptide counts over 4 repeats

1 104 207 310 413 517

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF03129 Anticodon binding domain
PF09180 Prolyl−tRNA synthetase, C−terminal

Protein sequence:
MASKDSNRKKKEVKKEIGLGQGKKKEVKKETGLGLSYKKDDNFGEWYSEVVVSGEMIEYYDISGCYILRPWAMSIWEILQAFFDAEIKKMKIKNSYFPLFVSPGVLQKEKDHIEGFAPEVAWVTKSGESDLEVPIAIRPTSETVMYPYFSKWIRGHRDLPLRLNQWCNVVRWEFSNPTPFIRSREFLWQEGHTAFATKEEADTEVLDILELYRRIYEEFLAVPVSKGKKSELEKFAGGLYTTTVEAFIPNTGRGIQGATSHCLGQNFAKMFEINFENEKGEKAMVWQNSWAYTTRTIGVMIMVHGDDKGLVLPPKVASTQVIVIPVPYKDANTQGIFDACAATVEKLNESGVRAEADFRDNYSPGWKYSHWEMKGVPLRIEIGPKDLANNQVRAVRRDNGAKTDIPMDNLVEQLKDLLATIQENLFDVAKQKRDACVQIVRTWDEFTVALGQKKLVLAPWCDEEDVEKDVKARTKGEMGAAKTLCSPFDQPELPEGTLCFASGKPAKKWTYWGRSY*

NbL03g20380.1 proline−−tRNA_ligase_cytoplasmic−like [MW = 58.76 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSYTKLNLFPLMVAFSFLLISTASFSLVDGEVSEPIYGSKRFLAESNGTGNSSLVLAAERTHRRDPLEDRSYYTGGWNISNSHYWASVAYTGAPLFIIALFWFVACAICLLLVCFYCCCCRRRRYGYSRTAYALSLIFLSAFTIAAMVGAGVLFTGQGKFHDGTKHTLDYVVHQAGETVNSLRNVSNILAVAKHTGVNQIFLPQDVQNNIDKVDTKIGSAAETLETETEKNKKDIMIILDWVRRALIIVAAVMLGLAALGFLFSILGLQVLVYILVIVGWILVAVTFILCGAFLVLHNATGDTCVAMNDWAKNPTAHTALDDIIPCVDTATAQETLSQSKEVTYQLVGVANRIITNVSNIDPPSGVGYNQSGPLVPNLCNPFNSDKTDRKCANGEVELSNATQVWRNYVCQVSASNVCSTVGRMTPDMYNQMTGVVNVSSGLYHWGPFLSELLDCTFLRDTVSVIHDEHCPDLTRYSKWVYIGLALVSAAVMLSLICWVLYARERRHRKYTKLVDATSGQESLAGKSEG*

NbL03g20320.1 uncharacterized_LOC109223891 [MW − SP = 55.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04525 LURP−one−related

Protein sequence:
MSGKAVVEDAYLYSEETNLTVLKTSLFFTGDGFSAYDCKGELVFRVDTYGPDSRDLGELVLMDATGRCLLTVRRKRPSLHNRWEGFLGERVEGQKPIFSVRRSSIIGRSSVTAEVYSNPMEEYQIEGSFAQRNCTFFNADKVSVAEIRRKVDACANVVLGKDVFSLSVKPGFDGAFAMGLVLVLDQIQGDDYVNPNDNRVDQDPISDDPNLSS*

NbL03g19970.1 protein_LURP−one−related_12−like [MW = 23.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MDMIMRMVLFGALALASLFQLTTAQTVHVVGDNEGWTIPSSGAAAYTNWAAGKTFMVGDTLVFNFMTNTHDVLQVPKASFDGCSSQNAIGRAIINGPANVTLDSAGERYYICTFGRHCQNGQKLAITVSSSTGTPGANPPTSFAAGPSGSVPGGIAPPPPPSSSTIVFASFLLSLSSIALAIFL*

NbL03g19960.1 cucumber_peeling_cupredoxin−like [MW − SP = 16.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
MMASNMEIRDEVLPLELPAPPSWKKLVMPKKGGKIKKNEVVFVAPTGEEIRNRRQLAQYLKTHDGNPGVSEFDWRSSENPRRSARISEKVKAMPLTAVVEPTKKRRRTSSTIKEDKEMDVANVDKENLDKKEIESATEEKENVVEDEMEDKETDEMGAKKEVTEHKKEEEMPDKDASEKKMEASDETEVDNGRDKMAGHGSEETIAIDVEVHNNSTEKDNFEGVVSDAAIGEANAAEAGLEVEEKHGSGEKPETQIDEDSGAGDVNRDVPDKVTPERSVAGDGTGNIQEPGLVGKATNSYANFGEYRSLEQEKEKNRTSLMMDNGEINQPGPAHTPQHQPAASISC*

NbL03g19950.1 methyl−CpG−binding_domain−containing_protein_11−like [MW = 38.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02042 RWP−RK domain

Protein sequence:
ETISKYFYMPITQAAKELNIGLTLLKKRCRELGIRRWPHRKLMSLQTVIKNVKELEKGGGSGMEQKLKDVIKLLEEEKKMLEEVPDMELEEKTKRLRQARFKANYKRRKLMSMTELQASFGSYCNSNPAVCIGYGHRE

NbL03g19560.1 protein_RKD1 [MW = 16.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MAATSATTFSVGSATSLGCKGSSVSQSKAFGVKFNSKNNLRSFSGLKAATTVSCESESSFLWKESVSVLKQSITPKAQKENKGYGNCVQPQASYKVAVLGASGGIGQPLSLLVKMSPLVSELNLYDIANVKGVAADLSHCNTPSKVSDFTGASELANCLKGVNVVVIPAGVPRKPGMTRDDLFNINANIVKTLVEAVADNCPDAFIHIISNPVNSTVPIAAEVLKRKGVYDPKKLFGVTTLDVVRANTFVAQKKNLRLIDVDVPVVGGHAGITILPLLSKTKPSTTFTDEEVQELTVRIQNAGTEVVEAKAGAGSATLSMAYAAARFVESSLRALDGDSDVYECAFVHSDLTEVPFFASRVKLGKNGVEALIPSDLQGLTEYEQKALDALKPELKASIEKGIGFVQKEPVAA*

NbL03g19540.1 malate_dehydrogenase_chloroplastic [MW = 43.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01494 FAD binding domain

Protein sequence:
MASIALKTFTGLRKSSPENNAITLSKSLPLTQNHRRLRINASKSSPRVNGRNLRVAVVGGGPAGGAAAETLAKGGIETFLIERKMDNCKPCGGAIPLCMVGEFDLPLDIIDRKVTKMKMISPSNVAVDIGQTLKPHEYIGMVRREVLDAYLRDRAAEAGASVLNGLFLKMDMPKATNAPYVLHYTAYDSKTNGAGEKRTLEVDAVIGADGANSRVAKAINAGDYEYAIAFQERIRISDDKMKYYENLAEMYVGDDVSPDFYGWVFPKCDHVAVGTGTVTHKADIKKFQLATRLRADSKITGGKIIRVEAHPIPEHPRPRRLQDRVALVGDAAGYVTKCSGEGIYFAAKSGRMCAEAIVEGSEMGKRMVDESDLRKYLEKWDKTYWPTYKVLDILQKVFYRSNPAREAFVEMCADEYVQKMTFDSYLYKKVAPGNPIEDLKLAVNTIGSLVRANALRKEMDKLSV*

NbL03g19530.1 geranylgeranyl_diphosphate_reductase_chloroplastic [MW = 51.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00834 Ribulose−phosphate 3 epimerase family

Protein sequence:
MATTASCVGSSTLLQSQINGFGGSVKLQKPNSLTFTRRRVQTVVKASSRVDKFSKSDIIVSPSILSANFSKLGEQVKAVEQAGCDWIHVDVMDGRFVPNITIGPLVVDSLRPITDLPLDVHLMIVEPDQRVPDFIKAGADIISVHCEQSSTIHLHRTINQIKSLGAKAGVVLNPGTPLTAIEYVLDAVDLVLIMSVNPGFGGQSFIESQVKKISDLRKICAERGLNPWIEVDGGVGPKNAYKVIEAGANALVAGSAVFGAPDYAEGKYLNTLYYASLRDAELDVY*

NbL03g19430.1 ribulose−phosphate_3−epimerase_chloroplastic [MW = 30.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05008 Vesicle transport v−SNARE protein N−terminus PF12352 Snare region anchored in the vesicle membrane C−terminus

Protein sequence:
MSQVFEGYERQYCEISANLTKKCSSASILDGEQKKQKVSQIKAGLDDAEALIRKMDLEARSLPPNVKATLLAKLREYKSDLNNLKTEVKRITSVNANQAARDELLESGMVDAMMVSADQRQRLMMSTERLNHSSDRIRESRKTMLETEELGVSILQDLHQQRQSLLHAHDTLHGVDDNISRSKKILTTMSRRMSRNKWIIGSIIAVLVLAILLVLYFKLAH*

NbL03g19370.1 vesicle_transport_v−SNARE_13−like [MW = 25.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01287 Eukaryotic elongation factor 5A hypusine, DNA−binding OB fold

Protein sequence:
MSDEEHHFESKADAGASKTYPQQAGTIRKNGHIVIKNRPCKVVEVSTSKTGKHGHAKCHFVAIDIFTGKKLEDIVPSSHNCDVPHVNRTDYQLIDISEDGFVSLLTENGNTKDDLRLPTDDNLLALIKDGFAEGKDLVLSVMSAMGEEQICGIKDVGPK*

NbL03g19290.1 eukaryotic_translation_initiation_factor_5A−1 [MW = 17.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05347 Complex 1 protein (LYR family)

Protein sequence:
MASPSRGEVLTLFRSILKTARQFPDYNIREYTKRRIIDGFRQNKGLSDPSKVAAAFSEGRSQLEVAKRQAVVYSLYAPKVKSVMELN*

NbL03g19180.1 LYR_motif−containing_protein_4 [MW = 9.88 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00271 Helicase conserved C−terminal domain

PF04408 Helicase associated domain (HA2)
PF07717 Oligonucleotide/oligosaccharide−binding (OB)−fold

Protein sequence:
MGSDLRRWVSDKLMSLLGYSQPTVVTYVLTLSKKASSPSDLINQLVDMGMSSSGETRMFAQEIFARVERKTTGPNLYLQQEREAAKLVRKQKTYTLLEADDDDDNNVGGESNSVSSQTRKEDTHQKKFRRRVETHEDKDEDDEVVRNVGDERRVRRRTSLDEDDSDNSESEEEILRDQKEREELERHLRERDAAGTRKLAEPKLTRKEEEEAIRRSDALKRDDIGALRKVSRREYLKKREQKKLEELRDDIEDEQYLFEGVKLTEAEQRELSYKKQIYELVKKRSEDTDDLGEYRMPDAYDLEGGVNQEKRFSVASERYRDPAAAEKMNPFAEQEAWEEHQIGKATLKFGSKNRKPTSEDYQFVFEDQIEFIKAAVMDGVNVDQESPIESIEKSMAKSAFEKLQEDRKTLPIYPYRDDLLQAVNDHQVLVIVGETGSGKTTQIPQYLHEAGYTKRGKIGCTQPRRVAAMSVSARVSQEMGVKLGHEVGYSIRFEDCTSEKTLLKYMTDGMLLREFLGEPDLASYSVIMVDEAHERTLSTDILFGLVKDIARFRPDLKLLISSATLDAEKFSDYFDCAPIFKIPGRRFPVEIHYTKAPEADYLDAAVVTALQIHVTQPPGDGDILIFLTGQEEIETAEEIIKHRIKGLGTKIAELIICPIYANLPTELQAKIFEPTPEGARKVVLATNIAETSLTIDGIKYVIDPGFSKMKSYNPRTGMESLLVTPISKASANQRAGRSGRTGPGKCFRLYTAYNYMNDLEDNTVPEIQRTNLANVVLSLKSLGIHDLLNFDFMDPPPAEALLKALEMLFALSALNKLGELTKVGRRMAEFPLDPMLSKMIVASDKYKCSDEIISIAAMLSVGNSIFYRPKDKQVHADNARMNFHMGNVGDHIALLKVYNSWKETNFSTQWCYENYIQVRSMKRARDIRDQLEGLLERVEIELSSNINDLEGIKKSITSGFFPHSAKLQKNGSYRTVKHAQTVHIHPSSGLAQVLPRWVVYHELVLTTKEYMRQATELKPEWLVEIAPHYYQLKDVEDGSSKKMPRGSGLAS*

NbL03g19120.1 pre−mRNA−splicing_factor_ATP−dependent_RNA_helicase_DEAH1−like [MW = 119.68 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00984 UDP−glucose/GDP−mannose dehydrogenase family, central domain

PF03720 UDP−glucose/GDP−mannose dehydrogenase family, UDP binding domain
PF03721 UDP−glucose/GDP−mannose dehydrogenase family, NAD binding domain

Protein sequence:
MVKICCIGAGYVGGPTMAVIALKCPSIEVAVVDISVSRIAAWNSDQLPIYEPGLDDVVKQRRGKNLFFSTEVEKHVSEADIIFVSVNTPTKTRGLGAGKAADLTYWESAARMIADVSKNDKIVVEKSTVPVKTAEAIEKILTHNSKGINYQILSNPEFLAEGTAIQDLYNPDRVLIGGRDTPEGQKAIHALKEVYAHWVPEDRIICTNLWSAELSKLAANAFLAQRISSVNAMSALCEATGADVTQVSNAIGKDTRIGPKFLNASVGFGGSCFQKDILNLVYICECNGLKEVANYWKQVIKVNDYQKNRFVNRMVSSMFNTVSGKKVAILGFAFKKDTGDTRETPAIDVCKGLLGDNAHLSIYDPQVTEDQITKDLSMKKFDWDHPTHLQPMSPCAVKQANVVWDAYEATKDAHGLCILTEWDEFKTLDFKKIYDSMQKPAFVFDGRNVVDAEKLREIGFIVYSIGKPLDAWLKDMPAVA*

NbL03g19100.1 UDP−glucose_6−dehydrogenase_5−like [MW = 52.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01090 Ribosomal protein S19e

Protein sequence:
MEPARNVKDVSPHAFVKAYAAHLKRSGKMELPEWTDIVKTGKLKELAPYDPDWYYIRAASMARKIYLRGGLGVGGFRRIYGGNQRNGSRPRHFCKSSGSVARNILQQLQNMNIIDFDPKGGRRITSNGQRDLDQVAGRIAVAI*

NbL03g19080.1 40S_ribosomal_protein_S19−3−like [MW = 16.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06549 Protein of unknown function (DUF1118)

Protein sequence:
MMEAIGVPRFSASSTLLLIRSMATQKPIPSATSTVTSKKTTTVFPLGEKGPRPSNSTSTPAVKLLTRVEQLRLLTKAEKAGLLSAAEKSGLSLSTIERLGLLSKAEEFGILSAATDPGTPSALFSLSLGLLVLGPACVYLIPEDYPWQIVVQVLVALLSVVGGSAAFGASNLVSNLQKLK*

NbL03g18870.1 uncharacterized_LOC109223785 [MW = 18.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
MAKASASVAPTPLLKDELDIVIPTIRNLDFLEQWRPFFQSYHLIVVQDGDPSKVIKVPEGFDYELYNRNDINKILGPKASCISFKDSACRCFGYMVSKKKYIYTIDDDCFVAKDPTGNEINALEQHIKNLLSPSSPFFFNTLYDPYREGADFVRGYPFSLREGVPTAVSHGLWLNIPDYDAPTQLVKPLERNTRYVDAVMTIPKGTLFPMCGMNLAFDRELIGPAMYFGLMGDGQPIGRYDDMWAGWCTKVICDHLGLGVKTGLPYIWHSKASNPFVNLKKEYKGIYWQEELIPFFQSVTLPKDCTSVQKCYLELSKQVKAKLGKVDDYFNKLADAMITWIEAWDELNPSATATAVKIPNGSSK*

NbL03g18790.1 probable_UDP−arabinopyranose_mutase_2 [MW = 41.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00685 Sulfotransferase domain

Protein sequence:
MHSHLAFNSLPESIVGGEDSNSKCKIVYVFRDPKDVLASCWHFVQKLRPKDLPPISLQEAFDQFTEGCSPFGPFWDHVRGYYKASLEFPKSVFFLRYEDLKKDPMFHAKNSLEEESEGIVEKITEISSF*

NbL03g18730.1 flavonol_3−sulfotransferase−like [MW = 14.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MSENRAHVLIFPYPAQGHMLPLLDFTHQLFIRDIAITILVTPKNLPILNPLLARHPSINTLILPFPSHPSIPDGVENVKDLPANGFRSMMYTLGKLQDPILDWFNNHPSPPSAIVSDMFLGFTHEIATQLGIRRYVFSTSGALALSVVYSLWREMPQRKNTNDENEIFELPSIPYSPKFPWWQLSPIFRSYVKGDPNSEFIRQSYLADIASHGLVVNTFTELESVYLDHLMKDLGHDSVWAVGPVLPPDEENDTNNSGSSNRGGSSSVLASEILAWLDTCEDNSVVYVCFGSQAVLTNKQMEELAIALEKSGVKFIWSAKRATKGHVSTNYGVIPSWFEEEIAGRGLVIRDWAPQVLILKHRAVGAFLTHCGWNSTLEGLVAGVPMLTWPMGADQFANANLLIDEHKVAIRASEGAKTIPNTDELAKLLAEAVQGKGVERRERASELRKAALNGIKEGGNSFKDLEIFVKHLSEEAAKIKR*

NbL03g18610.1 UDP−glycosyltransferase_89B2−like [MW = 53.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00581 Rhodanese−like domain

Protein sequence:
MALRASATVKSHLPPPSSSPIKIFNFPTLSQKPEFTSNSVSVSLSTSTALFLFPLFTATHEARALSLPKEDIVSSLNQVESAVNQAQEVGSNIFDAASRVIGPVIEFVKPGIDVALPLVKQAGEEVLKNASPVISDATKKAQEAMQSAGMDAQPVMTAAKTVVDAAQQTSKVIEGAKPIASSTVETISSADPAIIAVAGGTLFLAYLLFPPVLSALSFSLRGYKGELTPAQTLDQMCSKNYVLIDIRTEKDKDKAGIPRLPSSAKNKMIQIPLEDLPSKLRSLVRNAKKVEAELVALKISYLKKINKGSNIVIMDSYSDSAKTVAKTLTSLGFKNCWIMTDGFSGGRGWLQSKLGTDSYNFSFAQVLSPSRVIPAAARRFGTTGTVKLLSGGSD*

NbL03g18430.1 calcium_sensing_receptor_chloroplastic−like [MW = 41.87 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02670 1−deoxy−D−xylulose 5−phosphate reductoisomerase

PF08436 1−deoxy−D−xylulose 5−phosphate reductoisomerase C−terminal domain
PF13288 DXP reductoisomerase C−terminal domain

Protein sequence:
MALNLLAPAEIKTISFLDTSKSSYNLHHLKSQGRVAIKRKECSGISGKRVQCSVQAPPPAWPGRAVAEARKSWDGPKPISIVGSTGSIGTQTLDIVAENPDKFRVVALAAGSNVTLLADQVKTFRPKLVAVRNESLVEELKDALADMEDKPEIIPGEQGIIEVARHPDAVTVVTGIVGCAGLKPTVAAIEAGKDIALANKETLIAGGPFVLPLAHKHKVKILPADSEHSAIFQCIQGLPEGALRRIILTASGGAFRDLPVEKLKEVKVADALKHPNWNMGKKITVDSATLFNKGLEVIEAHYLFGAEYDEIEIVIHPQSIIHSMVETQDSSVLAQLGWPDMRLPILYTLSWPDRIYCSEVTWPRLDLCKLGSLTFKAPDNVKYPSMDLAYAAGRAGGTMTGVLSAANEKAVELFISERISYLDIFKIVELTCAKHREELVSSPSLEEIIHYDLWARDYAASLETSAGFSPALV*

NbL03g18370.1 1−deoxy−D−xylulose_5−phosphate_reductoisomerase_chloroplastic [MW = 51.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MVKAFTSSTSLPPCNSSEPPPIPCHPQFHLKPSTRRHLITSLSILISPFFASPKLNYDPLSPFSLPVSNARGLFQMPPVRLTNRYFLVRAGESEYESLGIINTNPVAKTSVDNGLSEKGKKQTVRAAFDLREMKACEGSCWIWPSITQRAYQTAEIIAAVNGVNRSRIVPEYSFLDARGLGAYEGKSLDTLAEVYESDSLSPNIKPPPTDDGTPNESVSDVFVRVTQVMSVLETQYSEDTVIIVSPDSDNLTILQAGLTGLDLRRHRDLSFGPGEVRYVDGSSIPTYKQPASKVYKCLNPPSCT*

NbL03g18270.1 uncharacterized_LOC109214664 [MW = 33.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MGTVPSPHFVIFPFMSHGHTIPLLHLAALLRHRFVAVTVFTTPANAPSVRDFLKDESISVIELPFPKGVDGIPPGVEITEKLPSMSSFGQFAGATKLMQPVFEQALLGLRPPTCIISDAFLGWTQQSAEKFSIPRYFFFGMSIFATTLYQVLGIERPHAEAISPDVPFTFSSFPWLKLTRNDFEPPFGDLEPKGPAVDFMLEQAVSLAKSRGMITNSFYELEPRFADYWNQHLGPKSWCVGPLCLAKQPMTANTTDPDNKHETWMQWLNSKLADRQPVLYVAFGTQAEISAEQIQEIARGLELSNTSFLWVTRPKVLYHLKGFEERVKDRALIVKEWVDQSEVLKHRSIKGFLCHCGWNSVMESICAKVPILSLPLMAEQHLNARFVVEEIGVGLRIMPRNGSVRGFVEAEEVEKMVRELMEGEKGEGLRKKVKEMGENAWDSMKEGLRKKVKEMGENAWDSMKEGGSSWSTLGLLIDDACDGKIK*

NbL03g18210.1 UDP−glycosyltransferase_90A1−like [MW = 54.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAARRLSSLLSRSLHFPFASAPLAGRSHGVARYINRFSTAAAVEELTTPPVQVNYTKLLINGQFVDSASGKTFPTLDPRTEDVIANVAEGDAEDINRAVAAARKAFDEGPWPKMSAYERSKIMLKFADLVEKHNDELAALETWDNGKPYLQAAQAEVPSFVRLFRYYAGWADKIHGLTVPADGPHHVQTLHEPIGVAGQIIPWNFPLLMFAWKVGPALACGNTIVLKTAEQTPLTALYVANLFHEAGLPPGVLNIVSGFGPTAGAALASHMDVDKLAFTGSTETGKTVLELAAKSNLKPVTLELGGKSPFIICEDADIDHAVELAHFALFFNQGQCCCAGSRTYVHERVYDEFIEKAKARAMRRVVGDPFKKGVEQGPQIDSKQFQKVLRYIRSGRDSSATLECGGDRFGSKGYFIQPTVFSNVKEDMLIAQDEIFGPVQCVFKFKDIGEVIKRANNTRYGLAAGVFTKNIDTANTLTRGLRAGTVWVNCYDVFDAGIPFGGYKMSGMGREKGIYSLSNYLLVKAVVTPLKNPAWI*

NbL03g18170.1 aldehyde_dehydrogenase_family_2_member_B4_mitochondrial−like [MW = 58.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14622 Ribonuclease−III−like

Protein sequence:
MSHLFICSVLLSFALCSSLQARADPSLSSRPTSPFSIALQTLQNQIQYTFQDVELLRRAMTHASYSGENNRALSVLGEKAIEGSVSLQLLRKNIDMSPKDLNRAIAELSSNVVTSCAADGERLGLQKIVRVSHKTNSSAPAVVCGAFRAMFGAIAIDTSSLDNAGKVFFGIHGKGMEQAMAM*

NbL03g18140.1 protein_NUCLEAR_FUSION_DEFECTIVE_2 [MW − SP = 17.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06984 Mitochondrial 39−S ribosomal protein L47 (MRP−L47)

Protein sequence:
WGSKQEQKLPYPRAAICNIFSVMLAARLLGRTFLAAAKSESSAAAAAASSATSRTLNPLEQFFEVDRTPEDDKPVVYGRGWKASELRLKSWDDLHKLWYVLMKEKNMLMTQRQMLNAQNLRFPNPERISKVRKSMCRIKHVLTERAIDEADPRRSTEMKRMINAL*

NbL03g18090.1 39S_ribosomal_protein_L47_mitochondrial−like [MW = 18.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MAIPNMRIPSRQLFIDGEWREPVKKNRLPVINPATEEIIGDIPAATAEDVDIAVKAARRALGRNDWGSTTGAQRAKYLRAIAAKVLEKRPELATLETIDNGKPWFEAASDIDDVVACFEYYAGLAEALDSKNKTEVKLHLDSFKTHVYKEPLGVVGLITPWNYPLLMTTWKVAPALAAGCAAVLKPSELASITSLELGEICREVGLPPGALNILTGFGHEAGSPLVSHPDVDKIAFTGSGPTGIKIMTAAAQLVKPVTLELGGKSPIVVFDDIPNIDITVEWTLFGCFWTNGQICSATSRLIIQDTIASQFLDRLLEWTKNIKISDPLGEDCKLGPVISRGQYEKVLKLISTAKNEGATILYGGDRPQHLKKGYYIQPTIITDVDRSMEIWKEEVFGPVLCVKTFKTEEEAIELANDTKYGLGAAILSKDLERCERFTKAFQSGIVWINCSQPCFWQPPWGGKKRSGFGRELGEWSLENYLNIKQVTRYVSDEPWAFYKSPSKL*

NbL03g17910.1 betaine_aldehyde_dehydrogenase_chloroplastic−like [MW = 55.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00132 Bacterial transferase hexapeptide (six repeats) PF00483 Nucleotidyl transferase

Protein sequence:
MGSSEERVVAVIMVGGPTKGTRFRPLSLNIPKPLFPLAGQPMVHHPISACKRIPNLAQIYLVGFYEEREFAIYVSSISNELRIPVRYLKEDKPHGSAGGLYNFRDLLMEDSPSHIFLLNCDVCCSFPLPEMLEAHRRYGGMGTILVSKVSAETASEFGELVADPDTNELLHYTEKPETFVSDRINCGVYVFTPDIFNAIQGVSSQRKDRANLRRVSSFEALQPVNRSLPTDFVRLDQDILTPLAGKKQLYTYETMDFWEQIKTPGMSLKCSGLYLALYRSTSPHLLASGDGSKTAAISGDVYIHPSAKVHPTAKIGPNVSISANARIGAGARLISCIILDDVEIKENGVVIHAIVGWKSSIGRWSRVQAAGDYNAKLGITILGESVSVEDEVVVINSIVLPNKTLNVSVQEEIIL*

NbL03g17900.1 mannose−1−phosphate_guanyltransferase_alpha−B−like [MW = 45.58 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01243 Pyridoxamine 5'−phosphate oxidase

PF03853 YjeF−related protein N−terminus
PF10590 Pyridoxine 5'−phosphate oxidase C−terminal dimerisation region

Protein sequence:
MPQNSVVNCLNSELYKMLPLLRKAKRTSCLLTPMLLPSSAPIFVHNFKATRSLTSSHLLLLPRLLGLRPKIGFSGKSWGSVRGMSTKMDSIQQNPESISYLNQQEAAEIDEILMGPLGFSVDQLMELAGLSVATAIAEVYKPSEYSRILTICGPGNNGGDGLVAARHLYHFGYKPFICYPKRTAKPLYNGLITQLESLSVPFLSLEDLRKDLSDNFDILVDAMFGFSFHGSPRAPFDDLIQRLVALKISDDKHRKSPAIVSIDIPSGWHMEEGDLSGEGVKPDMLVSLTAPKLCAKSFSGTHHFLGGRFVPPSIRNKFNLQLPAYPGTSMCVRIGKPPKIDISSMRENYISPALLEEEVAADPFDQFQKWFDDAMTAGLKEPNAMALSTTSKDGKPSSRIVLLKGFDKDGFVWYTNYEGSKGQQIAENPHAALLFYWDDLNRQVRIEGPVQKVSDEESEQYFHSRPRGSQLGAIASKQSTVIPGRQFLIDEYKQLEAKYSDGGLIPKPKHWGGYRLKPEMFEFWQGQQSRLHDRLCYNPETVDGRREWRIKRLAP*

NbL03g17890.1 pyridoxine/pyridoxamine_5'−phosphate_oxidase_1_chloroplastic−like [MW = 62.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01812 5−formyltetrahydrofolate cyclo−ligase family

Protein sequence:
MTNPWAVATSATAVALSSTRFFFTRSAIPRRQPSPCYGVPTMSATGEKNFSSDAAHLETIFKQKKALRSVVKRDLKSMDSTLRSQEDEAIQRIVMEAPWFKDCKRLCAYISCSALREVDTTQILSHVLGSHPEDLQIQKKLFVPRVEDRNRNMRMLNISSTEDLIANSMDILEPAPVDADGNEREDVLFANEPVDLFLLPGLAFDKAGRRLGRGGGYYDTFLSRYQELAVDRNWKQPLKIALCYSMQIVDDGTIPLTPNDILVDALVSPSGVIPISPVALEICH*

NbL03g17770.1 5−formyltetrahydrofolate_cyclo−ligase_mitochondrial−like [MW = 31.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07995 Glucose / Sorbosone dehydrogenase

Protein sequence:
MGSSYFLIILLLNLLQLLYPSVSLPLCTDSRAPLPQKTPLTFCSYNGTSCCSSSDDKQLKNQFDAMNISYPGCGSHVKSILCAKCDPFSADLFSTSSAPRQLPILCNATTTANSKQTRQVTDDFCSKVWTTCQNVSIMNSPFAASLEGQAPTPVKSNSTKLTDLWQSQDDFCNAFGGAGSGVDGSVCFAGEPVTLNTDELPSPPGGLCLEKIGNGSYLDMAAHPDGSNRAFFSNQQGKIWLATIPEIDSGKVLELDETNPFLDLTDEVHFDTQFGMMGIAFHPKFSQNGRFFASFNCDKQIWPGCAGRCSCNSDVNCDPSKLPSDSGSRPCQYQSVIAEFTANGTASQPSLAKTASAKEVRRIFTMGLPFTSHHGGQILFGPKDGYLYFMMGDGGGTGDAYNFAQNKKSLLGKIMRFDVDSTPSAEEISQLGLWGNYTIPKDNPYIEDKELQPEIWALGMRNPWRCSFDSARPSYFMCADVGQDHYEEVDIITKGGNYGWNLYEGAHPFAPPKSPGKNTSMSSINPIFPVMSYNHSEVNKNEGSASITGGYFYRSTADPCMSGRYLFADLYAGAMWAGTESPENSGIFNTTEISFTCAGNSPINCALVPGSSVPALGYIFSFGEDNNKDIYLLASSGVYRVVRPSRCKYTCAKENATDIGTPAPATSPPSAAVMLTGSYKNLVLLMLSFLLMVVS*

NbL03g17740.1 HIPL1_protein−like [MW − SP = 72.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MGSRKSDFGDGASPGKIFIGGLAKETTLEQFVKYFEKYGEIIDSVIMKDRHTGRPRGFGFITYSDPTVVDTVIAETHIINDKQVEIKRTIPKGSAESKDFKTKKIFVGGIPTSMNEDEFKGFFSKYGKVIDCEIIRDHVSKRSRGFGFIVFDNEEVVDNVLSEGNMIDMLGTQVEIKKAEPKKPSNPASSGHGYGSESRGRGYSDSYGGFGNSYSSFGSGGFGPASYRSSGGMGGRFGDYGYGGGEYGGRYGDFGGGEFGGYRGDPSLGYSSRYGSYAGGFGGGAGGYGGSGLMAYGRGASYGGYGGAGSGAGYDSVLALVMVDQEIYM*

NbL03g17690.1 heterogeneous_nuclear_ribonucleoprotein_1−like [MW = 34.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain PF08372 Plant phosphoribosyltransferase C−terminal

Protein sequence:
MSSGPPEQQPQQQEPPPKPPQLIRKLVVEILDARNLLPKDGQGSSSPYVVVDFDGQKKRTSTVCRNLNPERHEALEFIISDSRTMEFEELDIEVFNDKKLSNGNARKNHFLGRVKLYGSQFARRGEEGLIYFPLEKKSVFSWIRGELGLKIYYYDEMVQEAEEQPPPPQPEQQQQPPPQEEVRKTPVYVDMEDPRQRMLEVPVPTEFAMEAQDQSPPIVTIEESPTPMNMQPEQQQQQSSHSHRHHEEGPPMMMSVPPPDQYPPPEVKRMQAARAGERMRVLRRPNGDYSPRVISGKVGGDSEKISAFDLVEPMQFLFVRIVKARGLAPSESPFVKIRTSSHFVRSKPGIIRPGEPLSYPEWQQVFALGYNKQETANSTLEISVWDSASDHFLGGVCFDLTDVPVRDPPDSPLASQWYHLEGGGDDQHKVSGDIQLSVWIGTQADDAFPESWSSDAPYVAHTRSKVYQSPKLWYLRVTVIEAQDLHIAPNLPPLTAPEIRVKAQLGFQSVRTRRGSMNHHSSAFHWNEDLIFVAGEPLEDGLILLVEDRTTKDPVLLGHIIIPVSSIEQQLDERLVSAKWFGLEGGPGGSYCGRVNLRMCLEGGYHVLDEAAHVCSDFRPTAKQLWKPPVGILELGILGARGLLPLKSKGPGKGSTDAYCVAKYGKKWVRTRTITDTFDPRWNEQYTWQVYDPCTVLTIGVFDNWHMFADAGDDKPDYPIGKVRIRVSTLENNKVYTNSYPLLVLLRSGLKKMGEIEVAIRFVCPSLLPETCAVYGQPVLPKMHYLRPLGVAQQEALRGAAIKMVAAWLARSEPSLGPEVVRYMLDADSHTWSMRKSKANWFRIVAVLAWAVGFAKWLDDIRRWRNSVTTILVHVLYLVLVWYPDLIVPTGFLYVFLIVVWYYRFRPKIPAGMDTRISQSETVDPDELDEEFDTLPSSRPPEIIRMRYDRLRILAARVQTVLGDFATQGERVQALVSWRDPRATKLFVIVCLIITIVLYAVPPKMVAVALGFYYLRHPMFRDPMPPATLNFFRRLPSLSDRLM*

NbL03g17480.1 protein_QUIRKY [MW = 118.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

Protein sequence:
REPKMRFMRLFRLLPNHQFHCYVPQAIFTTSAGTTTHLHRTMETATTEAINPSNTRLGWIGTGVMGRSMCAHLINAGYTLTVFNRTPSKAQELISMGAHWVDSPKAVASQSDVVFSIVGYPSDVRHVILDSNYGALSGMRPGGVIIDMTTSEPSLAVEIYSAASAAGCSAVDAPVSGGDLGARNAALSIFAGGEESIISRLNPLFNLLGRVYYMGAPGKGQFTKLGNQVVIASTMVGLCEGLIYAHKAGLDLNMFLNAISTGAAGSKSLDLYGSRIHCRDFEPGFYVNHFVKDLGICLRECQNMGLALPGLALAQQLYLSLKAHGEGNLGTQALILALERINNLSLASSSSVGKP*

NbL03g17140.1 probable_3−hydroxyisobutyrate_dehydrogenase−like_1_mitochondrial [MW = 37.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00828 Ribosomal proteins 50S−L15, 50S−L18e, 60S−L27A

Protein sequence:
MTTRFKKNRKKRGHVSAGHGRVGKHRKHPGGRGNAGGMHHHRILFDKYHPGYFGKVGMRYFHKLRNKFHCPTINIDNLWSLVPQEVKDKAKSSSGTAPLIDVTQYGYFKVLGKGVLPENQAVVVKAKLISKNAEKKIKEAGGAVVLTA*

NbL03g16810.1 60S_ribosomal_protein_L27a−3 [MW = 16.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00815 Histidinol dehydrogenase

Protein sequence:
MDCRILSLNRSCSLARNLRAIPTRNTVFYRKCSYQPAGLFRKSIRCSMKSYRLSELTSPEIDNLKARPRIDFSSIFNIVQPIVDDVRNRGDAAVKDYTSRFDKVVLDKLVEDVHELPDPELDSAVREAFDVAYNNIYAFHAAQKPVEKVVENMHGVRCKRVARSIASVGLYVPGGTAILPSTALMLSVPAQIAGCKTVVLATPPARDGSICKEVLYCAKKAGVTHILKAGGAQAISAMAWGTESCPKVEKIYGPGNQYVTAAKMILQNSEAMVSIDMPAGPSEVLVIADKHSSPIHVAADLLSQAEHGPDSQVVLVIAGDGVNLDAIQEEIRKQCQALPREEFALQALSHSFTVLARDVLEAISFSNMYAPEHLIINVNEAEKWESSIENAGSVFMGQWTPESVGDYASGTNHVLPTYGYARMYGGVSLDSFLKYITVQSLTEEGLRNLGPYVEKMAEVEGLDAHKRAVTLRLQDIEARQVSHSR*

NbL03g16740.1 histidinol_dehydrogenase_chloroplastic−like [MW = 53.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MGYANGLLCPQGKQPLLSFGIISDVQYADIPDGCSFLGVPRYYRHSICVLQRAVQKWNQEKPKFVLHFGDIVDGFCPKDQSMIAVKKIVDEFDKFNGPVYHMIGNHCLYNLPRDKLLPLLRIPGHDGRAYFDFSPIPEYRFVILDGYDISAIGWPEDHPNTLKALKVLQERNPNSDKNSPNGLVGLERRFLKFNGGVGKEQLEWLDHVLQEATELNQNVVVCCHLPLDPGASSFAALLWNYDEVMDVIHCYSCVKVCLGGHAHKGGQSVDSHGVHHRVLEAALECPPGTDAFGHIDAFSDRLSLFGNDRMKSTEMVFGH*

NbL03g16620.1 manganese−dependent_ADP−ribose/CDP−alcohol_diphosphatase−like [MW = 35.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00218 Indole−3−glycerol phosphate synthase

Protein sequence:
MDSVMPLRTTTATAATVAATVRPRFSIQPLANPRPNKPAFSLSVQTSISMSHRARNLPQCSPVRAQQDGSVVASESVIPEADALKIKEWETERLKDEIATSEGIRIRRRPPSGPPLHYVGPFEFRLQNEGNTPRNILEEIIWNKDKEVAQMKEKRPLIVLKKLLNSSPPTRDFLGALKESYSRTGLPGLIAEVKKASPSRGVLREDFNPVEIAKAYERGGAACLSVLTDQKYFQGSFENLEAIRNAGVECPLLCKEFVIEAWQLYYARVKGADAVLLIAAVLPDLDIKYMIKICKLLGLTALIEVHDEREMDRVLGIDGVELIGINNRDLGTFKVDISNTKKLLEGERGERIRERGIIVVGESGLFTPADIAYVQEAGVKAVLVGESLVKQPDPTKGISELFGKDISC*

NbL03g16530.1 indole−3−glycerol_phosphate_synthase_chloroplastic−like [MW = 45.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSCVIKPLTKPLSMATNGCLISLPPFFTTTKSISSYPFLSTQLKPISLSSSLPSLLSLKKRTVQFPAFVSVLSEDDNTLVLDDQEQDGDFPSFVGEAGETEEYQEPSEDAKLFVGNLPYDIDSEGLAQLFQQAGVVEIAEVIYNRETDRSRGFGFVTMSTVEEADKAVELYSQYDLNGRLLTVNKAAPRGSRPERPPRTFQPTYRIYVGNIPWDIDDARLEQIFSEHGKVVSARVVFDRESGRSRGFGFVMMSSEAEMSEAIANLDGQTLDGRTIRVNAAEERPRRNTY*

NbL03g16510.1 28_kDa_ribonucleoprotein_chloroplastic [MW = 32.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00670 S−adenosyl−L−homocysteine hydrolase, NAD binding domain PF05221 S−adenosyl−L−homocysteine hydrolase

Protein sequence:
MTIQTAVLIETPTAHRSIGGALKGLWIGVPREGPSSTDNAEFQIVLGIISDSLKVDPKKYHKMKESSFGVSEETTTGVKRLYQMQANGSLLFPAINVNDSVTKSKQHEVFGGNNVKKTLTQEVPEHKEQKRRNADKSPGSAYRGRHHDNVIGNVGDPPANPNLRVVAHLVLEAALYDWAQPIADNLATAIAVPAIQVETFQITNNMMHLLQNKGLFSESQIEDPQQHLKNFLSIGMTQQQPNVTPEAIKLLLFPFYVTGEAQTWLNSLPPTKSLQETWERFKGMLVKCPHHGIPDQMLGQRFYMGLADNLKANVDAFARGAFLSKTFTECKILLDKMSQNLGWMTRATTLAPIVHSVPLDPNNSYAENMATLTNQMSILTKKIDEMEGENQGAREDMNYVNNYGGQRQGAQQWRPPQYQQYRPNMQQPGVHDSTIKNIETQLGQLSMALNNCPQGTLPADTNINPNEQNPNQLIAVSLRNGRDLDREQENLQAKNESTTVTPVLLEVEELTELTEVAVEQSWEEKVKEKMNEQAAEHVAPILPENSNNEKLVSNAQRGDARLCKDDEGSNVAKFDFQDLSTMTLTQTGSAVIIRPMVQKIINLMSLAVYTKLGIGRARPPYMLLQLVYDTVKRPTDIFDDVLVQVGKLVFLAHHVILDCQVDEEIPLILGRPFLATGRALIDCDTGKLKMRLIDEEVIFNVQQSMRRPSEYANCSLVDAVDVILQKDDTTLTVNNPLEACLKNLEKMDGEGIAEWVERLLHVLRENKTIIGWTMANIEDISPAFYMHKILLEEGYKPLREHQRRLNPNMKQVVKKEVIKWLDAGIIFPISDSNWVSPVQYRLDSILICNSFLVSMQFDNLYGCRHSLPDGLMRATDVMIAGKVAVVCGYGDVGKGCAGALKSAGARMKNNAIVCNIGHFDNEIDMHGLETYPGVKRITIKPQTDRWVFPETETGIIVLAEGLLMNLGCATGHPSFVMSCSFTNQLGAKFTKLTPEQAAYISVPTEGPYKPPHYSKNDPTLSSEVKSNGINSLSILIEDRRWR*

NbL03g16360.1 uncharacterized_LOC107819570 [MW = 116.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13419 Haloacid dehalogenase−like hydrolase

Protein sequence:
MALRVVSSPTIFSSQRRAASVLPSAVTLPNTNISSKSVATLHNSKSKTSRRNIGVVVTCSVSPSSEASVLPKALLFDCDGVLVDTEKDGHRISFNDTFAEKELGVTWDVELYGELLKIGGGKERMTAYFNKVGWPENAPKTEEERKQFIAGLHKRKTELFMALIEKKLLPLRPGVAKLVDQALGNGVKVAVCSTSNEKAVSAIVSCLLGPERAEKIQIYAGDVVPRKKPDPAIYLLAADTLGVDPSSCVVVEDSGIGLAAAKAAGMKCIVTKSGYTADENFSNADAVFDCIGDPPEERFDLAFCGSLLEKQYVS*

NbL03g16310.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_At3g48420 [MW = 33.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00899 ThiF family

Protein sequence:
MEVELKELLNDLQSLKKSLSDPSHLALIDKMHLRAENITILENSGPTRRSKVKDMSAEVVDSNPYSRLMALQRMGIVENYERIREYSVAIVGIGGVGSVAAEMLTRCGIGRLLLYDYDKVELANMNRLFFRPEQVGMTKTDAAVQTLSEINPDVVLESYTLNITTVEGFDTFMSSLTNKSFRPIKSGSGVDLVLSCVDNYEARMVVNQACNELNQTWMESGVSEDAVSGHIQLLIPGESACFACVPPLVVASGIDERTLKREGVCAASLPTTMGVVAGLLVQNTLKYLLKFGQVSPYLGYNALKDYFPTMEMKPNTQCSNAACLERQKEYILAKPTRDAAAKAKADKEALSAPENPVHADNEWNISVVDDNEVDGTVTGHSGVLPEGIVHELPVADEYPKPAITETVGPADDLEELRRQLEALNAE*

NbL03g16220.1 ubiquitin−like_modifier−activating_enzyme_5 [MW = 46.66 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07521 Zn−dependent metallo−hydrolase RNA specificity domain

PF12706 Beta−lactamase superfamily domain
PF13837 Myb/SANT−like DNA−binding domain

Protein sequence:
MAAFSAISLCPYKLCHQLKPSKRYISCYTPSSSTIGVHGSKGPRIRPAKPEGAGRSIDDSVQRRMEHFYEGADGPPLRVLPIGGLGEIGMNCMLVGNYDRYILIDAGIMFPGYEDLGVQKIIPDTTFIKKWSHKIEAVVITHGHEDHIGALPWVIPALDSHTPIFASSFTMELIKKRLKEFGIFVPSRLKVFKTRRKFTAGPFEVEPITVTHSIPDCSGIVLRCSDGTILHTGDWKIDESPLDGKVFDREGLEELSKEGVTLMMSDSTNVLSPGRTLSETVVADSLLRHISAAKGRVITTQFASNIHRLGSVKAAADLTGRKLVFVGMSLRTYLDAAWKDGKAPIDPSTLVKVEDIDAYAPKDLLIVTTGSQAEPRAALNLASYGSSHSLKLNKEDIVLYSAKVIPGNETRVMEMLNRISDIGSTIVMGKNELLHTSGHAHREELEEVLKIVKPQHFLPIHGELLFLKEHELLGKSTGIRHTAVIKNGEMLGVSHLRNRKVLSNGFISLGKENLQLMYSDGDKAFGTAAELCIDERQRIASDGIIVVSMEILRPQSMDGATEKALKGKIRITTRCLWLDKGKLLDALHKAAHAALSSCPLSCPLPHMERTVSEVLRKMVRKYSSKRPEVIAIAFENPAGVLADEINGKLSGKSHIGFGISALRNVMDEDQKGKQASEARAEEGPGYPIDDAAEQVEGVDMDIERLTHDRGTTSSSNSGDEYSTTKEESESSREESIQIDSGFPESMMKSSKPLKRNRWKHDEIQKLIKLRGELHSRFLVVRGRMALWEEISSNLLSSGVNRSPAQCKSLWASLVQKYEESKSDKKSQEKWPYFEEMNEILSDLEAASQK*

NbL03g16130.1 uncharacterized_LOC104224837 [MW = 93.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02127 Aminopeptidase I zinc metalloprotease (M18)

Protein sequence:
MAVAADLIDFLNASPTAFHAVEEAKKRLKSAGYVQIYERENWDLKAGNKYFFTRNHSTIVAFALGKKYVAGNGFYIIGAHTDSPCLKLKPVSKVTKNGFLKVGVQTYGGGLWHTWFDRDLTVVGRMIIRSRKDGSESYLHKLVRIEEPIMRIPTLAIHLERGTNDGFKVNTQTHLLPVLATSIKAELNKPVSADDSIENGAPNDGSKSSKKINPGGEQHHSLLLQLLAAQAGCQPSDICDFELQACDTQPSVIAGAMKEFVFSGRLDNLCSSFCSLKALIDATSQNSLEDEVGVRMVALFDHEEVGSDSAQGAGSPVMFDALSRITSTFSPDLKLIPKAIQRSFLVSADMAHALHPNYPDKHEENHQPKFHGGLVIKHNANQRYATNAVTSFLFREIAAKHNIPIQDFVIRNDMPCGSTIGPILASGIGIRTVDVGAPQWSMHSIREMCAVDDVKHAYHHFKAFFQDFSHLDAKIAVDV*

NbL03g16090.1 probable_aspartyl_aminopeptidase [MW = 52.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MDPRNGYCPQTKTFHSLRQPVPLPPLTEPLSIIQYTLSLLNSPTTGINVNATTFLIDATTGHRLSYADFLQKILSLASSLQARFPSLSKNDVAFILSPPSPHIPIVYFALLSLGIVVSPANPLSSTSEVTHMIQLCKPVIAFATSSTAVKLPSLPLGTILLDSPAFVSMIQAPVSTQISYPVIHQSDSAAILYSSGTTGKVKGVELTHRNLIALTTALYYSKFNNVADKDEKAEQEVSFMTLPMFHVFGFFMLIRLAALGETVVMIERFDFEKMLAAVEKYRVTYMPVSPPLVVAMAKSDLALKHDLSSLKLLACGGAPLGKEVAERFKRRFPNVEIIQGYGLTETTGGATGMSGPEESDRYGSAGRLAVNVEAKIVDPDNGETLPPGQRGELWIRGPTIMKGYVGDKQATSATLNSEGWLKTGDLCYFDADGFLYVVDRLKELIKYKAYQVPPAELEHLLQSIPDVADAAVIPYPDEEAGEIPMAYIVRRPGSTISEAQIIDAIAKQVAPYKKIRRVAFIDAIPKSPAGKILRRELVNHASSGASARL*

NbL03g16080.1 4−coumarate−−CoA_ligase−like_9 [MW = 59.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00334 Nucleoside diphosphate kinase

Protein sequence:
MEGLSVVGASPCVSSSALSSLSSPTSRLSCAPSSKLILNPIKKNRHLAAFQPAFHLFASSQSRSHASKRNRIFLPHLVASMEEVEETYIMIKPDGVQRGLVGEITSRFEKKGFKLTGLKLFECPKELAEEHYKDLQSKSFFPKLIDYITSGPVVCMAWEGVGVVASARKLIGATNPLNAEPGTIRGDLAVQTGRNVVHGSDSPDNGKREIALWFREGELCSWTAVQEPWLIE*

NbL03g15940.1 nucleoside_diphosphate_kinase_2_chloroplastic [MW = 25.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
AQLFLKPPKENEKHLQVHDPIASVHFASILELAKSLSVSHTHTEATPKSAMATLGRLSRRFIATTLCGHLSRHQNHNLIRRSLATEAQAAIKESPDRVKWDYRGQRKIIPLGQWAPKVAVDAYVAPNVVLAGQVTVYDGASVWNGAVLRGDLNKITIGFCSSIQEKCVVHAAWSSPTGLPAETLVDRYVTVGAYSLLRSCTIEPECIIGQHSILMEGSLVETNSILEAGSVLPPGRRIPSGELWAGNPARFVRTLTHEEIKEIPRLSAAINDLANAHRSEFLPYSTVYLEVEKLKKSFGISI*

NbL03g15780.1 gamma_carbonic_anhydrase−like_2_mitochondrial [MW = 33.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03214 Reversibly glycosylated polypeptide

Protein sequence:
KVIKVPQGFDYELYNRDDINRILGPKASCISFKDGACRCFGFLVSKKKFIYTIDDDCFVAKDPSGKDIDALAQHLDNLTKPSTPYFFNTLYDPYREGADFVRGYPFSLREGVPTAVSHGLWLNIPDYDAPTQLVKPRERNTRYVDAVMTIPKGTLYPMCAMNLAFNRELVGPAMYFGIMGDGQPLGRYDDMWAGWCSKVVCDHLGYGVKTGLPYLWHSKASNPFVNLKKEFKGLFWQEEMIPFFQSVVIPKECTNAQQCYLELAKMVKEKLGPIDPYFHNFAAAMVTWIEAWEEFNAPAKAKIDSVKSA*

NbL03g15750.1 alpha−14−glucan−protein_synthase_[UDP−forming]−like [MW = 35.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00318 Ribosomal protein S2

Protein sequence:
MAATHEVRTLTTKEADIQMMLAAEVHLGTKNCDFQMERYVFKRRNDGIYIINLGKTWEKLQMAARVIVAIENPKDIIVQSARPYGQRAVLKFAQYTGANAIAGRHTPGTFTNQLQTSYSEPRLLILTDPRTDHQPIKEAALGNIPTIAFCDTDSPMRYVDIGIPANNKGKHSIGVLFWLLGRMVLQMRGSIPQGHKWDVMVDLFFYREPEEAKEQQEEEAPAIADYAEYGGAALGGDWSSNQIPDAQWAADGAPVVPAVASGWTGDGAVEGGWDAAAAPPAQVAGAEVIPATAPTGWD*

NbL03g15710.1 40S_ribosomal_protein_SA−like [MW = 32.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
MMPPILKLLLWCCLCLCGVLTTTYARPQPPNLIIADSNSSSSNAYIRRSLLSNGLGRTPQMGWSSWNHFACNIEEKMIRETADAMVSTGLASLGYEYINIDDCWAELNRDSQGNMVPKGSTFPSGIKALADYVHSKGLKLGIYSDAGSQTCSKQMTGSLGHEEQDAKTFASWGVDYLKYDNCNNENRSPRERYPIMSKALQNSGRAIFYSLCEWGDDDPATWASSVGNSWRTTGDISDNWDSMTSRADMNDKWASYAGPGGWNDPDMLEVGNGGMTTAEYRSHFSIWALAKAPLIIGCDLRSMDQTAHEILSNKEVIAVNQDKLGVQGKKVKQNGDLEVWAGPLSGKRVALVLWNRSSSKADITAYWSDIGLDSSTVVDARDLWAHSTKGSVKGQISASIDSHDCRMYVLTPKK*

NbL03g15700.1 alpha−galactosidase [MW − SP = 42.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MKTMSHFSSIIQFVFLVSTAICITVMSSSLEAVDGANITINGNIVTYDRRSLIINGQRKLLISASIHYPRSVPAMWPGLVQLAKEGGVDVIETYVFWNGHELSPDNYYFGGRYDLVKFCKIVQQAGMHMILRIGPFVAAEWNYGASWEKVNSGLSWQRIPYLVKFWKPCGLPVWLHYVPGTTFRTDSEPFKHYMQKFMTYIVNLMKQERLFASQGGPIILAQAKNEYGNYETAYGEGGKRYALWAARMALSQDTGVPWIMCQQYDAPDPVIDTCNSFYCDQFKPISPNKPKVWTENWPGWFKTFGARDPHRPPEDVAYSVARFFQKGGSVMNYYMYHGGTNFGRTAGGPFITTSYDYDAPIDEYGLARFPKWGHLKELHKVIKLCEHALLNNDPTLLSLGPLQEADVYEDASGACAAFLSNMDDKDDKVVQFRNISYQLPAWSVSILPDCKNVVFNTAKVGCQTSIVNMEPVDLHPTVRSPKRDIKALQWEVFKETAGVWGVADFTKNGFVDHINTTKDTTDYLWYTTSIFVNEEEFLQNKSSAMLFVESKGHAMHVFINHVLQASASGNGTVPHFKFGTPIVLKAGKNDIALLSMTVGLQTAGSFYEWIGAGPTSVKVEGFNSGTVDLSASTWTYKVGLHGEYLRIYESGGLNNKIWALTSEPPKQQPLTWYKAVVDVPPGDEPVALDMIHMGKGLAWLNGQEIGRYWPRKSSKLEKCVTQCDYRGKFNPDKCDTGCGEPTQRWYHVPRSWFKPSGNILVIFEETGGDPSQIRFSRRKVSGTCGHLSEDHPAFDVEYLQGSEFKNDENRATLRLKCPTNTHISAVKFASFGNPTGTCGSYMQGDCHDPNSAALVEKVCLNQNECALEMSNGNFNIQLCPSTVKKLAVEVNCS*

NbL03g15610.1 beta−galactosidase_10 [MW − SP = 97.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase

Protein sequence:
MDLDQWVTKVKDGQHLAEDELQLLCEYVKEILIEESNVQPVNSPVTVCGDIHGQFHDLMKLFQTGGHVPETNYIFMGDFVDRGYNSLEVFTILLLLKARYPANITLLRGNHESRQLTQVYGFYDECQRKYGNANAWRYCTDVFDYLTLSAIIDGTVLCVHGGLSPDVRIIDQIRVIERNCEIPHEGPFCDLMWSDPEDIETWAVSPRGAGWLFGSRVTTEFNHINKLDLVCRAHQLVQEGLKYMFQDKGLVTVWSAPNYCYRCGNVASILSFNENMEREVKFFSETEENNQMRGPRTGVPYFL*

NbL03g15600.1 phytochrome−associated_serine/threonine−protein_phosphatase_3 [MW = 34.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
MVSKKPVAAVQYTRLAEKMAGALSPATTFRLKPFCTVRFFTHYRKPIKILTPNYYSSFPLKLRTSSIPAPYRRRSFCSVVSAAISSGEAVEKPKFEQKEGVKTDQVREFKKRLSIADIKGGPDEGLERLGETLVVRGWVRTVRVQSSVTFIDVNDGSCLSNMQCVMGSDAEGYDQVDNGSISTGASVWIEGTVVGSQGSKQKIELKVQKLVVVGKSDPSFPIQKKRVSREFLRTKAHLRPRTNTFGAVSRVRNALAYATHKFFQENGFVWVSSPIITASDCEGAGEQFRVTTLIPTTKEGGDSPVNAIPTTESGSVNWSQDFFGKQAFLTVSGQLNGETYATALSDIYTFGPTFRAENSNTSRHLAEFWMIEPELAFADLDDDMACATAYLQYVVQYVLENCKEDMDFFNTWIEKGIITRLSDVVEKNFVQLTYTDAVELLLKARKKFDFPVKWGCDLQSEHERYITEEAFGGCPVIIRDYPKDIKAFYMRQNDDGKTVAAMDMLVPRVGELIGGSQREERLGYLEERLDNLKLNKESFWWYLDLRRYGSVPHAGFGLGFERLVQFATGIDNIRDAIPFPRTPGSAEF*

NbL03g15570.1 asparagine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 66.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00197 Trypsin and protease inhibitor

Protein sequence:
MKSFIFSFLLLSTTLSLLPFVVFSSSFTSTNPIVLPTTTDDDKGLPIPRFPEVLDINGEPLHVGEEYHIISAIWGVGGGGVYLTFVGNTKCPNGVLQHQRDSLPGMPVKFFTTHPRPLNVVRENTDINIMFSVATTRLCVNETVWKVGDPEPIARLTRFVLTGGTLGNLRPENIDSWFKIERVTKQGPFYKLRYCPATIDSRPVVCSDVGVTHYFGVRRLALTNQPFVVVFRKFQKTDG*

NbL03g15530.1 serine_protease_inhibitor_1−like [MW − SP = 23.95 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF02170 PAZ domain

PF02171 Piwi domain
PF16487 Mid domain of argonaute

PF16488 Argonaute linker 2 domain

Protein sequence:
MMFNFVYHGTDMSSTAFIEPLPVIDFVTQLLNRDVSSRPLSDADRVKIKKALRGVKVEVTHRGNMRRKYRISGLTSQATRELTFPVDENGTVKSVIEYFRETYGFVIQHTQWPCLQVGNQQRPNYLPMEVCKIVEGQRYSKRLNERQITALLKVTCQRPQERERDILETVHHNAYANDPYAKEFGIKISDKLAQVEARILPPPRLKYHDNGREKDCLPQVGQWNMMNKKMVNGGTVNNWICINFSRNVQDSVAHGFCSELAQMCQISGMNFNPNPVLPPSSARPDQVERVLKTRFHDAMTKLQLHGRELDLLVVILPDNNGSLYGDLKRICETELGVVSQCCLTKHVFKMSKQYLANVALKINVKVGGRNTVLVDAISRRIPLVSDRPTIIFGADVTHPHPGEDSSPSIAAVVASQDWPEITKYAGLVSAQAHRQELIQDLYTTRQDPVKGTVAGGMIKDLLISFRRATGQKPQRIIFYRDGVSEGQFYQVLLFELDAIRKACASLEPNYQPPVTFVVVQKRHHTRLFANNHRDRNAVDRSGNIIPGTVVDSKICHPTEFDFYLCSHAGIQGTSRPAHYHVLWDENKFTADALQSLTNNLCYTYARCTRSVSIVPPAYYAHLAAFRARFYMEPETSDGGSVTSGAAGGRGGGAGAAGRNTRAPGAGAAVRPLPALKDNVKRVMFYC*

NbL03g15280.1 protein_argonaute_1−like [MW = 76.89 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00282 Pyridoxal−dependent decarboxylase conserved domain

Protein sequence:
MVVTTTSITDSNENLHCTFASRYVQESLPKFRIPDRSMPKEAAFQIVNDELMLDGNPRLNLASFVSTWMEPECDKLIMSSINKNYVDMDEYPVTTELQNRCVNMLAHLFHAPVGDNETAIGVGTVGSSEAIMLAGLAFKRKWQARRKAEGKPFDKPNIVTGANVQVCWEKFARYFEVELKEVKLKEGYYVMDPAKAVEMVDENTICVAAILGSTLTGEFEDVKLLNELLSKKNKETEWDTPIHVDAASGGFIAPFLWPDLEWDFRLPLVKSINVSGHKYGLVYAGVGWVLWRSKEDLPDELVFHINYLGSDQPTFTLNFSKGKSSAAAMSGVRVKAGAQGSIRSYQIIAQYYQLIRLGFQGYKSIMENCMANAKVLTAGITKMGRFDIVSKDVGVPVVAFSLRDSSKYTVFEVSEHLRRFGWIVPAYTMPPDAEHVAVLRVVIREDFSHSLAERLVSDIENVLKELDTHPPRLPTKAARVTAEEVHNDKGDGLHQFHTDIVETQKDILKHWRKIAGKKTSGVC*

NbL03g15240.1 glutamate_decarboxylase−like [MW = 58.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MFTVCRHNKVPSFFSKLRTTTISSVARITPTGSGVTSCCTQATKPPPSTLMKRPAVLYHYPCPDGAFAALAAHLYFSSIHITPLYFPNTVYSPIRVEDLPLNEIDHVYLLDFVGPSGFVHQLHSKVDCVVVLDHHKTARELLGGGTYVSENLIKVIDMDRSGAPIAYDYFKEKLINGDNNRAADVDALKIGEFDRVRRLFEYIEDRDLWRWKLPDSKAFSSGLDDCNIEYDINLNPSLFQQLLALDLKSLIEQGKISLSHKQKRIDEVLEKSFEIALGAGTFGCCLAVNADSLSELRSELGNQLAARSRNMKFRGIGAVVYKVPELENDQMLKVSLRSIGDEDTTSISQAFGGGGHRNASSFMLNSTEFENWKVK*

NbL03g15140.1 uncharacterized_LOC109207500 [MW = 41.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01180 Dihydroorotate dehydrogenase

Protein sequence:
MASLGLAQRIRIGLDGNLGAEFPMMGGARKSLSSNYSRSRVGFRIVASEGHSVEPDLSVTVNGLKMPNPFVIGSGPPGTNFTVMKRAFDEGWGGVIAKTVSLEADKVKNVTPRYAKLRAGANGSAKGQIIGWQNIELISDRPLETMLKEFRQLKEEYPDRILIASIMEEYNKAAWEELIYKVEETGIDAIEINFSCPHGMPERRMGAAVGQDCDLLEEVCGWINAVATVPVWAKMTPNITDITKPARVSLNQGCEGVSAINTIMSVMGINLNTLRPEPCVEGYSTPGGYSAKAVHPIALAKVMNIARMMKSEFGDKDYSLSAIGGVETGGDAAEFILLGANTVQVCTGVMMHGYGLVKTLCSELKDFMRKHNFSSIEDFRGASLEYFTTHTDLVKRQQEAIRQRKAIKKGLQSDKDWTGDGFVQETESMVSN*

NbL03g14930.1 dihydropyrimidine_dehydrogenase_(NADP(+))_chloroplastic−like [MW = 47.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01015 Ribosomal S3Ae family

Protein sequence:
MAVGKNKRISKGKKGGKKKAADPYAKKDWYDIKAPSVFDIKNVGKTLVTRTQGTKIASEGLKHRVFEVSLADLQKDEDQAFRKIRLRAEDVQGKNVLTNFWGMDFTTDKLRSLVRKWQTLIEAHVDVKTTDSYTLRMFCIAFTKKRPNQQKRTCYAQSSQIRQIRRKMVEIMRNQASSCDLKELVAKFIPESIGREIEKATSSIFPLQNVYIRKVKILKAPKFDIGKLMEVHGDYSEDVGVKLDRPADETAAEAEPEVPGA*

NbL03g14920.1 40S_ribosomal_protein_S3a−like [MW = 29.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03223 V−ATPase subunit C

Protein sequence:
MASRYWVVSLPVQQNSSTTTLWSRLQESISRHSFDTPLYRFNIPNLRVGTLDSLLALSDDLVKSNNFIEGVCSKTRRQIEELERVSGVLSSSLTVDGVPVDSYLTRFVWDEAKYPTMSPLKEIVDGIHSQVAKIEDDLKVRVAEYNNVRSQLNAINRKQAGSLAVRDLSNLVKPEDIVTSEHLTTLLAVVSKYSQKDWLSSYENLTTYVVPRSSKMLYEDNEYALYTVTLFNRDADNFKIKARERGFQIRDFEHNPETQESRKQELEKLMQDQETFRSSLLQWCYTSYGEVFSSWMHFCAVRIFAESILRYGLPPSFLSVVLAPSTKSEKKVRSILESLCDSSNSNFWKSEDEGGMAGFGGDTEAHPYVSFTINLV*

NbL03g14870.1 V−type_proton_ATPase_subunit_C−like [MW = 42.92 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 89 177 265 438

Protein length

Gel Slice

3.6 6.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 89 177 265 438

Pfam domains

Pfam Description
SP Sequon TM Domain PF08541 3−Oxoacyl−[acyl−carrier−protein (ACP)] synthase III C terminal PF08545 3−Oxoacyl−[acyl−carrier−protein (ACP)] synthase III

Protein sequence:
MANTTTIAAGPTFSLQHRVTERHQTHGRAGISTLPQHQGRTLFFPPAAPTLRRRFSPSIGIYHRIRHSFSDGTFNRVICSSTVEGADKLSTDQSRVSRLVNRGCKLIGCGSAVPALKVSNDDLAKIVDTNDEWISVRTGIRNRRVLSGKDNLTDLAAEAARKALEMAEVDPNDIDLILLCTSTPEDLFGSAPQIQKALGCKRNPLAFDITAACSGFMLGLVSAACYIRGGVFKNVLVIGADALSRYVDWSDRGTCILFGDAAGAVVMQACDIGEDGLFGFDLHSDGEGQRHLNASIKENETDHAFGTNGSVIGFAPKGSSYSCIQMNGKEVFRFAVRVVPLSIEAALEKAGLPGSKIDWLLLHQANQRIIDGVATRLEVPSERVISNLANYGNTSAASIPLALDEAVRSGKVQAGHVIAAAGFGAGLTWGSAILRWG*

NbL03g14600.1 3−oxoacyl−[acyl−carrier−protein]_synthase_3_A_chloroplastic−like [MW = 46.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13086 AAA domain PF13087 AAA domain

Protein sequence:
MQVKLLKMESLCNSCGSVSTLAPSCLTLRFYKKRSNLSSFFRSVTLSNPKNRIFLDSSISFPNYNIQASSSSSSTGTKPLSPRRSKPKNVKNSDISAVTTKRSLGKKAEKIQECSQEERDSGPVNVRALNENGDPMGRKDLGKCVVRWISQGMKAMATDFATAEMQGEFTEVKQRMEPGLTFVIQAQPYLNAIPMPLGLEAICLKACTHYPTLFDNFQRELRDVLQELQRKSLVQDWRDTESWKLLKDLASSAQHKAIARKTSQPKFVPGVMGMDLEKPKAMQSRIDDFTNRMSDLLCIERDSELEFTQEELNAVPAPVLNSEEQKPFEFLVSHAQPEQELCDTICNLTAVSTSIGLGGMHLVLFKLEGNHKLPPTNLSPGDMVCVRTCDSRGAGATSCVQGFVHNLGEDGRSISLALESLHGDSTFSKLFGKNVRIDRIQGLADALTYERNCEALMMLQKKGFQKKNPSVAVVATLFGDKEDLVWLEENGMADWSEVELPDSTDRKSFDTSQRKAIALGLNKNRPIMIIQGPPGTGKTGMLKELISLAVKQGERVLVTAPTNAAVDNMVEKLSDIGLNIVRVGNPARISPAVASKSLTEIVNTKLADFRAEIERKKSDLRRDLRYCLKDDSLAAGIRQLLKQLGKSIKREEKETVKEILSSAQVVLATNIGAADPLIRRLDTFDLVIIDEAGQAIEPSCWIPILLAKRCILAGDQFQLAPVILSRKALEGGLGVSLLERAASLHDGMLSTKLTTQYRMNNAIASWASKEMYDGSLISSPTVASHLLVDSPFVKPTWVTQCPLLLLDTRMPYGSLSVGCEEHLDPAGTGSFFNEGEADIVVQHVFSLIYSGVPPAAIAVQSPYVAQVQLLRDKIDELPMATGVEVATIDSFQGREADAVIISMVRSNNLGAVGFLGDSRRMNVAITRARKHVAVVCDSSTICHNTYLARLLRHIRYFGKVKHVEPGSFWEFGLGMDPMLPTAS*

NbL03g14500.1 DNA−binding_protein_SMUBP−2 [MW = 108.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01722 BolA−like protein

Protein sequence:
MTKALFVRPNVAALCIRRLSSSVQPRVPSLLKCVSISARSYRTLKLVPQIGSKIELFAGRRTFSTRATSDTGSIDSPLMESMQKKIKEQLNADSVIVKDAYGDGRHVSIDVVSSAFEGQSAVNRQRMVYKAIWEELQNTVHAVDQMTTRTPAEAGK*

NbL03g14490.1 protein_BOLA4_chloroplastic/mitochondrial [MW = 17.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16845 Aspartic acid proteinase inhibitor

Protein sequence:
MRVFGNTTLLFALILLLSFLFSAFGLSETGGGFCGEEEEKESNLIEMATLGGIRDSHASSHNSDEIHSLAKFAVDEHNKKENAMIEFARVVKAQEQVVAGTLHHLTLEVIDAGKKKLYEAKVWVKPWLNFKELQEFTHVEDVPTLTSSDLGVKQGDMSLCQVCDYIQKKILDSISGVNRKKCSSSVLQIIVSAIYEEEGSGLKSVPVHDPVVQEAADHAIKTIQQRSNSLLPYELQEIVHANAEVIGEDNMKLHMLIKTSRGGKQEKFKVQVHHNNEGAFQLNHMEPDHS*

NbL03g14430.1 cysteine_proteinase_inhibitor_6 [MW − SP = 29.48 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01411 tRNA synthetases class II (A)

PF02272 DHHA1 domain
PF07973 Threonyl and Alanyl tRNA synthetase second additional domain

Protein sequence:
MRVLIDGWNWRCIALALPFSRTSNRLRFPPLPSSSYSPSSTFAAASLLPLSPAVSISHTIRRRLSIFTRSSRLMGSQSVELEWPANNVRQTFFNFFQGKGHEQVESSPVVPHNDPTLLFANAGMNQFKPIFLGIVDPNSPLSKLKRACDTQKCIRAGGKHNDLDDVGKDTYHHTFFEMLGNWSFGDYFKKEAIEWAWELLTQVYRLPGDQIYATYFGGDEKSGLPADNEARELWLKFLPPSRVLPFGCKDNFWEMGDTGPCGPCTEIHFDRIGNRDAASFVNNDDPTVIEIWNLVFIQFNREADGSLKPLPAKHVDTGLGFERLSSILQNKMSNYDTDVFLPVFDAIQKATGARPYSGKVGADDVDKIDMAYRVVADHIRTLSFAIADGSCPGNEGREYVLRRILRRAVRYGTEVLKAQQGFFSSLVKVVVEVMGDVFPELKQRETHIRDTIADEETSFGRTLLHGIEKFKKAAQEVQGKQFSGQDAFVLWDTYGFPLDLTQLMAEERGLVVDVDGFNVAMDAARERSRNAQSKNAGGAIAMDADATAALHKKGVAATNDSFKFTWFQDHESEIKAIYIGNEFLESAAAGDEVGIILESTSFYAEQGGQIYDTGSLESSSGSFQVCNVQVYGGFVLHIGSFSGQAHKFSVGDKVICKVDYNRRTLVAPNHTCTHMLNFALKEVLGDHVDQKGSIVLPEKLRFDFSHGKPVKPEELRKIESIVNEQIKSELDVFSKEAKLSDAKSIKGLRAVFGEVYPDPVRIVSVGRKVEDLLANPENEEWLSYSAELCGGTHISNTREAKAFALMSEEGIAKGIRRVTAVTTHRAFEATDLASSLEQKVNEAFQTDESLLEEKVTSLNAAVERAQIPTVRKADLKAKLSALQNQVIKAKKKIAAENVQKAVKAASEMAEAAASGGKAYCILQISVGLDTAAVREAVVKVMEQKGMAVLVFSTDEAANKILVCAGVPEKGDKCQQLNVKDWLNAALKPLGGKGGGGKGGLAQGQAANISHVGEAMDVAASFAAMKLN*

NbL03g14420.1 alanine−−tRNA_ligase−like [MW = 112.75 kDa]
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1 194 387 580 773 967

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATKSKSTLSDKSTPATPRDRVSKVSRGLSKSDADSPSPFQNSRPPVEKSPRSVTSKPSVERRSPKISTPPDKKPTRILKPSELQAELNVAHEDLKKAKEKLALVEKEKQKALEEVKESQKMAEEVNEKLREAMVAQKRAEENSEIEKFRAVEMEQAGIESAQKKEEEWQKELDAVKNQHALDVAALLSATEELQRVKQELTMTSDAKNQALSHADDATKIAEIQAEKVEILSAELVRAESLLESRNENESCETNKLVEDLNLEIAGLREEGSEKNKLLENLKHEIEALRKEDSEKNKLLENLKLEMEALRKEDGAKNKLLEKVELEKEALRKGDDEKNILLENLKLATEALRKDDGEKNKLLEKLKLEIEGLRKEDSEKNKLLEDLKLEIETLTEDLEEAKSYEEKLVEKEALLEQLNVDLEASRMAESYAHNLMEEWQQKVEELEAQTKEARHLERSASESLESVMKQLEGSNDLLHDAESEIASLKEKVGLLEMSTTRQKGDLEESERRAQIAKEEASEMAKKVESLIAELETVKEEKTQAIEHEKLAAENVQSLLEEKNKLINELENSREEEEKSKKAMESLASALHEVSSEAREAKERWLSSQAEHEHYETQIEDLKLVLKATNEKYESLLDEAKEKIDDLTNSVEQSKNEHQISKAEWEDKELYLMNYVKKTEEENSSMEKEINRLVNLLKEAEQEASFEEEAVQLKNSLNEAESEVTYLKEVLGEAKGESMKLKESLLDKENEVQNILQENEELRSREAESLKKVEELSKSLKEALAKKEAEENGELSESEKDYDMLPKVVEFSEQNGGGILEKPKIEVIPHQSEQSAEEKSEGVVNIISHDEAVETLAEVEKPNGELKGNEHKEKEDDDSAEGEFKMWESCKIGDKDFSPQRETVQEEDSESKTDVGESFDQVNGLPSVENPENGGTSPTKPQSQKKKKPLLHKFGSLLKKKGTNSQK*

NbL03g14350.1 WEB_family_protein_At3g02930_chloroplastic−like [MW = 109.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MSVRTVKVSNVSLGVSEQDIKEFFSFSGDIEYVEMISENERSQIAYVTFKDPQGAETAVLLSGATIVDQSVTVALEPDYELPPTAPVPIKATERANAAGGGSAIQKAEDVVSSMLAKGFILGKDAVNKAKTFDEKHQFISTASAKVASLDQKIGLSEKINMGTTIVNDKVKEMDQKFQVTEKTKSALAAAEQTVSTAGSAIMKNRYVLTGASWVTGAFNKVTKAAGEVGQKTKEKMAEEEQGRSSATGYVPIHAFSESPKASKTEEPAKPSSPKGLIL*

NbL03g14250.1 binding_partner_of_ACD11_1−like [MW = 29.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00790 VHS domain PF03127 GAT domain

Protein sequence:
MSDNNLLDKVSAFGERLKIGGTEVGQKITAGMSSMSFKMKELFQGPNQTDKLVEEATAESLDEPDWAMNLELCDMINHDRINSVELIRGVKKRIMLKSPRIQYLGLVLLETIAKNCEKAFSEIAAERLLDEMVKLIDDPQTVVNNRNKALVLIEAWGESSSELRYLPVYEETYKSLRSRGVRFPGRDHESLAPIFTPPRTVSASEPDITLAQQIQHEIPRENFSAEQTKEAFDVARNSVELLTTVLSSSPQQDALQDDLTTTLVQQCRQSLNTVQRIIETAGDNEALLFEALNINDEVQKALSKYDELKKPLVVSSEPEPAMIPVAVEPDESPRAGKEDALIRKPAGSQSAVHGGDDMMDDLDEMIFGKKAGGTSEAGHDTKKQQSPKDDLISF*

NbL03g14230.1 TOM1−like_protein_1 [MW = 43.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
FFFPSLFLSHPHKSQLKLFFSTIFLCIKKRFLFQSQPKIKKMLSVASVEAQKAESSSSVIPSSNQSSEELHVFRSRLPDIQISNNVPLHVYLFERLSEFQDRTCLISGSSGKSYTFAETHLICQKIAAGLTNIGIRKGDVIMTFLQNCAEFVFTFLSASMIGAVITTANPFYTKAEAFKQLKASNAKLIVTQSQYVDKFRHSGENDPKIDEDFSVITIDDPPENCLHFSVLSEANEEEMPKGIVVQPDDPVALPFSSGTTGLPKGVILTHKSLITGVAQLVDGDNPNLYLKNDDVVLCVLPLFHIFALNSVLLVSLRAGATVLLMQKFEIGALLELIQHYRVSVAAVVPPLVLALAKNPMVDSFDLSSIRLVLSGAAPLGKELEEALHRRVPQAIFGQGYGMTEAGPVVTMCPAFAKQPFSTKSGSCGSVVRNADLKVVDPETGCSLGRNQPGEICIRGSQIMKGYLNDDEATARTIDVDGWLHTGDIGYVDDDDEIYIVDRVKELIKFKGFQVPPAELESLLVSHPDIADAAVVPQKDDAAGEVPVAFVVRSPDGFEITEEAIKEFIAKQVIFYKRLHKVYFIHAIPKSPSGKILRKELRAKLAAPPASAQ*

NbL03g14200.1 4−coumarate−−CoA_ligase_2 [MW = 67.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01643 Acyl−ACP thioesterase

Protein sequence:
MLLRGTFPACNVAVSDYNQPQKNNQFSHSFTPCRQKFLFSASAARTNSIMDVATNEAKNKEAAFEPTLADQLRLGSLTEDGLSYKEKFIVRCYEVGINKTATVETIANLLQEVGCNHAQSVGFSTDGFATTLTMRKLHLIWVTARMHIEIYKYPAWSDVVEIETWCQSEGRIGTRRDWILKDYATGEFIGRATSKWVMMNQDTRRLQKVTDDVHEEYLVFCPKELRLAFPEENNSSLKKILKLEDPAHSSRLGLAPRRADLDMNQHVNNVTYIGWVLESMPQDILDTHELQTITLDYRRECQHDDVVDSLTSLESFEDSALGTNGSASASREINKSFLHLVRLSGDGLEINRGRTEWRKKSVKK*

NbL03g14050.1 oleoyl−acyl_carrier_protein_thioesterase_chloroplastic−like [MW = 41.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSSAVVAGTSASSCSVAYSRNLSISKTSASIPSPKSSTAPCQRTSFQGLSLQEAKRGVSNSFLSESKRNTTSIGGRSRTLEITARSTAAKNIEVEVDKPLGLTLGPKTGGGVVITGIENGGNAARAGLKVGDQVVYTSSFFGDELWPADKLGFTKTAIQAKPDSVYFVVSRGVDVDVKRLPKRPAPPQFGRKLTDAQKARATHICLDCGYIYTLPKSFDDQPEDYACPQCRAPKKRFAKYDVNTGRAIGGGLPPIGVIIGLIAGIGGVGALLVYGLQ*

NbL03g14020.1 uncharacterized_LOC109209395 [MW = 29.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEKEDLKWEQNEVELAEEEEEELGGLQQRSAKADKELTNGKIQTNGHSNSSPKFTNGTEKSDLGDVQENSEEKLLNSNYGVEVEEETEPKEVSLQQVLALINGVEEGTEAQKELKQHLVISSNGTEKSDLGEEQERSEEQLLANNGVEVEVEEGTEPQEVSVQQVLASNNGVEVEEGTDAKEESKQQLVILTNCTEKSDLDNEQERSEEQLIDSNNGVEVEEGSKPDEESLQQLVASNNGVEEGTDAKDETKLQFMISTNGTEKIDLDYEQERSEEQFSDFNNGVGVEEGKEQKEVSVLQVVASNNGVEEESEAKEESKQHLVISTNGAEEGPFKSGHSVYYDKDEGIWKCRVCCWTFQGKSISIDWTKIPRGHLHKLMNYPMFDQRGLLFSFGSEDSNFTSIPSIKEKFDKKSGDDRVQESVVLDIQLNGYLKSDNLSNSGAQPSKYLSEDHSIVHKSTSIEEIESADTDLINDSDNDVKDYDVENVLQKQNTHDLYCPNCKSCITRRVILRKRKRKIRISGDDIKRNKLEGVVDCKVDATHAQATSDQVGDRADTSLDGTPQLAADDYQPDRDPEIFRCLSCFSFFIPTGNGFKLFRFFGEKGDKQNVKGEQIPTTSKNWFSSIFASDKGKASVEQGSGTGANAVKNDAGVLTPSDNFKDQSAKPLVIRESAPPAYSSSGTQEAGGKILGSENQDAKMKGKMAINTVGKSVNATKSQAGGSVFDIFEEGILNLPYVAASSEEVRGNDRNDELLRTAGRIQVSNGNLAQESLPASQQTGSKVLITSTKEESLTIEKSRTELKSDVMITSTKEESLTIEKSETDLKSDMTLLNKGPDNESLLSSATTSFALNGLDENGKPKFLTELPQEHEQNVKAMLPSESPVENNGNNFQLSNKDGSDPYEISQHTITKTKFEIHSKQPLKVDKDALFSSVKDALSIHDAPVNITNISVEAAANGIAGKDTVITVEAGHETTETSPNLDAQIHFVERQGTDAAEGYRIEIIKSIIFGGLAESITSLSVVSSAAGGDTTTLNILVLGMANLIGGLFIIFHNIWELKRDHYEQASNQIMGRHVDRYRQLLGRRENFTLHAVVAVLSYIIFGLVPPIVFGFSFRKSDDREFKLVAVAAASLVCILMLAIGKAYVQRAPKPYFKTIATYIILGFTVSGVSYAAGILFKRLLEKLGFFQSSSTVNLLLQEIPGAGGAWASL*

NbL03g13970.1 membrane_protein_of_ER_body−like_protein [MW = 132.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01849 NAC domain PF19026 HYPK UBA domain

Protein sequence:
MPGPVIEEIEAEKKLKEDEPIVEDVKEEDDHDDDADDSDDDDDDDDKEDGALEADAGGSESSKQSRSEKKSRKAMLKLGMKPVTGVSRVTIKRTKNVLFFISKPDVFKSPNSETYVIFGEAKIEDLSSQLQTQAAQQFRMPDMGSVMAKSDVSPSTAAVEADEEEEEVDETGVEPRDIDLVMTQAGVSRSKAVKALKCHNGDIVSAIMELTT*

NbL03g13790.1 nascent_polypeptide−associated_complex_subunit_alpha−like_protein_2 [MW = 23.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00891 O−methyltransferase domain PF08100 Dimerisation domain

Protein sequence:
MGSTSQSESDSLTHTEDEAFLFAMQLCSASVLPMVLKSALELDLLELMAKAGPGAAISPTELAAQLSTQNPEAPVMLDRMLRLLATYSVLNCTLRTQPDGSVERLYSLAPLCKYLTKNADGVSVAPLLLMNQDKVLMESWYHLKDAVLDGGIPFNKAYGMTAFEYHGTDPRFNKVFNRGMSDHSTMSMKKILEDYKGFEGLNSIVDVGGGTGATVNMIVSKYPSIKGINFDLPHVIGDAPAYPGVEHVGGDMFASVPKADAIFMKWICHDWSDEHCLKFLKNCYEALPANGKVIVAECILPEAPDTSLATKNTVHIDIVMLAHNPGGKERTEKEFQALAKGAGFTGFHKACCAYNTWVMEFNK*

NbL03g13770.1 caffeic_acid_3−O−methyltransferase−like [MW = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01182 Glucosamine−6−phosphate isomerases/6−phosphogluconolactonase

Protein sequence:
GGPVFSHSPFLYNMTEFAVRLASSSRALSANLRISPTRFSPLRRSLTLTSASIIGKSLFFSRAHRRISVLSTNSSKSQFTTKSSMAETVTGKSKGKVEVFDSEEELAVSLAKYTADLSEKFCKERGSFSVVVSGGSLIKSLRKLVEPPYIDSIDWSKWHVFWVDERVVPKDHPDSNYLLAYDAFLSKIPIPSGNVYAINDALSAEGAADDYETCLRHLVKSKIVDISDATGFPKFDVMLLGMGPDGHVASLFPGHPLVHEKEKWVTFIKESPKPPPERITFTFPVINSSANIALVVAGAGKADVVHKSLGDSESSDLLPVQMVSPEGELIWFLDKAAASKL*

NbL03g13630.1 probable_6−phosphogluconolactonase_4_chloroplastic [MW = 37.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03226 Yippee zinc−binding/DNA−binding /Mis18, centromere assembly

Protein sequence:
MADSYSHPLFSCRSCRNPIALRDDLLSKRFVAKSGGAFLFKHAMNVVVGKKEDRQLLTGYFSVADIFCSKCGEELGWKYVKAYDPSQKYKEGRFIIETAKILKEY*

NbL03g13390.1 protein_yippee−like_At4g27740 [MW = 12.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13599 Pentapeptide repeats (9 copies)

Protein sequence:
KVVQTNADNNTHNSQTMASISIPLAYKSHSLSRSSSYRPHFTTPQFHLPIQIKCSATNEGSNNEERSCQFKQLRNVACGFFAVWAVAISVSPVIAASQRLPPLSTDPDRCARAFVGNTIGQANGVYDKPLDLRFCDYTNEKNNLKGKSLAAALMSGAKFDGADMTEVIMSKAYAVGASFKGTDFSNAVLDRVNFEKANLQGASFKNTVLSGSTFNDAQLEDADFEDTIIGYIDLQKICLNKTINEEGRVNLGCR*

NbL03g13270.1 thylakoid_lumenal_17.4_kDa_protein_chloroplastic [MW = 27.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGAWRRRASLIIFAIVLFGSLFAFSIAKEEATKLGTVIGIDLGTTYSCVGVYKNGHVEIIANDQGNRITPSWVAFTDGERLIGEAAKNQAAVNPERTIFDVKRLIGRKFDDKEVQRDKKLVPYEIVNKDGKPYIQVKIKDGETKVFSPEEISAMILTKMKETAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIINEPTAAAIAYGLDKKGGEKNILVFDLGGGTFDVSILTIDNGVFEVLATNGDTHLGGEDFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFDGVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLQKNQIDEIVLVGGSTRIPKVQQLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDETKDILLLDVAPLTLGIETVGGVMTKLIPRNTVIPTKKSQVFTTYQDQQTTVTISVFEGERSLTKDCRLLGKFDLTGIAPAPRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNDKGRLSQEEIERMVKEAEEFAEEDKKVKERIDARNSLETYVYNMRNQINDKDKLADKLESDEKEKIETATKEALEWLDDNQSAEKEDYDEKLKEVEAVCNPIITAVYQRSGGAPGGASEESNEDDDSHDEL*

NbL03g13240.1 luminal−binding_protein_5 [MW − SP = 70.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MDRSRSKRYYYDQDYDSENNLPRTKQRYNNNPHGNNHHYAPTHHRRPLTGGGGGGGRKIQDPSLMVTTSYRILCHDVKAGGVIGKSGSIIKAIRQHTGAWVNVHELIPGDDERIIEISDTRRRDPDGRMPTFSPAQEALLLIHERILDSDGGYSGGGGVEVEEEFRMRGLSGNNRAVTRLVVSRMHVGCLLGKGGKIIEQMRMETKTHIRILPRDHTLPRCVSMSEEIVQVVGEMNAVKKAIEIISSRLRESQHRDRSHFPGRQHSPERFVPPDDDFIPHMNNTTRRPSENGSSFGSRLPAGMSSGRSNNYSSSSSGYAVESGKAPGNENGPVMYVEDLVFRILCPVDKVDTVAGESDGIIELLQNEIGVDVKILNPVASSNEQVIIIMSDEGPDDELFPAQEALLHIQTRIVDLVPEKENVITTRLVVQTDEVECLGGRDGPLSDMQKITGATVQILPKEELPPCVSGTDEIIQIVGEIKAAREALVEVTSMLRSCTYREFFQKDIPSPAVPASSPARCNIGADKSSVNNTSPSQQNYNVNDVQTSIYQNAPAKLMTQPVKETGASASEIAKQNENERCEDIPSGLNRMHVPLVTRSTLEVVIPPHAVPKLITKSRNKLAQISELSGANVKLIEDRPEETEKIIQISGTPEQAERAQSLLQGFILSTLEDGP*

NbL03g13200.1 KH_domain−containing_protein_At4g18375 [MW = 74.11 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 156 311 466 774

Protein length

Gel Slice

3.6 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 156 311 466 774

Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family PF00930 Dipeptidyl peptidase IV (DPP IV) N−terminal region

Protein sequence:
MQSTNSSDKKCLKRSRSFSSEMPATDTNVAKPLEDCILFPVEEIVQYPLPGYGSPTCISFSPDDSVITYLHSPNQTLYRKVFVLDLKSGRQDLFFSPPGGGLDENNLSAEEKLRRERSRERGLGVTRYEWVKASAKRKVIMVPLPAGLYLKDQNAEPELKIASTSSSPILDPHISPDGTRLAYVRDNELHVFNLLYHESKQLTTGADGNVITHGLAEYIAQEEMERKNGYWWSLDSKYIAFTQVDSSGIPLFRIMHQGKSSIGPEAEEDHAYPFAGGANVKVRLGVVPTNGGQITWMDLLCSEKDKENEEEYLGRVNWMHGNILTAQVLNRSHSKLKILKFDIKTGQRNVLLVEEHDTWINLHDCFIPLDKGLNRINGAFIWASEKTGFRHLYLHDTNGVCLGPITQGDWLVEQVAGVNEVTGLLYFTGTLDGPLESHLYCAKLFPDANSPLQSPMRLTNGRGKHAVVLDHQMQRFIDIHDSLVSPPKISLCSLHDGSLIMHLFDQPVSVPQFRKLHLESPEIIQIQAQDGTALYGQLYKPDPMKFGAPPYRTMIEVYGGPSVQLVCDSWTNTVDMRAQYLRSKGILVWKMDNRGTARRGLMFEGALKYNCGLVDAEDQLTGAEWLLKQGLAKQGHIGLYGWSYGGYLSAMTLARFPEVFKCAVSGAPVTSWDGYDTFYTEKYMGLPSENPSGYRESSVMHHVAKIKGKLLLVHGMIDENVHFRHTARLINALVAAGKTYELLIFPDERHMPRRMRDRIYMEERIWEFIQRNL*

NbL03g12940.1 dipeptidyl_aminopeptidase_4 [MW = 87.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
MAIISDYEEQENKPSPTVAASTLTKPFKVVLDPANPLGFLETALEFVGRESDLFKSDSLISDVNAVVRMVKDKLEAEERKKKEKAETSNTKVAAEKKVKEEVPAVATKKEAKEVKAKEVKEEKEDDKKGPRAPNKGNGLDLENYSWNQSLQEVNVNIPVPHGTKSRFIVCDISKNHLKVGLKGQPPIIDGELYRPVKVDDCFWSLEDQKSISVLLTKKDQMEWWKCCVKGEPEIDTQKAEPESSKLADLDPETRSTVEKMMFDQRQKSMGLPTSDETQKQEILKKFMAEHPEMDFSKAKIS*

NbL03g12880.1 protein_BOBBER_1−like [MW = 33.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MACTEVYSISSPKMEYVEGRCFSFINSLTSLKSWPMIQRTNSPIRRGRKLGVSCSLPNTLSPLGSEQDASVVPSSHSLEDEFSHVTKFKMSDFKIRNRVSIDLGGRGDEIVFEAMVNDPHSPLYKTRVVLRQLISARAKRRGRRAIEVLKRLARRKLMYHSYSMQVHGYICSSMTDENSSFTLVLGHHGSSSLRHWLQRSDWLPTLEATLSLDQESVRRVGDDTIGGPAISRQLRLIRILMRDLLIGVNYVHSHGLAHTELRLENLHISPVDKHIKIGILGNAADFNEADTVDGTSYDNMDRRRMMIAFDMRCVGFIMAKMVLRELMDPTIFAKFKAFLTKGNDPSCLREFLLHAVKRNSSAGNFGIQILDRNWGAGWHLLSLLLAPKPLDRISCLNALRHPFLCGPKWRVSPSIDVIRWSLGSTTVRIAEEYIYGQQQRSRLAHFIELMEMLNPYPKPKHWLRAFPGKWRLLYCTGRHIGLTLRQPSVRVLIGEVYLTISKASTPKTTFSAASHISFTVMPSGDWRHDKSGVGGKLQVNTYFRLRAGRRLYLKEETDTSKFPSATPNAQGSAVKRLSSKTWRKAIPVNEFPSSLPVAKLVSAETEVTMSLDKPLSGNIEVAQKALQEVRTQIPPEMFDLSKIVCGTYLDSRLLVLRSVNGSALILTRCTNDS*

NbL03g12860.1 probable_plastid−lipid−associated_protein_14_chloroplastic [MW = 75.92 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF11931 Domain of unknown function (DUF3449)

PF12108 Splicing factor SF3a60 binding domain
PF13297 Telomere stability C−terminal

PF16837 Pre−mRNA−splicing factor SF3A3, of SF3a complex, Prp9

Protein sequence:
MSSTLLEVTRASHEEVERLERLVVKDLQTEPATNKDRLHQSHRVRNMIEQIIDTTHKLVDIYEDKDGARKDEIAALGGQTATGTNVFSAFYDRLKEIREYHRRHPAARVGIDASDDYEQLLKEEPQIEFSGEEGSGRYLDLHELFNEYYNSKFGARIEYTAYLDVFSQPQKIPRKAKSTRLYREYLQKLLEYLIYFFERTEPLQDLDRIFSKVTSEFEEEWAIGKVEGWENNSQENGSAPQNHTVIDLNSYSTVEELMIEGPDKLKEALGALGLKTGGTIQQRAERLFLTKHTPLEKLDRKHFAKGSRKPEQNGVMPAPQVSDDVKEIALMEAKIRKLCDLLDETIVRTKENVEKKQALTYEEMEAEREEDDVQAESESDEEDQQIYNPLKLPMGWDGKPIPYWLYKLHGLGQEFKCEICGNHSYWGRRAYERHFKEWRHQHGMRCLGIPNTKNFNEITSIEEAKQLWERIQEKQGLNKWRPDLEEEYEDQEGNIYNKKTYTDLQRQGLI*

NbL03g12840.1 splicing_factor_3A_subunit_3−like [MW = 59.76 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00310 Glutamine amidotransferases class−II

PF01493 GXGXG motif
PF01645 Conserved region in glutamate synthase

PF04898 Glutamate synthase central domain
PF07992 Pyridine nucleotide−disulphide oxidoreductase

PF14691 Dihydroprymidine dehydrogenase domain II, 4Fe−4S cluster

Protein sequence:
MSIASSSVNNGMVMPSPAKSLAGHQLNAMPLSRVGVGLGRTTRASRSLAKRTTGFDKRFYGAKLRASGSERLHLWQSDGPGHAPKLKVVVRSALSNVPEKPLGLYDPSFDKDSCGVGFVAELSGESNRKTVTDAVEMLVRMSHRGACGCETNTGDGAGILVALPHDFYKEVASEVGFELPPPGQYAVGMFFLPTSESRREQSKIVFTKVAESLGHTVLGWRPVPTDNSGLGKSALKTEPVIEQVFLTPTPRSKVDFERQMYILRRVSMVAIRAALNLQHGGVRDFYICSLSSRTIVYKGQLKPNQLKEYYYADLGYERFTSYMALVHSRFSTNTFPSWDRAQPMRVLGHNGEINTLRGNVNWMRAREGLLKCKELGLSKTEMKKLLPIVDASSSDSGAFDGVLELLLRAGRSLPEAVMMMIPEAWQNDKNMDPNRKALYEYFSALMEPWDGPALISFTDGRYLGATLDRNGLRPGRFYVTYSGRVVMASEVGVVDIPPEDVCRKGRLNPGMMLLVDFENHVVVDDEALKQQYSLARPYGQWLKRQKIELKDIVESVNKSYRVPPPIAGVLPALNDDDSMENMGLHGLLAPLKAFGYTVESLEMLLLPMAKDGVEALGSMGNDAPLAVMSNREKLTFEYFKQMFAQVTNPPIDPIREKIVTSMECMIGPEGDLTETTEEQCHRLSLKGPLLSIEEMEAVKKMNYRGWRSKVLDITFSRDCGTKGLEETLDRICSEAHSAIQEGYTTIILSDRAFSPKRVAVSSLLAVGAVHHHLVKKLERTRVGLIVESAEPREVHHFCTLVGFGADAICPYLAVEAIWRLQVDGKIPPKSTGEFHSKDELVKKYFKASHYGMQKVLAKMGISTLASYKGAQIFEAVGLSSEVMERCFRGTPSRVEGATFDALAKDALKLHELAFPSRALAPGSAEAVALPNPGDYHWRKGGEIHLNDPLAIAKLQEAARTNSVAAYKEYSKRVQELNRQCNLRGLLKFKEAQVKVPLEEVEPASEIVKRFVTGAMSYGSISLEAHATLAMAMNKIGGKSNTGEGGEQPSRMEPLPNGSMNPKRSAIKQVASGRFGVSSYYLTNADELQIKMAQGAKPGEGGELPGHKVIGDIAVTRNSTAGVGLISPPPHHDIYSIEDLAQLIHDLKNANPEARVSVKLVSEAGVGVIASGVVKGHADHVLISGHDGGTGASRWTGIKSAGLPWELGLAETHQTLVANDLRGRTTLQTDGQLKTGRDVAVAALLGAEEFGFSTAPLITLGCIMMRKCHKNTCPVGIATQDPILREKFAGEPEHVINFFFMLAEEVREIMSHLGFRTLTEMVGRSDMLELDKDLTKNNDKLKNIDLSLLLRPAADIRPEAAQYCVQKQDHGLDMALDNNLIALSKAALERSLPVYIETPICNVNRAVGTMLSHEVTKRYHLTGLPADTIHIKLSGSAGQSLGAFLCPGITLELEGDSNDYVGKGLSGGKIIVYPPKESKFDPKENIVIGNVALYGATTGEAYFNGMAAERFCVRNSGAKAVVEGVGDHGCEYMTGGTVVVLGKTGRNFAAGMSGGIAYVLDMDSKFRSRCNSELVDLDKVEEEEDIMTLKMMIQQHQRNTNSQLAKDVLADFDNLLPRFIKVFPRDYKRVLASMKKEEANKAANERAIKEAEEQEEADLKEKDAFEELKKLAVASRDQSSQVEEEKTLKRPTEVADAVKHRGFVAYERQGVSYRDPDVRMSDWKEVMEESKPSSLLKTQSARCMDCGTPFCHQENSGCPLGNKIPEFNELVYQNRLREALDRLLETNNFPEFTGRVCPAPCEGSCVLGIIENPVSIKSIECAIIDKAFEEGWMVPRPPSERTGKRVAIVGSGPSGLAAADQLNRKGHTVTVFERADRIGGLMMYGVPNMKTDKIDVVQRRVDLMEKEGVKFVVNANVGNDPMYSLERLREDHDAIVLAVGATKPRDLPVPGRDLSGVHFAMEFLHANTKSLLDSNLQDGKYVSAKGKKVVVIGGGDTGTDCIGTSIRHGCSSVVNLELLPQPPQTRAPGNPWPQWPRIFRVDYGHQEAAAKFGKDPRSYEVLTKRFIGDENGNVKGLEVKRVQWEKDASGRFQFKEVEGSEEIIGADLVLLAMGFLGPESTIADKLALEKDNRSNFKADYGRFSTNVEGVFAAGDCRRGQSLVVWAISEGRQAAAQVDKFLMKDDEDDFTADVASQQEFVKKQQDSSKQQTVVT*

NbL03g12820.1 glutamate_synthase_1_[NADH]_chloroplastic [MW = 243.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00481 Protein phosphatase 2C

Protein sequence:
MLCNSCVRFVVFQAAHIDRHIVQRQFIKLIKSLNATRSVSYSWNSVYTARRTMMVDTGATAKGGPVVDVSPEKDDNNGGFATGGWKSEDGRLSCGYSSFRGKRATMEDFYDIKTSKVVGQTVCLFGIFDGHGGSRAAEFLKKHLFENLMKHPEFPTNAKLAISETYQQTDMDFLDSEKDTFRDDGSTASTAVLVGNHLYVANVGDSRTIISKGGKAIALSEDHKPNRTDERKRIESAGGVVMWAGTWRVGGVLAMSRAFGNRMLKQFVVAEPEIQDQEIDEEIELLVLASDGLWDVVPNEDAISLAEAEEEPEAAARKLTETAFTRGSADNITCIVVKFHHKKVEPEGSQQG*

NbL03g12720.1 probable_protein_phosphatase_2C_76 [MW = 38.77 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 35 69 103 169

Protein length

Gel Slice

3.6 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 35 69 103 169

Pfam domains

Pfam Description
SP Sequon TM Domain PF11341 Protein of unknown function (DUF3143)

Protein sequence:
MSTISTASFSTDRLLLSIISPPPSTISRLFLPSPLLFSKFRSRPSPLTSSSPSRTTVACSKSSEEAEVSQKVDEWLQKLPDKKKALYSHSLPCIEAWLRSLGFYQSRDDRALWFVEKPDWHAHLSLDITDIYIRYLKNGPGNLEKDIERRFSYALSREDIENAILGGP*

NbL03g12490.1 uncharacterized_LOC109206341 [MW = 19.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04716 ETC complex I subunit conserved region

Protein sequence:
KISANRMRRPIIIRKLSPIQLLRIIASFQSSQWVQTESKSERRASQEARVKMFLRRVARPLMMMAKVKETTGIVGLDVVPNAREVLINLYRKTLEEIKAVPEDEGYRKAVESFTRHRLSVCQEEEDSEMIEKRLGCGQVEELIEEAQDELKLIGHMNEWKPWGVPDDYECEVIENDAPVPKHIPLHRPGPLPEEFYKTLEAVTSGTLETSKKDEPAIASGESQPK*

NbL03g12390.1 probable_NADH_dehydrogenase_[ubiquinone]_1_alpha_subcomplex_subunit_5_mitochondrial [MW = 25.77 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF04969 CS domain

PF05002 SGS domain
PF13181 Tetratricopeptide repeat

Protein sequence:
FLTLFLFLYKYKPQLLYLYIPWGALIRQRISIVSIHPSPFLFPLVLETSSVLLAMASDLEIRAKEAFIDDHFELAVDLYTQAIAMTPKNAELFADRAQANIKLNYFTEAVVDANKAIELDPSMSKAYLRKGLACMKLEEYQTAKAALETGASLAPAESRFTKLIKECDERIAEEAGELPNQSVDKTSGNVVAPPASESLGNVAVAPKDAQPTVNLSYQGSAARPKYRHEFYQKPEEVVVTIFAKGIPAKNVIVDFGEQILSVSIDVPGDETYSFQPRLFGKITPAKCRYEVMSTKIEIRLAKAEPLHWTSLEYTRESAVVQRPNVSSDAPRPSYPSSKLRHTDWDKLEAEVKKEEKDEKLDGDAALNKFFRDIYKDADEDTRRAMMKSFVESNGTVLSTNWKEVGAKKVEGSPPDGMELKKWEI*

NbL03g12380.1 protein_SGT1_homolog [MW = 47.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MADVPMAEAETFAFQAEINQLLSLIINTFYSNKEIFLRELISNSSDALDKIRFESLTDKSKLDAQPELFIRLVPDKANKTLSIIDSGIGMTKADLVNNLGTIARSGTKEFMEALQAGADVSMIGQFGVGFYSAYLVAEKVIVTTKHNDDEQYVWESQAGGSFTVTRDVDGEQLGRGTKITLFLKEDQLEFLEERRIKDLVKKHSEFISYPIYLWTEKTTEKEISDDEDDEPKKDEEGAVEEVDEDKEKEKGKKKKIKEVSHEWQLINKQKPIWLRKPEEITKDEYASFYKSLTNDWEEHLAVKHFSVEGQLEFKAILFVPKRAPFDLFDTRKKMNNIKLYVRRVFIMDNCEELIPEYLGFVKGVVDSDDLPLNISREMLQQNKILKVIRKNLVKKCIEMFNEIAENKEDYNKFYEAFSKNLKLGIHEDSQNRAKLADLLRYHSTKSGDEMTSLKDYVTRMKEGQKDIYYITGESKKAVENSPFLERLKKKGYEVLYMVDAIDEYAVGQLKEYDGKKLVSATKEGLKLDDDSEEEKKKKEEKKKSFENLCKIIKDILGDKVEKVVVSDRIVDSPCCLVTGEYGWTANMERIMKAQALRDSSMSSYMSSKKTMEINPDNGIMEELRKRAEADKNDKSVKDLVVLLFETALLTSGFSLDDPNTFAARIHRMLKLGLSIDEEEEAVEDADMPALEETGEESKMEEVD*

NbL03g12220.1 heat_shock_protein_82 [MW = 80.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MLCISLLIFFLPFQFSVHFSLYLNMSQVVATRSIQTSFSSPSHGSLQTQVEKLIKPSSFASKVLARNERSKSCSAIRVNAPQITARRSVRAEPPVLPVSPEDVPKSEEQLQYLQAIRHLGDTSVGMWSKPTVRRKTKIVCTIGPSTNTREMIWKLAEAGMNVARLNMSHGDHASHQKVIDLVKEYNAQSKDNVIAIMLDTKGPEVRSGDLPQPITLQPGQEFTFTIKRGVGTADCVSVNYDDFVNDVEVGDMLLVDGGMMSLQVTSKTEESVKCEVVDGGELKSRRHLNVRGKSATLPSITEKDWDDIKFGVDNQIDFYAVSFVKDAAVVHELKNYLKSCGADIHVIVKIESADSIPNLHSIITASDGAMVARGDLGAELPIEEVPLLQEEIINICRSMGKAVIVATNMLESMIVHPTPTRAEVSDIAIAVREGADAVMLSGETAHGKFPLKAVKVMHTVSLRTEATIVGGETPPNLGQAFKNHMSEMFAFHATMMSNTLGTSIVVFTRTGFMAILLSHYRPCGTIFAFTNDKKVQQRLALYQGVCPIYMEFSEGAEETFTNALSLLQKQGMVKEGEQVALVQSGRQPIWRLQSTHNIQVRKV*

NbL03g12140.1 plastidial_pyruvate_kinase_2−like [MW = 66.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02416 mttA/Hcf106 family

Protein sequence:
MTLMASAISAPTASSSSSLSSFTIRRLSSTISVPQNPKVQLLKWIPYSGLTSFSSWNGLKQLSISKSQYSVQIGRSRKHKGKGVYASLFGVGAPEALVIGVVALLVFGPKGLAEVARNLGKTLREFQPTIRELQEVSRDFKSTLEREIGLDDIKGSGQDTIKSSTTSRQEVDPNGSPSPSIASSSEEDMERLLRIAEAEKQAEKDLASLLESQSESRTVSQVADNSSSAYSTEDYLKITEEQLKAAAQQQNESSIPEQISSNAQSLSQADNSSSSDGAYSTDEVSKITEQQPSSPQQSLSNAQSQLEETLKEAASAIPSSQKPESET*

NbL03g11990.1 sec−independent_protein_translocase_protein_TATB_chloroplastic [MW = 35.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain

Protein sequence:
MGSRFEVEVKISSAKDLKNVNWRYGRLKPYSVVWIDPKAKCSTKVDENGDMSPYWDEKLVIPLYSPIEESTLYIDVVHANAEKDTKPLIGSAKLHLRDVVDTVGIGNCCERSLDLKRPSGRPQGKVKVEVSVRDPRYRAPDPYYAPPYGVPPPGSRDYPAAPPQPYGGSYGAPSPAPSAAPPQPYGGSYGAPAPYAAPPSGYPYSAAPAPAPYGQQQPNYGAPPAPYSQGGSYGQPGYSMGTYGQQQGNYGQASYGQQSGYKCEEEKKKGKFGGMGLGAGLAMGAVAGALGGLAISEGIDHIEDNIADKAAEKVEDDLADDDYDGDDF*

NbL03g11960.1 protein_SRC2_homolog [MW = 34.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MFAFNTQFSVSLSKANFYTIFQVPSLPFIYNTQKNEKHTKKTIMWFFRRKGPSGFSYNSTAEDVTHGIDGSGLTAIVTGASSGIGSETSRVLALRGVHVIMAVRNMAAGKDVKETIVKEIPAAKVDTMELDLSSLASVKKFASDFKSSGRPLNLLINNAGVMATPFMLSKDNIELQFATNHLGHFLLTNLLLEKMKETTRKTKREGRIVNVASEAHRFAYREGVRFGKINDRKSYNSFGAYGQSKLANILHANELTRRLKEDGAEITANSLHPGMITTNLFPHMGVFDGLVSNLGKLVLKNVQQGASTTCYLALHPQVKGVSGEYFLDNNLATTTAKAKDMDLAKRLWDFSMDLVK*

NbL03g11930.1 short−chain_dehydrogenase_TIC_32_chloroplastic−like [MW = 39.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03283 Pectinacetylesterase

Protein sequence:
MNVNSIVVLKLVVLICWPWLIYSKEEQSRLLVNMTLVHNASSLGAYCLDGNVPAYHLHRGLGAGASNWLLQFAGGGWCNDIKSCLDRSTTHRGSTRYMNKWEVFSGILSNNASLNPDFYNWNRVKLRYCDGASFAGDSKFYNGTYSRSSSERNGSTLLYFRGQRIWKAIILDLLP*

NbL03g11800.1 pectin_acetylesterase_9−like [MW − SP = 17.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00082 Subtilase family PF12580 Tripeptidyl peptidase II

Protein sequence:
MQNPLFKPLPLSTPQSYSHSLLSPSSPIIVPKRLSDIRVNNSSRLIRAMPCTSLVKPSDGNGAVRSFKLKESTFLAAQMPKKEIAADRFIEAHPEYDGRGVVIAIFDSGVDPAAAGLRVTSDGKPKVIDVIDCTGSGDVDMSTVVKADNDGCIRGASGASLFINSLWKNPSGDWHVGCKLVYELFTDTLTSRVKKERKKRWDEKNQEAIAEAVKQLDEFDKKHTKVEGVHLKRIREDLQNRVDLLRKQADSYDDKGPVVDAVVWHDGELWRAALDTQSLENDPGCGKLADFVPLTNYRLEQKHGVFSKLDACTCVLNVYNGGNILSIVTDSSPHATHVAGIAAAFHPEEPLLNGVAPGAQIVSCKIGDSRLGSMETGTGLTRALIAAVEHKCDVINMSYGEPTLLPDYGRFVDLVNEVVNKHRLIFVSSAGNSGPALTTVGAPGGTSSSIIGVGAYVSPAMAAGTHLLVEPPTEGLEYTWSSRGPTVDGDLGVCISAPGGAVAPVPTWTLQRRMLMNGTSMASPCACGGVALLVSAMKAEGIPVSPYSVRKALENTSVPVSALLEEKLSAGQGLMQVDKAYEYIQKVQNVPCVWYQVKIKQAGKTSKPTLSLASRGIYLRDPNYCHQSTEWTVEVEPKFHEDANNLDQLVPFEECIKLFSTGDAVVKAPEYLLLTHNGRSFSIVVDPTNLSDGLHYYEVCGIDSKSPWRGPLFRIPVTITKPTAVKIRPPLISFQGISFVPGQIERRFIEVPFGATWVEATMRTYGFDTARRFFIDTVQLSPLQRPIKWESVATFSSPSSKSFAFRVEGGRTMELAVAQFWSSGIGSHETTIVDFEIAFRGINISKEEVILDGSEAPVRIDAEALLAAERLVPSAVLDKIRVPYRPIDAKLHALSADRDKLPSGKQILALTLIYKLKLEDGAELKPQIPLLNNRIYDNKFESQFYMISDVNKRVHAMGDVYPDFAKLPKGEYTIQLYLRHDNVQYLEKMKQLVLFTERKLEEKEIVRLNFYSQPDGPLTGDGSFKSSDLVPGEKEAFYVGPPVKDKLPKNSPEGSVLFGRISYGKLVYKDSEEGKNPASYQISYLVPPIKLDENKGKSSTDPKTVSERLEEQVRDAKIKVLASLNQDSDEERAEWKKLSLLLKSEYPKYTTLLAKILEGLLSRNNVEDKIHHYTEIISAADEVVTSIDRDELAKYCALNSDPEDEAAEKMKKKMETTREQLTEAIYQKGLALAEIEALKGDNNVDKADSQAASESDVTSDMFEENFKELKKWVDVKSSKYGVLSVYRERHHGRLGTALKVLIDMIQDDADPPKKKFYELKLSLLDQIGWSHLVVYEKQWMQVRFPSSLPLF*

NbL03g11790.1 tripeptidyl−peptidase_2 [MW = 149.42 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 106 211 316 524

Protein length

Gel Slice

3.2 4.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 106 211 316 524

Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme PF13193 AMP−binding enzyme C−terminal domain

Protein sequence:
MASFTLTGLLKHVAEKFPSHRAISISGKFDITHARLQELVERAASQLVSAGVKHGDVVALTFPNTIEFVIMFLAVIRVRATAAPLNSAYMADEFEFYLSDSESKLLLTGKEGNEAAQTAASKLKIRHITATLPQADSDITFSPAPSVSDLVSVSKIVNDPSDVGLFLHTSGTTSRPKGVPLTQLNLASSVINIKSVYKLSDSDSTVIVLPLFHVHGLIAGLLSSLGAGASVTLPSAGRFSASTFWPDMKKYNATWYTAVPTIHQILLDCHLSKPESDYPKLRFIRSCSAALAPSVMARLEEAFGAPVLEAYAMTEATHLMASNPLPENGPHIPGSVGKPVGQEMAILDENGVIQGANAKGEVCIRGPNVTKGYKNNPEANKSAFQFGWFHTGDVGYLDSDGYLHLVGRIKELINRGGEKISPIEVDAVLVSHAEIAQAVAFGVPDDKYGEEINCAVIPREGSNIDETEVLRFCKKNLAAFKVPKKVFMTDSLPKTATGKIQRRLVAEHFLAQISTAKVPKFGA*

NbL03g11750.1 oxalate−−CoA_ligase−like [MW = 56.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03763 Remorin, C−terminal region PF03766 Remorin, N−terminal region

Protein sequence:
MAEVEATKVETEKVVDPTPPAPEAPAPVKEAEPVVETPKEVADEKAIVAPALPPPEQVKEKSDDSKALVVVEDKAAEPAEEKKEGSIDRDAVLARVATEKRLSLIKAWEESEKSKAENKAQKKVSAIAAWENSKKANLEAELKKMEEQLEKKKAEYIEKMRNKIALLHKEAEEKRAMIEAKRGEDLLKAEELAAKYRATGTAPKKLLGCF*

NbL03g11650.1 remorin−like [MW = 23.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MTESNPAESTSLASKICNQISSVFSSTTTKTPALEVLVQEIAAASTRNSKVFVYGVGREGLMLKALSMRLFHLGLSAHCVFDMNTPPIRPPDLLIASAGPGGFSTVDAICGVAKSNGARVLLLTAQPESGSSVKYASVVAYIPAQTMADDSAGDAERERPLLPMGSLYEGAMFVLFEMVVFKLADVLKQSPEAVRARHTNLE*

NbL03g11550.1 3−hexulose−6−phosphate_isomerase [MW = 21.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01113 Dihydrodipicolinate reductase, N−terminus PF05173 Dihydrodipicolinate reductase, C−terminus

Protein sequence:
MEVAGAVDSNFVGQDIGQVCDMEEPLEIPIINDLTMVLGSISQSKATGVVIDFTDPSTVYDNVKQATAFGMNTVFYVPRIKQETVMALSMFCEKASMGCLVAPTLSIGSILLQQAAISASFHYNNVEIVESRANAVDFPTQDAVQIANNLSNLGQLYNREDISTDIPARGQILGEDGVRVHSLVLPGLPSSTSVYFSKPGEVYTLQHDITDVQCLMPGLILAIRKLFASRTWSMAWRSFYKKQTVRG*

NbL03g11380.1 putative_4−hydroxy−tetrahydrodipicolinate_reductase_3_chloroplastic [MW = 26.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02861 Clp amino terminal domain, pathogenicity island component

Protein sequence:
MATHSFSLHSIPSSTSTSYNRQSDNNTLTQKYCKILATSFTGGMLSIRPQNLNVFTLKRRRSTVATVSFSLPTAKPERAPSEIQPKWSARAIKAFAMAELEARKLKYPNTGTEALLMGILVEGTSLAAKFLRANGVTLLKVREETVKLLGKSDMYFFSPEHPPLTEPAQRALDWAVDEKLKSGESGEITIAHLALGIWSEKESAGHKIMATLGFDDEKARELAKSMDKDIEMSYT*

NbL03g11080.1 ATP−dependent_Clp_protease_ATP−binding_subunit_CLPT1_chloroplastic−like [MW = 25.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase

Protein sequence:
MYRRRLTSLPLFFSHFHQVKRADQLKIYQAFSTEILNPAESESSSTRNSPFVAFVLGGPGSGKGTQCLKIAETFGFEHIGAGDLLRKEMYSSTEEGAMIQKLMREGSIAPSEVTVKLIRKAIESAENHKFLIDGFPRSEENRMAYERIIGAEPNFVLFFDCPEEVMVKRVLNRNEGRVDDNEHTVKERLKVYKAVTLPVVNHYAKKGKLYKIDGTGTQEEIFERVRPIFSSLSSLV*

NbL03g10900.1 UMP−CMP_kinase [MW = 26.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
QILSKMAAAKLLFLAAALSLFYLSGAADTATSFIKNSCKPTTYPDLCVASLSGYAQTIKNSQEQLIKTALSVSLSRAQSTKGFVSKLLKFKGLKPREYEAIKDCIEETSDSVDRLSKSVSELKEVDHSRGKDFLWHISNVETWVSAAITDENTCTDGFAGRALNGRIKASIRNRIRNLAEVTSNALGLINQYAAKH*

NbL03g10880.1 21_kDa_protein−like [MW − SP = 18.69 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MGCRLCCIALLFTLCFAADPYVNFELEYSYITVSPLGVPQQVIAVNGKFPGPVLNVTTNYNVVVNVKNKLDENLLVTWPGIQMRRSSWQDGVLGTNCPIPAKWNFTYQFQVKDQIGSFFYSPSLNLQRASGGFGSFIITNRNIIPIPFSPPDGDIVIIIGDWYTRDHKALRKDLDAGKQLGMPDGVLINGKGPFRYNTTYVPDGIDYETINVNPGKTYRVRVHNVGVSTCLNFRIQNHNLLLVETEGYYTSQQNYTSVDIHVGQSYTFLVTMDQNASSDYYIVASPRFVNQSLWQKVTGVAVLHYSNSKGKAGGPLPDPPNDAYDTSYALNQAMSIRQNVSASGARPNPQGSFHYGQINVTDVYLLKSVPPVVIDGKLRATYNGISFKNPETPIRLADVYHVKGDYKLDFPTKPMNRPPKVDTSLINATYKGFIEVILQNNDTVAQSFHMDGYSFFVVGMGFGEWTENNRGSYNRWDAIFRSTTQVFPGGWTAIMASLDNVGVWNLRAENLDRWYLGQETYMRIINPEDHSNKTELPVPSNALYCGALASKQKPQKTSSATTIFRSSEMYLTFMLVFSAVISLLS*

NbL03g10800.1 monocopper_oxidase−like_protein_SKS1 [MW − SP = 63.52 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00251 Glycosyl hydrolases family 32 N−terminal domain

PF08244 Glycosyl hydrolases family 32 C terminal
PF11837 Domain of unknown function (DUF3357)

Protein sequence:
GTQLTSSPVLLSLYILSSRLVASPFLLFPLSSTMATHHFHFDPENSTTLYTVLPDQPESAVAGRRKPLKFVSGILLSSFFLFSLVFVILNQSSDLSQENSPSSETLTPALSRGVSQGVSEKTFRDVSGGSLSYYSWTNAMLIWQRTAYHFQPQKNWMNDPNGPLYHKGWYHLFYQYNPDSAIWGNITWGHAISTDLIHWLYLPFAMVPDQWYDINGVWTGSATILPDGQIMMLYTGDTHDYVQVQNLAFPANLSDPLLIDWVKYQGNPVMVPPPGIGDKDFRDPTTAWTGPQNGQWLLTIGSKIGKTGIALVYDTSNFTNFKLLDGVLHAVPGTGMWECVDFYPVSTVETNGLDTSYNGPGIKHVLKASLDDDKHDYYAIGTYDPVKNKWTPDNPELDVGIGLRLDYGKFYASKTFYDPKEQRRILWGWIGETDSEAADLLKGWASVQTIPRTVLYDKETRTHVLQWPIKEIESLRIGDPLAKQLNLQPGSIELVHVDSAAQLDVEASFEVDKAALEATIEADVGFNCSTSGGSAKRGILGPFGVVVIADQTLSELTPVYFYIAKGTDGRAETYFCADETRSSEAPGVAKQVYGSSVPVLDGEKHSMRLLVDHSIVESFAQGGRTVITSRIYPTKAINGAARLFVFNNATGASVTASLKIWSLKSADIRSFPLDQL*

NbL03g10790.1 acid_beta−fructofuranosidase_AIV−18−like [MW = 74.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03767 HAD superfamily, subfamily IIIB (Acid phosphatase)

Protein sequence:
MRIFSFLILFSFAFGHENLNTLIVELPENTEPHLKETFIDERELECTSWRFAVEANNLSPWKTIPKECADYVRQYINGGAYKLDIDRVSSEAGAYAESTKLGADGKDVWVFDVDETLLSNLPYYSQHGYGLEVFDSVKFDEWVEKGVAPVIGSSLKLYQDVMRLGFKVFLLTGRSERHRIVTVENLMNAGFQDWDKLILRGSKDHGKSATIYKSEKRDEMVEEGFRIVGNSGDQWSDLLGSSASIRSFKLPNPIFSRTSSIGSGFFF*

NbL03g10460.1 acid_phosphatase_1−like [MW − SP = 28.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MELSFSTASSLRFPQTDSVPLHYWSIPGSFPSFSNSNLASKYISLRRPFIWRQPRLVSLRAESVSPTETNGSVDKHGDDDFIIEDVPQLTDFLPDLPPYPNPLKKSQAYSIVKETFVNPEDVVAKDIIVQKDSPRGVHFRRAGPREKVFFTPEEVRACIVTCGGLCPGINTVIREIVCGLKNMYGVDDVIGIQGGYRGFYSKNTLNLTTKVVTDIHKRGGTFLQTSRGGHDTKKIVDNIQDRGINQVYIIGGDGTQKGAAAIYKEVEKRGIKVAVAGIPKTIDNDIAVIDKSFGFDTAVEEAQRAINAAHVEAESVENGVGIVKLMGRYSGFIAMLATLGNRDVDCCLIPESPFFLEGPGGLYEYVEQRLKENGHVLIVLAEGAGQEYVAQSMQAFQEKDASGNRLLLDVGLWLTQHIKDHFTNIRKKTINMKYIDPTYMIRAIPSNASDNIYCTLLAQSAVHGAMAGFTGFTVGPVNSRHAYIPIDRVTETTNTVNLTGRMWARLLASTNQPSFIQDSQAVRERVDKQTIDAIHKFMVIDGITADALAHVRDVETTALHLV*

NbL03g10410.1 ATP−dependent_6−phosphofructokinase_4_chloroplastic [MW = 61.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02792 Mago nashi protein

Protein sequence:
MGEMAENDEFYLRYYVGHKGKFGHEFLEFEFRPDGKLRYANNSNYKNDTMIRKEVFLTPAVLRECRRIVADSEIMKEDDNNWPEPDRVGRQELEIVMGNEHISFTTSKIGSLMDVQTSKDPEGLRIFYYLVQDLKCFVFSLISLHFKIKPI*

NbL03g10290.1 protein_mago_nashi_homolog [MW = 17.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00081 Iron/manganese superoxide dismutases, alpha−hairpin domain PF02777 Iron/manganese superoxide dismutases, C−terminal domain

Protein sequence:
MMAATASTNLTSAFLPFQGFCESCRTLNWRTHKKQLARKAGPVKVTAKFELTPPPYPMNALEPHMSHTTFEYHWGKHHRAYVDNLNKQIDGTELDGMTLEDIILITYNRGDLLPPFNNAAQAWNHQFFWESMKPSGGGKPSGELLELINRDFGSFEAFVKEFKVAAATQFGCGWAWLAYKANRLNVGNASNPHPTDEDKKLVVVKTPNAVNPLVWDYSPLLTIDVWEHAYYLDFRNRRPDYISIFMEKLVSWEAVSSRLEVAKARVAEREEEEERKKREEEEEYKAGGEVREMYVESTHSDTE*

NbL03g10150.1 superoxide_dismutase_[Fe]_chloroplastic−like [MW = 34.8 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 71 141 211 349

Protein length

Gel Slice

3.1 5.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 71 141 211 349

Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MEALLVRKLGDPTLPPNASENSPFDLSASHPIPNLVSPTSVRVRVKATSLNFANYLQVLGKYQEKPPLPFIPGSDYSGVVDAVGSKVTKFKIGDPVCSFVALGSFAQFIVADQSDLFRVPDGCDLVAVGAFPVAYGTSHVALMHRAQLRPNQVLMVLGAAGGVGLSAVQIGKICGATVIAVARGNEKVQFLKSLGVDHVVDLSNANVIESVKGFLKSRKLKGVDVLYDPVGGKLTKHSMKLLNWGAQILVIGFASGEVPVIPANIALVKNWTIHGLYWGSHKIYQPNVLGDSLNELLSWLSKGLITINISHTFSLAEAHLAFTALKDRRAIGKVMITFDEDRTLKSKL*

NbL03g10050.1 quinone_oxidoreductase−like_protein_2_homolog [MW = 37.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MANLPTFSIISLLFFFLSFCFHATFADYGGWQNAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTALFNNGLTCGACYELTCNNNGQSCLQGSITVTATNFCPPNPSLPNNNGGWCNPPLQHFDLAQPAFLQIAKYRAGIVPVSFRRVPCRRKGGIRFTINGHSFFNLVLVTNVGGAGDVQSVSIKGSNSGWQTMSRNWGQNWQNNANLNGQSLSFQVTTSDGRTLSSNNAAPANWQFGQTFEGAQF*

NbL03g09750.1 expansin−A4−like [MW − SP = 24.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16499 Alpha galactosidase A PF17801 Alpha galactosidase C−terminal beta sandwich domain

Protein sequence:
MAKATGILATAAMLLAVVYLTVFLMSVTVTARELPIHPYLKIQERIPISQLYDTSNYGVLQIDNGLGRTPQMGWSTWNFFACNINETVIKETADALVSTGLASLGYTYVNIDDCWSRLTRDLKGQMIPDPKTFPSGIKALADYVHSKGLKLGVYSDAGAFTCQVRPGSLFHEKNDAELWASWGVDYLKYDNCFNLGLPPQKRYPPMRDALNATGRTIFYALCEWGVDDPAKWAGKIGNSWRTTDDINDTWASMTTIADINDKWASYAGPGGWNDPDMLEVGNGGMNYHEYKGHFSIWALMKAPLIIGCDVRNITAETLEIFSNKEVIAVDQDPLGVQGRRVYAAGPDGCEQVWAGPLSGNRLAIVLWNRCSKAASITAKWCAIGLQSSISVSVRDLWKHEVVSENTVGSFSARVDAHGCEMYILTPKRATRASI*

NbL03g09710.1 alpha−galactosidase−like [MW = 47.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05349 GATA−type transcription activator, N−terminal

Protein sequence:
MGLRAIPFTASQNSLGGSDKYFPSTTLPSSKLVFAVSAKAKKEDTEEPKEKKKQSLFSSVTEALDFSQVRSAKDAELIDEAREATQSGVRMSREQYGALRRKIGGTYKDFFKSYVEVKGEYVEEGWVDKTCKVCKKDTRGEARQVDNFGRYAHVACLDKSKSGNFFTNLFSR*

NbL03g09700.1 uncharacterized_LOC107819606 [MW = 19.28 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 80 159 238 317 395

Protein length

Gel Slice

3.6 6.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50 60

Peptide counts over 4 repeats

1 80 159 238 317 395

Pfam domains

Pfam Description
SP Sequon TM Domain PF01208 Uroporphyrinogen decarboxylase (URO−D)

Protein sequence:
MMSCNYSSVYSFSSISPSTKSAFTSPSNFNFNNRICCSAGGTVAEPKAINATEPLLLDAVRGKEVERPPVWLMRQAGRYMKSYQLLCEKYPLFRDRSENVDLVVEISLQPWKVFRPDGVILFSDILTPLSGMNIPFDIIKGKGPVIFDPLGTAADVEKVREFIPEESVPYVGEALTILRKEVNNQAAVLGFVGAPFTLASYVVEGGSSKNFTKIKRLAFAEPKVLHALLQKFATSMAKYIRYQADSGAQAVQIFDSWATELSPVDFEEFSLPYLKQIVDSVKLTHPNLPLILYASGSGGLLERLPLTGVDVVSLDWTVDMADGRRRLGPDVAIQGNVDPGVLFGSKEFITNRINDTVKKAGKGKHILNLGHGIKVGTPEENVAHFFEIAKGLKY*

NbL03g09650.1 uroporphyrinogen_decarboxylase_chloroplastic [MW = 43.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAGALLSLSLPKLNITKASTAANATTTESLEQKFGRKGIKFSESEGTVELSVRNGSSVKLQIPNAHITSYKPKVYWKDDGFEEVLYTLPPSSSFSSNYRGGIALVINEILEPNKLSTKTTTAKASSEWTVTDVDSDSIDALQVELSCSRGSLDINYVVSLYPLSMATAVIVKNNGRKPVKLTSAILSHLKSKTRGGTGIQGLRSCTYCAHPPLSSPFEILSPGEAMKTEEPGLFSFGWEPELKPGIWSAQDVPITVLKHKLSRLYSVPPEERAKEFYNSIPSKYETIDQGRELFFRIIRMGFEDIYLSSPGSFSDKYGKDYFICTGPASMLIPLVVNPGEEWRGAQVIEHDNL*

NbL03g09540.1 photosynthetic_NDH_subunit_of_subcomplex_B_2_chloroplastic−like [MW = 38.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01087 Galactose−1−phosphate uridyl transferase, N−terminal domain

Protein sequence:
MAEAEGPNRSPEIRKDRIHNRWVLFSPARSRRPSDFKAKSNPQPNDKTECPFCAGHEHECAPEIFRVPADSTADWKIRVIQNLFPAVSRELEFQNPVSALGDVAVSGFGFHDVVIESPVHSVNMGDLSPSQVGEVMLAFKKRVEQLQNCDNVKYVQVFKNHGASAGASMSHSHSQMIALPIVPPTVSARLDSMREYYKQTGKCSLCDIQPNELLIDQSAHFISLVPFAATFAFEIWIIPRDHSSHFHQLDNEKANDLGGLLKLMLLKMSLQLNNPPFNLLIHTSPFQVDPSYASSTHWFLQIAPHLSVVGGFEIATGCHINPVFPEDAAKILRDVRILN*

NbL03g09520.1 ADP−glucose_phosphorylase [MW = 37.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MDYTGGPTLFPLHRCKTIHLVRHGQGIHNVEGDKNYKAYMSPEYFDAHLTTLGWQQVDSLRKHVHASGLFKRIELVVTSPLLRTMQTAAGVFGGGGYKDRMDILPLMVANTGYSDRSAISSLDCPPIIAHELCREHLGVHPCDSRRSVSEYQCLFPAIDLSLIESDEDTLWKANVRETKEEVMARGIKFLNWLLTRKEKEIAVVSHNGLLFHTLNAFGTDCHPFVKKEICKRFANCELRSMVIFDRSMIGSDSSITNYPGKIPSAANLPSEPADEKILENDNNLNDK*

NbL03g09500.1 probable_phosphatase_SPAC5H10.03 [MW = 32.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00484 Carbonic anhydrase

Protein sequence:
MARPAIQSSSLCNSSSVDHSRILRTQLRFLEIEQPHFRLLNMPRSRYNSALKLKALKEPMTLTKELMDEKEMSVVTESESDEFSTLKHRFLNYKKDKYLKNLEHFQSLAETQSPKFMVISCADSRVCPSNILGFQPGEAFVVRNVANLVPPYENGPSETNAALEFAVNTLKVQNILVIGHSRCGGIRALMSMDNETPSSFIRSWVVLGKSARASTKAAASNLSFDQQCKHCEKESVNCSLMNLLTYPWIKDKVNKGELLIHGGYYDFVDCTFEKWTLENNSRVDNQVSIRNREFWY*

NbL03g09230.1 beta_carbonic_anhydrase_5_chloroplastic−like [MW = 33.78 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain

PF01842 ACT domain
PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAASASSTILFSSKSSRASLSWKNQLASTSAFGISGVSLRRRRSSHRQFVVFSMDAKPTVLVAEKLGEAGLNLLKEFANVDCSYNLSPEELCTKISLCDALIVRSGTKVSREIFESSGGRLKVVGRAGVGIDNVDLAAATEHGCLVVNAPTANTVAAAEHGIALLTAMARNIAQADASVKAGKWLRNKYVGVSLVGKTLAVMGFGKVGSEVARRAKGLGMHVIAHDPYAPADRARAIGVELVSFDEALASADFISLHMPLTPATKKILNDETFAKMKKGVRIVNVARGGVIDEEALVRALDAGIVAQAALDVFTVEPPPKDSKLIQHENVTATPHLGASTMEAQVCVAIEVAEAVVGALKGELSATAVNAPMVPAEVLSELKPYVVLAEKLGRLAVQLVAGGSGVKSVKVTYGSARAPDDLDTRLLRAMITKGLIEPISSVFINLVNADFTAKQRGLRIAEERILLDGSPESPVEFIQVQIANVESKFASAISDSGEIRVEGRVKDGVPHLTKVGSFEVDVSLEGSIILCSQVDQPGMIGKVGSVLGEENVNVNFMTVGRIAPRKQAVMAIGVDEQPSKESLKRIGEIPAIQEFVYLKL*

NbL03g09110.1 D−3−phosphoglycerate_dehydrogenase_1_chloroplastic−like [MW = 63.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAEVEYRCFVGGLAWATTDRTLGEAFSQYGEVLESKIINDRETGRSRGFGFVTFGDEKSMRDAIEGMNGQDLDGRNITVNEAQSRGSGGGGGGGGGFRGGRREGGGGYGGGGYGGGRREGGGGGYGGGGGGYGGGRDRGYGGGGDRGYGGDGGSRYSRGGGDSDGNWRN*

NbL03g08920.1 glycine−rich_RNA−binding_protein−like [MW = 16.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05368 NmrA−like family

Protein sequence:
MESEKSKILIIGVTGRLGFELAKASLNSLHPTFGLVRDSAFSDPHKSQKLQFLSGAGVTLIKGSLQDEDILIEALNQVDVVICAVSSKQVLEQKLLVSAIKRAGCIKRFLPSEFGSDPDRTRISDLDHNFYTRKSEIRRLIEAEGIPYTYVCCNFFTSFFLPSLVQPGRKTPPRDEVSIFGDGTAKAVFVKENDAAAFAINTVDDLRTLNKVVHLRPPGNVYSMNELVDIWEGKIGKALKRNYFTEDELLKKIREMPYPENMELVFIYSAFVKGDQTYFSIDSSGGLEGTQIYPQITYTTISEFLDTLL*

NbL03g08910.1 probable_pinoresinol−lariciresinol_reductase_3 [MW = 34.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00186 Dihydrofolate reductase PF00303 Thymidylate synthase

Protein sequence:
METETSTGLSIGSTNDNSTQQRTYQVVLAATRSMGIGKEGKLPWKLPSDLKFFKEITSTTSDSTKKNAVIMGRKTWESIPLKNRPLPGRLNVILTRSGSFDIATAENVVICGSLSSALQLLAVSPYCLSIEKVFVIGGGEIFRDSLNGHGCEAIHVTEIGTNFECDTFVPAIDVSLFQPWHSSFPLVENNIRFSFTTYVRVKNPGVKHINQTNSKIPDNCLDSSQDEVKTFSFLPNMIFEKHEEYKYLRLVEEIISNGMPKDDRTGTGTLSKFGCQMRFNLRKSFPLLTTKKVFWRGVVEELLWFISGSTSSKVLQQKGIHIWDGNASRDYLDSIGLKDREEGDLGPVYGFQWRHFGARYIDMHTDYSGQGFDQLADVINKIKNNPDDRRIILSAWNPSDIKLMALPPCHMFAQFYVANGELSCQMYQRSADMGLGVPFNIASYALLTCMVAHVTDLVPGDFVHVIGDAHV*

NbL03g08870.1 bifunctional_dihydrofolate_reductase−thymidylate_synthase−like [MW = 52.67 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MGVSRTSFLGCCTLAVLSLIMSAPILCRGGITSSFVRKIEKTIDMPMDSDVFSVPPGYNAPQQVHITQGDHVGKAMIVSWVTMDEPGSSTVLYWSHNIKQKNKAKGTVTTYRFYNYTSGYIHHCIIKHLKFNTKYYYEVGISHSPRTFWFVTPPQVGPDVPYTFGLIGDLGQSFDSNRTLTHYELNPIKGQTVLFVGDLSYADNYPNHDNTRWDTWGRFVERSVAYQPWIWTTGNHEIDFAPEIGETKPFKPYTHRYRVPYKSSNSTAPFWYSIKRASAYIIVLSSYSAYGMYTPQYQWLYEELPKVNRSETPWLIVLLHSPWYNSYNYHYMEGETMRVMYEPWFVQYKVDVVFAGHVHAYERSERVSNVAYNIVNGKCTPIRDQSAPIYITIGDGGNIEGLANSMTEPQPEYSAFREASFGHATLDIKNRTHAYYSWHRNQEGYTVEADKLWLYNRFWHPVDDSTAPKS*

NbL03g08820.1 purple_acid_phosphatase_2−like [MW − SP = 51.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00370 FGGY family of carbohydrate kinases, N−terminal domain PF02782 FGGY family of carbohydrate kinases, C−terminal domain

Protein sequence:
MATIIFNTSLFLVHFNSWSKLSSRMMESDLSRKRRRFISAKYKADDFKSEKKLYLGMDFGTSGARYALIDDEGSIHAEGKREYPLYMKEEKMDWIQSWKDTLFLLLDDVPASLRPAVASVAIDGTSATTIIMDSTSGRPLSRPLLYNESCPDALPLVKSIAPAKHTVCSGSSTLCKLLSWWNSYDSNKESAVLLHQADWLLWLLHGKLGVSDYNNALKVGYDPETDSYPSWLLSQPYSHLLPSVQAPGTKIGCIKEDIRTQFGYPKDCAICTGTTDSIAAFLAARATQPGKAVTSLGSTLAIKLLSTRRVEDARFGVYSHRLDDKWLVGGASNTGGAVLRQLFTDEQLAKLSEQINPLEASPLDYYPLQAVGERFPVADPNMEPRLHPRPENDVEYLHGILESIARIEAKGYNLLKDLGATPVEEVITSGGGSKNEKWTKIRERVLGLPVCRADQTEAAYGAALLAIKGSSSNII*

NbL03g08800.1 xylulose_kinase−like [MW = 52.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family PF08338 Domain of unknown function (DUF1731)

Protein sequence:
MELCRVPAATTAFAWTNSISSTLQLPQILFVGGGSKRFRVWCVNGNIESQKMVVSVTGATGFVGRRLVQRLQADKHQIRVLTRSRSKAQSIFPVKDFPGLVIAEEPEWRNCIEGSAAVVNLAGMPISTRWSPEIKKEIKQSRIRVTSKVVDLINNSQDDDRPKVFISASAVGYYGISETRVFDEQSPSGNDYLAEVCREWEGAALKVNKDVRLALIRIGVVLGKDGGALAKMIPIFMMFAGGPLGSGNQWFSWIHLDDLVDLIYEALSNPSYKGVINGTAPNPVRLAEMCEQLGSVLGRPSWLPVPEIALKAVLGEGASVVLDGQKVVPTRAKELGFPFKYRYIKDALKAIMS*

NbL03g08720.1 epimerase_family_protein_SDR39U1 [MW = 38.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03152 Ubiquitin fusion degradation protein UFD1

Protein sequence:
MFFDGYGYHGTSFEQTYRCYPASFIDKPQIENGDKIIMPPSALDRLASLHIDYPMLFELRNAAIDRVSHCGVLEFIAEEGMIYMPYWMMENLLLQEGDTVRVKNVTLPKGKYVKLQPHTKDFLDISNPKAILETTLRNFSCLTTGDSIMVAYNNKKYYIDIVESKPSNAISIIETDCEVDFAPPLDYKEPERPVPSLPSKTPAEGEGAAAEEEPKFNPFTGSARRLDGKPLKQQPPPVSTSGSKDKRPDMANATGQSAAGSSSQSSNRQTQGKLVFGSNANRNLDKQKEPVKEPVKEEPQKREEPKFQAFTGKKYSLRG*

NbL03g08710.1 ubiquitin_fusion_degradation_protein_1_homolog [MW = 35.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01466 Skp1 family, dimerisation domain PF03931 Skp1 family, tetramerisation domain

Protein sequence:
MSSSKMIVLKSSDGETFQVEEAVALESQTIKHMIEDDCADTSIPLPNVTSKILAKVIEYCKRHVDAAKTEDKASEDELKAFDSDFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENAWAFE*

NbL03g08590.1 SKP1−like_protein_1A [MW = 17.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01357 Expansin C−terminal domain PF03330 Lytic transglycolase

Protein sequence:
MALPIVSCLFFLLMISSATACDRCVHQSKVAYFSKASALQSGACGYGSSAIGFNGGRLAAAVPSLYKEGARCGACYQIRCKNSKLCSKEGTTVTVTDQNTNNQTDFVVSSRAFSAMANQGKAQDLLKLAVVDVEYKRVPCDFKNKNLAIRVEQSSKNPNYLAITFLYQGGQTEIVGVDVAQVGSSNWSFMSRNDGAVWDTSRVPKGALQFRLVVTAGFDGKWFWAKAVLPANWRNGVIYDTRLQITDIAQEGCSPCDDGTWKLP*

NbL03g08470.1 expansin−like_A2 [MW − SP = 26.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAFSSLRSTSSSVLNRVRFFQRSFSAKPSSSSSRKVKDKDKEKMMSDSDRETPEYDVPTSGISRPLSEILKVLNKKVPDSLIKFRHEPNGISLKYIPWHIVNRILNLHAPEWSGEVRSINYSSDGKSVSVVYRVTLYGTDAEIYRESTGTASVDDPGYGDPVQKAEGMAFRRACARFGLGLHLYHEDMS*

NbL03g08400.1 DNA_repair_RAD52−like_protein_1_mitochondrial [MW = 21.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08536 Whirly transcription factor

Protein sequence:
MAILKLAGLLRPSRNQLLHKRLPGEGVRDSIWQHAINTLAGFSTVRQRIVADAGKLTGRVFAPYSVFKGKAALSAEPRLPTFSKLDSGGVKLNRRGVIMLTFWPSVGERKYDWEKRQLFALSATEVGSLISIGTRDSCEFFHDPSMLSSNAGQVRKSLSFKPNADGTGYFISLSVVNNNLKNNNRFTVPVTTAEFAVMRTAFSFALPHIMGWDRFTNQPSESISQTPSKVVPQLMETEWDR*

NbL03g08350.1 single−stranded_DNA−binding_protein_WHY2_mitochondrial [MW = 26.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01248 Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Protein sequence:
MAPKKGVAVAAKKKPVQAKVVNPLFEKRPKQFGIGGALPPKKDLTRFVRWPQVVRIQRKRRILKQRLKVPPALNQFSKTLDKNLATNLFKMLLKYRPEDKAAKKERLLKRAQAEAEGKTPETKKPIIVKYGLKHITYLIEQNKAQLVVIAHDVDPIELVVWLPALCRKMEIPYCIVKGKARLGSIVHKKTASALCLTTLKNEDKMEFSRILEAIKANFNDKFEENRKKWGGGVMGSKSQARTKAKERVLAKEAAQRMN*

NbL03g08280.1 60S_ribosomal_protein_L7a−2−like [MW = 29.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF16884 N−terminal domain of oxidoreductase

Protein sequence:
MEAEHSNTMLPNKQVLFKNYVEGYPKESDFELRSTMISSQIPQGSKGFFVKNLYLGCDPYMRHKMSLHESKDVSLLTSFKPGSVITGLGVSKVIKSANSDFEEGDYIWGMTGWEEYSLILNADGLFKIKYTDVPLSYYAGILGMPGLAAYIGFYNVCSAKEGDIVYVSSAAGGVGQLVGQFAKMKGCYVVGSASTDEKVNLLKSELGFDDAFNYKEGDDFAGALKRHFPKGIDVYFENVGGNMLDEVLLHMNLYGRITVSGMISQYNLKKPDGIHNLFCLITKRLRMEGFSELDFRHKVPEYLEFVIQLIREKKLVFIEDIAEGLENAASAFVGIYHGRNVGKQIIQRLNRDKWSLRKNGFPAREFSWEIKVCLSSTRMYSNESSLFGVNIWLSR*

NbL03g08120.1 2−alkenal_reductase_(NADP(+)−dependent)−like [MW = 44.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02622 Uncharacterized ACR, COG1678

Protein sequence:
KISGFGPQLMGDPSLEKPNLMMLYYYFQLKPFLWIIKPNPLSIKSVKISIFFPTPLTSHPIHRKTISCCVIFLHCPLSLSTYPIINVFIIVVTNVLINIEPVSVPVENIHRVPKKKEKKDSIFLGRGFRFLVEIMDLWSVHVKNTNLLLRNSICEKPFVSNWKVFEIRVPKRQTLYSSSGSGYNSLLVKAMGKKNSDNSNSSSSSGKGPEEDSLKGSNPSSGNDSSKDTGAPKSHQKPLDWREFRASLYIQEQQAATAVSDTHKQEGTSFGPKALPLKWAHPISAPENGCVLVATEKLDGVRTFERTVVLLLRSGTRHPQEGPFGVVINRPLGKKIKHMKPTNLDLATTFADCSLHFGGPLEASMFLLRGSASSELPRFEEVIPGVCFGARNSLEEASVLVNKGVLKPQDFRFFVGYAGWQLDQLREEIESGYWYVASCSSNLIFAGSQTSSSESLWGEILQLMGGQYSEVSRKPKQDI*

NbL03g08110.1 UPF0301_protein_TC_0483 [MW = 53.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13806 Rieske−like [2Fe−2S] domain

Protein sequence:
MATVSPKLATGILHILPHPHPHHRKPPSLFPTATNNFSSFTANSSSSSIRSSNAKVNRLTCKATEVSVAEGSSASGGGDNGKFNWVPVVPLSALPKGERRVIIQDGETILLLWYKDDVFAIENRSPAEGAYSEGLLNAKLTQDGCIVCPTTDSTFFLQNGAIKEWYPNNPVLRVLTPALRNLFVYPVKTDDENIYISMRGGGKVDASAEIVFSGKAQPGVTASDVNVDEVRMVIDEGQEAFGFTGRNELINGKAAVIGFLLLLDFELLTGKGLLKGTGFLDFIYSVSDAFK*

NbL03g08020.1 uncharacterized_LOC104218509 [MW = 31.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00034 Cytochrome c

Protein sequence:
MASFAEAPPGNEAAGAKIFKTKCAQCHTVEQGAGHKQGPNLNGLFGRQSGTTAGYSYSAANKNMAVMWEEKTLYDYLLNPKKYIPGTKMVFPGLKKPQDRADLIAYLKSATA*

NbL03g07950.1 cytochrome_c−like [MW = 12.07 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 158 315 472 629 787

Protein length

Gel Slice

3.9 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 158 315 472 629 787

Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MAEEEVMVEATTTSGSVPSDHHKRKLEDLEPEEVGSDPKPEAESDSVQKPPADEEDVDGSEAKRPRLEDNKADGLAAQNGCEEKIEEEPKEDGNVQPSDAEKNDTHPELSQEVATEAAESVSEQPADTDQQTGDVEHSDAEKISEAVKSSQVDEPSNGDIQELDVEKSTQVDEPSKGEGDIEEPDAEKSTQVDEPSKGDIQEPSAEAPETEGVQLDQEHPASDDQTFTRKMEVPNNKVGVLIGKSGDTIRYLQYNSGAKIQIMRDADTDPHAATRPVELIGTLENINKAEKLIKDVIAEADAGGSPALVARGFGTVQAVVGEQIEIQVPNEKVGLIIGKGGETIKSLQTRSGARIQLVPLPSDGKESKERTVRVTGDKKQIDMAREMIKEVMSQPVRPSTQSSGYGQQAFRPRGGAAPPQWGPRGGHPGQFPGYDYHQRGQYSSRSPQYPPAYGNYPPQQAPRGGFGQGWEQRPPASMQGPPSQANYNYGQAHGPDYGQSYPHHQAPHGQGYGHGYTDVKYDHQMAPQNQYGGHGPSQPTSYTQSAAHPSYGTHEQYGKPPSYGVHPQASHSQPYSHPRANQPGEVPYQQGPAPSTQGYGASMPQQQQQQQYPYASSGPMQQTYPAYGSTATADGYNHPQAAPASGPGYPQQSAQPVPGYGQPVPQQPPAYSQAAPAGGYSSYPSQPAYTEQQATSSAGYYQAPVDQTYSGAQASTTYSAPYTGQQAYAQPAPVPSAAPAQPGYDQSMAQSGGYATVPAAAGYVKSVSPQPGYAQYDANQMYGAPR*

NbL03g07860.1 far_upstream_element−binding_protein_1−like [MW = 84.09 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00696 Amino acid kinase family

PF00742 Homoserine dehydrogenase
PF01842 ACT domain

PF03447 Homoserine dehydrogenase, NAD binding domain
PF13840 ACT domain

Protein sequence:
MAFSSPVSPSYSSCHHLSPNFNAKGKKLFTIHKIYPFSLLQRSHFLKVDFSSQWGRRESSKFSISAAVTSKEYSLDGALENTQLPKGDCWSVHKFGGTCVGTSERIGNVADIIIADQSERKLVVVSAMSKVTDMMYDLIYKAQSRDDSYLTALDAVLEKHKLAAVDLLDRDELASFSSKLHHDINNLKAMLRAIYIAGHATESFSDFVVGHGELWSAQLLASAVRKNGVECSWMDTREVLVVNPTGSNQVDPDYLKSEERLEKWYSNNPSKTIIATGFIASTPQNIPTTLKRDGSDFSAAIMGALLKARQVTIWTDVDGVYSADPRKVSEAVILKTLSYQEAWEMSYFGANVLHPRTIVPVMQYDIPIVIKNIFNFSAPGTMICRSSGDEHEDGQKVESLVKGFATIDNVAIVNVEGTGMAGVPGTASAIFSAVKDVGANVIMISQASSEHSVCFAVPEKEVKAVADVLDSRFGQALSAGRLSQIAVIPNCSILAAVGQRMASTPGVSATLFTALAKANINIRAIAQGCTEYNITVVVKREDCVRALRAVHSKFYLSRTIIVVGIVGPGLIGATLLDQLKDQTAVLKDKFNIDLRVMGITGTRTMLLSESGIDLSKWRELLSLRGEMADLSKFVHHVRGNHFIPNTVLVDCTADSHIASHYYDWLHKGIHVVTPNKKANSGPLDQYLKLRALQRQSYTHYFYEATVGAGLPIISTLRGLLETGDKILRIEGIFSGTLSYIFNNFAGSTAFSQVVKEAKEAGYTEPDPRDDLSGTDVARKVIILARESGLHLELSDIPVQSLVPEPLRDCESAEEFMQQLPQFDQQLAKQRQEAEDAGEVLRYVGVVDVVNGKGTVELQRYSKEHPFAQLSGSDNIIAFTTERYATQPLIVRGPGAGAEVTAGGVFCDILRLASYLGAPS*

NbL03g07800.1 bifunctional_aspartokinase/homoserine_dehydrogenase_chloroplastic−like [MW = 100.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4

Protein sequence:
HKFTFKSSHFSYSLSYFISLSSVYTMAPKAEKKPAEKKPAAEKAPVAAAAAEKKPKAGKKLPKDGAGAAAGDKKKKRLKKSVETYKIYIFKVLKQVHPDIGISSKAMGIMNSFINDIFEKLAQESSRLARYNKKPTITSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTSS*

NbL03g07790.1 histone_H2B−like [MW = 18.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4

Protein sequence:
FKTSHFSYSLSYFISLSSVSTMAPKAEKKPAEKKPAAEKAPVAAGAAEKKPKAGKKLPKDGAGAAAGDKKKKLPKDGAGAAAGDKKKKRLKKSVETNKIYIFKVLKQVHPDIGISSKAMGIMNSFINDIFEKLAQESSRLARYNKKPTITSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTSS*

NbL03g07780.1 histone_H2B−like [MW = 19.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase PF16891 Serine−threonine protein phosphatase N−terminal domain

Protein sequence:
MDAAAVDRIIEKLIEVRSSKPGKLVQLSESEIKQLCVASRDIFLKQPNLLELEAPIKICGDIHGQYSDLLRLFEYGGFPPKANYLFLGDYVDRGRQSLETICLLLAYKIKYPENFFLLRGNHECASINRIYGFYDECKRRFNVKLWKSFTDCFNCLPVAALIDEKILCMHGGLSPDLSSLDQIRNLPRPTAIPDTGLLCDLLWSDPGKDVKGWGMNDRGVSYTFGPDKVSEFLSKHDLDLVCRAHQVVEDGYEFFAERQLVTIFSAPNYCGEFDNAGAMMSVDENLLCSFQILKPAEKKNKFMM*

NbL03g07700.1 serine/threonine−protein_phosphatase_PP1_isozyme_3 [MW = 34.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MASTKVQRIMTQPINLIFRFLQSKARIQIWLFEQKDLRIEGRIIGFDEYMNLVLDDAEEVSVKKKSRKQLGRILLKGDNITLMMNTGK*

NbL03g07670.1 small_nuclear_ribonucleoprotein_E−like [MW = 10.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family PF00696 Amino acid kinase family

Protein sequence:
MDSADPARAFLKDVKRIIIKVGTAVVTRGDGRLALGRMGSLCEQIRELTTQGFEVILVTSGAVGVGRQRLRYRKLINSSFADLQKPQGDLDGKACAAVGQNGLMALYDTLFSQLDVTSAQLMVTDNDFRDPDFRRQLNETVNSLLSLKVVPIFNENDAISTRKAPYELSLQDSSGIFWDNDSLAALLALELKADLLVLLSDVDGLYTGPPSDPQSELIHTYVKEKHEGLITFGDKSRVGRGGMTAKVKAAVYAAYAGIPVVITSGFANNNIIKALDGERVGTLFHREAIKWASTGDIDAREMAVSARECARRLQALSSQERSKILLDVADALEANEEEILAENEADVAAAQQAGYEKALISRLALKPGKISSLANSVRVLANMDEPIGRILKRTELADGIILEKTSSPLGVLLIIFESRPDALVQIASLAVRSGNGLLLKGGKEAKRSNAILHKVITSAVPPSVGEKLIGLVTSREEIPELLKLDDVIDLVIPRGSNKLVSQIKAATKIPVLGHADGICHIFIDKSADLDMAKRIVLDAKTDYPAACNAMETLLVHKDLVQTGGLNDLILELQEKGVSLFGGPKASSLLSIPEANSFHHEYGALACTVEVVEDVNAAIDHIHRHGSAHTDSIITEDKEVAELFLRQVDSAAVLHNASTRFSDGFRFGLGAEVGISTSRIHARGPVGVEGLLTTRWLARGSGQVVDGDKAIVYTHKDLNLEARV*

NbL03g07640.1 delta−1−pyrroline−5−carboxylate_synthase−like [MW = 77.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02330 Mitochondrial glycoprotein

Protein sequence:
MALSNVIRRTASQVVPLAVRSIRRSQSYHHSALFSAVVDRCAVHRNLFRSSVPSTLHPYSTRSSSDESLLKVIQSEIQFTEESDEQYKADEVPEGFPFKLEDHPGQQTISLTKEYQGETVNVEVHMPDLVTGDEDEDGNDNDDTERPAQSQLPLVVRVSKRNGPCLEFGCTAYPDEVVIDHLAIKDPDAADEQIAYEGPEFSDLDENLQKAFHKYLEIRGIKPSTTNFLHEYMINKDSREYLMWIKNVKKFIEA*

NbL03g07630.1 uncharacterized_protein_At2g39795_mitochondrial−like [MW = 28.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00425 chorismate binding enzyme PF04715 Anthranilate synthase component I, N terminal region

Protein sequence:
MQSLPISHRLFPVTHRKVLPAAVISCRSSTSALSLRVRTLQCRCLHSSPLVVDEDRFIEASKSGNLIPLHKTIFSDHLTPVLAYRCLVKEDDREAPSFLFESVEPGFRGSSVGRYSVVGAQPSMEIVAKEHDVTILDHHTGKLTQKTVQDPMTIPRSISEEWKPRLVDELPDTFCGGWVGYFSYDTVRYVENRKLPFLRAPEDDRNLADIQLGLYEDVVVFDHVEKTAHVIHWVWLDQYSSLPEAYLDGKKRLEMLVSRVQGIESPRLSPGSVDFCTHTFGPSLAKGNMTSEEYKNAVLQAKEHIAAGDIFQIVLSQRFERRTFADPFEVYRALRIVNQSPYMTYIQARGCILVASSPEILTRVKKVSGELLDHLTCWDALRAALPVGTVSGAPKVKAMELIDQLEVIRRGPYSGGFGGISFSGDMDIALALRTMVFLNGARYDTMYSYTDASRRQEWVAHLQSGAGIVADSNPDEEQIECENKVAGLCRAIDMAESAFVKGRHRLSVKINGSVPSLFSRVQHQTSGMSKDRIHEKRN*

NbL03g07510.1 anthranilate_synthase_alpha_subunit_1_chloroplastic−like [MW = 60.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
METSVTCFARTSLLPNVSSQQYSMTATAAPRSISPSFSIRSLKSSSLFGESLHVAAKASLNVSKTKSYSLVTKCEIGDSLEEFLTKSTSDKGLISLMLCMGEALRTIAFKVRTASCGGTACVNSFGDEQLAVDMLANKLLFDALTYSHVCKYACSEEVPELQDMGGPAEGGFSVAFDPLDGSSIVDTNFTVGTIFGVWPGDKLTGITGRDQVAAAMGIFGPRTTYVLALKDVPGTHEFLLLDEGKWQHVKDTTEIGEGKMFSPGNLRATFDNADYAKLIDYYVKEKYTLRYTGGMVPDVNQIIVKEKGIFTNVTSPTAKAKLRLLFEVAPLGFLIEKAGGYSSDGKQSVLDKVIGTLDERTQVAYGSKNEIIRFEETLYGSSRLKAAEPVGAAV*

NbL03g07310.1 sedoheptulose−17−bisphosphatase_chloroplastic−like [MW = 42.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13472 GDSL−like Lipase/Acylhydrolase family

Protein sequence:
MVGPQRPQFVLFGSSIVQISNSNGGWGSILSDIYARKADVILRGYYGWNSRRALQVLDQVFPKDAAVQPTLVIVYFGGNDSMGPHSSGLGPHVPLPEYIENMRKIATHLKSLSENIRIIVLSCPPVDEARVRENTSSYFSELVRTNELCRQYSDACIELCNEMNLKVVDLWTALQKREDWLTACFTDGIHLAEAGSKIVVEEIIKVLKEAGWTPSLYWKSMPTEFAEDSPYDLVLADGKTTINPSDWTYHREIRWD*

NbL03g07090.1 GDSL_esterase/lipase_CPRD49−like [MW = 28.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00210 Ferritin−like domain

Protein sequence:
MLLKAAPAFSLLNSQGENLSPLFSSFSPKSGNRFVVSASKATNHNPLTGVVFEPFEELRKELMLVPAVPDTSLCRQKYSDDCEAAINEQINVEYNNSYVYHAMFAYFDRDNVALKGLAKFFKESSLEERDHAEKLMEFQNKRGGRVKLLSICAPPTEFDHCEKGDALYAMELALCLEKLTNQRLLNLHAVASRSNDVHLADFLESEFLVEQVDAIKKISEYVAQLRRVGQGHGVWQFDQMLLNEGAAA*

NbL03g06650.1 ferritin−1_chloroplastic [MW = 27.87 kDa]
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1 146 291 436 581 725

Pfam domains

Pfam Description
SP Sequon TM Domain PF03644 Glycosyl hydrolase family 85

Protein sequence:
MRFPFRSCFKSHHRHTLSSLRFILDSLFFLLAKFNLMAGNQHATPHSDDLPPFDPSEPSIPISYPLKTLDELESRSYFDSFHFPFNKASMKLPPYAANELPKRPRLLVCHDMAGGYLDDKWIQGGNNPDAYAIWHWYLIDVFVYFSHSLVTLPPPCWTNAAHKHGVKVLGTFIMEWDEGKLLANKLLSSKDSAQMYAERLSELAAALGFDGWLVNMEVSVDVGQIPNLEEFVSHLTQSMHSLVPGSLVIWYDSITIDGNLNWQDQLNEKNKPFFDISDGIFVNYTWQENYPKQSAEVAGDRKFDVYMGIDVFGRNTYGGGQWTTNLALDVIKRDNVSAAIFAPGWVYETKQLPDFQTAQNRWWGLVERSWNISQNYPLTLPFYSNFDQGRGYHICVDGKQISQTPWNNISSQSFQPLLEFSGESTAGPLEVVVDLKEPSYNGGGNLAFNGTLDDDIHFSARLFEGKIQLADSPVRFTYSVKSNGSSLLGLSLEFNSAVRKQKSVLLASWGDSLLTMTRFVRQFDNVIMPRRVTKLETEPSWVIQESSVTMEGYMLTKIHAVCYKLRPEVHKSESQAKIMAFSPTEYHAVLGHLAIDSRTLNSDFPPSTSWLVDGNYIEWSFGSHGSRKLNVKLVWKLKDRKTHLFHKYYIYVKKQPDPSIAEPNGSHQLVQYLGVAEVEAFYVSDLVVSSGTSSVKFIIQVCSLDGAFQKLEESPSIDLDVQGS*

NbL03g06630.1 cytosolic_endo−beta−N−acetylglucosaminidase_1−like [MW = 81.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00364 Biotin−requiring enzyme

Protein sequence:
MESAAVLRSFHLGNTSHMMSVIEMPGVIPMNNVGFSKPTKFPLMGSSNGAKLMSSTNKHSRLILSCAKTSETTVTAKSDDSHQKVSTEKSPLPTATFPKGFEALITEVCDDTEVAELKLKIGDFELHLKRDIEAPMVPAPVVSSPPPPPPSASKPSTASTAASPATSPGKSSSEKISPFTNVAAEKSAKLAALETSGASGYVLVSCPTVGSFRRARTLKGKKQPPACKEGDVIKEGQIIGFLDQFGTELPVRSDAAGELLKILFNDGEAVGYGDPLIAVLPSFRGI*

NbL03g06530.1 biotin_carboxyl_carrier_protein_of_acetyl−CoA_carboxylase [MW = 30.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14938 Soluble NSF attachment protein, SNAP

Protein sequence:
MGDQIARGEDFEKKAEKKLSGWGLFGSKYEDAVDLFDKAGNCFKLAKSWDQAGAVYVKLANCHLKLDSKHEAANAYADAAHCYKKSNTKEAISCLEQAVNMFLDIGRLSMAARYYKEIAELYEQEQTWRQAISYYEKAADLYQSEDVTTTANQCKQKVAQFSAQIEIYPRAIEIFEEIARHSVNNNLLKYGVRGHLLNAGICQLCKGDVVAINNALERYQELDPTFSGTRECKLLVDLAAAIDEEDVAKFTDAVKEYDSMTQLDAWRTTLLLRVKETLKAKELEEDDLT*

NbL03g06460.1 alpha−soluble_NSF_attachment_protein [MW = 32.68 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00013 KH domain

PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar)
PF08352 Oligopeptide/dipeptide transporter, C−terminal region

Protein sequence:
MDLRKRNRNEGGFNANGGFKKAKSEMDSLSSGIGSKSKPCTKFFSTAGCPFGENCHFLHYVPGGYNAVAQMMNMAPSPASRNAAAPPMPNGNTPAVKTKLCNKFNSAEGCKFGDKCHFAHGDWEIGKPIMPSQEDPRAMGAGPIPGRFGGRMEPPPISGPAASFGTSATAKISVDASLAGAIIGKGGVNSKQICRQTGAKLAIREHETDKNLRNIELEGTFEQISQASAMVRELISSLGSVGGPGRAPAVQGGPPPQMSNYKTKLCENFAKGSCTFGERCHFAHGAAELRKTGV*

NbL03g06040.1 zinc_finger_CCCH_domain−containing_protein_14−like [MW = 30.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MATNATTGPQIAAVKQCASASPCLSKLSNVSFGFDSKSRSCIELRSSSYISPTKLSQSFKSVSLKYERMVPKAMSGAIDKAPASGLPIDLRGKRAFIAGIADDNGYGWAIAKALAAAGAEILVGTWVPALNIFETSLRRGKFDESRVLPDGSLMEIAKVYPLDAVYDSPEDVPEDVKANKRYAGSSNWTVKEAVESVKQDFGTIDILVHSLANGPEVSKPLLETSRKGYLAAVSASSYSFVSLLRHFLPIINPGGASISLTYIASERIIPGYGGGMSSAKAALESDTKVLVFEAGRKNKVRVNTISAGPLGSRAAKAIGFIDMMINYSLENAPLQKELYAEEVGNAAAFLVSPLASAITGATIYVDNGLNAMGVGVDSPAFEGLDIPKDNKS*

NbL03g06030.1 enoyl−[acyl−carrier−protein]_reductase_[NADH]_2_chloroplastic−like [MW = 41.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF14803 Nudix N−terminal

Protein sequence:
MLKAIQILGSSSGFLSYRFRKPQPNSGLSLISTRKSIGTISVKTDSLLLPASHSKGRFRMSSTHSQSNPDGPSSSQPSSSSVAAIQSTGNIRKINFCQFCGGSTKHEIPDGEEKVRAICSRCGKIIYENPKMVVGCLIEHDKKILMCRRKIQPSSGLWTLPAGYMEIGESAAEGAIRETLEEANAEVEVESPFAQLDIPLIGQTYMIFLAKLKTPHFSPGPESSECRLYELDDIPFDSLAFSSMLVTLKLYIEDIKVGRPKFHYGIINKRPGTSPSEIHAYTLEYHMQS*

NbL03g06000.1 nudix_hydrolase_23_chloroplastic−like [MW = 31.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00411 Ribosomal protein S11

Protein sequence:
MKLIRSVLWAANAFKLHSSHHPQAFRTFSAFPNYGIQGKTESKNSNQHSVSRMNVYSPYNAGRRCLIHSESPKEAEMGNNSRPMDFVRGLTEDNTRGILGNAPLSRYHVEQDADIVHIKVLRNNAFVTVTDSKGNKKFGATAGKITGKGTKIARYAAESTAEHVGREARDRGLRSVVMKVNGFTFFKKKKQAILSFREGYTHSRGDKNPVVFIEDTTRRPHNGCRLPKKRRI*

NbL03g05910.1 probable_ribosomal_protein_S11_mitochondrial [MW = 26.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSSISSTCSFLALTSPLHRSRPCFSLQQARSCYQLYAFNNFVSITLSIHVRSASLHPSHNLQSCCNAIASSNDGTVSVINFEDVMEKDWSFLEYPDSSEKHKQKIDEIISVGEITETSNVMIAIGSEEFVDRVVDSSNCRQLLVVHDSLFMLACIKEKYDKVKCWQGELIYVPEKWTSFDVIFLYFLPALAFELGQIMEVLRKRCLPGARVVISHPQGSQVVEEQRKLYPDVVVSNLPEKMILQNVAAEHSFEVVKFTDEPGFYLAILKFEPENKND*

NbL03g05820.1 uncharacterized_LOC107781405 [MW = 31.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF10615 Protein of unknown function (DUF2470) PF13883 Pyridoxamine 5'−phosphate oxidase

Protein sequence:
MKTLLAAPPLRTCSALSPFSRFLYSNSSINYNNYKNNGTHNYLSPSRRFPSKPFFSLTSTVPRLPFLAMSSSTQTPSQSVSSGDEVNIFQLIQAHQEKAARLSPIEEVRTVLDYSLRGVLSTFSQKYEGYPSGSMVDFACDADGSPILAVSDLAVHTKDLLANSKCSLLVARDPEDRTDLVITVHGDAVPVPETEKEGIRAAYLARHPEAFWVDFGDFQFMRIEPRIVRYVSGVATAILGSGEFSKEEFRTAKIDPIYQFSKPITSHMNKDHAEDTKLIVRHSTSVPVDFAYMLDVDSLGINVKAGYQKNTFKLRVPFPRRAVDRKDVKTLIVEMLQAARS*

NbL03g05600.1 uncharacterized_LOC107780098 [MW = 38.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00861 Ribosomal L18 of archaea, bacteria, mitoch. and chloroplast

Protein sequence:
RLFYCLFPHRAKKKPFHLLEMVTITMFACEKILSYSMFCPNSRAPQLSIHCNRNLSVNSDQSEPWPTVMLTCYLLSPATLAMSQVHLLPVAFHIIMVKGLKWKIASFNVEISRMVIPPPIRPDRVTKYLKPYVLRMHFTNKYVNAQVVHTPTATVAASASTQEKGLRLAMVEGKENTRDVAAAAKIGKLLGERLQAKGIPAISVFFKREQRYHGKVKAVIDSVKEVGIELV*

NbL03g05540.1 50S_ribosomal_protein_L18−like [MW = 26.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00226 DnaJ domain

Protein sequence:
MEHPFFINGPPSNRPEALRWLSIAEKLLTNRDLVGSKSFATRARESDPTLAPATDQILGIVDTLSAGDKRVNNHHLDYYTILQIPRNQTQNADFIADQYRRFALLLNPQNNNFPFSDQAFRLVVDAFSVLSNPLRKSMYDKELGFFLNLYPVASTPTPVNFVHHSAYPSIPSSNADQMFVNLPSQDQGSHAAEVSFSRDPQDGVSMPVEFLTREQETVTSMAGSVTEQQHQQPQQPVTFLRQQAQPPVTSISFANTDEQPATFLSLNQPQPVTSVRSLNTEYPPFGMELSSTRGTEPMVSVEQHGNQHPPERNENVVGNNENRSASTSDNVSNANKKEGNVDASDNRIRSFWTACPYCYIMYEFPLEYADCTLRCQNCKRAFQAVAIASPPPIIDGKDAYFCCWGFMPLGLSLENFERNRDSGSSWSPFSPMFTCPHVGGDGGSNIHNRVVGGHSNVDNLGALHNADATISGDGREHFSPRIYVDDDDDVFVEVSEAGEESDEDWNRDKERNKAKSGKWKSARTGAPSKNAKKQQAVKAKNVEGNNDVNLRDGLATQDGVEMSHVVAVESNKKGIASKTRRLPGRVAKHFGSLDLNVEFSNDAEEPIVQTSHENEAGEGEDDTVEVNWFFEGLDEFLSSLPILDVVDGDKVEAA*

NbL03g05470.1 uncharacterized_LOC107828093 [MW = 72.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00709 Adenylosuccinate synthetase

Protein sequence:
MNLSTLRLGPTPITSTAATHRSGALGFSGTYNCKLLHVHQRKKTSSYSSFVVSSAKPVAPPSSAVAESKKSELSRIESLSQVSGVLGCQWGDEGKGKLVDILAKHFDIVARCQGGANAGHTIYNSEGKKFALHLVPSGILNEETLCVIGNGVVVHLPGLFKEIDGLESNGVSCQGRILVSDRAHLLFDFHQEVDGLREAELAKSFIGTTKRGIGPCYSSKVIRNGVRVSDLRHMDTFPQKLDLLLSDAASRFKGFNYGPDMLREEVERYKKFAERLEPFITNTVHFMNDAISQKKKILVEGGQATMLDIDFGTYPFVTSSSPSAGGICTGLGIAPRMVGDLIGVVKAYTTRVGSGPFPTEILGKGGDLLRFAGQEFGTTTGRPRRCGWLDIVALRFCCQINGFASLNLTKLDVLSDLSEIELGVSYRQPDGTPVESFPSDLRLLDQIKVEYEVLPGWQTDISSIRKYSELPKAARDYIERIEELVGVPIHYIGVGPGRDALIYK*

NbL03g05330.1 adenylosuccinate_synthetase_chloroplastic−like [MW = 54.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00185 Aspartate/ornithine carbamoyltransferase, Asp/Orn binding domain PF02729 Aspartate/ornithine carbamoyltransferase, carbamoyl−P binding domain

Protein sequence:
MAISSTSSSHLFHGKTLVSPPRMSFSDFGGNNLWLKQPVHCKPTCLLADMSKSQFPFAVELFKKGGNQCVMPTNRGGFQWRALEVKNKSLTMVGSKFQIDDVIEAQQFDRDTLSAIFEVAQEMEKIEKNSMGSEILKGYLMATLFYEPSTRTRLSFESAMKRLGGEVLTTENAREFSSAAKGETLEDSIRTVEGYSDIIVMRHFESGAAKRAAATASIPIINAGDGPGQHPTQALLDVYTIEREIGKLDGIKVALVGDLAYGRTVRSLAYLLAKYQDVKIYFVSPDVVKMKDDIKDYLTSMGVQWEESADLVDVASKCDVVYQTRIQRERFGERVDLYEEARGKYIVDLGVLNAMQKHAVVMHPLPRLDEITIDVDEDPRAAYFRQAKNGLYIRMALLKLLLLGW*

NbL03g05170.1 aspartate_carbamoyltransferase_1_chloroplastic [MW = 45.34 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03144 Elongation factor Tu domain 2
PF11987 Translation−initiation factor 2

Protein sequence:
MGRKKGTEREEDNPEPGKQVAGGGGGKSKKKNRGVINDDEYSIGTELSEEPSVQDESLLAAPAFGKKKGKKGEKSGPRDDDDDDDDEMDEKHVVKEDDVPDIVFAGKKKSSKKKNVAIDDDEYSLGTELSEEPVVLEEKVTGGKKKGKKEKKGGGKNASNYGVLEEDDDEEDRLDLTMDSDQEDGSIAPFSGKVKKSKPGKGSSSMFSTAFDTIGDEDDDEDGRSEVDEEPVVATTGRIGGNSFSSAFLDEEEEADTSVSKLEAETVEEDDVPELIFVGKKKSSKMKKKGAVSVNEDDVREDVEPEQASTGFNPEEADDNRSKKQVPETSKNKTKKKKGGRTVQEDEDEIDKILAELGEAPAAVPAPSEEKVQVQEKSKKKKGGKTAQEEDDIDKIMAEIGEGRDTSAPAPASLPQEEKGQLGDDTAEKEVVEEGGGESAAAKKKKKKKEKEKEKKAAAAAASSVEEKQEETKNDAKGKLTDKKQSKQVREMQERLKKMKEAEERKKKEEEEKLRKEEEERIRQEELERLAEEKKRLKKEKEKEKLLKKKQEGKLLTGKQKEEARRLEAMRKQFLANGGTLPLPGGENKKETTKRPIYKTKKSKSQAQANGKAQEESLESTEIKEHQQEIVSEVDSMETEKAEDVGSTITEEKSDVADAQENEVEEEDDDEEWDAKSWDDADLKLPGKSAFEDEEVDSEPQPITKKEIKTASLAAHDAATLPVAAKLVIPTQKAAATVAGLSKNDQSRKGEPEDRVADQNKQKGSPEDRVTVKHGVPPNQSEDNLRSPICCIMGHVDTGKTKLLDCIRGTNVQEGEAGGITQQIGATYFPAENIRERTKELKADATLKVPGLLVIDTPGHESFTNLRSRGSGLCDIAILVVDIMHGLEPQTIESLNLLKMRNTEFIVALNKVDRLYGWKVCKNAPIVKAMKQQSKDVQFEFNNRLTQVVTQFKEQGINTELYYKNKDMGKDTFSIVPTSAISGEGIPDMLLLLVQWTQKTMVERLTFSDEIQCTVLEVKVIEGHGTTIDVVLVNGVLHEGDQIVVCGMQGPIVTSIRALLTPHPMKELRVKGTYLHHKKIKAAQGIKITAQGLEHAIAGTSLYVVGPDDDVEDIKEAAMEDMRSVMNRIDRSGEGVYVQASTLGSLEALLEFLKTPEVSIPVSGIGIGPVHKKDVMKSSVMLEKKKEYATILAFDVKVTQEARELADELGVKVFMADIIYHLFDQFKAYMDTIKEEKKKEVAEEAVFPCVLKIVPNCVFNKKDPIVLGVDVLEGIARIGTPICIPQKDFIDIGRVASIENNHKPVDSAKKGQRVAIKIVGSNPEEQQKMFGRHFEEEDELVSKISRRSIDILKTNFRKDLSVEDWRLVVKLKTLFKIN*

NbL03g05150.1 eukaryotic_translation_initiation_factor_5B−like [MW = 152.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03405 Fatty acid desaturase

Protein sequence:
MALKFNPTRFQSIKTTTFPCSPLRSHRVFMASTLRPPSVEGGNVKKPFSPPREVHVQVTHSMSPEKREIFDSLQDWAESNILVHLKPVERCWQASDFLPDPASEGFEEQVKELRERCKEIPDDYFVVLVGDMITEEALPTYQTMLNTLDGVRDETGASLTPWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGMDPRTENNPYLGFIYTSFQERATFISHGNTARLAKEHGDLKLAQVCGIIAADEKRHETAYTKIVEKLFEVDPDGTVLAVADMMRKKISMPAHLMYDGRDDNLFEHFSAVAQRLGVYTAKDYADILEFLVGRWEMEKLTGLSGEGRKAQDYVCGLAPRIRKLEERAQARAKEKAPVPFSWVFGREIKL*

NbL03g05060.1 stearoyl−[acyl−carrier−protein]_9−desaturase_chloroplastic [MW = 44.88 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00560 Leucine Rich Repeat

PF07714 Protein tyrosine and serine/threonine kinase
PF11721 Malectin domain

Protein sequence:
MDTCIKVCALFMYISLALSCFSPLGSVSQLLPADEVKILETISMKLQNTTWNVSRASCNEGRGLNVTDPTYNKIVSNATCDCSFNDSSVCHVVTIQLKGRNLTGILPPEFAELIHLRELDLSRNFLNGSIPSSYGKLRVTILSLLGNRISGVIPKELGDIDTLEELNLENNLLEGPLPPNLGSLSRLSKMRLSANNLTGTIPETFSNLKNLTEFTIDGNRISGTIPDFIGSWTKMDRLDMQGTLMEGPIPSTISQLKHITELRISDLRGKQMRFPNLQGLTQMKRLILRNCSIFGPIPGYLSDIKLKLLDLSNNMLNGTITFGELDLDNTFLSHNTLSGAIPSWILDSKKNIDVSYNNFTPTTTTTGCQSSTINLVSSYSNAMADTSAWCSKKDLPCPGEAKHHSLFINCGGSSTSFEGNEYEEDLANRGPSYFFTSSDRWAFSSSGVYMGNQDASYIATNTFSLNVTGPEFYKTARLAPTSLKYYGLCLRQGSYRVRLHFAEIMFSNDSTYSSLGRRIFDVSIQGNVVSKDFNIMERAKGVGKEFIMDFKEVFVNGSTLEIHLYWTGKGTTAIPDRGVYGPLISAITVTPNYNIDTGRLHVGAVIGIVLGSIVVLLIIVVVLWKKGILGGKNKEELELRALDLQTGHFRLRQIKAATNNFDPANKIGEGGFGPVYKGVLADGAIIAVKQLSSKSKQGNREFVNEIGMISALHHPNLVRLYGCCIEGNQLLVIYEYMENNCLARALFGRDDQRLNLDWPTRKRICLGIARGLAYLHEESALKIVHRDIKATNVLLDKDLSAKISDFGLAKLDEEENTHISTRIAGTVGYMAPEYAMRGYLTDKADVYSFGVVALEIVSGKSNTNYRPKEEFVYLLDWAYVLQEQGNLLELVDPRLGSSYSKKEVMQMINLGLLCTNPSPTLRPSMSSVVSMLEGKVPVQAPLVKRTTSDDHMRFKSFEKLSQDSQRQVSSYSQDSQVQSMNAPWSDSSASVPGKDETTSTSRLLPDLYDVNLE*

NbL03g04950.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At1g53430 [MW − SP = 109 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MAYPLSCSIISHRTGSSGCYLAPSFQNNAFFRTHLVLPLSPLRSTTPARQIYARFTAPKNNASLELTKRPTTPSILLTHLESAMKQFQSLMAVMLIFIEIASPIPFYGWQVWPISPAEAVLYSPETNIPRTGELALRRAIPANPNMKTIQDSLEDISYLLRIPQRKPFGTMEGNVKKALKIATDEKASIFASIPAELRDEGSVLYASLIEGKGGLQNLLQYIKDKDPDKVSVGLASTLDTVAQLELLQAPGLSFLLPQQYLKYPRLTGRGIVEFTVEKVDGSTFSPEAAGVAKSTAKIQVVLDGYSAPLTAGNFAKLVIDGAYDGMKLTNANQAILSDSELGKATGYSVPLEIKPSGQFEPLYRTTLSVQDGELPVLPLSVYGAVAMAHSDVSEELSSPSQFFFYLYDKRNSGLGGLSFEEGQFSVFGYTTIGRDILPQIKTGDIIRSAKLVEGQDRLVLPPQEN*

NbL03g04820.1 peptidyl−prolyl_cis−trans_isomerase_CYP37_chloroplastic [MW = 50.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MAGLMETIAVPRASALPSASLAPIAGSSLSGRRSSVRFSVFKGLKIQQTRSSSLSFSSFSKTVPCRGGIVCEAQDTAVLVPPVNDQTWESLVIGSDVPVLVEFWAPWCGPCRMIHPTVDELAQEFAGKFKFYKVNTDESPAIATRYGIRSIPTVMIFKDGEKKDTVIGAVPKTTLTASIEKFL*

NbL03g04700.1 thioredoxin−1−like [MW = 19.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MALQRHFSVLLLLLVCLIGSSHSYQFTIGGKDGWVPNPSQSYNEWSQHMRFQVGDTALFKYKQGSDSVLEVNKDDYDKCNTQSPIKKMEDGNSIFTLDHPGPFYFISGNKDNCNKGQKVQIIVISPRGKTPTTPAIPTTPAPSAGSATPPSPSGGSATPPTPSGGSATPPTPSGGSTTPPTPSGGSTTPPTPSGGSTTPPTPSGGSTTPPTPSGGSATPPTPSGGSATPPSPSGGSATPPNPSGGSTTPPAAGSPKGSSTPGTPSPAGVPSSPSAGSTTPPPTTSAPSATTPAGAPSKGSTTPDTSSPNGAPVVSPPAAGKSPTSSPTPAGSIVSPATSSMPPTGSPAPAGGASDLSPSPSSSSLAPGSSALSPGSIAPAGGPTSSMAPGGMAPGAGAGSTPADINSPAGAPSNPNSFAVKAFTPSVVLLSTVSLILTMAFGEFIISP*

NbL03g04620.1 early_nodulin−like_protein_2 [MW − SP = 40.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04209 homogentisate 1,2−dioxygenase

Protein sequence:
MECKHSSITSNKFPSDLKYQSGFGNHFSSEAIAGALPQGQNSPLICPFGLYAEQISGTSFTSPRKLNQRSWLYRIKPSVTHEPFRPRLPRHEKLVSEFDQSNSSTTPTQLRWKPVDIPETPTDFVDGLYTICGAGSSYLRHGFAIHMYTANKSMENCAFCNADGDFLIVPQKGRLWITTECGRLQVCPGEIVILPQGFRFSVDLPDGASRGYVAEIFGAHFQLPDLGPIGANGLAAPRDFLVPIAWYEDGSRPGYTIVQKYGGELFIAKQDFSPFNVVAWQGNYVPYKYDLSKFCPYNTVLIDHSDPSINTVLTAPTDKPGVALLDFVIFPPRWLVAEHTFRPPYYHRNCMSEFMGLIYGGYEAKADGFHPGGASLHSCMTPHGPDTKTYEATIALGNEAGPHKIADTMAFMFESCLIPRVCSWALESPFMDHDYYQCWIGLKSHFSGLSMKQITATFRMENQ*

NbL03g04490.1 homogentisate_12−dioxygenase [MW = 51.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MLRSIARRTSTTGAYLTRRGFASESAADRKVAILGAAGGIGQPLSLLMKLNPLVSQLSLYDIAGTPGVAADVSHINTRSQVSGFAGDEQLGQALEGADVVIIPAGVPRKPGMTRDDLFNINAGIVKSLCTAIAKYCPHALVNMISNPVNSTVPIAAEVFKKAGTYDEKRLFGVTTLDVVRAKTFYAGKAKVNVADVIVPVVGGHAGITILPLFSQATPKANLGDEEIEALTKRTQDGGTEVVEAKAGKGSATLSMAYAGAIFADACLKGLNGVPDVVECSFVQSTVTDLPFFASKVRLGKNGVEEVLGLGPLSVFEKQGLEALKPELKSSIEKGIKFANDN*

NbL03g04400.1 malate_dehydrogenase_2_mitochondrial [MW = 35.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATRYLTRSLLTAFTRSYTSIAPSSSLSSFSLHRLRPLIAVAANLKNASPPPTAFGVRGFATRQTSSSLNDPNPNWSNRPPKETILLDGCDFEHWLVVMEKPEGDPTRDEIIDSYIKTLATIVGSEEEARMKIYSVSTRHYYAFGALVSEELSYKLKEVPRVRWVLPDSYLDVRNKDYGGEPFINGQAVPYDPKYHEEWVRNNARANERNRRNDRPRNFDRSRNFERRRDMQTNQNSQNPGSNMPPGGPPNMRNPPPPNMGGMQQPNMGGPPNMGGMHQQGMGGPPNMGGMHQQGMGGPPNMGGMHQPGMGGPPNPGGMHQPGMGGPPNPGGMHQPGMGGPPNPGGMHHPGTERPPHVGGMQQPNMPPNTGGVPPPNMGGGSTHNYGGVPNNAPNFQYNSGSNSGAPYPTGPGTNQSYSPNPSDGNPYQNQNLPGRDMPPPNYR*

NbL03g04350.1 multiple_organellar_RNA_editing_factor_8_chloroplastic/mitochondrial [MW = 48.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSRSRVSDMVQRQSPKGPLKLRTSSSDSDQRTPKLGNHRSPHGAQSDPLNQRKLGTRIADLDSQLGKAQEELKNLKQQLTSVEAAKQATQEQLEKKTKKPTVPQPEEIQEPRETDVFEVPVENVKVEPQNVEICNPINEDELKITALSYKELDLKNEEIIMLKAKLEEKEKEFQVFCQENENLKKELNDKTLEISSTKANTEEMNLKFNQVIQELETTKRNAFEINEKLEASEKAKDELESEMKKLRVQTEQWRKAADAAAAVLAGEVEVNGRRLSERCGSMDYKRYGNVFEPEVGGYGSYVGYPGLNDDSDDAFG

NbL03g04250.1 interactor_of_constitutive_active_ROPs_1−like [MW = 35.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00889 Elongation factor TS

Protein sequence:
MVFYRGVKRPIEIIYKSLNSSICCGRGYSTFTHRGNSVAESKGDLYKHADAPGTYAMSFRRYSGEISSMEQMNLIKRLRERTSAPIKEVKAALITSNWDIEAAQKDLRKRGIVLASKKSSRAAAEGLLALAQNEKKAAVIELNCETDFVARNEIFQYLALSLAKLALLLEGSQQTSAAIPLGLEHLEDLKMNLDHPKLSGEKSVQNAITEVAAMMGENVKLRRGFAMSTPSIGVISTYLHTSPQPGVGRIAGILSLEVEDQNVPQDALQRVGSEIAMHVVAAKPLFLTKEDVSSDALSNERDILKSQAESSGRPQIAIEKMVEGRMRKYFEEVALMEQKFVVNDTINVKTLISNLSKEVGSPVKIGGFLRMEVGEGLQRLEASNESEPLANAA*

NbL03g04160.1 elongation_factor_Ts_mitochondrial−like [MW = 43.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MSQETVNPDGEVVMAEEVGNARVVTLNRPKQLNVISSKVVKLLAENLEKWEKDENAKLVIIKGAGRAFSAGGDLKMFYDGRNSKDSCLEVVYRMYWLCNHIHTYKKTTVALVHGISMGGGASLMVPMKFSVVTEKTVFSTPEASIGFHTDCSFSYILSRLPGRLGEYLGLTGVRLNGKELVAAGLATHFVPLEKLPELEKHLLSLNTSDEAVVSSAIKEFSTDVQIDEESVLKKQAIIDECFSKDSVAEIISSFEAEAGKEGNSWIVPVLKGLKRSSPTGLKITLRSIREGRKQSLSECLKKEFRLTINILRTKISGDVYEGIRALTIDKDNSPKWDPTTLEKLDDERVNLVFGPFEEDLELKVSENEQCRWDGKYEDSAYCRQ*

NbL03g04080.1 3−hydroxyisobutyryl−CoA_hydrolase−like_protein_5 [MW = 42.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain

Protein sequence:
MEKGNSSAVARGRLAVLSAHLAASVNLSDSKLLETSVVSATSVVAPPPNLKGALTIIDERTGKRYPVQVSEEGTIKATDLKKITAGHNDKGLKLYDPGYLNTAPVRSSICYIDGDAGILRYRGYPIEELAEGSSFLEVAYLLMYGNLPSENQLADWEFTVSQHSAVPQGIMDIIHSMPHDAHPMGVLVSAMSALSVFHPDANPALRGQDIYKSKQVRDKQIVRILGKAPTIAAAAYLRMAGRPPVLPSNNLSYAENFLYMLDSLGNRSYKPNPRLARVLDILFILHAEHEMNCSTAAARHLASSGVDVYTAIAGAVGALYGPLHGGANEAVLKMLSEIGSVENIPEFIEGVKNRKRKMSGFGHRVYKNYDPRAKVIKKLADEVFSIVGRDPLIEVAIALEKAALSDEYFVKRKLYPNVDFYSGLIYRAMGFPTEFFPVLFAVPRMAGYLSHWRESLDDPDTKIMRPAQVYTGVWMRHYMPLKERSPYTETDKLGQVSVSNATKRRLAGSGA*

NbL03g03970.1 citrate_synthase_glyoxysomal−like [MW = 56.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MGERENFVYIAKLAEQAERYDEMVDAMKNLANMDVELTVEERNLFSVGYKNVVGARRASWRILSSIEQKEESRGNEQNVKRIKEYQQKVESELTDICNNIMTVIDKHLIPSCTSGESSVFYYKMKGDYYRYLAELKTGNDKKEVSDLSLKAYQTATATAEAELSTTHPIRLGLALNFSVFYYEIMNSPERACHLAKQAFDEAISELDALNEDSYKDSTLIMQLLRDNLTLWTSDIPDDAGMCKAFSQEDA*

NbL03g03880.1 14−3−3_protein_9−like [MW = 28.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00847 AP2 domain

Protein sequence:
MAMKEKLNGGLKGGNVKTNGVKEVHYRGVRKRPWGRYAAEIRDPSKKSRVWLGTFDTAEEAARAYDVAARAFRGPKAKTNFPLPSENQCPSNSSEPTESSSGETGVHAPHAPSELELTRPLGTVAVGCDHGGCKSEVGLVRNGFPIFHHQPVMGALTSGSSSPVESSSGETGVHAPLELDLTRRLGAVGEGGNHVRNGFPIFHQQPTVAVLPNGQPILLFDSNFVPTGVLNRPMPYRFEQVTVEFNGVSGRVVHSDSSSSTTVNENYYGGGGVSRRELNLDLNLSPPMEA*

NbL03g03800.1 ethylene−responsive_transcription_factor_4−like [MW = 31.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
LSLITYIHSSTVYSPKKRQHFFSEKMAQTTPNLTQSVSGWAAHDSSGKITPFTFKRRENGENDVTIEILYCGMCHTDLHHVKNDWGITMYPVVPGHEITGIITKVGSNVTKFKNGDRVGVGCLAATCLKCEYCKDSQENYCDQVQFTYNGLFWDGTITYGGYSSMLVADHRYVVRIPDNLAMDRATPLLCAGITVYSPLKDNNLVETKGKRIGVIGLGGLGHVAVKFGKAFGHHVTVISTSPSKQQEAKHNLGADDFILSTNPKQIQARKRTLDFILDTVAANHSLGIYLELLKVNGTLVIVGAPEKPIDLPAFPMIFGKRNVKGSMIGSIEETQEMMDLCEKHNILSDIEIITTDQINEGLDRLAKNDVKYRFVIDIAGQSSNL*

NbL03g03630.1 probable_cinnamyl_alcohol_dehydrogenase_6 [MW = 42.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00355 Rieske [2Fe−2S] domain

Protein sequence:
FILHNIASSIMCMQKLISFSCFFHIFQLCSSKSGLSSVSQCLLLKPMKINSHGLGKDKKMKVKCMATSIPADDRVPDMEKRNLMNLLLLGALSLPTAGMLVPYATFFAPPGSGGGGGGIPAKDALGNDVVASEWLKTHPPGNRTLTQGLKGDPTYLVVENDGTLATYGINAVCTHLGCVVPFNAAENKFICPCHGSQYNNQGRVVRGPAPLSLALAHADIDDGKVVFVPWVETDFRTGEAPWWA*

NbL03g03540.1 cytochrome_b6−f_complex_iron−sulfur_subunit_2_chloroplastic [MW = 26.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14244 gag−polypeptide of LTR copia−type

Protein sequence:
MAPNSTYDSSNIRIITQLAAADSTHLYYLHSSDSPGMVLVNSVFDGKEYGGWNRAIVIALSSKNKLGFIDGTYFEPDASSTDFKQWNCCNDMVIS*

NbL03g03390.1 uncharacterized_LOC107778869 [MW = 10.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAVAMVSYGMYTSLKVIEKQPILNPGFLNGSLAFNPVQRLCINPKRLALSGSTIIPKASSATAVEEGSPQETAAVPTPKVIIDLDSDPDATVVEVTFGDRLGALLDTMNALKNLGLNVVKANVCLDSSGKHNKFAITKASTGRKVDDPELLEAIRLTIINNMMEYHPESSSMLAMGEAFGVFQPYQKIDVDIATHIHIYDDGPERSLLCVETADRPGLIVDLVKIITDINVDVESGEFDTEGLLAKAKFHVSYKGKALIKPLQQVLANSLRYFLRRPTTEDASF*

NbL03g03170.1 ACT_domain−containing_protein_DS12_chloroplastic−like [MW = 30.88 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 116 231 346 574

Protein length

Gel Slice

2.8 4.7

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 116 231 346 574

Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
QDLFMLLSEYLALQNFTLFSPVSRSNSLFAPYLDMEERSRKLWTQYALLLLAGCFVSQLHASSDVKFYEPFDEAFDGRWIVSEKEEYNGVWNHAKSEGHDDHGLLVSEKARKYAIVKELDDVVDLKEGTVVLQYEVRLQDGLECGGAYLKYLRPQEAGWIPKEFNNESPYTIMFGPDKCGATNKVHFILKHKNPKSGEYIEHHLKFPPSVPSDKLTHVYTAVLRPNNELLILIDGEEKKKATFLSEDDFEPSLLPAQTIPDPEDKKPEDWDEREKIPDPDAKKPDDWDEDAPMEIEDEGAEKPEGWLDDEPEEIDDPEATKPEDWVDEEDGEWEAPQIDNPKCAEGPGCGEWRRPMKSNPAYKGKWHAPLIDNPNYKGIWKPRDIPNPNYFELDRPNFEPVAAIGIEIWTMQDGILFDNILIASDEKVAESYRNTAWKSKFDAEKEKQKAEEVAYSGGLKGFQKVVFDLLYKVADIPLLGEHKSKVLDLLEKAETQPNLTVGVVISIIVIIFTVLFKLTFGGKKQQPARATEEPKRSDGAEASTSNSQGATEEKEEQNEDATAAPRRRSRRDN*

NbL03g03130.1 calnexin_homolog_1−like [MW = 65.27 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01074 Glycosyl hydrolases family 38 N−terminal domain

PF07748 Glycosyl hydrolases family 38 C−terminal domain
PF09261 Alpha mannosidase middle domain

PF17677 Glycosyl hydrolases family 38 C−terminal beta sandwich domain

Protein sequence:
MKNMAKFETWFLILIVCGLWVAEAKYMVYNTSQGIVPGKLNVHLVPHTHDDVGWLKTVDQYYVGSNNSIQGACVENVLDSLIPALLADKNRKFIYVEQAFFQRWWRNQSPGMQSTVRQLVNSGQLEFINGGWCMHDEAATHYIDMIDQTTLGHKYIREQFNVTPRIGWQIDPFGHSAVQAYLLGTEVGFDSLFFGRIDYQDRAKRKIEKSLEVIWRGSKSLGSSTQIFAGAFPENYEPPSRFYFEVNDDSPPVQDDVNLFDYNVQERVNDFVAAALSQANITRTNHIMWTMGTDFKYQYAHTWFRNMDKLIHYVNQDGRVNALYSSPSIYTDAKHALDDSWPLKTDDYFPYADRINAYWTGYFTSRPALKLYVRMMSGYYLAARQLEFFKGRSEEGPTTDLLADALAIAQHHDAVSGTSKQHVADDYAKRLFIGYKQAEDLVSNSLACMVESASASGCKNRQINFKQCPLLNISYCPPAEADLASGKKLVVVVYNSLGWKRTDVVRIPVVNENVIVQDSTGKEIESQLLPIVKASIAIRDYYVTAYVGESPTSSPKYWLAFTATVPPLGLNSYVVTSGKRAVAASIPQTFYKTEGSQSDAVEVGPGNLKVLYSADGGKFTQYYNKRNQVRSSLEQSFSYYSADDGSKDAWKDLQASGAYVFRPNGSFPIHSEEKVPVTILHGPLLDEVHQNINSWIYQITRVYKEKEHVEVEFTVGPIPIDNGIGKELVTHIQTDIKSNKTFYTDSNGRDFLKRIRDYRADWDLQVNQPAAGNYYPINLGMFLKDNSNEFSVLVDRAVGGSSLVDGQLELMLHRRLLHDDGRGVAESLNETICALGKCMGLTVQGKYYLRVDPVGEGAKWRRSFGQEIYSPLLLAFSEQDGDKFTKLQVPTFTGIDPSYSLPDNVAIITLQELEDHTVLLRLAHLYEVDEDKDLSVTASVELKRLFPKKKINKIKEMSLSANQERKEMEKKRLKWKAEAPNDSPVVPRGKPVDPTKLVVELSPMEIRTFVIDLSQSLSASEVWKSHMSL*

NbL03g02970.1 lysosomal_alpha−mannosidase−like [MW − SP = 113.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MTLGSGGSSVVVPRNFRLLEELERGEKGIGDGSVSYGMDDADDVFMRSWTGTIIGPHNDIHQGRIYQLKLFCDKDYPEKPPSVRFHSRINMTCVNPESGVVDAKKFRMLENWQREYTMEDILTKLRKEMVAPQNRKLVQPREGTFF*

NbL03g02850.1 ubiquitin−conjugating_enzyme_E2_variant_1C−like [MW = 16.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase PF07646 Kelch motif

Protein sequence:
MDVDSAMSSEPDHDQNNGPSSEQLNGQSSAGGSPPETPQDQQHPATSQQQQGSTPVTGPRCAPTYSVVHAVLEKEEDGPGPRCGHTLTAIPAVGEEGSPNYIGPRLILFGGATALEGNSAASGTPSSAGSAGIRLAGATADVHGYDVLTNKWSRMTPIGEPPTPRAAHVATAVGTMVVIQGGIGPAGLSAEDLHVLDLTQQRPRWHRVVVQGPGPGPRYGHVMALVGQRYLMAIGGNDGKRPLADVWALDTAAKPYEWRKLEPEGEGPPPCMYATASARSDGLLLLCGGRDANSVPLASAYGLAKHRDGRWEWAIAPGVSPSSRYQHAAVFVNARLHVSGGALGGGRMVEDSSSIAVLDTAAGVWCDTKTVVTSPRTGRYSADAAGGDAAVELTRRCRHAAAAVGDLIFIYGGLRGGVLLDDLLVAEDLAAAETTSAASHAAAAAAGSIAGRYGFGDERRRQTEPEVVNDGSVLLGTPVAPPINGDMYSDISTENATLQGSRRLIKGVEYLVEASAAEAEAITATLAAAKARQQGNGEVELPDRDRGAEATPSGKQAPSLIKPDSVPAGVRLHHRAVVVAAETGGALGGMVRQLSIDQFENEGRRVSYGTPENATAARKLLDRQMSINSVPKKVIAHLLKPRGWKPPVRRQFFLDCYEMVDLCDSAERIFASEPSVLQLRAPIKIFGDLHGQFGDLMRLFDEYGSPSTAGDISYIDYLFLGDYVDRGQHSLETITLLLALKVEYPLNVHLIRGNHEAADINALFGFRIECIERMGERDGIWAWHRFNRLFNWLPLAALIEKKIICMHGGIGRSINHVEQIENIQRPITMDAGSIVLMDLLWSDPTENDSVEGLRPNARGPGLVTFGPDRVMEFCNNNDLQLIVRAHECVMDGFERFAQGHLITLFSATNYCGTANNAGAILVLGRDLVVVPKLIHPLPPATSPETSPERHIEETWMQELNANRPPTPTRGRPQVANDRGSLAWILIIVRLFCYASRLMLTCRISSDLYIAQHQKLNA*

NbL03g02720.1 serine/threonine−protein_phosphatase_BSL3 [MW = 108.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSEDSSSSSQSFFRKHWEGYKEFWGERFSFLDNYSRFIKRDKPLPSWSESDVEEFIASDPVHGPTLRTAREAAKISAVGGIIGAVSTAGVAWKYSRSLHGTALSFGAGAVFGWTFGQEVANHWLQLYRLDTMAAQVKFMEWWQNKVEG*

NbL03g02670.1 succinate_dehydrogenase_subunit_6_mitochondrial−like [MW = 16.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00378 Enoyl−CoA hydratase/isomerase

Protein sequence:
MCTLEKSGNIFYLTLTGDDEHRLNPTLIATIRSFVAEVKSQAVKGSVLITKAQGRFFSNGFDLKYAQAAGSAQAAKDRLHNMVALFKPLVADFLSLPIPTIAAVTGHAAAAGLLLAICHDYVTMRSDKGVVYMSELDIGMTLPDYFTAMIRSKVGSAAARRNLVLKATKMKAEDAVAMGILDSAHPTAEEAVVAAVRLAEELGKKRWDGKTYAELRKSLVPEVCGVLGLKHTAVLPSRL*

NbL03g02440.1 enoyl−CoA_delta_isomerase_2_peroxisomal−like [MW = 25.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02290 Signal recognition particle 14kD protein

Protein sequence:
MVRLQPDPFLNELTSMFERTTEHGSVWVTLKHSSDKSKAQRNKMKTAGENIEFKCLIRATDGKKNISTMVGAKDHQRFQASYAILLKARLTALKKRERKDKRKAADSDKKLEKSKKKSAAQKAST*

NbL03g02400.1 signal_recognition_particle_14_kDa_protein−like [MW = 14.22 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 122 243 364 485 607

Protein length

Gel Slice

4.0 4.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 122 243 364 485 607

Pfam domains

Pfam Description
SP Sequon TM Domain PF00682 HMGL−like PF08502 LeuA allosteric (dimerisation) domain

Protein sequence:
MASITINHTLSRNPNISFHPQNPLIQTQALFNFKPSIPKCSPIIRCAIRRRPEYTPSHIPDPNYIRIFDTTLRDGEQSPGATMTTKEKLDVARQLAKLGVDIIEAGFPASSEADLEAVKLIAKEVGNGVYEEGHVPVICGLARCNKRDIDKAWEAVKYAKKPRIHTFIATSEIHMKFKLKMSRDEVVEKARSMVAYARSIGCEDVEFSPEDAGRSDPEFLYHILGEVIKAGATTLNIPDTVGYTVPSEFGKLIADIKANTPGIGDVIISTHCQNDLGLSTANTLAGACAGARQVEVTINGIGERAGNASLEEVVMALKCRGEQVLGGLYTGINTQHILMSSKMVEEYTGLHVQPHKAIVGANAFAHESGIHQDGMLKHKDTYEIISPEDIGLNRANESGIVLGKLSGRHALQAKMLELGYDIEGKELEDLFWRFKSVAEKKKKITDDDLIALMSDEVFQPQFVWQLENVQVTCGSLGLSTATVKLIDADGQEHVSCSVGTGPVDAAYKAVDLIVKVPVALLEYSLNAVTEGIDAIASTRVLIRGENGHTSTHALTGETVHRSFSGTGADMDIVISSVRAYIGALNKMLSFRKLVSKHSKPEGSAVV*

NbL03g02340.1 2−isopropylmalate_synthase_B [MW = 65.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08806 Sep15/SelM redox domain

Protein sequence:
MDLIYAALLCFLGVYGARAGQLSTKECENLGFSGLALCSDCRTLIEYVKDQELVSECLSCCTEDSDDAMSKVVYSGAILEVCMRKLVFYPEVVGFIEEEKDKFPYVKVQYAYNSPPKLIMLDDHGEHKEAIRSSSCLLFPSFLCVMCISQPISYFYAVFIKVH*

NbL03g02330.1 15_kDa_selenoprotein [MW − SP = 16.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01920 Prefoldin subunit

Protein sequence:
MAARAEEPINEQAVANIYGSMRAEINQIYSKITELEMEVSEHSLVINAVQPLDPSRRCYRMIGGVLVERTIKEVLPAVQRNKEGIEEVITRLNEALEKKKKEISDFETKYQIRMRKPDAEVKEESGRKEGSAQGVLVGPAGSNE*

NbL03g02270.1 probable_prefoldin_subunit_2 [MW = 16.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03405 Fatty acid desaturase

Protein sequence:
MALKLNAFNFQSHKYSSFVLPPMVSLRSPKFFMAASLRSGTKEVETKKPFSPPREVHVQVTHSMPPQKIDIFKSLEDWADQNLLVHLKPVEKCWQPQDFLPDPASDGFHDQVKELRERAKEIPDDYFVVLVGDMITEEALPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRAIEKTIQYLIGSGMDPRTENNPYLGFIYTSFQERATFVSHGNTARLAKEHGDIKLAQICGIIAADEKRHEIAYTKIVEKLFEIDPDGTVLAFADMMRKKISMPAHLMYDGRDESLFDHFSAVAQRLGVYTAKDYADILEFLVGRWKVADLTGLSGEGRKAQEYVCGLPPRIRRLEERAQGRAKQGPIMPFSWIYDREVKL*

NbL03g02250.1 stearoyl−[acyl−carrier−protein]_9−desaturase_chloroplastic [MW = 45.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05811 Eukaryotic protein of unknown function (DUF842)

Protein sequence:
MDAIAAAEERIVSERLRQKLNEVNTAAQTQLAGIQDHVNFTLQQAYYKCAYECFDRRRRQEEIGHCVEHCSVHVHNAQNLVQNEMAKFQERMNRSLMVCQDKYETAKLQKNRSDATKDLESCVDQSVHDSINTLPHLVARLKGSLGITN*

NbL03g02240.1 protein_FAM136A−like [MW = 17.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07926 TPR/MLP1/MLP2−like protein

Protein sequence:
MPLFMSDVEYERCSNDAVLVSEKADEFIRDLYNQLETVKAQADAASVTAEQSCSFLEQKYLSLNSEYSELQSQYSQLNSSFERRLSELSQVQAEKLQVHLQSIGKDGYVDRLSTEASELRKTKRQLMELVEQKDLEISEKNSTIKSYLDKILHLTETAASREARVCDLETEVSRSQASCSRLLLEKELVERHNAWLNDELTAKVNDLMKLHKVHSELEADMSAKLADAEKKFNECDRCLKRKGEQVREMELKFTSLEHDLLTSKDVAAAKEEQMSGEIATLNKLVELYKESSEEWSKKAGELEGVIKALESHGNQIENDYKERLEKEVSAKKELEEEVACLKNKLVKSEAELKIRGEDTLKLLPLNYFTRESLPNSVETSDMVEDDHMVVPSLPIGVSGTALAASLLREGWGLAKMYTKYQEAVDALRHEQLGRKQAQAVLERVLCEIEEKAGVILDERAEHERLEDAYSVLSEKMQHSLSQQADLERNVLELKADLRSRDRDYAVAQAEIVDLQEQVTVLLKECRDIQLRGGSVGPKNDDFVLSDSVFMFDAESNADNAGRLLSYKDINSLVEQNVQLRGLVRSLSDQIENRELELKETYEKELQKHIDEASSKVNAVLERADEQGRMIESLHTAVAMYKRLYEEHRVHSSDTQSQKLAEVERQEVMLLPDASDEALGRAQERAFERVKCLEEESSRLRSELISLRSEREKSALEAQFARDKLDRYVKDFELQREEHNAVLMRNVEFSQLIVDHQKKLRESYESLNAAEELSRKLKMEVSILKNEKDMLINAEKRASDEVCNLSQRVHSLQAHLDTLQSTENVRDEARAAERKRQEKYIKCIEKEWAEAKKELQEERDKVRNLMLERESDYKNALRRTEEMGKELASTSRSLAAAESRAVIAEARSADLEEKLKASQGKMFERADEGGPSSSTELSGDMLSAEEVKTLKEEMQANKNHMLHYKSIAQANEEALKQLELAYEDLKVEADRVKKSMEEEALSLRKHITDLENECTVKSIEAASATAGKEEAVAATLAEISSLKEDNSAKMSQISNLEALITALKDDLDKEHQRWHAAQVNYERQVILQSETIQELTRTSQALAALQEESSELRKISDILKTENNELKAKWGAEMSALEVSKTEAEKKYTEANEQNKILLDRLEGLHIKLAEKDRESLGTSSGSTTAESDDGLMNVVNYLRRSKDIAETEISLLRQEKLRLQSQLENAQRRADIAEASLNSERENSRAQVLNEEEFKALQLQVRELNLLRESNLQLREENKHNFEECQKLREAAQKMKIEVDGLQKLLNERQENVEACRKEIEMQRLDKEQLERRVNELVERSKSFDLEEYASLKEAAQQMQVNLREKDAELEKIKKAISEQQNLVSSLEQDLTRSRTELSQRELRINEVLQAEASLKSEVDKLRRLIAQLKKRAENLSKEKDNISKGKDDLARENQALSKQLEDAKLGRRTADAADEQALKDKEKEKDTRIQGLEKMAFQLREELKQGKFKRLKIQKTISDSYETVTQQRSKLLDELDKHKQALKTLTDEVEKLRQAKSSQTEGTSVDQLLSGTHLEDFTAAYFQAVDEFERVARGELGATGATDISAPDASVSGSVVPGPAATPSPPASLLTSTPVVGKVLLSKMTSETRKTGRRLVRPRITKPEEPSADAEMQDTDVSSNSGKHIIPPQNAESLDNATLATQPPIRKRPSAASTSELQEESSATGEPCVDVAQPVIKKSKGLEAPQEGGEEKSVGNVEISESLPTTEEHEAGDETQGFKEEASDTEKDETMLSGEQVEEPAVIATNHAESQVDRTDGADDTLGRPSEVSTPDNESKFQVDQEREQLAADEREEGELIADPEDVGNLEGGSNLLMGSPENLEPQAESLAGTDEDASLTPTDTGEIESSQLPDDDKNDEVDATEELSESSDKLNDGGDQVATETDQAVDAVVTGEKPSNSSVNSSISKEVGAGDTAAAETEEGKQVSPVNRSSRTINLNERARERASLRQAGMHSSTMPRGRGRAPRGRGGRNVRGGRGQNPGSQS*

NbL03g02160.1 nuclear−pore_anchor [MW = 229.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MASCSSTSSVMPAFISNTMTRISPCRTFTRQLRASPLSSPRKKTYSTVVTAKLAQKNAMQYRKLGDSDLHISEITIGTMTFGEQNTEKEAHEILSYAFDQGINIIDTAEAYPVPMRKETQGTTDLYISSWMKSQPRNKVILATKVCGYSERSSYIRENANVLRVDAANIRESVEKSLKRLNTDYIDLLQIHWPDRYVPLFGEFFYESSKWRPSVPFVEQLRAFQELIDEGKVRYIGVSNETSYGVMEFVHAAKVEGMPKIVSIQNSYSLLVRCHFEVDLVEVCHPNNCNIGLLSYSPLAGGTLSGKYLDNNSEAARKGRLNLFPGYMERYNKSLAKEATKKYEEVAKKHGLTLVELALGFARDRPFMTSSIIGATSVEQLKEDIDAFLTTERPLPPQVMDDIEDIFKRYRDPASR*

NbL03g02150.1 aldo−keto_reductase [MW = 47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00149 Calcineurin−like phosphoesterase PF16891 Serine−threonine protein phosphatase N−terminal domain

Protein sequence:
MDSLALDDIINRLLEVRGRPGKQVQLSEAEIRQLCLKSKEILLQQPNLLELDAPIKICGDIHGQYSDLLRLFEYGGLPPKSNYLFLGDYVDRGKQSLETICLLLAYKIKYPENFFLLRGNHECASVNRIYGFYDECKRRFNVRLWKIFTDCFNCLPVAALIDEKILCMHGGLSPDLNHLDQIRNLQRPTDVPETGLLCDLLWSDPSKDVKGWGMNDRGVSSTFGPDKVTEFLQKLDLDLVCRAHQVVEDGYEFFADRQLVTIFSAPNYCGEFDNAGAMMSVDETLMCSFQILKPAEKKPKFGFGSATSAKNATPTKSKSFLGKIG*

NbL03g02120.1 serine/threonine−protein_phosphatase_PP1_isozyme_2−like [MW = 36.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00753 Metallo−beta−lactamase superfamily PF16123 Hydroxyacylglutathione hydrolase C−terminus

Protein sequence:
MQIFCRFAPSAMASFPCSKTRTGVCVWPGLRQLSLRKNLLYGFMQLFSMPLKTIRGVSRTLGVSNLCSITSTSSSLQIELIPCLQDNYAYLLHDVDTGTVGVVDPSEAVPVIDALSRNNRNLTYILNTHHHYDHTGGNMELKARYGAKVIGSGADSDRIPGIDIALNDGDQWMFAGHEVLVMETPGHTRGHISFYFPRSKAIFTGDTLFSLSCGKLFEGTPQQMLSSLRKIMSLPDDTNVYCGHEYTLTNSKFALSVEPGNEELQSYAAQVVNLCKKGLPTIPTTLKAEKLCNPFLRTSSTEIRKLLNIPPTADDAEALGAIRRAKDTF*

NbL03g01910.1 probable_hydroxyacylglutathione_hydrolase_2_chloroplastic [MW = 36.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00886 Ribosomal protein S16

Protein sequence:
MVVRLRLSRFGCKNKPFYRVMAADSRSPRDGKHLEVLGYYNPLPGQDGGKRMGLNFDRVKYWLSVGAQPSEPVERLLFRAGVLPPPPMLAMGQKGGPRDTRPVHPMTGRVVAPESVKIADPKVSAKVDGDDKA*

NbL03g01870.1 30S_ribosomal_protein_S16−like [MW = 14.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01429 Methyl−CpG binding domain

Protein sequence:
MASPMEKESHNVINDEIVSVELPAPPSWKKLFIPKQGSTPKRNEVVFIAPTGEEFKNRKQLEQYLKSHPGNPAISEFDWSTGETPRRSTRISEKAKAMRPQSLLESPMKRRRTSSGVKKDSKEAEAAKVDQESSETKEMESAKEENENLEKKDGGAEAEMNKGKKEVEAADEEAEGMKGAELHPEEKPEMDDKGKKEVEAANEEAEGMKGAELHPEEKPESEPDKVDSADDGKQDKSDNAKIEDKLVSGEKLESLSDKESPAADVNENKPEVVTAEGINEAVGGSSKDVEHAGNGESNNGENRSQEEEKEMKGTDLVMGNNKINQPGPAHSQQHQSPAPISC*

NbL03g01820.1 methyl−CpG−binding_domain−containing_protein_11−like [MW = 37.48 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00168 C2 domain

PF00614 Phospholipase D Active site motif
PF12357 Phospholipase D C terminal

Protein sequence:
MAQILLHGTLHVTIYEVDNLQKEGGGHFFSKIKEHLEETIGLGKGTPEIYATVDLEKARVGRTRKIKNEPKNPRWYESFHIYCAHMASNVIFTVKDDNPIGATLIGRAYVPVEELLEGEEIDKWVEILDREMNPIEEGSKIHVNLQFFDVSRDPNWARGIRSSKYPGVPYTFFAQRTGCRVSLYQDAHVPDNFIPKIPLAGGKYYEPHRCWEDIFDAITNAKHLIYITGWSVYTEITLVRDSRRQKPGGDITLGELLKKKASEGVKVLMLVWDDRTSVGLLKKDGLMATHDQETEQFFQGTEVNCVLCPRNPDDGGSIVQTLQIGTMFTHHQKIVVVDSELPSGESEKRRILSFVGGIDLCDGRYDTPFHSLFRTLDTAHHDDFHQPNFPDGAITKGGPREPWHDIHSRLEGPIAWDVLFNFEQRWRKQGGKDVLVNFRELDDIIIPPSPVMYLDDSETWNVQLFRSIDEGAAFGFPDTPEDAAKAGLVSGKDNIIDRSIQDAYIHAIRRAKNFIYIENQYFLGSSYDWQSDDIKVEEIGALHVIPKELALKIVSKIEAGERFTVYVVVPMWPEGIPESASVQAILDWQRRTMEMMYKHIVQALNAKGIEEDPRNYLTFFCIGNREVKKSGEYEPSETPEPDSDYMRAQEARRFMIYVHSKMMIVDDEYIIVGSANINQRSMDGARDSEIAMGAYQPHHLATREPARGQIHGFRMALWYEHLGMLDETFLHPESEECVTKVNRMADKYWDLYSSESLERDLPGHLLRYPIGVASEGDVTELQGTEHFPDTKARVLGTKSDYLPPILTT*

NbL03g01790.1 phospholipase_D_alpha_1−like [MW = 92.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MGALTSSYFTFSSYYSSSFSILASLLYTTIYSSYILPNVNAFHPVIHHTLNNITGRSRTLIYVNEFGAKGDGITDDTKSFQDVWKIACSSPLRPKIVIPSGYSFLVRPIDFVGPCRSKVSLSIAGSIVAPKDRQAWDGLNPHKWLYFFKVRYLTVEGGGTVDGMGQKWWSSSCKINTTNPCRHAPTAMIFHKCNNLKVRDIRMLNSQQMHISISKCIHVEVSHLIIQAPAKSPNTDGIHISSSIHVGIRDSSIGTGDDCISIVGNSSRILVKNIACGPGHGISIGSLGKSNSRSQVHDVSVDGAYLSNTENGVRIKTWQGGSGFVRKIAFANVWMENVSNPIIIDQYYCDSRQACPNQTLAISINSVSFVGIRGSSATKNAITFACSDSSPCRNLYLEDIQLVSFLEFPTTSFCWNAYGSTSGFNNPSLCFPSGETIIQHPTELSNLSKSI*

NbL03g01770.1 probable_polygalacturonase_At1g80170 [MW = 49.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04628 Sedlin, N−terminal conserved region

Protein sequence:
MATTACFMIVSRNDIPIYEAEVGTAPKKEDAAHQHQFILHAALDIVQDLAWTTSAMFLKSIDRFNDLVVSVYVTAGHTRLMLLHDSRNDDGIKSFFQEVHELYIKILLNPLYLPGSRITSSHFDTKVRALARKYL*

NbL03g01760.1 trafficking_protein_particle_complex_subunit_2−like [MW = 15.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00364 Biotin−requiring enzyme

Protein sequence:
MCLFNPGGFGASGFKLTNLNLGSSTPKLSALHNLRTKKLSQSDGLLLTTKSRKTLFGCRCSTPEVESAASAVSHNSDDSLRKIISSETASPLIPSSYEVESLLTEICDTTSIAEVDLKLGGFHLYVKRDLTGPSTTSLPAISNPVNIHSSVEAADSNGSASSPSLAITKSSPPSDGIRTMIDKAADEGLVIIQSPRVGYFRRSRTIKGKRAPPSCKEKQQVKEGQVVCFIEQLGGELPVESDVSGEVIKILQKDGDPVGYGDPLISILPSFPGIKKLQ*

NbL03g01750.1 biotin_carboxyl_carrier_protein_of_acetyl−CoA_carboxylase_1_chloroplastic−like [MW = 29.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
MARSLSQMLLKRFAAYPLARSSTITSRSINQGEVWYSTTVPSDPDTHEDFRPTSKLESSGLSLENIVEQDVKENPVMIYMKGVPELPRCGFSSLAVRVLKEYSVPISARNILEDPELKNAVKAFSHWPTFPQIFINGEFIGGSDIILNMHQSGELKEKLKTIAANQGKAE*

NbL03g01710.1 monothiol_glutaredoxin−S15_mitochondrial−like [MW = 18.96 kDa]
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1 76 151 226 373

Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MKKEAIFLVLLCATIHVCSSQKDGILPNGNFELGPKPSQMKGTKVVNRHAIPNWEISGYVEYIKSGQTQGDMLLPVPVGDYAVRLGEDASIKTKVKVAKGVFYSLSFVFARTCAQEEKLNVSVSPNSEPNDWGMLPLQTMYSSDGWDSYSWGFLAEANEIDVVIHNPAVEKDPACGPLIDFVALKALKTPKRPKGNMLKNGNFEEGPYIFPNTTWGVLIPPNIEDDHSPLLGWMIESLKAVKYIDAEHFTVPEGKRAVELVAGRESAIAQVVRTRPGKIYDLIFSIGDASNSCEGSMLVEAFAGKNTMQFPYESKGKGGFKRARLRFTAISPRTRVRFLSTYYHMKSDNSGSLCGPVVDDVRLVGVRNPRHP*

NbL03g01650.1 uncharacterized_LOC107814272 [MW − SP = 38.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MSVVGFDFGNESGVVAVARQRGIDVVLNDESKRETPAIVCFGEKQRFLGTAGAASSMMNPKNAISQIKRLIGRKFLDLELQRDLKALPFSVTEGPDGYPLIHARYLGEMRSFTPTQVLGMVFSDLKIIAEKNLNAAVVDCCIGIPVYFTDLQRRAVMDAATIAGLHPLRLIHETTATALAYGIYKTDLPENDQLNVAFVDIGHASMQVCIAGFKKGQLKILAHSFDRSLGGRDFDEALFQHFAAKFKEEYKIDVFQNARACIRLRAACEKLKKVLSANPEAPLNIECLMDEKDVRGFIKREEFEQICIPILERVKKPLEKALLEAGLTTDNVHSVEVVGSSSRVPAMMRILTEFFGKEPRRTMNASECVAKGCALQCAILSPTFKVREFQVNESFPFPIALSWKGSAPDAQNGAAENQQSTIVFPKGNPIPSVKALTFYRSGTFTTDVQYADVSELQAPAKISTYTIGPFQSTKGERAKLKVKVRLNLHGIVSVESATLLEEEEVEVPIVKEESIKMDTDNASADAAPSTTAETDENMQDAKGAADASGVENGVPESGDKPVEMATDTKAEAPKKKVKKTNVPVTELVYGALAAADVQKAMEKEFEMALQDRVMEETKDKKNAVEAYVYDMRNKLHDKYQEFVVDSEREQFIAKLQGVEDWLYEDGEDETKGVYIAKLEELKKQGDPIEQRYKEYTERGSVIDQLAYCINSYREAAMSNDQKFDHIDLADKQKVLNECVEAEAWLREKKQQQDSLPKHANPVLLSADVRRKAESLDKVCRPIMMKPKPATPETPATHAPAEGGEQQHQDAESPNPHSNHDTNAGDTDGAEVSPTAAEPMDTDKSEAK*

NbL03g01570.1 heat_shock_70_kDa_protein_15−like [MW = 93.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain PF08911 NUP50 (Nucleoporin 50 kDa)

Protein sequence:
MGDAESLQPSKKRAAVKELSRDNPGLDDDNESSEQESGTFKRASDEVMASRRIVKVRKMPSTTTTPSSKPFAGIRFLPPTDASATPAVTTTEAGSGATTYKNPEESNDQSEATKEEETYVKREADHEKETDGKSKLPENRSDESKADENVDKEKVDNPNEHNIPESTKKKAAESEKIEDDTKATIVVEKTANDVEVEGNKTENKEEKHVSDGENEKGAETASFSSFQQLSSSQNAFTGLAGTGFSNTTFSFGVSSKEGSPLGPGSLFGVKSDQSPFGLNLSTNGNASLFGNSGSSSVNKGEGIGIPSMQEVPVETGEENEKAIFTADSALFEFLNGGWKERGKGELKLNISSTETGKARLVMRTRGNYRLILNANLYPEMKLTNMDKKGVTFACMNSAGDGKDGLSTIALKFKDASIVEEFRAVVMEHKDKMPGSLKTPQNSP*

NbL03g01550.1 nuclear_pore_complex_protein_NUP50B−like [MW = 47.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12569 NMDA receptor−regulated protein 1 PF13414 TPR repeat

Protein sequence:
MGASLPPKEANLFKLIVKSYETKQYKKGLKAADTVLKKFPDHGETLAMKGLTLNCMDRKSEAYELVRLGLKNDLKSHVCWHVYGLLYRSDREYREAIKCYRNALRIDPDNIEILRDLSLLQAQIRDLSGFVETRQQLLTLKPNHRMNWIGFAVSHHLNSNGSKAVDILEAYEGTLEDDYPPENERCEHGEMLLYKISLLEEYGFLERALEELHKKESKIVDKLGYKEQEVSLLWKLGRFEEGERLFRVLLSMNPDNYRYYEGLQRCLGLHSEKGQYSSDEIDKLESLYKSLAQQYSRSSAVKRIPLDFLRDDKFREAAESYIRPLLAKGVPSLFSDLYPLYNHPGKASILGELVLRLELSIKTTGGYPESEGKEPPSTLMWILFYLAQHYDRCGQYDIALTKIDEAIEHTPTVIDLYSVKSRIVKHSGDLAAAAALADEARCMDLADRYINSECVKRMLQADLVALAEKTALLFTKDGDQHNNLYDMQCMWYELASGESYLRQGDLGRALKKFLAVEKHYADITEDQFDFHSYCLRKMTLRMYVEMLKFQDRLHSHAYFRKAASGAIRCYLRLYDCPPKSAAEEDDEMSKLPASQKKKLRQKLRKAEARAKKEAEVKNEESSSSSVAKSGKRQLKPVDPDPHGEKLAQIEDPLAEATKYLRLLLTHSSDFLETHLLSFEVNMRKQKILLALQAVKHLVRLDADNPKSHLCLIKFFHKVGALPAPVTDAEKLVWRVVEVERPTFSQLHEKSLIDANNIFLEKHRESLMHRAAVAELMYVLEPNKKAEAVKLIEDWVNDLVSLDGDRGADSTWKLKDCISLHKLLETTFNDHDAALRWKAQCAEYFPFSTYFEGVHSSVATHQTRKTPENGVILNSGENCALPSPNGRLDKLDKLKDLHI*

NbL03g01480.1 N−alpha−acetyltransferase_16_NatA_auxiliary_subunit [MW = 102.98 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12325 TATA element modulatory factor 1 TATA binding PF12329 TATA element modulatory factor 1 DNA binding

Protein sequence:
MAWFSGKLDLGNLDLAGAVNKLSESVKNIEKNFDTALGLEEKSDESTSTEASGLWPSSTDRKALFDPVMAFMGQKGGETTVESIEKAESSKPTLPTEEVVEDSAESTVQHDVVPKEPKEETRDAIEQTKSAEEANEEAQNVDEKPNQKISAEEENEEVRAADVKLDSAMETKVERVEQRSAIRPDEIKAEIDSVAEASEVNLDHAQEKSPEIPQKNIPEEKSSENLELVASQTSNALSQTEVAIPLLVDSQENTDDGREQKKEVTDESPLVQSQDASSDRADREEKKEVTEESPPVQSQDASSERAESGRPSVSDSVTASEDGSVEEHSKRSFLGDQHTDEGRKRVSESVMHENESVSRLVGDTQRGNDHETDVKEQRLSSGSNSSDVTDTVVELEKLKKEMKMMETALQGAARQAQAKADEIAKLMNENEQLKSAIEDLRRKSNDAEVESLREEYHKKVSGLERKVYALTRERDTLRREQNKKSDAAALLKEKDEIITQVMAEGEQLSKKQAAQEAQMRKLRAQIRELEEEKKGLLTKLEVEENKVESIKRDKAATEKLLHETVEKHQAELATQKDYYTNALNAAREAEALAEARANNEARTQLEGRLREAEDREAMLVQALEELRQTLSRTEQQAVFREDMLRRDIEDLQKRYQASERRCEELITQVPESTRPLLRQIEAMQETNARKTEAWAAVERTLNSRLQEAEEKAATAEEKERSISERLSQTLSRINVLEAQISCLRAEQTQLTRSLDKERQRAGENRQEYLALKEEAESNEGRVNQLEEEIKEVRRKHKQELQEALTHQELLRQELEREKAARLDQERAARIPSSFVPDQSPIMKQKSGIENGSLTRRLSSASSFSSMEESYFLQASLDSSDNLSERRNALEGNVSPYFMKSMTSSAFEAALRQKEGELASYMSRLASMESIRDSLAEELVKMTAECEKLRSEASVLPGIRAELDALRRRHSAALELMGERDEELEELRADIIDMKEMYREQVNMLVNKIQVLSSSLGAT*

NbL03g01360.1 golgin_candidate_5 [MW = 114.88 kDa]
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1 170 339 508 843

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MNVVLRLVMSNVLLMLLVLLGSWVFSGFASVSYDRNSIIINGQKRILISGSIHYPRSTPEMWPDLIQKAKKGGIDVIQTYVFWNGHEPEQGKYYFEERYDLVKFIKLVHQAGLYVHLRVGPYACAEWNFGGFPVWLKYVPGISFRTDNGPFKAAMQKFTTKIVNMMKAERLYESQGGPIILSQIENEYGPMELRLGEAGKSYSEWAAKMALDLRTGVPWVMCKQNDAPDPVINTCNGFYCDTFSPNKDYKPKMWTEAWTAWFTEFGGPVPYRPVEDLAFGVAKFIQTGGSFINYYMYHGGTNFGRTAGGPFIATSYDYDAPLDEFGLLRQPKWGHLKDLHRAIKLCEPALVSGDPTVTSLGHYQEAHVFRSKSGACAAFLANYNQHSFATVAFANRHYNLPPWSISILPDCRNTVYNTARVGAQSALMKMTPANRGFSWQSYNDEPASYEDNTFTVVGLLEQINTTRDVSDYLWYMTDVKIDPREGFLSSGKWPWLRVSSAGPALHVFVNDQLAGSVYGSLKSQKLTFNKAVNLRAGVNKISLLSIAVGLPNIGPHFETWNTGVLGPVSLSGLDEGKRDLTWQKWSYKVGLKGEALNLHSLSGSSSVEWVEGSLVAQRQPLTWFKTTFNAPAGNEPLALDMNAMGKGQVWINGQSIGRYWPGYKASGTCGACNYAGYFNEDKCQSNCGEATQRWYHVPRSWLHPTGNLLVVFEEWEGDPNAISLVKRELASVCTDINEWQPQLVNWQMQASGKVDKPLRPRAHLSCAPGQKITSIKFASFGTPQGVCGSFREGSCHAHHSYDAFEKYCIGQESCTVPVTPEIFGGDPCPGVMKKLSVEAICS*

NbL03g01030.1 beta−galactosidase−like [MW = 93.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00732 GMC oxidoreductase PF05199 GMC oxidoreductase

Protein sequence:
MAVVGPVIVKFLLPLIFLWLNFNSSLSLTQASKWESWKDKYPFIKDASSFSSSSSSSSNIGSQKANYDYIIVGGGTAGCPLAATLSQKFSVLLLERGGVPFANVNVSFMQNFHISLADTSPSSASQFFISTDGVFNSRAKILGGGSCINAGFYSRASSSYIKKAGWDSKLVNESYPWIEKQIVHKPNFAPWQRAVRDGLLEVGISPFNGFTYDHVYGTKFGGTIFDRIGRRKSAAELLASANPEKLHVLVHATVQKIEFDTSGKKPRAVGVIFKDENGNKHTAFLSERRASEIILSSGAIGSPQILMLSGIGPKKELEKLNIPVVLDNKFVGKGMSDNPLNTIFVPTNRPVEQSLIQTVGITKMGVYIEASSGYGQTEDSIRCNHGVVSAEIGQLSTIPPEQRAQEAIEMYKRNKKNVPQEVFRGGFILAKIATPLSTGKISLKSTNIDDNPSVTFNYFSHPRDLKRCVNGIRLMEKLVKSKHFNNYTQCDKETLDKLLNISVQANINLIPKQTNDTESLEQFCKDTVLTIWHYHGGCHVGKVVTSDYRVINIHRLRVIDGSTFTESPGTNPQATLMMMGRYMGVQILRERLGRAAGLKRPYKSIS*

NbL03g01000.1 protein_HOTHEAD−like [MW − SP = 63.77 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01301 Glycosyl hydrolases family 35 PF13364 Beta−galactosidase jelly roll domain

Protein sequence:
KFLLPNERTSELTLQLSMTTTVKKSGISSLGAMAKKRRLGTTIFMLLLALLAFGSFAPAFAPLPSFSSSHSDLATLNSVGNERKFEIADDMFWKDEKPFQIIGGDVHYFRVLPEYWEDRLLRAKALGLNTIQTYVPWNLHEPREGQLVFEGIADIFSFLNLCQKLDLLVMLRVGPYICAEWDFGGFPAWLLAIEPAVRLRSSDPAFIDLVERWWGILLPKIVSYAYKNGGPIMMVQIENEFGSYGDDKAYLHHLARIARRHLGDDVILYTTDGGSRENLHKGTIPGDAVFSAVDFTTGDDPWPNFKLQKEFNAPGKSPPLSTEFYTGWLTHWGEHIANTDATVTATYLERILSRNGSAVLYMAHGGTNFGFYSGANTGADESDYKPDLTSYDYDAPIKESGDIDNPKYQALRRVIAKYTAAPLASVPPNNEKKAYGLIKLQQTKSLFNIIDTKYFDGVTESEDPLAMESLGQMFGFMFYVSDYKAKANGSLLFIPKVRDRGQVFISCPSENNEEIPKYVGTIVRWSNTPIRLPHTQCSSGSKIYILVENMGRINYGQYIFDKKGILSPVYLDGEPLHKWKMLPIPFHNLNEDQQIDSVISDAYTNLGNSVRKNLKNRINYHPEPAFYAGHLTVDEVKDTFLSFRGWSKGVAFINGYNIGRFWPSFGPQCNLYVPAPFLHKGKNLLVILELEVPNAELFVTSVDQPDFTCDSANSKVHQI*

NbL03g00970.1 beta−galactosidase_17 [MW = 80.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
LYTCIFLFNHLSVHFSSLLFTITTVQEPTVTASTMAASSTCMFRSSFFSPNPYSKQQSPAKSNGVHFFTPIKAIASSTDDAISASTQPQKHRRPADENIREEARRDISSHNFSARYVPFNADPSSSEWYSLDEIIYRSRSGGLLDVQHDMDALKKFDGQYWRSLFDSRVGKTTWPYGSGVWSKKEWVLPEIDSDDIVSAFEGNSNLFWAERFGKQFLGMSDLWVKHCGISHTGSFKDLGMTVLVSQVNRLRKMHKPVVGVGCASTGDTSAALSAYCASAGIPSIVFLPANKISMAQLVQPIANGAFVLSLDTDFDGCMQLIREVTAELPIYLANSLNSLRLEGQKTAAIEILQQFDWEVPDWVIIPGGNLGNIYAFYKGFQMCKELGLVDRIPRLVCAQAANANPLYLHYKSGWKEFKSVKANTTFASAIQIGDPVSIDRAVYALQNSNGIVEEATEEELMDAMAQADSTGMFICPHTGVALTALSKLRKTGVIRPTDRTVVVSTAHGLKFTQSKVDYHSKEIKNMECRFANPPVQVKADFGSVMDVLKKYLLSKNSKF*

NbL03g00820.1 threonine_synthase_chloroplastic−like [MW = 61.9 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MASISVFPFFFIIISFCLTPVTISVQSDGHETFIIHVSKSDKPRVFTTHHHWYSSIIRSVSQHPSKILYTYERAAVGFSARLTAAQADQLRRIPGVISVLPDEVRHLHTTHTPTFLGLADSFGLWPNSDYADDVIVGVLDTGIWPERPSFSDEGLSTVPSSWKGKCVTGPDFPETSCNKKIIGAQMFYKGYEAKHGPMDESKESKSPRDTEGHGTHTASTAAGSLVANASFYQYAKGEARGMAIKARIAAYKICWKNGCFNSDILAAMDQAVDDGVHVISLSVGANGYAPHYLYDSIAIGAFGASEHGVLVSCSAGNSGPGAYTAVNIAPWMLTVGASTIDREFPADVILGDNRIFGGVSLYSGNPLTDAKLPVVYSGDCGSKYCYPGKLDPKKVAGKIVLCDRGGNARVEKGSAVKQAGGVGMILANLADSGEELVADSHLLPATMVGQKAGDKIRHYVTSDPSPTATIVFRGTVIGKSPAAPRVAAFSSRGPNHLTPEILKPDVIAPGVNILAGWTGSVGPTDLDIDTRRVEFNIISGTSMSCPHVGGLAALLRRAHPKWTPAAVKSALMTTAYNLDNSGKVFTDLATGQESTPFVHGSGHVDPNRALDPGLIYDIETSDYVNFLCSIGYDGDDVAVFARDSSRVNCSERSLATPGDLNYPSFSVVFTGESNGVVKYKRVVKNVGKNTDAVYEVKVNAPSSVEVNVSPAKLVFSEEKQSLSYEISLKSKKSGDLQMVKGIESAFGSIEWSDGIHNVRSPIAVRWRHYSDAASM*

NbL03g00730.1 subtilisin−like_protease_SBT1.4 [MW − SP = 79.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MRRFVTHRARNLISNTVTRTTTTSSLLAAFRFLSTLQPSSSDSMGSDYSSTPVTRDTLNPKVLNCEYAVRGEIVTLAQTLQEEIKKNPGSHPFNEILYCNIGNPQSLAQQPITFFREVLALCDHPAILDKSETQGLFSADAIERAFQILDQIPGRATGAYSHSQGIKGLRDTIASGIEARDGYPVDPNDLFLTDGASPAVHMMMQLLIRSENDGILCPIPQYPLYSASIALHGGTLVPYYLDEQTGWGLEISELEQQLKTAKSKGIDVRALVVINPGNPTGQVLGEANQREIVEFCKREGLVLLADEVYQENVYVPDKKFHSFKKVSRSMGYGEKDISLVSFQSVSKGFYGECGKRGGYMEVTGFSPEVREQIYKVASVNLCSNISGQILASLIMSPPKVGDESYESFSAEKEGILSSLARRAKTLEDALNSLEGVTCNRAEGAMYLFPRINLPDKAIKAAEAAKTAPDAFYAKRLLNATGIVVVPGSGFRQVPGTWHFRCTILPQEEKIPAIVSRLTEFHEKFMNEFRG*

NbL03g00600.1 alanine_aminotransferase_2−like [MW = 58.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13883 Pyridoxamine 5'−phosphate oxidase

Protein sequence:
MASSHALSSSMEAALSSSNLVSRFSETQSAFQSIKPFNRTSTGYLKVSFSQPSTSSFGCGSPRRVLTRAELSGESGFEEEDSHDLKNDNGFLVPEPIFSFSQDNSDQRETKNNGLDQAPKLVAPLEQSTGGGTRAGLFRTPISGGVQSATSAHGLPKPALAVRNLMEQARFAHLCTVMSRMHHRREGYPFGSLVDFAPDSMGHPIFSFSPLAIHTRNLLADPRCTLVVQIPGWSGLSNARVTIFGDVYPLPEDQQEWAHKQYIAKHQQGPSQQWGNFFYFRMQNISDIYFIGGFGTVAWVDVKEYETLQPDKIAVDGGEQNLKELNAIFSKPLKDLLSQEAEVDDAALISIDSKGTDVRVRQGAQFNVQRISFEVGHSVQTLEEAKAALWKLINGGQVYNLQK*

NbL03g00450.1 uncharacterized_LOC107810895 [MW = 44.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00006 ATP synthase alpha/beta family, nucleotide−binding domain PF16886 ATPsynthase alpha/beta subunit N−term extension

Protein sequence:
MGKITYVAPAGQYSLNDTVLELEFQGVKKQFTMLQNWPVRTPRPVASKLAADTPLLTGQRVLDALFPSVLGGTCAIPGAFGCGKTVISQALSKYSNSDTVVYVGCGERGNEMAEVLMDFPQLTMTLPDGREESVMKRTTLVANTSNMPVAAREASIYTGITIAEYFRDMGYNVSMMADSTSRWAEALREISGRLAEMPADSGYPAYLAARLASFYERAGKVKCLGGPERTGSVTIVGAVSPPGGDFSDPVTSATLGIVQVFWGLDKKLAQRKHFPSVNWLISYSKYSGALESFYEKFDSDFIDIRTKAREVLQREDDLNEIVQLVGKDALAETDKITLETAKLLREDYLAQNAFTPYDKFCPFYKSVWMLRNIIHFYSLANQAVERGAGMDGQKITYTLIKHRLGDLFYRLVSQKFEDPAEGEDVLVGKFKKLHDDLTAGFRNLEDETR*

NbL03g00400.1 V−type_proton_ATPase_catalytic_subunit_A [MW = 49.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00827 Ribosomal L15

Protein sequence:
MGAYTYVSELWRKKQSDVMRFLQRVRCWEYRQLPSIVRVTRPTRPDKARRLGYKAKQGYVVYRVRVKRGGRKRPVPKGIVYGKPTNQGVTQLKFQRSKRSVAEERAGRKLSGLKVLNSYWINEDSTYKYFEVILVDAAHAAIRNDPRINWICNPVHKHRELRGLTSAGKKYRGLRGKGHLYHKNRPSRRGTWKRNQTLSLRRYR*

NbL03g00220.1 60S_ribosomal_protein_L15−like [MW = 24.19 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 61 121 181 299

Protein length

Gel Slice

3.5 3.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 61 121 181 299

Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
AYELVQGAKVRWSYIMEGSLPEPPTAVLLHGILGSRKNWGSFARRLAQEFPKWQFLLVDLRCHGDSASLKKRGPHTVASAALDVLKLLGQLRLTPRVVVGHSFGGKVALSMVEQVAKPLARPVRVWVLDATPGEVRAGADGDDHPAELISFLSKLPEEVSSKRDIVEALILEGFSRDVAQWVVTNLRQTNPAGSSPSHLSWVFDLKGIAEMYQSYEDTNLWKIVEDVPRGVHVNFLKAERSLHRWALEDIRRIHVAEEQAVEEGGGVEMHVLEDAGHWVHADNPDGLFKILSFSFQGF*

NbL03g00210.1 protein_ABHD11 [MW = 33.15 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 29 57 85 138

Protein length

Gel Slice

3.6 4.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 29 57 85 138

Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAKGKKELLASAPWRVEAEQDDKFKDARLKVTSQLGQTPTMHVPGKKSVKSNVNEADDSLEIDPELRYSFQRNFQFLQRVFSIDTVVKPLPPAMAYNVARNLTFFTSIFTQFFDPEGIANAQKSLGLGQEEKVRKVR*

NbL03g00170.1 uncharacterized_LOC107816116 [MW = 15.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00650 CRAL/TRIO domain PF03765 CRAL/TRIO, N−terminal domain

Protein sequence:
MAEETKKMAEETTPEVVVSDVTVRETPQPEPENLPESPGKPAAPATGESKVEDDKDEKDLVAESTSFKEESNKIEELPNPEQKALAEFKQLIQEALNKHEFTSPLTPPSPPATKEEQEKKADPSPVAAPAETPEAEPVTEVASELVADVAPEPVAVELEKREEKVTPPETEVTPVPALETPSEPEKVEAAEEIKETIVEVPAAVVVAAAAEEPPAMEEAEEPKRECTPPPEEVSIWGIPLLADERSDVIILKFLRARDFKVKEAFTMLKSVVAWRKELKIDELLDEKELGQGLEKVVYNYGLDKEGHPVCYNAFGEFQNKELYQNTFADKEKLTKFLRWRIQFMEKSIRNLDFSPDGICTFVQVIDLKNSPGLFFFKKELRQVTNRALQLLQDNYPEFVAKQVFINVPWWYPAYYRMINGIFTTRTKSKFVFAGPSRSAETLFKYITPEQVPAQYGGLSKEGEQEFTVAEPATEDIIKPASKHTIEFPVTEKCSLVWEARVTGWDVSYGAEFVPAVEDGYTIIIEKSRKVGANETVISNTYKAGEQGKVVITFDNQSSKKKKLVYRSKNKPSD*

NbL03g00060.1 patellin−3−like [MW = 64.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
NQIKGNLFDLSVVNILIFLAPPVAYCSSYSPIIRSVLTFNWPALRKEAKRGESKFRIQIGAMNPDAVATAFVEHYYSTFDSNRAGLANLYQENSMLSFEGVRIQGAQHIVAKLTSLPFQQCKHQINTVDCQPSGPIGGMLVFVSGNLQLPGEEHVLKFSQMFHLMPTQQGSFYVMNDIFRLNYA*

NbL02g26240.1 nuclear_transport_factor_2−like [MW − SP = 17.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00174 Oxidoreductase molybdopterin binding domain PF03404 Mo−co oxidoreductase dimerisation domain

Protein sequence:
MPGIHGPSNYTREPPRHPSLKINAKEPFNAEPTRSDLISSYITPVDFFYKRNHGPIPVVDDIERYSVSVCGLSENSKELFMKDIWKLPKYTVTATLQCAGNRRTAMSKSRTVKGVGWDISAIGNAVWGGAKLADVLKLVGIPYLTSIMQSGGKHVEFVSIDKCKEEKGGPYKASIPLSQATNPEADVLLAYEMNGQPLNRDHGYPLRVVVPGVIGARSVKWLDSINIIAEECQGFFVQKDYKMFPPTVNWDNINWSTRRPQMDFPVQCAICSLEDVSVVKHGKITIKGYAVSGGGRGIERVDVSIDGSKTWVEAARYQRTGIPYIADDASSDKWAWVFFEAEANIPQSAEIVAKAVDIAANVQPESIDSIWNLRGILNTSWHRVQVRVGQANL*

NbL02g26180.1 sulfite_oxidase [MW = 43.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00479 Glucose−6−phosphate dehydrogenase, NAD binding domain PF02781 Glucose−6−phosphate dehydrogenase, C−terminal domain

Protein sequence:
MAASWCIEKRGSLRLDSFRDNDNIPEIGCLSIIVLGASGDLAKKKTFPALFNLYRQGFLQSNEVHIFGYARTKISDNDLRSRIRGYLSKGKEYEEEVSEFLQLIKYVSGSYDSGEGFSLLDKAIAEHEIAKNSTEGSSRRLFYFALPPSVYPSVCRMIKNYCMNKSDLGGWTRIVVEKPFGKDLASAEQLSSQIGELFDEPQIYRIDHYLGKELVQNLLVLRFANRFFLPLWNRDNIDNIQIVFREDFGTEGRGGYFDEYGIIRDIIQNHLLQVLCLVAMEKPVSQKPEHIRDEKVKVLQSMLPIKDEEVVLGQYEGYKDDPTVPDNSNTPTFATMVLRIHNERWEGVPFIMKAGKALNSRKAEIRVQFKDVPGDIFRCKKQGRNEFVIRLQPSEAMYMKLTVKQPGLEMSTVQSELDLSYRQRYQGVVIPEAYERLILDTIRGDQQHFVRRDELKAAWEIFTPLLHRIDDGEIKPIPYKPGSRGPAEADELLQNVGYVQTHGYIWIPPTL*

NbL02g25910.1 glucose−6−phosphate_1−dehydrogenase_cytoplasmic_isoform [MW = 58.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain

Protein sequence:
MEIASEKQSAVIEHKSYARVGLLGNPSDVYFGNTISFSLGNFWASVRLEPSTDLVIVPHPSHDLVQFNSISHLVNRLQNEGYYGGVRLLMAVCKIFHKYCKENNIRLHDGNFTLSYETNIPRQTGLSGSSAIVSAALSCLLDFYKVRHLIKVEVRPNLVLNAEKELGIVAGLQDRVAQVYGGLVYMDFGKNHMDELGHGIYTPMDVDLLPPLYLIYAENPSDSGKVHSTVRQRWLEGDEFIRSTMEEVANIAVEGRKTLLEKDYIKLAALMNHNFDLRRRMFGDDALGAMNIEMVEIGRRIGAASKFTGSGGAVVVFCPDGPSQVKQLEDACHTAGFTFQPIKVMPSFLSEVDLQTLGSN*

NbL02g25500.1 glucuronokinase_1−like [MW = 39.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
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NbL02g25330.1 titin [MW = 427.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MLTARLRLRCSAMAVVASFISSSSASTSSTAAKKLSFSTNSNRQLFNSRVYLPHRIPNASIRCFASTTASSKIRVENPIVEMDGDEMTRVIWAMIKDKLIYPYLELDTKYYDLGILNRDATDDRVTVESAEATLKYNVAVKCATITPDETRVKEFGLKSMWRSPNGKIRNILNGTVFREPILCKNVPRIVPGWKKPICIGRHAFGDQYRATDAIINGPGKLKMVFEPENGEAPSELDVYDFKGPGVALAMYNVDQSIRAFAESSMSMAFSKKWPLYSSTKNTILKKYDGRFKDIFEEVYEEKWKQQFEEHSIWYEHRLIDDMVAYALKSEGGYVWACKNYDGDVQSDMLGQGFGSLGLMTSVLLSSDGKTLEAEAAHGTVTRHFRLHQKGQETSTNSVASIFAWTRGLGHRAQLDGNQKLSEFVHALEAACIGTIESGKMTKDLAILAHGPKVSREHYLNTEEFIDAVAQKLHEKLVASAVV*

NbL02g25190.1 isocitrate_dehydrogenase_[NADP] [MW = 53.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08704 tRNA methyltransferase complex GCD14 subunit

Protein sequence:
AYRCRINPPFCITIFPVVEKLFPLKLIFQMILPINPSNKLSFKRCIKDGDLVIVYERHDTMKAVKVSEDGVLQNRFGAFKHSEWIGKPFGSKVLSNKGSFVYLLAPTAELWTLVLSHRTQILYIADISFVVMYLEIVPGCLVLESGTGSGSLTTSLARAVAPTGHVYTFDFHEQRAASAREDFERTGLSNLVTVGVRDIQGEGFPDEFCGRADSVFLDLPQPWLVIPCAGKMLKPDGVLCSFSPCIEQVQRSCEALKSHFTDIRTFEVLLRTYDVRQRIVESCPVNEGGSNERPPRKRRQGCAEGNNGIECTSSPTVMIRPSGEARGHTGYLTFARLKCFA*

NbL02g25170.1 tRNA_(adenine(58)−N(1))−methyltransferase_catalytic_subunit_TRMT61A [MW = 37.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01327 Polypeptide deformylase

Protein sequence:
MAAAVWASSSSFARALHPLLSRRTSLSPLNCSLHCFRSASCIFFSTSSNKRPKLAVYAQARRALYPKIKGDEVASPADLSFEGPLKIVEYPDPILRANNKRIGTFDNNLKKLVDEMFDIMYKTDGIGLSAPQVGMNVQLMVFNAAGERGEGEEIVLVNPRVSRYSRRIIPYDEGCLSFPEIYGDVERPDSVKVDAQDINGARFELTLTALPARVFQHEFDHLQGVLFFEKMTDEVLDTIREDLVALEKKFEEKTGLPTPESINTRKIKKAAVGFGKS*

NbL02g25140.1 peptide_deformylase_1B_chloroplastic [MW = 30.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00542 Ribosomal protein L7/L12 C−terminal domain PF16320 Ribosomal protein L7/L12 dimerisation domain

Protein sequence:
LSTKFSIPLSHFLLFAVSLSLLLSSHSLQPSATMASTLSTVTLRSPSPSTATSTHASIPFPPKTLEFPIRTPKRHHRRATFLRPLAAVEAPEKVVQLGDEISNLTLADAQKLVEYLQDKLGVTAASFAPAAAVAAPGAAAEAPAVVEEKTEFDVVIDEVPSNARIATIKAVRALTSLALKEAKELIEGLPKKFKEGVSKDEAEDAKKQLEEAGAKVSIA*

NbL02g25100.1 50S_ribosomal_protein_L12_chloroplastic [MW − SP = 20.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13180 PDZ domain PF13365 Trypsin−like peptidase domain

Protein sequence:
MAASSHSLASSSFFSGSRKFSGSALTPRFSLPKSVLCRKIPGFAGGIISAQRCYSNCDDQSNSGKKLLETIFVACTSVALSFSLVLTDVDPASAFVVTSPRKLQTDELATVRLFQENTPSVVYITNLASRQDMFTLDVFEVPQGSGSGFVWDKDGHIVTNYHVIRGASDLRVTLADQTTYDAKVVGFDQDKDVAVLKIDAPKDKMRPIPIGVSADLLVGQKVFAIGNPFGLDHTLTTGVISGLRREINSAATGRPIQDVIQTDAAINPGNSGGPLLDSSGNLIGINTAIYSPSGASSGVGFSIPVDTVSGIVDQLVKFGKVTRPILGIKFAPDQSVEQLGVSGVLVLDAPPNGPAGKAGLLPTKRDSYGRLILGDIITSINGKKVSNGTDLYRILDQCKVGEKVIVEVLRGDQKEKIPVLLEPKPEES*

NbL02g25020.1 protease_Do−like_1_chloroplastic [MW = 45.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MAMRRVASTAARTLVSSSSSPSSLVFTRELQASPGSKKIVGVFYKANEYAEMNPNFVGCAENALGIREWLESKGHQYIVTPDKEGPDCELEKHIPDLHVLITTPFHPAYVTAERIKKAKNLQLLLTAGIGSDHVDLKAAAAAGLTVAEVTGSNVVSVAEDELMRILILVRNFLPGHHQVINGEWNVAGIAYRAYDLEGKTVGTVGAGRIGRLLLQRLKPFNCNLLYHDRVKMDSELENQIGAKFEEDLDKMLSKCDIVVVNTPLTEKTKGMFDKERIAKMKKGVLIVNNARGAIMDTQAVVDACNSGHIAGYSGDVWYPQPAPKDHPWRYMPNQAMTPHISGTTIDAQLRYAAGTKDMLDRYFKGEDFPAQNYIVKDGELAPQYR*

NbL02g24980.1 formate_dehydrogenase_mitochondrial [MW = 42.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MAASVSCHYFSSPLTTSTKPIKHSFNYAHFAPSLNKGPIRHFAPICSSQRSHPFEIQEKEKDWFLSLKKCAVSVALSVSMISGLPGLEWLSPAHASTPALPDVSVLISGPPIKDPGALLRYALPIDNKAIREVQKPLEDITDSLKVAGVKALDSVERNTRQASRALKQGKTLIVSGLAKSKADHGVELLNKLEAGLDELQKIVEDKNRDAVVSKQKELLNYVGGVEEDMVDGFPYEVPEEYQNMPLLKGRATLDMKVKVKDNPNVEECVFRIVLDGYNAPVTAGNFIDLVERHFYDGMEIQRADGFVVQTGDPEGPAEGFIDPSTEKIRTVPLEIMVDGEKVPFYGETLEDLGLYKAQTRLPFNAFGTMAMAREEFENNSASSQVFWLLKESELTPSNANILDGRYAVFGYVTENEDFLADLKVGDVIDSIQVVSGLDNLVNPSYKIAG*

NbL02g24960.1 peptidyl−prolyl_cis−trans_isomerase_CYP38_chloroplastic [MW = 49.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
SQFITNWHYFVPNIQSPFLLCFGFWIRGKRISVGSSVEKRMATVSAFSVCRAKSHSQIPLSSSIALPNLFPIQFLQFQRSDAIPVGYSYSRTLVKAKAPLRNTRIWSATEEEGATAVVDEASAALTTTVDQTVSVSVSPSDVLTMFFQSQAEGTMNEAAVPNVTKALEEIEGITDLKVQVVEGIASVELTKQTTIQATGVSSSLVETIQGSGFKLQTLNLSFQDEEDTS*

NbL02g24790.1 uncharacterized_LOC107798474 [MW = 24.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01176 Translation initiation factor 1A / IF−1

Protein sequence:
MASLSWWSPAPAMAACSPTPTSCKTSNSLALPHPVFVSKQAKLMKQAKGLLVKTQQQSKKKNHSFTNSRSGTSIQCLSQEQKWTHEGSITESLPNGMFRVKLDNADVVLGYISGKIRKNFIRLLPGDRVKIEVSRYDSTKGRIIYRLRGGREG*

NbL02g24770.1 translation_initiation_factor_IF−1_chloroplastic [MW = 16.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MAIKMLLFLCISALLSTSLSQRHSPLNTAYYRKSCPRFEQIMEETTTNKQITSPTTAAATLRLFFHDCFVGGCDASVLVSSTTFNKAERDAEINLSLPGDGFDVVVRAKTALELSCPGIVSCSDILTVAARNLVVQTGGPFYPVKLGRKDSYISKASLVEGNLPRPTMPMDQIIKIFESRGFSIQEMVALSGAHTIGFSHCKEFNSDLHHYNKTSQADPSYNPRFAQALKDACSNSQKDPTLSVFNDIMTPNKFDNMYYQNLPKGLGLLSSDRGLFSDPRTRIHVEEYVRDQNAFFKAFASAMQKLSEHGVKIGKHGEIRHRCDAFNN*

NbL02g24750.1 peroxidase_63−like [MW − SP = 34.25 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 32 63 94 153

Protein length

Gel Slice

4.5 4.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6

Peptide counts over 4 repeats

1 32 63 94 153

Pfam domains

Pfam Description
SP Sequon TM Domain PF02943 Ferredoxin thioredoxin reductase catalytic beta chain

Protein sequence:
MRTLQASTSYSVGFGISSFATLPKPSTRRDVTVAKMEPSEKSVDIMRKFSEQYARRSGTYFCVDKGVTSVVIKGLAEHKDILGAPLCPCRHYDDKAAEAQQGFWNCPCVPMRERKECHCMLFLTPDNDFAGEEQVYANMRSLVSNYLLRLGI*

NbL02g24730.1 ferredoxin−thioredoxin_reductase_catalytic_chain_chloroplastic [MW = 17.1 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 43 85 127 169 211

Protein length

Gel Slice

4.0 6.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25 30 35

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13883 Pyridoxamine 5'−phosphate oxidase

Protein sequence:
MNINKATSFLLPLVFFLALSQEFVNGRPLILSRTRPKPDDAALFARWLVSQSSWGVLNTIASDMGGAPFGNVVSFSDGLPDKGRGIPYFYLTTLDPTARNALKDQRSSLTISEYAIGTCGKTDPENPSCAKITLIGKLKLLNGDPKETSFAQTALFTKHPEMKGWPKGHNFQIFKLEIEEIFMINWFGGPKPLTVDQYLQAKMDSRTAIA*

NbL02g24690.1 protein_CREG1 [MW − SP = 20.31 kDa]
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1 232 463 694 925 1155

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01074 Glycosyl hydrolases family 38 N−terminal domain

PF07748 Glycosyl hydrolases family 38 C−terminal domain
PF09261 Alpha mannosidase middle domain

Protein sequence:
MAFSSRRGGAGWAHSLLPTTKPSPSRQPRKSRKRTALRDFLRSNFFTIGLSFSIFVFLLIIYSYGVPKPLLSSHFRAARARFPRPRKPSYRKSPGSDAVSGAVVDITTKGLYDKIQFKDEDGGAWKQGWKVTYKGDEWDSEKLKIFVVPHSHNDPGWKLTVEEYYDRQSKHILDTLVETLPKDSRRKFIWEEMSYLERWWRDATDEKKEAFTNLVRNGQLEIVGGGWVMNDEANSHYFAIIEQITEGNMWLNETIGVIPKNSWSIDPFGYSPTMAYLLRRMGFENMLIQRTHYELKKELALYQNLEYVWRQSWDAEERTDIFVHMMPFYSYDIPHTCGPEPAICCQFDFARMYGFPYERCPWGVNPEETTPENVKERALKLLDQYRKKSTLYRTNTLLVPLGDDFRYVSVDEAEAQFRNYQLLFDYINSNPSLNAEAKFGTLDDYFRTLRDEAERINCSRPHEIGSGEIGGFPSLSGDFFTYADRQHDYWSGYYVSRPFFKAVDRVLEHNLRSAEMLMAFLLGYCQRAQCEKLPTGFSYKLTAARRNLALFQHHDGVTGTAKDHVVQDYGTRMHMALQDLQIFMSKAIEVLLGIRHEKNDQHPSQFEPAQVRSKYDAQPVVKVISAREGTVQTVVLFNPSEQTINEVVMVTVERPDVTILDSNWTCIKSQISPELSHDKENTFTRRHRVYWKASVPAMGLQTYYVANGFAGCEKAIPAQLRILVPSGNFSCPAPYTCSKLDSNEAAIQNENLTVTFSTKFGLLQKVSHSDGRQNVMDEEIDMYSSSGGAYLFKPEGEAEPIIQAGGIMVVSEGHLVQEVYSYPMTAWDKSPISHSTRIYNGHNTIQEHIIEKEYHVELLGHEFNDRELIVRYKTDIENKRIFYSDLNGFQMSRRETYDKIPTQGNYYPMPSLAFMQGPRGHRFSVHTRQSLGVASLKDGWLEIMLDRRLVRDDGRGLGQAVMDNRPMNVVFHILLESNITAAANHTTGPHPLHPSLLSHLVGAHLSYPLHVFIAKKSEEISVQPPPRSFSPLAASLPCDLHIVNFRVPRPLKYTQQQLEEPRFVLVFQRRHWDSSYCRKGRSECSSVADVPVNLFDMFKSLAVLNAKATSLNLLHDDAEMLGYSGHFGDGAHDGHVLISPMEIQAYKLELRPHQ*

NbL02g24670.1 alpha−mannosidase_2 [MW = 132.39 kDa]
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1 62 123 184 303

Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MPAQKIETGHNDIVHDVTMDYYGKRVATASSDTTIKITGVSYNAASQHLATLSGHTGPVWQAAWAHPKFGSMLASCSYDGKVIIWKEGNQNEWTQAHVFSDHKSSVNSISWAPHELGLCLACGSSDGNISVHTARSDGGWDTTRIDQAHPVGVTSVSWAPSMAPGALVGSGVLEPVQKLASGGCDNTVKVWKLYNGIWKMDCFPALQMHTNWVRDVAWAPNLGLPKSTIASASEDGTVVIWTVAKEGDQWEGKVLKDFKTPVWRVSWSLTGNLLAVAAGDNNVTLWKEAVDGEWQQASTVDQ*

NbL02g24660.1 protein_transport_protein_SEC13_homolog_B [MW = 32.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00385 Chromo (CHRromatin Organisation MOdifier) domain PF12796 Ankyrin repeats (3 copies)

Protein sequence:
MDALFVNSSLSRLKLKFSPQFPPTFSHQRFIRLKKLGNKNNLSVCATLQNQQQQAVAAAEEEEPLLFEDYDEDETYGEVNKIIGSRAIEGGKGMEYLIEWKDEHAPTWVPSDYIAKDVVAEYETPWWNAAKKADESALKILLEADDERDVDAVDEDGRTAMLFVSGLGSEPCVKLLAEAGADVDYRDRNGGLTALHMAAGYVKPGVAKLLIDLGADPEVEDYRGQTPLSLARMILNQTPKGNPMQFARRLGLENVVRILEDAIFEYATVEEILEKRGKGENVEYLVKWKDGEDNEWVKAWLISEDLVRDFEAGLEYAVAECILEKREAEDGKGEYLVKWTDIEEATWEPKENVDPLLIEDFEKGQQNVADLFHGMNEQCVFSLKLSKAEANSGGRVMFSVLSY*

NbL02g24600.1 signal_recognition_particle_43_kDa_protein_chloroplastic [MW = 45.36 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13516 Leucine Rich repeat

Protein sequence:
MTRFRFLLILLFLVLPQFYDAAVVEDDLKCLEGFKKSLEDPSGNLISWDFTNSTVGAICKFTGVNCWNERENRINGLALQTMNLGGKVTESLEYCASLTTLDLSGNRFSGPIPSQICTWLPFLTTLDLSSNDFSGSIPADLVKCAYLNKLMLNDNKLSGNIPPEFSSFSRLKTLSVANNQLSGRIPAAFDSADSANFEGNSGLCGGPLGKCGGLSKKNLAIIIAAGVFGAAASMLLGFGAWYWYFTKAGKRKRGSGIGRGDDSDSWAEKLRAHKLTQVMLFQKPLVKVRLVDLLVATNSFSTDNVINSTRTGTTYNAVLRDGSALAIKRLNACKLSEKQFRVEMNRLSQLRHPSLVPLLGYCVVEEEKLLVYKHLSNGTLYSFLNQNASELDWPTRFRIGLGAARGLAWLHHGCDPPILHQNICSNVFFLDEDLDARLMDFGLARLMTPSDAKESSFVNGELGEFGYVAPEYSSTMVPSLKGDAYSFGVVLLELATGQKPLEVTAGEEGFKGNLVDWVNQLSASGRIKDAIDQNICGKGHDEEIVQFLRIACDSVAFRPKERWSMYQVYEALKSMAERRGFSEQYDEFPLLFGKEGTTSSPI*

NbL02g24520.1 inactive_LRR_receptor−like_serine/threonine−protein_kinase_BIR2 [MW − SP = 63.66 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00328 Histidine phosphatase superfamily (branch 2)

Protein sequence:
MPTGGTDVKVYTVGPDYAHAEARKSPVVDGVVMRNTDGKEVRYPVLLTPTEKQMAREVCIAFRQAVCGFDLLRSDGRSYVCDVNGWSFVKNSYKYYDDAACVLRKMLLDAKAPHLSSTIPPTLPWKVNEPVQPSEGLTRQGSGLGTFGQSEELRCVVAIIRHGDRTPKQKVKLNVTEEKLLNLMLKYNGGKPRSETKLKSAVQLQDLLDATRALVPRSRPGRESDSEAEDIEHAEKLRQVKAVLEEGGHFSGIYRKVQLKPLKWAKVAKSNGEGEEERPVEALMVLKYGGVLTHAGRKQAEELGRYFRNNLYPGEGTGLLRLHSTYRHDLKIYSSDEGRVQMSAAAFAKGLLDLEGQLTPILVSLVSKDSSMLDGLDNASIEMEDAKARLNDIITSGTRTRHNNGSSEKPWMVDGAGLPANASELLPKLVKYTKKVTEQVRLLAKDEDEELAEASPYDVIPPYDQAKALGKTNIDVDRIAAGLPCGSEGFLLMFARWRKLERDLYNERKDRFDITQIPDVYDSCKYDLLHNSHLNLGGLDELFTVAQLLADGVIPNEYGINPKQKLKIGSKIARRLLGKIMIDLRNTREEALSVAELKGCQDNHLAVNKTTKEDTENHTKPHTRNEESRRTSFNSERSMDQDDDDDKETKYRLDPKYANVRTPERHVRTRLYFTSESHIHSLMNVLRYCNLDESLQEEASLVCDNALDRLFNTKELDYMSYIVLRMFENTEVALEDPKRFRIEMAFSRGADLSPLEEKNDEIAASWHQEHTLPIMGPERLQEIGSYLTLANMENMIRPFAMPAEDFPPPSTPQGFSGYFSKSASVLERLVKIWPFHKHGNTNGK*

NbL02g24440.1 inositol_hexakisphosphate_and_diphosphoinositol−pentakisphosphate_kinase_2−like [MW = 95.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00505 HMG (high mobility group) box

PF03531 Structure−specific recognition protein (SSRP1)
PF08512 Histone chaperone Rttp106−like

PF17292 POB3−like N−terminal PH domain

Protein sequence:
MTDGHQFNNISLGGRGGTNPGQLKVQSGGILWKKQGGGKAVEVDKEDIVGLTWMKVPRTNQLGVQIKDGLYYKFTGFRDQDVASLTTYFQNTCGISPEEKQLSVSGKNWGEVDLNGNMLAFLVGTKQAFEISLADVSQTQLQGKNDVMLEFHVDDTTGANEKDSLMEISFHIPNSNTQFVGDENRPPAQVFRDKIMSMADVGAGGEEAVVTFDGIAILTPRGRYNVELHLSFLRLQGQANDFKIQYSSVVRIFLLPKHNQPHTLVVITLDPPIRKGQTLYPHIVLQFETDNVIDLSLALSEDLLNAKYKDRLLPGYKGLIHDIFTQILRGLSGAKVTKPGKFRSSQDGYAVKSSLKAEDGLLYPLEKSFFFLPKPPTLILHEEIDYVEFERHAAGTANMHYFDLLIRLKTEQEHLFRNIQRNEYHNLFDFISSKGLKIMNLNEARATEGVPVLPDEDDAVDPHLERIKNEAGGDDSDEEDEDFVLDKDDGGSPTDDSGGDESDASDSGGEKEKPAKKPKKEATVSKPSASRKKADDDGSKKKKQKKKKDPNAPKRAISAFMFFSQSERESVKKSFPGISFTETGRVLGERWNKLSAEEKEPYEAMANADKKRYSEQISGYKNPQSTAMDSGNESESS*

NbL02g24410.1 FACT_complex_subunit_SSRP1 [MW = 70.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MSTPARKRLMRDFKRLQQDPPAGISGAPYDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFISRMFHPNIYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKREYNRKVREIVEQSWTAD*

NbL02g24350.1 ubiquitin−conjugating_enzyme_E2_2 [MW = 17.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MSSKVNLFICLFILHLLAAANVRGRKIGVYEIKKGDFSVKVTNYGARVISVLLPDKHGKIGDVVLGYDIIKEYENDTSSFGAIVGRVANRIGGAQFTLNGTLYKLIANDGNNTIHETSKIYIGGPKGFSHVIWKVSKYEKDGSNPHITLTYHSADGEQGFPGDLLVSVTYALEDPYKLSVVMKAKALNKATPVNLAQHTYWNIGGHTSGDILSNVIQIFASQITQVDQHLIPTGEFAPVKNTAYDFLKPCKVGGQINKLQNGYDINYALDSNENMKPVAIVYDRKSGRVMDLKASAPGVQFYTANSLTKKGKSGYVYQPHAALCLETQGFPDAVNHPNFPSTIVTPGKSYVHKMLYAFSIKKY*

NbL02g24320.1 aldose_1−epimerase−like [MW − SP = 37.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MRTFEQTIFYPISTQINRQTSFLLFTCSVSGRKIGIYEIKKGDFSVKITNYGATIISVLLPDKHGKIGDVVLGYDTIEEYKNDTSYFGATLGRVANRIGGAQFTLNGIHYKLVPNEGKNMLHGGPKGFSKVVWKVRKYVKDGSCPYITLTYYSADGEEGFPGAVLASVTYTLKDPYKLSVVFRAKALNKATPINLSHHPYWNIGGHNSGDVLSQVLQIFGSHITLVDKELIPTGEIAPVKNTPYDFLKPRKVGSRINKLQNGYDINYVLDSNKKMKPVGLVYDKKSGRVMDVQASAPGVQFYTANFVNNTKGKGGFVYQPHSALSLETLVFPDAVNHPNFPSTIVNPGDKYVHSVLYTFSIKK*

NbL02g24300.1 aldose_1−epimerase−like [MW = 40.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
MRECISIHIGQAGIQVGNACWELYCLEHGIKPDGQMPGDVTVGGGDDAFNTFFSETGAGKHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLISGKEDAANNFARGHYTIGKEIVDLCLDRIRKLADNCTGLQGFLVFHAVGGGTGSGLGSLLLERLSVDYGKKSKLGFTIYPSPQVSTAVVEPYNSVLSTHSLLEHTDVAILLDNEAIYDICRKSLDIERPTYTNLNRLISQVISSLTASLRFDGALNVDVNEFQTNLVPYPRIHFMLSSYAPVISAEKAYHEQLSVAEITNTAFEPSSMMVKCDPRHGKYMACCLMYRGDVVPKDVNAAVATIKTKRTIQFVDWCPTGFKCGINYQPPTVVPGGDLAKVQRAVCMISNSTSVAEVFSRIDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDLAALEKDYEEVGCESGDGEDDDVEEY*

NbL02g24260.1 tubulin_alpha_chain−like [MW = 49.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01053 Cys/Met metabolism PLP−dependent enzyme

Protein sequence:
MAVSSCARAFPSFECHSDAKFSGGIPRHDIPNSGKASILSHGSSIHGLSSLIYRFPPNFVRQLSIKARRNCSNIGVAQVVAASWSNNNSSPDFTPVAKAVDSAAASIAPVDTTILNEDVALVENETCNDQNVQFDSLPSVKYASFLNSDGSVTIHAGERLGRGIVTDAITTPVVNTSAYFFNKTSELIDFKEKRRASFEYGRYGNPTTVVLEEKISALEGAESTLLMASGMCASTVMLLALVPAGGHIVTTTDCYRKTRIFIETILPKMGITATVIDPADVGTLELALNQKKVNLFFTESPTNPFLRCVDIELVSKLCHEKGALVCIDGTFATPLNQKALALGADLVLHSATKFLGGHNDVLAGCISGSVKLVSVIRNLHHILGGALNPNAAYLIIRGMKTLHLRVQQQNSTALRMAEILEAHPKVRHVYYPGLQSHPEHHIAKKQMTGFGGVVSFEVDGDLLTTAKFVDALKIPYIAPSFGGCESIVDQPAIMSYWDLSQSDRAKYGIMDNLVRFSFGVEDFDDLKADIIQALDSI*

NbL02g23980.1 cystathionine_gamma−synthase_1_chloroplastic−like [MW = 57.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12204 Domain of unknown function (DUF3598)

Protein sequence:
MATAMSSIFVPPASPTSLASSNTPKINLSSWKDKFVIPNSFPFRSPKYHSRAVQSNRNTTELPISVDGLQRFIRLNLGNWTGSFHQFDGHGNLMHKITTKLAVGSYGEDELMSLLQTLYIKQPASTTSFSGDDYEPDWFEYKIKETNMFTVDKYQQILLHLRYTKSSLQIGFFPKEKAYALRYQTAGMLETVLRQGVLGEDDIGEESPRNLKLPSKKPSIVCENCLYSLEKDKRVRAFHIMDPKGILEMLLVFLEERGNGDVIPPSLDNFKEDSERIMPHLGTWKGHSLTKRTGVYGATITEAETTAVLEMNKDGQLVQDITSTSGASNVTTNVHWTGTMSGNLVIFDGGFQLTLLPGGIYMGYPSDVANSVQESKSFHLELCWLEAPGKRQRLIRTYDVEGLAVSSTYFIESKI*

NbL02g23860.1 uncharacterized_LOC109219811 [MW = 46.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MEAQLLLPSPSLTSTNSSKHSTLLPYKKWPLFCKFQLPNSGSSISIRPLQAYATSLGLGPKKRIDETESYTLDGIRNSLIRQEDSIIFSLVERAQYCYNAETYDPDVFLMDGFHGSLVEYIVKETEKLHAKVGRYKSPDEHPFFPKELPEPMLPPMQFPKVLHSVADSININVKIWEMYFKNLLPRLVKEGDDGNFGSTAVCDTICLQVLSKRIHYGKFVAEAKFRASPDVYKAAIRAQDRNGLMDLLTYPTVEEAITRRVEMKTRTYGQEFNIKGPENGGDPVYKIKPSLVAELYGDWIMPLTKEVQVEYLLRRLD*

NbL02g23840.1 chorismate_mutase_1_chloroplastic−like [MW = 36.15 kDa]
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1 209 417 625 833 1041

Pfam domains

Pfam Description
SP Sequon TM Domain PF04564 U−box domain PF10408 Ubiquitin elongating factor core

Protein sequence:
MATTKPQRTPAEIEDIILRKILLVTLVDSMENDTRVVYLEMTAAEILSEGKELRLSRDLMERVLIDRLSGNFVSAEPPFQYLINCFRRAHEEGKKIASMKDKNVRSEMELVVKQVKKLAVSYCRIHLGNPDMFPNWDTAKSSVSPLLPLVFSEVSSSVDAFGGGGGSGGVTCPPGFLDELFKEGDFDSMDPILKQLYEDLRGTVLKVSALGNFQQPLRALLYLVKYPVGAKSLVSHPWWIPKSVYLNGRVIEMTSILGPFFHVSALPDNTIFKSQPDVGQQCFSESATRRPADLLSSFTTIKTVMNNLYDGLAEVLMSLLKNTTIRENVLEYLAAVINKNSSRAHLQVDPLSCASSGMFVNLSAVMLRLCEPFLDANLTKRDKIDPQYVFSSSRLELRGLTALHASSEEVSEWINQNNPGKVDISKEGSDGENRLLASQEATSSGNDSGGPSILHNSRPISSSSEKAKYPFICECFFMTARVLNLGLLKAFSDFKHLVQDISRSEDHLSTMKTMLEQAPSPQLQQEISRLEKELELYSQEKLCYEAQILRDGGLLQRALSFYRLMVIWLVGLVGGFKMPLPSPCPMQFASMPEHLVEDAMELLIFASRIPRALDGVLLDDFMNFIIMFMASPEYIRNPYLRAKMVEVLNCWMPRRSGSTATSTLFEGHQLSLEYLVRNLLKVYVDIEFTGSHTQFYDKFNIRHNIAELLEYLWQVPSHRNAWRQIAKEEEKGVYLNFLNFLINDSIYLLDESLNKILELKELEAEMSNTVEWERRPAQERQERTRLFHSQENIIRIDMKLANEDVSLLAFTSEQITAPFLLPEMVERVASMLNYFLLQLVGPQRKSLSLKDPEKYEFRPKELLKQIVKIYVHLARGDKENIFPAAITRDGRSYSDQIFSAAADVLRRIGEDTRIIQEFVDLGAKAKVAASEAMDAEAALGDIPDEFLDPIQYTLMKDPVILPSSRITVDRPVIQRHLLSDSSDPFNRSHLTADMLIPDTELKAKIEEFIRSHELQKHGEDLNLQNTKTTIQTTDTSNLIE*

NbL02g23780.1 probable_ubiquitin_conjugation_factor_E4 [MW = 117.79 kDa]
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Peptide counts over 4 repeats

1 196 391 586 781 975

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF02861 Clp amino terminal domain, pathogenicity island component
PF07724 AAA domain (Cdc48 subfamily)

PF10431 C−terminal, D2−small domain, of ClpB protein
PF17871 AAA lid domain

Protein sequence:
MSTVSSISGVQLCVPSSSNSSSRITLFSSPSVNFSGKSRVPKQFNSLKLKRRDVFFTRKTEKLSKSSRFTVRCDASGGKITQQEFTEMAWQAIVSSPEIAKENKHQIVETEHLMKALLEQKNGLARRIFSKAGVDNTRLLEATDRFIQRQPKVLGESAGSMLGRDLEALIQRAREFKKEYNDSFVSVEHLVLGFAQDKRFGKQLFTDFQITQKTLKDAIQSIRGRQNVIDQDPEGKYEALEKYGKDLTAMARAGKLDPVIGRDDEIRRCIQILSRRTKNNPVLIGEPGVGKTAISEGLAQRIVQGDVPQALMNRRLISLDMGSLIAGAKYRGEFEDRLKAVLKEVTDSEGQIILFIDEIHTVVGAGATNGAMDAGNLLKPMLGRGELRCIGATTLDEYRKYIEKDPALERRFQQVYVDQPTVENTISILRGLRERYELHHGVRISDTALVDAAVLSDRYISGRFLPDKAIDLVDEAAAKLKMEITSKPTALDEINRAVLKLEMERLSLTNDTDKASKDRLNRLEAELSLLKEKQAELTEQWEHEKTVMTRIQSVKEEIDRVNLEIQQAEREYDLNRAAELKYGSLNSLQRQLAAAEKELDEYMKSGKSMLREEVTGNDIAEIVSKWTGIPVSKLQQSEREKLLHLEEELHKRVVGQDPAVRAVAEAIQRSRAGLSDPHRPIASFMFMGPTGVGKTELAKALANYLFNTEEALVRIDMSEYMEKHAVSRLIGAPPGYVGYEEGGQLTEIVRRRPYAVILFDEIEKAHADVFNVFLQILDDGRVTDSQGRTVSFTNTVIIMTSNVGSQYILNTDDDDVPKETTYQTIKQRVMEAARAVFRPEFMNRVDEYIVFQPLDRNQISSIVRLQLERVQQRLADRKMKIQVSDAAIQLLGSLGYDPNYGARPVKRVIQQNIENELAKGILRGDFKDEDTVLIDTEVTAFSNGQLPQQKLVFRRSGSGSDSPAENQEAFSQKL*

NbL02g23710.1 chaperone_protein_ClpB3_chloroplastic [MW = 109.64 kDa]
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Peptide counts over 4 repeats

1 97 193 289 385 481

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00984 UDP−glucose/GDP−mannose dehydrogenase family, central domain

PF03720 UDP−glucose/GDP−mannose dehydrogenase family, UDP binding domain
PF03721 UDP−glucose/GDP−mannose dehydrogenase family, NAD binding domain

Protein sequence:
MVKICCIGAGYVGGPTMAVIALKCPNIEVAVVDISVPRITAWNSEQLPIYEPGLDDVVKQCRGKNLFFSTDVEKHVREADIVFVSVNTPTKTRGLGAGKAADLTYWESAARMIADVSKSDKIVVEKSTVPVKTAEAIEKILTHNSKGINFQILSNPEFLAEGTAIEDLFKPDRVLIGGRETPGGQKAIQALKDVYAHWVPEDCIITTNLWSAELSKLAANAFLAQRISSVNAMSALCEATGANVSQVSYAVGKDSRIGPKFLNASVGFGGSCFQKDILNLVYICECNGLPEVAEYWKQVIKINDYQKSRFVNRVVASMFNTVSNKKVAILGFAFKKDTGDTRETPAIDVCKGLLGDKARLSIYDPQVQEDQIQRDLSMNKFDWDHPLHLQPMSPTTKKLVSVTWDAYEATKDAHAVCILTEWDEFKTLDYQRIYENMQKPAFIFDGRNIVNVDKLREIGFIVYSIGKPLDAWLKDMPAVA*

NbL02g23660.1 UDP−glucose_6−dehydrogenase_3−like [MW = 53.07 kDa]
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1 107 213 319 425 530

Pfam domains

Pfam Description
SP Sequon TM Domain PF00675 Insulinase (Peptidase family M16) PF05193 Peptidase M16 inactive domain

Protein sequence:
MTIRQLLTLARRSRNLTACQSLRRLSTSPSAVAATSSTAPATGPPPPDVMIYDRLAEDVKHKIKRLENPDSRFLQYNSPHPTLTDHTPILSFPETRVTTLPSGLRVATETNLAAKTATVGVFIDAGSRFETDETNGTAHFLEHMIFKGTEKRTSWGMEEEIENMGGHLNAYTSREQTAYYAKVLDKDVPVALDILADILQNSKFEEKKIERERDVILREMEEVEGQTEEVIFDHLHSTAFQYSPLGRTILGPAQNIKTITRGHLKDYISTHYTAPRMVIVATGPVKHEEFVDQVKKQFTKLSTDPTTASELVAREPAIFTGSEVRLIDDDIPLAQFAVAFQGAPWTDPDTIPLMVMQSMLGTWNKNAGGGKHMGSGLAQRVAINELAESMMAFNTNYKDTGLFGVYAVAKPDCLSDLSYCIMQEIVKLCYRASDDDVTRACNQLKSSLMLHIDGTSPVAEDIGRQLLTYGRRIPVTELFARIDAVDASAIKRVANRFIFDQDVAVSAVGPIQTLPDYNWFRRRTYMLRY*

NbL02g23640.1 probable_mitochondrial−processing_peptidase_subunit_beta_mitochondrial [MW = 59.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAFFNRVGSILKHSVSKHSNLELSASNASLFQAIRSMSSSKLFVGGLSYGTDESSLKEAFSQYGDVIEARVIMDRDTGRSRGFGFISFPSSEEAASALQAMDGQDLHGRRIRVNYATEKRRAGFGGGFNYGGEGGNFAGGGGYAASNYGGGGGGYGNSSGFNYGGEGGNSAGAGGYPTSNYGGGFSGGNSSTGGYGSYGGGSDYGNDNSSPVEGGNFGGGVGYGSGNYGNTPNSNYSGQGNSFSGGYDSGSSGNGFGESPGASFNGGQEQVSVDQGSQSLNEDIGQETSEGNYRDDDDEPKDFANTRG*

NbL02g23580.1 glycine−rich_RNA−binding_protein_3_mitochondrial−like [MW = 31.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MAKGKLAVVLLILVGAVFTVNATNYKEEEEADRIISLPGQPKVSFQQYSGYVTVNQIVGRALFYWLTEADNEPLSKPLVVWLNGGPGCSSVAYGASEEIGPFRINKTSSGLYLNKFSWNKLANLLFLETPAGVGFSYSNRSSDLLDTGDYRTAKDSLQFLIHWINRFPRYRHREVYITGESYAGHYVPQLAREIVHHNANSKNPINLKGFMVGNAVTDNYYDNLGTVTYWWSHAMISDKTYKQLVNTCDFRRHKESNECESLYYYAMDQEFGNIDQYNIYAPPCNNSDGSTSTRQTMNLPHQPYKMFKQLSGYDPCTEKYAEIYYNRPDVQKAMHANTTGIPYKWTACSETLNRNWNDTDDSILPIYRELIAAGLRIWVFSGDVDSVVPVTATRYSLAHLKLSTTIPWYPWYVKKQVGGWTEVYKGLTFATVRGAGHEVPLFKPRAAYQLFRSFLRGEPLPKS*

NbL02g23560.1 serine_carboxypeptidase−like_25 [MW − SP = 50.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
LDLNSILKAEVTEKSLKFGPLVKPKTVFSHKSQNQTFFLETKQISRLLTANSSMASSGKSVVQTLKRFMKKPWEFTGPQTSPEYLSAVPKATDYRLFCPATAQAKAIVPTSDPETVFDIKYFSRDQRRNRPPIRRTFLNKADVEKMMMEKKTFDVNDFPQPYLTAKIEEDMDAIGGGYQK*

NbL02g23450.1 uncharacterized_LOC109206144 [MW = 20.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04833 COBRA−like protein

Protein sequence:
MDLFKFITRISASTILLLFLLSCFSFSSIDAFDALDPNGNITIKWDVITWTPDGYVAVVTIYNFQQYRHIQAPGWTLGWTWAKKEVIWTMMGGQTTDQGDCSKYKGNIPHCCKKDPTVVDLLPGTPYNQQIANCCKGGVINSWGQDPTTAVSSFQISVGAAGTTNKTVRVPKNFTLKAPGPGYTCGPAKIVKPTKFVSADGRRVTQAMMTWNVTCTYSQFLAQKTPTCCVSLSSFYNDTIVPCPTCTCGCQTNGTQRGNCVDSKTPHLASVVSDHGKTNYVPLVQCTNHMCPIRIHWHVKVNYKEYWRVKITITNFNYRMNYTQWNLVVQHPNFDNLTTLFSFNYKSLTPYGAINDTAMLWGVKFYNDLLMQAGPLGNVQSELLFRKDASTFTFEKGWAFPRRIYFNGDNCVMPPPDAYPYLPNDGSRWGVSLLKLLVTLISSTAIVLAYV*

NbL02g23340.1 protein_COBRA−like [MW − SP = 46.99 kDa]
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Peptide counts over 4 repeats

1 137 273 409 545 682

Pfam domains

Pfam Description
SP Sequon TM Domain PF03639 Glycosyl hydrolase family 81 N−terminal domain PF17652 Glycosyl hydrolase family 81 C−terminal domain

Protein sequence:
MSSSQPFLFPSTQSTVLPDPSSFFAPHLLSNPLPTNSFFQNFVLKNGDQPEFIHPYLVKSSLSSLTLCYPSQFHNPAFIYQNFVADLTITALNNPNPNSPHVISSFDDLSVTLDLPSSNLRFFLVKGSPFITCNVFGNVALSISTIHAILKCNSNSNRTKYTIKLNNGQIWVLYASSPIDLSHDLSTIKSGVFLGIIRIACLPNSDPTCEAVLDRFSSCYPTSGNAVFIQPFCLEYKWEKNGWGDLLMLAHPLHLQLLSAADCAVTVLDGFKYNSIDGELIGVVGDSWILKSDPVSVTWHSIKGVKEEACLEIIDALNKDVASLDSKGLSTTSSYFYGKLIARAARLALIAEEVCYLDVIPVIRKFLKDTVEPWLEGTFEANGFFYESKWGGIVTKQGALDSGADFGFGVYNDHHFHIGHFLYAIAVLAKIDPIWGRKYRPQAYALMADFMNLSRRANSKYARLRCFDLWKLHSWAGGLTEFADGRNQESTSEAVNAYYSAALMGLAYGDTNLVAIGSTLSAFEIHSAQTWWHVKEGSTLYGEEFTKDNKVVGVLWSNKRDSGLWFAPAEWRECRLGIQVLPILPITEVLFSDVQFVKQLVEWTLPALAREGGVGEGWKGFVYTLEAIYDKVGALDKTRSLTGFDDGNSLSNLLWWIHTRDDKVEESDKGSKFCWFRHYSH*

NbL02g22940.1 putative_endo−13(4)−beta−glucanase_2 [MW = 75.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01965 DJ−1/PfpI family

Protein sequence:
MANQKRVLLLCGDYVEDYEVTVPFQALLAYGVAVDAVCPGKKAGDICRTAVHQLSGHQTYSESRGHNFALNATFGEIEATKYDGLVIPGGRAPEYLAMNESVLDLVKSFSNSKKPIASICHGQLILAAADVVRGRKCTAFPAVKPVLLAAGAHWEEPETMASCTIDGNLITGPTYEGHPEFIRLFVKALGGSIVGSGKRILFLCGDFMEDYEVMVPFQSLQALECHVDAVCPRKKAGDKCPTAVHDFEGDQTYSEKPGHDFTLNADFESVDSSSYDGLVIPGGRAPEYLALDDAVIKLVKEFMQSKKPVASICHGQQILSAAGVLKGKKCTAYPAVKLNVVLGGGTWLEPEPIDRCFTDGHLVTGAAWPGHPEFISQFMALIGVHVKF*

NbL02g22710.1 protein_DJ−1_homolog_D [MW = 41.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00534 Glycosyl transferases group 1 PF00862 Sucrose synthase

Protein sequence:
KFQHIPQVNQTNSFCEYPYLKLLGLAKMATAPALKRSESIADSMPEALRQSRYHMKKCFAKYIEQGKRMMKLHNLMDELEKVIDDPAERNHVLEGLLGYILCTTMEAAVVPPYIAFATRQNPGFWEYVRVNANDLSVEGITAIEYLKFKEMIVDESWAKDEYALEIDFGAVDFSTPRLTLSSSVGNGLSYVSKFLTSKLNATSASAQCLVDYLLTLNHQGDKLMINETLSTVSKLQAALVVAEASISSLQTDTPYESFELRFKQWGFEKGWGDTAERVHDTMRTLSEVLQAPDPLNIEKFFGKVPTVFNIVLFSVHGYFGQADVLGLPDTGGQVVYVLDQVVAFEEEMLQRIKQQGLNIKPQILVLTRLIPDAKGTKCNQELEPIKNTKYSHILRVPFRTENGVLNQWVSRFDIYPYLERYTQDAADKIVELMEGKPDLIIGNYTDGNLVASLMARKLGITLGTIAHALEKTKYEDSDIKLKELDPKYHFSCQFTADLIAMNSADFIITSTYQEIAGSKDRPGQYESHSAFTLPGLYRVASGINVFDPKFNIAAPGADQSVYFPYTEKQKRLTAFRPAIEELLFSKVDNDEHVGYLEDRKKPILFTMARLDIVKNTSGLTEWYGKNKRLRSLVNLVVVGGSFDPTKSKDREEAAEIKKMHMLIEKYQLKGQIRWIAAQTDRYRNSELYRTIADSKGAFVQPALYEAFGLTVIEAMNCGLPTFATNQGGPAEIIVDAVSGFHIDPNNGDESSNKIANFFQKCREDPEYWNRISVQGLNRIYECYTWKIYANKVLNMGSIYTFWRTLYRDQKQAKQRYIETFYNLEFRNLVKNVPIRKDETPQGPKEREKVKPQISQRRSQSRLQKLFGA*

NbL02g22690.1 sucrose_synthase_7−like [MW = 98.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00564 PB1 domain

Protein sequence:
MGKSGGRKKKGGVNQNQNQNQNQNQGAVGEIHKPVVVNGSVDLDSSIFLKRAHELKEEGNKRFQGKDYVGALQQYESALKLTPKTHPERAVFHSNRAACLMQMKPIDYDSVISECTMALQVQPRYVRALLRRARAFEAVGKYEMAMQDVQILLGADPNHRDALEIAGRLRMALGPRPEAQQDLQSRPSPAALGASAVGAAPIAGLGPCLPARPMSKKPAPSAGASAISVNNKPEKPYQVTSAENGPQPKVQLPKVVLKPSNGPSKPRPDHNKDDQREQASLSVSNVVRGHSKDVVIHWRPLKLVYDHDIRLAGMPVNCSYRVLRDIVSKRFPMSKSVLVKYKDSDGDLVTITCTAELRSAESWVDGLLPKDPDADKTDSIGMLRLHVVEVSPEQEPALLEEEEEKLVESEPSKGDDSGSHSSISDSVVETVDNESNKAEKDATKEKVATTENPDCKEVEMDDWLFEFAQLFRTHVGIDPDAHIDLHELGMELSSEALEETVTSEEAQALFDKAALKFQEVAALAFFNWGNVHMCAARKRIPIDDSASKEMMATQLQAAYDWVKEKYSLAKEKYEEALLIKPDFYEGLLALGQQQFEMAKLYWSFILAKKEDLLNWDPAETLALFDSAEEKMKAATEMWEKLEEQRAKELKDPSASKKDELLRRRKKQGSGPEGEASAAGGPAEISADEAAEQAAVMRSQIHLFWGNMLFERSQVECKLALAGWKKNLDTAVERFKLAGASESDISTVLKNHCSNEEAAEGCKQTVESLNTDESAALDLTQKANTVKSANHKNDASQA*

NbL02g22630.1 HSP−interacting_protein−like [MW = 87.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MATFPVVDLGLLQTGKRAETLDKIKDACENWGFFELVNHGISHEVLDTVEKLTKEHYKKCMEQRFKEMVASKGLEAVQTEIDDLDWESTFYLKHLPVSTVYEVPDLEDKYRNVMKDFALRLEKLAEDLLDLLCENLGLEQGYLKKAFYGSKGPTFGTKVSNYPPCPKPELIKGLRAHTDAGGLILLFQDDKVSGLQLLKDGNWIDVPPMKHSIVINLGDQLEVITNGKYKSIEHRVIAQQDGTRMSIASFYNPGSDAVIFPAPELVEKAEEENKLKYPKFVFEDYMKLYAGLKFQAKEPRFEAMKAVETTVNISPIETV*

NbL02g22620.1 1−aminocyclopropane−1−carboxylate_oxidase−like [MW = 36.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04755 PAP_fibrillin

Protein sequence:
MASISSLNQIPCKTLQITSQYSKPTSRISTLPLTSTNFPSISVKEFTNPKQKFIAQAKNYDKEDEWGPEVEQIKPSGGGVAVAEEEPPKEPSEIELLKKQLVDSFYGTNRGLSASSETRAEIVELITKLESMNPTPAPTEALPLLNGKWILAYTSFSGLFPLLSRGTLPLVRVEEISQTIDSEAFAVQNSVVFAGPLATTSITTNAKFEVRSPKRVQIKFDEGIIGTPQLTDSIELPENVEFLGQKIDLSPFKGLVNSVQDTASSVAKSISSQPPIKFPISNSNAQSWLLTTYLDDELRISRGDGGSVFVLIKEGSPLLKP*

NbL02g22600.1 light−induced_protein_chloroplastic [MW = 34.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MAAATISLLSNGDLASSVKSQGTGRYASVYSEVQNSRLDHPLPLPSVLGNPFKVVDGPPSSAAGHPEEIGKLFPSLFGQPSVSLVPEDSGDVAMNQSLKIGVVLSGGQAPGGHNVISGIFDFLQTHCKGSTLYGFRGGPAGITKCKYVVLTPEYIYPYRNQGGFDMICSGRDKIETPEQFKQAEETAKKLDLDGLVVIGGDDSNTNACLLAENFRSKNLKTRVIGCPKTIDGDLKSKEVPTSFGFDTACKIYAEMIGNVMIDARSTGKYYHFVRLMGRAASHITLECALQTHPNITLIGEEVFAKKLTLKNVTDYIADVICKRAESGYNYGVILIPEGLIDFIPEIQQLIAELNEILAHDVVDEAGVWKKKLTPQCLELFELLPLAIQEQLLLERDPHGNVQVAKIETEKMLIQMVETELGQRKQKGGYNAQFKGQSHFFGYEGRCGLPSNFDSTYCYALGYGAGALLQSGKTGLISSVGSLAAPVEEWTVGGTALTALMDVERRHGKFKPVIKKAMVELEGAPFKKFASKREEWALNNRYINPGPIQFVGPVASKLNHTLLLELGIDA*

NbL02g22590.1 pyrophosphate−−fructose_6−phosphate_1−phosphotransferase_subunit_beta [MW = 61.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00789 UBX domain PF08059 SEP domain

Protein sequence:
MASRDSKKPSRQTSGSRAGGIRTLSDLNRPSGRDDSDSDSDAPQEYYTGGEKSGMLVQDPSKHNDVDSIFDRARQVGAMQGPLENAIPSSSSTSFTGTGRTLAGETLPTSAPQPPESIVHNIIFWRNGFTVNDGPLRSLDDPENASFLESITKSECPRELAPADTRSQVHCNLIRRDENCPEPEKRQVPFQGVGRTLGSSSIPATSEPSASVPISTASAPTSILDDSLPSTSLQIRLADGTRVVAHFNFQQTVGDIRAFIDASRPSDTRAYLLQTVGFPPRILCDTTQTIEQAGLANSVVIQKF*

NbL02g22570.1 UBA_and_UBX_domain−containing_protein_At4g15410−like [MW = 32.69 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00133 tRNA synthetases class I (I, L, M and V)

PF08264 Anticodon−binding domain of tRNA ligase
PF09334 tRNA synthetases class I (M)

PF13603 Leucyl−tRNA synthetase, Domain 2

Protein sequence:
MLQTSTHHHFPPQLLLHFPLCRRTLMLSAHCRHLLRHQSCTHVRLRVSSCTKSSSKNTVTELVKAVDGQKSNEQQQQQVKRPYPFHEIEPKWQHYWEENKTFRTPDEIDTSKPKFYVLDMFPYPSGAGLHVGHPLGYTATDILARFKRMQGFNVLHPMGWDAFGLPAEQYAIETGTHPKFTTLRNISRFRSQLKSLGFSYDWDREISTTEPDYYKWTQWIFLQLMKRGLAYQAEVPVNWCPALGTVLANEEVVDGVSERGGHPVIRKPMRQWMLRITAYADRLLEDLDDLDWPESIKEMQRNWIGRSEGAELDFVVINCNSQEEEKRITVYTTRPDTIFGATYLVLAPEHPILSSVLSEAQSKHVEEYRELAIRKSDLERTELQKEKIGVFTGCYARNPANGQAIPIWVADYVLGSYGTGAIMAVPAHDTRDYEFAKKYSIPISWVVKPDDGDCGNFEKPYSGEGTMMNASSSESGLDINGLPSKEAASRVIQWLEKSGNGKQKVNYKLRDWLFARQRYWGEPIPVIFLDETGEGIPVSETELPLTLPELDDFTPTGTGEPPLSKADSWVITKDPLSGKAARRETNTMPQWAGSCWYYLRFMDPKNSSALVDKAKEQYWSPVDVYVGGAEHAVLHLLYARFWHKVLYDIGVVSTKEPFKCVINQGIILGEVQYTACKDDDGNLISADSVSELAEYNQEIIPEEKVMKSGDCFVLKDNPNVRLIARAHKMSKSRGNVINPDDVVLEYGADSLRLYEMFMGPLRDSKTWNTSGIEGVHRFLARSWRLIVGSPSPTGSYPDGTSTVDEKPSIEQLRSLHRCIDKVTEEIEGTRFNTGISAMMEFINAAYKWDKLPRSIIEAFVLLLSPYAPHIAEELWSRLGHSNSLAYEPFPKADAAYLKESTVVLPVQINGKTRGTIQVEETCTEEEAFTLASLDTKLSKFLDGKFIRKRIYVQGKILNIVIDAQKKVKVAQ*

NbL02g22460.1 leucine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 110.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01571 Aminomethyltransferase folate−binding domain PF08669 Glycine cleavage T−protein C−terminal barrel domain

Protein sequence:
MRGGLWQLGQSITRRLAQADKKTIGRRCFASDADLKKTVLYDFHVVNGGKMVPFAGWSMPIQYKDSIMDSTINCRENGSLFDVAHMCGLSLKGKDTIPFLEKLVIADVAGLAPGTGTLTVFTNEKGGAIDDSVITKVTNDHLYLVVNAGCRDKDLAHIEEHMKSFKSKGGDVSWHIHDERSLLALQGPLAAPVLQHLTKDDLSKMYFGEFRVLDINGASCFLTRTGYTGEDGFEISVPSENAVDLAKAILEKSEGKIRLTGLGARDSLRLEAGLCLYGNDMEQHITPVEAGLTWAIGKRRRAEGGFLGAEVILKQIEEGPKIRRVGFFSSGPPPRSHSEIQDSNGQNIGEITSGGFSPCLKKNIAMGYVKTGNHKAGTNVKIVIRGKSYDGAVTKMPFVPTKYYKP*

NbL02g22340.1 aminomethyltransferase_mitochondrial [MW = 44.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00332 Glycosyl hydrolases family 17 PF07983 X8 domain

Protein sequence:
MANTKKLPLFFFFFVVLCCCFSTSISSFVPEIKVQQDKDEPYVGVNIGTDVSNFLSPSDLVAFLQLQKITHIRLFDADPDMLKALAKTKIRVIISVPNNQILAIGSSNTTAAAWIGRNVAAYYPETLITAIAVGDELLTTVPSSAPLLMPAIESLYNALVAANLHTQIKISTPNSASIILDPFPPSQAFFNQSMSSVLSQLLQFCSRTQSPLMMNLYPYYVFMQNKGVVPIDNSLFKPLTPSKEMVDPNTLLHYTNVLDAMIDSVYFSMKNLNVTDVVVLVTESGWPSKGDSKEPYATIDNADTYNSNLIKHIFDRSGTPLHPEITSSVYIYELFNEDLRSPPVSEANWGLFHGNSTPVYLLHVSGSGTFLANDTTNQTYCIAMDGVDKRTLQAALDWACGPGRANCSEIQPGESCYQPNDVKNHASYAFDSYYQKEGTSPGSCDFKGVAMITTSDPSHGSCIFPGSKTISNKTNQVVNATQESGANTIRFIGAETSILDKNVHVLFGVALCLFYYSLIQVQLS*

NbL02g22310.1 glucan_endo−13−beta−glucosidase_1 [MW − SP = 54.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF01507 Phosphoadenosine phosphosulfate reductase family

Protein sequence:
MALAFTCSSAFHSSLSPSSSYEHQVSQLGTFQPLDRPQMLSRALNSRRRSAVKPLNAEPKRNDSIVASAATLVAPEVAEKTEEEDFEKLAKELQHASPLEIMDKALEKFGDDVAIAFSGAEDVALIEYAHLTGRPFRVFSLDTGRLNPETYQLFDSVEKHYGIRIEYMFPDAVEVQALVRTKGLFSFYEDGHQECCRVRKVRPLRRALKGLRAWITGQRKDQSPGTRSEIPVVQVDPSFEGLDGGAGSLVKWNPVANVDGKDIWNFLRAMNVPVNSLHSQGYVSIGCEPCTRPVLPGQHEREGRWWWEDAKAKECGLHKGNIKDETVNGAVQTNGTATIADIFDTKDIVTLSRPGVENLLKLDDRREPWLVVLYAPWCQFCQAMEGSYVELAEKLAGWGVKVGKFRADGEQKAFSQQELQLGSFPTILFFPKNSSKAIKYPTEKRDVDSLLAFVNALR*

NbL02g22290.1 5'−adenylylsulfate_reductase_1_chloroplastic−like [MW = 51.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00903 Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily

Protein sequence:
MAEASAPAVLSNELLEWPKKDKRRILHAVYRVGDLDRTIKFYTECFGMKLLRKRDIPEEKYSNAFLGFGPEESQFVVELTYNYGVDKYDIGTGFGHFAIATPDVYKLVEEIKAKGGTVTREPGPVKGGSTVIAFVKDPDGYLFEILQRASTPEPLCQVMLRVGDLERSIKFYEKALGMQLVKKVDRPEQKYSIAMMGYAPEHETVVLELTYNYGVTEYTKGNAYAQVAISTDDVYKSAEVVNLVTQELGGKITRQPGPIPGLNTKITSFLDPDGWKTVLVDNQDFLKELESSK*

NbL02g22280.1 lactoylglutathione_lyase_GLX1 [MW = 32.86 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 251 501 751 1001 1250

Protein length

Gel Slice

3.3 4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 251 501 751 1001 1250

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00534 Glycosyl transferases group 1

PF08323 Starch synthase catalytic domain
PF16760 Starch/carbohydrate−binding module (family 53)

Protein sequence:
MDVPLPLQRPLSCSNSVSTERTHLNIKPFLGFVPHGTTCLSVQSSSWRNDGMVAGVSYPFCANFSRRRQRKLSTPRSQGSSTKGFVPRTPSGTSTQRRDQKSNGDKESQSTSSSKESEISNPKVVEAKVETSDDGTKQVGRDRKSQEEEDEFNGSTKSVSLSPVRGSTQFVGSGETGDDDVGAVNLNKSNRTEESDFQIDSVIREQSGGDYSENTRGKTSKGSLALGTPLSEILQLDIDGDYKVEQYNHDELDETQKLKENDAGNVEDKRPLARELLEMTKPSNVEFTESNEITDVDSNSFLKPDSVDESEPSAVGTLETEDISLKLRLEMEANLRRQAIKRLAEENLLQGIRLFCFPEVVKPDEDVEIFLNRSLSTLNNEPVLLIMGAFNDWRWRSFTTTLTETHLSGDWWCCKIHVPKEAYKIDFVFFNGKDVYDNNDNNDFSINVEGGMQILDFENFLLEEKRREQEKLAKEQAEIERLAEEQRRIEAEKAALEADRSLAKEEAAKKREVLQALMAKASKTRDITWYIEPSVFKCEEKVKLYYDKSSGPLSHAKDLWIHGGYNNWKDGLSIVEKLVKSERIDADWWYTEVAIPDRALVLDWVFVDGPPKHAIAYDNNHRQDFHAIVPKHIPEELYWVEEELQIFKTLQEERRLREEAMRAKAEKAARMKAESKERTMKSFLLSQKHIVYTEPLDVQAGSSVTVYYNPANTVLNGKPEIWFRCSFNRWTHRLGPLPPQKMLPAENGTHVKATVKVPLDAHMMDFVFSEREDGGIFDNRSGMDYHIPVFGGVVKEPPMHIVHIAVEMAPIAKVGGLGDVVTSLSRAVQDLNHNVDVILPKYDCLKMNQVKDFQFHKSYFWGGTEIKVWFGKVEGVSVYFLEPQNGLFWKGCVYGCNNDGERFGFFCHAALEFLLQGGFHPDIIHCHDWSSAPVAWLFKEQYTHYGLSKSRIVFTIHNLEFGADLIGKAMTYADKATTVSPTYSREVSGNPVIAPHLYKFHGIVNGIDPDIWDPLNDKFIPISYTSENVVEGKTAAKEALQQKLGLEQADLPLVGIITRLTHQKGIHLIKHAIWRTLEQNGQVVLLGSAPDPRIQNDFVNLANQLHSTYNDRARLCLTYDEPLSHLIYAGADFILVPSIFEPCGLTQLTAMRYGSIPVVRKTGGLYDTVFDVDHDKERAQQCGLEPNGFSFDGADAAGVDYALNRALSAWYDGRDWFNSLCKQVMEQDWSWNRPALDYLELYHAARKLE*

NbL02g22190.1 soluble_starch_synthase_3_chloroplastic/amyloplastic [MW = 141.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00231 ATP synthase

Protein sequence:
MSCSNLTMLVSSKPALSDSSALSFRSSLSPFQIPNHNSSGHSNPSRSSSVTPVHCGLRDLRERIDSVKNTQKITEAMKLVAAAKVRRAQEAVVGARPFSETLVEVLYNINEQLQTDDIDVPLTKVRPVKKVALVVVTGDRGLCGGFNNYLIKKAEARIKDLKALGIEYTIISVGKKGNSYFLRRPYIPVDKFLEGSNLPTAKDAQAIADDVFSLFVSEEVDKVELLYTKFVSLVKSEPVIHTLLPLSPKGEICDINGNCVDAAEDEFFRLTTKEGKLTVERDIMRTKTTDFSPILQFEQDPVQILDALLPLYLNSQILRALQESLASELAARMSAMSAATDNASELKKNLSRAYNRQRQAKITGEILEIVAGADALV*

NbL02g22160.1 ATP_synthase_gamma_chain_chloroplastic [MW = 41.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01798 snoRNA binding domain, fibrillarin

Protein sequence:
MTEELRNFLERSLPKVKEGKKAKFSLGLAEPKLGSHIHEVTKIPCQSNEFILELLRGVRLHFEKFIENLKPGDLEKAQLGLSHSYSRAKVKFNVNRVDNMVTQAIVLLDTLDKDINTFAMRVREWYSWHFPELVKIVNDNYLYAKVAKFVDDKSQLSEDKIPDLTEIVGDEDKAKEIVEAAKASMGQDLSPVDLINVKMFAQRVMDLVEYRKDLYDYLVAKMHDIAPNLAALIGEVVGARLISHAGSLTNLAKCPSSTLQILGAEKALFRALKTKGNTPKYGLIFHSSFIGRASARNKGRMARYLANKCSIASRLDCFLDTSTTTFGEKLREQVEERLDFYDKGVAPRKNIDVMKSAIETVEGKDAEMDVDEPSAMKSKKKKSKVEVVEYAQPMIEDQPLVTNVDASEEPKSEKKKKKKKRKTEQEREHEEDQTNGAPEDGTAKKKKKSKEENGEELQAASEVKKKKKKSKVQDDE*

NbL02g22140.1 nucleolar_protein_56−like [MW = 53.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01753 MYND finger

Protein sequence:
MDVHLKYAFGRFQEQFGSGPGLGPGSGTNLMKIDGIAPPFIMSVYRAAAALYRTDPWRRLRPGHLFGVRVGKDSDWSGKKQPFSCIQFVGGDGGDIGLYMFRSENDAKKMTGPRETIRVPNVEVLRVTYDLDSVILPSNKRFVISLALEVSGEDRYPVIDVGRCTTTGELQFRNPTLEELRFVYAVMKGACLLHPLLQQDYGAAPKWSRVIYFEPFIETVDVQWPAEMAKGNDLVAVTISHPPGRGYQEKYSSSSSSTPTKHSEVQKEETFIDVKSNAAVCLRECILCEEKVSREQSVCCGHCSAVVYCSSVCQKQHWKEAHKDVCGLYRAMMEREEELAMKIFIFNCSAEQPCKWLESLGIHQKGMWRRKCNCYSHCPFGLLPVPGGLWNSWGGLDENEYPHDSPFHNHFRDGISSSVFLSGWLEYYSLRSLPLTSPVADILSHPLTIYYMLTALNISSKNLLLKNKEVILHYIGPESELDWMPAFAEIGHLLHGMGNIHIIMVGPEVPTNLSGTTSGIGSRVRVNLVRGLYQDEASYLPTPHVIMSLNCGLGSYSCWDGALDLIKSMNVPAYFTNESELSCSSSKQVLRAAGLHISYPVTPNPFRSPVRIFGTSSNFPSYSNCFLLGVNT*

NbL02g22060.1 zinc_finger_MYND_domain−containing_protein_15 [MW = 70.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MATNSSQPLLDTPKRKSSTSKALYVLLSLAAIVSSVGLISIWAISGSSPSISLTGHVCSQAHDQPSCLAMVSEVAPAGSMNTNTVDLLQMVLHKSSLKIHETIDLVSNVNSRINDDKEEAALADCLELMDLSRDRLMDSMMLLGNLSAQAHFDVHTWLSSILTNHVTCMDGLSGQAQSIMKPRLKDLIARAKTSLALMVKMTPSNTMDLPSVTDGLPTWVDRRLLQLSANAIKANVIVAKDGSGQYKTVKEAVASAPDNSKTRYVIYVKKGIYKENVEIGKKKKNVMLVGDGMDATIITGSLNVVDGATTFNSATVAAVGDGFIAQDLQFQNTAGAAKHQAVALRVGADQSVINRCKIDAFQDTLYTHSLRQFYRDCYIAGTIDFIFGNAAVVFQNSKIAARKPGPGQKNMVTAQGREDPNQNTGTSIQNCDIIATSDLAPVKGSVKTYLGRPWKAYSRTVFMQSNIGDHIDPEGWSVWKGDFALKTLYYGEYMNKGAGAGTSKRVKWPGYHVLSASEATKFTVAQLIQGGAWLKSTGVAYTEGL*

NbL02g21830.1 pectinesterase−like [MW = 58.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01657 Salt stress response/antifungal PF07714 Protein tyrosine and serine/threonine kinase

Protein sequence:
MTMVIQKWLLFLFWHIYLQDLILAQLPDLRYSSCGTNGNYTENSTYQKNLNTLLSSLSSNMNTYGFYNASIGQNIDMASAIVLCRGDVEVEECRGCVNNVSQKLVQLCPNQKEAFGGYDECMLQYSNQSILGTTSFSTKYYLWNSRDASKPEEFNQVLRKLLDDLRGKAAGGGPLRKYASGNATGPNFQTIYALAQCTPDLSPQNCVDCLTDAYGDMPNCPCNGKRGGRIIGVRCNFRYESSRFFNEVPLEALPPTGNDDKTVPIGKDDGTAPTGKDDKTARTVIIIVVPIVTVVILIVCIYVICMKMRKRKLVDEIQSIRGDDISTAESLQYDFSTIRAATDNFSNANKLGQGGFGPVYKGKLSNGQEVAVKRLSADSGQGDLEFKNEVVLVSRLQHRNLVRLLGFCLDGAERLLVYEFVPNASLDQFLFDPVKRRQLDWERRSRIIGGVARGILYLHEDSRLRIIHRDLKASNVLLDAGMNPKISDFGMARLFTLDETQGNTSRIAGTYGYMAPEYAMHGQFSVKSDVFSFGVLVLEILSGQKNTCFRNGESVEDLLSYAWSNWRDGTATNLIDPMLRGSTVLVRDILRSIHIALLCVQENVADRPTMAAVVLMLSSLSLSLPVPSGPAYYMHNDISAETSLIQEYNSRMSESKEIAKSKSISSSQNEASMTELYPR*

NbL02g21770.1 putative_receptor−like_protein_kinase_At4g00960 [MW − SP = 72.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03358 NADPH−dependent FMN reductase

Protein sequence:
MATKVYIVYYSTYGHVEKLAQEIKKGAASVEGVEAKLWQVPETLSEEVLGKMGAPAKGDAPIITPNDLAEADGFLFGFPTRFGMMAAQFKAFLDATGGLWRTQQLAGKPAGLFYSTGSQGGGQETTALTAITQLVHHGMIFVPIGYTFGGGMFEMENIKGGSPYGAGTYAGDGSRQPTELEMEQAFHQGKYIATITKKLKGSA*

NbL02g21630.1 probable_NAD(P)H_dehydrogenase_(quinone)_FQR1−like_1 [MW = 21.6 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00954 S−locus glycoprotein domain

PF01453 D−mannose binding lectin
PF07714 Protein tyrosine and serine/threonine kinase

PF08276 PAN−like domain

Protein sequence:
MCQKKELSIVLAFLVPFCCSIDTISFNNSLKDGELLISSGKSFALGFFSPAGNFPGKRYVGVWYNNVPEQTVVWVANRDNPINGTSGILTIDSNGNLVILDTKTEVSAWKTNISSAKNGADLYSAKLWDSGNFMLFQDPKMDIVAWQSFDYPTNTLLPSMKYGIDKKTGLNRFLTSWKSLSDPGTGEYRYIMEFNGTPQVFLYRNISRIWRTGSWTGHGWSGVPEMSPRFIFSLSYVDNDNEVSMTYHIKDTSIISRMVLNESGMVNRVTWQESEQKWVQFWFAPKDSCDNYEHCGAFSNCNLFNLGEFECSCLPGYEPRLSRQWYLRDGSHGCSRKKDENVCNSGEGFVKLSHVKIPDIDTALMNKSMGLKECEHFCLKNCSCTAYASANISEGGSGCITWYGELRDIKQFTDGGQDFYSRASASDLAQFSKNPDNNHRKLMTAIIVGSAAAIIVGLLLAYFLVISKRRKDKKSHSNTLNKSLASCESMDGSEQTEISIFDLSTISNATDNFSVANKLGEGGFGSVYKGHLKDGQVIAVKRLSVTSGQGAKEFRNEVTLIARLQHRNLVRLLGCCSQLGEKMLVYEYLPNKSLDSFIFDKTKGSLLDWGKRCEIIHGIARGMLYLHQDSRLRIIHRDLKASNVLLDASMQPKISDFGMARIFGVDQVEANTNRVVGTYGYMSPEYAMVGQFSAKSDVFSFGVLCLEIITGRKNNSQYDQEKSQHLAGYVWDCWKNDKALDVVDPLLGDSYEACEVLRCIHIGLLCVQSFVDDRPTMSEVVFMLCNETKLPFPKEPSFIFRSQNYGSVTPSTSASIGTSVNDMSITKIHGR*

NbL02g21580.1 G−type_lectin_S−receptor−like_serine/threonine−protein_kinase_At1g11410 [MW − SP = 90.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00582 Universal stress protein family

Protein sequence:
MASPKKPPAESDRPLTAIMHQPASPRFPSGTPTSRANRKIAIAVDLSDESAYAVNWAVQNYLRPGDAVVLLHVRPTSVLYGADWGAIAVSVDTTNEESQQKLEDDFDNFTTTKANDLAQPLVEGNIPFKIHIVKDHDMKERLCLEVERLGLSAVIMGSRGFGASRRSIKGGRLGSVSDYCVHHCVCPVVVVRYPDDKDGVVADDANERSVKKETDGVLHPVPEDEPIYHDAEDKAAVTGQRKGLPI*

NbL02g21450.1 universal_stress_protein_PHOS32−like [MW = 26.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00459 Inositol monophosphatase family

Protein sequence:
MGCPNWHEDCSDYSVIQVQEHRSSRSGIIMVSHVGCGTWTKRSSDILTFGSPHTWARCSVDSYQMVESARFTIPESQTWESLPLSASFDAERDSENVGEGNILLLSACCGSLCKYLLVASGRASVYIQGPKATSTIKAWDHAVGIICVHEAGGKVTDWEGSSLDFAADQSERRLIFPSGGVLVTNGSLHSKIIGMISSNTSVL*

NbL02g21370.1 putative_PAP−specific_phosphatase_mitochondrial [MW = 21.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08597 Translation initiation factor eIF3 subunit

Protein sequence:
MEDWEDVPVPDLLKKEQPRSKWDDEDADDNDVKESWEDEEEPVPAPKPEPPAEKASKKSAAKVSEKKGKEAEVHTKEEALDPVAEKLRQQRLVEEADYKSTAELFATKGGDNKTVDNFIPKSENDFLEYAELISHKLRPYEKSYHYIGLLKAVMRLSMTALKGADAKEIASSVTAIANEKIKAEKEANASKKKAGAKKKQIHVDKADDEAVVNAYDGYDDYDFM*

NbL02g21190.1 eukaryotic_translation_initiation_factor_3_subunit_J−A−like [MW = 25.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MMVGLQNYGPWFDISGAGVFSVIFSDLKSNKNFSSAEWIYQVGLEGEYLGLDKVSLANSSLWIQGYSVPINQSLIWYKASFSPPEGKGPVSLNLSSMGKGQAWVNGQIVGRYWSSYRSPSTGCSNNCDYRGAYNSWKCLKKCGQPAQVLYHVPRSWLTPGKNLLVLHEELGGDPSKISFSS*

NbL02g21100.1 beta−galactosidase_8−like [MW = 19.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MKAVVITSPGGPEVLQIQEVEDPQIKEDEVLIKIAATALNRADTLQRQGKYPPPKGDSEYPGLECSGTVEAVGKDVTRWKIGDQVCALIGGGGYAEKVAVPTGQVLPVPSGVSLQDAASFPEVACTVWSTVFMMSNLSSGETFLIHGGSSGIGTFAIQMAKCLGVKVFITAGSEEKVVVCKELGADVCINYKTEDFVTRIKEETGGKGVDVILDSIGGSYFQRNLDSLNVDGRLFIIGFMGGTVTQVNLAGLLARRLTVQAAGLRSRSAKNKAQIVREVEKNVWPAIAAGKVKPVVYKYFPLAEAAEAHQLMESSKHIGKILLTV*

NbL02g21070.1 quinone_oxidoreductase_PIG3 [MW = 34.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08513 LisH PF10607 CTLH/CRA C−terminal to LisH motif domain

Protein sequence:
MSLFWIVIHQLAYFEEEAMATSKKVFTREDWEKRLNDVKIKKEDMNRLVMNFLVTEGYVEAAEKFKMESGTDPDIDLATITDRMAVKKAVQSGNVEDAIEKVNDLNPEILDTNPQLFFHLQQQRLIELIRNGKVEEALEFAQEELAPRGEENQAFLEELEKTVALLAFEDVSNCPVGALLDVSQRLKTASEVNAAILTSQSHEKDPKLPSLLKMLIWAQNQLDEKAVYPRITNLSTASLEDPAV*

NbL02g20940.1 glucose−induced_degradation_protein_8_homolog [MW = 27.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MCNNVGFLIGKDFGSAVISLFILLHGERLSGFITMGVPFFPPQPFKYTEYLPEGFYISRWREPGRAEADFGRLDAKTVVRNIYILFSRSEIPIANENQEIMDIVQPSTPLPPWFSEKDLETYGALYEKSGFQTALQVPYRSLLEQANITDPRVHVPALFIVGEKDYFLKFPGVRDYISGGLKSLVPNLQMVNLLEGTHFVQEQLPDEVNQLVLDFLTRNSQS*

NbL02g20810.1 bifunctional_epoxide_hydrolase_2−like [MW = 25.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01086 Clathrin light chain

Protein sequence:
MASFDAFSMDGESPAPAPAASTPFSDGDYGSYEETSFTPPYHGSGGFGGEYEEEVTVEHVSHTVDSPDPYGFGSDNQTDPFGAPILNGNGKPYDLGDDSEGIFSSDGPILPPPNEMREEGFALREWRRQNAIRLEEKEKREKEIRNQIIEEGEEYKKAFYEKRKLTVETNQSTNREKEKLYLSNQEKFHKEADKQYWKAIAELIPKEVATIEKKGRKKDQEKKPSVTVVQGPKPGKPTELSRMRHILLKLKHSPPPHMIPPPPPPAKDAKAGKDGKDTKDGKDTKGKDAKNAKDEAPNGTSDAPPSDANVTQTSEEPAAAE*

NbL02g20780.1 clathrin_light_chain_1−like [MW = 35.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MEPPPPSGVKARILDVPLHGVGFQFVKITPHKITGRLPVTEKCCQPFKVLHGGVSALIAESLASMGAHMASGFGRVAGVHLSIHHLKSAHIGDVVFAEAAPVNIGKTIHVWEVCIWKIDPNNEENKTLIASSRVTLKANMSVPENAKDAAVNLKKYAKKVLPAVQGVARWSFSYDI*

NbL02g20660.1 14−dihydroxy−2−naphthoyl−CoA_thioesterase_1−like [MW = 18.96 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00562 RNA polymerase Rpb2, domain 6

PF04560 RNA polymerase Rpb2, domain 7
PF04561 RNA polymerase Rpb2, domain 2

PF04563 RNA polymerase beta subunit
PF04565 RNA polymerase Rpb2, domain 3

PF04566 RNA polymerase Rpb2, domain 4
PF04567 RNA polymerase Rpb2, domain 5

Protein sequence:
MDMEEEYEQQYSNDEDEEEITQEDAWAVISAYFEEKGLVRQQLDSFDEFIQNTMQEIVDESADIEIRPESQHNPGHQSDFAETIYKINFGQIYLSKPMMTESDGETATLFPKAARLRNLTYSAPLYVDVTKRVIKKGHDGEEVTETQDFTKVFIGKVPIMLRSSYCTLYQNSEKDLTELGECPLDQGGYFIINGSEKVLIAQEKMSTNHVYVFKKRQPNKYAFVAEVRSMAESQNRPPSTMFVRMLSRTSAKGGSSGQYIRATLPYIRTEIPIIIVFRALGFVADKDILEHICYDFNDTQMMELLRPSLEEAFVIQNQQVALDYIGKRGATVGVTREKRIKYAKEILQKEMLPHVGIGEYCETKKAYYFGYIIHRLLLCALGRRAEDDRDHYGNKRLDLAGPLLGGLFRMLFRKLTRDVRAYVQKCVDNGKDVNLQFAIKAKTITSGLKYSLATGNWGQANAAGTRAGVSQVLNRLTYASTLSHLRRLNSPIGREGKLAKPRQLHNSQWGMMCPAETPEGQACGLVKNLALMVYITVGSAAYPILEFLEEWGTENFEEISPAVIPQATKIFVNGTWVGIHRDPDMLVRTLRRLRRRVDVNTEVGVVRDIRLKELRIYTDYGRCSRPLFIVEKQRLLIKKKDIQTLQQRESPEEGGWHDLVAKGYIEYIDTEEEETTMISMTINDLVQARLNPEEAYSDTYTHCEIHPSLILGVCASIIPFPDHNQSPRNTYQSAMGKQAMGIYVTNYQFRMDTLAYVLYYPQKPLVTTRAMEHLHFRQLPAGINAIVAISCYSGYNQEDSVIMNQSSIDRGFFRSLFFRSYRDEEKKMGTLVKEDFGRPDRASTMGMRHGSYDKLDDDGLAPPGTRVSGEDVIIGKTTPISQDDAQGQASRYTRKDHSTSLRHSETGMVDQVLLTTNADGLRFVKVRVRSVRIPQIGDKFSSRHGQKGTVGMTYTQEDMPWTVEGITPDIIVNPHAIPSRMTIGQLIECIMGKVAAHMGREGDATPFTDVTVDNISKALHKCGYQMRGFETMYNGHTGRRLSAMIFLGPTYYQRLKHMVDDKIHSRGRGPVQILTRQPAEGRSRDGGLRFGEMERDCMIAHGAAHFLKERLFDQSDAYRVHVCERCGLIAIANLKKISFECRGCKNKTDIVQVHIPYACKLLFQELMAMAIAPRMLTKDVKQAKDQKKKGA*

NbL02g20550.1 DNA−directed_RNA_polymerase_II_subunit_RPB2 [MW = 135.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MSSGTILITPYFSFPSISNSNKFPRPKLHSSSSINYTIRCSTSSPELPVTTTERFRYDTPLTGGAFDFEKATTSLTRKALACPKKVTIVRHGLSSWNEEGRVQGSSNLSILSEKGAMQAERCKMALSDLHFDQCFSSPISRAKTTAEIIWQGKEEPLVFLDSLKEAHLYFLEGLRNEDAKRIYPKEYTTWREDPSNFCVDGVYPLQKLWGRAYEAWEEILLTPGENFLVVTHKSILRALICTPLGLGPERFRSVDINNGGLCVFKFNKQGEAMLHSLNMTAHMYTDHIYHY*

NbL02g20540.1 metal−independent_phosphoserine_phosphatase−like [MW = 32.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00333 Ribosomal protein S5, N−terminal domain PF03719 Ribosomal protein S5, C−terminal domain

Protein sequence:
YHLEHKDKKITCLPLYFAIDTKQETMAAASASLSTFFSLSLHTTHSRFSPFQSQSFFLRKPIHLSKLKPITANSTIAETTFFDNTDPEEISTFDPPERPEDFIEPPSFDDGPLESEDDIAKAYEELYGPAYSGETFLGNDIYTMDSKVKKTTAFGKTKKEKAKDGFDERVVQVRRVTKVVKGGKQLHFRAIVVVGDKKGQVGVGVGKAKEVIAAVQKSAVNARRNVITVPMTKYLTFPHRSEGDFGAARVMLRPAAPGTGVIAGGAVRIVLEMAGVENALGKQLGSNNALNNARATVVAVQQMRQFSEVAQERGIPMEELWK*

NbL02g20340.1 30S_ribosomal_protein_S5_chloroplastic [MW = 35.44 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00046 Homeodomain

PF02791 DDT domain
PF05066 HB1, ASXL, restriction endonuclease HTH domain

PF15612 WSTF, HB1, Itc1p, MBD9 motif 1
PF15613 Williams−Beuren syndrome DDT (WSD), D−TOX E motif

Protein sequence:
MDGGSEGEGNRNVNQSSSEGPKKPKRQMKTPFQLETLERVYAMETYPSEPTRAELSEKLGLTDRQLQMWFCHRRLKDKNTSGGTEKKPRAGESGGRRNLTVSPREDLMVVEAAGDRDSGSASRSGSGSSRFDNGDGMPTPPVRYYESPRRTMERRVIACIEAQLGEPLHEDGPILGVEFDELPPGAFGTPIEMAERRDHYRHSYDSKLYGSYDAKQINVGSALSLSPALTSGHREPAEPKIVSDKYGQIAAPYLYDSPVDGPSKNLPIMQGNGHFVREYGFEGQSINVMSQQSRQGRFPSPQRANEFVPSNEDMLQLDRKRKLSEEARIGKEVQANEKRIRKELEKQDLLQRKREEQMKKEMERQDRERRKEEQRLMREQQRKEERFQREEKREMERRERFLQKELLRVERKKQKEELRKEREAAKQKVAMERAMTRRIAKESMELIEDERLELMDLAASSKGFLSIASLDYDTLQNLESFRESLCEFPPQSVQLKKPFSIQPWNASDDNVGNLLMAWRFCLDFADILWLWPFTLDEFLQAFHDYDSRLLAEIHIALLKLIIKDIEDVARTPSGGPGTNQYSAVNPEGGHPQIVEGAYLWGFDIRNWQKHLTPLTWPEVLRQFALSAGFGPPLKKKRERACLNDSDETKGCEDVVSILRSGSAAEKAVAIMQEKGFMSQRKSRHRLTPGTVKFAAYHVLALEGDKGLNVLDIAERIQKSGLRDLSTSKTPEASISVALSRDPILFERIAPSTYNVRLAFRKDPADADAIISAAKEKIQRYANGFLSGQNAEDEERDDDSEGEGDVAEGPEVDDLGTPYGANKNSEQCSILDTCLVNGKSKLSNEVAQRIGVDVAGIEGSNPSQECSEIDESKAGQPWVQGLTEGEYSDLCVEERLNALVALIGIANEGNSIRVILEDRLDAANALKKQMWAEAQLDKRRLKEETINKFTDSSFNAVVEGSQSPLGFPNSKNQGTAPTTVVKDESAVVVDNVQNHFESISAEKSSVAQETFMGELAIQPSGSTAERSRMQLKSFIGHKAEEMYVYRSLPLGQDRRRNRYWLFVASGSSEDPGSGRIFVESPHGCWRLIDTEEAFDCLLASLDTRGVRESHLHIMLQKIEGPFKERVRRNMSYDDIIVHGNKCKNESSAASSSPGSGAGADSPSSTIYGMGSDSWETSSSFKIELGKNEEERKNAFKRYQGFQSWMWKECLSSSILCAVRYGKKRCLPLLGICGHCLDSYPSEEGNCPSCNKMSGKVDMNAEFPEQAMNCMDNLKIDYNKLAVSNACPLRVRLMKALLSFLEVYVPYEALQSSWTEDRGKTWGMKLQNSLSPDELLQILTQLEGVIKRDYLSANYETAEELMGLCALSINAACESTFAGSVPQLPWIPQTTGAVALRLLELDASISYDPQQKTEAELKNKVDSLPNPSLGYASMKDLQKVEPTEVDRDGPLREENWDFLSSMPSSSRSRQVVRGRGGGRPRGRLQKGSASKIPESGRAGVRPIETLTQVLIKQGETHGQRHVRGRRTVRKRRIEKKIVEEIQPNYLGDKGSRLTFVVPPRKHGREEFNVEGIEATNDDSNSMEAADSDDCAPENTYEFNRSDLMEMSDEDQDGFAGDGNDDDDDDDDDDPDNDIDDRYRSHGQNMERYGNMVEDDSDRDGDVNEDQESDSSESGDYSD*

NbL02g20130.1 homeobox−DDT_domain_protein_RLT1 [MW = 188.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MRPKIYLFGDSITEMSFEDGGWGASLVNHFNRTVDVVLRGYSGYNTRWALKVIEKVFDEGTAPLAVTVFFGANDACLPDRCSSFQHVPIDEYKLNLHSIVSFLKGRWPTTQIVLISPPPIDEPTRLLYPFMENKLGLSERTNETAGNYAKASLAVAAECGVLAVDLWTRMQQIPGWQTACLSDGLHLSKTGNEIVFEEVVAALKKKGLSVEALPVDLPVINEIDPNDPLKSFEGI*

NbL02g19760.1 GDSL_esterase/lipase_At5g45920 [MW = 25.97 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00112 Papain family cysteine protease

PF00396 Granulin
PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MGSTQFPYRHFSLFPLFLILAALYSQVSAFTTDFPILDKPTEFISEERVFQIFQEWKQKHGKVYKNEKEEELRLEIFKRNVKYIVENNSKRKSNSDHLVGLNKFADMSNEDFKQVHTSKIKIPFNKRKTIQMRSVETKPSTTSCDVPPSKDWRKHGAVTEVKDQDQCGACWAFSACGAMEGLNAIATGELISLSEQELINCDNSYNTGCDGGLMDPAFEWVMNNGGIDSEADYPYTASQGRCNYDKVNHKVVTVDGYQDVPEDENALLCAVAQQPVSVAIDGSSLDFQLYRGGIYDGECSSNPDDLSHAVLIVGYGSKGDDDYWIIKNSWGTTWGMEGYAYIRRNTYLPYGVCAINSLASYPTKEASTAPSPYPSPAVPPPPPPSPPPPPPPSPKPSECGDFYYCPEDQTCCCELYLFGICFIQGCCPYENGVCCHGSEFCCPADYPICDVYEGLCLKDYRDNIGVSARKRRMAKHKLPWRANTEPTEERDQTLKWKRNHVAAMR*

NbL02g19500.1 low−temperature−induced_cysteine_proteinase−like [MW − SP = 53.42 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08547 Complex I intermediate−associated protein 30 (CIA30) PF13460 NAD(P)H−binding

Protein sequence:
MDSCYFAVTKPSSSSSSAILNFQGVSSAGVRSSQKSLRATPSQLCRPLSRPNKKYQNFVYRRTSQNLSFKTFKGPILAEAGKQGWDLGRFIETLYFFNGPPSPAKFFQSLIEKLTGPSPSTPVNSMDSYGITLVTGATGGVGRRVVDVLRNKRLPVRVLVRNEEKAKRMLGEDVDLVVGDVTKASTLLPEYFRGVTSVINAVSVIVGPKEGDTPDRAKYSQGIKFFEPEIKGDSPEMVEYIGMKNLINAVKENVGLRTGKLVFGYEGNSFKELPWGALDDVVMGGVSQSTFQIDLTGGENGGPTGLFKGVVTTANNGGFASIRTKNFSEPENLSAYDGLELRLKGDGRRYKLIVRTSRDWDAVGYTLSFDTIEGWQSVSLPFSSLRPIFRARTVLDAPPFDPSQIMSLQLMFSKFESDGKLNPTFKEGPFELPVSCIRAYLKDPITPRFVHVSSAGVTRPERPGIDLSKQPPAVRLNKELGFILTFKLKGEDEIRESGIPYTIVRPCALTEEPAGADLIFDQGDNITGKISREEVARICVAALKSPYACDKTFEVKSVIPFSEPFTVDPENPPAEKDYNEYFKTLKDGITGKESLEKTPIPV*

NbL02g19230.1 protein_HIGH_CHLOROPHYLL_FLUORESCENCE_PHENOTYPE_173_chloroplastic [MW = 66.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00982 Glycosyltransferase family 20 PF02358 Trehalose−phosphatase

Protein sequence:
MLSKSYTNLLDLASGNFPVMGREKRRLPRVMTVAGVISELDDDQANSVTSDVPSSIIVDRIIIVANQLPVKAKRRPDNKGWSFSWDDDSLLLHIKDGLPDDMEVLYVGCLRVEVDSSEQDDVSQLLLDRFKCVPAFLPPDILSKYYHGFCKQHLWPLFHYMLPYSASHGSRFDRSWWEAYVAANKIFSQKVIEVINPDDDFVWIHDYHLMVLPTFLRRCFNRLRMGFFLHSPFPSSEIYRTLPVREEILKALLNADLIGFHTFDYARHFLSCCSRMLGLEYQSKRGYIGLEYYGRTVGIKIMPVGIHMGQIETVLQLADREWRVGELKQQFEGKTVLLGVDDMDIFKGVNLKLLALEEMLKQHPKWQGRAVLVQIANPARGKGKDLEEIQEEIQTSIKRINDKFRQPGYEPIVFIDRPVSLSERTAYYTVAECVVVTAVRDGMNLTPYEYIVSRQGIPGSDCTAESNGQKKSMLVVSEFIGCSPSLSGAIRVNPWNVEATAEALNEAISMADAEKVLRHEKHYKYLSTHDVAYWSRSFFQDLERTCKDHFRRRCWGIGLSFGFRVVALDPNFRKLSMDNIVSSYSKAKNRAILLDYDGTLMPQTSINKVPSPEVISIINTLCGDERNTVFLVSGRGRDSLGRWFSPCEKLGIAAEHGYFLRWSAHKEWEVCGQNSDFQWMQIAEPVMKQYTEATDGSYIETKESALVWHHRDADLGFGSCQAKEMLDHLESVLANEPVAVKSGQFIVEVKPQGVSKGLVAEKIFASMAESGRQADFVMCVGDDRSDEDMFEIIGNAMNSGILSSSTEVYACTVGQKPSKAKYYLDDTTEVRTMLQALAEESTPPPSSEIVTGTSV*

NbL02g19210.1 probable_alphaalpha−trehalose−phosphate_synthase_[UDP−forming]_7 [MW = 96.77 kDa]
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1 79 157 235 313 392

Pfam domains

Pfam Description
SP Sequon TM Domain PF01979 Amidohydrolase family

Protein sequence:
MLASKGAVVPDSRVMMRTLFSPCNISHIPVVSFGRKSSSKAYSAKMELSIIRPDDWHLHLRDGDVLKTVVSHSAHHFGRAIVMPNLKPPITTTAAAVAYREAILKSLPANSDFNPLMTLYLTDTTSPLEIKLARESQVVFGVKLYPAGATTNSQDGVTDLFGKCLPVLQEMVEHNMPLLVHGEVTNPEVDIFDREKVFIEMVLSPLVQKFPRLKVVMEHVTTMDAVKFVESCTEGNVAATVTPQHLVLNRNSLFQGGLQPHNYCLPVLKREIHRQALVSAVTSGSKRFFLGTDSAPHDRRKKECSCGCAGIYNAPVALSAYAKVFEQANALDKLEAFTSFNGPDFYGLPRNNSKIKLSKTPWKVPESFSYASGDIVPMFAGEMLDWLPSPL*

NbL02g19160.1 dihydroorotase_mitochondrial [MW = 43.11 kDa]
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1 98 195 292 389 486

Pfam domains

Pfam Description
SP Sequon TM Domain PF00815 Histidinol dehydrogenase

Protein sequence:
MDCRILSLNRSCSLASNLGVIPTRNTVFYRKCSYLPAGLFRKSIRCSMKSYRLSELSASEVDSLKARPHIGFSSIFNTVQPIVDDVRNGGDAAVKDYTSRFDKVVLDKIVEDVNELPDPELDSAIREAFDVAYNNIYAFHAAQKPVEKVVENMHGVRCKRVARSIASVGLYVPGGTAVLPSTALMLSVPAQIAGCKTVVLATPPSRDGSICKEVLYCAKKAGVTHILKAGGAQAISAMAWGTESCPKVEKIYGPGNQYVTAAKMILQNSEAMVSIDMPAGPSEVLLIADKHSSPVHVAADLLSQAEHGPDSQVVLVIAGDDVDLNAIQEEIRKQCKALPRGEFALQALSHSFTVLARDMLEAISFSNMYAPEHLIINVNEAEKWESLIENAGSVFMGQWTPESVGDYASGTNHVLPTYGYARMYGGVSLDSFLKYITVQSLTEEGLRNLGPYVEKMAEVEGLDAHKRAVTLRLQDIEARQISNSR*

NbL02g18960.1 histidinol_dehydrogenase_chloroplastic [MW = 52.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF11721 Malectin domain
PF13855 Leucine rich repeat

Protein sequence:
MLPAKRGVLSWILVVNYFLFLNLGESRVAQEEVDILEQIGVTMGATDWKFNGELCQIEAVMVTTDRPSWSETEVKCNCSIGNDTLCHIVAITLKGISLPGVLPPELVKLPYIQQVDFAYNYLSGSIPAEWTSTPLNFISVLVNRLSGEIPKELGNITSLTYINLEGNQFSGIIPSELGKLISLKTLILSSNQLEGELPKSLSGLVNLTDFRISDNNVSGPIPDFIQNWKQLAKLELHASGLEGPIPSGISLLNMLTDLRISDVNGPMQEFPPLINMTGLVILVLRNCNLSGVIPGYIWQLKTIQTFDVSFNKLVGTIPDGISARTMLKFVFLSGNMLSGNVPDSILKNGINVDLSYNNFTWQGPDQPACRQNTNYYINLYKSSSAVSTLRNVLPCTEDLTCPRYGCSLHVNCGGNDFTVKENNRQLDYEGDAQVEGGSARYFRSNKFWGFSSTGDFMDDANDQNTRFIESTQATNLSELYSGARASPLSLTYFRYCLENGNYSVSLHFAEIMFKEDHTYYNLGRRVFDIYIQEKLVWKDFNIEEEARGVKRPVIRRFNATVTDSVLEIRLYWGGKGTTRIPLRGHYGALISAISVDSNFKFCSNEDRKTVIIYVTVGVLAACITFFVLSILWWKGYLCRERKRRDLNGVELQMVCFTLKQIKAATKNFDASNKIGEGGFGPVYKGQLPDGTLVAVKQLSSQSKQGNREFLNEISTISCLQHPNLVKLHGCCIEADQLLLVYEYLDNNSLAGALFQDSRLTLDWATRFRICLGIAKGLAFLHEESSLKIVHRDIKATNVLLDGQLNPKISDFGLAKLNEEEKTHISTRVAGTIGYMAPEYALWGYLTDKADVYSFGVVLLETVSGKNNNNYMPSNNSICLLDWACHLQQSGSIEELIDQRLGSDINKQEVERIVKVALLCTSATPSLRPIMSEVVSMLEGRVAIPDEIPEANTYSNDLRFKAMKDFHQERQKQKLTGSQTQNTMTIQTDMGSSSTSTTNLFDSVQFQDQTDT*

NbL02g18950.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_RFK1 [MW − SP = 109.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MATGELRRWILVVQCVVILGLISLGYYGAKGDPQVPCYFIFGDSLVDNGNNNNIQSLARANYLPYGIDFPGGPTGRFSNGKTTVDVIAEQLGFNDYIPSYATARGRDILGGVNYASAAAGIRDETGRQLGGRISFSGQVNNYRNTVQQVVQILGDENAAADYLSKCIYSVGLGSNDYLNNYFMPLYYPTSRQFTPQQYANVLIQQYTQQLRILYNNGARKFVLIGVGQIGCSPNALAQNSPDGRTCVQRINVANQLFNNKLKALVDNLNRNTPDAKFIYIDAYGIFQDLIDNPSAFGLSVTNAGCCGVGRNNGQITCLPFQRPCRNRNQYLFWDAFHPTEAANIVVGRRSYRAQKSSDAYPFDISRLAQL*

NbL02g18840.1 GDSL_esterase/lipase_At1g29670−like [MW = 40.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
LPVLSSLFVSHLLTSTHIYIYIYILDTDLKLLIPVPKTLFSFFFLLRIIMGREVMKWMMVYVVLLGWNLVEYYGAKGDPQVPCYFIFGDSLVDNGNNNNIQSLARANYLPYGIDFLGGPTGRFSNGKTTVDVIAELLGFEDYIPPYAAARGEDILRGVNYASAAAGIREETGQQLGARISFAAQVNNYRNTVQQVVQILGDEASAANYLSKCIYSVGLGSNDYLNNYFMPLYYSTSRQFNPEQYADVLIQQYTQQLKTLYDYGARKFVLIGVGQIGCSPNSLAQNSPDGKTCAQNINVANQLFNSRLRGIVDDFNSNTPDAKFIYINAYDIFQDLIDNPSAFGFRVTNAGCCGVGRNNGQITCLPLQNPCSNRDEYLFWDAFHPGEAANVIVGRRSYRAERPSDSYPFDIQRLAQL*

NbL02g18830.1 GDSL_esterase/lipase_At5g45670−like [MW = 46.52 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
NLFVINIHLFCIYITSLFIPYTIIILSLNMKNFYIFSFLLLLPILASCHEKQVYIVYFGGHNGERALHEIEENHHSYLMSVKESEEEARSSLIYSYKHSINGFAALLTPHEASKLSELEEVVSVYKSEPRKYRLQTTRSWEFSGVEESVQPNSLNRDDLLLKARYGKDVIIGVLDSGLWPESRSFSDEGLGPIPKSWKGICQSGDAFNSSNCNKKIIGARYYIKGYEQYYGPLNRTLDYLSPRDKDGHGTHTSSTAGGRKVPNVSAIGGFASGTASGGAPLARLAMYKVCWAIPKEGKEDGNTCFDEDMLAAMDDAIADGVDVISISIGTKEPQPFDQDSIAIGALHAVKNNIVVSCSAGNSGPAPSTLSNTAPWIITVGASSVDRAFLAPVVLGNGKKFMGQTVTPYKLEKKMYPLVYAGQVINSNVTKDVAGQCLPGSLSPKKAKGKIVICLRGNGTRVGKGGEVKRAGGIGYILGNNKANGAELVADPHFLPATAVDYKSAVQILNYINSTKSPVAYIVPAKTVLHSKPAPYMASFTSRGPSAVAPHILKPDITAPGLNILAAWSGGSSPTKLDIDHRVVEYNIISGTSMSCPHVGGAAALLKAIHPTWSSAAIRSALITSAGLRNNVGEQITDASGKPADPFQFGGGHFRPSKAADPGLVYDASYQDYLLFLCASGIKDLDNSFKCPKKSHLPNSLNYPSLAIPNLNGTVTVSRRLTNVGGPKSVYFASAKPPLGFSVEISPPVLSFKHVGSKRTFTITVKARSDMNDSIPKDQYVFGWYSWNDGIHNVRSPIAVKLA*

NbL02g18800.1 subtilisin−like_protease_SBT5.3 [MW = 86.41 kDa]
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Peptide counts over 4 repeats

1 132 263 394 525 656

Pfam domains

Pfam Description
SP Sequon TM Domain PF00082 Subtilase family PF17766 Fibronectin type−III domain

Protein sequence:
DIIVGVMDSGVWPESPSFNDERMEPVPKSWKGICQEGVAFNSSHCNRKLIGARYYLKSYEATFGPLNETRDFRSPRDVDGHGTHAAATVGGRRVANASAIGGFAKGTATGGAPNVRLAIYKVCWPVPDQSLAEGNTCLTDDIIAAFDDAIADGVDVLSVSLGSRPRTTYYTQNGIAIGSLHALKRNIVVACSAGNDGPTPSTVGNVAPWIITVGASSIDRVFSSPIMLGNGMIVEGQTVTPIRRSRLHPLVYAGDVEVRGTTASNTTGLCFPGTLSRNLVRGKVVVCRGSSMQASMEVKRAGGVAAILGTPFNEIQVTPFLDSSTVAFSYGLNTIRTYIQTEENPMATLLPGQTLIGTKPAPVMAPFTSKGPNIVDPNILKPDITAPGLNILAAWSEASSPLKLPEDRRAVKYNMQSGTSMSCPHVSAVIALLKSIHPDWSSAAIRSALMTTCNALLCLIKKMSLLFFSKEFLSDTCFPRTAATSNNLVGRPITNATGNDANPFEYGAGHFRPSRAADPGLIYDATYEDYLLYLCSQNISLDSSFNCPEEVPEASNLNYPSLAIANIKGSRTVRRVVTNVGEDNSTYVLAMRSPPGYVVDIIPKTLRFSKLGEKLSFNITVRAQSVERRNEFAFGWYSWSDGGHVVQSPIAAASA*

NbL02g18780.1 subtilisin−like_protease_SBT5.3 [MW = 70.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MYTTSRKHFIICPALPGGTLAVPSVQELVKDSPEKVPARYVRDDQDFSPIKSSPYISFCDNIPIISMESLLLGDEIELKKLDSACKDWGFFQLINHGVSSSLVEKVKNDTQDFFNLPMEEKKKWKQVDGDLDGFGQAFVVSEEQKLDWADLFFLTTLPPFLRKQHIFPHLPLPFRETVELYAAELKTLALQIINFIAKALNIDEEYMSELFGEGMQAMRMNYYPPCPEPEKVIGLSPHSDGVGLTILLQLNQMEGLQIKKDGLWIPISPLPNAFIINIGDILEIVTNGAYRSIEHRATVNNKKERLSIATFYNPKLDGQIGPAPSIISSENTAKFKNIGAADYFRGLFARKLDKKSYLDVLRIENYDNPAS*

NbL02g18680.1 protein_SRG1−like [MW = 41.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01655 Ribosomal protein L32

Protein sequence:
MADCFLYKPNIRLSSKIPSGAEETLFHSEPLFSHTVTMAVPLLKKTIIKKRVKQFKRHQSDRRITVKTNWRRPKGIDSRVRRKFKGCVLMPNIGYGSDKKTRHYLPNGFKKFVVHNASELDILLMHNRTCCAEIAHNVSTRKRKEIVERAAQLDVVVTNKLARLRGQEDE*

NbL02g18630.1 60S_ribosomal_protein_L32−1−like [MW = 19.71 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01782 RimM N−terminal domain PF05239 PRC−barrel domain

Protein sequence:
MVNREFEYINICTTCRKCCTKILSCRFFFPPFQNTLFAQCYQWRQENMQGCAALSCSSNSISSAPVGLFFNQTLTLPFRSQSIGSSFPAQSSFKIFHVRQCTLPLLHCTAAEEILEASESEGNFVETGYIYSVHGLQGEVRVKATTDFPELRFSEPGRRWLRQQVSGREMVQEIELVEGRGHPGQKSWILRFHEIDTIEQAQKLVGSTVLVKDEDRPVLEEGEFYTRDLVGMRVFLKETREPVGTVINVFNSGASDLLRVELDSNDSLSDRNGKQRLEGDASGLLVWVPFVEAIVPTIDLSKREMLITPPKGLLELNIRADERSKKERRQLEWKERKKFQKRLIAAKKKLHEMEQDHIFHGFRYGEKSQRSFLADQIVNVNSMLLQHALQNMKMPYKRWSFPAFVNALEVSNTLKISKEFLSKENVERSSICSKVQEQGRSLISCGNVAIVLTLGEMLGRSSIPEHVGSHNNEDIAHLHIKALVDDSLRLLKMEDQLSVPLILVCPAEYIEYLKQLFIDHDYFSFNSEKVWFLEEEKLPVVTVSQEEESKPKILMKSPWEILQQPAGSAGIVTLLSSQNLLEHLHVMGVEYIQVCSGNQEYINGEMLLGFTSSRQANAGIQVFRDAGYSEERFNMVFSIDFAKKLTKKIDKLQFEAILKSNQYVEMVDKDWVDVIPSSPNSYEFHSSIYSCLNACPPSKVCFVDITA*

NbL02g18620.1 uncharacterized_LOC109210634 [MW = 80.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01984 Double−stranded DNA−binding domain

Protein sequence:
MADPELEAIRQRRMQELMAQQSMGSQQNPDQQKAQDEAKREADERRQMMLTQILSSEARARVARIALVKPDKARGVEDVILRAAQYGQITEKVSEEKLIQLLEQINTQTTKQTKVTIQRRRNVLEDDD*

NbL02g18490.1 DNA−binding_protein_DDB_G0278111−like [MW = 14.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04481 Protein of unknown function (DUF561)

Protein sequence:
LLSLLSPGQNFPPYTRKKKMSIPIYTTISPKNQILLKPNQNSLPVLPRCISIARRRRSTTRALLSHTKEAVLKEFHDKRALKIIAGLQNLDKENVASVVTAADKGGATHVDIACEPELVKLAISLTNLPVCVSSVDPAAFPAAVEAGALMVEIGNYDSFYEKGLVFSPEQILKLTKETKRILPLVTLSVTVPHTLSLPDQVKLAELLEQEGVDIIQTEGGKFSSPSKAGVLGLIEKATPTLAAAYSISRAVNIPVMCSSGLSAVTAPMAIAAGAAGVGVGSAINKLNDQVAMIAEVKSIAHSLGLSTKTQNLFEGSSLRL*

NbL02g18320.1 uncharacterized_protein_ycf23−like [MW = 33.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00109 Beta−ketoacyl synthase, N−terminal domain PF02801 Beta−ketoacyl synthase, C−terminal domain

Protein sequence:
MQSIQSPSFRPSPLDPLRKTVPQFTNVRPLSHAKRVPFISASATTVSAPKREKDPKKRVVITGMGLVSVFGNDVDTYYDKLLAGESGISLIDRFDASKFPTRFGGQIRGFTSDGYIDGKNDRRLDDCLRYAIVAGKKALENADLGGDRLGKIDKERAGVLVGTGMGGLTVFSDGVQNLIEKGHRKITPFFIPYAITNMGSALLGIDLGFMGPNYSISTACATSNYCFYAAANHIRRGEADLMLAGGTEAAIIPIGLGGFVACRALSQRNDDPQTASRPWDKERDGFVMGEGAGVLVMESLEHAMKRGAPIIAEYLGGAVNCDAHHMTDPRADGLGVSSCIQSSLEDAGVSPEEVNYINAHATSTIVGDIAEVNAIKKVFKNTSGIKMNATKSMIGHCLGAAGGMEAIATVKAITTGWVHPSINQFNPEPSVEFDTVPNKKQQHEVNVGISNSFGFGGHNSVVAFSAFKP*

NbL02g18300.1 3−oxoacyl−[acyl−carrier−protein]_synthase_I_chloroplastic [MW = 49.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MEGSAIKEEKEAGISISQKKKIFVAGATGNTGKRIVEQLLAKGFAVKAGVRNVDKAKSILPEANPLLQIVKADVTEGSAKLADAIGDGSDAVICATGFQPSLNLLTPWKVDNFGTVNLVDACQKLGIDRFILISSILVNGAAVGQLFNPVYIILNVMGLVLVAKLQAERYIRKSGINYTIIRPGGLKNDPPQGNIVMQPEDTLFRGSISRDQVAEVAVEALLHPESHYKVVEIVAGTDIPKRPFEELFGLIKQQ*

NbL02g18280.1 uncharacterized_protein_At2g34460_chloroplastic−like [MW = 27.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01775 Ribosomal proteins 50S−L18Ae/60S−L20/60S−L18A

Protein sequence:
MANYKFHQYQVVGRALPSETDEHPKIYRMKLWATNEVRAKSKFWYYLRKLKKVKKSNGQMLAINEIFEKNPTKIKNYGIWLRYQSRTGYHNMYKEYRDTTLNGGVEQMYTEMASRHRVRHHCIQIIKTATIPAKLCKRESTKQFHDSKIKFPLVFKKVRPPSRKLKTTYKATRPNLFM*

NbL02g18210.1 60S_ribosomal_protein_L18a−like [MW = 21.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit PF10584 Proteasome subunit A N−terminal signature

Protein sequence:
MFLTRTEYDRGVNTFSPEGRLFQVEYAIEAIKLGSTAIGLKTKEGVVLAVEKRITSPLLEPSSVEKIMEIDEHIGCAMSGLIADARTLVEHARVETQNHRFSYGEPMTVESTTQALCDLALRFGEGDEESMSRPFGVSLLIAGHDENGPSLYYTDPSGTFWQCNAKAIGSGSEGADSSLQEQHNKDLTLKEAETIALSILKQVMEEKVTPDNVDIARVSPTYHLYSPSEVEEVISRL*

NbL02g18080.1 proteasome_subunit_alpha_type−5−like [MW = 26.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MATQLVIENQRENAEVYTDPVICKQKSLELLKEINMPNGLLPLDDILEVGRNKETGFVWLKQKKAKEHKFKKIGKLVWYDTEVTAIVEDRRMKKLTGVKSKELLLWVTLSDISIQDPESKKITFATPAGLSRAYPVSAFEEEEVEK*

NbL02g18070.1 uncharacterized_LOC109223617 [MW = 16.75 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF01479 S4 domain

PF08071 RS4NT (NUC023) domain
PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
QNSWALARACAEVFKRHFIFNLGFKTQLSAAANFSRQLFKSETAKMARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIILRNRLKYALTYREVVSILMQRQVMVDGKVRTDETYPAGFMDVVCIPKTNENFRLLYDTKGRFRLHSLRDEEAKFKLCKVRSVQFGQKGIPYLNTYDGRTIRYPDPLIKANDTIKLDLESNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIQDALGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEARKRLAAQSATAA*

NbL02g18000.1 40S_ribosomal_protein_S4 [MW = 34.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF08031 Berberine and berberine like

Protein sequence:
MASLNSIMVSFLIVLLLSTSCSALSDTTPEKFYQCICKNSDFSDPFSKAFFTPNTDSFNSVLNSTAQNLRCLISSVPKPVLIFTPMAESHVQAAVICAKQLSLQLRVRSGGHDYEGLSYISVMDSTFVIVDLSKLREIDVNIEENSAWAQAGATVGEVYYRISEKSKTHGFPAGLCTSLGIGGHITGGAYGSMMRKFGLGVDNVIDARIANANGTILDRQSMGEDLFWAIRGGGGASFGIILSWKLKLVTVPSVVTVFTVPKTLEDGATKILYKWQQVADKIDNDLFMRVVINVVERKDQKGEKTVQTAYNSLFLGKADRLLQTMNESFPELGLTQKDCTEMSWIESILYIAGFPTKTPPEILLQGKSTFKNYFKAKSDFIKEPIPETGLEGIWKRLLEEDSPLMIWNPYGGMMANISESETPFPHRKGVIFKIQYVTLWTEPNQELATKHVDWIRKLYNYMTSYASMFPREAYVNYRDLDLGMNKNGNSNSSFVQASVWGNKYFKNNFNRLVEIKTKVDPENFFKFEQSIPTLPLTKKRKGKKINH*

NbL02g17860.1 berberine_bridge_enzyme−like_13 [MW − SP = 58.95 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00560 Leucine Rich Repeat

PF07714 Protein tyrosine and serine/threonine kinase
PF08263 Leucine rich repeat N−terminal domain

PF13516 Leucine Rich repeat
PF13855 Leucine rich repeat

Protein sequence:
MKLIRCLILVLCFGSAMGQLPSQDILTLLEFRKGIKHDPTGYVLQSWNEESIDFNGCPSSWNGIMCNGGNVAAVVLDNLGLSADADLSVFANLTMLVKLSMANNSITGKMPNKIGEFKSLEYLDISNNRFTSSLPPEIGKVGSLKNLSLAGNNFSGPIPDTISELMSIESLDLSHNFLSGPVPSSLTELNNLVYLNLSLNGFTKKIPKGFELMANLEVLDLHGNMLDGTLDPEFLMFTTTTYVDLSGNLLVSSTSQQQKFLPGISESVKYLSLSHNQLTGSLVSGGEAQAFGNLKVLDLSYNQLSGELPGFNFVYDLQVLKLSNNRFSGFVPNDLLKGDSLVVTELDLSGNNLTGSISMITSTTLRVLNLSSNALSGELPTVTGSTAVLDLSKNQLEGNLTRMQKWGNVEFLDLSQNRLTGNIPEVTAQFLRLNHLNLSHNTLTGTLPKVITQFPKITVLDLSFNQLDGPLLTSLLTLPTIEELHLQNNALVGSIDFPFPSATPNLRVLDLSHNQLAGYFPDEFDSLTALQLLDIAGNNFSGSLPTSIDQVSALTSLDISQNHFTGPLSKNLPNGLQSFNASLNDLSGVVPENLRKFPLSSFYPGNSGLQFPNPPSGSGQASAEDQKSRSFKTIIKVVIIVACVIALIILVLLAIFMYYIRASRKPHPQVTKRDVHHQAPSHPSVFSSREGTGGVVVSAEDLMTSRKGSSEIISPDEKMAAVTGFSPSKGSHFSWSPESGDSYIAENFARLDVRSPDRLAGELYFLDDTISFTPEELSRAPAEVLGRSSHGTSYRATLENGLLLTVKWLREGVAKQRKDFAKEAKKFANIRHPNVVGLRGYYWGPTQHEKLILSDYVSPGSLASFLYDRPGRKGPPLTWPQRLKISVDVARGLNYLHFDREVPHGNLKATNILLDGPDLNARVADYCLHRLMTQAGTIEQILDAGVLGYRAPELAASKKPLPSFKSDVYAFGVILLELLSGKCAGDVVSGEDGGVDLTDWVRLKVAEGCGSDCFDSMLSAEIGNPSTEKQMKEVLGIAVRCIRSVSERPGIKTIYEDLSSI*

NbL02g17790.1 probable_LRR_receptor−like_serine/threonine−protein_kinase_At4g20940 [MW − SP = 113.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MVHEKQVIEEVSGWLRVFDDGSVDRTWTGPPEVKFMAEPVPPHDDFIDGVAVKDIVADENSGSRLRIYSPERSDSSVNKLPVILHFHGGGFCVSQADWFMYYTVYTRLARVANAIIVSVFLPLAPEHRLPAACDAGFDTLLWLRDLSRKQGHEPWLNDYADFNRVFLIGDSSGGNIVHQVAVRAGEENLSPMRLAGAIPIHPGFVRSYRSKSELEQEQTPFLTLDMVDKFLGLALPEGSNKDHPITCPMGEPAQAVEELKLPPYLYCMAEKDLIKDTEMEFYEAMKNGKKDVELFINNGVGHSFYLNKIAVEMDPVTASETEKLYEAVAEFISKH*

NbL02g17710.1 probable_carboxylesterase_17 [MW = 37.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01633 Choline/ethanolamine kinase

Protein sequence:
MENSASENKEDVIPEEAKVILKKLASVWDDIVDPNALHVFRLKGAMTNMVYQIKWPSRNPEQQRSKKVLVRIYGKGVDVFFDRQNEIRIFEFMSKQGQGPRLLGRFHNGRIEEFIRARTLSAPDLRDPEVSSLIAAKMREFHKLDMPGPKTVILWDRLHNWLNVAKRLASAEEAKDFQLNHLEVEISLLEKSLAGNHLSMGFSHNDLQYGNIMMDEEIRSITFIDYEYAGYNHVAFDIANHFCEMVADYHTETPHIMDFSKYPGLEERKRFLRAYLSSSGGSPSEQELGKLAQEVEKYTLASHLFWGLWGIISHHVNKIDFNYLEYARQRFQPYWSKKPELLGSSGPKKG*

NbL02g17670.1 probable_choline_kinase_2 [MW = 40.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01565 FAD binding domain PF08031 Berberine and berberine like

Protein sequence:
EQARKEERLMASSIFIILSSFIVLFSASSAVSYTIQDQFYRCITLHSDRSIPFSTAFFTPTSNATSFNSILKSTAQNLRCLAPAQPKPLLIFIALSESNVQAAVICVKELKLQLRVRSGGHDYEGISYTSEMKRSMPFILLDLAKLRAIKVNIEDNSAWVQAGATIGEVYYRIAEKSKTHGYPAGLCTSLGIGGHITGGAYGPMMRKYGLGADNVVDARIVDASGRVLDRELMGEDLFWAIRGGGGGSFGIILAWKIRLVPVPSTVTVFTVPKTLETGATKVLNKWQHVAHKIDEDLFVRVLITTANSTKTGKKTVQTAYQALFLGKTDRLLHVMNHSFPELGLTGKDCVEMSWIESVIYIAGYPSSIKPEFLLQGKSLFPPVNFKAKSDFLRVPVPETGLDGMWKKFLEDDSPMMIWNPYGGMMGKISESSIPFPHRKGVICKIQYLTSWTEGNKKSADKHINWIRGLYEYMGTFVSKFPREAYVNYRDLDLGMNRNANSNFLEASVWGKKYFKNNYDRLVLVKTKVDPDNFFWHEQSLPILPLKVGKDGKSLIH*

NbL02g17620.1 flavin−dependent_oxidoreductase_FOX2−like [MW = 62.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06026 Ribose 5−phosphate isomerase A (phosphoriboisomerase A)

Protein sequence:
MALPSSASPFSSSSILQTRKQSYNFATSRNSVQPFVTRSSFSDPSAGLFLAAKHAVDSYAKSGMVIGLGSGHASALAIQYLGQQLRVGAIKDVTGIPTCVGSASEAAKAGIPLEQYNDSYKIDLAFDDADTMEEETLAAIIGRRKLQGDDSIIQEKIILEAADKLILIIKEKQFKGSVDGSIPVLIKSVNWLETAEEIDDLFLGDAEVWRRPAIGYAGPLGGDFPLVTKEGHNILDVIFTSPMESLVEVAKTLDQIDGVVEHGVIFRNPCTAIIVSENGLQIADNTIEMEASNL*

NbL02g17590.1 probable_ribose−5−phosphate_isomerase_4_chloroplastic [MW = 31.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04733 Coatomer epsilon subunit

Protein sequence:
MAAAGPDPLFGLRNNFYIGAYQAAINNSDVPNLSQDDADERDTLVYRSYIALGSYQLVINEIDASAPTPLQAVKLLALYLASPDNKETAIAGLHELLGDPAIGSNPILRLIAGIVFTHEQDYNEALKHTNAGGTMELHALNVQILIKMHRSDYAEKQLRIMQQVDEDHTLTQLANAWLNLAVGGSKIQEAYLIFQDFSEKYQMTSLILNGKAVCCMHMGNFDEAETLLLEALNKDAKDPETLANLIVCSLHLGKPSARYLNQLKLSHPDHALVKRAASAEESFDRAVQSVA*

NbL02g17580.1 coatomer_subunit_epsilon−1−like [MW = 31.94 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02507 Photosystem I reaction centre subunit III

Protein sequence:
MSLTIPTNLSKSITTPRLSSQFSTKPRTSTIVCSSNQTPSSNSTEDTSSSLKAFSAALALSSILLSAPVLPASADISGLTPCKESKQFAKREKQQIKKLESSLKLYAPDSAPALAIKATVEKTKRRFDNYGKQGLLCGSDGLPHLIVSGDQRHWGEFITPGILFLYIAGWIGWVGRSYLIAVRDDKKPTMKEIIIDVPLANKLIWRGFSWPVAAYREFLNGELTDPNF*

NbL02g17470.1 photosystem_I_reaction_center_subunit_III_chloroplastic−like [MW = 24.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
METVSCPILNTFCFSTNNSSKLYNIPTKSLSFLPPKNYLSTTSSIGKLYSDGCFINSSGSFFSITQDTPPQQLALLLEVEGVLMDVYRLGNRQAFNAAFRKLGLDCANWSQPVYQDLVRKSMGDEERMLVLFFNGVSSHGKVHRCVLIGWPTSLPTSEKETFMKSVLREKKIALDELVMSKSLPLRPGVEEFIDEAYEEGVPVVMLTSYCKCGEKPARSIIEKLGNDKMARIKILGMEEVKQSFYGQLVFGGGVASDLGEQLAKEARKAVSAEEQRIAKEVASMLKLSVDIHTTSSEEMKNVVAALRAGAEYANVPVDNCVLVAGSQSGVAGAERIGMSCVVVRSSSTARAEFPGAKAIMDGFGGGDLSISRLRQIQGLDL*

NbL02g17430.1 haloacid_dehalogenase−like_hydrolase_domain−containing_protein_At3g48420 [MW = 41.48 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08127 Peptidase family C1 propeptide

Protein sequence:
MAMNHMSLVTFLLLIGASVLVLQVVAEQPISQAKAESAILQDSIVKQVNENEKAGWKAALNPRFSNFTVSQFKRLLGVKPTRKGDLKGIPILTHPKLLELPQEFDARVAWPNCSTIGRILDQGHCGSCWAFGAVESLSDRFCIHYGLNISLSANDLLACCGFLCGDGCDGGYPLQAWKYFVRKGVVTDECDPYFDNEGCSHPGCEPAYPTPKCHRKCVKQNLLWSKSKHFGVNAYMISSDPHSIMTELYKNGPVEVSFTVYEDFAHYKSGVYKHVTGDVMGGHAVKLIGWGTSEDGEDYWLLANQWNRGWGDDGYFKIRRGTDECEIEDEVVAGLPSARNLNMELDVSDAFLDAAM*

NbL02g17230.1 cathepsin_B−like [MW − SP = 36.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00459 Inositol monophosphatase family

Protein sequence:
MGRCLFSSTVCPPLRTLLPCSLPKLAFPKSFSTHSAFSHHGVCTTRAKTSGAFCTKAALSEVGNKRVYSKIGADSTGSIPSNELLQVVEAAAKTGAQVVMDAVNKPRNVTYKGLTDLVTDTDKSSEVAILEVVKKNFPDHLILGEEGGIIGDSSSDYLWCIDPLDGTTNFAHGYPSFAVSVGVLFRGKPAAATVVEFVGGPMCWNTRIFSAAAGKGAFANGEKIHVSGTDKVEQSLLVTGFGYDHDDPWATNMELFKDFTDVSRGVRRLGAAAVDMCHVALGIAEAYWEYRLKPWDMAAGVLIVEEAGGTVSCMDGGKFSVFDRSVLVSNGLLHAKLLEKIGPATENLKAKGIDFSVWFKPENYHTEV*

NbL02g17190.1 phosphatase_IMPL1_chloroplastic−like [MW = 39.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13442 Cytochrome C oxidase, cbb3−type, subunit III

Protein sequence:
GIKINETFTDQIKLSQNITYQICNLLNPKSLCKNPLSAEEEASSHQKAKGKMRVFSMSPACLDQSCSIKFLATQTKKRNVYEGDNLFGEKKNKYSYEVKLLKNLAPPLMTALIAFSPIVNPPVSVGQTIEVQKGAALFSKACIGCHYAGGNIIQPGATLFLKDLERNGADTEEEIYRITYYGKGRMPGFGQNCTPRGQCTFGPRLQDDEIKLLVEFVKSQADQGWPKIENSGD*

NbL02g17160.1 cytochrome_c6_chloroplastic [MW = 25.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13409 Glutathione S−transferase, N−terminal domain PF13410 Glutathione S−transferase, C−terminal domain

Protein sequence:
MNVPFINRVIQVQTTLIYTSGFQQFSFKFKHSLQMARSALDEMSATGAFERTASTFRNIISRDPGSHFPAESGRYHLYISYACPWASRCLAYLNIKGLDQAISFTSVKPKWQRTKDSDEHMGWVFASSSTEEPGAEPDPLNGAKSIRELYELASTNYSGKYTVPVLWDKKLKTIVNNESSDIIRMFNSEFNDISGNAALDLYPPHLQSQINEINEWIYDGINNGVYRCGFATKQEPYDEAVQKLYETLDKCEMILSKQRFLCGDQVTEADIRLFVTLIRFDEVYAVHFKCNKKLLREFPHLFNYTKDIFQIPGMSSTVNMEHIKKHYYGSHPTINPYGIIPQGPNIDYSSPHDREKFSK*

NbL02g17130.1 glutathionyl−hydroquinone_reductase_YqjG−like [MW = 41.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00327 Ribosomal protein L30p/L7e

Protein sequence:
MSAYNAFKACAPISWSPNLYITLVRGIPGTRRLHRRTLEALRLRKCNRTVMRWNTPTVRGMLQQVKRLVVVETEEMYKARKEKLADHKAIRPPLVVNHHAAPAADSVL*

NbL02g17080.1 50S_ribosomal_protein_L30−like [MW = 12.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01230 HIT domain

Protein sequence:
MAAMTSSLSLLRGPSSIVKALGFIKASNFTPRTLPALRHPLQFRRSYVAAAHDEEAAARTAAINADTGAPTIFDKIIAKEIPASVVYEDEKVLAFRDINPQAPVHVLVIPKLRDGLTELGKAEQRHEDILGNLLYAAKIVAEKEGIVDGFRVVINSGASACQSVYHLHLHVLGGRQLKWPPG*

NbL02g17040.1 14_kDa_zinc−binding_protein [MW = 19.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02390 Putative methyltransferase

Protein sequence:
TPLIPLCEAKICSSLEISILGSLNFRNSGKSRKKEKLKRNKKESMGENPTHNKKTGLPRKRFYRARAHSNPLSDSHFPIPISPAEVDYSLHYPEMVKVDGSKKIQFADVGCGFGGLLIALAPLFPDTLMVGMELRDKVTEYVKERILGLRTTNPGQYQNVSVVRTNSMKYIPNYFGKGQLKKMFFLFPDPHFKEKNHRRRVISPFLLDEYAYVLAVGGIIYTITDVEELGEWMKSCLEEHPMFEPLTTEELEADQVVKLLSTATEEGQKVARNDGQTFRAVYRRIATH*

NbL02g17020.1 tRNA_(guanine−N(7)−)−methyltransferase−like [MW = 32.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03807 NADP oxidoreductase coenzyme F420−dependent PF14748 Pyrroline−5−carboxylate reductase dimerisation

Protein sequence:
MENICPPIPSDSYKVGFIGAGKMAESIARGVVKSGILPASRIRTAHTGSARRTAFESFGVTVFDNNTQVVEDSDVIIFSVKPQVVKNVVSQLRPILSEKQLLVSVAAGVKLKDLQEWAGQGRFIRVMPNTPSAVGDAATVFTLGEKATTEDGELISQLFGAIGKVWRADEKLFDAVTGLSGSGPAYIFLAIEALADGGVAAGLPRELALGLASQTVLGAASMVKGMAKHPGQLKDDVASPGGTTIAGIHELEKAGFRGILMNAVVAAAKRSRELSQN*

NbL02g17010.1 pyrroline−5−carboxylate_reductase [MW = 28.93 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 122 243 364 485 607

Protein length

Gel Slice

3.0 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50

Peptide counts over 4 repeats

1 122 243 364 485 607

Pfam domains

Pfam Description
SP Sequon TM Domain PF01808 AICARFT/IMPCHase bienzyme PF02142 MGS−like domain

Protein sequence:
MLGLTRTTTSASATATAAATSATATVHLCTPQLRTIRRRASFCFGQQHSSTTSRRLIVHPVKAMAETAAAPHSAPKSSTSGRKQALISLSDKTDLAKLGNGLQELGYTIVSTGGTASALEGAGVSVTKVEELTRFPEMLDGRVKTLHPSVHGGILARRDQEHHMEALEKHEIGTFDVVVVNLYPFYAKVSSSSGISFEDGIENIDIGGPAMIRAAAKNHRDVLVVIDSEDYPALLEFLRGDNDDQQFRRKLAWKAFQHVASYDSAVSEWLWKQTVGDKFPPGLTVPLHLKSLLRYGENPHQKAAVYVDKSLSEVNAGGIATVIQHHGKEMSYNNYLDADAAWNCVCEFNKPTCVVVKHTNPCGVASRDDIIEAYRLAVKADPVSAFGGIVAFNVEVDEALAKDIREFRSPTDGETRMFYEIVVAPKYTEKGLEVLRGKSKTLRILEASKNIKGKLSLRQIGGGWLAQDSDDLTPEDIQFNVMSEKSPQENELNDAQFAWLCVKHVKSNAIVIAKNNCMLGMGSGQPNRRESLRIAMRKAGDEVKGAALASDAFFPFAWYDAVEEACQSGVSIIAEPGGSIRDKDAVDCCNKYGVSLVFTNVRHFRH*

NbL02g16830.1 bifunctional_purine_biosynthesis_protein_PurH [MW = 66.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01704 UTP−−glucose−1−phosphate uridylyltransferase

Protein sequence:
MTEAAIESGGNPVSVSASAPPQALLERLKDYGQEDVFSLWDELSPDEKDLLVKDIENIDLPRIDRIIRCSFHSQGLPAAAIEPVLESCVSTVEERTMEEREKWWKMGMKAMAEGKFAVLLLSGGQGTRLGSSDPKGCFNIGLPSGKSLFQLQAERILCIQRLAAVTANEGAGIVPIQWYIMTSPFTDEATRKYFESHKYFGLEAEQVTFFQQGTIPCVSKDGRFIMETPYRVAKSPDGNGGVYTALKYSRLLEDMNSRGIKYVDCYGVDNALVRVADPTFLGYFIDKGVSAAAKVVRKAYPQEKVGVFVRRGKGGPLAVVEYSELDPSLCSAVNQETGRLRFCWSNVCLHMFSLDFLNQVANGLEKDSIYHLAEKKIPSIHGHTMGYKLEQFIFDAFPYTPSTALFEVVREEEFAPVKNANGANFDTPDSARLLVLRLHTRWVVAAGGFLTHSVPLYATGVEVSPLCSYAGENLEAICRGRTFHAPCEISF*

NbL02g16820.1 UDP−N−acetylglucosamine_diphosphorylase_1 [MW = 54.33 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 41 81 121 199

Protein length

Gel Slice

3.9 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10 12

Peptide counts over 4 repeats

1 41 81 121 199

Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin

Protein sequence:
MRGISVILRRLVGCRPSFIASGRRSSELGQTLMVSSAATVSYSTLTLLEKPNLLPGFQITANLIPDLQSHHVLNHSRNFSSPSSSGPSNIVSIESEEQFNTSLRKVQDESLPAIFYFTAVWCGPCRLLSPVIGQLSEKYPHVTTYKVDIDKEGLGNALSKLNIHSVPTLHFFQNGKKTSEVIGADVQRLKDTMEELYK*

NbL02g16800.1 thioredoxin_O2_mitochondrial−like [MW = 21.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I

Protein sequence:
MEFSGSPLVLFCCVFFLFLTGSLAQGIGSIVTSDLFNEMLKNRNDVRCPANGFYTYDAFIAAANSFPGFGTTGDDTARRKEIAAFFGQTSHETTGGSLSAEPFTGGYCFVRQNDQSERYYGRGPIQLTNRNNYEKAGTAIQQDLVNNPDLVATDATISFKTAIWFWMTAQDNKPSSHDVIIGSWTPSAADQAANRVPGYGVITNIINGGIECGMGRNDAVEDRIGYYRRYCGMLNVAPGENLDCYNQRNFAQG*

NbL02g16530.1 acidic_endochitinase_Q [MW − SP = 25.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00266 Aminotransferase class−V

Protein sequence:
NFLFFSLHRPTLSNTRAKGNQKANNNLIPMAMSAATSQSFLLNNPTTHQNHPPLKSTSHLATFPTTHVHPTTTLTSTYKSVSITCSAAAATTTPLQTASSSTSSDRVFNFAAGPATLPENVLQKAQADLVNWRGCGMSVMEMSHRGKEFLSIIQKAESDLKTLLNIPENYAVLFLQGGATTQFAALPLNLCSPDDAVDYVVTGSWGDKAYKEAVKYCKPNVSWSGKSEKYTKIPNFESLQQTPGAKYLHICANETIHGVEFKDYPKPSNENTILVADMSSNFCSKPVDVSKFGVIYAGAQKNVGPSGVTIVIIRKDLIGNAQESTPVMLDYKIHAENNSLYNTPPCYGIYMCGLVFEDLLAQGGLVEVEKKNKKKAEILYNAIDSSNGFFRCPVEKSVRSLMNVPFTLAKPELEAEFVKAAAAEKMVQLKGHRSVGGMRASIYNAMPLAGVEKLVAFMKDFQAKHA*

NbL02g16460.1 phosphoserine_aminotransferase_2_chloroplastic−like [MW = 50.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF00627 UBA/TS−N domain

Protein sequence:
MGGGDTSAAAKEDNANNATVGDQKVVTINVRCSNGSKFSVQVTLESSVGTFKSTLAQHSDIPAEQQRLIYKGRILKDEQTLESYGLEADHTVHLVRGFAPAASANTASATNTGNPNSNQNAPTDAVPNVGGSFAGSGLGASLFPGLGSGGVGGGGLFGAGLPDFEQVQQQLTQNPNMMRDIMNMPLVQNMMSNPEIIRNMIMNNPQMREIMDRNPELAHVLNDPATLRQTMEAARNPELMREMMRNTDRAMSNIESSPEGFNMLRRMYENVQEPFLNATTMAGDARNDVGSNPFAALLGAQGAGQGRVQSTNPPITGSETTANTPVPNTNPLPNPWASAGAGAGQTNTTARSNAAGETRAPSPAGLGGLALPDLEGMLGGMQGGMPDAASLNQMMQNPAISQMMQSLLSNHQYMNQYLGVQILGLNPQLRNMLDSNSHLREMMQNPEFIRQLTSPETMQQLMTFQQGLLSQLGREQTNQPGQNAGGAALENNIGMEMLMNMFGGLGSAGLGGVTNRSNVPPEELYATQLVQLQDMGFFDTQENIRALVATAGNVHAAVERLLGNLGQ*

NbL02g16430.1 ubiquitin_domain−containing_protein_DSK2b−like [MW = 60.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00199 Catalase PF06628 Catalase−related immune−responsive

Protein sequence:
MDPYKYRPSSAFNSPFCTTNSGAPVFNNNSSLTVGARGPILLEDYHLVEKLANFDRERVPERVVHARGASAKGFFEVTHDITHLTCADFLRAPGVQTPVIVRFSTVIHERGSPETLRDPRGFAVKFYTREGNFDLVGNNFPVFFIRDGMKFPDMVHALKPNPKSHIQENWRVLDFFSHVPESLHMFTFLFDDIGIPQDYRHMDGSGVHTFTLINKTGKSTYVKFHWKPTCGVKSLLEEEAARIGGANHSHATQDLYDSIAAGNYPEWKLFIQTMDPDHEDRFDFDPLDVTKTWPEDILPLQPVGRLVLNKNIDNFFNENEQLAFCPSIVVPGVYYSDDKMLQTRIFSYSDTQRYRLGPNYLQLPANAPKCAHHNNHYDGSMNFMHRDEEIDYFPSRYDPVRHAEKYPIPSTMCTGKREKCVIQKENNFKQPGERYRSFTPDRQERFIRRWVEALSDPRITYEIRSIWISYWSQADKSLGQKLASRLNVRPSI*

NbL02g16410.1 catalase_isozyme_1 [MW = 56.91 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSMLKKLVEKASFVKKPGGDSDGLKPEHVNPRCVYHYGIPSGTVLSAYESIQKIVALATKDGRIKLFGKDSTQALLVSSDTVSSKFLQFMDNQGLLININSNNRIEVWDVAQKYLCNVHDFDREITSFTIIQQTSYLYLGDSSGHVSIMKVVKASCNIEKMEYCIPFSASHGLSNEVAGDNAVAHILPQPAAESKRVAIVYKDGVIILWAIRESKAIFITGGSPLQSVGNETKKATTACWCCPYGSKLAVGYSNGEIFIWSIPATSNSSTDQELEEVPSGTQSAPICKLNLGYKLDKIPIAKLIWAYAEGKANRLYVMGSPDCQAANLLQVVLLTEHTESRTIKLGLHPPESCLDMEIISSFPASRKNINSSLLLVSKSGQIYTYDDSLIERYLLQYQSRSPPSLPREVRVKLPLVDSSITIAKFVVNNPCMLFSMDQDYSSLIKDSMPLFSFERAQKDGTGPNSTQFSKAKNVFVSGHSNGAINFWDVSCPNPLPIVSLTQQNEDNLSLSGIPLTALCLTSDLHILISGDQSGTVRIYKFKTEFFAPDTSFLSFQVGSKKGSNPIQSVKLVKVNGAVLSISTSQESKYFAVGSDQGYVVLIDSDSKTILYQTHIASEICAGVISMQFNMCSVHGFDKNILVVATKDSSVLALETETGNILSPSMVHPKKPSRALFMQILDGQELSGRGLSISDGINMIKGNSDNSASKQPVVLLCSEKALYVYSLLHIVQGIKKVYYKKKFHSSLCCWASTSDSPEAGLMLLFSNGKIEIRSLPELSLLKETSVRGLMLSPPKANSIADHSICASKNGELIVVDRDQEMFFVSVSLQNDSFRFLDFASQVYDRDLVVEPGQISTPIIHKEKKKGIFGSVFKDTKGNKANNVPDARAENARVSIEEMSAIFSVANFPSHTQSEEKLGSNEKDADLDIDDIEIEDPGEKQKANPMVAALNKQNITNTFQALKGKFMHMKVKSDKAPTNDAPQDDKADNVDQIKKRYGYTSSGEPSAAEAAQSKLRENLKKLQGINIRSAEMQDTAKSFSSMAKEVLRYAGNDKANS*

NbL02g16360.1 uncharacterized_LOC109214258 [MW = 115.58 kDa]
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1 240 479 718 957 1196

Pfam domains

Pfam Description
SP Sequon TM Domain PF12763 Cytoskeletal−regulatory complex EF hand PF13202 EF hand

Protein sequence:
MDQFEAYFRRADLDQDGRISGAEAVAFFQASNLPKPLLAQIWTYVDQSHTSFLSRQEFFNYLKLVTVAQKRELTPEIVKAALFTPASAKIPPPQINLAAIPGPRPANNVGSAVPPVSGAAVPPVSGAAPITAPSIGVRGQQGFPAQQSQYVRPPRPPIPSSTFQSQPGVSGQGMPGAGTMAGFGPANSSGWLAGNGGSQAAVTSQAPNVGISSRSQDGFDHASPQQNQQKTTYSALPGSSKLNEATLRGNQPDAKDSKAFLVSGNGFASDSPFGDAFSVASVQPKQNSSPSISSASSLPVSPSIINASAGLQHPVKAHSVDSRVALPQQPVNQHQQAQLTGRLNQQVLVPSSAANPNAAGNSLSGQSQLPWPRMIRSDYQKYSKVFMAVDTDRDGKITGQEARNLFLSWKLPREVLKQVWDLSDQDNDSMLSLREFCIALYLMERHREGRPLPSVLPTNLIFDESLLPASGQPTPSHGAVAWRHTPASQQTQGPRGAGQVASGAPGKPPRPVPISQPNEVAQPSQPKPKVPALEKHLVDQLSQEEQDALNSKFQEATDAEKKVMELEKEILEAKEKIQFYHAKMQELILYKSRCDNRLNEITQRTSADKKEVELLAKKYEEKYKQTGDVASKLTIEEATFRDIQEKKMELYKEIVKMDQDGKTDGIQDRASHIQTNLEELVKALNERCKTYGLRAKPTTLLELPFGWQPGIQEGAADWDEEWDKFEDEGFTFVKELTLDVKNVIAPPKSKSSLVREKASPLDEDAGKSSADADTDAKIDKVPNHGQAREVSDTESAHGHQQTARSPTDSPSRSNAVESPSKEFQESMYGKGVDFDGSPHAAPRKDIGFDGSPHAAQSERWGTESVFSDRGFDESGWGTFDTNFDTDAAWDLNSVAKDADRDNHKEASLFGADDWGLSPIKTGSKQSIDSLPKQSPFFDSVPSTPSYNAGLDNAFPKQSPFFDSVPSTPSYNAGFSYSDNTFPKQSPFFDSVPSTPNYNSGLSQTDMFSRQSPFFDSVPSTPAYNSGGSPNADNMFQKKSPFAFGDSVPSTPMYSSTNSPRRSSEGFEEHSNSFSRFDSFNMQDNGPFGTRDSLSRFDSMRSTRDSDYDHGSFQQRDSFARFDSFRSIADTDYNFGQFPPRASLTRFDSISSTRDTDHGHGFPSFDDADPFGSNDPFKTSVESQAPRRDSDNWKAF*

NbL02g16260.1 epidermal_growth_factor_receptor_substrate_15−like_1 [MW = 130.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MTGNCWPKLLNTLKKARNLIPVAALTTTTSANSPKISSMDDLPKTLKTRLCIIGSGPAAHTAAIYAARAELKPILFEGWMANDIAPGGQLTTTTDVENFPGFPEGIGGGELMERCRAQSVRFGTQIHTETVTKVDFSKSPFEIVSSDRTVLAEAVIVATGAVAKRLEFPGSGNDGFWNRGISACAVCDGAAPIFRNKPLAVIGGGDSAMEEANFLTKYGSKVYIIHRRDEFRASKIMQSRALSNPKIEVIWNSSVVEAYGEKLLGGLKVKNVVTGQVSDLQVSGLFFAIGHEPATKFLDGQLELDSDGYVVTNPGTTLTSVRGVFAAGDVQDKKYRQAITAAGSGNSLPSTCAPRGLVGALRDSDTRCKSKEKNYVF*

NbL02g16160.1 thioredoxin_reductase_NTRB−like [MW = 40.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03087 Arabidopsis protein of unknown function

Protein sequence:
MVYSGLEKLYKSIDDLFNLPQTLCQSLDAEWVEDLLDKSVRLLDVCGTTRELVSKYKENVRHLQSSLRRRKGDLTTDDSVTRFTSFSKKIKRDAKRLALNLKQMDQAAAVPVLLDADQDTIVAIRALREANAVCISTFQMLLSFLCVPLDSFENALEATFRCLIRSRSLLLNVLSC*

NbL02g16000.1 uncharacterized_LOC107769872 [MW = 19.96 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon
TM Domain

PF00623 RNA polymerase Rpb1, domain 2
PF04983 RNA polymerase Rpb1, domain 3
PF04990 RNA polymerase Rpb1, domain 7

PF04992 RNA polymerase Rpb1, domain 6
PF04997 RNA polymerase Rpb1, domain 1
PF04998 RNA polymerase Rpb1, domain 5

PF05000 RNA polymerase Rpb1, domain 4
PF05001 RNA polymerase Rpb1 C−terminal repeat

Protein sequence:
MDLRFPFSPAEVAKVRVVQFGIVSPDEIRQMSVVHIEHGETTERGKPKPGGLSDPRLGTIDRKMKCETCMANMAECPGHFGHLELAKPMFHIGFMKPVLSILRCVCFNCSKILADEDDPKFKQAMRIRNPKNRLKKMLDACKNKTKCEGGDEIDVRGEEPEAPVKKSRGGCGAQQPKISIDGMKMVAEYKLQKKKSDDPEQMPEPVERKQQLSAERVLSILKRVTDEDCLLLGLKPEYARPDWMILQVLPIPPPPVRPSVMMDTSSRSEDDLTHQLAMIIRHNENLKRQERNGAPAHIISEFAQLLQFHIATYFDNDLPGQPRATQRSGRPIKSICSRLKSKEGRIRGNLMGKRVDFSARTVITPDPTINIDQLGVPWSIALNLTYPETVTPYNIERLKELVEYGPHPPPGKTGAKYIIRDDGQRLDLRYLKKSSDQHLELGYKVERHLNDGDFVLFNRQPSLHKMSIMGHRIKIMPYSTFRLNLSVTSPYNADFDGDEMNMHVPQSFETRAEVLELMMVPKCIVSPQANRPVMGIVQDTLLGCRKITKRDTFIEKDVFMNILMWWEDFDGKVPAPAILKPRPLWTGKQVFNLIIPKQINLLRYSAWHNDSEKGPITPGDTQVRIEKGELLTGTLCKKTLGTSTGSLIHVIWEEVGPDAARKFLGHTQWLVNYWLLQNAFSIGIGDTIADASTMEKINETISNAKSKVKELIKAAQEKQLEAEPGRTMMESFENRVNQVLNKARDDAGSSAEKSLSESNNLKAMVTAGSKGSFINISQMTACVGQQNVEGKRIPFGFIHRTLPHFTKDDYGPESRGFVENSYLRGLTPQEFFFHAMGGREGLIDTAVKTSETGYIQRRLVKAMEDIMVKYDGTVRNSLGDVIQFLYGEDGMDAVWIETQKLDSLKAKKSTFDDLYAYEIDDPNWNPSYMLPEAIEDLKTIREIRSVFDAEVQKLQADRKQLGTEIAVTGDNSWPLPVNIQRLVLNAQKTFKIDFRRRSDMHPMEIVEAVDKLQERLKVVPGDDYLSMEAQKNATLFFNILLRSALASKRVLKEYRLSREAFDWVIGEIESRFLQSLVAPGEMIGCVAAQSIGEPATQMTLNTFHYAGVSAKNVTLGVPRLREIINVAKKIKTPSLSVYLKPEVGKTKERAKTVQCALEYTTLRSVTQATEVWYDPDPMSTLIEEDVEFVKSYYEMPDEEIDPDKISPWLLRIELNREMMVDKKLSMADIAEKINLEFDDDLTCIFNDDNAEKLILRIRIMNDEAPKGELDESAEDDVFLKKIESNMLTEMALRGIPDINKVFIKNSKVQKFDDNEGFKAETEWMLDTEGVNLLAVMTHEDVDASRTTSNHLIEVIEVLGIEAVRRSLLDELRVVISFDGSYVNYRHLAILCDTMTYRGHLMAITRHGINRNDTGPMMRCSFEETVDILLDAAVYAESDYLRGVTENIMLGQLAPIGTGGCALYLNEEMLKQAIEIPLPSYMEGGLEFGMTPGRSPISGTPLYHDGMMSPNYLLSPNMRMSPITDAQFSPYVDKMAFSPTSSPGYSPSSPGYSPSSPGYSPTSPGYSPTSPGYSPTSPGYSPTSPTYSPSSPGYSPTSPAYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPAYSPTSPAYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPAYSPTSPGYSPTSPSYSPTSPSYSPTSPSYNPSARYSPSLAYSPTSPKLSPSSPYSPSSPSYSPTSPSYSPTSPSYSPSSPTYSPSSPYNSGTSLDYSPSSPQYSPSAGYSPSAPGYSPSSTSQYTPCTSDKDNKSVKDDKTGR*

NbL02g15860.1 DNA−directed_RNA_polymerase_II_subunit_1 [MW = 204.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALLVSHLGMVGHGTCSQGSWHDGRPGAVANRVALEACVKARNEGRDLAQEGNQIIREASKWSPELAAACEVWKEIAFNFAAVDVLDKSSILYRGRLESIPNQYSYPSNRREGGQKKVRIWQKHLLDRMGFCDKKCFSNGDSNPFPAPKMTGAKRSAEAVGCKNTSVGEHSALERSLRAR*

NbL02g15790.1 ribulose_bisphosphate_carboxylase_large_chain [MW = 19.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
MAKSSNFFLAPIIFSVILGLQLQSSDGFGTFGFDIHHRYSDPVKVVLDLHGLPEKGSVEYYSAWTQRDRFIKGRHLADTTNPTPLFFSGGNETFRVSSLGFLHYANVTVGTPGLSFLVALDTGSDLFWLPCDCSNCVRALETRSGRRINLNIYSPNTSSTGQIVPCNGTLCGQRRRCLSSQNACAYGVAYLSNNTSSSGVLVEDILHLETDNAQQKSVEAPIALGCGIRQTGAFLNGAAPNGLFGLGLESISVPSMLASKGLAANSFSMCFGPDGIGRIVFGDKGSPAQGETPLNLDQLHPTYNISLTGITVGNKITDVDFTAIFDSGTSFTYLNDPAYKVITENFDSQAKQPRIQPDGEIPFEYCYGLSANQTTYEVPDVNLTMKGGNQFFLFDPIILLSLQDGSGAYCLAVVKSGDVNIIGQNFMTGYRVVFDREKMVLGWKPSDCYDSRESNDKSTTLPVNKRNSTEAPSPTSVVPEATKGNGNGNEPATSFPSAPSTRPAANHAPAHFNSDICQLLMALFTLFSYYLIIVS*

NbL02g15770.1 aspartyl_protease_family_protein_1−like [MW − SP = 54.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAFAHYLLTVPADISNPHSATSIITRPFSPSYNSLSSLSFSSSSPKLNTRRVSNLPKNLRFRHKASVKAEASEASSAADAFTNFKHVLLPITDRNPYLSEGSRQAAATATALAKKYGADITVVVIDEKEKEAVPEHETQLASIRWHLSEGGYQEFKLLERLGEGSKPTAIIGEIADEMNLDVVIMSMEAIHSKHVDANLLAEFIPCPVLLLPL*

NbL02g15750.1 uncharacterized_LOC109237051 [MW = 23.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00551 Formyl transferase PF02911 Formyl transferase, C−terminal domain

Protein sequence:
MLSSSVMIRRFCSFTVTASSSSAPSTITSNSKKKRLVFLGSPQVSASVLDALFNASAAQDSLFEVTAIVTQPPTRRDRGRKVMPSPVAQHALDRGFPSDLIFTPVKAGEEAFLSNLKALEPELCVTAAYGNILPTKFLNIPSKGTVNIHPSLLPLYRGAAPVQRALQDGVKETGVSLAYTVRKLDAGPVIALERIKVDDQIKAPDLLDLLFALGSKLLIRELPSIFDGSASGRAEDQDDSKATLAPKITPEESWLSFDEDAQVLHNKVRAFAGWPGTRARLIVIDPSSGESSSIELKIITTRIYTGIRSQDIEANDVLFTKGSLVIPCGGDTALEVLEVQLPGKRAVNAASFWNGLRGQILKK*

NbL02g15660.1 methionyl−tRNA_formyltransferase−like [MW = 39.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MEGGCLTFTTAPTRPSTLFNYNPTITKQFYSNSLPNTITNDKRRRGLSIKASTHNFSTAKPTLSRNWDVSSYSKAPAWLPRFEELDTTNMLLRQRIIFLGSQVDDMTADFVISQLLFLDAEDQKKDIRLIINSPGGSVTAGMGIYDAMKMCKADVSTICMGLAASMGAFLLASGSKGKRYCMPNARVMIHQPLGTSGGKATEMSIRIREMAYHKIKLNKILSRITGKPEEKIEEDTDRDNFMNAWEAKEYGLVDAVIDDGKPGLVAPTADATAPPKTRVWDMWKIEGSKKAKKNLPSEERMLQTGYVSRQDDEQKSNEQKDEAPSPL*

NbL02g15650.1 ATP−dependent_Clp_protease_proteolytic_subunit_3_chloroplastic−like [MW = 36.41 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00205 Thiamine pyrophosphate enzyme, central domain

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

Protein sequence:
MSNSDHQNPSAIDGNTFVAMCLARAGVDRMFGVVGIPVTSLANRAVALGTRFIAFHNEQSAGYAASAYGYLTGKPGILLTVSGPGCVHGLAGLSNATVNTWPMVLISGSCDQKDLGRGDFQELDQIEAVKPFSKCSAKATDISKIPSCVFSVLDWAVSGRPGGCYLDLPTDVLHQTISESEAQKLINDAENCRIKEFNLKPIVKHSEIGKAADLLRKAERPLIVFGKGAAISRAENALKRLVESTGIPFLPTPMGKGLLPDNHELAATAARSLAIGKCDVALIVGARLNWLLHFGEPPKWSKDVKFILVDVAEEEIELRKPCLGLVGDATKVVEMLHKEIKDNPFCLGKSHPWVEALAKKSKENVSKMEVQLAKDVVPFNFMTPMRIIRDAILQVGSPAPVVVSEGANTMDVGRSVLVQTEPRTRLDAGTWGTMGVGLGYCIAAAVACPERLVVAVEGDSGFGFSAMEVETLVRYQLPVVVIVFNNGGVYGGDRRNPEEITGPYKEDPAPTSFVPGASYHLLIEAFGGKGYLVGTPEELRSALSESFSARKPAVINVTIDPYAGSESGRLQHKN*

NbL02g15540.1 2−hydroxyacyl−CoA_lyase [MW = 61.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00101 Ribulose bisphosphate carboxylase, small chain PF12338 Ribulose−1,5−bisphosphate carboxylase small subunit

Protein sequence:
MASSVISSAAAVATGANAAQASMVAPFTGLKSASSFPVTRKQNLDITSIASNGGRVQCMQVWPPINMKKYETLSYLPDLSQEQLLSEVEYLLKNGWVPCLEFETERGFVYREHHSSPGYYDGRYWTMWKLPMFGCTDATQVLAEVEEAKKAYPQAWVRIIGFDNVRQVQCISFIASKPEGY*

NbL02g15180.1 ribulose_bisphosphate_carboxylase_small_chain_S41_chloroplastic−like [MW = 20.18 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 78 155 232 309 387

Protein length

Gel Slice

3.8 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 78 155 232 309 387

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF00627 UBA/TS−N domain
PF09280 XPC−binding domain

Protein sequence:
MKIFVKTLKGTHFEIEVKPEDTVVDVKRNIESVQGQDVYPAAQQMLIHQGKVLKDTTTLEENKVAENSFVVIMVSKNKAASTGTSSSPAAPSDTVQPASSTGQAPARQTITAPQAPVASAVPPQSASESAPVPGDASTVTDVYDQAASNLVGGSKLEATVQHILDMGGGCWDRETVVRALRAAYNNPERAVDYLYSGIPEQAEIPPFAPTAAATASGQAVNPSAQEASQPAVPSSGPNANPLDLFPQVGLPNVGSNAGSGNLDFLRNSPQFQALRTMVQANPQILQPMLQELGKQNPHLMRLIQEHQPDFLRLINEPVEGEGSALGQMAGAIPQAVTVTPEEREAIERLEAMGFDRALVLEVYFACNKNEELAANYLLDHMHEFDE*

NbL02g15130.1 ubiquitin_receptor_RAD23d−like [MW = 41.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAKKFVRDDVPLSRFGVLVAQLESIVASAAHKSPDPLLCFDLLSDLISAIDEESKECILLWQRKCEDALYSLLVLGARKPVRHLASVAMARIIQKGDSISIYSRASCLQGFLSDGKKSEPQRIAGAAECLGELYRYFGRRITSGLLETTTIVTKLLKVNEDFVREEALQMLQNALEGCGGAAAASAYTDAFRIIMRIGIVDKSSIVRVAAARCLKAFANIGGPGLGVGELDNASSSCVKALEDPILSVRDAFAEALGALLGLGMNPDAQVQPRGKSHFTPKKLDGGLERHLILPFVKASGPRVKVLRVGLTLSWVSFLQAIRLKYLQPDTELEKYIFQVLDMLRADSLFDAQALACILYILRVGITDQMSEPTQRGLLVLLGKQLQSPDASPSMRVAALRTMSYALKTLGEVPAEFKEVLDNTVVAAVSHHAPLVRIEAALALRALAEVDPTCIGGLISFAITMLGAVRENISFEKGTNLKYELECLDGQAAVLAALVSISPSLPLGYPSRLPRSVVELSKKMIIESSRNPMAAAVEKEAGWMLLSSLLACMPKEELEDQVFDILSLWASAFHGNPERHISETEDLQSNISVWCAAVGALTAFIKSFISSGAVNKGILLEPVLLYLSRALSYVLLLAAKDQVSVKQAAEIFIIKTLIAYQSISDPTAYRRDHARLIQICATPYREASKCEESSCLRMLLDKRDAWLGPWNPGRDLFEDELRSFQGGKDGLVPSVWDNTLPSFPQPETISKMLVNQKLLCFGNIFASEDIGGMLSLLEMVEQCLRAGKKQAWHATSVTNICVGLLSGLKALLALRPEPLPLEVLSLAQSIFQSILAEGDICASQRRASSEGLGLLARLGNDVFTARLTRVLLGDINSAVDSNYAGSVAISLGCIHRCAGGIALSSLVPATVNSLSSLARSSNAALQIWSLHGLLLTVEAAGLSYVSHVQATLSLAMDILLSDEIGSTNLQQAVGRLINAIVAVLGPELSPGSIFFSRCKSVIAEVSSRQETATLYENVRFTQQLVLFAPQAVTVHYNVQTLLPTLSARQPTLRRLALSTLRHLIEKDPGSIMNENIEDTLFHMLDEETDAEIGSLARTTVMRLLYASCPSQPSRWLSICRNMILSSSSRVISRSDSSQNDSSSGLDGEAGLNYGDDDEDMVSSSQNPTFQGYRSSHPIAYLPRNKHLRYRTRVFAAECLSHLPAAVGKNPAHFDVALARKQPGSGPSSGDWLVLQLQELVSLAYQISTIQFENMRPVGVNLLSTIIDKFGTLDPEFPGHLLLEQYQAQLVSAVRTALDSSSGPALLEAGLQLATKILTCKIVSRDQLAVKRIFSLISRPLNEFNDLYYPSFAEWVSCKIKVRLLTAHASLKCYTFAFLKNQQKEVSDEYLALLPLFSVSSKILGIYWLCLLKDYSYIRTQSFPKENWKPFLDGIQSTLVSTKLLACLEEAWPLILQAVALDAVPLNTYIEQSSETENQSITDLISGYSMVELGSEEFRFLWGFALLLLFQGQDSVLCQSRLPIGSVNAILCGGGVGEEVKSTSLKLCEVVLPVFQVLSAERFFSVGFLTMVSCQELLQVCFFSIFVEDTWDSLAISILSQIVQNCPTDFLKTESFVYLVSEFYLALLFKSFTSATSQYHSSQDNIVSVLLTTAPTLLKRCEPKMGLKSILAFLLVGYKCIQRASTEFSLSRIHDFVQCLNSLMKSYVTDISELGNDSIGHLATIARTCLTASVIFAENCTKGIHQLEKNKSSNLHKLLLLKLALSLEQTTSFTKLAFDIQLLEENEGCKQILHAMICHATRCFRSALTDSDIQVQAIGLQILKGMVTRKTNSELNSFLVFFVGELVEDLGSVIQKLLKTPMNREVVAIAGECVKILMLLQTLSRTNECQKCLMNLLLEAVLLFTTSENSSQEARDLKITALKLVAQLAQLPGSSAYIKEVLLTMPMTRRQQLQDVIRASVMQDQNQIQVNSTGPSLSIKLPAKIEESREEENTVSAACREEVEDKSEEEEDDDWDTFQSFPSTKEDSPTKTDFQDSHSIESTNSDGGLRGDSISVPQNEVEETTVTISDGGLKGISVSIPQNEIEEMTAEEQIASVNNIQSVDAGSNNQTQELTGSEDGFHDGVLSDTHHMEKDITALSHDDVLLPERQSEVGDCPEPCENLEGQKRTISNLSSELGEHAEVVKAHDSSFEDHQRTTAESSETNEGALPDLHPAEMEKECTMPLDDCHEEDIKEQTTRDDHHEEVKDITTVKDHHEETKAENKDQPCNIDLSEQSPKNVVGKTQVSLDEK*

NbL02g15100.1 HEAT_repeat−containing_protein_5B [MW = 251.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00415 Regulator of chromosome condensation (RCC1) repeat

Protein sequence:
MASRTAVIAWGSGEDGQLGIGNNEEKEWVCSIKALKSSEKVSSIVAGSRNSLAICEDGKLFTWGWNQRGTLGHPPETKTENIPSQVKALSNVKIVQAAIGGWHCLAVDDQGRAYAWGGNEYGQCGEEPERKDDTGRPIKRDIIIPKRCASKLSVRQVAAGGTHSVVLTKEGQVWTWGQPWPPGDIKQISTPVRVQGLASVRLIAVGAFHNLALLDDGVLMAWGNNEYGQLGTGDTQPRSQPIAVQGLSGLTLVDIAAGGWHSAALTDEGEVYGWGRGEHGRLGFGDDKSSKMVPQKVQLLAGENIVQVSCGGTHSVALTHDGRMFSFGRGDHGRLGYGRKVTTGHPSEVPINIPPPSDVSSTQGERWCAKLVACGGRHTLAIVEWQEESE*

NbL02g15050.1 ultraviolet−B_receptor_UVR8−like [MW = 41.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06351 Allene oxide cyclase

Protein sequence:
MATAPSSACAALRTISSSAKLPTTAASQKIRSLKLPNSPISQSLKLSTSTNPTSFYCKSQSISTDSTTAKVQELNVYELNERDRGSPAYLRLSQKTVNSLGDLVPFSNKLYTGDLKKRIGITAGLCILIKHEEEKKGDRYEAIYSFYFGNYGHIAVQGSYLTYEDSYLAVTGGSGIFAGVSGQVKLQQIIFPFKLFYTFYLKGIPDLPSELLVTAVPPSPTVEPAPEAKACEAGATVKNFTN*

NbL02g15000.1 allene_oxide_cyclase_chloroplastic−like [MW = 26.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00348 Polyprenyl synthetase

Protein sequence:
MSLSTAITTWGNTYFALGNNGRSRFCSHGFLPTHLKIKFSTNNPSPLSVSALLTTKQQTDESKNKKKQAMEFNEYVLDKANSVNKALESSVLIKEPVKIHESMRYSLLAGGKRIRPMLCIASCELFGGDESIAMPAACAVEMIHTMSLIHDDLPCMDNDDLRRGKPTNHKIYGEDVAVLAGDALLALAFEHIATQTKGVPSHRIVRVVGELAKCIGAEGLVAGQVVDIISEGVSDVDLKHLEFIHLHKTAALLEGSVVLGAILGWADDEEVEKLRKFARCIGLLFQVVDDILDVTKSSQQLGKTAGKDLVADKVTYPKLIGIEKSREFAEELNKEAQAQLAGFDQGKAAPLIALANYIAYREN*

NbL02g14970.1 geranylgeranyl_pyrophosphate_synthase_chloroplastic−like [MW = 39.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDRGKRPGRSLAARNNQIYMDLKDIIREHALPFLPAKSLFRFTTVCRDWRLQISSPFFAHNQSLSCRSTSGLFLQTPGGSPSLLPIGANVCGVPDPFLRFLPEPVDIRSSSNGLLCCQGHGADKAYYICNPVTQQWKKLPKSNANHGSDPAVVLLFDPSLLNFAVEYKIICAFPSTDFDEATEFEIYSSKEGTWEIAGEICFGAWRVIPKSGVHVNGVVYWMTTGSILAFDLTKERSQLLQDYVARGILGVFSGKLCKANVSGNSIIIYVLTNAHSNTMQMGSNTRMWSEKQQIVLDSKIVGDVARDYSVLHVDGDIMVVHSRERMYSYDFKSRATKAMSNVSDIYNMRCLPYVNNLVSL*

NbL02g14740.1 F−box_protein_At5g49610−like [MW = 40.18 kDa]
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Peptide counts over 4 repeats

1 127 253 379 505 630

Pfam domains

Pfam Description
SP Sequon TM Domain PF00890 FAD binding domain PF02910 Fumarate reductase flavoprotein C−term

Protein sequence:
MWRCVSRGLRASSNRSISGGGHFRRLFSSQANVGGSSYTVVDHTYDAVVVGAGGAGLRAAIGLSEHGFNTACITKLFPTRSHTVAAQGGINAALGNMTEDDWRWHMYDTVKGSDWLGDQDAIQYMCREAPKAVIELENYGLPFSRTEDGKIYQRAFGGQSLDFGKGGQAYRCACAADRTGHALLHTLYGQAMKHNTQFFVEYFALDLLMNSDGSCQGVIALNMEDGTLHRFRAASTILATGGYGRAYFSATSAHTCTGDGNAMVARAGLPLEDLEFVQFHPTGIYGAGCLITEGSRGEGGILRNSEGERFMERYAPTAKDLASRDVVSRSMTMEIREGRGVGPLKDHIYLHLNHLPPEVLKERLPGISETAAIFAGVDVTKEPIPVLPTVHYNMGGIPTNYHGEVVTIKGDNPDAVVPGLMAAGEAACASVHGANRLGANSLLDIVVFGRACANRVAEIQRPGENQKPLEKDAGERTIAWLDKIRNSNGSLPTSKIRLNMQRVMQNNAAVFRTQETLEEGCQLIDKTWESFHDVQLKDRSLIWNSDLIETIELENLLINACITMHSAEARKESRGAHAREDFTKRDDEKWMKHTLGYWENEKVRLEYRPVHMNTLDDEVETFPPKARVY*

NbL02g14680.1 succinate_dehydrogenase_[ubiquinone]_flavoprotein_subunit_1_mitochondrial [MW = 69.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MWRQLRKFSSSSSAKEKKWDALIIGGGHNGLTSAAYLARSGLSVAVLERRHIIGGAAVTEELIPGFKFSRCSYLQSLLRPCVIKELELKRHGLKLLKRNPSSFTPCRDGRYLLLGPDKELNYSEISKFSKSDADAYSRYESQLDKFCEFLDPLLDSSTPETLQGSSHLNTRMKHKLQNSAFWANCLRRALHLGQKDLVDLMDLLLAPASKVLNNWFETDVLKATLATDAVIGTMASVHTPGSGYVLLHHVMGESDGDRGIWSYVEGGMGSVSMAIAAAAKEAGATILTNAEVSKLMIEDTGRVHGVMLADGTILHSSVVLSNATPFKTFMDLVPDDVLPHDFHNAIKSSDYRSATTKINLAVDGLPQFQCCNISHPDAGPQHSGTIHIGPESMEEMHLAAQDAENGLPSRRPIIEMTIPTVFDKTISPSGKHVIGLFIQYTPYKPSDGSWENPAYRESFAQRCFSMIDEYAPGFSSSVIGYDMLTPPDLEREIGLTGGNIFHGSMGLDSLFLMRPVKGWSNYRTPVEGLYLCGSGAHPGGGVMGAPGRNAAHVVIEDLKKS*

NbL02g14600.1 pyridine_nucleotide−disulfide_oxidoreductase_domain−containing_protein_2 [MW = 61.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRQRRSGYEPSDTETDWTLDSPHLEANANNEKEIHLEEPESEEPNVALQKAKDNNFLNVSRRTNVPSPARRRTTKSPYKPRRDTDDDDDDVASPAKALPRSVSIFARRPDLYSRKNVSSFQKSEYHRNTSPYKYEDEFADSNRKQNNVHTRLGEKPNYNRRYASAPRPDRQHRFDASKERMKADKTPSQLPNRSLSRKERETLNKHGPTGGELNEMIGKAKISGSGTGANHIFESTETIAPGDIFFSQDYAALTMQQITENKSNKKTQVQTDRNAVLSAKTPANFNNQSSRRNLSSNNMTRPTMRASSSVSRQSSNLSEVSGRTTASMKRFTANRQKKQSEAWFSCLNKGSCRTSRRESPERGRPIDEALVIAKASIVESLRPFWADSYQPASLEEFTCHKKEALLLKDLVSSNETFPQVLFMGPSGSGKRTLAIALLREIYGDAICNISHDLKYFQIKETRPMQVVVPVSSSPHHIELNVQLEPNARYAIMAFVKQISSEYALTPEISRVNMKADYKVIVLYNVDKAAENIQHLIKWIMDCYSDACKLILCCEDDVSTLDSVKSRTKVVELAAPVTHEIMKVLIEIARKEDFELPMEFAAKIAAKSKQNLRRAIMALEACKAHNYPFAEDQPISIGWEDIVIELAAEILADPTTTRLFSARGKFQKLLVEFVHPKFILLDDLQEKRLPLGTTALLKLEGKIWATVSSFNKIRDYMAASLIEGRLEFLVQQPTSLPLLSNTLPP*

NbL02g14440.1 uncharacterized_LOC109242336 [MW = 84.18 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01301 Glycosyl hydrolases family 35

PF02140 Galactose binding lectin domain
PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MEVNTVKKWVMLWCIVLFISCELIQCDVTYDRKAIVINGQRRLLFSGSIHYPRSTPEMWEDLINKAKEGGLDVVETYVFWNVHEPSPGNYNFEGRYDLVRFIKTIQKAGLYAHLRIGPYVCAEWNFGGFPVWLKYVPGISFRADNEPFKNAMKGYAEKIVNLMKSHNLFESQGGPIILSQIENEYGPQAKALGATGHQYSTWAANMAVGLDTGVPWLMCKEEDAPDPVINTCNGFYCDNFFPNKPYKPTIWTEAWSGWFSEFGGTLHQRPVQDLAFAVAQFLQRGGSFVNYYMYHGGTNFGRSAGGPFITTSYDYDAPIDEYGLIRQPKYGHLKELHKAVKMCEKALVSADPAITSLGNLQQAYVYSSETGDCAAFLSNNDWKSAARVMFNNMHYNLPPWSISILPDCRNVVFNTAKVGVQTSKMEMLPTNSEMLSWESYNEDVSALDDSSLIRSFGLLEQINVTRDTSDYLWYITSVDIGSTESFLHGGELPTLIVESTGHALHVFINGQLSGSAFGTKKNRRFVFKGKVNLRAGTNRISLLSVAVGLPNMGGHFETWSTGVLGPVAIHGLDQGKWDLSWAKWTYQVGLKGEAMNLVSPNGISAVDWMQGSLIAQRQQPLTWHKAYFNTPDGDEPLALDMSSMGKGQVWINGQSIGRYWTAYATGDCNGCHYSGNFRPPKCQLGCGQPTQKWYHVPRSWLKPTQNLLVLFEELGGDPTRISLVKRTVSSVCAVVAEYHPNIKNWQIENYGRTEEFHLPKVHIHCAPGQSISSIKFASFGTPLGTCGSFQQGPCHAPTSYAVVEKKCLGRQRCAVTIANSNFGDPCPNVLKRLSVEAHCTPTQN*

NbL02g14360.1 beta−galactosidase_3 [MW − SP = 91.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
GREYIELSMKPIPILLCVVCFIDIVVDPKLLQAMTSSSASSRKTLSKIACNRLQKELVEWQVNPPSGFKHKVTDNLQRWIIEVNGAPGTLYANETYQLQVDFPEHYPMEAPQVIFVPPAPLHPHIYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSTVKQRPEDNDRYVKNCRNGRSPKETRWWFHDDKV*

NbL02g14320.1 probable_ubiquitin−conjugating_enzyme_E2_18 [MW = 22.16 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00257 Dehydrin

Protein sequence:
MVGLFCSMKEDYGQEMAQYNEGYGSQGQMRQTDEYGNRVQESGGMGTGAYGTQQGMGGMGAGEYGTQGQGTGMGMGGMGAGEYGSQGQGTGMGMGMGGEAYGTQGGTGMGAMGGEYATQGTGMGMGTGGMHTQHHEGQQQLRRSDSSSSSEDDGEGGRRKKGIKEKIMEKMPGGHAQQEGDQYNEQAQTTYSTEGGEKKGMMDKIKDKIPGMH*

NbL02g14240.1 abscisic_acid_and_environmental_stress−inducible_protein_TAS14−like [MW = 22.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKTSPVLDKTEFVKGQSLRQPSISVVRCQPPAPSALTVRASSYADELVKTAKTIASPGRGILAMDESNATCGKRLASIGLENTEANRQGYRTLLVSVPGLGDYISGAILFEETLYQSTVEGKKIVDVLVEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRSAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAISQDNGLVPIVEPEILLDGEHNIDRTFEVAKKVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKERATPQQVADYTLNLLRQRIPPAVPGIMFLSGGQSEVEATLNLNAMNQGPNPWHVSFSYARALQNTCLKTWGGRPENVQAAQEALLVRAKANSLAQLGKYTGEGESEEAKKGMFVKGYVY*

NbL02g13980.1 fructose−bisphosphate_aldolase_1_chloroplastic−like [MW = 42.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MQLPLISLTPHYLPISLIYILRLHNKSASFLLPIRLYISFSNQQKMAPSTLTALAEEKTLQTSFIRDEDERPKVAYNKFSNEIPIISLKGIDDESGINNGRRGEICEKIVKACEDWGIFQVVDHGVDAQLISQMTTLAKQFFSLPPEEKLRFDMSGGKKGGFIVSSHLQGEVVQDWREIVTYFSYPIRARDYSRWPDKPEGWIAVTQKYSEKLMELACKLLEVLSEAMGLEKEALTKACVDMDQKVVINFYPKCPQPDLTLGLKRHTDPGTITLLLQDQVGGLQATKDNGKTWITVQPVEGAFVVNLGDHGHFLSNGRFKNADHQAVVNSNSSRLSIATFQNPAPEAIVYPLKIREGEKAVMDEPITFAEMYRRKMSKDLELARLKKIAKEQQIQAEEAAEKAKLETKPIEEILA*

NbL02g13710.1 naringenin2−oxoglutarate_3−dioxygenase [MW = 46.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain PF00970 Oxidoreductase FAD−binding domain

Protein sequence:
MAAAVSAAVSLPSSKSTSFPTRTSIISPEKISFNKVHLHYRNVSAGSRVVSIRAQVTTEAPAKVEKISKKQDEGVVVNKFRPKEPYIGRCLLNTKITGDDAPGETWHMVFSTEGEVPYREGQSIGVIADGVDANEKPHKLRLYSIASSALGDFGDSKTVSLCVKRLIYTNDKGEEVKGVCSNFLCDLKPGAEVKITGPVGKEMLMPKDPNATIVMLATGTGIAPFRSFLWKMFFEKHEDYKFNGLAWLFLGVPTSSSLLYKEVALL*

NbL02g13640.1 ferredoxin−−NADP_reductase_leaf−type_isozyme_chloroplastic [MW = 29.03 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02809 Ubiquitin interaction motif PF13519 von Willebrand factor type A domain

Protein sequence:
MVLEATMICIDNSEWMRNGDYSPNRFQALADAVNLICGAKTQSNPENTVGILTMAGKGVRVLVTPTSDLGKILACMHGLEIGGDMNLAAGIQVAQLALKHRQNKKQQQRIIVFAGSPVKYDKKVLEMIGRKLKKNSVALDVVNFGEDDDGKAEKLEALVAAVNNNESSHIIHVPAGPNALSDVLISTPIFTGDGEGGSGFAAAAAAAAAGGVSGFDFGVDPNLDPELALALRVSMEEERARQEAAAKKAAEETATQEKGETSQDVTMAENVNAGTPEPENKATDLMEDENALLQQALAMSMDDASSNVATRDTDMSEAASEDQDLALALQLSVQDSTNDQSSQTDMSKLLADQSFVSSILASLPGVDPNDPSVKDLLASMQGQSEKKDEDTDKEQKEEKK*

NbL02g13580.1 26S_proteasome_non−ATPase_regulatory_subunit_4_homolog [MW = 42.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01074 Glycosyl hydrolases family 38 N−terminal domain

Protein sequence:
MGTFVAPTSLLLFIFYVVCAFGSICVNGYVKYNTGGEIVEGKLNVHLVPHSHDDVGWLKTIDQYYVGSNNTIQGACVENVLDSVVMSLRRDPNRKLSLLKWHFSIVVDTAKPRNSRRSEKPCSFWSAGIHKWWLVYAR*

NbL02g13570.1 alpha−mannosidase [MW − SP = 13.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01761 3−dehydroquinate synthase

Protein sequence:
KNLYQKKHFPNFYLPRPPSLFPPKQQSSNLIHYEIESPLTTKPSTNRRRHNFSAFPPPHQTSMASSFCPKQALSFSSSAHQLHQSRAIPRDIHVRFPSSGSLPFSSRCGVKSRAARFKVLATSATKVMDQSPSKASSEAPTVVEVDLGNRSYPIYIGSGLLDQSGLLQRHIHGKRVLVVTNTTVAPLYLDKTVSALTDGNPNVTVESVILPDGEQFKNMDTLMKVFDKAIESRLDRRCTFVALGGGVIGDMCGYAAASYLRGVNFIQIPTTVMAQVDSSVGGKTGINHPLGKNMIGAFYQPQCVLVDTDTLDTLPDRELASGLAEVIKYGLVRDAEFFEWQEQNMPLLLARDPTAFTYAIKRSCENKAEVVSLDEKESGLRATLNLGHTFGHAVETGFGYGQWLHGEAVAAGTVMAVDMSHRLGWIDDSLVQRVHNILQQAKLPTAPPETMTVEMFKSIMAVDKKVADGKLRLILLKGPLGNCVFTGDYDQKALDETLRAFSIS*

NbL02g13470.1 3−dehydroquinate_synthase_chloroplastic [MW = 55.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MAMAIALRRLSSTVDKPIKRLYNGGALYYMSSLPNEAVYDKEKSGVTWPKQLNAPLEVIDPEIADIIELEKARQWKGLELIPSENFTSLSVMQAVGSVMTNKYSEGYPGARYYGGNEYIDMAETLCQKRALEAFRLDPAKWGVNVQPLSGSPANFHVYTALLKPHERIMALDLPHGGHLSHGYQTDTKKISAVSIFFETMPYRLNESTGYIDYDQLEKSATLFRPKLIVAGASAYARLYDYERIRKVCDKQKAILLADMAHISGLVAAGVIPSPFDYADVVTTTTHKSLRGPRGAMIFFRKGVKEVNKQGKEVLYDYEDKINQAVFPGLQGGPHNHTITGLAVALKQAITPEYKAYQEQVLNNCSKFAQALMENGYELVSGGTENHLVLVNLKNKGIDGSRVEKILEAVHIAANKNTVPGDVSAMVPGGIRMGTPALTSRGFVEEDFVKVAEFFDAAVKLAVKVKAETQGTKLKDFVATLQSSAPIKSEIAKLRHDVEEYAKQFPTIGFEKEKMKYKN*

NbL02g13210.1 serine_hydroxymethyltransferase_mitochondrial−like [MW = 57.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01432 Peptidase family M3

Protein sequence:
IYLDKYVLLLTLFKLGPKNKEMKYSRIGSARNRAQYGFTPAPSLIITLFMLMATRFSLSRSARFCLKTPTFFSRPTTKNLLQCRSCPLWSSSFALCLHTLPKSSLPSPHHRRKTIAVRSFCPAPGSISDHPTKMMTNNSDDNPLLKDFYFPPFDSIEAKHVRPGIRALLKQVDEDLEALEKTVEPTWTKLVEPLEKIVDRLTVVWGAVNHLKSVKDNPDLRAAIEEVQPEKVAFSLKLGQSKPIYNAFKAIRESPDWESLSDARKRIVDSQIKEAVLSGIALEDDKREQFNKIEQELAKLSQKFEENVLDATKKFEKLITDKKDIEGLPATSLGLAAQTAVSKGHEKATAEDGPWVITLDAPSYLAVMQHAKNRTLREEVYRAYINRASDGDLDNTGIIDQILKLRLEKAKLLGYNNYAEVSMAMKMATVDKAEELLEKLRRSSWDPAVKDLEDLKEFCKSQGAPEADDLNHWDITFWSERLRESKYELNEEELRPYFSLPRVMDGLFSLVNLLFGINVEPADGLAPVWNNDVRFYRVNDSSGSPIAYFYFDPYSRPSEKRGGAWMDEVVSRSRVLSLDGASARLPVAHMVCNQMPPVGEKPSLMTFREVETVFHEFGHALQHMLTKQDEGLVAGIRGVEWDAVELPSQFMENWCYHRDTLMGIAKHHETGESLPEDIYKKLLTARTFRAGTLSLRQLRFATVDLELHAKYIPGGSESIYCVDRRVSKRTQVLPPLPEDKFLCSFSHIFAGGYAAGYYSYKWAEVLSADAFSAFEDAGLENEKAVKETGHRFRETVLALGGGKAPLEVFVQFRGREPSPEPLLRHNGLLSATASA*

NbL02g13200.1 probable_cytosolic_oligopeptidase_A [MW = 94.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAIKVHGPVMSPAVMRVVATLKEKELDFELLPVNMQTGDHKKEPFISLNPFGQVPAFEDGDLKLFESRAITQYIAHTYADKGNQLLANEPQKMAIMSVWMEVESTKFDPIGSKLCFELAVKPMLGMVTDDAAVAENEEKLGKILDVYESRLKDSKYLGGESFTLADLHHAPVVHYLMGTKVKSLFDARPHVKAWCADIVGRPAWSKALELHKQ*

NbL02g13020.1 glutathione_S−transferase [MW = 23.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
MSRHPQVKWAQRLDVVYLTVQLPDAKSPKVNLDPEGIFTFSATAGPESHAYELKLELFDKVNVEESKINIGVRNIFCVLEKLEKKWWNKLLHGDEKAPHYVKVDWDKWVDEDDDNDTAAPGDFDMNSMDFSKFGDMGGMGLGDDAMGDDLDDSDDEEEEVTKPSETVEGEPKEQNNSKVGGEAAEGKAEAAPSS*

NbL02g13010.1 uncharacterized_protein_OsI_027940 [MW = 21.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01716 Manganese−stabilising protein / photosystem II polypeptide

Protein sequence:
MAASLQAAATLMQPTKVGVVSARNNLQLRLSQSVSKAFGVEPAAARLTCSLQSDLKDLAQKCTDAAKIAGFALATSALVVSGANAEGVPKRLTYDEIQSKTYMEVKGTGTANQCPTIDGGVESFAFKPGKYNAKKFCLEPTSFTVKAESVSKNAPPEFQKTKLMTRLTYTLDEIEGPFEVSPDGTVKFEEKDGIDYAAVTVQLPGGERVPFLFTIKQLVASGKPDSFSGEFLVPSYRGSSFLDPKGRGGSTGYDNAVALPAGGRGDEEELEKENVKNTASSTGKITLSVTQSKPETGEVIGVFESIQPSDTDLGAKVPKDVKIQGIWYAQLDS*

NbL02g12890.1 oxygen−evolving_enhancer_protein_1_chloroplastic−like [MW = 35.34 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01968 Hydantoinase/oxoprolinase

PF02538 Hydantoinase B/oxoprolinase
PF05378 Hydantoinase/oxoprolinase N−terminal region

Protein sequence:
MGSQSEGKLKFCIDRGGTFTDVYAEIPGKSEGRVMKLLSVDPSNYDDAPVEGIRRILEEFTGKKIPRSSKIPTDKIEWVRMGTTVATNALLERKGERIALCVTRGFRDLLQIGNQARPHIFDLTVSKPSNLYEEVVEVDERVELVLEKEGGVDLDSSASLVQGISGEFVKVVKPLDEEALKPLLNALLQRGISCLAVVLLHSYTYPQHEILLEKLALSLGFRHVSISSALTPMVRAVPRGFTASVDAYLTPVIKEYLSGFMSKFDEGLGKLNVLFMQSDGGLAPEHRFSGHKAILSGPAGGVVGYSQTLFGIETDKALIGFDMGGTSTDVSRYAGTYEQVIETQVAGAIIQAPQLDVNTVAAGGGSKLKFQFGSFRVGPDSVGAHPGPVCYRKGGQLAVTDANLILGYVIPDFFPSIFGPNEDQPLDIDATREEFEKLARQINSYRKSQDSSARDMTVEEIAQGFVNVANETMCRPIRQLTEMKGHETSHHALACFGGAGPQHACAIARSLGMKEVLIHRLCGILSAYGMGLADVVEDAQEPYSAVYGPDSVIEASRRETILLKQVKDKLQEQGFREESITSETYLNLRYEGTDTAIMVKRPTNDDGSPPDYAAEFVKLFQREYGFKLQNRNIVICDVRVRGVGVTNILKPRALDSSPGAPKIESHYKVYFGNGWNDTPLFKLENLAYGNVVPGPAIIMNGNSTVIVEPNCKAIITKYGNIKIEIDSASNTAKVDEKVADVVQLSIFNNRFMGIAEQMGRTLQRTSISTNIKERLDFSCALFGPDGGLVANAPHVPVHLGAMSSTVRWQLKHWGDNLNEGDVLVANHPSAGGSHLPDITVITPVFNKGRLIFFVASRGHHAEIGGITPGSMPPFSKFIWEEGAAIKAFKLVEKGTFQEEGITKLLRYPCSEESTHNIPGTRRLQDNLSDLHAQVAANQRGITLINELIEQYGLETVQAYMNYVQANAEEAVREMLKSVAARVSSEAKMSRKGGVVTIEEEDYMDDGSTIHLKLTIDSQKGEAFFDFSGTSPEVYGNWNAPEAVTAAAVIYCVRCLVNVDIPLNQGCLAPVKIYIPPGSFLSPSDKAAVVGGNVLTSQRITDVVLTAFQACACSQGCMNNLTFGDDTFGYYETIGGGSGAGPTWDGTSAVQCHMTNTRMTDPEIFEQRYPVMLHKFGIRENSGGAGQHKGGDGIIREIEFRRPVIVSILSERRVHAPRGLMGGKDGARGANFLITKDKRKVYVGGKNTIEVQAGEILQILTPGGGGWGAK*

NbL02g12820.1 5−oxoprolinase−like [MW = 137.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00462 Glutaredoxin

Protein sequence:
MSLANPTLFRTSPSIRAESRTADVSLPLPNTPFARALRFSNIPTISIATGNRTRRLRSVRCLSALNPNLKDTLDKVVTSQKIVLFMKGTKDFPQCGFSNTVVQILKSLNAPFETINILENEALRQGLKEYSSWPTFPQLYIDGEFFGGCDITVEAYKSGELQELLERTLCS*

NbL02g12380.1 uncharacterized_monothiol_glutaredoxin_ycf64−like [MW = 19.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01165 Ribosomal protein S21

Protein sequence:
RSIILSKRKHWLSARTSFPISQMAVSSIANLFSFFTPSKPPPPKAAPLQFSLPSADSLSSSTPINKHKYPLSLSCSNSDVTAVVCPSLANANTLYFRSGYNVQVIVDDNEHEEKLVGRFRREVMRAGVIQECKRRRYFENKHDKLKRKSREAAKRNRKRRGPPRNFSDDKQEASKNKRDDEGEDNWELPDGGLPY*

NbL02g12270.1 uncharacterized_LOC109215327 [MW = 22.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09273 Rubisco LSMT substrate−binding

Protein sequence:
MDLAYSPMAKCISMPFQSFTHRPLALFSRVSISVRIKPKFANKTHNRWLNMCSASSSDTHTLVAGHKSVEVESNKEDEYGDLKSWMHENGLPPCKVVIKERPSHNAKHRPIHYVAASEDLQAGDIAFSVPDSLVVTLERVLGNESIAELLTTNKLSELACLALYLMYEKKQGKKSFWYPYIKELDRQRARGQLAVESPLLWSDAELDYLTGSPTKAEVLERAEGIKREYNELDTVWFMAGSLFQQYPYDIPTEAFPFEIFKQAFVAVQSCVVHLQKVSLARRFALVPLGPPLLSYCSNCRAMLATVDGAVQLVVDRSYSAGDPIVVWCGPQPNSKLLINYGFVDEENSYDRLMVEAALNTEDPQYQDKRLAAQRNGKLSVQAFQVCVGKEREAVLEMLPYLRLGYVSDPSEMQTVLSSQGPICPVSPCMERAVLGQLSDYFEARLASYPTTLSEDEALLADTDMDPKKRVATQLVRLEKKILNACLETTVNFINQLPDLSVSPCPAPFAPTLK*

NbL02g12220.1 actin−histidine_N−methyltransferase [MW = 57.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00484 Carbonic anhydrase

Protein sequence:
MAKGSYEKAIVSLQNLLSEKGELEPIVAERIDEITAELQTSGFQSVHPVDRIKTGFDYFKKEIYDKNPELIDELKKGQEPKFLVFACSDSRVSPSHVLNFQLGEAFMVRNIANMVPPYDKTKYSGVGAIIEYAVLFLKVENILVIGHSACGGIKALMDLPENGSESTDFIENWVKIGLPAKAKVLAEHGDKTYEEKLKYCEMEAVNVSLANLLTYPFVSDALVNKTLALKGGYYDFMEGKFELWGLNYGLSHPHYV*

NbL02g12080.1 carbonic_anhydrase_chloroplastic−like [MW = 28.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01263 Aldose 1−epimerase

Protein sequence:
MSSNIIHDADGSPSRIVLSEPTGSTAEVLFHGGQVVSWKNERREELLFRINKTLWKPPKAIRGGIPISFPQFGSFGSLERHGFARNRAWSLDDSPSPLPAANSQSTVDLILKSTEEDLKTWPHRFEVRLRVSLTAGKLTLIPRVRNIDNKPFSFTISLRNYLSVSDISEVRVEGLETLDYFDNLQQRERYTEQADAITFDSEIDRVYLSTPKKIAIIDHEKKRTYVIQKEGMLDAVVWNPWNKKAKSLPDLGDEDYKKMLCVDSAAVETPIVLKPSEEWKGRQELSTVSSSYCSGQLDPRKVLYGLA*

NbL02g12060.1 putative_glucose−6−phosphate_1−epimerase [MW = 34.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02622 Uncharacterized ACR, COG1678

Protein sequence:
MEACFVTSKPLSEKLFPLLGSRISYSTRRMLFVTSQFHQPKKVGTPLSLTCCQSSSSLPSSSPQDEERSFADSDWRSFRARLVAGEKALRSEEPSSVVNPDTVDDLPPPPAVTIGSKWAHTIHEPEKGCLLIATEKLDGVHIFERTVVLLLSMGPIGPTGVILNRPSLVSIKEMRSSVLGRVRDLCE*

NbL02g11580.1 uncharacterized_LOC104228188 [MW = 20.53 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00984 UDP−glucose/GDP−mannose dehydrogenase family, central domain

PF03720 UDP−glucose/GDP−mannose dehydrogenase family, UDP binding domain
PF03721 UDP−glucose/GDP−mannose dehydrogenase family, NAD binding domain

Protein sequence:
FLRELSASSLCYSQQLTGSFPSNLPPRKSNVKFQRFIEIYRLERRKMVKICCIGAGYVGGPTMAVIALKCPSIEVAVVDISVPRITAWNSDQLPIYEPGLEDVVKECRGRNLFFSTDVEKHVREADIVFVSVNTPTKTRGLGAGKAADLTYWESAARMIADVSKSDKIVVEKSTVPVKTAEAIEKILTHNSKGINFQILSNPEFLAEGTAIEDLFKPDRVLIGGRETPGGQKAIQALKDVYAQWVPEDRILTTNLWSAELSKLAANAFLAQRISSVNAMSALCEATGANVSQVAYAVGKDSRIGPKFLNASVGFGGSCFQKDILNLVYICECNGLPEVAEYWKQVIKINDYQKTRFVNRVVASMFNTVSGKKVAVLGFAFKKDTGDTRETPAIDVCKGLLGDKAKLSIYDPQVNEDQIQRDLSMNKFDWDHPLHLQPMSPTTVKQVSVVWDAYTATKDAHAVCILTEWDEFKTLDYQKIYDNMQKPAFIFDGRNIVDVEKLREIGFIVYSIGKPLDAWLKDMPAVA*

NbL02g11570.1 UDP−glucose_6−dehydrogenase_3 [MW = 58.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF02136 Nuclear transport factor 2 (NTF2) domain

Protein sequence:
MATQTAAPPSAQVVGNAFVEQYYQIQHHSPELVYRFYQDSSVLSRPDSNGTMTSVTTMKNINDMICSLDYKNYKAEIKTADAQESHKDGVIVLVTGCLTGKDNLRRKFTQTFFLAPQDKGYFVLNDVFRYVQENETDTVSEIINGTEDVPSEVLTPDPEPAQVVDPPNLDQAGSYAVEVENVEEKVHDTLEDGRQVGNEREIVVEAESRFNENQRDANMESENSVAQEDAPKKSYASIVSSQTKKGPTKIYVPTNTSRMAPAKAVKQPVAAVAQTPAPEASHPTVPNGTNVPETNDTEDEAEGHSIYVRNLPLDVTVAQLETEFKKFGPIKQGGVQVRSNRQQGFCFGFVEFEDVSSMHSAIQASPITIGGRQAVVEMKRTTTRVGSARGRFPPGRGGFRNDNFRGRGNFGGGRSYGRNEFGGRDFSGRGRGQGGRAGEGYQQVRGRGGRRGGPGQSSAPA*

NbL02g11490.1 ras_GTPase−activating_protein−binding_protein_2−like [MW = 50.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPIICLVIVTGSSYNLPMGSKGRGPPPNLQRPPPGPGLVHPDPYGPPLRHPDPYGPPIRNPPPGDFPPFDRLPHPEIMEQKIAGQHLEMQKLTTENQRFAATHGTLRRELAAAQHDLQMLHVQIEAVKSNREQETRGLKDKIARIEAELQAAEPIKTELPQAQGEARALFAARQELVAKVQLLTQDLQRAHTDVQLIPPLLTELETLKKEYQQCRSTYEYERKLYSDHLESLQVMEKNYMTMSREVEKLRAELNTSNSERRTGGPYGGATGYNENDAANNYAIGQNIYGDGYGIYQGRGPLPTATNVGGVAVVTSPRVGAQSVPPSNRPPYDSSNMPGYDAQRGMVPTGPGYDAQKGSALAAYEAQRGHGYDTMKGPGYDAQRAAGYETYGGPGYDGYGAPVYNAQRGSGYDVQRGGNYDPAKASNYDASNKGGVATQGQVAPMSNNPHGSSTPPGHAGPGYDAAAQGGNPARR*

NbL02g11370.1 protein_FLX−like_2 [MW = 51.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01716 Manganese−stabilising protein / photosystem II polypeptide

Protein sequence:
MATSLQAAATLMQPTKVGVAPARNNLQLRSAQSVSKAFGVEPAAARLTCSLQTELKDLAQKCTDAAKVAGFALATSALVVSGANAEGVPKRLTFDEIQSKTYMEVKGTGTANQCPTIEGGVASFAFKPGKYNANKFCLEPTSFTVKAESVNKNAPPDFQKTKLMTRLTYTLDEIEGPFEVSSDGTVKFEEKDGIDYAAVTVQLPGGERVPFLFTIKQLVASGKPESFSGEFLVPSYRGSSFLDPKGRGGSTGYDNAVALPAGGRGDEEELEKENVKNTASSTGKITLSVTQSKPQTGEVIGVFESIQPSDTDLGAKVPKDVKIQGIWYAQLE*

NbL02g11210.1 oxygen−evolving_enhancer_protein_1_chloroplastic [MW = 35.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01734 Patatin−like phospholipase

Protein sequence:
MVSAATKGKIVTVLSIDGGGIRGIIPGTLLAFLESKLQDIDGPNARIADYFDVVAGTSTGGLISTMLTAPDKDNRPLYAAKNITNFYMDHGPKIFPESSRSGFVKRITNLFGGPKYDGKYLTTLVKSILGDLTVKQTLTQTVIPAFDIKRLQPIVFTTSDAKAHVSRDALLSDICLSTSAAPTYFPPYYFETKDTQGKIRKFDLIDGGVAANNPTLVAISHISKEIILGKSQYEGMAPMDCKKMLVLSLGTGIGKEEKKYSAAVASSWGVLSWLYNNGASPLLDVFGDASADIVDIHLSTMFQSLQNEKNYLRIQIPLKLLIFHNSNLAIQNLSNNPRSRLGQRHRANVILFYIVAVKPLDPETLFFPSQVPKQLGNSCLIPYSHINDIQSPRRNWFTNFLPCNQSPLGYSSITCPQERPVYCFSYLQNLLWQYENLCPIGLNATDNSLNQLTPSCIRQHFGRPAIDFGSDMLNQWQAAVFQPSTQNFC*

NbL02g11120.1 patatin−like_protein_2 [MW = 54.01 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MGKLALLRLLCGILVLWSVSVVKAEDDYKYFTWTATYGMASPLGVSQQVILINGQFPGLRLDLVTNNNVILNLINKLDEPLLLTWNGIKQRKNSWQDGVLGTNCPILPNSNYTYKFQAKDQIGSYTYFPSTQLHRAVGGFGALNVYARSVIPVPYAKPAGDFSLLIGDWYKTSHKALQQILDSGKSLPFPDGLLINGQKQSTFDGDQGKTYMFRISNVGLKNTINFRIQGHQMKLVEVEGSHVVQNLYNSFDVHVGQSLSILVTLDQPPKDYYIVASTRFTTTVLTTTAVLHYTNSQTPVSGPLPAGPPDQFQWSLMQARTFRWNLTSNAARPNPQGSFHYGKITPSRTIVLANSAPLISGKQRYAVNSVSYVNPDTPLKLADHFNIPGVFSLNSIQTVPTAASPSLVTAVLPASLHEFLEIVFQNNEDTVQSWHLDGYDFWVIGFGSGTWTQDSRKEYNLVDALTRHTTQVYPKSWTAIYVSLDNQGMWNLRSAMWDRQYLGQQVYLRVYNPTASLANEYDIPTNALLCGKAVGRHP*

NbL02g11050.1 L−ascorbate_oxidase_homolog [MW − SP = 57.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MGVVEEAHNVKVVGSGEKTVVLGHGFGTDQSVWKHLIPYLVDDYRVVVYDNMGAGPTNPDYFDFERYASLEGYAYDLLAILEELQIDSCIYLGHSLSSMTGVIASIFRPDLFSKIILLSASPRFINTDDYYGGFEKEDIDQLSQAMESNYKSWIDGFAPLVIGGDMDSVAVQEFSRTLFNMRPDIALSVFRTIFTFDLRHFLSRVTVPCHIIQSSKDLAVPVAVSEYIHQNLGGKSIVEVISTEGHLPQLSAPEVTVPVLLRHISHDISSDTV*

NbL02g10900.1 probable_esterase_KAI2 [MW = 30.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MAVRPFHFFVSSRHHHNHRLLSPFPASSSLFPSLLRQFSSKTPSLSLTRHKHKSPSLLPPPSPSSSYLHRPSATLSETLAQKIGKSIRRPGAPSKARVYTDINVIRPKEYWDYESLTVQWGEQDDYEVVRKVGRGKYSEVFEGIHTANNDKCIIKILKPVKKKKIKREIKILQNLCGGPNIVKLLDIVRDQQSKTPSLIFEYVNNTDFKVLYPNLSDFDIRYYIYELLKALDYCHSQGIMHRDVKPHNVMIDHDQRKLRLIDWGLAEFYHPGKEYNVRVASRYFKGPELLVDLQDYDYSLDLWSLGCMFAGMIFRKEPFFYGHDNYDQLVKIAKILGTDELNSYLNKYRLELDPHLAALVGRHSRKPWSRFINSENQHLAGPEAVDFVDKLLRYDHQERPTAKEAMAHPYFYPIRNAESSRIRTH*

NbL02g10850.1 casein_kinase_II_subunit_alpha−2−like [MW = 49.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MQNGAETYRRIATISAHLNPSPSSHQLKMEGGVGLSQANCRAKGVSLGFKVAILGAAGGIGQPLAMLMKMNPLVSVLHLYDVANTPGVTADISHMDTGTVVRGFLGPQQLEDALTGMDLVIIPAGVPRKPGMTRDDLFNINAGIVRTLCEGIAKCCPKAIVNIISNPVNSTVPIAAEVFKKAGTFDPRRLLGVTMLDIVRASTFVAEVLGLDPREVDVPVVGGHAGVTILPLLSQVKPPCSFTPEETEYLTSRIQNGGTEVVEAKAGAGSATLSMAYAAVKFADACLHGLRGDAGIVECAFVSSQVTELPFFASKVRLGRNGVEEIYPLGPLNEYERSGLEKAKKELATSIQKGVNFVKK*

NbL02g10670.1 malate_dehydrogenase_glyoxysomal−like [MW = 37.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MAMATALRRLSSSGDKPIKRLYNGGSLYYMSSLPNEAVYEKEKNGVTWPKQLNAPLEEVDPEIADIIELEKARQWKGLELIPSENFTSVSVMQAVGSIMTNKYSEGYPGARYYGGNEYIDMAETLCQKRALEAFRLDPTKWGVNVQPLSGSPANFHVYTALLKPHERIMALDLPHGGHLSHGYQTDTKKISAVSIFFETMPYRLNESTGYIDYDQLEKSATLFRPKLIVAGASAYARLYDYARIRKVCDKQKAVMLADMAHISGLVAAGVIPSPFDYADVVTTTTHKSLRGPRGAMIFFRKGVKEVNKQGKEVMYDYEDKINQAVFPGLQGGPHNHTITGLAVALKQAMTPEYKAYQEQCLSNCSKFAQTLAGMGYELVSGGTENHLVLVNLKNKGIDGSRVEKVLEAVHIAANKNTVPGDVSAMVPGGIRMGTPALTSRGFIEEDFVKVAEFFDAAVKIAVKIKGEAQGTKLKDFVTTLQSSASIQSEIAKLRHGVEEYAKQFPTIGFEKETMKYKN*

NbL02g10610.1 serine_hydroxymethyltransferase_mitochondrial [MW = 57.17 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00240 Ubiquitin family

PF00627 UBA/TS−N domain
PF09280 XPC−binding domain

Protein sequence:
VKLSARDFLLSVDLTHLFFIAGSDRKLQTTVTEVEERVNERLNMKIFVKTLKGTHFEIEVKPEDTVADVKKNIETAQGQDVYPAAQQMLIHQGKVLKDTTTLEENKVAENSFVVIMLSKNKVSTSATSAAQPAPSNTAQPATSTGQPTQTVTAPQATAASLAPAQSAPTPAAAPVSSNPMTDVYGQAASNLVAGSTLEATVQQILDMGGGSWDRDTVIRALRAAFNNPERAIEYLYSGIPEQAEIPPAAPAPAPAPTSGQAVNPPVQASQPAVPSGGPNANPLDLFPQGLPNVGSNAGAGNLDFLSNSPQFQALRAMVQANPQILQPMLQELGKQNPQLMRLIQDHQADFLRLINEPVEGEGNVPGQPAGAIPQAVTVTPEEREAIERLEAMGFDRALVLQVFFACNKNEELAANYLLDHMHEFDE*

NbL02g10390.1 ubiquitin_receptor_RAD23d−like [MW = 45.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MSVKVLNPNAEVLNKSAALHMNINAAKGLMDVLKTNLGPKGTIKMLVGGAGDIKLTKDGNTLLKEMQIQNPTAIMIARTAVAQDDTSGDGTTSTVLFIGELMKQSERCINEGMHPRVLVDGFEIAKKATLQFLEKFKTPVVMGNEPDKEILKMVARTTLRTKLYEALADQLTDIVANAVLCIRKPEEAIDLFMVEIMHMRHKFDVDTRLVEGLVLDHGSRHPDMKRRAENCYIMTCNVSLEYEKSEVNAGFFYSNAEQREAMVAAERRSVDERVQKIIDLKNKVCAGNDNNFVIINQKGIDPPSLDILARAGIIALRRAKRRNMERLVLACGGEAVNSVDDLTPDCLGWAGLVYEHVLGEEKYTFVENVKNPHSCTILIKGPNDHTIAQIKDAVRDGLRAVKNTIEDEAVVLGAGTFEVAARQHLINEVKKTVKGRAQLGVEAFANALLVIPKTLAENSGLDTQDVILALTGEHDKGNVVGLNHHTGEPIAPQMEGIFDNYSVKRQIVNSGPVIASQLLLVDEVIRAGRNMRKPN*

NbL02g10380.1 T−complex_protein_1_subunit_zeta_1−like [MW = 58.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00244 14−3−3 protein

Protein sequence:
MTESSREENVYMAKLAEQAERYEEMIEFMEKVAKTGDVEELTVEERNLLSVAYKNVIGARRASWRIISSIEQKEESRGNEDHVKTIKEYRAKIEAELSKICDGILGLLESHLIPSASTAESKVFYLKMKGDYHRYLAEFKTGSERKEAAENTLLAYKSAQDIALTELAPTHPIRLGLALNFSVFYYEILNSPDRACNLAKQAFDEAISELDTLGEESYKDSTLIMQLLRDNLTLWTSDNAEDAGDDIKEAPKHESGEGQQ*

NbL02g10360.1 14−3−3_protein_4 [MW = 29.43 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 32 63 94 125 155

Protein length

Gel Slice

3.7 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 32 63 94 125 155

Pfam domains

Pfam Description
SP Sequon TM Domain PF01597 Glycine cleavage H−protein

Protein sequence:
MATKLWASRVASYLRVSTLHRAFATVVKDLKYADSHEWVKVDGSSATIGITDHAQDHLGDVVYVELPEVGASVTQSGSFGAVESVKATSDINSPVSGKVVEVNEKLNDTPGLVNESPYQDGWIIKVEINNNDELKSLMDHDQYSKFCEEEDAKH*

NbL02g10210.1 glycine_cleavage_system_H_protein_2_mitochondrial−like [MW = 16.91 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00026 Eukaryotic aspartyl protease

PF03489 Saposin−like type B, region 2
PF05184 Saposin−like type B, region 1

Protein sequence:
FSFFIYSFPYLNMQHLHSFSSHSSFFSFCFIKLVKMGAKSFLVALFLSALFFPLASSSNDGLMRIGLKKIKFDQNNRLAARIESKEGDVLRGPIRKYNFRGKLGDSEDTDIVALKNYMDAQYFGEICVGTPPQKFTVIFDTGSSNLWVPSSKCYFSVPCFFHSKYKSSQSSTYKKNGKSAAIQYGSGAISGFFSQDNVKVGDLVVTDQEFIEATREPSVTFLVAKFDGILGLGFQEISVGNAVPVWYNMVKQGLIKDPVFSFWLNRNTEEEQGGEIVFGGVDPNHYKGEITYVPVTQKGYWQFDMGDVLIDGKATGYCESGCSAIADSGTSLLAGPTTIITMINQAIGASGVSSQQCKSVVEQYGQTIMDLLLAQADPKKICAQVGVCTFDGNRGVSMGIESVVDEKAGRSTGLQDGMCSACEMAVIWMENQLQQNQTQDRILNYVNELCERLPSPLGESAVDCGKLSSMPKVSFTISGKVFDLSPNEYILKVGEGAKAQCISGFTGLDIPPPRGPLWILGDVFMGRYHTVFDYGKLRVGFAEAA*

NbL02g09970.1 aspartic_proteinase−like [MW = 59.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03171 2OG−Fe(II) oxygenase superfamily PF14226 non−haem dioxygenase in morphine synthesis N−terminal

Protein sequence:
MESFPVVNMELLKTEQRAATMETIKNACENWGFFEVVNHGICHELLDTVEKLTKGHYKKCMEQRFKEMVASKGLEAVQTEIKDLDWESTFFLKHLPVSNISEVPDLEHEYRKIMKEFAEKLEKLAEQLLDLLCENLGLEQGYLKKAFYGSKGPTFGTKVSNYPPCPKPDLIKGLRAHTDAGGIILLFQDDKVSGLQLLKDDKWIDVPPMRHSIVINLGDQLR*

NbL02g09920.1 1−aminocyclopropane−1−carboxylate_oxidase [MW = 25.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02229 Transcriptional Coactivator p15 (PC4)

Protein sequence:
MSRRFGKRKEEDEYASEGDNPPKKSSRTDDSDDADGIVVCEISKNRRVSVRSFQGKIMVDIREFYVKDGKQMPGRKGISLSMDQWNVLRDHADEIDELVANS*

NbL02g09570.1 RNA_polymerase_II_transcriptional_coactivator_KIWI−like [MW = 11.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01467 Cytidylyltransferase−like

Protein sequence:
MAITEEANQKCTLSPPNSYTAVVLGGTFDRLHDGHRLFLKSAAELAKDRIVIGVCDGPMLTNKQYADLIEPIELRMQNVENYIKSLKPELVVEAVPIVDPYGPSIIDKNLEAIVVSKETLPGGLSVNRKRTERGLSQLKIEVVDLVSEESSGDKLSSTALRKLEAEKLRDHHPESQS*

NbL02g09300.1 phosphopantetheine_adenylyltransferase [MW = 19.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MTKQQANWSPYDNNGGTCVAVAGADYCVIAADTRMSTGYNILTRDYSKIIKLADRCVMASSGFQADVRALQKVLASRHLIYQHQHNKQMSCPAMGQLLSNTLYYKRFFPYYSFNVLGGLDSEGKGCVFTYDAVGSYERVGYSSQGSGSTLIMPFLDNQLKSPSPLLLPAKDAVTPLSESEAIDLVKTCFASATERDIYTGDRLEIVILNANGIRREEMELRKD*

NbL02g09220.1 proteasome_subunit_beta_type−1 [MW = 24.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKTSPAIGKTDFIKGQALRQSSASVRCHTAPPSGLTVRASSYADELVKTAKTVASPGRGILAMDESNATCGKRLASIGLENTEANRQAYRTLLVSAPGLGQYISGAILFEETLYQSTVDGKKIVDVLHEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRSAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAISQDNGLVPIVEPEILLDGEHNIDRTFEVAQKVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKERATPDQVADYTLKLLQRRIPPAVPGIMFLSGGQSEVEATLNLNAMNQSPNPWHVSFSYARALQNTCLKTWGGRPENVQAAQEALLIRAKANSLAQLGKYTGEGESEEAKKGMFVKGYVY*

NbL02g09170.1 fructose−bisphosphate_aldolase_1_chloroplastic [MW = 42.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MRTRSAEKKSAGKQQIAAGPAAEPAAATKRTPPSRARQVRASGSTIPSLAEEAKASDADGDVQSTPEAKHASGRKTTRRVVRKVVKKVLASSRTTPDKTPRSEDAGTAVPEDTDQDEIAEDSKEDPVKEKDAAESKKCVKKGDHVKVEDVQESKKSIKEEETENSKEVVKEEDAEDSKEVPLKEEDAEDSKEYPVKEEGLQDLKEDAAKEKDTEGLKEDAAQEKDTEDLKEDIVKEEDAEDSKEDPVKEEGLQDLKEDATMEKDADDLKEDIVKEEDIVESKEEAIKEKDVEESKEDVVMGEDAEESEEYPGKEEDAGGSKEDAVMEINVDESKEDLVKEEDAEDSKEYLVKEEEAEGSKEDAVMEKDAEYSKEYPVKEYDAEGSKEDAVKEKDAEDSKECPAMEEDGGESKEEPVKEEDADESKEDPVKEKDAEDLNDAEPTLMYEMDPEEMEESSNNLVGTVQDVGDSVMEDQNGNEEEQIGDAQEEPAKNTLMSLDVVNVGSDMRSSEEIRHDMGTSEIQGSTTTYVQSEDLIIGDMKSSDNQEHVSTELKIQEGEGSNKAKEGSELMGGKDNHSTPTGDNMDANSAEDKMEEDTDKKMKGKDISFDEVGEDKIEAFADQENGEEFVEDGVPQDYEEAEALDDERAQLAAHAKERMKRKELEVFVGGLDRDAVEEDLKRVFQHVGEVIDVRMHREVSTNKNKGYSFVKFATKEQASRALSEMRNPVIRGKRCGTSPSEDNDTLFLGNICNTWTKEAVRQKLKDYGVEGVQSINLVADPKHEGLSRGFAFLEFPCHTDAMTAYKILQRPDVVFGHPERTAKVAFAEPLRDPDPEVMAQVKSVFIDGLPPYWDEDCAREKFKCFGNISRITLARNMSTAKRKDFGFVDFSTHEAAVACVVGINNTELGDGNLKAKVRARLSNPQPKTQAVKGGLSGGFRISRGPMGRGFPRGGHTFGRANFPRGRVFYQRVPGHGGRMGFVEHQFGSSYPPIRGRPNFGRGGRWNLSGAQPVSVEGPMFIDRMRHGDRGHADDAFFRRQQFPVERLNRPFMGRHFEDRYYHDNTDHGLKRPFPMTDPDPDYSGPSRRPRFDHSESANSLHGDRYRDNFPPGGDHYTRDYYGSDASSDGRMLFLTTEWDFSGAAQKRKEHHLNLFPFNLTLLFVFPCNVLLSAVQSSVFLSFNCAGFEGIHADMVICLLDGAWLVMSSFFSR*

NbL02g09100.1 nucleolin−like [MW = 135.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00639 PPIC−type PPIASE domain

Protein sequence:
MSSSSSRSSSGGEKVRASHILIKHQESRRKASWKDPEGHVISNTSKDAAVSQLKSLREDIVSGKAKFDDVAATHSDCSSAKRGGDLGPFGKGQMQKPFEEATYALKVGEISDIVETDSGVHIIKRTA*

NbL02g09080.1 peptidyl−prolyl_cis−trans_isomerase_Pin1−like [MW = 13.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
FLFQHCLSLFKQNHIMDSSQLHVAIVSSPGMGHLIPVLVLGNRLATHHNIKITILAITTTSSSAETEFLKKTTLTNEEKTIEIIPVPSVDISHLINSSTKIFTQLRLLVREALPKIHSTIASMTHRPDALIVDIFCTQILPIAEEFNISKYTYHPTTAWTLALAIYCQVFDKEIEGEYVELKEPLKIPGCKALRPDDVVDPLLDRSDQQYEEYVKLGKEYTDFDGILINTWEDLEPETINALRYNEKLRLLLKVPVFPIGPLRRKVETTLNDEVIQWLDKQNNESVLFVSFGSGGTLSTKQMTELAWGLELSQQKFVWVVRPPSDGDADSAYLNSAGKDTRDMSEYLPEGFLTRTKDMGLVVPMWANQVEILSHSSVGGFLTHCGWNSTVESLTNGVPMIAWPLHAEQKMNAAMLTEELGVAIRPAVLPTKKLVKREEIQGMVRILMQTKEGKRIKEKAKKLKKSAENALSDGGSSYNSICELVKDIRSREL*

NbL02g08840.1 anthocyanidin_3−O−glucosyltransferase_5−like [MW = 55.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13460 NAD(P)H−binding

Protein sequence:
MAPTLTSNSFLLTTTPHPRLSFKNSRFTVFAKKSGSFPNFRLGKSAESSNEENQEITTSNSGTPFSFDFGKLPDMKSLIPVSTNPSSGLAFGRQRAKDPGTVFVAGATGQAGVRIAQTLLREGFSVRAGVSDLGAAQELAQLAVSYKVISNDESKRLNAVASTFQDAESIAKAIGNASKVVVTIGKGEDGPTTEVTTTDAVQVIHAAQLAGVGHVAVVYDESSSVGSTYNVLDGITSFFNNLFSKSQPLTITEFLQKIVETDVRYTLIKTSLTEDFSPESSYNIVVSAEGSAGENAYKVAKSELAKLVVDVFSNTAVAENKVVEVFTDPSASKKTLDELFSTIPEDGRRKAYAEALEKSKAEEEARQAAEGSKRQEEEVKRLEKKQAKAANVAKEAEEKDSSAAGPSVESLLDKAKGLSTGFSFEKLSSQLKSAVGKAGEESTQVATVRGQAKARNLPAQKAVIKSPPRKPFASKKVEAPKPSKQTETKTETRKVFGGLFQQETIYVDD*

NbL02g08390.1 protein_plastid_transcriptionally_active_16_chloroplastic−like [MW = 54.4 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF08071 RS4NT (NUC023) domain

PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
MARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIILRNRLKYALTYREVISILMQRQVMVDSKVRTDKTYPAGFMDVVSIPKTNENFRLLYDTKGRFRLHSVRDEEAKFKLCKVRSVQFGQKGIPYLNTYDGRTIRYPDPLIKANDTIKLDLESNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIQDALGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEARKRLAAQSATTA*

NbL02g08250.1 40S_ribosomal_protein_S4−like [MW = 29.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24

Protein sequence:
MSDDEREEKELDLTSPEVVTKYKSAAEIVNKALQLVVSQCKPKAKIVDLCEKGDAFISEQTGNMYKNVKKKIERGVAFPTCISVNNTVCHFSPLSSDETVLEQGDIVKIDMGCHLDGFIAVVGHTHVLQEGPVTGRAADVVAAANTAAEVALRLVRPGRKNSDVTEAIQKVAAAYDCKIVEGVLSHQMKQFVIDGNKPKLLDEKQTTIYKRAVDKSYNLKMKASRFIFSEISQKFPVMPFTARDLEEKRARLGLVECVNHELLQPYPVLHEKPGDLVAHIKFTVLLMPNGSDRITTHTLQELKPAKTIDDEPEIKTWLALPVKSKKKGGGKKKKAKKSEKTEDSSQAEPMEGESNGAES*

NbL02g08130.1 ERBB−3_BINDING_PROTEIN_1−like [MW = 39.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00638 RanBP1 domain

Protein sequence:
MASTEPKLENREEEEAAAGADDEDTGAQVAPIVKLEEVAVSTGEENEDPIIDLKAKLYRFDKDGNQWKERGAGTVKLLKHKETGKVRLVMRQSKTLKICANHLVLPTMTLQEHAGNEKSCLWHAPDFADGELKDELFCLRFASIENCKSFMEMFQEVAESQKKVENEDGSTAAGLLEKLSVEDKKSEEKSEDKTKEGDGKGESPSKDTEKKDESASA*

NbL02g08110.1 ran−binding_protein_1_homolog_c−like [MW = 24.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01283 Ribosomal protein S26e

Protein sequence:
MTFKRRNGGRNKHGRGHTKFIRCSNCGKCCPKDKAIKRFLVRNIVEQAAVRDVQEACAFETYTLPKLYLKMQYCVSCAIHSKVVRVRSVTDRRVREPPQRFRRPRDDLPKPGQAPRPTGGAPAAPRT*

NbL02g08000.1 40S_ribosomal_protein_S26−3−like [MW = 14.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00252 Ribosomal protein L16p/L10e

Protein sequence:
MGRRPARCYRQIKNKPYPKSRFCRGVPDPKIRIYDVGMKKKGVDEFPFCVHLVSWEKENVSSEALEAARIACNKYMTKSAGKDAFHLRVRVHPFHVLRINKMLSCAGADRLQTGMRGAFGKPQGVCARVAIGQVLLSVRCKDGNANHAQEALRRAKFKFPGRQKIIVSRKWGFTKFSRTDYLKYKSENRIVPDGVNAKLLGCHGRLAARQPGRAFLEAV*

NbL02g07960.1 60S_ribosomal_protein_L10−like [MW = 24.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14204 Ribosomal L18 C−terminal region PF17144 Ribosomal large subunit proteins 60S L5, and 50S L18

Protein sequence:
MAFIKVQKTRAYFKRFQVKFKRRREGKTDYRARNRLINQDKNKYNTPKYRFVVRFTNKDIIAQIVSASIAGDMILASAYAHELPRYGLKGGLTNYAAAYCTGLLLARRVLKKLEMDEEYEGNLDVNGEDYSVEPAESRRPFRALLDVGLVRTTTGNRVFGALKGALDGGIDIPHSEKRFAGFGKDSKQLDAGVHRKYIYGGHVSAYMKTLMEDEPEKYQSHFSEYIKTGLEADDLEEMYKKVHAAIRADPSSKKSDKQPPKQHKRYNLKKLTYDERKARLIERLNALNAAAGNDDDEEDDD*

NbL02g07830.1 60S_ribosomal_protein_L5−like [MW = 34.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00173 Cytochrome b5−like Heme/Steroid binding domain

Protein sequence:
MGGETKVYTLAEVAPHNNNKDCWLVISGKVYDVTKFLDDHPGGDEVLLAATGKDATDDFEDVGHSTSARAMLDEYYVGNIDSATIPTKTKYTPPNQPHYNQDKTSEFVIKLLQFLVPLIILGVAVGIRFYTKQQSA*

NbL02g07730.1 cytochrome_b5−like [MW = 14.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05899 Protein of unknown function (DUF861)

Protein sequence:
KRKRFSNFPLNSVCKKVGIIINYQVYNKYPFLLFSFLSFMASSTTESSSSSNLRIIVQKNPSESQLNDLGIKSWPKWGCSPGKYQLKFDAEETCYLLRGKVKVYPKNNSSDETVEFGAGDLVIIPKGLSCTWDVSVAVDKHYKFDSS*

NbL02g07590.1 uncharacterized_LOC104215819 [MW = 16.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04281 Mitochondrial import receptor subunit Tom22

Protein sequence:
MSSKKGGVSLPDRHGAGAGDGIISRVSSSISQSPIVYQGKRAASDAALIAKKLLKSTGKAAWIAGTTFLILVVPLIIEMDRDAQLTELELQQASLLGTPPPPSAAGGPK*

NbL02g07570.1 mitochondrial_import_receptor_subunit_TOM9−2 [MW = 11.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00560 Leucine Rich Repeat
PF08263 Leucine rich repeat N−terminal domain

PF13855 Leucine rich repeat

Protein sequence:
MRLLLPLILVLLMHFTHFTAGKEPRIPEYQALLALKTAITDDPQLALASWNISTSHCSWKGVTCDRYRHVTSLDISGFNVTGSLPPEVGNLRFLQNLSVALNQFTGPIPGEISFIPNLHYLNLSNNIFSIGFPPQLTRLRNLKVLDIYNNNMTGDLPVDVYQMTNLRHLHLGGNFFGGRIPPEYGRFQFLEYLAVSGNELVGEIPPEIGNITTLHELYVGYYNTFSGGIPPEIGNLSQLVRFDAANCGLSGEIPAEIGKLQNLDTLFLQVNSLSGSLTPEIGTLKSLKSLDLSNNMLSGEMPPTFADLKNLTLLNLFRNKLHGSIPDFIGDLPELEVLQLWENNFTGSIPRGLGTNSKLKNLDLSSNKLTGNLPPNMCAGKNLQTIITLGNFLFGPIPESLGRCESLSRIRMGENYLNGSIPKGLLSLPQLSQVELQNNLLTGTFPETKSISTSLGQISLSNNHLTGPLPTSIGNFAGVQKLLLDGNKFSGRIPAEIGKLQQLSKIDFSHNDFSGPIVPEISKCKLLTYVDLSRNQLSGEIPTEITGMRILNYLNLSRNHLVGSIPAPISSMQSLTSVDFSYNNFSGLVPGTGQFSYFNYTSFLGNPDLCGPYLGPCKEGVVDGVSQPHQRGALSPSMKLLLVIGLLVCSIVFAVAAIIKARSLKKASEARAWKLTAFQRLDFTCDDVLDSLKEDNIIGKGGAGIVYKGVMPSGEHVAVKRLPAMSRGSSHDHGFNAEIQTLGRIRHRHIVRLLGFCSNHETNLLVYEYMPNGSLGEMLHGKKGGHLHWDTRYKIAVEAAKGLCYLHHDCSPLILHRDVKSNNILLDSNFEAHVADFGLAKFLQDSGTSECMSAIAGSYGYIAPEYAYTLKVDEKSDVYSFGVVLLELVSGKKPVGEFGDGVDIVQWVRKMTDGKKDGVLKILDPRLSTVPLNEVMHVFYVAMLCVEEQAVERPTMREVVQILTELPKPPGSKSGDSTVTELPSPSAASALESPTSAPGYTKDHHQPTPQSPPPDLLSI*

NbL02g07080.1 leucine−rich_repeat_receptor−like_serine/threonine−protein_kinase_BAM1 [MW − SP = 108.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
TPPIVQYHTINRKTMGKLTSLKYSAAILILLYALTFSFSVSARPATFLQDFKVSWADSHIKQIDGGRAIQLILDQNSGCGFASKSKYLFGRVSMKIKLVPGDSAGTVTAFYMNSDTDNVRDELDFEFLGNRSGQPYTVQTNVYVHGKGDKEQRVNLWFDPSADFHTYTILWNHHHAVFYVDSVPIRVYKNNEAKGIPFPKFQPMGVYSTLWEADDWATRGGLEKINWSKSPFYAYYKDFDIEGCAMPGPANCASNPRNWWEGANYQQLSAVEARQYRWVRMNHMIYDYCTDKSRNPVPPPECVAGI*

NbL02g07010.1 probable_xyloglucan_endotransglucosylase/hydrolase_protein_6 [MW = 34.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MISSSLKYSAVFLILLYALTFSFSVSARPATFLQDFKVAWADTHIKQIDGGKAIQLILDQNSGCGFASKSKYLFGRVSMKIKLVPGDSAGTVTAFYMNSDTDNVRDELDFELLGNRSGQPYTVQTNVYVHGKGDKEQRINLWFDPSADFHTYTILWNHHHTVFYVDQVPIRVYKNNEAKGIPFPKFQPMGVYSTLWEADDWATRGGLEKINWSKSPFYAYYKDFDIEGCAMPGPANCASNPRNWWEGANYQQLSAVEARQYRWVRMNHMIYDYCTDKSRNPVPPPECVAGI*

NbL02g07000.1 probable_xyloglucan_endotransglucosylase/hydrolase_protein_7 [MW − SP = 30.21 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00025 ADP−ribosylation factor family

Protein sequence:
MGIWEAFLNWLRSLFFKQEMELSLIGLQNAGKTSLVNVIATGGYSEDMIPTVGFNMRKVTKGNVTIKLWDLGGQPRFRSMWERYCRAVSAIVYVVDAADPDNLSISSRELHDLLSKPSLSGIPLLVLGNKIDKPGVQSKQALTDQMGLKSITDREVCCYMISCKNSTNIDSVIDWLVKHSKSKS*

NbL02g06680.1 ADP−ribosylation_factor−like_protein_8a [MW = 20.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MGPLNLLMAVVLSIYSVCVLFMPNMASAQLKTNYYANTCPNVESIVRNVVNQKFQQTFVTIPAVLRLFFHDCFVEGCDASVIVSSTPGNTAEKDHPDNLSLAGDGFDTVIKAKAAVDSNSRCKNKVSCADILALATRDVIQLSGGPWYPVELGRLDGFTSKASNVEGKLPKPTFNLNQLNSMFASHGLNQSDMIALSAAHSVGFSHCSKFANRIYNFSPKNPIDPTLNKQYAAQLQGMCPRNVDPRIAINMDPKTPRTFDNAYFKNLQQGMGLFTSDQVLYTDGRSKGTVDIWASNSKAFQNAFVSAMTKLGRVGVKTGSNGNIRFDCGRFN*

NbL02g06470.1 peroxidase_51−like [MW − SP = 33.23 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF02225 PA domain
PF05922 Peptidase inhibitor I9

PF17766 Fibronectin type−III domain

Protein sequence:
MSEKSHKLKMSRYPVILVVVALLFLCRLSVAMMKKKTYIIHMAKSQMPATFNDDHTHWYDSSLRSVSDSAEMLYVYNNVVHGFSARLTPQEVESLETQPGILSVLPDLKYQLHTTRTPTFLGIDKSADFFPESDAMSDVIIGVLDTGVWPESKSFDDSGLGPIPASWKGQCESGTNFSSSNCNRKLIGARYFSRGYETTLGPIDESKESKSPRDDDGHGTHTSTTAGGSVVQGANLFGYAPGTARGMATRARVAVYKVCWVGGCFSSDILAAMDKAIDDNVNVLSLSLGGGISDYYRDSVAIGAFAAMEKGILVSCSAGNAGPSPYSLSNVAPWITTVGAGTLDRDFPAYVSLGNGKNFSGVSLYKGNSLPNKMLPFVYAGNASNVTNGNLCMTGTLIPEKVKGKIVLCDRGINARVQKGSVVKAAGGAGMVLTNTAANGEELVADAHLLPATAVGQKTGDAIRDYLTSDSNPTATILFEGTKVGIEPSPVVAAFSSRGPNSITPEILKPDIIAPGVNILAGWTGAVGPTGLEEDDRRVGFNIISGTSMSCPHVSGLAALLKGAHPEWSPAAIRSALMTTAYTSYKNGGAIQDVSTGKRSTPFDHGAGHVDPVSALNPGLVYDITADDYLNFLCALDYTPSQISSLARRNFTCNESKKYSVTDLNYPSFAVSFPAESSARTGSAGSSSIKYSRTLTNVGPAGTYKVTVTSPSTSSVKITVEPETLSFSQMNEKKSYTVTFTAPSMSSSTTNVFGRIEWSDGKHVVGSPVAISWT*

NbL02g06410.1 subtilisin−like_protease_SBT1.7 [MW = 81.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12697 Alpha/beta hydrolase family

Protein sequence:
MGIVEEAHNVKVLGTGEGTIVLAHGFGTDQSVWKHLVPHLVDDYKVVLFDNMGAGTTNPDYFDFERYSTLEGYAYDVIAILEELQITSCIYVGHSVSAMVGAIASVARPDLFTKLVTVSASPRYLNDVDYYGGFEQEDLDQLFEAMTSNYKAWCSGFAPLAVGGDMDSVAVQEFSRTLFNMRPDIALSVLQIIFQSDLRHLLPHVTVPCHIIQSMKDLAVPVVVSEYLHQNLGGGSIVEVMSTDGHLPQLSSPDVVIPVLLRHIRYDIAVD*

NbL02g06340.1 probable_esterase_KAI2 [MW = 29.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01596 O−methyltransferase

Protein sequence:
MATNGENGRHQEVGHKSLLQSDALYQYILETSVYPREPEPMKELREITAKHPWNLMTTSADEGQFLSMLIKLINAKNTMEIGVFTGYSLLATAMALPDDGKILAMDINRENYEIGLPVIEKAGLAHKIEFKEGPALPVLDRMIEDGKYHGSYDFIFVDADKDNYLNYHKRLIDLVKIGGLIGYDNTLWNGSVVAPPDAPLRKYVRYYRDFVLELNKALAADSRIEICQLPVGDGITLCRRIT*

NbL02g06000.1 caffeoyl−CoA_O−methyltransferase_4 [MW = 27.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17767 Nicotinate phosphoribosyltransferase (NAPRTase) N−terminal domain PF17956 Nicotinate phosphoribosyltransferase C−terminal domain

Protein sequence:
MAETIANGRPDQCANNIDGPTNPMVTPILTDLYQFTMAYAYWKAGKHNERAVFDLYFRRNPFGGEYTIFAGLEECIKFIANFKFTEDEIAFIRSSLPPSCEDGFFEYLRELDCSDIEIYAVTEGSVVFPKVPLMRIEGPIAVVQLLETPFVNLINYASLVTTNAARHRFVAGRSKLLLEFGLRRAQGPDGGISASKYCYMGGFDATSNVAAGKLFGIPLRGTHSHAFVSSFLSPDEIIEKSLQHRDGSSVCEDFISLVQTWLNKLKWSHLLGGIFSETNQSELAAFTSYALAFPGSFLALVDTYDVMRSGIPNFCAVALALNDLGYKAVGIRLDSGDLAYQSCEARKFFRAIEKEFGLPGFGKMNITASNDLNEETLDALNKQGHEVDAFGIGTHLVTCYAQAALGVVFKLVEINNQPRIKLSEDVSKVSIPCKKRCYRLYGKEGYALVDIMTGENEPQPKVGERILCRHPFSESKRAYVVPQRVEELLECFWPGNSDQTREDLPPLKEIRERCIEQLDKMRPDHMRRLNPTPYKQVSVSAKLYDFIHFLWLNEAPVGELQ*

NbL02g05960.1 nicotinate_phosphoribosyltransferase_2−like [MW = 62.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MQEIIRYPIKLLLLYIAVSFLFRHSACLTIGETCSSGNCDEGLVCSTCPANGNTRSRCTRIQPTIPTTKVKGLPFNKYSWLTTHNSFALSGSKSATGSSILAPTNQEDSITSQLKNGVRGLMLDMYDFNDDIWLCHSFGGKCYNVTAFQPAINSLKEIQVFLEQNPSEVVTIFIEDYVSSPKGLSKVFNASGLNKYWFPVSRMPKKREDWPTVDDMVKQNQRLVVFTSKSSKEASEGIAYEWRYVVENQYGNGGMKVGSCPSRSESSPMSTSSISLVLQNYFPDNPNITAACVDNSATLINMTKTCFEAAGKRWPNFIAVDFYQKSDGGGAPEAVDEANGQLACNCSSIAYCKASGTSHKCEAPMLSPPPPAQATSIGTSQDGNNESNDNSHSSRSKPLHWLIGTIFVAALLLHA*

NbL02g05940.1 PI−PLC_X_domain−containing_protein_At5g67130−like [MW − SP = 42.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00498 FHA domain PF01494 FAD binding domain

Protein sequence:
MYSTVFYTSVHPSTSAFSRKQLPFVISKDFPTELYHSLPCSRRLENGQIKKVKGVVKATLAEAPAATPTTDLKKVPQKKLKVLVAGGGIGGLVFALAAKKRGFEVLVFERDLSAIRGEGQYRGPIQIQSNALAALEAIDMDVAEDIMNAGCITGQRINGLVDGVSGNWYCKFDTFTPAAERGLPVTRVISRMTLQQILARAVGEDIIMNESNVVNFEDDGEKVTVILEDGQQYSGDLLVGADGIRSKVRTNLFGPSDVTYSGYTCYTGIADFVPADIETVGYRVFLGHKQYFVSSDVGGGKMQWYAFHNEPAGGVDDPNGKKARLLKIFEGWCDNVIDLLVATDEDAILRRDIYDRPPTFNWGKGRVTLLGDSVHAMQPNLGQGGCMAIEDSYQLALELDKAVSRSAESGSAVDIISSLRSYESSRKLRVGVIHGLARMAAIMASTYKAYLGVGLGPLSFLTKFRIPHPGRVGGRFFIDLGMPLMLSWVLGGNGEKLEGRIQHCRLSEKANDQLRNWFEDDDALERATDAEWLLLPAGSGNAALEALVLSRDEDMPCTIGSVSHTNIPGKSVVIPLPQVSQMHARISYKGGAFFVTDLRSEHGTWITDNEGRRYRASPNFPTRFHPSDIIEFGSDKKAAFRVKVMKFPPKTAAKKEERQAVGAA*

NbL02g05860.1 zeaxanthin_epoxidase_chloroplastic [MW = 72.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00505 HMG (high mobility group) box

Protein sequence:
MAKKASSRSRNSASASTPASTNSSVTTTKSQMVLRVRSTGKVKASGMKQSKPTSGKKLKATFKKNIAKIDAMKPKKPPTAFFYFLEDFRKEFQEQNPDVKSMRDVGKACGEKWKTMTYEEKVHYYDIATEKRREFDRAMADFNKRKESGEFQEFEEDSDFDE*

NbL02g05810.1 high_mobility_group_B_protein_14 [MW = 18.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03178 CPSF A subunit region PF10433 Mono−functional DNA−alkylating methyl methanesulfonate N−term

Protein sequence:
MSIWNYVVTAHKPTNATHSCVGNFTAPHELNLIIAKCTRIEIHLLTPQGLQFFCLQPMLDVPIYGRIATLELFRPHGETQDFLFIATERYKFCVLQWDAEASEVITRAMGDVSDRIGRPTDNGQIGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEELQVLDIKFLYGCPKPTIVVLYQDNKDARHVKTYEVSLKDKDFIEGPWAQNNLDNGASLLIPVPPPLCGVLIIGEETIVYCSASAFKAIPIRPSITRAYGLVDADGSRYLLGDHNGLLHLLVITHEKEKVNGLKIELLGETSVASTISYLDNAFVFIGSSYGDSQLVKLNLQPDAKGSYVEVLERYVNLGPIVDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIKGMWSLRSATDDPYDTFLVVSFISETRVLAMNLEDELEETEIEGFNSQVQTLFCHDAIYNQLVQVTSNSVRLVSSISRDLKNEWFAPAGYSVNVATANATQVLLATGGGHLVYLEIGDGVLNEVKYAKLDYDISCLDINPIGENPNYSQIAAVGMWTDISVRIYSLPDLNLITKEQLGGEIIPRSVLMCSFEGISYLLCALGDGHLLNYVLSMSTGELTDRKKVSLGTQPITLRTFSAKDATHVFAASDRPTVIYSSNKKLLYSNVNLKEVSHMCPFNVAAFPDSLAIAKEGELTIGTIDEIQKLHIRSIPLGEHARRISHQEQTRTFALCSVKYTQSNADDPEVHFVRLLDDQTFEFISTYPLDQFEYGCSILSCSFSDDSNVYYCVGTAYVMPEENEPTKGRILVFIVEDGKLQLIAEKETKGAVYSLNAFNGKLLAAINQKIQLYKWASREDGGSRELQTECGHHGHILALYVQTRGDFIVVGDLMKSISLLIFKHEEGAIEERARDYNANWMSAVEILDDDIYLGSENNFNLFTVRKNSEGATDEERSRLEVVGEYHLGEFVNRFRHGSLVMRLPDSDVGQIPTVIFGTVNGVIGVIASLPHDQYLFLEKLQTSLRKVIKGVGGLSHEQWRSFYNEKKTVEAKNFLDGDLIESFLDLSRSRMEDISKAMAVPVEELMKRVEELTRLH*

NbL02g05550.1 DNA_damage−binding_protein_1 [MW = 122.19 kDa]
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1 54 107 160 213 265

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00467 KOW motif

PF00900 Ribosomal family S4e
PF08071 RS4NT (NUC023) domain

PF16121 40S ribosomal protein S4 C−terminus

Protein sequence:
MARGLKKHLKRLNAPKHWMLDKLGGAFAPKPSSGPHKSRECLPLIIIMRNRLKYALTYGEVISILMQRLVMVDGKVRTDKTYPAGFMDVVSIPKTNENFRLMYDTKGRFRLHSVRDEEAKFKLCKVRSVQFGQKGIPYLNTYDGRTIRYPDPLIKANDTIKLDLENNKIVDFIKFDVGNVVMVTGGRNRGRVGVIKNREKHKGSFETVHIQDAQGHEFATRLGNVFTLGKGTKPWVSLPKGKGIKLSIIEEARKRLAAQSATTT*

NbL02g05500.1 40S_ribosomal_protein_S4−like [MW = 29.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00091 Tubulin/FtsZ family, GTPase domain PF03953 Tubulin C−terminal domain

Protein sequence:
IRFRLSSSDKYKLSIIPFPPTLLLPQPYPNAFHLLHSSFKSAKKNTFFINKQNIVDSHKNSSNPNTIEMREILHIQGGQCGNQIGAKFWEVICDEHGIDQTGRYNGDSDLQLERINVYYNEASGGRYVPRAVLMDLEPGTMDSVRSGPFGQIFRPDNFVFGQSGAGNNWAKGHYTEGAELIDAVLDVVRKEAENCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEYPDRMMLTFSVFPSPKVSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRTLKLSTPKFGDLNHLISATMSGVTCCLRFPGQLNSDLRKLAVNLIPFPRLHFFMVGFAPLTSRGSQLYRALTVPELTQQMWDAKNMMCAADPRHGRYLTASAMFRGKMSTKEVDEQMLNVQNKNSSYFVEWIPNNVKSSVCDIPPKGLKMASTFIGNSTAIQEMFRRVSEQFTAMFRRKAFLHWYTGEGMDEMEFSEAESNMNDLVAEYQQYQDATADDEEYEEEEEDVAA*

NbL02g05280.1 tubulin_beta_chain [MW = 57.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

Protein sequence:
LFYRCIYTRLDWDSTSDKISKVLQNVISTSRKKTYLSNGATLFLISFLREFSAMANFKLRSLLGLHKWRPKLLVFSASHFSPFRSYSSLNDTSHFGRIGFIGLGNMGSRMADNLIKAGYNLAVHDINHNVMKMFSDKGALTEDSPLKVAETSDVVITMLPSSNHVLDVYTGKNGLLSGGNPLRPWLFIDSSTIDPHTSRKVSADACNCSLIHKRDGWKTPAMLDAPVSGGVLAAENGTLTFMVGGTEEAYTAAKPLFLSMGKNSIYCGGSGNGATAKICNNLAMAISMLGASEAFVLGQSFGIAASTLTKIFNASSARCWSSDTYNPVPGVMDGVPSSRNYIGGFASKLMAKDLNLAVASAKEIGLKCPLTSQAEKIFTELCDNGHEAKDFSSVFRYYYSGKDEQ*

NbL02g05270.1 probable_3−hydroxyisobutyrate_dehydrogenase_mitochondrial [MW = 43.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00831 Ribosomal L29 protein

Protein sequence:
MARIKVHELRQKSKTELLAQLKDLKAELALLRVAKVTGGAPNKLSKIKVVRLSIAQVLTVISQKQKTALREAYKNKKYLPLDLRPKKTRAIRRRLTKHQASLKTEREKKKEMYFPLRKYAIKV*

NbL02g05260.1 60S_ribosomal_protein_L35 [MW = 14.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00241 Cofilin/tropomyosin−type actin−binding protein

Protein sequence:
MANSASGMAVHDDCKLKFLELKTKRAYRFIVFKIEEKQKQVIVEKLGEPAESYEDFCTHLPADECRYAVYDFDFLTKESVPKSRIFFIAWSPDTSKVRSKMIYASSKDRFKRELDGIQIELQATDPTEMGLDVFKSRAN*

NbL02g05220.1 actin−depolymerizing_factor_2−like [MW = 16.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00175 Oxidoreductase NAD−binding domain

Protein sequence:
MAHSAVSPVSVAVPLQTESSFRRSTFKATSVSFSDRSSWISMPPIDLKASRSRNQHIVCMSVKQASLAKVSVSPLSLEDAKEPPLNIYKPKEPYTATIVSVERLVGPNAPGETCHIVIDHDGNLPYWEGQSYGIIPPGENPKKPGSPHNVRLYSIASTRYGDSFDGKTASLCVRRAVYYDPETGKEDPSKNGVCSNFLCDSKPGDKVKITGPSGKIMLLPEDNPNATHIMIGTGTGVAPFRGYLRRMFMESVPTKFNGLAWLFLGVANTDSLLYDDEFTKYLNDYPGNFRYDRALSREQKNNKGGKMYVQDKIEEYSDEIFKLLDEGAHMYFCGLKGMMPGIQDTLKRVAERRGESWEQKLSQLKKNKQWHVEVY*

NbL02g05130.1 ferredoxin−−NADP_reductase_root−type_isozyme_chloroplastic−like [MW = 41.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MKLNLLSQQIFMARPYLRPVLESRRYAFSTSASAPTWEGGVSMVQGASRGIGLEFVRQLLERNDKGYIVATCRNPSGAPGLLELKNKFPERLDIHQLDLTVESTMEDSAKSIRDKYGSLNLLINSSGILSIPNVMQPETTLSKVQRSSLLLAYDINAVGPILVIKHMWPLLKAGGGSGTDKDFAVVANLSARVGSIGDNILGGWHSYRASKTALNQLTKNVAVEFARKKDPIICILLHPGTVDTDLSKPFQRNVPKEKLFTKEYSVQTLLSIINNTKRSDNGKFVAWDAQQIPW*

NbL02g05080.1 C−factor [MW = 32.48 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 56 111 166 221 275

Protein length

Gel Slice

4.0 4.3

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 56 111 166 221 275

Pfam domains

Pfam Description
SP Sequon TM Domain PF01926 50S ribosome−binding GTPase

Protein sequence:
MPPKAAKGKEAPVERPILGRFSSHLKIGIVGLPNVGKSTLFNTLTKLSIPAENFPFCTIEPNEARVHVPDERFEWLCQLYKPKSEVAAFLEIHDIAGLVRGAHAGQGLGNSFLSHIRAVDGIFHVLRAFEDPDIIHVDDNVDPVRDLEIISEELRLKDIEFMERRIEDLEKSMKRSNDKQLKIEHELSLRVMASLKEGKDIRLGDWKAADVEFLNTFQLLTAKPVVYLVNMNEKDYARKKNKFLPKIHAWVQEHGGEIIIPFSAAVRETLLICH*

NbL02g05060.1 obg−like_ATPase_1 [MW = 31.11 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13516 Leucine Rich repeat

PF13855 Leucine rich repeat

Protein sequence:
MKLSIKFLMYFVLYFCSAMGQLPSQDILALLEFKIGIKHDPTGFVLESWNEESIDFNGCPSSWNGIMCNGGNVAAVVLDNLGLFADVDLSVFANLTMLVKLSMANNSIAGKIPNNIGNFKSLEYLDLSGNLFTSSLPLDVGKLGSLKNLSLAGNNFSGPIPDTISGLISIQSLDLSHNSFTGPLPSSLMKLIGLVYLNLSVNGFTKKIPKGFEMMENLEVLDLHGNMLDGNLDPQLLLLTTATHVDLSGNLLVNSASEQQKFLPGISESVKHLNLSHNQLTGSLVNEAQIFGNLNVLDLSYNQLSGELPSFNFVYDLQVLKLGNNRFSGFIPNDLLKGDALVLIELDLSGNNLTGSISMITSTTLRTLNLSSNALSGELPFVTGSSAVLDLSNNQFEGNLTRMLKWGNIEYLDLSQNRLSGNIPEVTAQFLRLYHLNLSHNTLIGTLPKVITQFPKITVLDLSFNQLDGPLLTSLLTLPTFEELHLQNNALVGSIDFSPPASTPKLRVLDLSQNQFGGYFPDGFGSFTALQVLDIAGNNLSGSIPTSIGNVSSLTSLDISENHFTGPLPKNLPNSLQSLNASLNDFSGVVPDNLRKFPLSSFYPGNSELQFPNPPSGSGQASTENHRNKQLKTIIKVVIIVACVVVLAIVILLAIFIYLRAPRKPQAQVMDKNVRRQAQSTPSAFSSREVAGGVVVSAQDVATSRKASSSEIISPDEKMAAITGFSPSKASHFTWSPESGDSYTAESLPRLDVRSPDSLAGELYFLDDTISFTAEELSRAPAEVLGRSSHGTSYKATLDNGLLLTVKWLREGVAKQRKDFTKEAKKFANIRHPNVVGLRGYYWGPTQHEKLILSDYISPGSLASFLYDRPGRKGPPLTWPLRLKISVDIARGLNYLHFDREVPHGNLKASNVLLDGPDLNARVADYCLHRLMTQAGTIEQILDAGVLGYRAPELAASKKPLPSFKSDVYAFGVILLELMTGKCAGDVVSGEDGGVDLTDWVRLKVAEGRGLDCFDNALSAEMGNPVMEKQMKEVLAIALRCIRSVSERPGIKTVYEDLSSI*

NbL02g05050.1 LRR_receptor−like_serine/threonine−protein_kinase_GHR1 [MW − SP = 112.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
MGKSYPTVSEEYLKAVDKCKRKLRGLIAEKNCAPLMLRLAWHSAGTYDVCSKTGGPFGTMRFKAEQGHGANNGIDIAIRLLEPIKEQFPILSYGDFYQLAGVVAVEVTGGPDVPFHPGREDKTEPPVEGRLPDATKGSDHLRDVFVKQMGLSDKDIVALSGGHTLGRCHKERSGFEGPWTTNPLIFDNSYFTELLSGEKEGLLQLPSDKALLSDPAFRPLVEKYAADEDAFFADYAEAHLKLSELGFAEA*

NbL02g04970.1 L−ascorbate_peroxidase_2_cytosolic [MW = 27.41 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MGKEKVHINIVVIGHVDSGKSTTTGHLIYKLGGIDKRVIERFEKEAAEMNKRSFKYAWVLDKLKAERERGITIDIALWKFETTKYYCTVIDAPGHRDFIKNMITGTSQADCAVLIIDSTTGGFEAGISKDGQTREHALLAFTLGVKQMICCCNKMDATTPKYSKARYDEIVKEVSSYLKKVGYNPDKIPFVPISGFEGDNMIERSTNLDWYKGPTLLEALDQINEPKRPTDKPLRLPLQDVYKIGGIGTVPVGRVETGVLKPGMVVTFGPTGLTTEVKSVEMHHEALQEALPGDNVGFNVKNVAVKDLKRGFVASNSKDDPAKGASSFTSQVIIMNHPGQIGNGYAPVLDCHTSHIAVKFAEILTKIDRRSGKELEKEPKFLKNGDAGMVKMIPTKPMVVETFSEYPPLGRFAVRDMRQTVAVGVIKNVDKKDPTGAKVTKAAQKKK*

NbL02g04860.1 elongation_factor_1−alpha−like [MW = 49.3 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 50 99 148 197 246

Protein length

Gel Slice

4.1 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6 7

Peptide counts over 4 repeats

1 50 99 148 197 246

Pfam domains

Pfam Description
SP Sequon TM Domain PF00227 Proteasome subunit

Protein sequence:
MNLMESASAKCSLLGTEADIQRTQYPYVTGTSVIGIKYKDGVLLAADMGGSYGSTLRYKSVERLKSVGEHSLLGASGEISDFQEILRNLDELILYDNMWDDGNSLGPKEVHNYLTRMMYNRRNKFNPLWNSLVLGGVKNGQKYLGTVSMIGVHYEDNHVATGFGNHLAKPIIHDEWREDMSYEEGVKLLEKCMRVLLYRDRSAVNKLQMLDMLQLLLAETCQTASEFDETSFYESQIMIWTPTMW*

NbL02g04820.1 proteasome_subunit_beta_type−4 [MW = 27.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00230 Major intrinsic protein

Protein sequence:
MTKEVEVATEQPTEFSAKDYTDPPPAPLVDFEELTQWSLYRAVIAEFIATLLFLYVTVLTVIGYKVQSDVKADGDICGGVGILGIAWAFGGMIFILVYCTAGISGGHINPAVTFGLFLARKVSLIRAVLYMVAQCLGAICGVGFVKAFQSAYYVRYGGGANVMAPGHTKGVGLAAEIIGTFVLVYTVFSATDPKRNARDSHVPVLAPLPIGFAVFMVHLATIPITGTGINPARSFGAAVIYNHDKAWDEHWIFWVGPFIGAFAAAVYHQFILRAGAIKALGSFRSNA*

NbL02g04680.1 PIP2−4−like [MW = 30.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00658 Poly−adenylate binding protein, unique domain

Protein sequence:
MAQVQVQQQQPQGGVNNAGGVNNQFVTSLYVGDLDVNVTDSQLYDLFNQLGQVVSVRVCRDLTSQRSLGYGYVNYGNPQDAARALEVLNFTPLHGKPIRIMYSNRDPTIRRSGNGNIFIKNLDKAIDHKALHDTFSAFGNILSCKVAVDSSGQSKGYGFVQYDSDEAAQKAIEKLNGMLLNDKQVYVGPFVRKQERDMAVDKTRFTNVFVKNLSESTLEEELRKIFGEFGTITSVAVMKDEDGKSRCFGFVNFENAEDAARAVEALNGYKLDNKDWFVGRAQKKSEREMELKHRFEQSAKEAVDKSQGLNLYIKNLDDSISDDKLKELFSPYGTITSCKVMRDPSGVSKGSGFVAFSTPEEASRALSEMNGKMVVSKPLYVALAQRKEERRARLQAQFSQMRPIAMASSVAPRMPMYPPGGPGLGQQIFYGQPPPAMLPPQAGFGYQQQLVPGMRPGGGPMPNFFMPMVQQGQQGQRPGGRRGGAVPLQQGQQPVPLMQQQMFPRGRGYRYPPGRGLPDGAFPGVGGGMFSIPYDIGGRIVQPIPVGALATALANASPTEQRTMLGENLYPLVEQLEPETAAKVTGMLLEMDQTEVLHLLESPEALKAKVAEAMEVLRNVSQQQSSNPADQLASLSLNDGLVS*

NbL02g04530.1 polyadenylate−binding_protein_8−like [MW = 70.46 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 101 201 301 401 502

Protein length

Gel Slice

3.4 4.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5

Peptide counts over 4 repeats

1 101 201 301 401 502

Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MASSFSFLFLALFLLFLSSPSLSSNNDDEFVLSSTKFPVPMAEKLINQLNLFPKHDINKVEPGKSVVTTEQRLFEKKFNLSYLGDSGATVQDLGHHAGYYRLPHTKDARMFYFFFESRSNQNDPVVIWLTGGPGCSSELAVFYENGPFSIADNMSLVWNDFGWDKVSNLIYVDQPTGTGFSYSSDEDDIRHDERGVSNDLYDFLQAFFKAHPQYEKNDFYITGESYAGHYIPAFASRVHQGNKNKEGTHINLKGFAIGNGLTNPEIQYKAYTDYALDMRLIKKADYNAIDKSYPKCQQAIRLCGTDGGSACMAAYLVCTSIFNKIMDVVGDKNYYDVRKTCDGDLCYDFSKMETLLNDEQVKHALGVGGIDFVSCSSTVYQAMQLDWMRNLEAGIPPLLEDDIKLLVYAGEYDLICNWLGNSRWVHAMEWSGQKDFGAARSVPFTVDGEEKGIQKNHGPLTFLKVHDAGHMVPMDQPKAALEMLQRWMQGKLSKEGHFAHM*

NbL02g04500.1 serine_carboxypeptidase−like [MW − SP = 53.97 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01433 Peptidase family M1 domain

PF11838 ERAP1−like C−terminal domain
PF17900 Peptidase M1 N−terminal domain

Protein sequence:
MAEHKYNQFKGQPRLPKFAVPKRYDLRLKPDLVACNFTGAVDISVDVVSDTKFIVLNAAELSVDPKSVLFKSSTKVFEALEVGLIEEDEIVVVEFGESLPLGVGVLSMAFEGTLNDRMKGFYRSTYEHNGEKRNMAVTQFEPADARRCFPCWDEPACKATFKITLDVPSELVALSNMPAEEEKVTGNLITVQYQESPIMSTYLVAFVVGLFDYVEDYTSDGIPVRVYCQVGKANQGSFALHVAVKTLPLFKEYFGAPYSLPKLDMIAIPDFAAGAMENYGLVTYRETALLYDDKHSAAANKQRVATVVAHELAHQWFGNLVTMEWWTHLWLNEGFATWVSYLATDSLFPEWKIWTQFLEEATEGLRLDGLAESHPIEVDINHAGEIDEIFDAISYRKGASVIRMLQSYLGPESFQRALASYIKRFACSNAKTEDLWSVLQEESGEPVNMLMNSWTKQQGYPVVSVKIKDQKLECDQTQFLLSGSHGDGQWIVPLTLCCGSYEVCKSFLMQEKSEALDVKDLLGSSSSKGNPWIKVNVEQTGFYRVKYDDELSARLRYAIESKCLSTNDKYGILDDSYALSMACHQSLSSLLALMASFREELDYTVLSNLISISYKVSRIAADAVPDLKDHIKLFFINLFQFSAERLGWDPKQGERHLDAMLRGELLNVLAAFGHDETLNEAIRRFHIFLDDRNTAVLPPDLRRAVYVAVMQRVNKSDRSGFEALLRVYRETDLSQEKTRVLSSLASCRDPEIILEILNFLLCSEVRSQDCVHGLAVSLEGRETAWKWLQDKWDHIHKTYGAGFLLTRFISATVSPFSSYEKANEVEEFFASRTKPYIARTLKQSIERVHINANWVQSIQKEKNLSEAVMELAYRKY*

NbL02g04360.1 aminopeptidase_M1 [MW = 99.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
MTWKFMLVLAWVTILIRSTTASSKGGESYVRDACSVTRYQDLCLHSLVSFSSTAKNNPSKWARAGVSVTISQAKGVTQSLLKLKKHNSLKRRGRVALLDCVECFQDALDNLHNSLGVLRKLSSQTFNDQMGDVTTWLSAALTDEDTCLGGFEDQRRRKQVKLLLNRVTNVSYMTSNALALVNKLATTGPECLQNS*

NbL02g03980.1 21_kDa_protein−like [MW − SP = 19.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASTTSSYTSLCSLLKLNQTKQNPTSCSLLKVQNHLPVFRSFCSSHLGKASILVVKCQAAKAEGEKEEEEEQYEEYEVEIVQPYGLKFAKGRDGGTYIDAIAPGGFADKTGMFSVGDKVLATSAVFGEEIWPAAEYGRTMYTIRQRIGPLLMKMQKRYGKVEEAGELTEKEIIRAERNAGFISDRVREIQLTNARRKKEQKEKREKDLREGLQLSKNGKYEEALEKFESVLGSRPTGNEAAVASYNVACCYSKLNQLQAGLSALEDAMDAGFDDFKRIRTDPDLANLRTSADYEPLMKKFDESFINENAINAIKSLFGFNKK*

NbL02g03910.1 protein_MET1_chloroplastic [MW = 36.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00152 tRNA synthetases class II (D, K and N) PF01336 OB−fold nucleic acid binding domain

Protein sequence:
ETERKKRRSAMEALQPLKQLIHFASFRSHRFRPSSPFFIVRCCSSSSSAATTAAVTGRAGGRNRRSNSGASTSTSDKEAIRAIRINKVEELRSNGLEPYAYKWDRTHTAGQLQEIYKNLGNGEESNSENDYVSVSGRIVARRAFGKLAFLTLRDDSGMIQLYCEKERLVDDQFEQLKTLVDVGDILGANGSIKRTEKGELSVCVNSFSILTKSLLPLPDKYHGLTDVDKRYRQRYVDMIANPEVADTFRKRAKIVSEIRKTVESFGFVEVETPVLQGAAGGAEARPFITYHNSLGRDLYLRIATELHLKRMLVGGFEKVYEIGRIFRNEGISTRHNPEFTTIEMYEAYSDYESMMNMTEEMVTRCALAVNGKLIIDYQGVKICLERPWRRETMHNLVREATGIDFRNFGDDLKAAKEHSRKAIDILGDDMDKGSIEACSSVGHLLNEVFEMLVEPKLLQPTFVLDYPIEISPLAKPHRRHSGLTERFELFICGRELANAFSELTDPLDQRRRLEEQVKQHNEKKAASGLNKADADGQENKDDDDNSYEVTLDEDFLTALEYGMPPASGMGLGIDRLVMLLTNSASIRDVIAFPVLKIQQ*

NbL02g03890.1 lysine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 67.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00180 Isocitrate/isopropylmalate dehydrogenase

Protein sequence:
MAFDKIKVENPIVEMDGDEMTRVIWKSIKDKLICPFLELDIKYFDLGLPHRDATDDKVTIESAEATQKYNVAIKCATITPDEARVKEFNLKSMWRSPNGTIRNILNGTVFREPIMCKNIPRLVPGWTKPICIGRHAFGDQYRATDTVIQGAGKLKLVFVPEGTDEKTEFEVYNFTGAGGVALSMYNTDESIRSFAEASMNMAYQKKWPLYLSTKNTILKKYDGRFKDIFQEVYEANWKSKYEEAGIWYEHRLIDDMVAYALKSEGGYVWACKNYDGDVQSDFLAQGFGSLGLMTSVLVCPDGKTIEAEAAHGTVTRHYRVHQKGGETSTNSIASIFAWTRGLAHRATLDKNERLLDFTEKLEAACIGAVESGKMTKDLALIIHGSKLSREHYLNTEEFIDAVADELKARLLKAKA*

NbL02g03870.1 isocitrate_dehydrogenase_[NADP] [MW = 46.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02696 Uncharacterized ACR, YdiU/UPF0061 family

Protein sequence:
LFPFFRLKQRSMQMLSRISASSTALFHLRSSLLRPRFYFHPNNPFSLPIQLHHRRPLFSSSMDSAASTTVDSVADNFKKQSLENNDSSNSKRLLKLEELNWDHSFVRELPSDSRTDTIPREVLHACYTKVLPSVEVENPQLVVWSESVAELLELDPKEFERPDFPLLLSGASPLVGAVPYAQNYGGHQFGTWAGQLGDGRAITLGEVLNSKSERWELQLKGAGKTPYSRFADGLAVLRSSIREFLCSEAMHSLGIPTTRALCLVTTGKDVTRDMFYDGNPKDDPGAIVCRVAQSFLRFGSYQLHASRGKKDLEIVRTLADYAIRHHFPHLENMSKSESISFSTGEEDDSAVDLTSNKYAAWAVEVAERTASMIARWQGVGFTHE*

NbL02g03800.1 UPF0061_protein_azo1574−like [MW = 43.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MASTAASSLQITIARPSIFSTKRISSICSTKFSANTRKQSWNRLASSSHVSSIQHFWRNFTSTSQKLEKVVNKAKSEADESKAASGLPIDLKGKRAFIAGIADDNGYGWAIAKSLAAAGAEILVGTWVPALNIFETSLRRGKFDESRVLPDGSLMEITKVYPLDAVFDCLEDVPEDIKANKRYAGSSKWTVSEVAESVKEDFGSIDILVHSLANGPEVTKPLLETSRKGYLAAISASSYSYVSLLKHFLPIMNPGGSSISLTYIASERIIPGYGGGMSSAKAALESDTRVLAFEAGRKKKVRVNTISAGPLRSRAAKAIGFIDMMIDYSITNAPLQKELSADEVGNTAAFLASPLASAITGAVIYVDNGLNAMGVGVDSPIFKDLNIPKSEE*

NbL02g03750.1 enoyl−[acyl−carrier−protein]_reductase_[NADH]_chloroplastic−like [MW = 41.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03643 Vacuolar protein sorting−associated protein 26

Protein sequence:
MNYIIGAFKPACNISITFSDGKSRKPVPLKKENGQTVMVPLFQSKENIAGKISVEPVSGKKVEHNGIKVELLGQIEMYFDRGNFYDFTSLVRELDVPGEIYERKTYPFEFSTVEMPYETYNGVNVRLRYILKVTITRGYAGSIVEYQDFVVRNYSPPPSINNSIKMEVGIEDCLHIEFEYNKSKYHLKDVIIGKIYFLLVRIKIKNMDLEIRRRESTGSGANTHVETETLAKFELMDGAPVRGESIPIRLFLSPYELTPTYHNINNKFSVKYYLNLVLVDEEDRRYFKQQEITMFRLAETSVINQAVGA*

NbL02g03640.1 vacuolar_protein_sorting−associated_protein_26A [MW = 35.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00365 Phosphofructokinase

Protein sequence:
MGEAPNSQQKIVSGDGGYVLEDVPHLSDYIPNLPTYPNPVQDNPSYSVVKQYFVDEDDTVAQKIVVHKNSPRGIHFRRAGPRQRVYFEPEDVHACIVTCGGLCPGLNTVIREIVCSLHHMYGVKRVMGIDGGYRGFYSKNIIPLTPKVVNDIHKRGGTILGTSRGGHVTKKIVDSIQDRGINQVYIIGGDGTQRGAAVIFEEIRRRGLNVSVAGIPKTIDNDILVIDRSFGFDSAVEEAQRAISAAHVEATSFENGIGLVKLMGR

NbL02g03290.1 ATP−dependent_6−phosphofructokinase_6−like [MW = 28.98 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 55 109 163 268

Protein length

Gel Slice

4.0 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20

Peptide counts over 4 repeats

1 55 109 163 268

Pfam domains

Pfam Description
SP Sequon TM Domain PF03767 HAD superfamily, subfamily IIIB (Acid phosphatase)

Protein sequence:
MAYVQNFLVAVFISFTFVSTSFSQSVLGITPEILELLTINRHRKIPKDNNNALYCESWRFTVETNDAGFWALIPERCASFVQDYMNGDRYSSDCGAVADLSLAFANTVKVSNDGKDAWVFDIDETLLSNLPYYVTHGFGSEIFDEIAFDKWVNEAEAPAIPASLKLYKELQQRGFKIFLLTGRSELQRNYTEKNMVYAGYSNWERLILRGPSDKGKLATQYKSEKRKELEDEGYRIHGSSGDQWSYLNGFAVATRSFKLPNPMYYIA*

NbL02g03270.1 acid_phosphatase_1_pseudogene [MW − SP = 27.87 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00168 C2 domain

PF00614 Phospholipase D Active site motif
PF12357 Phospholipase D C terminal

Protein sequence:
MAQILLHGTLHATIFEVDKIHTNFGKELFNKVVQGIEGAIGFNKTASRLYATIDLQKARVGRTRLLDDHKNPRWYESFHIYCAHMAADVIFTVKIDNPIGAELIGRAYLPVQELLDGEEVDKWLEILDTERKPVHGHSKIHVKLQFFNVTREYNWNRGIKVTRFPGVPYTFFSQRQGCKVTLYQDSHVPDNFIPKIPLAGGKFYEPQRCWEDIFDAITNAKHLIYITGWSVYTEITLIRDTRRPKPGGDLTLGELLKKKANEGVRVLMLVWDDRTSVGLLKQDGLMATHDEDTAKFFQDTEVNCVLCPRNPDDGRSIIQNIEIGTMFTHHQKIVVVDGEMPNGDKERRRIVSYIGGIDLCDGRYDTQFHSLFRTLNTAHHDDFHQANFSGASIQKGGPREPWHDIHCRLEGPVAWDVLYNFEQRWRKQGGKDLLINLRDIDNIITPPSPVMYPDDHDTWNVQVFRSIDGGAAFGFPDAPEEAAKSGLISGKDNIIDRSIQDAYINAIRRAKHFIYIENQYFLGSSFSWYSNDIKDEEINALHLIPKELSLKIVSKIEAGERFTVYVVLPMWPEGLPESGSVQAILDWQRRTMRMMYTDIIQALKVKGIIANPKEYLSFFCLGNRETKKGGEYEPSETPEPDSDYSRAQEARRFMIYVHAKMMIVDDEYIIIGSANINQRSMDGARDSEIAMGAYQPFHLSVKEPARGQVHGFRMALWYEHLGMLDNSFLYPESPECIRKVNQVADKYWDMYSSESLVHDLPGHLLTYPIAVTENGEVTELPGTEYFPDTKARVLGTKSDFLPPILTT*

NbL02g03250.1 phospholipase_D_alpha_1−like [MW = 92.3 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00750 tRNA synthetases class I (R)

PF03485 Arginyl tRNA synthetase N terminal domain
PF05746 DALR anticodon binding domain

Protein sequence:
MSSLALSSLKLPPVLLLSPPPSTKLLHLSSFPSFLLNTRVPRATSKEYFSVVKVSSRPISTMATDKDIVRSVKEQLAKLFEESLRAAFPDIEDVQPMIAICNDSRHGDYQCNNAMSLWNKIKGQGTQFRGPQPVGKAIIDNLPASEMIERCSTAGPGFINVVLKKQWIAKRIERMLIDGIETWAPKLPVKRTVVDFSSPNIAKEMHVGHLRSTIIGDTLARMLEFSNVEVLRRNHVGDWGTQFGMLIEYLFDKIPNWEAASAQAIGDLQAFYKASKQRFDNDPDFKERAQKAVVSLQGGEEKYRKAWTQICEISREEFQRVYERLGVDLEEKGESFYNPYIPKAFNLLNYKGLIQESEGARVIFIEGKKIPLIVVKKDGGFNYASTDLAALWYRLNEEKADWMIYVTDVGQREHFEMVFAAAKLAGWLPLNENNFPKASHVGFGLVLGDDGKRFRTRSTEVVKLVDLLDEAKSRCKLALEERGKATEWTADELEQTAEAVGYGAVKYADLKNNRLTNYTFNFDQMLSDKGNTAVYLLYAHARICSIIRKSGRDIEELKKVGGIVLAHQDERALGLHLLQFAEIVEEACINLLPNLLCEYLYKLSEDFTKFYTNCQVVGSAEETSRLLLCEATAVVMRKCFHLLGITPVYKI*

NbL02g03210.1 arginine−−tRNA_ligase_chloroplastic/mitochondrial−like [MW = 73.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00078 Reverse transcriptase (RNA−dependent DNA polymerase)

PF03732 Retrotransposon gag protein
PF13242 HAD−hyrolase−like

PF13966 zinc−binding in reverse transcriptase
PF14111 Domain of unknown function (DUF4283)

PF17919 RNase H−like domain found in reverse transcriptase
PF17921 Integrase zinc binding domain

Protein sequence:
MNSSAKSHPTPDEYTVSWKPIDDVDTLPHANTDLQSSGAPMLTTAAAKYCYIDPGDGASAQTETLVPSQLPVQEEIGNALMQNPEQPVDPDPVKETNAAPKGWANLFQKNRFTSNGMALEYIPPTMIDGKPIGQLLKEDVEEEEQKWKSALVIFVFGNGPGFNAMKRFINLHWSHVPEPDLYYHEEGYYVAKFLSIEDAKEVMCAGPYTIANRPMILKQRSADFDFTAEFSTDIPLWVKFPNLPMSCWGIRSLSKIASVLGKPIYADECTTKQTRISFARMLIEVNVSKMLPSEIELIDPNGKKFVQEVEYDWKPTYCEKCLMVGHNCLTAPKPIHKPKVVQQWRPKVATDNVMQPPKQQTVPEQMVSPSVIADPVVNTDMFIQVDKGKQVHTLAFNLTNFPPLSPVVLSNRFQSMSDGRQGRIANNLVPGWRLLANYRDSPRGRAWILWDDKKINVTGIQEGDQFIHCRVNTLAGDLVCLLTVVYGYNGLDQRRLLWQQLQSLSSGITVPWLVAGDFNAVLSINDRQSCNQVTQAEIQDFTQCLQVAELSELPWKGAFFTWSKKQTGSNRVCSRLDIIFEHRLRKNPFRFYNAWTNHKDFQCIVKEHWKSTAQDTLKEVWINLKTLKPGLKSPNVREFKNITQRIEDSRRELTDIQNQMVMQYTDELQTKEKDLILKLEKWSLIEESILQQKSRARWIQLGDSNNKYFNALLKERNQFKSITELVTAGGTKITNPDVIRHEIKCFYKSLMGTSTASLPAINKSYMDNGPKLTRSQMQQLIADVTMDEVVDSLKSICDHKAPGIDGYNATFFKQTWCITGNQISRAVMDFFQTSRMYKPVNCASLTLIPKVANPQSVKEFRPIACCSVLYKIISKILANRLQKRIASIICDTQAGFIPGRRIADNVILAHELIKHYSRLMYLLDIMECVQIVSYTVMVNGETTEPFQAAKGLMQGDPISPFLFTIVMEYLSRVLCELKKNSDFSFHPGCKKLGVTHLSFADDLLLFARGDLKTVSTMFKYLSHFTEASGLNANLNKSSVYFGGVPSDIQQQIVAQLGYAYGELPFKYLGVPLSTRKMSLLQWQPLVDKVTARITSWTARKLSYAAWDKVCLPKSAGRLSIMNLLLWNRAAIAKLGWDLAHKKDVLWVKWIHAVYIKQQQLHAIKIPKQASWMVRKIIEATVALHQSQILSQSECSIKKLYLHQIGQLPRVMWKNLTIQKCARPKAVFNLWLILQDRLPTKDRLRQWNPSMDSICTLCQQDMETRDHLFFSCSFTMSLRHQTLLWIGVTQPSFQSWDQYIQWIITMAKGRTTRAHNIKMIMAELCYNIWLERNSRLFRNVSSSYGQLLRNIAYTCHIRSLIKFSLQFQHSPSQSSKPNELKFQTLNGIQELAETRRFKAWFLDQFGVLHDGKQPYPGAISTSTFSSVSFEILGLRLKVVENVQEADFILAHGTEAAALPMKLEDLEKILEQCAAKRIPIFVTVEARALRVMPELRKDVDALKVSMDTVVNSVTELTNSVESRMAQALEEIKRMMINSGGNPVQNGPAVDRNEERIEPRAPRPFENPHPTKNYRVDVYISRFDGTVLKDCLYKCKQFFDVDVTPEEFKVKLVSCKLEGRALQWHQSFMKSRVTREWPRWGEYVRCFYARFGAELFDPMADFKDLRQVSSAQDYVDNFDELLNRVELQEEYVVSCFLRGLKPEIGLPVKMLGPRSLAEAISLARIQEQTLEVQKQVFSSNAILPNPRNVQRFQSAPFSSQGGNHLPLNILKLFQNNSLLTLTKVEEGEGIVEVEEDVLLDPAELLTMLAQGHVAQGLETDAEGSTLPHVSVHAMNGAHDFRTMRVTMSVKGKAVHVLIDTGSIHNFLDLNIAKKLGCVLTTIAPFAGVSFDSDLLVFPIGGCNMVVGIQWLITLGDILWNFRKLKMEFTMMGKKISLRGIQPPAAKLIQAGRMDKLLAKPAELCMISVGDCPKEGTTSINERPNRYPAIQKDEIEKMVDEMLSSGVLWHSTSPYSFPIVMGKKKDGTWRMCVDYRELNNSTVKDKFLIPVKEELLDELHGAKYFSKLGLRSGYYQIRMFEQDIPKTTFRSHHGHYEFMVMPFGLTNAPSTCQSLVNQELRGFLGLTGHYRRFIKNYALIARPKHDLLKKGSFVWNALATESFEALKKDTTSAPVLTLPYFSKECVIETDPSGEGIGAVLEQHFVIKTDHHSLKYLAEQRITTPNALSRKGKAIQLFSISGVYLQLLESAKLSWDQDPQLQKLIHSIPSSSNPKPCYSFNAGHSGITATYKRIKQDFYWKKMKQDVYMYIRECGTCQRCKGEMWHILAYSSLYQFQKRLSKAAHFMALKHPYTALDVAQVFMDGVFKLHGMPNSIVSDRDKVFTSRFWQELFKLQKVSLLTSSAYHPQTYGQNEIGHYGYPWQNGGTIPPIIQPQTLLLMKQYMGRSPPPLLAFVPFDSQLDVVDRSLQAREATKLSLKDHAYQKLSAKFFGPFKIIARVASVAHTLDLPPLSKIHPTFHISLLKKKRLAKKQGKGITQVLVKWLNAPPEDNTWEDLHSFKLKYIAATYEKLGGEVKWMGKPDKIIYKSAVEMAVVDASDCIAVGDSLHHDIKGANAAGIASAFITCGIHATELGVTKLGEVADDNSLHALALQNNAYPTYVLPSFTC*

NbL02g03060.1 uncharacterized_LOC104114303 [MW = 302.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00127 Copper binding proteins, plastocyanin/azurin family

Protein sequence:
MASVTSAAVTIPSFTGLKSSASSKISNVAKMVSTNQTSKMVVKASLKDVGAVVVATAASAILASNALAIEVLLGGDDGSLAFVPGNFSVSAGEKITFKNNAGFPHNVVFDEDEIPSGVDASKISMSEEDLLNAPGETYSVTLSEKGTYSFYCSPHQGAGMVGKVTVN*

NbL02g03030.1 plastocyanin [MW = 17.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13462 Thioredoxin

Protein sequence:
MHYSAMILTQKRNPFCKKMEIRKTHFLLKSILLLIFLLLFVSVSYQISIPSKQDGFWYENRTPKVDSILIEAFFDPVCPDSRDAWPPLKQALQQYGSRVSLLLHPFALPYHDNAFLTSRALHVVNKLNASATYKLLESFFDHQEDFYNKATFDLSRASVVEKVARFSTNAIGNSNYDVIKAGFTDYKTDQSTRLSFKYGCVKGVYGTPFFFVNGFPLPDAGSALDYKGWRRVLDPLVHQQDTGRNYLLHFFL*

NbL02g03010.1 uncharacterized_LOC109239937 [MW = 29.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MALSQKSQLLFCSLLFIFFSLSLSFNPSRPNKDDDIHDLLPFYDLPKGLLPNNVKSYTLSPKDNSFTVQLTHPCYVQFQDQLVYYQKEIKGKMSYGVVSDVSGIQAKKLFVWVPVTGINVDEESHMIEFHVGFLSEKLPAKDFETIPTCKNKGAKILSFLQYDEDEWSSEVL*

NbL02g02920.1 uncharacterized_LOC109211680 [MW − SP = 16.95 kDa]
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Peptide counts over 4 repeats

1 163 325 487 649 812

Pfam domains

Pfam Description
SP Sequon TM Domain PF00183 Hsp90 protein PF02518 Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Protein sequence:
MRKWTIPSVLFLLCLLFLLPDQGRRIQANAEAESDVPVDPPKVEEKFGAIPHGLSTDSDVVKRESESMSRKTLRADAEKFEFQAEVSRLMDIIINSLYSNKDIFLRELISNASDALDKIRFLSLTDKEVLGEGDNAKLEIQIKLDKEKKILSIRDRGIGMTKEDLIKNLGTIAKSGTSAFVEKMQTSGDLNLIGQFGVGFYSVYLVADYVEVISKHNDDKQYVWESKADGAFAISEDVWNEPLGRGTEIRLHLRDEAGEYLDEYKLKDLVKKYSEFINFPIHLWASKEVEKEVPADEDESNDEEETSESSPSEDEEEDDSEKAEDEKKPKTKKVKETTYEWELLNDVKAIWLRNPKEVTEEEYTKFYHSLAKDFSDEKPLAWSHFNAEGDVEFKAVLFVPPKAPHDLYESYYNSKKSNLKLYVRRVFISDEFDELLPKYLSFLMGLVDSDTLPLNVSREMLQQHSSLKTIKKKLIRKALDMIRKIADEDPDESNDKDKKDIEESSADNEKKGQYAKFWNEFGKSVKLGIIEDATNRNRLAKLLRFETSKSDGKLTSLDQYISRMKAGQKDIFYITGASKEQLEQSPFLERLTKKNYEVIFFTDPVDEYLMQYLMDYEDHKFQNVSKEGLKLGKDSKAKELKESFKELTKWWKGALASDNVDDVKISNRLADTPCVVVTSKYGWSANMERIMQSQTLSDASKQAYMRGKRVLEINPRHPIIKELRERVAKDPEDESVKQTAQLMYQTALLESGFLLNDPKDFASRIYSSVKSSLNVSPDAAVEEEEDIEEPEAETDEKEAAAKDDSDAKDEL*

NbL02g02830.1 endoplasmin_homolog [MW − SP = 89.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02897 Prolyl oligopeptidase, N−terminal beta−propeller domain

Protein sequence:
MFTLPCHRAIVFSPTSPKSLTRIALLVVPSYNRQQQQNNSPIKQRCLFVEHLKSNLFSSHFLARSLASSSSVMGSLSVLAEPLPYPIARRDESVVDNYHGVSVPDPYRWLEDPDSEETKEFVEKQVNLTDSVLKTCETREKLREKITKLYDFPKYEVPFRAGDKYFYFHNSGLQPQKVLYVQDSLDGEPEVLLDPNTLSETGQLH*

NbL02g02760.1 prolyl_endopeptidase−like [MW = 23.48 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00004 ATPase family associated with various cellular activities (AAA)

PF01434 Peptidase family M41
PF17862 AAA+ lid domain

Protein sequence:
MAFSMANSLLSSNFLGSQIFVSPPTPKTTKISHLYPKRKFFPVPQSILNKKPNSDKVKNFLSEAALAALLFSSITPQAYALDNTTPTAPPPSVIQAETPKPNPLNPSSFSQNLILNAPKPQAQSTSDIPDGSQWRYSEFLNAVKKGKVERVRFSKDGSVLQLTAVDGRRANVIVPNDPDLIDILAMNGVDISVSEGEGGNGLFSVIGNLLFPILAFAGLFFLFRRAQGGPGGPGGLGGPMDFGRSKSKFQEVPETGVTFADVAGADQAKLELQEVVDFLKNPDKYTALGAKIPKGCLLVGPPGTGKTLLARAVAGEAGVPFFSCAASEFVELFVGVGASRVRDLFEKAKSKAPCIVFIDEIDAVGRQRGAGLGGGNDEREQTINQLLTEMDGFSGNSGVIVLAATNRPDVLDSALLRPGRFDRQVTADRPDVAGRVKILQVHSRGKALAKDVDFDKIARRTPGFTGADLQNLMNEAAILAARRDLKEISKDEISDALERIIAGPEKKNAVVSDEKKKLVAYHEAGHALVGALMPEYDPVAKISIIPRGQAGGLTFFAPSEERLESGLYSRSYLENQMAVALGGRVAEEVIFGQDNVTTGASNDFMQVSRVARQMVERLGFSKKIGQVAIGGGGGNPFLGQQMSTQKDYSMATADIVDAEVRELVDKAYSRATQIITTHIDILHKLAQLLIEKETVDGEEFMSLFIDGKAELYIS*

NbL02g02750.1 ATP−dependent_zinc_metalloprotease_FTSH_chloroplastic [MW = 76.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16940 Chloroplast envelope transporter

Protein sequence:
MNPLLLLSTNQPSVNPTTTTFLSPFLNPTPLRSTRKISQRRRYFRYNYGLSAVRSSASDKPPSSSISVKPDVFGGKKELSTIQSLVDAMSPPIRIASSALVFAGAVAAGYGLGVRFGGSRNAGVGGAIALGAAGAGAAYALNSCVPEVAAINLHNYVADFEDPAALNKEDIDAIANKYGVSKQNEAFNAELRDIYCRYVSAVFPTGTEELRGDEVDTIIKFKNALGIDDPDAADMHMEIGRRIFRQRLETGDRDGDIEQRRAFQKLIYVSTLVFGEASAFLLPWKRVFKVTDSQVEVAVRDNAQRLYASKLKSVGRDIDVNQLVSLREAQLAYRLSDELAEEMFKEHARKLVEECISLALGSLKSRTRATREATRVIEELDKMLSFNNLLISLKNHPDASRFAPGIGPVSLVGGDYDGDRKMDDLKLLFRAYITDSLSSGRMEEDKLASLNQLRNIFGLGRREAETITLDVTSKVYRKRLAQAVTSGDLEAAESKAAYLQMLCEELSFDPQKALQIHEEIYRQKLQQLVADGELSDGDMKALERLQVMLCVPKQTVEAAHADICGSLFEKVVKEAIAAGVDGYDAEIKKSVRKAAYGLRLTREVAMSIASKAVRKIFISYIQKARGSGSRTEQAKELKKMIAFNSLVVTQLVADIKGESSDTPPEEPQKEQVQRTDEEDGEWESLQSLRKVKPSKDNLRKEIQTEISLKDDLPERDRADLYKTYLLFCLTGEVTRIPFGAQITTKKDDSEYVFLSQLGSILGLTDKEIVEVHRSLAEQAFRQQAEVILADGQLTKVRMEQLTELQKNVGLPPQYAQNIIKSITTTKLAAALETAVGQGRLSIKEIRELKESSVDINTMISESLRQNLFKKTVDDIFSSGTGEFDEVEVYENIPKDLNINAEKAKKVVHELAHSRLLNSLIQAVSLLRQKNHKTLVSSLNDLLACDKAVPSTPLSWEVPEELADLFIVYAKSDPVPDKLSRLQYLLGISDSTAETLRSMKDRELPNGVGEEEFVF*

NbL02g02620.1 protein_TIC110_chloroplastic [MW = 112.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MASVFLYHVVGDLTVGKPELVEFSETQTVEAAIKAIGESTECGIPVWKIRSQKSVIENSEMRAKRFVGILTSLDIVAFLAREECLVDQEKAMKTPVSEVVVPDPSLLKELDPATRYINCARSSSSLLCQSFMFDQGVT*

NbL02g02550.1 CBS_domain−containing_protein_CBSX6 [MW = 15.2 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07137 VDE lipocalin domain

Protein sequence:
MALAPHSNFLANHGTIRYYVGSKLPGHKRLSWGWDDYFGNIFVTNICSSRQIPRYFRKSPRICCSLDSRSLQLLSHGKHNLSPTHIINQNVSKGNSGCKFPKDVALMVWEKWGQFAKTAIVAIFILSVASKADAVDALKTCTCLLKECRLELAKCIANPACAANVACLQTCNNRPDETECQIKCGDLFENSVVDEFNECAVSRKKCVPRKSDVGDFPVPDPSVLAQKFDMNDFSGKWFITRSLNPTFDAFDCQLHEFHTEENKLVGNLSWRIRTPDGGFFTRSAVQKFVQDPKYPGILYNHDNEYLHYQDDWYILSSKVENSPEDYIFVYYKGRNDAWDGYGGAVLYTRSAVLPESIIPELQTAAQKVGRDFNTFIKTDNTCGPEPPLVERLEKKVEEGERTIIKEVEEIEEEVEKVRDKEVTLFSRLFEGFKELQQDEENFLRELSKEEMDVLDGLKMEATEVEELFGRALPIRKLR*

NbL02g02390.1 violaxanthin_de−epoxidase_chloroplastic−like [MW = 54.59 kDa]
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1 123 245 367 489 612

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01433 Peptidase family M1 domain

PF09127 Leukotriene A4 hydrolase, C−terminal
PF17900 Peptidase M1 N−terminal domain

Protein sequence:
MAPIDPHSFTDSAHPLTTHISLTLFFDFPSSTISSATLLSLPTPYTGPLTFDTRSLSVSSVLDPLSLSPLPFSLSPDSPILGQSLTVSLSNQTQILILSKTSPSSSALQWLSPPQTFNKTHPFVYTQCQSIHARSIFPCQDTPAARVKYAAKLNIPRQLSAVMAAKHVERRDPLPSEAQRVCEDSVWCGDDRVVEEFVMEQPIPPYLFAFAVGELGFREVGPRTRVYSEAVNEVLDAAAKEFAGTEEMIQVGEKLFGPYDWERFDLLVLPPSFPYGGMENPRMVFLTPTVIKGDASGAQVVAHELAHSWTGNLITNKNNDHFWLNEGFTTYAERRIVEVVQGEDIAALNIGIGWRGLIEEMERFKDNMEFTKLKTNQAGVDPDDVYSQVPYEKGFQFLWRIERQIGRPAFDDFLKKYIATFKFQSIDTDMFLNFLKADVPGIENEIDLKLWTEGTGIPPDAMEPVSNIYSKIVSLANEFKLGRMPREDEVADWKGQEWELYLENLPKSVEASQVTALDARYHLSESKDYEVRVAFLQLAISARCRDYYGEVEKTLKEVGRMKYLRPLYTALVQGAGKEEEKAFARRVFTEACDCYHPIAQGVAEAILAKHA*

NbL02g02200.1 leukotriene_A−4_hydrolase_homolog [MW = 68.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLKLKPLIYFPSARPHAVVTEASTVPLRLAGSPVADKNSRFFPVNSRKESPHKLFPNCRRLIHRSRSVSMESSGVNTTTSPSVVKLNVIEATPESFKEFGQVIEASPDGEEFGPRDAQLDLSCGIPRFYIMQLKDRSLRFSNITHHANVTQCLGSIGGNVWYLGVAKPSIVDPADIKGARGSDIVQSRCGHFYVPPAVDEVQAFRISGPKFIKLNHGTWHAGPLFTDDKMDFYNLELNNTNVVDHTTHDFINKNGVVFLLDD*

NbL02g02090.1 uncharacterized_LOC107785953 [MW = 29.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00855 PWWP domain

Protein sequence:
MDEQEGVSRVSSVSEPTVGNTVDETLVETLRCEGQAYGEGDGGEIMVEVVGSDVFVDGVCGDGAELGHDGSGKGVDAYRDSLSRDAEDSSGNTGNGVEVVLDVARSSGDVSVTSSAEIIPSVTACTVVQQVSFSDAEGNIVRSTESVGLTSPDVAGDVSRDAEDSSGNTGNGVEVVLDVVRSSGDVSVTSSAEIIPSVTACTVVQQVSFSDDEGNIVRSTESIGLTSPDVAGDVSKTVDNEAVSETADRVLEQVNIRVSEEGNVVGSSVSIKGNADLTLQRVGLSDDGVWNPGIDPLSGSSSFVPQDGSNIEASNLRLDSSEKDDTSVTEMVGQASDKDVANHARDQISDHPAERVVSGDGELVEKIHSEVETVETDAPDQEKDDLSNKDENSHTNVETMETDVHDQEKDNLSNKDENSRTDVEPMETDVYDQDGGFPNKDNNSNSVDDTVSLRPNSVIPEDKGGAIRVVSGDSRLSVDPTPVVHDHSLGINGNTAPSHPGEQEHSLKENVAAENGAIGSSCEKASHAEVRVFKVDAMHEDKSDLALCAETEASHLQTQTCNLKEVSSEVSILKIPVSSDKDGILSGSDELPDIQRKVADGISEISSDDLPLSSEQASAHDSGNVEEMEVEGVCHETTGTMTFPMNDESLNVVKVDARLENEAGIGPLETSHEPACRTDGDSVEMDRDGDAQLGTATTSLSCTVDKNILIAETTVSVETMARTGDMKTMNETNRVTHFLPEGLDGNMSLQRVENESLLPFDDYAGKEGDPKVSAVSSNDDVMTETSLLQDTDKTSDSDAVYEKSPFLLEENDLKVEAEQKVETKGTALREDPTQAHVLAHNAEGVSTRKHSDITKESESTANQEGVVEHHHILALEMDHEAGNAATADKMSIEENNFNVEGAIKSHTVTNSGADVPPPVEETNFNVEGAIKSQTVTNSGADVPPPVGDQIVETYISHTSNAETNQANEYQDSSRADEGLVFHAHAAEMKVADGPEKGEVETCMSHTSNAETNQANEYQDSSKADEGLVFRADAAEMKVADEQEKGEVEKLHADTAQESSEQDKGTEEVASKTSHAVMLNEKPVSLLKMQPGYLIPPQTDEDEYSISDLVWGKVRSHPWWPGQIFDPSDASEKAIKYHKKDSFLVAYFGDRTFAWNDASVLRPFCSNFSQIEKQSNSETFQNAISCALEEVSRRVELGLACSCTPEDSYDEISCQIVENTGICEESSKRYGVDKSTGVTSFGPDKLMHYMKALALSPTCRADRLDLTFARAQLVAFCRFKGYRLPPEFLLSGELLENDAEVPQADSATDEKGHASEDSEQHPTGKVSAHKRKHGSKGISQTKKKERSMSELMVDVECKYSLHCEDDQDGKPFTSSKKRKAVDSLTDGSDKRTSVYAAKVSTTASVSPKPSFRIGECIQRAASQLTRSASLLKCNSDQTGAEVQLQDSPKGKVVTPTELPSPNELLSQLQLVAWAPLKSYIFLKTITSFFSGFRNSVVLSQHSRRQNSSAGRPSDGRKRKASQTVAGLAEEFEFDDVNDSYWTDRIVQNHGEEQLLQNGQSGEGEGQLTVHDPEKPSKPGRRPYSRKRKSSADDYTTPGVPPEDIEKRKHEPAELILNFAEGGPLPSEMNLNKMFRRFGPLKELETQVYQESSRARVVFKRGSDAEVAHSSVGKFNIFGSRQVTYELSYTPVISFKPMLITLAPDLEGAI*

NbL02g02070.1 uncharacterized_LOC104220881 [MW = 184.43 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain

Protein sequence:
MSLTTTPSFQIWRRFIAASPITCPSSLSLVSVSKSPLLKSHRRAASLRCYCATRMGDAIADATMDAVQRRLMFEDECILVDENDRVVGHDTKYNCHLMEKIEAENLLHRAFSVFLFNSKYELLLQQRSATKVTFPLVWTNTCCSHPLYRESELIEENVLGVRNAAQRKLLDELGIPAEDVPVDQFTPLGRILYKAPSDGKWGEHELDYLLFTVREVNMKPNPDEVADVKYVNREQLKELLRKADAGEGGLKLSPWFRLVVDNFLFKWWDHLEKGTLKEVIDMKTIHKLT*

NbL02g01760.1 isopentenyl−diphosphate_Delta−isomerase_I−like [MW = 33.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MASTMFSLASAAPPASFSLQDNLKSKLKLGTTSQSAFLGKDFAKAKSNGCTTMTVAVNVSRFEGITMAPPDPILGVSEAFKADTNELKLNLGVGAYRTEELQPYVLNVVKKAENLMLERGDNKEYLPIEGLTAFNKVTAELLFGADNPVNQQQRVATIQGLSGTGSLRIAAALIERYFPGSKVLISSPTWGNHKNIFNDARVPWSEYRYYDPKTVGLDFAGMIEDIKAAPEGSFILLHGCAHNPTGIDPTIEQWEKIADVIQEKNHIPFFDVAYQGFASGSLDEDASSVRLFAARGMELLVAQSYSKNLGLYGERIGAINVLCSSADAATRVKSQLKRLARPMYSNPPIHGARIVANVVGIPEFFDEWKQEMEMMAGRIKSVRQKLYDSLSAKDKSGKDWSYILKQIGMFSFTGLNKAQSENMTNKWHVYMTKDGRISLAGLSAAKCEYLADAIIDSYYNVS*

NbL02g01570.1 aspartate_aminotransferase_chloroplastic [MW = 50.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
LNIVEGKMQYLYDENGRRYLDAFAGIVTVSCGHCHPVVLDAITEQSKLLQHATTIYLHHAIGDFAEALASKMPGNLKVVYFVNSGTEANELAMLMARLYSGNLNMIALRNAYHGGSANTIGLTALNTWKYPIPQGEIHHVVNPNPYRGVFGSDAKRYAEDVQDHIDHGTSGKVAGFIAETIQGAGGAVELAPGYLKLVYDIARKAGGVCIADEVQTGFGRTGSDYWGFQTQGVIPDIVTMAK

NbL02g01550.1 alanine−−glyoxylate_aminotransferase_2_homolog_1_mitochondrial [MW = 26.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00202 Aminotransferase class−III

Protein sequence:
SFWSPQECTIFFSYISCLFLLCILWNGLLFQTVYFSGIGNGLPLGAVVTTPEIASVMAQKIQFNTYGGNPVCSAGGHAVLRVIDKEQRQKHCAEVGSHLIGRLRDLQKRHEIIGDVRGRGLMVGIELVTDRKEKTPAKAETGVLLEKLREFGVLVGKGGLHGNVFRIKPPMCFGKDDAGNLFTHWFNILRIFSWIIPSDLISIVENHFY*

NbL02g01540.1 alanine−−glyoxylate_aminotransferase_2_homolog_1_mitochondrial [MW = 23.32 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00394 Multicopper oxidase

PF07731 Multicopper oxidase
PF07732 Multicopper oxidase

Protein sequence:
MVEHFHQCYLVNFLVLGLLFLTAVSVEARVRHHKWEVKYEYKSPDCFKKLSISINGKTPGPTIVAQQGDTIVVEVKNSLLTENLAIHWHGIRQIGTPWADGTEGITQCPVVPGDTFVYKFVVDRPGTYLYHAHYGMQRQAGLQGMIKVLVPDGVVEPFSYDYDRNILLTDWYHKSTYEQATGLASLPFVWVGEPQSLLIHGRGMFNCSTPGTDVTLCNATNPQCSPYSMIVIPGKTYRLRIGSLTALSALSFEIEGHNMTVVEADGHYVEPFVVQKLFLYSGETYSVLIKADQDPSRNYWASTKVVSRNSATPNGLGIITYYPNHPRRTPPTVPPAGPHWNDVAPRVAQSVAIKSHKDFIHAPPKTSDRVIVMLNTQNRINGFVRWSVNNVSFNMPHTPYLIALKHNLLHTFEQTPPPENYNHENYDIFSVQKNVNATTSNSIYRLKFNTTVDIILQNANTMNPNNSETHPWHLHGHDFWVMGYGNGKFNQSIDPKNYNLVNPIMKNTIPVHPYGWTALRFQADNPGVWAFHCHIESHFFMGMGVVFEEGIDKVGKLPTSIMGCGDSKKFHRP*

NbL02g01370.1 L−ascorbate_oxidase [MW − SP = 61.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II

Protein sequence:
MAAATTTTASSSRIGSRPTIPPGLHSDSFNPTSISFSSNIHGLSLKSSVSKKQLYSRRTGIVVIIQSMDRVEVDISLSPRVNSVKPSKTVAITDQATALAQAGVPVIRLAAGEPDFDTPAPIAEAGINAIREGHTRYTPNAGTMEIRSAICHKLKEENGLSYMPDQILVSNGAKQSIVQAVLAVCSPGDEVLIPAPFWVSYPEMARMADATPVILPTSISEDFLLDPKLLESKLSEKSRLLILCSPSNPTGSVYPRKLLEEIAEIVARHPRLLVISDEIYEHIIYAPATHTSFASLPGMWDRTLTVNGFSKAFAMTGWRLGYIAGPKHFVSACNKIQSQFTSGASSISQKAAVAALGLGYAGGEAVATMVKAFRERRDYLVKSFGEIDGVKISEPRGAFYLFIDLSSYYGVEVDGFGSINDSESLCRYLLDKAQVALVPGDAFGDDTCIRISYAASLSTLQAAVERIKKALVTLRSHVPV*

NbL02g01350.1 bifunctional_aspartate_aminotransferase_and_glutamate/aspartate−prephenate_aminotransferase−like [MW =
51.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01658 Myo−inositol−1−phosphate synthase PF07994 Myo−inositol−1−phosphate synthase

Protein sequence:
MFIENFKVESPNVKYTESEIHSIYDYQTTELVHEEKNGTYQWTVKPKTVKYEIKTDVHVPKLGVMLVGWGGNNGSTLTGGVIANREGISWATKDKVQQANYFGSLTQASTIRVGSFNGEEIYAPFKSLLPMVNPDDVVFGGWDISDMNLADATARAKVFDIDLQKQLRPYMESMVPLPGIYDPDFIAANQGSRANNVIKGTKKEQMDQIIKDIREFKEKNKVDKVVVLWTANTERYSNVVVGLNDTMENLFASVDRNEAEISPSTLYAIACILENVPFINGSPQNTFVSGLIDLAIKRNTLIGGDDFKSGQTKMKSVLVDFLVGAGIKPTSIVSYNHLGNNDGMNLSAPQTFRSKEISKSNVVDDMVSSNAILYEPGEHPDHVVVIKYVPYVGDSKRAMDEYTSEIFMGGKNTIVLHNTCEDSLLAAPIILDLVLLAELSTRIQLKAEGEGKFHSFHPVATILSYLTKAPLVPPGTPVVNALSKQRAMLENILRACVGLAPENNMILEYK*

NbL02g01320.1 inositol−3−phosphate_synthase [MW = 56.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00733 Asparagine synthase PF13537 Glutamine amidotransferase domain

Protein sequence:
RRKTAQINSSSAATVYIKLRVSSLPLSFHSKPQSQQLSLSISEQRERAMCGILAVFGCIDNSQAKRSRIIELSRRLRHRGPDWSGLHSHDDCYLAHQRLAIVDPTSGDQPLYNEDKTIVVAVNGEIYNHRELREKLKSHQFRTGSDCEVIAHLYEDYGEDFVHMLDGMFSFVLLDTRDKSFIAARDAIGITPLYMGWGLDGSVWFSSEMKALSDDCERFVSFLPGHIYSSKNGGLRRWYNPTWYSETIPSTPYDHLVLRQAFEKAVVKRLMTDVPFGVLLSGGLDSSLVAAVANRYLADTEAARQWGSQLHTFCVGLKGSPDLKAAREVADYLGTRHHEFHFTVQEGIDALDEVIYHVETYDVTTIRASTPMFLMSRKIKSLGVKMVLSGEGSDEIFGGYLYFHKAPNKEEFHQETCRKIKALHLYDCLRANKSTSAWGVEARVPFLDKEFINVAMNIDPEWKMIRPDLGRIEKWVLRNAFDDGQNPYLPKHILYRQKEQFSDGVGYSWIDGLKDHASSLVSDSMLTNASFVYPHNTPTTKEGYYYRTIFERYFPKNAARETVPGGPSVACSTAKAVEWDAAWSKNLDPSGRAALGVHAAAYEDASEVKTTVATDTPQKLEVDKAAVAI*

NbL02g01210.1 asparagine_synthetase_[glutamine−hydrolyzing]_2 [MW = 70.87 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00191 Annexin

Protein sequence:
MASLKVPTSVPEPYEDAEQLKKAFSGWGTNEALIIQILAHRNAAQRKLIRETYAAAYGEDLLKDLDAELSSDFQRAVLLWTLSPAERDAYLLNEATKRLTSSNWVILEIACTRSSDDLVKARQAYHARYKKSLEEDVAYHTTGDFRKVLVPLVTAFRYEGEEVNMTLARKEANILHEKISDKAYNDEELIRIISTRSKAQLNATFNHYLDQHGNEINKDLETDSDDEYLKILSAAIECLKTPEKYFEKVLRLGIKGAGTDEWDLTRVVTTRAEVDMERIKEEYQKRNSVPLDRAIAGDTSGDYERMLLALIGHGDA*

NbL02g01180.1 annexin_D2−like [MW = 35.91 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00456 Transketolase, thiamine diphosphate binding domain

PF02779 Transketolase, pyrimidine binding domain
PF02780 Transketolase, C−terminal domain

Protein sequence:
MASSSSSLTLSQAILSRSVPRHGSASSSQLSPSSLTFSGLKSNPNITTSRRRTPPSAAVRSPAIRASAATETIEKTETALVDKSVNTIRFLAIDAVEKANSGHPGLPMGCAPMGHILYDEVMRYNPKNPYWFNRDRFVLSAGHGCMLQYALLHLAGYDAVKEEDLKSFRQWGSKTPGHPENFETPGVEVTTGPLGQGIANAVGLALAEKHLAARFNKPDAEIVDHYTYVILGDGCQMEGISQEACSLAGHWGLGKLIAFYDDNHISIDGDTEIAFTEDVGARFEALGWHVIWVKNGNTGYDEIRAAIKEAKAVTDKPTMIKVTTTIGFGSPNKANSYSVHGSALGAKEVEATRSNLGWPYEPFHVPEDVKSHWSRHVPEGAALEAGWNTKFAEYEKKYPEEAAELKSIVTGELPAGWEKALPTYTPESPADATRNLSQQNLNALAKVLPGFLGGSADLASSNMTLLKMFGDFQKNTPEERNLRFGVREHGMGAICNGIALHSQGLIPYCATFFVFTDYMRGAMRISALSEAGVIYVMTHDSIGLGEDGPTHQPIEHLASFRAMPNILMFRPADGNETAGAYKMAVLKRKTPSILALSRQKLPQLTGSSMEGAAKGGYILSDNSSGNKPDVILIGTGSELEIAVKAADELRKEGKTVRVVSFVCWELFEEQSADYKESVLPSSVTARVSIEAGSTFGWEKYVGSKGKAIGIDRWGASAPAGKIYQEYGITAEAVVAAAKQVS*

NbL02g00700.1 transketolase_chloroplastic−like [MW = 79.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MLSTASTTMSAVTLPIVRAGDKQFKPIVSVPAGLQPLCMQSQVINSRRRLISRVQQKRASIICSAALNARCAEGQTQTVTREQSTITVAPVQGKEKSPALDDGGSGFPPRDDDGGGGGGGGGGGNWKGGFFFFGFLAFLGFLKDQEDEGPYRDQRRR*

NbL02g00300.1 uncharacterized_LOC109205733 [MW = 16.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02446 4−alpha−glucanotransferase

Protein sequence:
MAIQTCFSLIPSSFCSPKLELPKNSIFQSPRGICSKPNFNSDMKRSFVGLRFQNGNVPCVGEDLPIEYADWLPKRDPSDRRRAGILLHPTSFPGPYGIGDLGPQAFQFLDWLHLAGCSLWQVLPLVPPGKRGNEDGSPYSGQDANCGNTLLISLEELVDDGLLKKEELPEPLPMDRINFSTIAEIKDPLIAKAAKRLLSSEGKLKEQLESFRRDPNISSWLEDAAYFAAIDNSLNTISWYDWPEPLKNRHLAALEDIYQSEKDFIDTFIAQQFLFQKQWQKVRDYARSKGISIMGDMPIYVGYHSADVWANKKQFLLNRKGFPLIVSGVPPDAFSETGQLWGSPLYDWKAMEKDGFSWWIRRIRRATDLFDEFRIDHFRGFAGFWAVPSEAKVAMLGRWKVGPGKPLFDAIFQAVGKINIIAEDLGVITKDVVQLRKSIEAPGMAVLQFGFGSDAENPHLPHNHEQNQVVYTGTHDNDTTRGWWNILPQEEKSNVLMYLSNIEEEEISWGLIEAAVSSVARIAIVPMQDVLGLGSESRMNIPATQFGNWSWRIPSSTSFDSLDSEAKKLRDILATYGRV*

NbL02g00260.1 4−alpha−glucanotransferase_chloroplastic/amyloplastic [MW = 65.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MTSSENDDEEVITELHPYYRVYKSGRVHRFYQLYGIVEVPPSLEDPDTGVSSKDVTISPHISARLYLPKNTIADQKLPVLVYYHGGALVVGSAFFQTEHRYLNHLVSESNCIAISVNYRLAPEHDLPTLYQDCWDALQWVASHAAGKDAEPWIANHGDFDRLFIAGDSAGGNIVFNMTMRVGRESLTGGVKLVGAIFSFPFFLIPSVENIEGYKLWNTICPPSEQGINSPMINPVSENGPSLSELGCSRLFLCAGEKDELIPSEVVSRFAEAVKNSGWKGELEYIEVEGEGHCFQAANPETEKSKHLIKRMASFIQRN*

NbL02g00220.1 2−hydroxyisoflavanone_dehydratase−like [MW = 35.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MRKGTKRKAREEGGRKGKSKEEEKVSSQEQTATTEEATNKNGEPAQAQSAAEQSESVQKEEPSKGVVNRGAKRAKIAKPQTETEYFPDKRNLEDLWQEVFPVGTEWDQIDMVYQYKWNFSNLEDAFEEGGELHGKKVYLFGCTEPQLVYFQGQSKVTCIPVVVAVVSPFPPSDKIGINSVQREAEEILPMKQMKMDWVPYIPLENRESQVERLKSQIFILRCTQRRAGLKHLKLERVKKFEYCLPYFYQPFAEDELEQSTIVQILFPTEPPVFCEFDWEFDEPEEMADKLIEAEELVADKKDEFMEFVKEKVREGKKNNREAREARKKAIQEMSEEAKAAFQSMKFYKFYPMPSPDAPDVSQVKSPFINRYYGKAHTVF*

NbL02g00180.1 uncharacterized_LOC109214761 [MW = 44.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF00560 Leucine Rich Repeat
PF08263 Leucine rich repeat N−terminal domain

PF12799 Leucine Rich repeats (2 copies)
PF13855 Leucine rich repeat

Protein sequence:
MTLSQSLFLLLLLFLIQFNASSASEDEVRSLLEFKKGIKDDPLGKIFNTWSQTGLGSDPSTCPKSFHGVVCDTNSNSVISIALDGLGLVGDLKFSTLNGLKQLKNLSLSGNSFTGRVVPALGSMFTLQHLDLSGNQFYGPIPARINELWSLNYLNLSNNNFTGGYPSGISSLQQLRVVDLHNNGLWGDIEELFYELRYLEHLDLSNNSFFGSFSNMGPDNVSALAATVQIMNLSHNNLGGGFFRGDLLQRFVNLRVLDLGNNALMGELPSFGLLPNLRVLRLGNNQLFGSIPEELLQGMVPLEELDLSGNGFSGSIPKVNSTTLNVLNISSNHLLGSLPSYVGNCAVVDLSRNTLDDNISVIESWGSNLETIDLSSNRLTGIIPNITSQFQRLTSLNFGNNSLEGNLPPSLGTYPRLVALDLSTNKLGGPIPRTLFTSMTLMNLNMSGNQLSGLIPIEGSHSSELLLQPTYPALESLDLSENSLTGNLSSGIGNLGRLQVLNLAKNQLSGMLPSELGKLRSLEFLDVSKNNFTGRIPENLSSNLRVFNVSYNDLSGTVPFSLKNFSDSSFHPGNSLLIFLSNWPHNNHGVPDQNSPRHHSSKSSIKVAIIVASVGALLMIAFVLFAYRRARAQDSRLRSGFNGQSAGRDVKLGRFNRPAIFKFHGSSEPPPTSLSFSNDHLLTSNSRSLSGQIESGTEIIEHVFPEGVTAGSATSHTVANHPATSGQRSSPDSPIGSSPRFIDTIEQPVTLDVYSPDRLAGELFFMDGSLSFTAEELSCAPAEVLGRSSHGTLYKATLSSGHVLTVKWLRVGLVKNKKEFAKEVKKIGSVRHPNAVPLRAYYWGPREQERLILADYIAGDSLAMHLYETTPRRYSPLSFNQRLKVAVEVSRCLAYLHERSLPHGDLKPTNIILVGADYSARLTDYGLHRLMTPAGIAEQILNLGALGYRAPELATATKPIPSFKADVYALGVILMELLTRRSAGDIISGQSGAVDLTDWVRLCDQEGRGMDCIDRDIAGGEEHCKAMDDLLAVSLRCILPVNERPNIRQVVEDLCSISV*

NbL02g00150.1 probable_inactive_receptor_kinase_At5g10020 [MW − SP = 112.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00182 Chitinase class I

Protein sequence:
MEISKMKSLGLLLLIAISVIGCVNGDENESFKKRPTIVKMVKGTKMCVKDWECNKLSKFCCNLTITDYLDVDQFELLFTKRNTPVAHAVGFWDYSSFINAAAIYQPLGFGTTGGKRMQMKEIAAFLGHVGSKTSCGYGVATGGPLAWGLCYNKEMSPSQDYCDDYFKLTYPCTPGARYYGRGALPIYWNYNYGAIGEALKLNLLDHPEYIEQNATMAFQAAIWRWMNPMKRGQPSAHDAFVGNWKPTKNDTLSKRLPGFGTTMNILYGDSVCGQGDVDGMNNIISHFQYYLDLMGVGREEAGPHEVLTCGDQKAFNPSSASAAAS*

NbL01g25400.1 chitinase−like_protein_1 [MW − SP = 33.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02678 Pirin PF05726 Pirin C−terminal cupin domain

Protein sequence:
MRAILKQLLVNYLPFVRAKTLSRKSIFIRNIMSESNQYDSCFDRPRLVIKKVLAKPQSEGNGAVVRRSIGRPELRNLDPFLMLDEFSVSAPAGFPDHPHRGFETVTYMLEGAFTHQDFAGHKGTINTGDVQWMTAGRGIIHSEMPAGEGSQKGLQLWINLSSRDKMIEPRYQELLNEDIPTAENEGVEVKIIAGEAMGVQSPVYTRTPTMYLDFTLQPTSYYHQPTPESWNAFVYIVEGEGVFGIPNSGPVSAHHCLVLGPGEGLSVWNKSSKPLRFVLLGGQPINESVVQHGPFVMNSQAEIDQTFEDYQYCKNGFENARYWRSGH*

NbL01g25140.1 pirin−like_protein [MW = 36.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02678 Pirin PF05726 Pirin C−terminal cupin domain

Protein sequence:
MSKSSVFSRPRLVVKKILARAQNEGDGAVVRRSIGRPELQNLDPFLMLDEFSVSPPAGFPDHPHRGFETVTYMLQGAFTHQDFAGHKGTIRTGDVQWMTAGRGIVHSEMPAGPGTHKGLQLWINLASKDKMIEPRYQELLHENIPKAEKYGVSVTIIAGEAMGVKSQVFTRTPTMYLDFTLKPASEHHQPIPESWNSFVYIIEGEGVFGSSDSTPTPAHHCLVLGPGEGLSVWNKSSKPLRFVLIGGQPINEPVAQYGPFVMNTKSEIMQAYQDYQLGKNGFERARHWNSK*

NbL01g25120.1 pirin−like_protein [MW = 32.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MAKEGTKVPIIKLGSQGLEVSAQGLGCMGMSAFYGPPKPEPDMIQLIHHAINSGITLLDTSDVYGPHTNEILLGKALKGGMRERVVLATKFGIVLGDEKKAEGKRGVHGDPAYVRSACEASLKRLDVDCIDLYYQHRVDTRVPIEVTVGELKKLVEEGKIKYIGLSEASASTIRRAHAVHPITAVQLEWSLWSRDVEEEIIPTCRELGIGIVAYSPLGRGFLSSGPKLLEDMSNEDYRKHLPRFQAENLEHNKNLYERICQMAARKGCTPSQLALAWVHHQGNDVCPIPGTTKIENLNLNIGALSIKLTSEDMAELESIASDNAVQGDRYIPGMSTYKNSETPPLSAWKTT*

NbL01g25010.1 auxin−induced_protein_PCNT115 [MW = 38.51 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
HPLALSSISIYRYILCLTSQSKYLEAEITTMAKEGTKVPRIKLGSQGLEVSAQGLGCMGMSAFYGPPKPESDMIQLIHHSINSGVTFLDTSDVYGPHTNEILLGKALKGGMRERVELATKFGAIFADGKISVCGEPAYVRAACEASLKRLDVDCIDLYYQHRIDKRVPIEVTIGELKKLVEEGKIKYIGLSEASASTIRRAHAVHPITAVQLEWSLWSRDVEEEIIPTCRELGIGIVAYSPLGRGFLSSGPKLLENLSNQDFRKHLPRFQSDNLEHNKILYDRICQIAAKKGCTPSQLALAWVHHQGNDVCPIPGTTKIENLNQNIEALSIKLTSEDMVELESIASANAVQGDRYSSGASTYKDSDTPPLSAWKATE*

NbL01g25000.1 auxin−induced_protein_PCNT115−like [MW = 41.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00575 S1 RNA binding domain

Protein sequence:
MPAFTAATVLSQFFTSDSVSTQYSCCFSANSSPLHVNFSLSSCLLKRGCLLSPRVSVSTSNAKIDGVDQQSLAPDEIKQDRKSADWKAAKTYREKGHIFEGKVEGFNGGGLLIRFYSLVGFLPFPQMSPYYSCKEPQKTIQEIARDLTGSVLSVKVIQADEDKRRLIFSEKDASWSKFSYQINVGDIFQARVGSVEDYGAFVHLRFPDGSYHLTGLVHVSEVSWDLVHDVRDILTEGDDVRVKIINIDREKSRITLSIKQLEEDPLLETLDKVIHKEASVDTNSLDSDGNFVIEPLSGLETIIEELMQEDGIYDVTITRQGFEKRVVSQDLQLWLSNAPASGDQFTLLARAGRQVQEIQLTTSLDQEGIKRALQRVLERVP*

NbL01g24750.1 30S_ribosomal_protein_S1−like [MW = 42.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MDIQDHKFTTTSGHENQAPHLCHKCGWPFPNPHPSARHRRSHKKVCGKIEGYKLSESETADNSTHSAVSDDEHDSDGDQQTPSPIVGKTIVKEISGISDKSYRSEDETFSDAVTEFFDSGISPGLEERPEGVKSLSTNVKRVDDELLKADSTGGISGSSNDARHATEVNNLESFESAIDQPEVVESLGTKIDCDPIKSEIPVDTSLQDKNTTESIEGEQVHMSSGQTNDLKEIEDINTGEGLVDAAGIAVEVSQSAVSDTNGKTSDNASYESMPQEAEGKNSDPLNLTSDLLEADEQATDNVPIEAKLQHEENEKPDPVDLKLDLSEADVKAVDDVSGDKECEQLDKAEEDKQRISVELSLLVQAPNVPMLELEADSSKEIDGGSQTEFSDSSKTEEVREDVHVVSLAKDLPASDNPELLLKDFKDYNKFKSSLPLDLGSSEVLFSSEPEPEPVSIDGDSLNNSLPSGSPTDHLDMNTITSSVKEEAKQTTKVDDPVIERTETIFSMEEENKDGHPENELLANKETTVVDTSCLSEANQTTVTLGGSDHGEHEKARTEQPIVVGGETAKERSEEKRGVFEGDKTICPVGGHSDRAIVTDTTVHESRDEIFHEASEDSTVSNNAMPTSATGLDSKIISDCDVKEPAGLVVDTDLKGRVVDNSHAGDGIKNATGVISSASLNEGNDKLIKQNNTVSAVDVSTNSSSRADSLDANWGSVSVLSTQSESTAVPDAEATDTREKLEPDLQKPTSAAEERHPDKSDVYEPPSFMTLVESGENADKKASASEIEAQLIAQQPKTEALKAGWFPSITNVVNESQGRKKNEEIIAKVTNWSTGKQHTPLKNLLGEAKSPNTKQVPSANQKDETAATKKNGATTVTTVNSILSSEAPTEQAATSKEAEKEWNSPARYPVDIKKEKRKTKPYWVPFVCCSSVHQDA*

NbL01g24560.1 uncharacterized_LOC104096711 [MW = 101 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04278 Tic22−like family

Protein sequence:
PLFQPQPLLSPALSTFLLDTARLDTKSLAVFKTSKTLFTIFSLISPKTEKEKKPMNIFKPKQSSSSSAAAPHLQLQQSFKNLQTHFSNFLQTTFPQLNTLNSSQNSQNPWAKIGVNNNNSVKKQSLSTEDIEERLAGVPVYALSNASEEFVLLSGVSTGKNLGLFCFSEADAEALRQQMESMDPTMRNGSRVVPVALNKVFQLKVDGVAFRLIPEASQVKNAMKERERTGTSDESFYGVPVFQSRSLILRSQNKRYRPVFFRKEDLENSLVRASQQQGRLNPALKGDIQVAVLEDIIQGMKDTSTSKWDDVVFVPPGFDVSTDHSQK*

NbL01g24550.1 protein_TIC_22−like_chloroplastic [MW = 36.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MVQPHVLLVTFPAQGHINPCLQFAMRLIRMGIEVTFATSIFAHRRMAKTTTSTLPKGLNFAAFSDGYDDGFKADEHDSQHYMSEIKSRGSKTLRDIILKSSDEGRPMTSLVYSLLLPWAANVARELHIPCALLWIQPATVLDIYYYYFNGYEDAIKGSNNDPNWCIQLPNLPLLKSQDLPSFLLSSSNEGKYSFALPTFKEQLDTLDIEDNPKVLVNTFDALEQEELKAIEKYNLIGIGPLIPSTFLDGKDPLDSSFAGDLFQKSNDSIEWLNSKANSSVVYISFGSLLNLSKNQKEEIAKGLIEIKRPFLWVIRDQENGKGDEKEEEKLSCMMELEKQGKIVPWCSQLEVLTHPSLGCFVSHCGWNSTLESLSTGVPVVAFPHWTDQGTNAKLIEDVWKIGVRLKKNEDGVVESEEIKRCIEMVMNGGEKGEEMRRNAQKWKELAREAVKEGGSSYMNLKAFVQEVGKGC*

NbL01g24500.1 crocetin_glucosyltransferase_chloroplastic−like [MW = 52.95 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF07714 Protein tyrosine and serine/threonine kinase

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
MAFHHHLLLLHLLLFLTSLTFTFSDDASVMSKLLSSLSPPPSGWSNSQPFCSWKNVNCDKSSTTVTSINLDSQSVSGSLPPQLNQLSNLKTLSLQNNKLSGPLPSFSNMSNLAEIFLDNNQFTSVPQDFLLGVPNLVTLSISENGKLSSWQIPVYLTESTNLGSFYASNSSITGVIPDFFDSFPNLLNLRLSYNNLTGSLPPSFRGSEIRNLWLNNQLKGLSGTINVIENMTQLSQVWLHANSFTGSIPDLSNCENIFDLQLRDNQFTGVVPDSVMTLPKLLNITLQNNKLQGPMPQFKDGVKVNLGTTNSFCKDSPGPCDPQVTALLDVASGFGYPVSLAESWKGNDACNDWSFISCDTTRKNVTVANLGKRGFSGIITPAFVKLTSLRNLLLNDNNLTGTIPESLTTLPNLQVLDVSNNNLSGPIPMFPANVKFTHTGNLLLGKNISTGGGGSGSGGSGSNSGSPGENSSGGSKRPSVSAGMIAGVVIAAVVFVLVVLFVSYKCYLKRRHKRFGRVETPEKSNEMVKSSVPSVVGGSNGYTGVPSELQSQSSGDHSEIPVFEGGKIAISIQVLRQVTNNFSEENVLGRGGFGVVYKGELHDGTKIAVKRMESGPMGNKGMNEFQAEIAVLSKVRHRHLVALLGSCVNGNERLLVYEYMPQGTLSQHLFEWQEFGYKPLTWKERVTIALDVARGVEYLHSLAQQSFIHRDLKPSNILLGDDLRAKVADFGLVRNAPDGKYSVETRLAGTFGYLAPEYAATGRVTTKVDVYAFGVVLMEIITGRKALDETMPDERSHLVTWFRRVLINKDNLRKAIDPILDPDDETYESISKVAELAGHCTAREPFQRPDMGHAVNVLGPLVEQWKPTRNEDDDGYGIDLDMSLPQALQRWQADEGTSRMFDDFSISDTQSSIPSKPSGFADTFNSTDCR*

NbL01g24450.1 receptor−like_kinase_TMK4 [MW − SP = 98.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MSEMITMSLKSNLFATPYSGRYGVSHFWSQQKLVNSKSVRSRRVGRVYCESKTAEMEIRKCSPFLESELLSGNGGLPLTEWRTVPDIWRSSAEKFGDRVAVVDPYHDPPTSMTYKQLYQEIVDFSEGLRVVGLKPNEKIALFADNSCRWLVIDQGTMASGAINVVRGSRSSVQELLQLYSHSESVALAIDNPEMYNRIADTFGSHAAVRFVILLWGEKSSLGREAVQGYPVYTYKEIIELGYKSRVDLLDSEDARKQYSFEAISSDDVATIIYTSGTTGNPKGVMLTHKNLLHQILNLGEIVPAVPGDRFLSMLPPWHAYERACEYFIFTHGTEQVYTTVKNLKEDLRRYQPNYLISVPLVYETLYSGILKQINSNSAARKLIALLFLRISMAYMEAKRIYEGKCLMKDTKQPSYVVSLLDWLWARTIAAILWPLHMLAKKIVYSKIHASIGISKAGVSGGGSLSSRVDKFFEAIGIKIQNGYGLTESSPVISARHPACNVLGSVGHPIRHVEVKIVNAETDEVLPPGSRGIVKARGPLVMKGYYKNPLATKQAIDENGWLNTGDLGWIAPDHSVGRSRKSGGVIVLEGRAKDTIVLSTGENVEPSEIEEAATGSSLIQQIVVIGQDQRRLGAIIVPNKEELLLAAKRSAIVDSETTEVSKEKAVGILYEELRKWTSGCSFQVGPILVVDEPFTIDSGLLTPTMKIKREKIAALYKEQIENLYK*

NbL01g24440.1 probable_acyl−activating_enzyme_16_chloroplastic [MW = 80.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05694 56kDa selenium binding protein (SBP56)

Protein sequence:
MATDVEVVQHGTAEINGCCKKGPGYASPLEAMAGPKESLIYVTCIYTGTGRGKPDYLATVDVDPNSPSYSKVIHRLPMPYEGDELHHSGWNSCSSCYRDPSAARRYLVLPSLISGRIYAIDTQKDPRAPSLYKVVEPDDVIQKTGLAFPHTAHCLASGEILVSCLGDKEGNAEGNGFLLLDSDFNVKGRWEKPGHSPLFGYDFWYQPRHNTMISSSWGAPSAFTKGFNLQHVTDGLYGRHLHVYTWPGGELKQTLDLGNTGLLPLEVRFLHNPSEAIGYVGCALTSNMVRFFKNPDGSWGHEIAIAVKPVKVQNWILPEMPGLITDFLISLDDRFLYLANWLHGDIRQYNIEDPANPKLTGQVFVGGVFQKGNSVLAEAEDGSTYQVDVPEVQGHRLRGGPQMIQLSLDGKRLYATNSLFSTWDRQFYPELLEKGGHILQIDVDTEKGGLAINPRFFVDFGAEPGGPSLAHEMRYPGGDCTSDIWI*

NbL01g24400.1 selenium−binding_protein_1−like [MW = 53.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00670 S−adenosyl−L−homocysteine hydrolase, NAD binding domain PF05221 S−adenosyl−L−homocysteine hydrolase

Protein sequence:
MALLVEKTTSGREYKVKDMSQADFGRLEIELAEVEMPGLMACRTEFGPSQPFKGAKITGSLHMTIQTAVLIETLTALGAEVRWCSCNIFSTQDHAAAAIARDSAAVFAWKGETLQEYWWCTERALDWGPGGGPDLIVDDGGDATLLIHEGVKAEEEYAKNGTIPDPNSTDNAEFQLVLTIIKESLKTDPLKYTKMKERLVGVSEETTTGVKRLYQMQANGTLLFPAINVNDSVTKSKFDNLYGCRHSLPDGLMRATDVMIAGKVALVAGYGDVGKGCAAALKQAGARVIVTEIDPICALQATMEGLQVLTLEDVVSDVDIFVTTTGNKDIIMVDHMRKMKNNAIVCNIGHFDNEIDMLGLETYPGVKRITIKPQTDRWVFPDTNSGIIVLAEGRLMNLGCATGHPSFVMSCSFTNQVIAQLELWNEKSSGKYEKKVYVLPKHLDEKVAALHLGKLGAKLTKLSKDQADYISVPVEGPYKPAHYRY*

NbL01g24330.1 NA [MW = 53.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAFCNKLSGLLRQSISISGNALNAQAPAVSMLIAMRCMSTKLFIGGLSYGTDDQSLKDAFASFGDVVDSKVITDRDTGRSRGFGFVNFTDGESAKEAMTAMDGQELNGRNIRVSLAQERAPRSGGFGSGGGGYGGGYGGSRGNDGF*

NbL01g24260.1 glycine−rich_RNA−binding_protein_4_mitochondrial−like [MW = 15.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02458 Transferase family

Protein sequence:
MASSKSEAGLIYNIRFSSVGPANVTGLDAVYEPSNIDLAMKLHYLRGIYYFNSQVFQDVTIYQVKEPIFLWFNHFYMTAGRFRRAESGRPYIKCNDCGARFIEAQCDKTLEEWLEMKDATLEKLLVSNQVLGPELAFSPPILIQHTKFKCGGVSLGLSWAHVLGDVFSATEFINFLGKVVVGYQPARPNNLVHSLTKANSTQTLQKVVDDPLSIKRVGPVEDHWIANNSCKMESFSIHVTASKLGQLQSRTEIQGPFESLCAIIWQSISKIRDGPEPNVVTICKKSEEKKEGLVGNNQVIGVVKVDHSIREANPSDLARLIKNEIIDERLKIDEAIENNHGVSDVVVYGANLTFVNMEGVDLYGFDWKGHKPINVSYLIDGVGDAGTVVVLPAGPNDSSKDGDEGRIVTITVPEDEIMKLKFELNKEWSIA*

NbL01g24250.1 protein_ECERIFERUM_26−like [MW = 47.9 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00534 Glycosyl transferases group 1

PF00862 Sucrose synthase
PF05116 Sucrose−6F−phosphate phosphohydrolase

Protein sequence:
MAGNEWINGYLEAILSSGASAIEDNKTPSSTSHVNNLTGHFNPTKYFVEEVVTGVDETDLHRTWIKVVATRNTRERSSRLENMCWRIWHLARKKKQLEWEDLQRIANRRLEREQGRKDVTEDMSEDLSEGEKGDVLGETPTIDSPRKRFQRNFSNLEVWSDNNKEKKLYIILVSLHGLVRGENMELGRDSDTGGQIKYVVELAKALAKMPGVYRVDLFTRQIASPEVDWSYGEPTEMLNTGPEDGDDADLGESSGAYIIRIPFGPRDKYLRKELLWPYIQEFVDGALAHIINMSKALGEQIGEGQPVWPYVIHGHYADAGDSAALLSGALNVPMVLTGHSLGRNKLEQLIKQGRQSKEDINSTYRIMRRIEGEELSLDAAELVITSTKQEIDEQWGLYDGFDVKVERVLRARARRGVNCHGRYMPRMAVIPPGMDFSNVVAQEDTADADGDLAALTNADGQSPKAVPTIWSEVMRFLTNPHKPMILALSRPDPKKNITTLVKAFGECRPLRELANLTLIMGNRDDIDEMSAGNASVLTTVLKLVDRYDLYGQVAFPKHHKQSDVPEIYRLAGKTKGVFINPALVEPFGLTLIEAAAHGLPMVATKNGGPVDIHRALNNGLLVDPHDQQAIADALLKLVSEKNLWHECRKNGWKNIHLFSWPEHCRTYLTRVAACRMRHPQWKTDTPSDEVAAEESLNDSLKDVQDMSLRLSVDGEKTSLNESFDASAAAGDAVQEQVNRVLSKIKRPETAKQESEGDKKDNVPSKYPMLRRRRKLIVIALDCYDINGAPQKKMIQITQEILKAIKSDPQISRVSGFAISTAMSMSELTEFLKSGNIKVNEFDVLICSSGSEVFYPGTCTEDNDKLYPDPDYSSHIEYRWGGDGLRKTIWKLMNTQEGKQEKSVTSAIEEDVKSSNSHCISYLIKDRSKAKKVDDMRQKLRMRGLRCHLMYCRNSTRMQVVPLLASRAQVLRYLFVRWRLNVANMCVILGETGDTDYEELISGTHKTLILKGAVEEGSEDLLRTPGSYLREDVVQPESPLITYTSGNESVDEFANALRQLSRLGK*

NbL01g24060.1 probable_sucrose−phosphate_synthase_2 [MW = 119.69 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MKYSGVVFVSVLVWFFVFVSLVEVNKGQIPTTLDGPFKPVTVPLDQSFRGHAVDLPDTDPRVQRTVKGFEPEQISVSLSSTYDSVWISWITGEYQIGDNIKPLDPSKVGSVVQYGKDKSSLRHKAIGESLIYNQLYPFEGLQNYTSGIIHHVQLTGLNPNTLYYYRCGDPSIPAMSTIYHFKTMPVSSPKSYPKRIAIVGDLGLTYNTTSTVSHLMENNPDLVLLVGDVTYANLYLSSGTGSDCYSCSFNDTPIHETYQPRWDYWGRYMQPLVSKIPIMVVEGNHEIEEQAENQTFAAYRSRFAYPSKESGSSSPFYYSFNAGGIHFIMLGGYVTYNKSDDQYKWLERDLANVDRRVTPWLVATWHPPWYSTYTAHYREAECMKVAMEDLLYEYGVDLVFNGHVHAYERSNRVYNYTLDPCGPVYITVGDGGNREKMAIEHADEPGKCPKPESTPDKFMGGFCAYNFTSGPAAGNFCWDQQPDYSAYRESSFGHGILEVTNETHALWTWHRNQDMYNKAGDIIYIVRQPEKCPVKPKVITWPIVKYQFNWI*

NbL01g23940.1 purple_acid_phosphatase_15 [MW − SP = 59.96 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 108 215 322 534

Protein length

Gel Slice

4.2 5.9

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 20 40 60

Peptide counts over 4 repeats

1 108 215 322 534

Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
YIDQVCFSFIGSFYYFLELKEINFTGLLSTSYSLRLVIMARKMLIDGELEKSDQEEQHYDFDLFVIGAGSGGVRAGRFSAQYGAKVAICELPFHPISSELSGGVGGTCVIRGCVPKKILVYGAAYGPELEDARNYGWEVNERVNFNWKKLLHKKTEEIVRLNGIYKRLLSNAGVKLFEGEGRVIGPNEVEVIQLDGTKINYSAKHILIATGSRAHRPGIPGQELAITSDEALSLEELPKRVVILGGGYISVEFASIWRGMGATVDLCFRKELPLRGFDDEMRAAVARNLEGRGITMHPCTTLTKLEKTEDGIKVHTDHGEVILADVVLFATGRLPNTKRLNLDAVGVELDKMQAVKVDEYSRTNVPSIWAIGDVTNRMNLTPVALMEGTCFAKTVFGGKPTKPDYLHIPCAVFCIPPLSVVGLSEEQAIEQVNGEVSVYTSTFNPMKNTISGRQEKSVMKLLVEAETDKVLGASICGPDAPEIMQGIAIALKCGATKEQFDSTVGIHPSAAEEFVTMRSETRRVSSNKRKTNL*

NbL01g23810.1 glutathione_reductase_chloroplastic [MW = 58.52 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01851 Proteasome/cyclosome repeat

PF13646 HEAT repeats
PF17781 RPN1/RPN2 N−terminal domain

PF18004 26S proteasome regulatory subunit RPN2 C−terminal domain

Protein sequence:
MATAATMVSSAGGLLAMLNESHPQLKLHALSNLNAFVDYFWPEISTSVPVIESLYEDEEFDQRQLAALVASKVFYHLGEHNDSLSYALGAGPLFDVSEDTDYVHTVLAKALDEYASHKTNAAESNDEATKVDPRLEAIVERMLDKCIVDGKYQQAIGMAIECRRLDKVAEAIVSSDNVDATLAYCSNVSHNFVNRREYRSEVLRLLVDVYEKSPSPNYLSMCQWLMFLDKPETVASILEKLLRSENKDDALLAFQIAFDLVENEHQAFLLRVRDRLSSPNLQPSEPAQPLPADSDRAPTEDAEASEDVPLLEESRPSGGTLTTADPKEAMYAERLGKLKGILSGETSIQLTLQFLYSHNKSDLLILKTIKQSVEMRNSVCHSATIYANAIMHAGTTVDTFLRENLDWLSRATNWAKFSATAGLGVIHSGHLQQGRSLMAPYLPQGGAGGGGSPYSEGGALYALGLIHANHGEGIKQFLRDSLRSTNVEVIQHGACLGLGLAALGTADEDIYDDIKNVLYTDSAVAGEAAGIGMGLLMVGTASEKAGEMLAYAHETQHEKIIRGLALGIALTVYGREEEADTLIEQMTRDQDPILRYGGMYALALAYRGTANNKAIRQLLHFAVSDVSDDVRRTAVLALGFVMYSEPEQMPRIVSLLSESYNPHVRYGAAMAVGISCAGTGLSEAISLLEPLTSDVVDFVRQGALIAMAMVMVQISEASDSRVGAFRRQLEKIVLDKHEDTMSKMGAILASGILDAGGRNVTIKLLSKTKHDKITAVVGLAVFSQFWYWYPLIYFVSLAFSPTALIGLNYDLKVPKFEFVSHAKPSLFEYPKPTTVATTTSAVKLPTAVLSTSARAKARASKKEAEKAIAEKAAGTESSSGAPSSGESMQVDTPAEKKNEPEPSFEMLTNPARVVPAQEKYIKFFEESRYVPVKSSPSGFVLLRDLRPDEPEVLSLTDAPSSTASSTGGGSTGQQAPASAMAVDEEPQPPPAFEYTS*

NbL01g23710.1 26S_proteasome_non−ATPase_regulatory_subunit_1_homolog_A−like [MW = 108.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00224 Pyruvate kinase, barrel domain PF02887 Pyruvate kinase, alpha/beta domain

Protein sequence:
MSQALNFFISSSSRSPATFTISRPSAFPSTGSLRLPVKKSLRMLVVKASSSAASDLDESQSFPVLVSENGSGGVLTSATQEYGRNAAPGTDSSSIEVDTVTEAELKENGFRSTRRTKLICTIGPATCGFEQLEALAEGGMNVARINMCHGTREWHRMVIERLRRLNEEKGFAVAIMMDTEGSEIHMGDLGGASSAKAEDGEIWNFTVRSFDPPLPERTVTVNYDGFAEDVKVGDELLVDGGMVRFEVIEKIGPDVKCLCTDPGLLLPRANLTFWRDGKLVRERNAMLPTISSKDWLDIDFGIAEGVDFIAVSFVKSAEVIKHLKSYIQARARDSDISVIAKIESIDSLKNLEEIIQASDGAMVARGDLGAQIPLEQVPSEQQKIVQICRQLNRPVIVASQLLESMIEYPIPTRAEVADVSEAVRQRGDALMLSGESAMGQFPEKALTVLRSVSLRIERMWREQKRHEVIELPSIASSFSDSISEEICNSAAKMANNLEVDALFVYTKNGHMASLLSRCRPDCPIFAFTTTTSVRRRLNLQWGLMPFRLSFSDDMESNLNKTFSLLKARGMIKSGDLIIAVSDMLQSIQVMNVP*

NbL01g23610.1 pyruvate_kinase_isozyme_A_chloroplastic−like [MW = 65.22 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MHRMGSSGGTSYGEYTYENLEREPYWPSEKLRISITGAGGFIASHIARRLKTEGHYIIASDWKKNEHMSEDMFCHEFHLVDLRVMDNCLKVTKGVDHMFNLAADMGGMGFIQSNHSVIMYNNTMISFNMMEASRITGVKRFFYASSACIYPEFKQLETNVSLKESDAWPAEPQDAYGLEKLATEELCKHYNKDFGIECRIGRFHNIYGPFGTWKGGREKAPAAFCRKAQTSTDKFEMWGDGKQTRSFTFIDECVEGVLRLTKSDFREPVNIGSDEMVSMNEMAEMVLSFEDKKLPIHHIPGPEGVRGRNSDNTLIKEKLGWAPSMKLKDGLRITYFWIKEQIEKEKVQGADVSVYGSSKVVGTQAPVQLGSLRAADGKE*

NbL01g23580.1 GDP−mannose_35−epimerase_1 [MW = 42.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11909 NADH−quinone oxidoreductase cyanobacterial subunit N

Protein sequence:
MATAASTLSYAFSSSSSKFLIKNHNGSFRHRPNFTLSTEEQSCSSSACYQGAILSYGLQKQRVQLNSTSKTMTMRRLGRQKKALVRCNIELEDFIGGDLIKLDLGQWLSDVEEHKALAIYSPHEGGYEGRYLTRLKYQGYHFLDLSARGLGDPETTLTKFHPVCPAHVGKQPIARWYFPPEVDYRLSLLPPNAKGLVVWIIEAKVLSKAELQFLALLPSLRPKVKVIAECGNWRKFMWKPLKEIAGLSQS*

NbL01g23460.1 NAD(P)H−quinone_oxidoreductase_subunit_N_chloroplastic [MW = 28.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01012 Electron transfer flavoprotein domain

Protein sequence:
MKIMVAIKRVVDYAVKIRVKPDKSGIETKNVKMSMNPFCEIALEEALRIKQSGLASEVVAVSIGPVQFTETLRTGLAMGADRAIHVEAPENIYPLTIAKILKALVDVEKPGLLLLGKQAIDNDQNQTGQMVAGLLKWPQGTFASKVVLDEEKQVATVDREVDGGIETLSLDLPAVITTDLRLNQPRYATLPNIMKAKSKPIKKFTPQDLNVEIKSDFEVVEVTEPPKRKAGLILSSVDELIDKLKNEARVIWVY*

NbL01g23340.1 electron_transfer_flavoprotein_subunit_beta_mitochondrial−like [MW = 28.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALFATRRTLASSIYRVLSSSSSSLSRLRFALPLVFNPHYFPSSEQFVPTRPKSSGSGYSPLNDPSPNWSNRPPKETILLDGCDYEHWLIVLEFPDPKPSEEEMINAYVKTLAAVVGSEEEAKKKIYSVSTTTYTGFGALISEELSYKVKGLPGVLWVLPDSYLDVPNKDYGGDLFVDGKVIHRPQYRFNQNQSSRPRPRPRYDRRREKMQVERREPIQRGAWTPNQQPPAQSVSQGQNFSHGTGGGPAGSQGNSG*

NbL01g23220.1 DAG_protein_chloroplastic−like [MW = 28.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MNSNYGKSGSSFDFDLGLNSGRSRSSLNDQKNKTSSYSSSSSSYTYSSKPNSRSSWTQPNKSTWAHQPVGSLSGPNSMVGDIFGKSWGSSSAAPSSTSSVTSTIGIANKNPNLFGDLVSSALGGGSKSNSNVPLKSAAPTANKNTFSMAGMANNLPKSGNSVKTGGSWGNAGGYKANSYSASVNLSGGNSKSPNLGGPSLKNMGGSGVGGGMGVNKDPFGSLVNFSSKPGPNMKSGSKETNKKSSGDNVFGDFQNATKSGGSGFQSDPFPTSNVNASTGSNSGGAYSKVDDFGFTNTQSQASATQSSGVGDFGFTNTQSQPSATQSSGVDDFDSLFSSTNASFGGAAGGGSENQQFTGGDDWGFESEFVGANDSSGTTELEGLPPPPAGVSASAAKNKGMDNHKQGQYADAIKWLSWAVILLEKAGDGAGAMEVLSSRASCYKEVGEYKKAVADCTKVLEQDGKNVSVLVQRALLYESMEKYKLGAEDLRTVMNIDPGNRVARSTIHRLNKMAG*

NbL01g23210.1 uncharacterized_transmembrane_protein_DDB_G0289901−like [MW = 52.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40

Protein sequence:
MIIVQSVTVSRTQKMMALRFSIFIFIISLRFIFEFQAISAQRDDEDVTIKTMEEFSGYPIHEPIYPNSLSSLSVNSESLQKQIDELATFSDSPSPSVTRILYSEKDVLARRYIKNLMELSGLSVREDAVGNIFGRWNGYEPELAPVLTGSHIDAIPYSGKYDGMVGVLGAIEAINVLKRSGFKPKRPLEVIMFTSEEPTRFGISCLGSRLLAGSVQLAELLKKTVDGQNISFSEAAKFAGYGNAKGDVFEVFLKKGSYSAFVELHIEQGPILEKEGTSIGVVTAIAAPASIKVTFEGNGGHAGAALMPERNDAGLAAAELALAVEKHVLESGSIDTVGTVGILKLHPGAINSIPSMAHLEIDTRDIDESRRNLVIENIHQSTLAIAKKRKVMLSEFEIVNQDPPALSDESITKATELACQELNLTHKRMISRAYHDSLFMARISPMGMIFIPCYKGYSHKPEEFSSVDDIANGVKVLALTLAKLSLS*

NbL01g22830.1 ureidoglycolate_hydrolase [MW = 53.21 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00005 ABC transporter

PF01061 ABC−2 type transporter
PF08370 Plant PDR ABC transporter associated

PF14510 ABC−transporter N−terminal
PF19055 ABC−2 type transporter

Protein sequence:
MEPANLSNLRGSSLRGSMRGSLRANSNSIWRNNGVEIFSRSSRDEDDEEALKWAALEKLPTFDRLRKGLLFGSQGAAAEVDINDLGFQERKNLLERLVKVADEDNEKFLLKLKNRIDRVGIDLPTIEVRYEHLNIDADAYVGSRGLPTFMNFMTNFVETLLNSLHILPSRKRQLTILKDISGIIKPCRMTLLLGPPSSGKTTLLLALAGKLDPALKVTGKVSYNGHELHEFVPQRTAAYISQHDLHIGEMTVRETLEFSARCQGVGSRFEMLAELSRREKAANIKPDADIDVYMKAAATEGQEANVVTDYVLKILGLDICADTMVGDDMIRGISGGQKKRVTTGEMLVGPSKALFMDEISTGLDSSTTYSIVNSLRQSVQILKGTAVISLLQPAPETYNLFDDIILLSDGYIVYQGPRDDVLEFFESMGFKCPHRKGVADFLQEVTSKKDQQQYWSKRNEPYRFITSKEFAEAYQSFHVGRKLGDELATPFDKTKCHPAALTNEKYGIGKKELLKVCTERELLLMKRNSFVYMFKFSQLTIMALITMTLFFRTEMPRDTTDDGGIYAGALFFVVIMIMFNGMSELAMTIFKLPVFYKQRDLLFFPSWAYAIPSWILKIPVTLVEVGLWVILTYYVIGFDPNITRFLKQFLLLIVVNQMASGLFRFIGAVGRTMGVASTFGSFALLLQFALGGFVLSRDDVKSWWIWGYWTSPMMYSVNSILVNEFDGKKWNHIVPGGNETLGATVVKSRGFFPEAYWYWIGVGALVGFTVVFNFCYSVALAYLNPFDKPQAVLAEDGENAENVEVSSQITSTDGGDSISESQNNKKGMVLPFEPHSITFDDVVYSVDMPQEMKEQGAGQDRLVLLKGVSGAFRPGVLTALMGVSGAGKTTLMDVLAGRKTGGYIDGEIKISGYPKKQETFARISGYCEQNDIHSPYVTVYESLVYSAWLRLPQDVDEKTRKMFVDEVMELVELGPLRSALVGLPGVNGLSTEQRKRLTIAVELVANPSIIFMDEPTSGLDARAAAIVMRTVRNTVDTGRTVVCTIHQPSIDIFEAFDELFLMKRGGQEIYVGPLGRHSCHLIKYFESNPGVAKIKEGYNPATWMLEVTASAQEMLLGVDFTEVYKNSDLYRSNKALISELGVPRPGSKDLHFETQYSQSFWTQCMACLWKQHWSYWRNPAYTAVRFIFTTFIALIFGTMFWDLGTKVSESQDLLNAMGSMYAAVLFLGVQNASSVQPVVAVERTVFYRERAAGMYSAIPYAFGQVAIEIPYIFVQSVFYGIIVYAMIGFEWDVGKFFWYLFIMFFTLLYFTFYGMMSVAVTPNQNVASIVAAFFYGVWNLFSGFIIPRPRMPVWWRWYYWANPVAWTLYGLVASQFGDIQTKLSDNETVKQFLRRFFGFRHDFLGVVAAVLSAYVFVFAFTFAFAIKAFNFQRR*

NbL01g22740.1 pleiotropic_drug_resistance_protein_1 [MW = 161.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00005 ABC transporter

PF01061 ABC−2 type transporter
PF14510 ABC−transporter N−terminal

PF19055 ABC−2 type transporter

Protein sequence:
MEPADLSNLRGRSLRASIRGSMRGSIRENSNSIWRNNGAEVFSHSARDEDDEEALKWAALEKLPTYDRLRKGILFGSQGAAAEVDVDDLGVLERKNLLERLVKVADEDNEKFLLKLKNRIDRVGIDFPSIEVRFEHLNIDADAYVGSRALPTFTNFISNFVEGLLDSIHILPSKKRQVTILKDVSGIVKPCRMTLLLGPPGSGKTTLLLALAGKLDSALKVTGKVTYNGHELHEFVPQRTATYISQHDLHIGEMTVRETLEFSARCQGVGSRYEMLAELSRREKAANIKPDADIDMFMKAASTEGQEAKVVTDYILKILGLDICADTMVGDQMIRGISGGQKKRVTTGEMIVGPSKALFMDEISTGLDSSTTYSIVNSLKQSVRIMKGTALISLLQPAPETYNLFDDIILLSDGYIVYEGPRDYVLEFFESMGFKCPERKGAADFLQEVTSKKDQQQYWVRRDEPYRFITSKEFAEAYQSFHVGRKVRDELATTFDKSKSHPAALTTQKYGIGKRQLLKVCTERELLLMQRNSFVYLFKFFQLLIIALMTMTIFFRTKMPRDTAEDGGIYSGALFFVVIMIMFNGLSELPMTLYKLPVFYKQRDFLFYPSWAYAIPSWILKIPVTFAEVGMWVFLTYYVMGFDPNVGRFFKQFLLLLLVNQMASALFRFIAAVGRTMGVASTFGAFALLLQFALGGFILARKDVKDWWIWGYWTSPLMYSVNAILVNEFDGQKWKHVTFNTYTPCK*

NbL01g22720.1 pleiotropic_drug_resistance_protein_1 [MW = 84.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MSSNNPSQLLPSELIDRCIGSKIWVIMKGDKELVGTLRGFDVYVNMVLEDVTE*

NbL01g22630.1 sm−like_protein_LSM5 [MW = 5.94 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 94 187 280 373 465

Protein length

Gel Slice

3.2 5.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40 50

Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00108 Thiolase, N−terminal domain PF02803 Thiolase, C−terminal domain

Protein sequence:
MEKAIERQRVLLQHLRPSQTSSSLENIESSIAASVCSSGDSAAYQRTSVFGDDVVIVAAYRTPLCKAKRGGFKDTYPDDLLAPVLKALMEKTNVSPSEVGDIVVGTVLAPGSQRASECRMAAFYAGFPETVPVRTVNRQCSSGLQAVADVAAAIKAGFYDIGIGAGLESMTTNPMAWEGSVNPKVKMMAQAQDCLLPMGITSENVAHRFGVTRQEQDQAAVDSHRKAAAASASGKFKDEIIPVPTKIVDPKTGDETPVTISVDDGIRPNASVSDLAKLKPVFKKSGTTTAGNSSQVTDGAGAVLLMKRSLAMQKGLPILGVFRTFAAVGVDPAIMGIGPAVAIPAAVKSAGLELEDIDLFEINEAFASQYVYCRKKLELDPEKINVNGGAMALGHPLGATGARCVATLLHEMKRRGKDCRFGVVSMCIGTGMGAAAVFERGDSCDELCNARKIGSHNLLSKDAL*

NbL01g22610.1 3−ketoacyl−CoA_thiolase_2_peroxisomal [MW = 48.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00544 Pectate lyase

Protein sequence:
MAMGSLISKKKLSFTLSSLLLLLLLVGVYAGVQTTDSSDVRTVEKVQLKSSENSTMAASLEEVEEKLSKHAVDDPEEVVSMVAESIRNSTERRKLGYFSCGTGNPIDDCWRCDRNWQKNRKRLADCGIGFGRNAIGGRDGRYYVVTDSRDDDPVNPRPGTLRHAVIQEEPLWIVFKGDMVIQLKQELIMNSFKTIDARGYNVHIANGACITIQFVTNIIIHGLHIHDCKPTGNAMVRSSPTHFGWRTMADGDAVSIFGSSHIWIDHNSLSHCADGLVDAVMGSTAITISNNHFAHHNEVMLLGHSDSYTRDKQMQVTIAYNHFGEGLIQRMPRCRHGYFHVVNNDYTHWEMYAIGGSANPTINSQGNRYLAPTNPFAKEVTKRVDTAAGQWKGWNWRSEGDLMLNGAYFTPSGAGASASYARASSLGAKSSSMVGAITSGAGPLACRRSRMC*

NbL01g22550.1 probable_pectate_lyase_8 [MW − SP = 46.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MYRFAANLASKARVARTSTQQIGGRLNWSRNYAAKDIRFGVEARAMMLQGVEELADAVKVTMGPKGRIVVIEQSWGAPKVTKDGVTVAKSVEFKDSIKNVGASLVKQVANATNDVAGDGTTCATVLTRAIFAEGCKSVAAGMNAMDLRRGITMAVDSVVTNLKSRARMISTSEEIAQVGTISANGEREIGELIAKAMERVGKEGVITIQDGKTLFNELEVVEGMKLDRGYISPYFITNQKNQKCELDDPLILIHEKKISSVNAVVKALELALKRQRPLLIVAEDVDSEALATLILNKLRAGIKVCAIKAPGFGENRKANLQDLAILTGGQVVTEELGLNIENVELEMLGSCKKVAISKDDTVILDGAGEKKSIEERCEQIRSTIELSTSDYDKEKLQERLAKISGGVAVLKIGGASEAEVGEKKDRVTDALNATKAAVEEGIVPGGGVALLYAAKELDKLETANFDQKIGVQIIQNALKTPVHTIASNAGVEGAVVVGKLLEQDDTDLGYDAAKGEYVDMVKAGIIDPLKVIRTALVDAASVSSLLTTTEAVVVELPKDEKETPAMGGGMGGMDY*

NbL01g22310.1 chaperonin_CPN60−2_mitochondrial [MW = 61.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01373 Glycosyl hydrolase family 14

Protein sequence:
MAMSMPHQISALSGTPLTAETGGEVLAKGNTTASAVWRTPVTNLRVSVQKTGADVDMLSPTPSPPLSPLKGGMRPDLSVACQALMEAPAETAAEREHRLGNSPEKGKGVPVFVMMPLDSVKMDHTVNRKKAMNASLQALKSAGVEGIMMDVWWGLVERDAPGEYNWGGYAELLEMAKKHGLKVQAVMSFHQCGGNVGDSCTIPLPRWVVEEMEKDPDLAYTDQWGRRNYEYVSLGCDTLPVLKGRTPVQCYSDFMRGFRDRFENLLGDTIVEIQVGMGPAGELRYPSYPEQDGIWKFPGIGAFQCSDKYMISSLKAAAEAFGKPEWGHTSPTDAGHYNNWPEDTNFFRKEGGGWDGQYGEFFLTWYSQMLLNHGERILQSAKAIFDDKGVKISVKIAGIHWHYGTRSHAPELTAGYYNTRFRDGYLPIAQMLARHGAIFNFTCVEMRDHEQPQDAQCAPEKLVRQVALATQEAQVPLAGENALPRYDDYAHEQILQASSLNIDDQSSDREMCAFTYLRMNPDLFHPDNWRRFVAFVKKMKEGKDAHRCQEQLEQEAEHFVHITQPFVQEAAVALMH*

NbL01g22100.1 1_chloroplastic−like [MW = 64.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02637 GatB domain PF02934 GatB/GatE catalytic domain

Protein sequence:
MALTFLRGIQLNPSMLYPSSYFARKHGVLYCCMRSAQTQTAIQEKEQPKLKVPTQNQSKTVDKILKDYEAVIGIETHVQLSTLTKAFCSCPYNYGSPPNTSVCPVCMGLPGALPVLNSKVIECAVRVGLALNCKLSLSSKFDRKQYFYPDLPKGYQISQFDIPIASGGYLDVDLPVEFGGGHRKFGVTRVHMEEDAGKLLHTDGGSYSQVDLNRAGVPLLEIVSEPDMRTGIEAAEYAAELQRLVRYLGVSNGNMQEGSLRCDVNISVRPIGQLEFGTKVEIKNLNSFSSVSRAIDYEISRQVLLHSQGQVDEIVQETRLWEEGAQKTVTMRKKEGLADYRYFPEPDLPGVTLTEEYVDNIRESLPEVPEAKRRRYENMGLSMQDVLFLANDMNIADFFDATIAAGADVKLAANWIMGDIAAYMKNEKVTINEIKLSPQELGELIASIKDGTISGKIGKEILVELMAKGGTVKGLIKEKDLVQIVDTAEIEKMVDKVIADNPKQLEQYRGGKTKLQGFFAGQVMKESKGKANPKLLNKILLEKLNATS*

NbL01g21920.1 glutamyl−tRNA(Gln)_amidotransferase_subunit_B_chloroplastic/mitochondrial [MW = 60.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase)

Protein sequence:
MASSAIASSTTPSIHKNDVGLSAFSSQPSFCILTATRKMVSKKIFSVMSPQQSERKPATTGSVKTGMTMTEKILAKACGKPEVTPGENVWANVDVLMTHDGCGPGTIGIFKKQFGQNAKVWDPEKIVVIPDHFVFTAHERAHRNLDTLRDFCIEQNIKYFYDIKDRGNFQVNPDYKGVCHIALAQEGHCRPGEVLLGTDSHTCNAGAFGQFATGIGNTDAGFVLGTGKLLLKVPPTLRFVMDGEMPNYLLAKDLMLQIIGEISVAGATYKTMEFAGTTVESLSMEERMTLCNMVVEAGGKNGVIPADKTTYDYLKDKTSVPYEPVYSDGGARFLKEYRIDISKLEPLVAKPHSPDNRALARECKDVKIDRVYIGSCTGGKTEDFMSAAKLFLASGKKVKVPTFLVPATRQVWMDIYSLPVPGSSGKTCSEIFQESGCYEPASPSCGACPGGLPDTYGRLNEPKVCVSTTNRNFPGRMGHIEGQIYLASPYTAAASALTGYVTDPREFLM*

NbL01g21890.1 3−isopropylmalate_dehydratase_large_subunit_chloroplastic−like [MW = 55.26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00330 Aconitase family (aconitate hydratase)

Protein sequence:
MASSAVASSSTLHVINKRDVGLSAFSSQPSFCIQTAKKKVVSKKIFSVMSSQQTERKPATTGSVKTGMTMTEKIFARASDKHEVTPGDNVWVNVDVLMTHDIGGPASFGVFKEQFGQKAKVWNPEKIVIIPDHYIFTADERANRNVDVLRDYCSEQNIKYFYDIKDRGNFRANPDYKGVCHVALAQEGHCRPGEVLLGTDSHTCTAGAFGQFATGIGTTDAGFVLGTGKLLLKVPPTLRFVMDGEMPSYLLAKDLMLQIIGEIFVSGATYKTLEFVGTTVESLSMEERMTLCNMVVEAGGKNGVIPTDKTTYDYLKDKTSVPYEPVYSDEGARFLKEYRIDISKLEPLVAKPHSPDNRALARECKDVKIDRVYIGSCTGGKTEDFMAAAKVFLASGKKIKVPTFLVPATQKVWMDVYTLPVPGSGGKTCSQIFEEVGCETPASPSCAACLGGPQDTYARLNEPKEITSSSRGNSLLQKCRVCVSTTNRNFPGRMGHVEGQIYLASPYTAAASALTGKVTDPREFLM*

NbL01g21880.1 3−isopropylmalate_dehydratase_large_subunit−like [MW = 57.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAAAAATAVASSFSSTLHCIRSKTWPNYNSDHLLKVSSTRTPNITLVFSSSCEVPSVFKKWRVVPRLAATVAQEEAAAVTVEEEETEAVAVEEEVVEEQGGEGSEESSSEGEAVNTKLYFGNLPYLCDSAQLAGIVQDYATPELVEVLYDRETGKSRGFAFVTMSSLEDCKTVIKNLDRREYGGRTLRVNFSDKPKPKEPLYPETEHKLFVGNLAWSVTSESLAQAFQEYGTVVGARVLYDGETGRSRGYGFVSYENREQLENALQNLNGVELDGRAVRISLAQGKKQ*

NbL01g21830.1 RNA−binding_protein_CP33_chloroplastic [MW = 31.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MIRQRMRMALSAGAMLYRSSLSGPVRLMTTEAQSVAAKLKSSGLLRSQALIGGKWVDSYDRKTIKVYNPATGEVITDVACMGGKETNDAISSAYDAFSSWSKLTAAERSKCLRKWYDLIMAHKEELGQLMTLEQGKPLKEAIGEVSYGAGFIEFSAEEAKRIYGDIIPSPLADRRLFVLKQPVGVVGAITPWNFPLAMITRKVGPALACGCTVVIKPSELTPLTALAAAELSLQAGIPPGVVNVVMGNASDIGDALLASPQVRKLTFTGSTMVGKKLMAGAAATVKKVSLELGGNAPCIIFDDADIEVALKGALATKFRNTGQTCVCANRILVQEGIYEKFANAFAKAVQSMKVGDGFSEGVEQGPLINEAAVKKVESFVEDATSKGAKVLVGGKRHSLGMTFYEPTVVTGVNSEMLLSREEVFGPVAPLLKFKTEEDAIHMANDTNAGLAAYIFSTNVQRAWRVTEALEYGIVGVNEGLVSTEVAPFGGVKQSGLGREGSKYGLDEYLEMKYVCLGSMS*

NbL01g21770.1 succinate−semialdehyde_dehydrogenase_mitochondrial−like [MW = 55.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00342 Phosphoglucose isomerase

Protein sequence:
MLKFETLIMASPTLICDTEPWKELRAHVEDINKTHLRDLMNDTSRCQSMMMEFDGILLDYSRQRATTGTLNKLFSLAEAARVKEKINRMFNGERINSTENRSVLHVALRAPRDAVINSDGKNVVPEVWQVLDKIRDFSERVRSGAWVGATGKALKDVVAIGIGGSFLGPLFVHTALQTEAEAIECARGRQLRFLANVDPIDVARNITGLNPETTLVVVVSKTFTTAETMLNARTLREWISSALGPQAVAKHMVAVSTNLKLVEQFGIDPNNAFAFWDWVGGRYSVCSAVGVLPLSLQYGFPIVEKFLKGASSVDQHFDSAPFEKNVPVLLGLLSVWNVSFLGYSARAILPYSQALEKFTPHIQQVSMESNGKGVSIDGVPLPYETGEIDFGEPGTNGQHSFYQLIHQGRVIPCDFIGVVKSQQPVYLKDEVVSNHDELMSNFFAQPDALAYGKTPEQLQKENVAEHLVSHKTFSGNRPSLSILLPSLNAYNIGQLLAIYEHRVAVQGFVWGINSFDQWGVELGKSLASQVRKQLHASRKKGESVEGFNFSTKTLITTYLEASADVPSDPSTLLPKI*

NbL01g21750.1 glucose−6−phosphate_isomerase_cytosolic [MW = 63.67 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00400 WD domain, G−beta repeat

PF04564 U−box domain
PF08606 Prp19/Pso4−like

Protein sequence:
MNCSISGEVPEDPVVSKKSGLLFEKRLIERHISDYGKCPVTGEPLTADDIIPVKTGKIVKPRPVQAASIPGMLGMFQIEWDGLMLSNFALEQQLHTARQELSHALYQHDAACRVIARLKKERDEARGLLAQAERQIPMAATTAVGATALSNGKRAAEDEEMGPDGKKIRPGISNSVIETLTECNAALSQQRKKRQIPATLASVDALERYTQLNSYPLHKTNKPGILSLDIHYPKDLIATGGVDSNAVVFDRPSGQIISTLSGHSKRVTSVKFASEGELVVSGSADKTVRVWQSSENGNYDCRHVLKDHTAEVQAVTVHATNNYFVTASLDSTWCFYDLASGLCLAQVADATESEGYTSAAFHPDGLILGTGTSGSLVKIWDVKSQANVARFDGHVGSVTAISFSENGYFLATAAHDGVKLWDLRKLKNFRNFSLYDENTPTQSVQFDHSGSYLALGGSDIRVFQVASVKAEWNHIKTLPDLSGTGKATCLKFGPDAKYIAVGSMDRNLRIFGLPGEDQMES*

NbL01g21720.1 pre−mRNA−processing_factor_19_homolog_1−like [MW = 56.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MDSDQGKLFIGGISWETSEEKLKEYFQGYGDVLQTVVMRDKISGKPRGFGFVVFADPNVLDRVLQDEHVIDGRTVDAKRALSREEQQGSKSGNANSARNFGGGGNTRTKKIFVGGLPPTLAEDGFRQYFEAFGSVTDVVIMYDQQTNRPRGFGFISFDSEDAVDRVLQKTFHDLNGKQVEVKRALPKDANPGGGGRSMGGGGGSGMGGGSYQGYGASGNNPSSYDSRMDSNRYMQSQNPGGGYPYGSSGYGTPGYGYGPSNNGMGYGGYGSYGGANPGYGSANPGYGAAAVAAYGNPNAPSTGYGSGPAGGPRSTWGSQAPSGYGNVGYGNAPWGASNAGGGGGPASGGSGQSPTGTTGYGNQGYGYGGYAGNDGAYGNPSGYGAVGRASGAPSGNSPVGGGAAGDMQSGAGGYMSGGYGDASGNSSYGNAAWRSDNSQGSGSYGAPPNGAHGGQAGYGGGYGGAPSRQAQQQ*

NbL01g21660.1 heterogeneous_nuclear_ribonucleoprotein_1−like [MW = 47.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MATTTTSISATTSFSSSIGGEDYGILARKVPMNVRMGKPVRSRPMMGNINDGKGLFAPIVVVTRNIVGKKRFNQLRGKAIALHSQVITEFCKSIGADQKQRQGLIRLAKKNGERLGFLA*

NbL01g21610.1 protein_PROTON_GRADIENT_REGULATION_5_chloroplastic−like [MW = 12.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03767 HAD superfamily, subfamily IIIB (Acid phosphatase)

Protein sequence:
MAKKFGIFFAIFCILLTSSFADWNILKEYKITNSGLKISLKNYCESWRMNVELHNIRDFVVVPQECVSYIAKYMTSTQYKVDSERTIDECILYISTNCILEKDGKDAWIFDIDDTLLSTVPYYKQNGFGGNKLNVTSLEDWMSQGKGTALDHSLKLFNHLKELGVKIFLVSSRKEHLRSPTIDNLVHVGFYGWTSLILRGQEDECKSAQGFKAEVRSKLISKGYRILGIVGDQWSSIEGLPSAKRTFKLPNPLYYVA*

NbL01g21570.1 acid_phosphatase_1−like [MW − SP = 27.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MPFAQISCQKTEKGHAIQYYSLKMIGRGLRVGVLALLCFHILVGGVVLARNVKIEDEKFLFKGGGFGGGFGAGGGVGGVGGGFGGGGGGGFGGGDGGGIGGGAGGGFGKGGGIGGRIGGGAGGGGGIGGGIGKGGGIGGGVGGGAGDGGGIGGGIGKGGGIGGGVGGGAGGGTGGGAGGGKGGGIGGGVGGGAGGGGGIGGGIGKGGGVGGGAGGGVGGGIGGGAGGGKGGGIGGGAGGGYGKGGGIGGGAGGGKGGGIGGGAGGGVGGGIGGGAGGGKGGGIGGGAGAGGGYGKGGGIGGGAGGGVGGGVVGGAGGGVGGGIGKGGGIGGGAGGGIGKGGGIGGGAGGGIGKGGGIGGGIGKGGDIGGGAGGGVGGGVGGGIGGGIGKGGGVGGGISGGVGGGVGGGIGKGGGIGGGIGKGGGIGGGVGGGVGGGIGKGGGIGGGIGKGGGIGGGIGGGVGGGAGGRIGKGGGFGGGIGGGAGGGVGGGAGGGIGGGFGKGGGIGGGFGGGAGGGVGGGIGGGAGGGFGGGFGGGGGLGGGAGGGFGGGGGGGIGGYH*

NbL01g21430.1 glycine−rich_cell_wall_structural_protein [MW = 42.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
MINSQIIITMTTASFIITIVITSYFSSLVSAYDLDPPQDLCVAAEDSNTSVLMNGKACKDPKLATADDFFASGFNESGPPIPNYLGFAVNILNVNRMPGLNTLGISIVRADVEPFGLISPHIHPRGNELILVLEGILYVAFTIPDPGNPFKSRLFEKILNPGDVFVIPQSLVHVQYNLGTTNTTALSCFNSQNPGVHMIPFQLFGSNPPILDDVLVKGFRLDKKVVEHLRAQFSSKS*

NbL01g21050.1 putative_germin−like_protein_2−1 [MW = 25.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MAESQEERKQESVKLFVGQVPKHMTEAQLLAMFQEFAIVDEVNIIKDKTTRASRGCCFVICPSREEADKAVYACHNKKTLPGASSPLQVKYADGELERLEHKLFVGMLPKNVSDPEVSALFSQYGVIKDLQILRGSQQTSKGCAFLKYEKKEQAVAAIEALNGKHKMEGSTVPLVVKWADTEKERQARRAQKALSQASNASDSRQHPSLFGALPMGYMPPYNGYGYQTPGAYGLMQYRLPSVQNQPAFQNIVPPINQASALRGGAPDLSPGISPRNYSMSPGSYVGSAYPAVPRLQYPMPYAGGVMNARPPSGSPGSMPPSTANSHSAASSSVNSSTGGQVEGPPGANLFIYHIPQEFGDQDLANSFQPFGRVLSAKVFVDKATGVSKCFGFVSYDSPAAAQTAINMMNGCQLGSKKLKVQLKRDNKQNKHY*

NbL01g20750.1 RNA−binding_protein_BRN1 [MW = 46.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13365 Trypsin−like peptidase domain PF17815 PDZ domain

Protein sequence:
MAAAAATCWFSAGTSPYSLTSYRFSTPIRPSSLFIPKALHQNQYQKKGLKNSTSEKAVGKQNFPWRSKDERLLENKDGRSSKNEAGRSQSTAFKSSGQQRKGAGKGVVFESKEQQVETDIIEDATFLNAVVKVYCTHTAPDYSLPWQKQRQFASTGSAFMIGDGKLLTNAHCVEHHTQVKVKRRGDDTKYVAKVLARGVECDIALLSVESKDFWEGAEPLRFGHLPHLQDAVTVVGYPLGGDTISVTKGVVSRIEVTSYAHGSSELLGIQIDAAINPGNSGGPAFNDDGECIGVAFQVYRSDETENIGYVIPTTVVSHFLEDYEKNGKYSGFPCLGVLLQKLESPALRACLKVPSNEGVLVRKVEPTSDVSNVLKEGDVIVSFDGVRIGCEGTVPFRSSARIAFRYLISQKFTGDVAELGIIRAGEFMKVQAVLKPRVHLVPYHIECGQPSYLIVAGLVFTPLSEPLIGEECEDSIGLKLLTKARYSLAKFEGEQIVVLSQVLANEVNIGYEDISNEQILKLNGTRIKNIHHLAHLVDSCKDKYLVLEFEDNFLVVLEREAAVSASASILKDYGIPAERSSDLLEPYIDPIRPDEATDQHDFGDSPVSNSEFGYDGLLWS*

NbL01g20720.1 protease_Do−like_2_chloroplastic [MW = 68.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01738 Dienelactone hydrolase family

Protein sequence:
MSGPQCCENPPTLSSSSGVGSVLEFGGLKTYVSGSSNSKHAILLVSDVFGYEAPNLRKLADKVAAVGYYVVVPDFLYGDPYNPETTEKPLSIWLQSHGVDKGFEDAKQVVSALKDKGISAVGAAGFCWGAKVVVQLAKSDDIQAAVLLHPSFVTVDDIKEVKAPIAILGAEIDKRSPPELIKQFEEILSSKPEVDNFVKIYPGVAHGWTVRYDVENKKAVESAEEAHRDMLEWFTKHVK*

NbL01g20600.1 NA [MW = 25.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
LVGINSYLRFFLIYLFDLYSGWVLRLTHSVFQLFFSYFKDLVGREVTVELKNDLAIRGTLHSVDQYLNIKLENTRVVDEDKYPHMKSVRNCFIRGSVVRYVQLPPDGVDIELLHDATRREARGG*

NbL01g20580.1 sm−like_protein_LSM2 [MW = 14.5 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF03143 Elongation factor Tu C−terminal domain
PF03144 Elongation factor Tu domain 2

Protein sequence:
MASVAFRNPNSKRVFSLSPQIYSRCRGRSASSKFSLSQSLNANETPSLSNPWWRSMATFTRTKPHVNVGTIGHVDHGKTTLTAAITKVLAEEGKAKAVAFDEIDKAPEEKKRGITIATAHVEYETVKRHYAHVDCPGHADYVKNMITGAAQMDGGILVVSAPDGPMPQTKEHILLARQVGVPSLVCFLNKVDAVDDPELLELVEMELRELLSFYKFPGDEIPIIRGSALSALQGTNEEIGKKAILKLMEAVDEYIPDPVRQLDKPFLMPVEDVFSIQGRGTVATGRVEQGQIKVGDDVEILGLMQGNLKSTVTGVEMFKKILDHGQAGDNVGLLLRGLKREDITRGMVIAKPGSVKTYKKFEAEIYVLTKDEGGRHTAFFSNYRPQFYLRTADITGKVELPENVKMVMPGDNVTATFELISPVPLDAGQRFALREGGRTVGAGVVSKVLS*

NbL01g20550.1 elongation_factor_Tu_mitochondrial [MW = 49.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01926 50S ribosome−binding GTPase PF02581 Thiamine monophosphate synthase

Protein sequence:
MVSLQTPNSTVRSPPCPLFSHPTRRQCLHFRRRRNNYSVYSSPGVNVKIVINNINRPEQAPRTLFPGGYKRPEIKVPSLVLKLSCEDALDDETVINEIDRAVSGRVDIVVLSGGGASSGKLYEAACLLKSVIKGRAYLLIDGRVDIAAAISASGVLLSDQDLPAIVARNTMMDSKSEELVVLPLVARIVQTPTAAVDASNSEGADFLIYDVGGNSQHEELVSSVFEHVKIPVFVMIGSLGDRKLFSEALNLLESGASGVVILMEDLKSVSDDDFGKLFYSAYALKNKTEEKVQSNSQLNVLDLGNGFPGRKAMTGFTSLHDREQQLLEKEKLVLREAIHVIEKAAPMMEEVSLLSDAVSQLDEPFLLVIVGEFNSGKSTFINALLGKKYLKDGVVPTTNEITFLRYAESDVDESQRCERHPDGQYVCYLPASVLNEMIIVDTPGTNVILQRQQKLTEEFVPRADLLLFVMSADRPLTESEVNFLRYTQQWSKKVVFVLNKSDIYQNKGELEEAIGFIRENTQKLLNTDCVTLYPVSARLALEAKLSTFDGALSQSNRSSNDNFHWKTKGFYELEKYLYSFLDASTSTGIERMKLKLGTPIAIAEQLVSACQGLVRQECQQAKQDLLFVEDLVNSVKECTKKLEIDSILWKRQVLSMINSTQARVVRLVESTLQLSNVDLVTSYVFRGEKSTQMPATTSIQNDILGPAVLEGQNLLGEYTKWLQSKRDQEGQFYKQSFEKKWTSFVNPSDQVELDAIGVLKRKSEVSRRVIEDFSAAAASKLFEREIREAFLGTFGGLGAAGLSASLLTSVLPTTIEDLLALGLCSAGGLLAVSNFSSRRQQVVDKVKRTADGLARELEEAMQKDLLETTRNVEDFVKLIGKPYQDRAQHRLDKVLATAEELTNIEKKLKALRIDIQNLHVS*

NbL01g20300.1 probable_transmembrane_GTPase_FZO−like_chloroplastic [MW = 102.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MATLVSSSSLLHSSSSFSSSSSSSSTSLISPSVSRFSLKFSSSLFSSLSISPSFLAYPTTNSRRFSTLQYFTVQASAAEKKKKVLIVNTNSGGHAVIGFYFAKELLGSGHDVTILTVGEESSDKMKKTPFNRFPEITGAGGRTIWGDPADVGKILGGEVFDAVLDNNGKDLDAVRPVADWAKSSGAKQFLFISSAGIYKSTDEPPHVEGDAVKADAGHVGVEKYISEIFDSWASFRPQYMIGSGNNKDCEEWFFDRIVRGRPVPIPGSGMQLTNIAHVRDLSSMLTAAVQNPTAASGRIFNCVSDRAVTLDGMAKLCAKAAGLSVEIVHYDPKAVGVDAKKAFPFRNMHFYSEPRAAKEILGWSATTNLPEDLKERFDEYVKIGRDKKEMKFELDDKILEALKVPVAA*

NbL01g20290.1 chloroplast_stem−loop_binding_protein_of_41_kDa_a_chloroplastic [MW = 44.17 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13516 Leucine Rich repeat PF13943 WPP domain

Protein sequence:
LLKMDSPGSSMKLWPPSLSTRLMLVEKMTKNLITPSILSRKYGLLSKEEAEEDAKQIEAVAFASANQHFDKEPDGDGSSAVQLYAKESSRLMLEVIKRGPQTKESAEGVIPEKVKAFDETTIFDISKGRRDFINAEEADELLKPLSERGNNYKRLCFSNRSFGVDAAKIAGPILSSLKDQLTEVDLSDFIAGRPEEEALEVMEIFSSALGACDLRYLNLSNNALGEKGVRAFGALLKSQRNLEELYLMNDGISEEAAQAVRELIPSTDKLRILHFHNNMTGDEGALAISELVKHSTALEDFRCSSTRVGSEGGVALSQALGECRNLKKLDLRDNMFGVEAGIALSKVLSIFSDLTEIYLSYLNLEDEGSIALAIALKGSAPSLEVLEMDGNDITAKAAPVLAACIAAKQFLTKLRLAENELKDEGAILIAKALDDGHGQLTELDMSTNAIRRAGARCLAQAVVSKPGFKVLSINGNFISDVGIDEVKDIFKNSINVLGPLDENDPEGEDFEEEADEEADNEYELETRLKGLDIKQEE*

NbL01g20280.1 RAN_GTPase−activating_protein_1−like [MW = 58.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01765 Ribosome recycling factor

Protein sequence:
KGKGKERTLIPVIQKFTLKFHSTETPKDNQQSAKRKKECFSLRSRMTTAFSHATPIRSLYQKPNPPKPLICFQDDFRTSGNVVSLTASANYVSLRVGARRLQPVKLSWVKRRGTVRCATIEQIEAEKAAIEKDVKERMEKTIENVRSNFNSIRTGRASPAMLDKIEVDYYGTPVSLKSIAQISTPDSSSILVQPYDKSSLKAIEKAIVGSDLGMMPNNDGEVIRMSVPQLTSDRRKELSKIVSKQAEEGKVALRNIRRDALKAYEKLEKEKKLSEDNVKDLSGDLQKVTDEYMKKVDTVFKQKEKELLTV*

NbL01g20230.1 ribosome−recycling_factor_chloroplastic−like [MW = 35.05 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01282 Ribosomal protein S24e

Protein sequence:
MADKAVTIRTRKFMTNRLLARKQFVIDVLHPGRANVSKAELKEKLARMYEVKDTNAIFVFKFRTHFGGGKSTGFGLIYDSVENAKKYEPKYRLIRNGLDTKVEKSRKQMKERKNRAKKVRGVKKTKAGDAKKK*

NbL01g20180.1 40S_ribosomal_protein_S24−1 [MW = 15.38 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04548 AIG1 family PF11886 Translocase of chloroplast 159/132, membrane anchor domain

Protein sequence:
MDSKEQFPPVVSSPSPGSSPINNSSSSFDSQMPNNVANTDTEINNNNNSYNSNGVSDDGTLVSGGQREKIVTGSEKPLLADPDEKTVEKSIGEEQPNDSAEISMLKSAKPVSEVSMIDGVGKFEVLVGEKGEGVTLSEDSGGVGGSISVGNTQELNSVDESNSIEQVKESGGEIAAGTELKKGVDGSAQEEVKETENEKDEALTSVASSNLKGAVEPDKTVVEESATHSDDAEKPNKVVVEPSESLLVEADREKFMLEGDAVVDAIDVNVNVSAPGVAVSGDVEESAIPSDDAEKPNEEVVEPSESLLVGAEGEKFTPEGDAVVDAIDVNVNVSAPGVAVVGDVEESEVNVSALGAAVVGDVEGSVVNVSAPGVAVVGDVEESKEVEQHVESPAEVSESLLIEADGEKFTSEGDAVVDAIDVNVSGTGVAVVGDVRESEEVKKHVESTADENVTSVNGVGETRQLIEEVANMTVDEVDVQKSKPAVDDNVAAAESKPVDNIVGAGSDGKLDAGDVQTGDVVAATEEIEEADPESGNISPDVKDVEKEPEQAVSETIYANGDHSERSIEGDVVEAEVSGQSSAISRSISGSQQILEADREAQDQIDEEAVLEGSISDGETDGMIFGSSEAARQFIEELERESGGDSYTGAEASHDHSQEIDGQIVTDSDEEADTDEEGDGKELFDSAALAALLKAATGADSDGGNITITSQDGSRLFSVERPAGLGSSLRSLRPAPQPNRPNLFTPSSLQNSGESENNLTEEEKKKLEKLQQIRVKFLRLIHRLGLSSDESIAAQVLYRLALIARRQNSPLFSLEAAKMRALQLEAEGEDDLDFSVNIQVIGKSGVGKSATINSIFGEEKTPINAFGPATTSVKEISGVVEGVRIRVFDTPGLKSSVMEQGFNRSVLSSAKKFTKKNPPDIFLYVDRLDAQTRDLNDLPMLKTITSCLGPSIWRSAIVTLTHGASAPPDGPSGSPLSYEVFVTQRSHVVQQSIGQAVGDLRMMSPSLMNPVSLVENHPSCRKNREGQKILPNGQSWRPQLLLLCYSMKILSEASALSKPEDPFDHRKLFGFRTRSPPLPYMLSSMLQSRAHPKLTAEQGGDNVDSDIDLDDLSDSDQEEEDEYDQLPPFKPLRKAQLAKLSKEQRKAYFEEYDYRVKLLQKKQWREELRRMREMKNNKGKEAAIEYGYAEEDADTGAAAPVAVPLPDMVLPPSFDSDNPAYRYRFLEPTSQFLARPVLDTHGWDHDCGYDGVNVEQSLAIASRFPAAVTVQITKDKKDFSINLDSSISAKHGDNGSTMAGFDIQSIGKQLAYIIRGETKFKILKKNKTAGGISVTFLGENMVTGLKVEDQITLGKQYVLVGSAGTVRSQSDTAYGANFELQRREADFPIGQVQSTLSLSVIKWRGDLALGFNSMAQFVVGRNSKVAVRAGINNKLSGQITVRTSSSDHLSLALSAIIPTAIGIYRKLWPDAGEKYSIY*

NbL01g19940.1 translocase_of_chloroplast_159_chloroplastic [MW = 158.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04969 CS domain

Protein sequence:
MSLHPQVKWAQRPDVVYLTVLLQDAKDSKVNLDPEGVFTFSATAGAGDRHYELKLELLDKVDVEESKISIGVRSIVCVLQKAEPKWWNKLLRGDAKTPHYVKVDWDKWVDEDDEADAGPGDMDMNSMDFSKFGDMGGMMGGMGGDMAGMMGGMGGMGGMMGGMGGMMGGMGGDMAGMMGGMGGDMGDDLDDSDDEEQEVTKPSAKADEKVDGGPKEEGSKVADEAK*

NbL01g19930.1 uncharacterized_protein_OsI_027940 [MW = 24.09 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16363 GDP−mannose 4,6 dehydratase

Protein sequence:
MASELIYRGPESQPVPDVYTPKPDKPWLSVIRPVRYLLREQRIVFLFAGIAIASLIFALLPSSRSGSLNYANNAIYDSYLPSESTQSQVAHRMIYQNRPGFGSFNLGGKIPLGLQRKGLRIVVTGGAGFVGSHLVDRLIARGDSVIVVDNFFTGRKENVMHHFGNPRFELIRHDVVEPLLLEVDQIYHLACPASPVHYKHNPVKTIKTNVVGTLNMLGLAKRVGARFLLTSTSEVYGDPLEHPQKETYWGNVNPIGVRSCYDEGKRTAETLTMDYHRGAGVEVRIARIFNTYGPRMCIDDGRVVSNFVAQALRKMPLTVYGDGKQTRSFQFVSDLVEGLMRLMEGEHVGPFNLGNPGEFTMLELAKVVQETIDPNAQIEFRPNTEDDPHKRKPDISRAKELLGWEPKVALRKGLPMMVQDFRQRIFADHKEDTSSATIA*

NbL01g19750.1 UDP−glucuronic_acid_decarboxylase_2−like [MW = 49.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01095 Pectinesterase PF04043 Plant invertase/pectin methylesterase inhibitor

Protein sequence:
EILNLLICFATLCVSIMYNLRRKTPLLLTLFALSAIVSVTLSNNPKSSSRTVETTPHIHVHKNIQIAHSHCQDTRYPKLCVSTLSLIPDLAQKSISQIISSTINVTVAEVKASAKNCTEIREDLPRLEPYEKRALEDCVQLLDNTIIELKTTLSDLHPKKSLSQNYNDLQTLLSAAMTNQATCLDGLARSKKNLRRYVQHNLHTIAHHVSNCLAMLKKMKKSSFSSSKSQEIYPEYGAVKNGFPKWLKKRDRALLQATINETEIDLVVAKDGSGNFSTINEALSAAPNASRTRFVIHIKAGAYYEYIEVVRKKPMIMFLGDGIGKTLIKGNRSVVDGWTTFRSATVAVVGNGFIAKGITFENFAGASKHQAVAVRSGSDLSAFYQCSFVAYQDTLYVHSLRQFYRDCDVYGTVDFIFGNAAVVFQNCSLYARKPNENQKNIFTAQGREDPNQNTGISILNSKIAAAADLIPVQSSFKNYIGRPWKEYSRTVIMLTHIGSLIEPAGYLEWNGTFALDTLYYGEYKNRGPGSNTSARVNWSGYRVINNSAEANQFTVGNFIEGKEWLPDTGFPFYLNLTTS*

NbL01g19610.1 pectinesterase−like [MW = 64.5 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01280 Ribosomal protein L19e

Protein sequence:
MVSLKLQKRLAASVLKCGRGKVWLDPNEGNEISMANSRQNIRKLVKDGFIIRKPTKIHSRSRARRMKEAKRKGRHSGYGKRKGTREARLPTKVLWMRRMRVLRRLLRKYRESKKIDRHMYHDMYMKVKGNVFKNKRVLMENIHKTKAEKAREKTLSDQFEARRAKNKASRERKFARREERLAQGPGERPVQPAAPAASATPAQTAQGGSKKSKK*

NbL01g19560.1 60S_ribosomal_protein_L19−1 [MW = 24.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00295 Glycosyl hydrolases family 28

Protein sequence:
MTQNIIMKRLAVLLLLLPFSHCILHTKAQFDGECKFNKPLKPRPHSVSVLDFGAVGDGKTINTVAFQNAIFYLKSFADKGGAQLYVPAGKWLTRSINLTSHLTLFLEKDAVILGSEDYANWDVVEALPSYGRGIEAQYGRYRSLIAGNNLTDVVITGNNGTIDGQGSIWWDMFNSHSLNYTRPHLVEFVSSKDVVISNLTLLNAPGWNIRPTYCSNVVIQNLTVHSPQDSPYTNGIVPDSSEHVCIENSNITIGYDAVVLKSGWDEYGISYGKPTSNVHIRGVRLQSSAGSAVAFGSEMSGGISNVLVEHISLHDSLFGIDLKTARGRGGYIKDILIMNVVMENVQVGIKATGYYDSHPDEKYDPSSLPVVSGITFKDIVGTNISIAGNFTGLSESPFTSICLSNISFSISSNLSTPWLCSDVSGSSENVFPEPCPELQSSFSSSSSACFALPDPYTEVAVL*

NbL01g19540.1 probable_polygalacturonase [MW − SP = 47.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02970 Tubulin binding cofactor A

Protein sequence:
MTSNSRRRGKQSEKGELLKMYYQLQLYEEMIMENLIRGKDTTPIAFLFSSCFWVRQENVLAESRMMVPDCRKRLEAALDDLKGALVELEETDQKDGPEFEEARTIIADVEKLFESSEV*

NbL01g19170.1 tubulin−folding_cofactor_A [MW = 13.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00380 Ribosomal protein S9/S16

Protein sequence:
PKLKRCQAQTYFTLKNPNYTLSLLTLPFSALNQGKMQKLEATAESVQCFGRKKTAVAVTHCKRGRGLIKINGVPIELVQPEILRYKAFEPILLLGRHRFAGVDMRIRVKGGGHTSQIYAIRQSIAKALVAFYQKYVDEQSKKEIKDILVRYDRTLLVADPRRCEPKKFGGRGARARFQKSYR*

NbL01g18990.1 40S_ribosomal_protein_S16−like [MW = 20.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03364 Polyketide cyclase / dehydrase and lipid transport

Protein sequence:
MQVQLWWQSHTSSSLPLSSILYREEAIAAGATWHIHNNTALSAAALSLRFNRNPSLTSRRFRLVTFTSNATFDDGDNRNDDVNDTGNRDDDDVDDGVEIDIEIIGKRRRRIRSKIAVNASLQNVWEVLTDYERLADFIPGLAVSQLLQKEPNFARLLQIGEQDLAFGLKFNAKGIVDCYEKDLEDLPIGQRRDIEFKMVEGDFKLFEGKWSIEQCNPGSVKEHNSSAGQPFHTTVFYIVDVEPKLWLPVRVIEGRLCKEIKTNLRSVREEAQKVYLTSLSSY*

NbL01g18940.1 uncharacterized_LOC107810622 [MW = 32.17 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF04810 Sec23/Sec24 zinc finger

PF04811 Sec23/Sec24 trunk domain
PF04815 Sec23/Sec24 helical domain

PF08033 Sec23/Sec24 beta−sandwich domain

Protein sequence:
MAKRPESSVGYSVTIPSPQQGTAQSPIFSPPPFPTTTGPIFPPPPIIQPNQIPSPSMKTPNLPSPANGVRTGSPAPHLSTPPGPPVFSSPLQPAAVPFRTSPATPQPVAYSSASSLPTSSPPQFSNGSVDLHHQSSDATEEWTPATESPNVLFSAHKVLKQKKLANIPSLGFGALVSSGREMSPGPQMIQRDPHRCHNCGAYANHYSNILPGSGQWQCVICRDLNGSEGDYVASSKEELRNVPELSLPSVDYVQTGNKRPGFFPVSDSRVSAPVVLVIDECLDEPHLQHLQSSLHAFVDSLPPTTRLGIVTYGSTVSVYDFSEESVASADVFPGNKSPDQESLKALIYGTGIYLSPMHASLPVAHSIFSSFRPYKLDIAEASRDRCLGTAIEVASAIIQGPSAEMSQGIVKRPGGNSRIIVCAGGPNTCGPGSVPYSFSHPNYAHMEKISLKWMETLGREAFRKNTVIDILCAGTCPVRVPVLQPLAKASGGVLILHDDFGEAFGVNLQRASGRAAGSHGLLEVRCSEDIFVSQVIGPGEEAHVDSNETFKNDDALVIQMLSVEETQSFALSMETKRDIKRDFVYFQFAFKFSDVYQSDITRVITVRLPTVDSVSSYLESVQDEVAAVLIAKRTLLRAKYANDALDMRVTVDERIKDITSKFGSQMPKSKLYRFPRELSVLPELLFHLRRGPLLGNILGHEDERSVLRNLFLNAGFDLSLRMVAPRCLMHRQGGTFEELPAYDLAMQSDAAVVLDHGTDVFIWLGAELDAQEGKGAAALAACRTLAEELTEVRFPAPRILAFKEGSSQARYFVSRLIPAHKDPPYEQEARFPQLRTLTGEQRTKLKSSFLYFDDPSFCEWMRSLKVLPPEPS*

NbL01g18930.1 protein_transport_protein_SEC23−like [MW = 95.02 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01043 SecA preprotein cross−linking domain

PF07516 SecA Wing and Scaffold domain
PF07517 SecA DEAD−like domain

Protein sequence:
MELVVSPPSIEWPATAINRRSPYLANRRGIATQLVGAHSWLRGGEQSSCLFNLGQKQSRRNRSRRRLISPMASLGGLLGGIFKSSDSGESTRQMYAPTVALINGMESQLSSLSDSQLREKTATLQERARRGDSLDSLLPEAFAVVREASKRVLGLRPFDVQLIGGMVLHKGEIAEMRTGEGKTLVAILPAYLNALTGKGVHAVTVNDYLARRDCEWVGQVPRFLGLKVGLIQQNMTSEQRRENYLCDITYVTNSELGFDYLRDNLATSVDELVMRNFNYCVIDEVDSILIDEARTPLIISGPAEKPSDQYYKAAKVAAAFERDIHYTVDEKQKNVLLTEQGYADAEEILDVKDLYDPREQWASYILNAIKAKELFLKDVNYIIRGKEVLIVDEFTGRVMQGRRWSDGLHQAVEAKEGVPIQNETVTLASISYQNFFLQFPKLCGMTGTAATESAEFESIYKLKVTMVPTNKPMIRKDESDVVFRATSGKWRAVVVEISRMHKIGRPVLVGTTSVEQSDALSEQLREAGIRHEVLNAKPENVEREAEIVAQSGRLGAVTIATNMAGRGTDIILGGNAEFMARLKLREILMPRVVRPAEGVFVSAKKPPPKRTWKVTESLFPCALSKEKTKLAEEAVEFAVKMWGTRSLTELEAEERLSYSCEKGPVQDEVIAKLRSAFLEIVREYKVYTEGEKKEAVSAGGLHVIGTERHESRRIDNQLRGRSGRQGDPGSSRFFLSLEDNIFRVFGGDRIQGLMRAFRVEDLPIESKMLTKALDEAQRKVENYFFDIRKQLFEYDEVLNSQRDRIYTERRRALEADDLQSLLIEYAELTMNDILEANIGPDAPRESWDLEKLISKLQQYCYLLNDLTPDLLTSNGSTYEELLQYLQLRGREAYLQKRDIVEKQAPGLMKEAEKFLILNNIDRLWKEHLQALKFVQQAVGLRGYAQRDPLIEYKLEGYNLFIEMMAQIRRNVIYAVYQFQPVMVKQQDQKQNKVDKLDTNGRGSNGATNPSPSAVSSQSST*

NbL01g18920.1 protein_translocase_subunit_SECA1_chloroplastic [MW = 115.22 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MTTTPVANHPNVFTHRSPPSSSSSSPSAFLTRTSFLPFSSICKRNSVNCTGWRTRCSVAKDYTVPSSAVDGGPAAELDCVIVGAGISGLCIAQVMSANYPNLMVTEARDRAGGNITTVERDGYLWEEGPNSFQPSDPMLTMAVDCGLKDDLVLGDPNAPRFVLWKGKLRPVPSKLTDLPFFDLMSIPGKLRAGFGAIGLRPSPPGHEESVEQFVRRNLGGEVFERLIEPFCSGVYAGDPSKLSMKAAFGKVWKLEETGGSIIGGTFKAIKERSSTPKAPRDPRLPKPKGQTVGSFRKGLRMLPDAISARLGSKLKLSWKLSSITKSEKGGYRLTYETPEGVVSLQSRSIVMTVPSYVASNILRPLSVAAADALSNFYYPPVGAVTISYPQEAIRDERLVDGELKGFGQLHPRTQGVETLGTIYSSSLFPNRAPKGRVLLLNYIGGAKNPEILSKTESQLVEVVDRDLRKMLIKPKAQDPLVVGVRVWPQAIPQFLVGHLDTLSTAKAAMSDNGLEGLFLGGNYVSGVALGRCVEGAYEVASEVTGFLSRYAYK*

NbL01g18890.1 protoporphyrinogen_oxidase_chloroplastic [MW = 59.65 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00271 Helicase conserved C−terminal domain

PF04408 Helicase associated domain (HA2)
PF07717 Oligonucleotide/oligosaccharide−binding (OB)−fold

PF13401 AAA domain

Protein sequence:
MGTERKRKVSLFDVVDDSPAKKVNVGSVNGSMTPSINKWNGKPYSQRFYEILEKRKTLPVWHQKEEFLQALKSNQTLILVGETGSGKTTQIPQFVLDAVEVETADKRRKYMIGCTQPRRVAAMSVSRRVAEEMDVAIGEEVGYSIRFEDCSSAKTVLKYLTDGMLLREAMADPLLERYKVIILDEAHERTLATDVLFGLLKEVLKNRPDLKLVVMSATLEAEKFQGYFFGAPLMKVPGRLHPVEIFYTQEPERDYLEAAIRTVVQIHTCEPPGDILVFLTGEEEIEDACRKINKEVSNLGDQVGPVKVVPLYSTLPPAMQQKIFDSAPPPVVEGGPAGRKIVVSTNIAETSLTIDGIVYVIDPGFAKQKVYNPRVRVESLLVSPISKASAHQRSGRAGRTQPGKCFRLYTEKSFHNDLQPQTYPEILRSNLANTVLTLKKLGIDDLVHFDFMDPPAPETLMRALEVLNYLGALDDEGNLTRLGEIMSEFPLDPQMAKMLVVSSEFNCSNEILSISAMLSVPNCFVRPREAQKAADEAKNRFGHIDGDHLTLLNVYHAYKQNTEDPQWCYENFINQRALKSADNVRQQLSRIMARFNLKLCSTDFNSRDYYVNIRKAMLAGYFMQVAHLERTGHYLTVKDNQVVHLHPSNCLDHKPEWVIYNEYVLTSRNFIRTVTDIRGEWLVDIAPHYYDLANFPQCEAKRVLERLYKKREQEKDESKSKR*

NbL01g18700.1 probable_pre−mRNA−splicing_factor_ATP−dependent_RNA_helicase_DEAH2 [MW = 82.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MSMNMFGLKVEEGKEGQNGQPSVGPVYRNPIAKNGFPQTDPDLSTAWQLFRAAVEKYPGNKMLGWRDFKDGKWGPYLWKTYKEAYEEILHTGSALRAHGIEPGARIGIYGSNCPQWIVAMQACSAHSLICVPLYDTLGSGAVDFIIEHAEIDIVFVQDKKVKELLNSECTHAKRLKLLVCFTSLQQEQKDKAVSMGIKPYSWNEFLNMGKENPSEPSPPQPLDICTIMYTSGTSGEPKGVILTHENMTASVTGVDHFMEEFEDKMTVDDVYISFLPLAHILDRMIEEFFFHRGASVGYYHGNINEIQEDLMELKPTFLAGVPRVYEKIHEGVLKALGELNPFRRSMFHILYNYKLKWMKLGYKQKYASPLADLLAFRKVKNRLGGRIRLIVSGGAPLSTEVEEFLRVTSCGFVLQGYGLTETCGLATIGHPDEMSMLGTVGPPFVFTEVRLEEVPEMGYHPLGDPPRGEICVRGRTAFTGYYKNQELTREVIKDGWFHTGDIGEMLPNGVVKIIDRKKNVIKLSQGEYVAMEYLEKVYSIAPIIEDIWVYGDSFKSMLVAVVVPHEGNTKKWADQNGHKGSIPELCSLQELNHYILLELKTAAERNKLRGFECIKGLILEPQPFEFNQDFVTATMKKRRERLLKHYKVEIDDLYQRLNAVPKR*

NbL01g18690.1 long_chain_acyl−CoA_synthetase_1 [MW = 75.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF01599 Ribosomal protein S27a

Protein sequence:
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKRKKKTYTKPKKIKHKKKKVKLAVLQFYKVDDSGKVQRLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYNKAGAD*

NbL01g18620.1 ubiquitin−40S_ribosomal_protein_S27a [MW = 17.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00326 Prolyl oligopeptidase family

Protein sequence:
MSLPKVHHRFSLLSLNSPKTLFFSSSLPLAVKRLPSPPLLRAHSRRFVTGKQFKAKSAMASSRFHHVVPVNALAIEDGGNGSGSNGAANATASVAYDDDLESASETGYRLPPREIRDIVDAPPLPALSFSPLRDKILFLKRRSLPPLSDLARPEEKLAGVRIDGKCNTRSRMSFYTGIGIHHLMEDGSLGPEKEIQGLPEGAKINFLTWSNNGQHLAFTVRLDEDDGSSSKLRVWVANVDTGKARPLFESPDIYVNAVFDNFVWVNDSTLLVCTIPLSRGDPPRKPLVPSGPKIQSNEQKNVIQSRTYQDLLKDEYDEDLFEYYATTQLVLASLDGEIKPFGPPAIYTSMDPSPDQAYILLTSTHRPFSFVVPCGRFPKKVEVWKASGEFVRELCDLPLAENIPIAFNSVRKGMRSINWRADKPSNLYWVETQDGGDAKVEVSPRDIIYTQSAAPHENEHPKILHKLDLRYGGISWGDDTLALVYESWYKTRKVRTWVISPGSENVNPHILFDRSSEDVYSDPGSPMSRRTPAGTYVIAKVKKEDDGDTYLLLNGSGATPEGNIPFLDLFDINTGSKERIWQSNKEKYFETVVALMSDQKEGELSINKLKILTSKESKTENTQYYLVSWPEKKACQITNFPHPYPQLESLQKEMIRYQRKDGVQLTATLYLPPGYDPSRDGPLPCLVWSYPGEFKSKDAASQVRGSPNEFAGIGPTSPLLWLARRFAVLSGPTIPIIGEGDEEANDRYIEQLVASAEAAVEEVIRRGVADPNKIAVGGHSYGAFMTANLLAHAPHLFCCGIARSGAYNRTLTPFGFQNEERTLWEATNTYVEMSPFMSANKIKKPILLIHGEEDNNPGTLTMQSDRFFNALKGHGALCRLVILPYESHGYGARESIMHVLWETDRWLQKHCAYSSDVKADLNACKDNAEGTVDLQSKAVGAAGGVQELANLDDDKFHSIRRFHGDKLPGDEARSH*

NbL01g18510.1 probable_glutamyl_endopeptidase_chloroplastic [MW = 108.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02672 CP12 domain

Protein sequence:
MATIFAGVSITTPRVLANKSNSPKVEPFKFQCLNNPWKNSAQFGSSRMYLKPVSAAPDKLSDLVADSVKGAEEACSENPASGECAAAWDVVEETSAAASHARDKQKQNSDPLEGYCKENPETDECRVYDN*

NbL01g18490.1 calvin_cycle_protein_CP12−2_chloroplastic−like [MW = 14.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSLVDYASSDEEEDEELEEDKRLPKAEEPTPSSAPLDPLPTRNQNPHLPQPQNQRTSSSLNKEALHLSSSSESSELKLPDASVLLNSPSVAVGYMTDHSSRVAAAMAENASRKRDINVSASTYPRSKIPKGTLPHMKNVPETGSGLLVPPQLAGRSNVVTEDISKLFVKKTPS*

NbL01g18390.1 uncharacterized_LOC107787269 [MW = 18.71 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 227 453 679 1128

Protein length

Gel Slice

4.3 4.4

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4

Peptide counts over 4 repeats

1 227 453 679 1128

Pfam domains

Pfam Description
SP Sequon TM Domain PF12931 Sec23−binding domain of Sec16

Protein sequence:
MASIKVVNRSASAAFAPEAPYLAAGTMAGAVDLSFSSTANLDIFEVDFLSDDQQLILAGSVPSSERFNRLSWGKCQSNSEEFSHGIIAGGLVDGNIGLWNPKPLISKGSEAIESALVGNLSRHKGPVRGLEFNGFTPNLLASGADEGEICIWDIAKPSEPSHFPPLKGSGSSTQGEISYVSWNSKVQHILASTSLNGTTVVWDLKKQKPVISFADSVKRRCSVLQWHPDVATQLIVASDEDGSPALRLWDMRNVMSPVKEFVGHTKGVIAMSWCPLDSSYLLTCAKDNRTICWDVVSGEIVSELPAGTNWNFDVHWYPKCPGVISASSFDGKIGIYNIEGCGRAGDGDGYFGAAPLRAPKWWSKKKAGVSFGFGGKLVSFRAADAPTGATEVHVHNVVTEDGLVSRSSEFETAIQNGEKTSLRLFCEKKCQESESPGEKEVWGFLKVMFEDDGDARTKLLSHLGFTLPVDEKDTMQNDISEQVNALALDEDLSGKDAVNKENLMHVTDNGEDFFNNLPSPKADTPVSTSVSSFAVDESVDVKEFQPEVDVQEESADASFDETVQRALVVGDYKGAVAQCISANRMADALVIAHVGGASLWEQIRDQYLKASQSSYLRVVAAMVNNDLMSLVNTRPLKSWKETLALLCTFAPQDEWTSLCDTLASRLLAAGETLPATLCYICAGNIDKTIEIWSRTLAEKRDGKSYVDLLQDLMEKTIVFALATGQKRFSASLCKLLEKYAEILASQGLLTTAMEYLKLMGSEELSPELTILRDRIALSTEPAKDASKSMAFDNSQLHSGSGYVADQSGYGMVDPTQHYYPEQPSKPQPSISNSPYAENYQQPFGSSYSSGFNAPVPYQPAPQQNIQQPNIFLPTPTPPVPQGNIPPPPVATQPAKTSFIPSNPPALRNVEQYQQPPHTLGAQLYPGPANTGYPAGPNMPPSYGRNPTQVGPAFGQKMPQVVAPSQAPRGFMPVNNTVQRPGMAPMQPPSPTQPAQAQPPAAPAAPPPTVQTVDTSNVPAQQKPVIATLTRLFNETSEALGGARANPAKKREIEDNSKKLGALFAKLNSGDISKNAAEKLVQLCQALENGDFSTALQIQVLLTTSDWDECNFWLATLKRMIKIRQSFR*

NbL01g18300.1 protein_transport_protein_Sec31A−like [MW = 121.97 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MLNWLERFPEYKDRDFYISGESYAGHYVPQLAHTILYHNNKANKTIINLKGILIGNAVINDETDTRGMYEYFASHALISDELESQIQKECKFTETSESDECKWAGSKAEYNTDPIDIYNIYAPLCHNTNLTAKPKKPSLVIDPCSDYYTIAYMNRPDVQNALHANVTNIKYSNWQPCSDVLTNWTDSSSTVIPLLREFMANGLRVWIFSGDTDGRVPVTSTKNSIKIMKLPIKTAWHPWYLSAEVGGYTQVYKGDMTFATVRGTGHQVPSYEAARSLSLVMHFLAGTNLPDKHT*

NbL01g18230.1 serine_carboxypeptidase−like_40 [MW = 33.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00583 Acetyltransferase (GNAT) family

Protein sequence:
MVCIRKATIDDLLAMQACNLLCLPENYQMKYYFYHILSWPQLLYVAEDYNGKIVGYVLAKMEEETTERHGHITSLAVLRTHRKLGIATKLMTAAQNAMEQVFGAEYVSLHVRKSNRAAFKLYTETLGYKIHDMEAKYYADGEDAYDMRKELKGKKHHQHHHHHHGGGCCSGEAKIGAKEGAAEAKAA*

NbL01g18210.1 N−alpha−acetyltransferase_11−like [MW = 21.2 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00082 Subtilase family

PF05922 Peptidase inhibitor I9
PF17766 Fibronectin type−III domain

Protein sequence:
MGLPYFHLLFLSWFLSAHVFCLLATAQRSTYIVHLDKSLMPNIFADHHHWHSSTIDSIKAAVPSSVDRFHSAPKLVYSYDNVFHGFSAVLSKDELEALKKSPGFVSAYKDRTVEPQTTHTSDFLKLNPSSGLWPASGFGQDVIIGVLDSGIWPESVSFRDDGMPEIPKRWKGICKPGTQFNTSLCNRKLIGANYFNKGISANDPTVNISMNSARDTDGHGTHVASIAAGNFAKGVSHFGYAPGTARGVAPRARLAVYKFSFNEGTFTSDLIAAMDQAVADGVDMISISFGFRFIPLYEDSISIASFGAMMKGVLVSASAGNRGPGIGSLNNGSPWILCVASGHTDRTFAGTLTLGNGLKIRGWSLFPARAIVKDSTVIYNKTLADCNSEELLSQLSDPERTIIICEDNGDFSDQMRIVTRARLKAGIFISEDPGVFRSATFPNPGVVINKKEGKQVINYVKNTVDPTATITFQETYLDVTPAPVVAASSARGPSRSYLGIAKPDILAPGVLILAAYPPNVFATSIGPNIELSTDYILESGTSMAAPHAAGIAAMLKGAHPEWSPSAIRSAMMTTADPLDNTRKPIKDSDINKAATPLDMGAGHVDPNRALDPGLVYDATPQDYVNLLCSLNFTEEQFKTIARSSDNHNCSNPSADLNYPSFIALYPLEGPFTLLEQKFRRTVTNVGKGAATYKAKLKAPKNTTVSVSPQTLVFKKKNEKQSYTLTIRYLGDEGQSRNVGSITWVEENGNHSVRSPIVTSPIIEIWS*

NbL01g18140.1 subtilisin−like_protease [MW − SP = 79.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF11891 Protein RETICULATA−related

Protein sequence:
MAAIATATATSYLNTCSFSHPQSSTFRFSSLTYQTNFPTFSLKFHSHPPRTSFPIFSNHGGNSNFGGGEGGGGGGGGGGGGKDGEDAGERNKKETIMALAEAERSLDSLPKDLAAAIEAGKIPPAIVNRYLELEKSPFLRWLLGFGGFKERLLADDLFLTKVAIECGIGIFTKTAAELEKRRENFKNELDFVCADVVMAIVADFMLVWLPAPTVILRPSLAIGAGPLSRIFYNCPDNAFQVVLAGTSYTFLQRIGAIVRNGAKLFAVGSGASLIGTGVTNGLINARKAIDKTFAGEAEDLPILPTSAAYGVYMAVSSNLRYQILAGVIEQRILEPLLHKHKIILGALCFVFRTGNTFLGSLMWVDFARWIGIQRSREQKET*

NbL01g18130.1 protein_RETICULATA−RELATED_4_chloroplastic−like [MW = 41.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00687 Ribosomal protein L1p/L10e family

Protein sequence:
MASTATPSTLTPSSLLSQELNPNSLLFKPKPLLFTPHKPFSLHPLILHYKERKSNGPIVAAAAMAAEAEVDEAVDEEGGEAAVAVAIPTSKPKKGKAALPLKRDRTRSKRFLEIQKLREIKKEYDLKTAIELLKTTASTKFTETAEAHFRLNIDPKYNDQQLRATVNLPKGTGQTVKVAVLTQGEKFDEAKNAGADLVGGEDLIEQIKGGFMDFDKLIATPDMMPKVASLGRILGPRGLMPNPKAGTVTTNIPQAIEEFKKGKVEYRADKTGIVHLPFGKANFSEEDLIINFIAAVKSIEANKPSGAKGVYWKSAHVCSSMGPSIRLNVREMLEYKLPNT*

NbL01g18110.1 50S_ribosomal_protein_L1_chloroplastic [MW = 37.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04862 Protein of unknown function (DUF642)

Protein sequence:
MVVKVSIFLLFLFLFTVSAVRPAPPLEGLLSNGNFEEQPKPKDLKKKTVLVGKYALPKWEINGLVEYISGGPQPGGMYFPVAHGVHAVRLGNDASISQTIPVKKGSLYALTFGASRTCAQDEVLRVSVPPQTGDLPLQTLYSSNGGDTYAWGFYATSNVVKVTFHNPGVQEDPACGPLLDAVAIKELFPPQPTRVNLVKNPGFEEGPHLLINSSHGVLLPPKQEDLTSPLPGWIIESLKAVKFLDSAHFNVPFGRAAVELLAGRESAIAQIIRTVPKKVYAFAFTVGDAKNGCHGDMMIEAFAAKETFKVPFKSQGKGSFKTVSFKFTAIADRTRITFYSSYYHTKINDYGSLCGPVVDEVKVTPVA*

NbL01g17920.1 uncharacterized_LOC104211372 [MW − SP = 37.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
MATLLHPSSFLSSSSSTISTTTKPPIPPPFSRPHATLSPPTKPLLIKLTTTLTATALATTILTTASPSLADSPTTYHIYYGTAASAANYGGYGGNSDKKASAEYIYDVPDGWKERLVSKVEKGTNGTDSEFYNPKKKTEKEYLTYLAGFRQLAPKDAVLNNLALSDVNLQDIIANADSVTSEERKDENGQLYYDYEIDGVAAHSLITVTCAKNKLYAHFVNAPAPEWKKDQDTLRHIHQSFKTVG*

NbL01g17560.1 thylakoid_lumenal_19_kDa_protein_chloroplastic−like [MW = 26.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF01480 PWI domain

Protein sequence:
MGSGDGEDDRTFRVNNFTAEGFSKLRERVKDKLKEFMGDYTDDTLVEYVIVLLKNGRQKEEARNELNVFLGEDSDSFVAWLWDHLGSNIGLYVQQKDPDTRGTKNKPTSAEPAAKNDLHHLDSDADKVKSNKSRSRRREWKGLVAVEHPTLHSSLADSIPIEEEAHQKVGHSKRSLSPQPELQRKRNRPEERPKKREGIRQPALAATRRLLQFAVRDAVATSRPSNSNLEPSPSLKRLRSVVSTSVEDSSLQERPQRIRSVARAPNAMATAIRAVAEAAKDVAKVRSSANVFDRLGRATGALDPSSRLEESNQAVTEDVQDQSFADASIYLHRSNYRGKRIGKSTLNDDTAVLYDSALDEEADHGINIVNKGAIDASRTGACFKNIGETPLVVEYGVTVNANDILHKSQKDQDRPTFAPGAPHQPMNVPLNVNTWKSPQYQEARQALEREKQRSTLSSEGLANEPDMLLTKESTNPIAVTNGNVKPYADTQKESQKTASINQGLYSTGPPTEDADSRTIFVNNVHFAATKDSLSRHFNKFGEVLKVVILTDAATGQPKGSAYVEFMRKESAVNALSLDGTSFMSRILKVVRKSSATPEAASVAVWPRVTRAGPFAVSRFGRVPFPRGIPTLYRSRLPVRPGARSMQWKRDAQPTSAENSGLLTPSSNAVPSPVPRSMTYVRAESKINGDSSMA*

NbL01g17470.1 uncharacterized_LOC109241047 [MW = 76.43 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 75 149 223 369

Protein length

Gel Slice

4.3 5.2

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 75 149 223 369

Pfam domains

Pfam Description
SP Sequon TM Domain PF08263 Leucine rich repeat N−terminal domain PF13855 Leucine rich repeat

Protein sequence:
MGLTGVTFLVTLMVLTAVTIPANGCSPADQAALMDFKAALNEPYLGIFNTWTGTNCCQGWNGVSCDPNTQRVADIVLRGESEDPIYEKAGRSGYMTGSLSPSLCKLDGLTTLIVADWKDISGELPACLTSLKNLRIVDLIGNKITGKIPANIGQLSKLAVLNLADNQISGSIPGSIVNLGKLMHLDLSNNQLSGEIPSDIGKLSMMSRALINKNKLTGSIPNSISKLYRLADLDLAMNQITGSIPAQLGSMPVLSTLNLDSNQLSGSIPTNLLSSPGLNILNLSRNSLEGLLPDVFGSKTYFTHLDLSYNNLRGSIPKSLASAKYIGHLDLSYNHLCGPIPNGSPFDHLEASSFSNNDCLCGSPLRTC*

NbL01g17430.1 DNA−damage−repair/toleration_protein_DRT100−like [MW − SP = 36.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00590 Tetrapyrrole (Corrin/Porphyrin) Methylases

Protein sequence:
MALVSRIPSISPSSGATQLKKIKSFVLKPVSCINYASQSSSPFTEKHSIERYQRDNWIYKNELEEKSGSCPILPDPSYIRDYDIALQLPELKKMLQVLKEKRKSEGGGDKRGPGNVYLVGTGPGDPELLTLKALRVIQNADLLLYDRLVSNEVLDLVGPDARLLYVGKTAGYHRRTQEEIHELLLSFAEAGANVVRLKGGDPLVFGRGGEEMDFLQHQGIQVKVIPGITAASGISAELGIPLTHRGIANSVRFLTGHSRKGGADPLFVAENAADPDCTLVVYMGLSTLPSLASKLIHHGLPTDTPAVAIERGTTPQQRMVFAELNNLANDIASNQLVSPTLIIIEKVVALSPLWPHSAEENPILVETRSSTNKVQ*

NbL01g17240.1 siroheme_synthase [MW = 40.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00285 Citrate synthase, C−terminal domain

Protein sequence:
MSLIAQVPLVAAYVYRRMYKNGNTIPKDDSLDYGANFAHMLGFSTSDMHELMRLYVTIHSDHEGGNVSAHTGHLVASALSDPYLSFAAALNGLAGPLHGLANQEVLLWIKSVVEECGENISKEQLKDYVWKTLKSGKVVPGFGHGVLRKTDPRYTCQREFALKHLPEDPLFQLVAKLYEVVPPILTELGKVKNPWPNVDAHSGVLLNYYGLTEARYYTVLFGVSRALGICSQLIWDRALGLPLERPKSVTMEWLENHCKKA*

NbL01g17060.1 citrate_synthase_mitochondrial [MW = 29.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13499 EF−hand domain pair

Protein sequence:
MGVVIIDGSTIWDFVNNEAAFAKAIDKGFTDLDINNDGVLSRSELRKAFESLRLIEAHFGVDVAASPEELTRLYDSIFEKFDCDHNGTVDRQEFGNEMRKIMLAIADGLGSSPIQMALDDSDQNLIKQAADLEASKLPA*

NbL01g17020.1 uncharacterized_LOC104121022 [MW = 15.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00728 Glycosyl hydrolase family 20, catalytic domain PF14845 beta−acetyl hexosaminidase like

Protein sequence:
MAYFNFKVILFLSSKQHHKMRGEKTFFSFLPLFLVSLLFFIFISQTTATNYPINVWPKPTTFNWPNPKSISLSPNFTISHPPHRYLTPAVYRYLHLILSEHHRPIITPAINLTSYKPLHSLIISISDVTSPLAHGINESYALSTPSDGSPSAYITAETVWGAMRGLETFSQLVYGNPTRVAAGVYIRDLPIFAHRGVMLDTSRNFYGVDDLLRLIKAMSMNKLNVFHWHITDSHSFPLVIPSEPELAGKGAYGNEMMYSPADVQKIVEFGLEHGVRVLPEIDMPAHTGSWAEAYPEIITCANMFWWPAASSPALAAEPGTGQLNPLSPKTYEVAKNVIHDTIAMFPDLLFHGGADEINSACWNTDPSIQKFVASNGTLSQLLEIFINNTLPEIISLNRTVVYWEDVILSANVKVNPSLLSPENVIMQTWNNGPNNTKRLVTSGYRVVVSSADYYYLDCGHGSFVGNDSRYDQPPGTDQGNGGSWCGPFKTWETIYNYDITYGLTDEEAQLVIGGEVALWSEQADSTVMDSRIWPRGSAMAETLWSGNRDETGMKRYAEATDRLNEWRYRMVARGIGAEPIQPLWCVKNPGMCNTVHPFTS*

NbL01g16910.1 beta−hexosaminidase_2 [MW = 67.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00234 Protease inhibitor/seed storage/LTP family

Protein sequence:
MRSSSQANAVQPLIMVVITFMLLILLLVPASEGAISCGTVISTIKPCLTYLQGTGGKPPQPCCTACQSLQSATSTTQDRQAACTCLKNAAQKVNINAQLAKGLPQSCGISLSFPISTSVDCTKYYSSPPPPNPQKITPLSSSYLALWQKNFGLS*

NbL01g16900.1 non−specific_lipid−transfer_protein−like [MW − SP = 12.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03080 Neprosin PF14365 Neprosin activation peptide

Protein sequence:
MAKVCFYNVKMKMNMQVLFCLFLLSLCCDAAAAAAKQGMSLAAQKFEVQKHLNRLNKPAIKSIKSPDGDIIDCVHMSHQPAFDHPLLKNHTVQMMPNYHPEGLFCDGKLSTAKTKSKGSKSITQLWHLNGKCPEGTIPIRRTKKDDILRASSMKSYGRKKKHSTIPKPESGRPGLVSQTGHQHAIAYVEGDKYYGAKATINVWEPKIQQPNEFSLSQLWILGGSFDSDLNSIEAGWQVSPDLYGDNNTRLFTYWTSDAYQATGCYNLLCSGFIQINNEIAMGATISPLSSYHGSQYDISILVWKDPKEGNWWMQFGNDYVLGYWPGFLFSYLTDSASMIEWGGEVVNSESDGLHTTTQMGSGHFPDEGFGKSSYFRNIQVVDGSNNLRAPQDLGIYTEDNNCYDVQLGKNNDWGNYFYYGGPGRNSNCP*

NbL01g16880.1 uncharacterized_LOC109216616 [MW − SP = 44.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03446 NAD binding domain of 6−phosphogluconate dehydrogenase PF14833 NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

Protein sequence:
MTSYPAPINPTQTRIGWIGTGVMGGAMASRLLSAGYSVTIYARNPSKVVHLQSQGAHLADSPTDLARNSEVIFTMLGHPSDVRQIVLEGLISSVNPNCVIIDHTSSHPVLAMQIFDASREKNCWAIDAPVSGGDIGAREGKLAIFAGGNEDVVKWLKPLFDVLGKVTFVGGPGKGQSCKIANQIVVGGNLLGLSEGLVFADKAGLDKMKFVEAIKGGAAGSKVMELFGERMIGRDFRPGGFTDYMVKDLGMGLDVGAEQGDDVVVLPGAALSKQLFSAMVANGDGKLGTQGLITVIERINGK*

NbL01g16810.1 probable_3−hydroxyisobutyrate_dehydrogenase−like_2_mitochondrial [MW = 31.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MGEELKLHRTWSSPFGLRAVWALHIKGIQYDTIYEDLSQKSPELLQHNPVHKKIPVLVHKGKPICESLVILEYIDETWKEAPLLPQEPYEKATARFWAKFGEEKLLPSMWSVFTGQGNEKNKALGPAVQNLELLEEQLKEKKFFGGEEIGYLDLSLGWLAYLLDVFEEVIDLKLFDAAKLPLLSAWMNNFYDAPIIKEHWPPRDKLVTKFQLLHENYQKAFTAK*

NbL01g16640.1 glutathione_transferase_GST_23−like [MW = 25.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03870 RNA polymerase Rpb8

Protein sequence:
MDAFHFDEIIKVRKVDADGKKYDKVSRIEARCHDGETSIQLDINSELYPMQPRELYRMVVSKTLNMDGSAVTSHPPEGEQKSLADKFEYIVHGLVYKVSMDTSGPDKKVVVYVSFGGLQLMLKSDPLKVQKFKLDEKLFLLLRKMTK*

NbL01g16540.1 DNA−directed_RNA_polymerases_II_IV_and_V_subunit_8B−like [MW = 16.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MARGLIWATAEDLAKNRGRVLSLYRQILRSLNSPALPLNLAARLQKKAEVRAMFMLGSEERSLHNIQDLIDAAEYSLSLLRKGEIPKHIQVYQ*

NbL01g16510.1 uncharacterized_LOC109245038 [MW = 10.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12070 Protein SCAI

Protein sequence:
MSQHQQNSNSSNNNNIPVSEVYWTLVAKADKKFSKIRDLPYYQRNRYDTYFYKVFKVYTQLWKFQQENRQKLVEAGLKRWEIGDIASRIGQLYFGQYMRTSEANYLSESYIFYEAVLTREYFKDGMFQDVSLASKQLRFLARFMTVCLVLNRRDMVYQLVNQLKMLLDECKRAFQETDFKEWKLVVQEIVKFLKADSAFMNTRPLRYSVVLDLHPDCLPQVVEAKRKLRLRDTLLCSYHPNEVKYSELTLDTFRMLQCLEWEPSGSFYQTGGIPPSGAGTGIGQNGAPGPSRVNYSQDISDPTLPPNPRKTILYRPSVTNFLAVLATICEELSHDGVLLLYLSAAGSSQNFFSSPSHGAGRSFMSRAVDLEATPTSSLISDTEIANTTSTREDCLTEQSSCIYIGSRGTGGVNGIYPCDLLPFTRRPLFLVIDSDGSKAFTALSGSEKGEPVAMLLSPTISLPISAMDSSRQPSGSLFTSFLTVPLQAFILMLGFTVSDIDMDMYGKAEKLLSSSLNEWGLLLAASDNLNPVWSQTLGDPFLRRLILRFIFCRTALALYAPTFNKIEFLPECIPCLPDAVLPSSAACQRTVLQLADIFGATSKFNFSKETVLSDNRSQEN*

NbL01g16400.1 protein_SCAI [MW = 69.82 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF06858 Nucleolar GTP−binding protein 1 (NOG1)

PF08155 NOGCT (NUC087) domain
PF17835 NOG1 N−terminal helical domain

Protein sequence:
MVQYNFKKITVVPNGKDFVDIILSRTQRQTPTVVHKGYAISRIRQFYMRKVKYTQQNFYDKLSTIIDEFPRLDDIHPFYGDLLHVLYNKDHYKLALGQINTARNLISKIAKDYVKLLKYGDSLYRCKSLKVAALGRMCTVIKRIGPSLAYLEQIRQHMARLPSIDPNTRTILICGYPNVGKSSFINKITRADVDVQPYAFTTKSLFVGHTDYKYLRYQVIDTPGILDRPFEDRNIIEMCSITALAHLRAAVLFFLDISGSCGYSIAQQAALFHSIKSLFMNKPLMIVCNKTDLQPLEGISEEDKKLVAEMKDEAMKTVMGQGGEATDEAGVLLTMSTLTEDGVISVKNAACERLLNQRVELKMKSKKLNDCLNRFHVAMPKPRDQKERPVCIPQAVLEARAKEAEADAEKQKRKLERDLENENGGAGVYSASLRKHYLLANEEWKEDVMPEILDGHNVYDFIDPDILQRLEELEREEGLRQDEEGDDDFEMDGVELTPEEQAALAEIRKQKSLLIQQHRIKKSTAESRPTVPRKFDKDKEFTSKRMGRQLSALGLDPTLAINRARSKSRGRKRERSVERGDDIGKDAMDVDEITPNKKQRLRSLSIAARSRSRSRSRPPDEFVPGEGLKDKAQKKMAIKMAKGSSKKRNKDARRGEADRVIPTLKPKHLFSGKRSTGKTDRR*

NbL01g16380.1 nucleolar_GTP−binding_protein_1−like [MW = 77.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00576 HIUase/Transthyretin family PF09349 OHCU decarboxylase

Protein sequence:
MGSVFDEKDFLACCGSTKFGKEMVAAAPFSTLQDSIRAARHIWFNKVDVNGWLEAFSAHPQIGQSPSKNHQSPTFAQWSKGEQSTALATATDSTLQELFEWNARYREKFGFVFLICASGRSTPEILAELKIRYQNRPIIEFEIAAQEQMKITELRLAKLFADKADTAQTIKSLARTNIARKAEEDRVNIIGAHLTAATGDAGAKPAHIPNRTRPPITTHVLDTSRGCPANGIEVQLEMWKDNQTRPQFGKANIGGWKVLGSSATDKDGRSGQLMNMVEALAPGIYRISFNTGEYIPDGFFPYVSIVFEIRESQKWDHFHVPLLLSPFSFSTYRGS*

NbL01g16360.1 uric_acid_degradation_bifunctional_protein_TTL [MW = 37.3 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 78 155 232 384

Protein length

Gel Slice

3.5 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30 40

Peptide counts over 4 repeats

1 78 155 232 384

Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MAQASSINGGTDQVLAEETSSVRTFILNRPKQLNALSHQMISRLLELFHASERDSNVKMIILKGNGRAFCAGGDVTAVVHNVRRGNWKLGADYFREEFTLNYVMATYSKPQVSILNGIVMGGGAGASVHGRFRVATEKSVFAMPETALGLFPDVGASYFYSRLPGFFGEYAGLTGARLDGAEMLACGLATHFVPSERLSLLEQALVKVNTSDPDVISTIISRFSHIPKLKEGSSYHKMKIIDRCFSRRTVEEIISALESEALNKNDDWVSSTIQSLKKASPTSLKISLRSIREGRLQGVGSCLTREYRMVCHVLMGEFSKDFFEGCRALLIDKDRNPKWEPSRLDLIRDDDVDCYFSKIDDEDWEDLKLSPRSNLPPYAIAKL*

NbL01g16350.1 3−hydroxyisobutyryl−CoA_hydrolase_1−like [MW = 42.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00406 Adenylate kinase

Protein sequence:
MGTVVDSSNQGAGSLPTNKKVSVIFVLGGPGSGKGTQCANIVENFGYTHLSAGDLLRAEIKSGSENGTMISNMIKEGKIVPSEVTIKLLQRAIQENGNDKFLIDGFPRNEENRAAFESVTGIEPEFVLFFDCPEEEMERRLLGRNQGREDDNIDTIRKRFKVFLESSLPVIEYYNSKGKVRKIDAAKPVGEVFEAVKAVFAPAVEEVKY*

NbL01g16140.1 UMP−CMP_kinase_3 [MW = 22.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00550 Phosphopantetheine attachment site

Protein sequence:
MASALRSAILRHIRVPENQALAANGSRLTAVRLMSSHDDHITKDEVINRVLDVVKCFPKVDPSKVSPEVHFEKDLGLDSLDTVEIVMALEEEFKLEIPDKEAVRIESCEHAIEYIYNHPMSS*

NbL01g16040.1 acyl_carrier_protein_1_mitochondrial [MW = 13.75 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MYIIIILVVLSGSDYLFKLLLIGDSGVGKSCLLLRFADDTYQESYISTIGVDFKIRTVEQDGKTIKLQIWDTAGQERFRTITSSYYRGAHGIIIVYDVTDQESFNNVKQWLNEIDRYATPNVNKILVGNKSDLTANRVVSYETAKAFADEIGIPFLETSAKDASNVEQAFMAMTSAIKNSMASQPATNTAKPPTVNIRGQPVAQNSGCCSS*

NbL01g15560.1 ras−related_protein_RABD2a−like [MW = 23.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04774 Hyaluronan / mRNA binding family PF09598 Stm1

Protein sequence:
MADLNPFDLLGDDDNDDPSKLIAIQQQKVDTAKKPSAPAAAAAKKQPAKLPTKPPPPAQAVREAKTEVGRGGGRGGGRGYSRGRGGGGFNREASNTENFSRNREFSGGIAAPEDVEGGRLYERRGGYGGPHAFGGGRRAGFSNGEFPEGDRPRRIFERRSGTGRGGEIKREGAGRGNWGTQADEVTQISDEVANEGEKNLNAEKPSADGEAGDDKKENPAAEAEDKEPENKEMTLEEYEKVLEEKRQALQALKTEERKVDTKEFESMQQLSKKSSDDIFIKLGPKDKRKESAEKEEKAKKAVSINEFLKPAEGERYYAPGGRGRGGRGRGSRGYGGADTTSNVEAPPIEDPGHFPTLGGK*

NbL01g15550.1 plasminogen_activator_inhibitor_1_RNA−binding_protein−like [MW = 38.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02091 Glycyl−tRNA synthetase alpha subunit PF02092 Glycyl−tRNA synthetase beta subunit

Protein sequence:
MAILTLPLVTSILKPHKTHLSFLLTTTKPVPIILHRRFLSKFSTVSALPTSSSSSTSSVSHNSEHQKKPSVPTFQQAIQRLQDYWGSVGCAVMQCSNTEVGAGTMNPLTYLRVLGPEPWNVAYVEPSIRPDDSRYGENPNRLQRHTQFQVILKPDPGNSQDLFIRSLSALGIDVNAHDIRFVEDNWESPVLGAWGLGWEVWMDGMEITQFTYFQQAGSIQLMPVSVEITYGLERILMSLQGVDHFKKIQYADGITYGELFLENEKEMSAYYLEHASVDHIQKHFDLFEAEARRLLDLGLAIPAYDQLLKTSHAFNILDSRGFVGVTERARYFGRMRSLARQCAQLWLKTRESLGHPLGIVSQCDHLLVQREVLEEAAGKAPLEPRLLVLEIGTEELPPNDVSSACKQLKDLIVQLLDKQRLPHGEVQTYGTPRRLVVSVEELFSKQVENEVEVRGPPVSKAFDKEGNPTKAAEGFCRRNDVPLDSMYRRAEGKTEYVYVRLVEPARLAFEVLSEELPGIIPSISFPKSMRWNSDVAFSRPIRWILALHGDVVLPFIYAGVVSGNVSHGLRNTPSDTVKILDAETYANVMQDAGILVDVKQRKKTIMEHSNDLAKSVHGHIVMKSDLLDEVVNLVEAPLPVLGKFDDSFLELPKELLIMVMQKHQRYFAMTDENGKLLPYFITVANGSIDDKVVRKGNEAVLRARFEDAKFFYEMDTSRKFSEFRPQLKGILFHEKLGTMLDKMSRIQNLVSEVGLSLGISEDKLKVIQDAASLAMADLATAVVTEFTSLSGTMGRHYALRDGYSEEIAEALFEISLPRFSGDMLPKTEVGAVLAITDRLDSLVGLFAAGCQPSSSNDPFGLRRISYGLVQLLVESNRNIDLRQALDLAAAVQPIEVDVRTINDVQQFVTRRLEQFLMDKGISPEVVRSVLSERASRPCLATKSVYKVKSLSKGELFPKVVEAYSRPTRIVRGKDANVVAEVDDQAFETNEEKALWSTFLALRSKTHPDMEVDAFVEASSVLIEPLEDFFNEVFVMVVDERIRTNRLALLKKIADLPRGIVDFSVLPGF*

NbL01g15540.1 glycine−−tRNA_ligase_chloroplastic/mitochondrial_2 [MW = 119.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04072 Leucine carboxyl methyltransferase

Protein sequence:
MAKPLGDSRSNRAAVQATNDDASASKLSCVKKGYMKDDYVNLFVKKPLRRSPIINRGYFARWAALRKLIDQFLDCEPNADGNGNVKKQILSLGAGFDTMFFQLQDEGKAPHLYVELDFIEVTSKKAALIDTYSQLRDKVGETTSISSEKGEVHSDHYKLLPIDLRNIDDLNDIIARANLDPSLPTFIIAECVLIYLDPDSSRTIVGWASRTFTTAIFFLYEQIHPDDAFGQQMIRNLESRGCGLLGIYATPTLQEKENLFLDQGWQKAVAWDMLRVYSDFIEAQERRRIERLEIFDEFEEWYMMQEHYCVTYAINDAMGLFKEFGFPNTQPMTDTSIATST*

NbL01g15490.1 tRNA_wybutosine−synthesizing_protein_4 [MW = 38.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05064 Nsp1−like C−terminal region

Protein sequence:
MSKGFSFSSSSSPFSFSSNPFFSSTPTTSAATGSSPFSFSNPNPSPTTSAPFGFGSSASSASSGPSFSFAGFGSSSAGASTASFGLSSASSGSSPTPGLFGSSSGSGTTSNLFGSSSGAGTTNLFGSTTSASSSPFFGTTSATAAANSSPFGSSALFGSSSTPSLGLFGSGSASGSSSSLGLFGSSSSSSLFSSPLTASSTATAATTTSTTFSSTTPFGFSGSASSASAFSSPAFSFASSAAASSASFAPSFSLSSAATTTSVSSAPGFSLATSSTSSAAPAAFSLSTPSSPAPAFSLSASSSPAPAFSLSASSSAAPAISLSAKATSSPAPAFSFSTAFGTTPALVSSSSPSPVSASTSLSFSVTKGTGSSAAASSAPSLTTAFPFSTSSSAASSSATPVSKPASTGFSIASSPLFSTVTTTTTTGISTTATATGTSSAVSTTSGTGTGSSLTFPAFNAAPSSSASTTSAAAPTTSFSLSSKTSASTAALPSFSVPSTTSGAATSSAAPTSSALTVTASSGTTSTSTVAATSTLKLPSESTGKSVEEIIKEWNAELQERSAKFRKQANAIADWDKRILQNRDILLRLESEVGKVVETQTSLERQLELIETHQEEVDKALQSMEEEADRIYKDERGVILDDEAASTRDAMYEQAEFVEREMEKMTEQIKSIINALNASQGGELEAPDGMTPLDVVVRILNNQLSSLMWIDEKAEEFSSRIQKLASEGSAANRELTGPKLWLTR*

NbL01g15190.1 nuclear_pore_complex_protein_NUP62−like [MW = 73.5 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00009 Elongation factor Tu GTP binding domain

PF00679 Elongation factor G C−terminus
PF03144 Elongation factor Tu domain 2

PF03764 Elongation factor G, domain IV
PF14492 Elongation Factor G, domain III

Protein sequence:
IKEKTSVPFYFTGAKFPPGFWQNPKPPMARSARSTTMRLLYNICSSTKRTTPLNPQHSPQSPIAALLAGNFQIRHYAASTATARVRDEKEAAWRESLEKVRNIGISAHIDSGKTTLTERVLFYTGRIHEIHEVRGKDGVGAKMDSMDLEREKGITIQSAATYCTWKDYQVNIIDTPGHVDFTIEVERALRVLDGAILVLCSVGGVQSQSITVDRQMRRYEVPRLAFINKLDRMGADPWKVLNQARSKLRHHSAAVQVPIGLEDDFKGLIDLVQLKAYYFHGSSGEKIVTEDIPANMEAIASEKRRELIEAVSEVDDKLAEAFLNDDPISSAELEAAIRRATIARKFVPFFMGSAFKNKGVQILLDGVLNYLPCPVEVSNYALDQTKNEEKVTLTGSPTGPLVALAFKLEEGRFGQLTYLRIYEGVIRKGDFIINVNTGKRIKVPRLVRMHSNEMEDIQEAHAGQIVAVFGVDCASGDTFTDGSVKYTMTSMNVPEPVMSLAVSPVSKDTGGQFSKALNRFQREDPTFRVGLDAESGETIISGMGELHLDIYVERIRREYKVEAQVGKPRVNFRETITKRADFDYLHKKQSGGQGQYGRVIGYVEPLEQGSGSKFEFDNMLVGQAIPSNFVPAIEKGFREAANSGSLIGHPVENIRVVLTDGNSHAVDSSELAFKLASIYAFRQCYAAAKPIILEPVMLVEMKVPTEFQGTVTGDINKRKGVIIGNDQEGDDSVITAHVPLNNMFGYSTSLRSMTQGKGEFTMEYKEHAPVSNDVQTQLVNTYKASKES*

NbL01g15180.1 elongation_factor_G−2_mitochondrial−like [MW = 87.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF16113 Enoyl−CoA hydratase/isomerase

Protein sequence:
MHRFKPASILRRLLQNSRLVCHSRSFCSVSTNALVDETQSTVLVEGKASLRTAILNRPHALNALNFSVVDRLLKLYKNWEDDRAIGFVVLKGSSKAFSAGGDIVTLYNLLKQGNLQDCKDFCWTINNLVYVVGTLLKPHVALLNGITMGGGAGISIPGTFRVATEKTVFATPETLIGYHPDAGASFYLSHLPGYLGEYLALTGDKINGAEMISCGLATHYLHSAKLPLIEEQLGKLMTDDPSVIERSLENCGEIVHPDPTSVLHRIETLNKCFSHDTVEEIIDALESEAAKKQDAWCVSTLRKLQETAPLSLKVSLRSIREGRHQTLDQCLIREYRMSVQAFSGQITNDFCEGVRARLVDRDFAPKWDPPSLDKVTDDMVDQYFSRLTAFEPELELPTQQREAFT*

NbL01g15170.1 3−hydroxyisobutyryl−CoA_hydrolase−like_protein_1_mitochondrial [MW = 45.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00056 lactate/malate dehydrogenase, NAD binding domain PF02866 lactate/malate dehydrogenase, alpha/beta C−terminal domain

Protein sequence:
MAKQPTRVLVTGVAGQIGYALVPMIARGAMLGPDQPVIIHMLDIEPAAEALKGVKMELIDAALPLLKGVVATTNVVEACKDVNIAVMVGGFPRKEGMERKDVMSKNVSIYKAQASALEQHAAPDCKVLVVANPANTNALILKEFAPSFPEKNITCLTRLDHNRALGQISERLNVHVGDVKNVTIWGNHSSTQYPDVNHATVKTTSGEKSVRELVANDQWLNTEFITTVQQRGAAIIKARKLSSALSAASSACDHIRNWVLGTPKGTWVSMGVYSDGSYGIPPGLIYSFPVTCEKGEWSIVQGLKIDEFSRAKMDATAKELIEEKALAYSCLN*

NbL01g15160.1 malate_dehydrogenase_cytoplasmic−like [MW = 35.84 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00118 TCP−1/cpn60 chaperonin family

Protein sequence:
MAYQGQTLDISGDRQSGQDVRTQNVTACQAVANIVKSSLGPVGLDKMLVDDIGDVIITNDGATILRMLEVEHPAAKVLVELAELQDREVGDGTTSVVIIAAELLKGANELVRHKIHPTSIISGYRLAMREACKYVEEKLAVKVDKLGKDSLVNCAKTSMSSKLIAADSDFFANMVVEAVQAVKMTNARGEVKYPIKGINLLKAHGKSAKDSYLLKGYALNTGRAAQGMPLRVSPARIACLDFNLQKTKMQMGVQVLVTDPRELERIRQREADMTKERIQKLLSAGANVVLTSKGIDDMALKYFVEAGAIAVRRVRKEDLRHVAKATGATVVSTFADMEGEETFEPSLLGHAEEVVEERIADDDVIMVKGTKNSSSVSLILRGANDFMLDEMERALHDALCIVKRTLESTTVVAGGGAVEAALCVYLEYLATTLGSREQLAIAQFAESLLVIPKVLANNAAKDSSDLVSKLRSCHYLAQTKADKKHLSSMGLDLAKGTVRNNLEAGVIEPAMSKVKIIQFATEAAITILRIDDMIRLVKDENQNDD*

NbL01g15120.1 T−complex_protein_1_subunit_alpha [MW = 59.14 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00213 ATP synthase delta (OSCP) subunit

Protein sequence:
MAMAGRVRSTLPLLRKALCSDSRSTLYPSLLSNPEFSRNYATAPAKEQKVKVPVTMYGVSGNYASALYISAVKANALEKVESEILDLIEASKKSPKFSQFMKDLSVPTDTRVKAISDICAQAKFGDLTRNFLVVLAENGRLKHIDAIAKRFAELTMAHKGELKATVTTVIPLPPEEEKELKETLQDVMGKGKKVNIEQKIDPSILGGLVIEFGQKVFDMSIRTRARQMERLLKEPLNF*

NbL01g14870.1 ATP_synthase_subunit_O_mitochondrial−like [MW = 26.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MEDDVEMAAADNRAAVEMDEMKKRLKEMEDESAALLEMQAKVEKEMGSVQDPAAAAATQANREEVDGRSVFVGNVDYSCTPEEVQQHFQACGTVNRVTIRTNKFGQPKGYAYVEFLEAEAVQEALLLNESELHGRQIKVSAKRTNVPGMKQFRARRPNPYMGFRGQTPFIPAPYFYSPYGYGKVPRARAPMRYSPYF*

NbL01g14860.1 polyadenylate−binding_protein_2−like [MW = 22.23 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04674 Phosphate−induced protein 1 conserved region

Protein sequence:
MASNYSSATVPSILLLLLCSTSLFVASMADLVKEQPLVLKYHNGALLKGTVTVNLIWYGKFTPIQRSIIVDFLQSLNSPKAPLPSAASWWKTTEKYKAGASTLVVGKQILDENYSLGKSLKNSHIVYLASKGGHMGRSVNLVLTAKDVFVEGFCMSRCGTHGSTRGKMRFAYAWVGNSETQCAGQCAWPFHQPIYGPQTPPLVAPNSDVGVDGMIINVATVLAGTVTNPFNNGYFQGPATAPLEAVSACTGMFGSGSYPGYPGQVLVDKSTGASYNAHGVNGRRFLLPAMWDPAKSACSTLV*

NbL01g14840.1 protein_EXORDIUM−like_2 [MW − SP = 29.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
NTQKKESRNLLTQISEFILLTRTMEYYHHSISKMAMFMVILLLAIDVTMVLGQGTRVGFYSSTCPRAESIVQSTVRAHVQSDPTVAPGILRMHFHDCFVLGCDGSILIDGSDAERTAIPNRNLKGFDVIEDAKTQIEAICPGVVSCADILALAARDSVVATRGLTWSVPTGRRDGRVSRAADAANLPAFFDSVDIQKQKFLEKGLNTQDLVALTGAHTIGTAGCAVIRDRLFNFNSTGGPDPSIDATFLPQLRALCPQNGDASRRVGLDTGSVNNFDTSYFSNLRNGRGVLESDQKLWTDASTRVFVQRFLGVRGLLGLTFGVEFGRSMVKMSNIEVKTGTNGEIRKVCSAIN*

NbL01g14600.1 peroxidase_N1 [MW = 38.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07977 FabA−like domain

Protein sequence:
MASMAVSQSIFSTLTSQRGFENASLPLPSSMLKHSLVVSRSNSLSTHFNNTRYTSFITNCASPEKNDTPIELRYPAFPTVMDINQIREILPHRFPFLLVDRVIEYNPGVSAVAIKNVTINDNFFPGHFPERPIMPGVLMVEIGEVLTLQELLLLSLGFQYLGRVLLRY*

NbL01g14580.1 uncharacterized_LOC104221519 [MW = 18.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07228 Stage II sporulation protein E (SpoIIE)

Protein sequence:
MADPLYKFPDARCITGSQFFATYFSNQKSFRLVSLHNPTLVRRRRRTKPLHIAFCSTPTSPNLDVIATHEHSDGSLLFRFGDPSELANEDELEEPLLGVEEVERDSEEEEEEFSVVKVMDGDNEREVIVKNVERKAKGQSVTVAIDAGVSESVVTNNTRSGFVERETGLSGNLVEESTYEIALISPVGIQDQSVAEVHVKNAGLVEEILEKQDDSETSIPPTENGFPSLEVEEEMTGQSTEESFKEFEEILEKKDDSEASVPPPENSFPTLEVEEEIKGQLIEEQSFEELDDDISPLVGSAEPVPEYSDSVNTEEIEETKGECSIELRENGSDNDHSVDSIGLMENGDASTEVQAVDIDIETVRQIAQISENVDPLMEEPAESVPEEINLENIETVVDEISPENADIRHLSIDAEDLSTQVLSLENDDQTELTNFSEDTEDQASQKGTFKDSDEANVIEVMPLSPMLAAEPILDEEVDHNLTSESNEEGESPLSPEENLPSLSVEAEKEANAENSEVREISGHEVVEDRSSEAIGSSKEAMPAELILSSGATLLEYPSKALTGGHEAYFVACGKWLGVADGVGSWSLEGSDKGVYAKELMQNSESIVSQCDNDILNDPKQVLNLSVSKTDSPGSSTALIAHFDGKDLRVANIGDSGFIIVRNGSVYRKSSPMLHEFNLPIQIEKGDDPSQLLEEYKIELDEGDVIVTATDALFDNLYDQEIVSIVSKSLAADKRPQEIAEILATRVQDVGSSTSGRSPFADAAQAAGYVGYTGGKRDDVAVIVSVVQKGNQVK*

NbL01g14560.1 probable_protein_phosphatase_2C_62 [MW = 86.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01333 Apocytochrome F, C−terminal PF16639 Apocytochrome F, N−terminal

Protein sequence:
MISPNIPKLAVTPPVVGDQGYENPREATGRIVCANCHLANKPVEIEVPQAVLPDTVFEAVVRIPYDMQLKQVLANGPVPGQKYSEITFPILSPDPATKKDVHFLKYPIYVGGNRGRGQIYPDGSKSNNTVYNATAAGIVSKIIRKEKGGYEITITDASDGRQVVDIIPPGPELLVSEGESIKFDQPLTSNPNVGGFGQGDAEIVLQDPLRVQGLLFFTGPHNYSSDYF*

NbL01g14500.1 cytochrome_f [MW = 24.69 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00933 Glycosyl hydrolase family 3 N terminal domain

PF01915 Glycosyl hydrolase family 3 C−terminal domain
PF14310 Fibronectin type III−like domain

Protein sequence:
MGLTYNNMKKQHSVLLCFFFILGHFALEFKPVFAQTTSPVFACDVANNPGLKNFGFCDVSLDVSSRVNDLVKRLTLEEKISMLVNTAGSVSRVGIPKYEWWSEALHGISYTGPGVKFNGVVPGATSFPQPILTSASFNETLFETIGKAVSTEARAMYNVGLAGLTYWSPNVNIYRDPRWGRGQETPGEDPTLSSKYGVSYVKGLQQRDDGKKDMLKVASCCKHYTAYDVDDWKGIQRYNFNAKVTQQDLDDTFNPPFKSCVVDGNVASVMCSYNQVNGKPTCGDYDLLAGVIRGQWKLNGYIVTDCDSLNEIYWAQHYTKTPEETAALSLNSGLDLNCGSWLGKYTQGAVNQGLVNESVIDRAVSNNFATLIRLGFFDGDPKNHAYGSLGPKDVCSPEHQELAREAARQGIVLLKNSAGSLPLSPKSIKSLAVIGPNANVGYNMIGSYEGTPCKLTTPLQGLNASVSTVYHPGCFNASVSCDPALADDAKKIAAAADAVVLVVGSDQSIERESKDRVNITLPGQQSLLITEVASVSKGPVILVIMSGGGMDVQFAVDNPKVTSIVWIGFPGEDGGGALADIIFGYYNPSGRLPMTWYPQSYADKVDMTNMNMRPDPKTGFPGRSYRFYKGPTVFNFGDGLSYSNYKHHLVQAPKYVSIPLEEGHACRSTMCKSIDAVNEQSCSNLEYDIHLRVKNVGKMSGSHTVFLFTSPPSVHNAPQKHLLEFQKIHLTPQSEGIVKFKLDVCKHLSVVDEVGNKKVALGLHVLHIGDLKHSLTVRI*

NbL01g14480.1 beta−xylosidase/alpha−L−arabinofuranosidase_2−like [MW − SP = 80.98 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00168 C2 domain

PF02666 Phosphatidylserine decarboxylase
PF13833 EF−hand domain pair

Protein sequence:
MGHGSSKSDSSSDDSADGGSKPSRMRRLGRRLHLHSHHFRRRSRAHTTCSHSHTSKILKEEDFAGIALIRIISAEMKFKDKWLVCISLGEQTFRTHVSDQTDKPTWNSEKKLLLERHGAHIARISVFETNRLSKNNLIGYCEIDLLEFLSQDSSSDTEVFDLLDPSSSSTVGRISISCCIEDPVDTEKSFVRRILSIVDYNEDGELSLAEFSALIAAFGNKLAAEKKEELFKQADRNGDGVVCLDELATLLAIQHEKEPLINCCPVCGQVLEVSDGLNSMIHMTLCFDEGTGNQVMTGGFLTEKEASSGWMFKLSEWAHFSTYDIGLRSGSSASHILVYDRRKKRLVEEIIDRKIVLSMRAIYQSKFGLGLMDNGAKEILRSLSEKQGKKMDSAESAKEIPNFIEFLKGQINMDEVKYPLEQFKTFNEFFIRELKPGARPIAFIERDDIAVCAADCRLMVFNSVADSIRFWIKGRKFSIQGLLGNEACSSAFVNGALVIFRLAPQDYHRFHFPVSGTIEKFIEIPGCLYTVNPIAVNSKYCNVFTENKRVVSIISTEYFGKVAFVAIGATMVGSINFSRKEGDYVKKGDEFGYFSFGGSTVICVFEKDSIKIDEDLLENSARSLETLVSVGMQLGLSVKKQD*

NbL01g14440.1 phosphatidylserine_decarboxylase_proenzyme_2−like [MW = 71.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00098 Zinc knuckle

Protein sequence:
MADDEYRCFIGNLSWSTSDRGLKDAFEKFGNLVDAKVVLDKFSGRSRGFGFVTFDEKRAMEDAIEAMNGVDLDGRDITVDKAQPDKGSGRDFDSDRPRDRDRDRGRDRDRGSRDYGGGRGSGGGGDCFNCGKPGHFARECPSEGGRGGRYGGGGGGGGSRSSGYGPDRNGDRYGSRSGRDGGGRGGGERFSRDRSGPYERRSSGGSRAG*

NbL01g14370.1 glycine−rich_RNA−binding_protein_RZ1A−like [MW = 22.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00022 Actin

Protein sequence:
MADSEDIQPLVCDNGTGMVKAGFAGDDAPRAVFPSIVGRPRHTGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIVSNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNVPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLDLAGRDLTDCLMKILTERGYSFTTSAEREIVRDVKEKLAYVALDYEQELETAKSSSSVEKSYELPDGQVITIGSERFRCPEVLFQPSLVGMEAAGIHETTYNSIMKCDVDIRKDLYGNIVLSGGTTMFPGIADRMSKEITALAPSSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWITKGEYDESGPSIVHRKCF*

NbL01g14330.1 actin−101 [MW = 41.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MSHRKFEHPRHGSLGFLPRKRAARHRGKVKAFPKDDPSKPCKLTAFLGYKAGMTHIVRDVEKPGSKLHKKETCEAVTIIETPPMVIVGVVGYVKTPRGLRCLNTVWAQHLSEELKRRFYKNWCKSKKKAFLKYSKKYETDEGKKDIQTQLEKLKKYACVIRVLAHTQIRKMKGLKQKKAHLMEIQVNGGTIAQKVDFAYSFFEKQVPVDAVFQKDEMIDIIGVTKGKGYEGVVTRWGVTRLPRKTHRGLRKVACIGAWHPARVSYTVARAGQNGYHHRTEMNKKVYKLGKAGQESHAAITDFDRTEKEITPMGGFPHYGVVKDDYLLIKGCCVGPKKRVVTLRQSLLNQTSRVALEEIKLKFIDTSSKFGHGRFQTTQEKQKFYGRLKA*

NbL01g14180.1 60S_ribosomal_protein_L3 [MW = 44.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12265 Histone−binding protein RBBP4 or subunit C of CAF1 complex

Protein sequence:
MGKDEDEMRGEIEERLINEEYKIWKKNTPFLYDLVITHALEWPSLTVEWLPDREEPPGKDYSVQKMILGTHTSENEPNYLMLAQAQLPLEDAENDARHYDDDRSEFGGFGCANGKVQIIQQINHDGEVNRARYMPQKSFIIATKTISAEVYVFDYSKHPSKPPLDGACNPYLRLRGHSTEGYGLSWSQFKQGHLLSGSDDAQICLWDINATPKNNSLDAMQIFKIHEGVVEDVAWHLRHEYLFGSVGDDQYLHIWDLRTPSVTKPIQSVVAHQSEVNCLAFNPFNEWVVATGSTDKTVKLFDLRKISTALHTLDCHKEEVFQVGWNPKNETILASCCLGRRLMVWDLSRIDEEQTPEDAEDGPPELLFIHGGHTSKISDFSWNPCEDWVVASVAEDNILQIWQMAENIYHDEDDLPGDDATKAP*

NbL01g14110.1 WD−40_repeat−containing_protein_MSI1 [MW = 48.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02298 Plastocyanin−like domain

Protein sequence:
MSGQGRSSAMKVVLVLCIVVLIQTEMAHAAVYNVGNSGGWTFNTASWPRGKRFRAGDILAFNYPSGAHNVVVVNKAGYNSCRTPRGSKVYNKGGDKIKLVKGQNYFICNFAGHCESGMKISVFAS*

NbL01g14050.1 basic_blue_protein [MW − SP = 10.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12796 Ankyrin repeats (3 copies) PF17830 STI1 domain

Protein sequence:
MSEGEKVLPTASADKSGASENKKSSESSSTEAPSGEARTTSTAAAGAGLQNPFDFSAMSGLLNDPSIKELAEQIAKDPAFNQMAEQLQKTFQGAAVEESVPNFDSQQYYSTMQQVMQNPQFMTMAERLGNALMQDPSMSGMLESLSNPAQKEQIEERMARIKEDPSLKPILEEIESGGPAAMMRYWNDQETLKKIGEAMGFAAGGEGATSSAIPGTDETEEANEDESVVHQCASVGDAEGLKAALTAGADKDEEDSEGRTALHFACGYGEVKCAQILLEAGAKVDALDKNKNTALHYAAGYGRKECVALLLENGAAVTLQNLDGKTPIDVAKLNNQEEVLKLLEKDVFL*

NbL01g13880.1 ankyrin_repeat_domain−containing_protein_2B−like [MW = 37.19 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF06427 UDP−glucose:Glycoprotein Glucosyltransferase

PF18400 Thioredoxin−like domain
PF18401 Thioredoxin−like domain

PF18402 Thioredoxin−like domain
PF18403 Thioredoxin−like domain

PF18404 Glucosyltransferase 24

Protein sequence:
METRFRFGFWVVIAVAFCICLPGHSVSAVNSKPKNVQVALRAKWSGTPVLLEAGELLSKESKDLYWDFTEFWLQSADENSDCRTAKDCLKRIVKYGRSQLSESLASIFEFSLTLRSASPRIVMYRQLAEESLSSFPLADDNSSSSPEGGVFQQNDNAKNKKINPLLVGENPRSHEGNCCWIDTGGRLFFDVAELLVWLQNAKEVSLDTFHPELFEFDHVHPDSNVGSPVAILYGAMGTYCFEQFHRTLANAAREGKIYYVVRPVLPSGCESKSGPCGALGTRDSLNLGGYGVELALKNMEYKAMDDSTVKKGVTLEDPHTEDLSQEVRGFIFSRILERKPELTSEIMAFRDYLLSSAVSDTLDVWELKDLGHQTAQRIVHAADPLQLMQDINQNFPSVVSSLSRMKLNESIKEEIVENQRMIPPGKSLMALNGALVNIEDIDLYLLVDMVHKELSLADQYSKMKIPVSTARKLLSALPPSDSSNFRVNFRSDHVHYLNNLEVDVMYKRWRSNLNEILMPVFPGQLRYIRKNLFHAVYVLDPASICGLETIDKIVSLFENHIPMRFGVILYSAKLIEEIESSGGELPLSYREKDSPSQEDLSSLIIRLFIYIKENQGIATAFQFLSNVNKLRVESATDDPLAVHHVEAAFVETLLPQAKTPPQDTLLKLEKEHTFKELSEESSLFVFKLGLAKRRCCLLFNGLVHDPTEDALMNAMNDELSRIQEQVYFGHINSHTDILEKFLSESGVQRYNPQIIAEGKVKPRFISLSAIILAEDSFLNDVSYLHSTETIDDLKPVTHLLAVNMASKKGMRLLREGIHYLMAGTTTGRLGVLFNSILDPHSPSFLFMKVFQITASSYSHKKGVLQFLDQICSFYEHNHMHATSAGPESSEAFLDKVFELANSNGLSSKGLKSALSGLTDEKLRMHLNKVGTFLFGQVGLEYGANAVITNGRVIGLVDGATFLSHDLQLLESLEFKQRIKHIVEIIEEVKWEDIDPDMLTSKFISDIVMSVSSSISMRDRSSEGARFELLSAKYSAVVLENESSSIHIDAVIDPLSSFGQKLSSLLRLLSKSIRPSMRLVLNPMSSLVDLPLKNYYRYVIPTLDDFSSTDYTIYGPKAFFANMPPSKTLTMNLDVPEPWLVEPVVAIHDLDNILLENLGETRTLQAVYELEALVLTGHCSEKDHEPPRGLQLILGTKSTPHLVDTLVMANLGYWQMKAFPGVWYLQLAPGRSSELYALKEGGDDGQETTLSKRITIDDLRGKLVHMEVMKKKGKEHEKLLVSADDNSYSQEKKKGNQNSWNSNILKWASGFIGGGGDQSKKSKSTPVKQVTSGRQRKTINIFSVASGHLYERFLKIMILSVLKNTQRPVKFWFIKNYLSPQFKDVIPHMAREYGFDYELITYKWPTWLHKQKEKQRIIWAYKILFLDVIFPLALEKVIFVDADQIIRTDMGELYDMDLKGRPLAYTPFCDNNREMDGYRFWKQGFWKEHLRGRPYHISALYVVDLLKFRETAAGDNLRVFYETLSKDPNSLSNLDQDLPNYAQHTVPIFSLPQEWLWCESWCGNATKPKAKTIDLCNNPMTKEPKLQGAKRIVAEWPELDYEARRFTAKILGEEFDPLEQAAPSAETQQTISDTPLEDEESKSEL*

NbL01g13780.1 UDP−glucose:glycoprotein_glucosyltransferase [MW − SP = 182.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00464 Serine hydroxymethyltransferase

Protein sequence:
MDLSQSQSSNLSLGFIAHASPAGSAPSRAHIADDSITFQIDSRVKDQSHLIPPVPLQLMDKQTEENEKNGGESGDEEREVEEFRILGHSMCIKRRRDIDSTSSSSSSKCFRVTSSNEHMLGLESRISAVRAWGNQGLQVADPDIFEIMEKEKQRQYKGIELIASENFVCKAVMEALGSHLTNKYSEGAPGARYYGGNQFIDEIETLCCKRALAAFGLDPENWGVNVQPYSCTSANFAVYTGLLLPGDRIMGLDTPSGGNTSHGYYLPNGRKVSGASIFFESLSYKVDPQTGYVDFDKLEERALDFRPKILICGGSSYPREWDYAKFRQIADKCGAVLLCDMAQISGLIAAKECASPFDYCDIVTSTTHKSLRGPRGGIIFYRKGSKPRKRGLLLNQGDGGDKYDFEEKINFAVFPALQGGPHNNHIAALAIALKQVATPEYKTYMQQVKRNAQALAAALLRRNCRLVTGGTDNHMILWDLRNLGLTGKNFEKVCELCHITLNKVMVFDDNGSITPGGVRIGTPAMTSRGCIENDFETITDFLLKAAQITNSVQREHGKLVKAFLKGLENNKDVIELRTRVESFASLFAMPGFEV*

NbL01g13750.1 serine_hydroxymethyltransferase_7−like [MW = 65.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02581 Thiamine monophosphate synthase PF08543 Phosphomethylpyrimidine kinase

Protein sequence:
MRFVQIPVPVDAPLPKASSISHMAYFCSQVLSTSFFTPKPQVPVLLNPGVACIKSFHRFRFLHIKAMQDKVYTPTPSDECIVRVPHVLTVAGSDSGAGAGIQADLKACAARGVYCSTVITAVTAQNTVGVQGVNIVPEDFVAEQLRSVLSDMHPDVVKTGMLPSIGIVKTLCQSLREFPVQALVVDPVMVSTSGHTLAGPSILDSFREELLPMADVVTPNLKEASALLGGVPLETIADMRCAAKAIHDIGPRNVLVKGGDLPASLDAVDVFYDGKDFYEFRSSRIMTPNTHGTGCTLASSIAAELAKGSQMLSAVKVAKHYIEAALSYSKNIVLGGGRQGPMDHLLKLKSNVQRRPFDPCDLFLYAVTDSRMNKRWGRSIVDAVKAAIEGGASIIQLREKEVETSDFLEAAKACLKICRVHGVPLLINDRIDVALASDADGVHIGQSDMPAHAARALLGPDKIIGVSCKTPEHAQQAWLDGADYIGSGGVYPTNTKENNKTIGLDGLKAVCLSSKLPVVAIGGIGIPNAQAVMGLGVPNLKGVAVVSALFDRECVLTETRKLLEVLKESTT*

NbL01g13700.1 thiamine_biosynthetic_bifunctional_enzyme_TH1_chloroplastic−like [MW = 60.72 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain

Protein sequence:
MDKYELVKDIGSGNFGVARLMRHKETKELVAMKYIERGHKIDENVAREIINHRSLRHPNIIRFKEVLVTPTHLAIVMEYAAGGELFERICNAGRFSEDEARYFFQQLISGVHYCHNMQICHRDLKLENTLLDGSPAPRLKICDFGYSKSSLLHSRPKSTVGTPAYIAPEVLSRREYDGKLADVWSCGVTLYVMLVGAYPFEDQEDPKNFRKTIQRIMAVQYKIPDYVHISQDCRHLLSRIFVANPARRITIKEIKSHPWFLKNLPRELTEAAQAAYYRRENPTFSLQSVEEIMKIVEEAKTPAPASRSVSGFGWGGEEEEEKEGDVEEEGEDEEEEDEYEKQVKQAHESGEVRLT*

NbL01g13690.1 kinase_SRK2A [MW = 40.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00240 Ubiquitin family PF03031 NLI interacting factor−like phosphatase

Protein sequence:
MAAESSSAAVAVSPVTAEELTLTVKWSGKEYTVRVCGDDTVGELKRRICEVTRVLPKRQKLLYPKVGSKLADETLLLSQIPLKSSFKMTMIGTVEDDIIVDQVESPDIIDDFELGQEEAVDIKDKEINKQKLKRRVEQHKIELRNPCREGKKLLVLDIDYTLFDHRSTAENPLQLMRPYLHEFLSAAYAEYDIMIWSATSMKWVELKMGQLGVLDNPHYKITALLDHMAMITVQSDRYGVFDCKPLGLIWAHFPEFYSPKNTIMFDDLRRNFVMNPQNGLVIKPFRKAHANRSTDQELMKLTQYLLAIADLDDVSVLDHKNWESFNEDNFKRRRHA*

NbL01g13610.1 ubiquitin−like_domain−containing_CTD_phosphatase [MW = 38.74 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01634 ATP phosphoribosyltransferase PF08029 HisG, C−terminal domain

Protein sequence:
MSAVQTFFIQGSVSSFSYSPSVTTCRKVSVKFTVSCCSAASPVTIVNGNVEKKSSDRNEIRLGLPSKGRMATDTLDLLKDCQLSVRQMNPRQYVAEIPQISNLEVWFQRPKDIVRKLVSGDLDLGIVGLDTVSEFGQGNEDLVIVHDSLDYGDCRLSLAIPKYGIFENVNSMKELAEMPQWTPERPLRVATGFTYLGPKFMKDNGLKHVTFSTADGALEAAPAMGIADAIVDLVSSGTTLRENNLKEIEGGIILESQAVLVAGRKSLMQRKGVLDITHEMLERLEAHLRAIGQFTVTANMRGSSAEEVAERILSQTSLSGLQGPTVSPVFCKRDGRVTADYFAIVICVPKKALYKSVQQLRAIGGSGVLISPLTYIFDEETPRWRQLLSMLGL*

NbL01g13550.1 ATP_phosphoribosyltransferase_2_chloroplastic−like [MW = 43.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01106 NifU−like domain

Protein sequence:
MQSAMLLNPPSTCSSYPSRSFQTLESSSSSCSPSSSTATLFLPPPPLLKVSGFFGTRFSTRTRRNSSSRAVRRSSRQQVVKAVAAPNSAVEELPLTAENIESVLDEIRPYLIADGGNVALHKIDGNVVKLKLQGACGSCPSSVTTMKLGIERRLMEKIPEIVAVEAVPDEETGLELNEENIEKVLEEIRPYLVGAAGGSLELVAIEEPIVKVRITGPAAGVMTVRVAVTQKLREKIPAIAAVQLLQ*

NbL01g13530.1 nifU−like_protein_2_chloroplastic [MW = 26.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00297 Ribosomal protein L3

Protein sequence:
MSHRKFEHPRHGSLGFLPRKRAARHRGKVKAFPKDDPTKPCRLTAFLGYKAGMTHIVRDVEKPGSKLHKKETCEAVTIIETPPMIVVGVVGYVKTPRGLRCLSTVWAQHLSEEIKRRFYKNWCMSKKKAFAKYSKKYETDDGKKDINSQLEKMKKYCCVIRVLAHTQIRKMKGLKQKKAHLMEIQVNGGDVAQKVDYAYGFFEKQIPVDAIFQKDEMIDIIGVTKGKGFEGVVTRWGVTRLPRKTHRGLRKVACIGAWHPARVSYTVARAGQNGYHHRTELNKKVYRLGKAGQESHSAITDFDRTEKDITPMGGFPHYGIVKEDFLLIKGCCVGPKKRVVTLRQSLLNQTSRVALEEIKLKFIDTSSKFGHGRFQTTQEKAKFYGRLKA*

NbL01g13380.1 60S_ribosomal_protein_L3−2 [MW = 44.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00573 Ribosomal protein L4/L1 family

Protein sequence:
MTRIEERKEWKRINQQITHFIFCSFTQTMAASPSSLSFFSSSIFLSNPNIQSSKHLLFRSPKLLSVAAIVTIRSEVATIPILSFDGAEVGSTTLNLKSAPLDTARAVVHRGLTTDLRNQRRGTASTLTRSEVRGGGIKPYPQKKTGRARRGSNRTPLRPGGGVVFGPKPKDWSVKINKKEKRLAISTALSSASENTIVVEEFNDKFEKPKTKEFIELMRRWGLDPKEKSLFLMTEVSDNVILSSRNIGTLKMLTPRTLNLFDILDSEKLVLTKSAVDFLNERYGDENEWEDEGQEDNDGGEAEESSE*

NbL01g13370.1 50S_ribosomal_protein_L4_chloroplastic [MW = 34.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00928 Adaptor complexes medium subunit family

Protein sequence:
MVVLAASIISKSGKALVSRQFVDMSRIRIEGYLAAFPKLVVTGKQHTYIETDNVRYVYQPIESLYLLLVTNKQSNILEDLETLRLLSKLVPEYSYSLDEEGIGSTAFELIFAFDEVISLGHKENVTVTQVKQYCEMESHEERLHKLVLQNKINETKDVMKRKASEIGKSKIEKNRGEKGGFMSLQSMGSGRIDTGFGSDSGISSGGTGGFGSGSGFGLSPDVDTFSTKSKGRPAASATAPPKGLGMQLGKNQKTNQFLESLKAEGEVIVEDVRPSIGQAKPAAAPLTDPVTLTVEEKINVTLKRDGGVSNFDVQGTLSLQILNQEDAFIQVQIETSGNPAILFKTHPNMNKELFSNENILGLKDPNRPFPTGQGGDGVCLLRWRMQTADESILPLTINCWPSVSGSETYVNIEYETPAQIDLQNVVISVPLPALREAPNVQQIDGEWRYDPRNSVLEWSVLLIDNSNCSGVLEFVVPAADPSVFFPISARFTASRTFSDLKVVNILPIKGGPTPKHSQRTQLSTETYQVV*

NbL01g13340.1 coatomer_subunit_delta−like [MW = 58.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MASSTAQIHALGATYFTTSSSSSRKPSKTVFLGQNINNRTLAFGLKQKKSSFSRRNGGGHAPLRVVAEKVVGIDLGTTNSAVAAMEGGKPTIVTNAEGQRTTPSVVAYTKNGDRLVGQIAKRQAVVNPENTFFSVKRFIGRKMNEVDEESKQVSYNVIRDENGNVKLDCPAIGKSFAAEEISAQVLRKLVDDASKFLNDKVSKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIINEPTAASLAYGFEKKNNETILVFDLGGGTFDVSVLEVGDGVFEVLSTSGDTHLGGDDFDKRIVDWLASDFKKNEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATADGPKHIETTITRGKFEELCSDLLDRLKTPVQNSLRDAKLSFSDIDEVILVGGSTRIPAVQELVKKLTGKDPNVTVNPDEVVALGAAVQAGVLAGDVSDIVLLDVTPLSIGLETLGGVMTKIIPRNTTLPTSKSEVFSTAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPPAPRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGASTLPGDEVERMVKEAERFAQEDKEKRDAIDTKNQADSVVYQTEKQLKELGDKVPGPVKEKVEAKLGELKEAISGGSTQTMKDAMAALNQEVMQLGQSLYNQPGAGAAPGAGPAPGDSAGPSESSSGKGPDGDVIDADFTESK*

NbL01g13320.1 stromal_70_kDa_heat_shock−related_protein_chloroplastic [MW = 75.32 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 111 221 331 548

Protein length

Gel Slice

3.6 4.8

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8

Peptide counts over 4 repeats

1 111 221 331 548

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00205 Thiamine pyrophosphate enzyme, central domain

PF02775 Thiamine pyrophosphate enzyme, C−terminal TPP binding domain
PF02776 Thiamine pyrophosphate enzyme, N−terminal TPP binding domain

Protein sequence:
MEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLQQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELMEQKVKHPLNFKTFGDAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRISY*

NbL01g13260.1 acetolactate_synthase_1_chloroplastic [MW = 59.9 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04339 Peptidogalycan biosysnthesis/recognition

Protein sequence:
MAIAATAPSSPFLGNILPFHLGKSSFTHNNSACIFKVKALFWGSKKTVQPAGDNVLSLGQFTLSGAADSQGDSGTSEKISISVVSSISAVSPEEWDSCSLDSAGTQQFNPFLSHSFLSSLEDSGSAVEGTGWMPQHIIAKDENNNVLGAVPLYLKSHSYGEYVFDHSWANAYYNYGLSYYPKLQCSVPFTPVTGPRILVRNTSNRDQVFDILVSAMKALAVKFNVSSLHITFPTANEWHKLEEKGFLQRIGMQYHWKNRNYKSFDEFLMDMKQSKRKNIRQERKKISAQNVTMKRLRGYEIKASHWDTFYKFYRNTTDNKWGTAYLTRDFFHQMGARMGDNVLLVVAEEGDELVAAALNLIGGDTLYGRLWGCLPGAYYANLHFEACYYQAIEAAIELNLGTVEAGAQGEHKIQRGYMPVTTYSCHYVLDEDFRRVFDDFLVRESAQVKLVMKLLQDDGPFKENVWS*

NbL01g13060.1 uncharacterized_LOC107796198 [MW = 52.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06003 Survival motor neuron protein (SMN)

Protein sequence:
MQSGGDEVSIEELASNLSTYKEQLLQVQQLLRDEPRNSEYVDMEKELVEVIALTEELLATAKQSEDGMDMGTSADASHGFHRSGNSNVESGSTLDHADKFPVGTKVQAVWSEDGEWYDATIHAHTPNGYYVCYDDWGNKEEVDHANIRPLQEGPVNPLVEAEKIAEATKQALKRKIAQAAASDVQSRSLPAKLLIDPNDPEDVKAAKRKKIHAFKSKVRIEQLEVAQNKRQNAWQQFQSTKGQTKKVGFFSGRKRESIFKSPEDPHGKVGVTGSGKGLTDFQRREKHLHLKGANAEASDE*

NbL01g13000.1 survival_of_motor_neuron−related−splicing_factor_30 [MW = 33.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00155 Aminotransferase class I and II PF05175 Methyltransferase small domain

Protein sequence:
MAVNGLCTSTEDFLKRCEQSGDAAYSTLRSLLERLEDPVTRKEARIFLALLQKRFATKEASDQCLQTYHFQIQDIVLEQYEGFQKRKKLTMIVIPSIFIPEDWSFTFYEGLNRHPDSIFQDKTVAELGCGNGWISIAIAEKWLPSKVYGLDINPRAVKISWINLYLNALDDNGEPIYDDEKKTLLDRVEFHESDLLAYCKDNHIELERIVGCIPQILNPNPDAMSKLITENASEEFLHSLSNYCALQGFVEDQFGLGLIARAVEEGISVIKPLGIMIFNMGGRPGQGVCKRLFERRGLCVNKLWQTKILQAADTDISALVEIEKSSMHRFEFFMGLVGDQPICARTAWAYGKAGGRISHALSVYSCQLRQPNQVKKIFEFIKNGFHDISNSLDLSFEDDAVADEKIPFLAYLASVLKENSVFPYESPAGSRWFRNLIAGFMKTYHHFPLTADNVVVFPSRAVAIENLLRLFLPQLAIVDEQLSRHLPRQWLTSLKIEKSQTDSSSEDNITVIEAPRQSDSMVELIKKLKPQVVVTGMAQFESVTSSSFEYLLDTTREIGCRLFVDISDQFELSSLPKSNGVLKFLARTSLPSHAAIICGLVKNQVYSDLEVAFVISEDKTIYKALSKTMELLQGNTALISQYYYGCLFHELLAFQLSDRHPPAEREAEKLKASKMIGFPSSVSSVLNHAELSVTDSDNILIHMDVDQSFLPIPTPVKAAIFESFVRQNIAESEIDVTSNIRQLMESSYGFPTNSKTEFIYADCPLALFSKLVLCCIHEGGTLCFPAGSNGSYVSAANFVKANIAYIPTSPEEGFKLTQKTVESFLKTINKPWIYISGPTVNPTGQLYFNEEIKNILSVCAKFGARVIIDTSFSGVEFNSKGWDGWNLEDTLAKLRSQNQSFCVTLLGGLYLKMLTAGINFGFLLLDHPALIDAFYSFPGLSKPHSTIKYQVKKLLDQRERTAELSNAVSEQENILASRYKLLKKTLESCGWDVLEAHSGVSVVAKPSTYLGKTVKISNDSSSWEGKLDDTNIREAMLKTTGLCINSSSWTGIPGYCRFTIALEDGDFERALTCIVKFRDIVGK*

NbL01g12920.1 methionine_S−methyltransferase−like [MW = 121.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01128 2−C−methyl−D−erythritol 4−phosphate cytidylyltransferase

Protein sequence:
MSTLQLGVTLSSSSPMFLPSLSQTLRNGFPTPKTNFLKNPFRLAHCTCRTYSHGDPRISLFNITCSATSPNLNKSTDVVVEEKSVSVILLAGGKGKRMGASMPKQYLPLLGQPIALYSFFTFSRMPQVKEIIVVCDPSYQDIFEDAKENIQVKLKFALPGKERQDSVYSGLQEVDSNSKLVCIHDSARPLVWTEDVEKVLKDGWLVGAAVLGVPAKATIKEANSESFVVKTLDRKTLWEMQTPQVIKPELLKKGFELVNREGLEVTDDVSIVEHLKHPVYITEGSYTNIKVTTPDDLLLAERILNTEE*

NbL01g12820.1 2−C−methyl−D−erythritol_4−phosphate_cytidylyltransferase_chloroplastic [MW = 34.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MANEKPPVCVTGANGFIGSWVVQTLLDRGYTTIHAAIFPGSDPSHLYSLAGASNAGIRLLVHAINILDADAVARAIEGCAGGGVFHVASPCTLEDPVDPQKELVEPAVQGTINVLTAAKRFNVRRVVLTSSISAMVPNPGWPENKVFDESSWTDLDYCKSRQKWYPVSKTLAEKAAWEFAEKNGLDVVAINPATCLGQLLQPGLNASCAVLQQLLQGSTDTQEYHWLGAVHVKDVAKAQILLFESPHASGRHLCTNGIYQFGDFAERVSKLYPEFPIHRFTGETQPGLVGCKDAAKKLIDLGLVFTPVEDAVRDTVVSLKAKGFLKQQQN*

NbL01g12760.1 cinnamoyl−CoA_reductase_1 [MW = 35.66 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MHYKCRLRFKQQPLKVATSALNPLPNQTEIFSIVGIEKSGEMAVSRALRRFWRTYSTVSSDRLRFCIVGSGPAGFYTADKILKAHERAEVDIVDRLPTPFGLVRSGVAPDHPDTKIVTNQFSRIVQNGRCSFIGNVSVGTSISLAELRELYDVVVLSYGAESDQALGIPGEELAGIYAAREFVWWYNGHPDCRNLAPDLKSSDTAVIIGQGNVALDVARILLRPTSELATTDIASHALAALEESSIRKVYLVGRRGAAQAAFTAKELREVLGIKDLFIEIQQADLSKTPADAEELKSNRIKRRIHELLSKAATSAASVCSPGQKELHFVFFRKPDRFLESDCRSGHVAGLRLERTILKEDAGSGRQIAVGTELFDEMECGLVLKSVGYKSRPVDGLPFDHHKGIVPNVQGRVLSEASGDALVEKGLYVCGWLKRGPTGIIATNLYCAEETVASISEDVQGGLVTSSSGLSKPGREGLLQLLDSRNVNIVPFGGWEKIDSEEKRRGSLKNKPREKLTAWQELLEVATK*

NbL01g12560.1 NADPH:adrenodoxin_oxidoreductase_mitochondrial [MW = 57.74 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00026 Eukaryotic aspartyl protease

PF03489 Saposin−like type B, region 2
PF05184 Saposin−like type B, region 1

Protein sequence:
MERKHLRAALLLWVIACSVLPASCENLLRVGLKKQPLDVNSINAARVARQQDRYGKNVNGIEKKLGDSDLDIVSLKNYLDAQYYGEIGVGSPPQRFKVIFDTGSSNLWVPSSRCYFSIACWIHSKYKAGKSSTYTRNGESCSIRYGTGSISGHFSQDNVQVGDLVVKDQVFIEATREPSITFIIAKFDGILGLGFQEISVGNATPVWYNMVGQGLVKEPVFSFWINRDATANEGGELVFGGVDSNHFKGNHTYVPLTQKGYWQFIMGDFLIGNASTGVCAGGCAAIVDSGTSLLAGPTTVVTQINHAIGAEGVVSMECKTIVSQYGEMIWNLLVSGVRPDQVCSQAGLCYFNGAQHVSSNIRTVVERETEGSSVGEAPLCTACEMAVVWMQNQLKQKETKERVLEYVNQLCEKLPSPMGESVVDCSMISALPNITFTIKDKAYVLTPDQYILKVGEGITTICMSGFAALDVPPPRGPLWILGDVFMGVYHTVFDYGNSRLGFAEAV*

NbL01g12380.1 cyprosin−like [MW − SP = 52.45 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 149 297 445 738

Protein length

Gel Slice

4.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Peptide counts over 4 repeats

1 149 297 445 738

Pfam domains

Pfam Description
SP Sequon TM Domain PF01535 PPR repeat PF13041 PPR repeat family

Protein sequence:
MVIKLSTLKLPKKIPNWVCSKPSLSSLSGACRIQIIPETNQPSTPCSDFDTKIQFLKNKLHPETLATVLDSTTDLDSSLKLFKWASLQKRFHHSADTYFQIISKLGMAGKIDEIEGFCNEMVKEKCPNCEQVLLALLDAFVRNSRLSEALCVLSCINSSSLLKLSISEFNQLLGALVKEKKEFKDVLFVYKGIVKAGIGPNIDTLNYLIEALFAANRVDAALDQYKRLHKKGCNPNGRTFQIIIGELVARGRLDEALVILDDMFSIQCEPDYSSFYAYMIPFFCELNKLDVVMRLFSMMRESKVLPDTTTYGAMIKCLCENLLVVDAVKLVDEMVYSDVRPDDDVFMRIIDGLCELNMLSEAKEFLNDKEVASVLPYNALLEAFLNDGTFSIAEDLFDEMLERNITDCHSWNIMIRYMCDNEKLKDALKYLARMTVSSVSPDSSTYSALIIGNCKLGECEDALALYHQFRAKAGFIDLVSYAQLIECLCHKEKIQEAAEVFCFMSTKRNTLQSSSFDKLMKGLCTSGYAGRAIKLLPLAYYSGTLSSTAAYNNILQGLFSLSRASDLFVVLSRMIVNGCTLDGETYCILIRGMTSLGNIEKCALFLDSMLSRGLSLDSETLAELLEYLVKNSQVHMILSSIDKLVSESEVVDSAIYNMLINALLKEGYKNKASFLLELMLDKGWVPDSSTHALLVGSSVEDEIDAKKPSHDNLITQDTVGNILAEGLGNSDGPDCRP*

NbL01g12350.1 pentatricopeptide_repeat−containing_protein_At3g53700_chloroplastic−like [MW = 82.13 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08442 ATP−grasp domain PF16114 ATP citrate lyase citrate−binding

Protein sequence:
MARKKIREYESKRLLKEHLKRLSGIDLQICSAQVTESTDFTELTNKEPWLSSTKLVVKPDMLFGKRGKSGLVALNLDLAGVAEFVKARLGVEVEMGGCKAPITTFIVEPFVPHDQEYYLSIVSERLGCTISFSECGGIEIEENWDKVKTIFLPTEKPMTLEACAPLIATLPLEVRGTIGNFLMGVFNVFQDLDFSFIEMNPFTLVNGDPYPLDMRGELDDTAAFKNFKKWGSIEFPLPFGRVLSPTESFIHSLDEKTSASLKFTVLNPKGRIWTMVAGGGASVIYADTVGDLGYASELGNYAEYSGAPNEEEVLQYARVVLDCATANPDGRKRALIVGGGIANFTDVAATFNGIIRALREKEAKLKAAGMHIYVRRGGPNYQTGLAKMRALGEELGVPLEVYGPEATMTGICKRAIDCIMSEASVCF*

NbL01g12230.1 ATP−citrate_synthase_alpha_chain_protein_2 [MW = 46.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01470 Pyroglutamyl peptidase

Protein sequence:
MGSEGPSPVIVHVTGFKKFHGVAENPTETIVSNLKDYMKKRGMPKGLILGSCSILDTAGQGALVPLYQTLQAALGGGGSESSNSQRVIWVHFGVNSGATMFAIENQAVNEATFRCPDEMGWKPQKVPIVHADGAISRKRETALPVEEITKVLAKMGYEVMTSDDAGRFVCNYVYYHSLRFAEQNGIRSLFVHVPLFLTIDEETQMQFAASLLEVLASLY*

NbL01g12150.1 pyrrolidone−carboxylate_peptidase−like [MW = 23.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MAWVSFLQHASAYVIVISVLSSCFLNPVLAQCKNAPIIFNFGDSNSDTGGLVAGLGYPINLPNGRTFFRRSTGRLSDGRLILDFLCQSVNTRFLSPYLDSVGSTFLNGANFAIAGSRLLPKYEPFALNIQVMQFLHFKDRSIELVSAGSGNLVGDEGFRNALFMIDIGQNDIADSFAKNMPYIEVVKMIPSFITEIKNAIQVIYSQGGRKFWVHNTGPLGCLPQKLTLVQKVSSDLDPHGCLASYNSAAKLFNEGLRHVCQELGSEMKDATIVYVDIYAIKYDLIANSSNYGFSNPLMACCGYGGPPYNYRKGVTCGHPGYQVCSEVSEFISWDGVHYTETANRVIASKILSTEYSTPRIGFDFFCH*

NbL01g12120.1 GDSL_esterase/lipase_At1g09390 [MW − SP = 37.13 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01436 NHL repeat

PF13419 Haloacid dehalogenase−like hydrolase
PF13905 Thioredoxin−like

Protein sequence:
MALRLTLSPVSTCTRGKPRLITLFNSRSKFSFQFPPKPFRILELESRKMSLQVNACEKLDEKIVSEKGCQWGKVSAVLFDMDGVLCNSEEPSRRAAVDVFAEMGVQVTVDDFVPFMGMGEAYFLGGVASAKGVEGFDPNAAKKRFFEIYLSKYAKPNSGIGFPGAYELVSQCKSNGLKVAVASSADRIKVDANLAAAGLPITMFDAVVSADAFENLKPAPDIFLAASRILDVPTSECIVIEDALAGVQAAKAAKMRCIAVTTTLSEDTLKAAEPTLIRKEISNISIEDILNGGGSGSHNVMVQESQSIIDLAVSSPESNRTEGIADNYPTSGAVSSVGGVQVTRRDVVRYGSLGIAASCLLFTITNWKAMQYASPKAIWNLLFGTGSPPFEQKEDASRSQRIQQFVDYISDVDGRKSTAIVPEFPSKLDWLNTAPLQLRRDLKGKVVLLDFWTYCCINCMHVLPDLEFLERKYKDMPFVVVGVHSAKFDNEKDLEAIRSAVLRYGITHPVVNDGEMNLWRELGVNSWPTFALVGPNGKLLAQIAGEGHRKDLDYLVEAALLFYGRKKLLDSTPIPLRLEKNNDPRLLTSPLKFPGKLAVDILNNRLFISDSNHNRIVVTDLEGNFLVQVGSTGAEGLRDGNFDDATFNRPQGLAYNAKKNLLYVADTENHALRVIDFVNETVRTLAGNGTKGSDYEGGGTGTAQLLNSPWDVCFEPENGIIYIAMAGQHQIWVHETSGGVTRAFSGNGFERNQNGSSSTNTSFAQPSGISLSRDLKEAYIADSESSSIRAVDLRTGGSRLLAGGDPIMAENLFKFGDHDGIGSEVLLQHPLGVLCGKSGQVYIADSYNHKIKKLDPVSRRVTTLAGVGQAGFKDGAAVAAQFSEPSGIVEAENGRLYIADTNNSVIRYLDLNKSEVEVLTLELKGVQPPLKSRSLKRLRRRSGAGSQTIVVNGGSSNEGTLKLRISVPEGYHFSKEAQSKFSVDFDPDDAAVVDSLEGNLSQEGSAVVHFRRSSASTSTGRVYCKVYYCKEDEVCLYQSLTFEVPFQEVNPDSAPAIITLPFDVKPKTSPSSLPIPEK*

NbL01g11980.1 NHL_repeat−containing_protein_2 [MW = 117.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04398 Protein of unknown function, DUF538

Protein sequence:
MSLVTDEIRASASEFYTGNDICQEKSKFLLTEMGLPNGLLPMQDMLECGYVKDTGFVWLKSKKKTEHKFEKIGRQVQYGTEVTAIVEQNKIKKLTGVKAKELLIWLTLTEICVDDPPTGKIHFKATSGLSRTFPVSAFEIDVTKKEEVKEEVKEEVNEVVNKENKEVIPAAAAVEVKEV*

NbL01g11880.1 uncharacterized_LOC109210159 [MW = 20.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05641 Agenet domain

Protein sequence:
MENDQNESELLNAYFTNGTEVEVSSDEEGFRGAWYEGTVIRPISKKMRRNDDEDDKKLRVLVEYKTLMADKKGTRRLKETLSLVQLRPRPPLERRRIFNVSEEVDAYHNEGWWEGVVMEVLGGSGGRKYAVFFRGTRDQLDFDESQLRTHREWANGKWTPPLEQGGEGDEDEVEETLASTDIKPSNDAAENFSEGSLVEVSSDEEGFEGAWFAATVVKLLDNGNYLIEYQNLRNDDDTAFLQEEADRLYVRPRPPDIGPFKSFTVLEEVDALYNDGWWVGVVSKVLKGQRYRVQFKGNNEELEFNHADLRLHLDWINGKWVTPSQALK*

NbL01g11870.1 uncharacterized_LOC107830650 [MW = 37.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04099 Sybindin−like family

Protein sequence:
MAAIYSLYIINKSGGLIFYKDYGSAGRMDTNDSLRLASLWHSMHAISQQLSPVNGCAGIELLQADNFDLHCFQSLTGTKFFVVCEPGSLHMESLLKYVYELYTDYVLKNPFYEMEMPIRCELFDINLSQAVQKDRVALLGR*

NbL01g11820.1 trafficking_protein_particle_complex_subunit_4 [MW = 16.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00005 ABC transporter

Protein sequence:
MAVKEDRKPSVEINKLKFTYPGIDGQPPPGSTPLIEDFSLTLYPGDRCLLVGSNGAGKTTILKILGGKHMVEPDMVRVLGRSAFHDTALTASGDLSYLGGEWRREVAFAGFEVPIQMDISAEKMIFGVPGTDPQRRDELIKVLGIDLSWRMHKASDGQRRRVQICMGLLKPFKVLLLDEITVDLDVLARADLLKFLSKECEERGATIIYATHIFDGLENWPSHMLYVAHGKLQLAMPMDKVKEISNMSLMRTVESWLRKERDEERKRRKERKAKGLPEYGKQVEGSRVVGDPARAAARPLNNGWAGGRLNSTIAGEENFVLSSNRVLR*

NbL01g11810.1 ABC_transporter_I_family_member_20−like [MW = 36.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01158 Ribosomal protein L36e

Protein sequence:
MAPKQPNTGLSVGLNKGHVVTKKELAPRPSDRKGKTSKRVHFVRSLIREVAGFAPYEKRITELLKVGKDKRALKVAKRKLGTHKRAKKKREEMSSVLRKMRATGGGEKKK*

NbL01g11760.1 60S_ribosomal_protein_L36−2−like [MW = 12.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01521 Iron−sulphur cluster biosynthesis

Protein sequence:
MASSSTSLIRRLVPFFTTRIRQNYRLLNSSASSALSQPQVEAPDSVLMTESCVRRMKELQAGEHKEKMLRLSVEAGGCSGFQYEFSLDDQTNSDDRIFERAGVKLVVDNVSYDFVKGATVDYVEELIRSAFQVSTNPSAVGGCSCKSSFMVKQ*

NbL01g11620.1 iron−sulfur_assembly_protein_IscA−like_2_mitochondrial [MW = 16.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00262 Calreticulin family

Protein sequence:
MATQRRANPSSLHLITVFSLLVAVVSAEVFFEESFNDGWESRWVKSEWKKDENMAGEWNHTSGKWNGDTNDKGIQTSEDYRFYAISAEFPEFSNKGKNLVFQFSVKHEQKLDCGGGYMKLLSGDVDQKKFGGDTPYSIMFGPDICGYSTKKVHAILTYNDTNHLIKKEVPCETDQLTHVYTFILRPDATYSILIDNVEKQSGSLYSDWDLLPPKTIKDPSAKKPEDWDEKEFIDDPEDKKPEGYDDIPEEITDPDAKKPEDWDDEEDGEWTAPTIPNPEYKGPWKPKKIKNPNYKGKWKAPLIDNPDFKDDPDLYVFPKLKYVGVELWQVKSGTLFDNIVICDDPEYAKAIAEETWGKQKDAEKAAFEEAEKKREDEESKDAPADSDAEEDDDSDDADDKSESKDDEAHDEL*

NbL01g11590.1 calreticulin [MW − SP = 44.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02852 Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain PF07992 Pyridine nucleotide−disulphide oxidoreductase

Protein sequence:
MQSSISLSLSSPSTVCRSDCSAVASNANVTLLTPPRSLRFCGLRREAFGFKSLKSSVHTSFQSSKTTRLSCSNRIAASLGRNGAPSKGFDYDLVIIGAGVGGHGAALHAVEKGLKTAIIEGDVVGGTCVNRGCVPSKALLAVSGRMRELQNEHHMKSFGLQVAAAGYDRQGVADHANNLASKIRGNLTNSMKSLGVDILTGFGTVLGPQKVKYGDTVITAKDIIIATGSVPSVPKGIEVDGKTVITSDHALKLEFVPQWIAIVGSGYIGLEFSDVYTALGSEVTFVEALDQLMPGFDPEIGKLAQRVLINPRKIDYHTGVFASKITPAKDGKPVTIELIDAKTKELKDTLEVDAALIATGRAPFTQGLGLENINVQTQRGFIPVDERMCVIDANGELVPHLYCIGDANGKMMLAHAASAQGISVVEQVTGKDHILNHLSIPAACFTHPEISMVGLTEPQAREKAEKEGFEIGIAKTSFKANTKALAENEGEGIAKMIYRPDNGEILGVHIFGMHAADLIHEASNAIAMGTRIQDIKFAVHAHPTLSEVIDELFKAAKVKAHTSSPVTEPVAA*

NbL01g11550.1 dihydrolipoyl_dehydrogenase_2_chloroplastic−like [MW = 60.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00085 Thioredoxin PF07749 Endoplasmic reticulum protein ERp29, C−terminal domain

Protein sequence:
MGRSRICNTLAILALFLFSSALADDVVVLTEENFEKEIGQDRAALVEFYAPWCGHCKKLAPEYEKLGASFKKAKSILIGKVDCDEHKSVCSKYGVQGYPTIQWFPKGSLEPKKYEGGRTAEALAEFVNSEGGTNVKIASTPSSVVVLSPDNFDEIVLDETKDVLVEFYAPWCGHCKNLAPIYEKVATAFKQEEGVVIANLDADKHRDLGEKYGVSGFPTLKFFPKGNKAGEDYDGGRDLDDFVNFINEKSGTSRDSKGQFTSKGGIVESLDTLVKEFVSATNEEKKALLSKMEDEAGKLNGSAARYGKIYLKVAKSSMEKGADYARNEIQRLERMLAKSISPAKSDEFTLKKNILATFA*

NbL01g11510.1 probable_protein_disulfide−isomerase_A6 [MW − SP = 37.02 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MSSLSRELVFLILQFLEEEKFKESVHKLEQESGFFFNMKYFEEKVHAGEWDEVEKYLSGFTKVDDNRYSMKIFFEIRKQKYLEALDRQDKAKAVEILVNDLKVFSTFNEDLYKEITQLLTLTNFRENEQLSKYGDTKTARSIMLIELKKLIEANPLFREKLVFPTLRSSRLRTLINQSLNWQHQLCKNPRPNPDIKTLFTDHTCTPPNGAVAPAPVNLPVAAVAKPAAFTSLGAHGPFPPAAAAAANANALAGWMANAAASSSVQAAVVTASSLPVPPNQVSILKRPITPPATLGMLDYQNADHEQLMKRLRPAPSVEEVTYPTVRQQASWSLDDLPRTVAFTLQQGSSVTSMDFHPSHHTLLLVGSSNGEITLWEVAMREKLVSKAFKIWDIQACTLTFQASAAKDAPFSVSRVAWSPDGTFVGVAFSKHLVHLYGTIGRSDLRQHLEMDAHAGSVNDLAFAYPNKQLCVVTCGDDKLIKVWDITGRKLFNFEGHEAPVYSICPHQKENIQFIFSTAIDGKIKAWLYDNMGSRVDYDAPGHWCTTMLYSADGSRLFSCGTGKEGDSFLVEWNESEGAIKRTYTGFRKKSAGVVQFDTTQNHFLAVGEDSQIKFWDMDSINILTTIDADGGLPSLPRLRFNKEGNLLAVTTADNGIKILGNAAGMRSLRTVEAPPFEALRSPIEAAAIKASGSSVPNVTPVNCKVERSSPVRPSPILNGVDSVPRSMEKPRILEDVSDKAKPWQLTEILDQAQCRMVTMPESSDSSNKVARLLYTNSGVGVLALGSNGTQKLWKWARNEQNPSGKATANVVPQHWQPNSGLLMANDVSGVNLEEAVPCIALSKNDSYVMSAAGGKVSLFNMMTFKVMTTFMPPPPASTFLAFHPQDNNIIAIGMEDSTIHIYNVRVDEVKSKLKGHQKRITGLAFSTNLNILVSSGADAQLCLWSIDTWDKRKSVPIQLPAGKAPSGDTRVQFHSDQVRLLVSHETQLAIYDASKMERIRQWVPQDALSAPITYAAYSCNSQLVYASFSDGNVGVFDADTLRLRCRVAPSAYLPQAVLTGSQAVYPLVVAAHPQEPSQFAVGLSDGTVKVIEPLESEGKWGLSPPVDNGILNGRTASSSTTSNHVADQVQR*

NbL01g11210.1 topless−related_protein_3−like [MW = 124.46 kDa]
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1 47 93 139 185 230

Pfam domains

Pfam Description
SP Sequon TM Domain PF00692 dUTPase

Protein sequence:
MGVMYPHFPIQKKAGIFGAILFFSAEFPLHKPPTHFSKPMHLLHSQKLLFNKPNSQKMAENGINSPEIKEPSPKIQKLDQPQNGVVPEIPFFRVKKLSENAVLPSRASPLSAGYDLSSAAEAKVPARGKALIPTDLSIAVPQGAYARIAPRSGLAWKHSIDVGAGVIDADYRGPVGVVLFNHSDVDFEVKAGDRIAQLIIQKIVTPDVEEVDDLDSTVRGSGGFGSTGV*

NbL01g11190.1 deoxyuridine_5'−triphosphate_nucleotidohydrolase [MW = 24.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MESIEHRTVNVNGINMHVAEKGKGPVILFLHGFPELWYTWRHQLVAFADLGHRAVAPDLRGYGDTDAPAEAASYTCFHVVGDLVALIESLGVESVFLVAHDWGAMIGWYLCLFRPDLVKAYVCLSVPFRPRHPKMKPIPTMRAFFGDDYYMCRFQDPGMEEEIAKYGSEVVLKKILTDRKPGPPCLPKGSPFGISPDSKLPSWLSQDDLNYYSTKFDRKGFTGGLNYYRALDLNWELTAAWTGAKVKVPVKFMVGELDLVYTTPGMKEYVHGGGFKKDVPMLDEDVVVMEGAAHFINQERAQEINSHIYDFINKF*

NbL01g11080.1 bifunctional_epoxide_hydrolase_2−like [MW = 35.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17135 Ribosomal protein 60S L18 and 50S L18e

Protein sequence:
KTRGSTNLSKNPSFPLHFFHIHIRADPCSSQPFLHHSFSGVQTRSAMGIDLKAGGKSKKTKRTAPKSDDVYLKLLVKLYRFLVRRTGSKFNAVVLKRLFMSKINKPPLSLSRLISYAKGKEDKVVVIVGTITDDVRAYEVPALKVCALRFTKTARARIEKAGGECLTFDQLALRAPLGQNTLLLRGPKNAREAVKHFGPAPGVPHSHTKPFVRSKGRKFERARGRRNSRGYKA*

NbL01g11070.1 60S_ribosomal_protein_L18−2−like [MW = 26 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01472 PUA domain PF17832 Pre−PUA−like domain

Protein sequence:
MFKKFTTEEVSGQNQVKASVQRKIRQSIAEEYPALEPVLEDLLPKKSPLIVAKCPNHLNLVVVNNVPLFFNIRDGPYMPTLRLLHQYPNIMKKLQVDRGAIKFVLSGANIMCPGLTSPGGALDDEVGAETPVAIMAEGKQHALAIGFTKMSAKEGQSTRELVWITCIILMMASGRWSDWIELEWKTMFTFCK*

NbL01g11060.1 malignant_T−cell−amplified_sequence_1_homolog [MW = 21.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05564 Dormancy/auxin associated protein

Protein sequence:
MSLLDKLWDDTVAGPRPDSGLGKLRKYSTFSPRSNSGKESEVSTPRSFNEEASSDDAVRVTRSIMIVKPPGSQNRDSPPVSPAGTTPPVSPFAGAGGREAYWSRRRSFAYENASGVGPRSPRPPYDL*

NbL01g11000.1 auxin−repressed_12.5_kDa_protein−like [MW = 13.71 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00574 Clp protease

Protein sequence:
MATYLRLPMASSVPCASSSSSPLKRRSFSILCAANSNSSTKIPMPPLNPKDPFLNKLASVAANNPEAVYTRPQNSDMPPFLDIYDSPKLMATPAQVERSVSYNEHRPRRPPPDLPSLLLHGRIVYIGMPLVPAVTELVVAELMYLQWMDPKEPIYLYINSTGTTRDDGETVGMETEGFAIYDAMMQLKNEIHTVAVGAAIGQACLLLAAGSKGKRFMMPHAKAMIQQPRVPSSGLMPASDVFIRAKEVIINRDILVKLLAKHTENSEEAVANVMRRPFYMDATRAREFGVIDKILWRGQEQIMADVSAPEQWDKNAGIKVADAI*

NbL01g10880.1 ATP−dependent_Clp_protease_proteolytic_subunit−related_protein_3_chloroplastic [MW = 35.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03501 Plectin/S10 domain

Protein sequence:
MIISEKNRREISKYLFQEGVCYAKKDYNLAKHPLIDVPNLQVIKLMQSFKSKEYVRETFAWMHYYWYLTNDGIEFLRTYLNLPSEIVPATLKKSAKPLGRPMGGPPGDRPRGPPRFEGDRPRFGDREGYRAGPRGPPGEFGGEKGGAPADYQPAFRGSGGRPGFGRGSGGFGGAPPSSSFS*

NbL01g10850.1 40S_ribosomal_protein_S10−1−like [MW = 20.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00722 Glycosyl hydrolases family 16 PF06955 Xyloglucan endo−transglycosylase (XET) C−terminus

Protein sequence:
MGVKGLLFSIVLINLSLLGLCGYPRKPVDVPFWKNYEPSWASHHIKYLSGGSTVDLVLDRSSGAGFQSKKSYLFGHFSMKLKLVGGDSAGVVTAFYLSSNNAEHDEIDFEFLGNRTGQPYILQTNVFTGGKGDREQRIYLWFDPTKGYHSYSVLWNTFQIVIFVDDVPIRAFKNSKDLGVKFPFNQPMKIYSSLWDADDWATRGGLEKTDWSNAPFTASYTSFHVDGCEAATPQEVQVCNTKGMRWWDQKAFQDLDALQYRRLRWVRQKYTIYNYCTDRKRYPTLPPECTKDRDI*

NbL01g10820.1 xyloglucan_endotransglucosylase/hydrolase_protein [MW − SP = 31.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00043 Glutathione S−transferase, C−terminal domain PF02798 Glutathione S−transferase, N−terminal domain

Protein sequence:
MEERADLKLLGTKESLFTQRIVWALKLKGIDYEFIEQDISSRSCTLLLVELNPVYKKVPVIVHFGKPLSESLVILEYIEETWPLNPLLPLDPFDRASARFWARFIDGKFYEAAKKAFFSSGESKAEGVDSVAEGLQLLEGQITGKKFFGGEKIGYVDIVVGWIAYWFQYVEEVGEFKAMDSKEYPCLNAWIKNFIQVPLIQQSLPKPDDVKAVFKGFKDAALADTN*

NbL01g10780.1 glutathione_S−transferase_U7−like [MW = 25.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00125 Core histone H2A/H2B/H3/H4 PF16211 C−terminus of histone H2A

Protein sequence:
MDAATKTTKGAAGRKGGGPRKKAVTKSIKAGLQFPVGRIARFLKKGRYAQRVGSGAPIYLAAVLEYLAAEVLELAGNAARDNKKSRIIPRHVLLAVRNDEELGKLLSGVTIASGGVLPNINPVLLPKKTAAVEEKASKPKATKSPKKA*

NbL01g10730.1 histone_H2A.1 [MW = 15.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MTSTLPSSSPWPDSNPFVSPHMSENSPQALESGDRSSLSDLSDISSAITAATAVDDEHRSETSVTSPAAAATTATTLQNINPNPSSISLPIDSSTPNILYLSFNQDHGCFAAGTDRGFRIYNCDPLREIFRRDFAGNANGGGGICVVQMLFRCNILALVGGGPEPQYPLNKVMIWDDHQSRCIGELSFRSEVKSVRLRRDRIVVVLAQKIFVYNFADLKLLHQIETVANPKGLCEVSQVSGSMVLVCPGLQKGQVRVEHYASKRTKFIMAHDSRIVCFALTNGGRLLATASSKGTLVRVFNTLDGSLVQEVRRGADRAEIYSLAFSSTAQWLAVSSDKGTVHVFNLKVDSAAVGVDRPRGASESNATSPSAVSHLSFIRGVLPKYFSSEWSVAQFRLPEGLQHIVAFGHQKNTVVILGMDGSFYRCQFDAAAGGEMTLLEHHSFLKPEENF*

NbL01g10720.1 autophagy−related_protein_18a−like [MW = 48.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00305 Lipoxygenase PF01477 PLAT/LH2 domain

Protein sequence:
MFLEKIVDAISGKDDGKKVKGTVVLMKKNVLDFTDINASVLDGVLEFLGRRVSLELISSVHVDPANGLQGKRSKAAYLENWLTNKTPIAAGESAFRVTFDWDDEEFGVPGAFIIKNLHFSEFFLKSLTLEDVPNHGKVHFVCNSWVYPANKYKSPRIFFANQAYLPSETPEPLRKCRENELVTLRGDGTGKLEEWDRVYDYAYYNDLGDPDKGKELSRPVLGGSSEYPYPRRGRTGREPTKSDPNSESRIPLLMSLDIYVPRDERFGHIKLSDFLTFALKSIVQLLLPEFQALFDSTPNEFDSFEDVLKLYEGGIKLPQGPLLKAITDNIPLEILKELLRSDGEGLFKYPTPQVIQEDKTAWRTDEEFGREMLAGVNPVVISRLQEFPPKSKLDPKTYGNQNSTITREQIEDKLDGLTIDEAIKTNKLFILNHHDILMPYLRRINTSTDTKTYASRTLLFLQDNGTLKPLAIELSLPHPDGDQFGAVSKVYTPADQGVEGSIWQLAKAYAAVNDSGVHQLISHWLNTHAVIEPFVIATNRQLSTLHPIYKLLHPHFRETMNINALARQILINGGGLLELTVFPAKYSMEMSAVVYKDWVFPEQALPTDLIKRGVAVEDSSSPHGIRLLIQDYPYAVDGLKIWSAIKSWVTEYCNYYYKSDDAVQKDTELQAWWKELREEGHGDKKDEPWWPKMQTVQELIDSCTITIWIASALHAAVNFGQYPYAGYLPNRPTLSRKFMPEPGSPAYEELKTNPDKVFLETITPQLQTLLGISLIEILSRHSSDTLYLGQRESPEWTKDQEPLSAFGRFGKKLSDIEDQIMQMNGDEKWKNRSGPVKVPYTLLFPTSEGGLTGKGIPNSVSI*

NbL01g10540.1 probable_linoleate_9S−lipoxygenase_5 [MW = 97.51 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00557 Metallopeptidase family M24

PF01321 Creatinase/Prolidase N−terminal domain
PF16188 C−terminal region of peptidase_M24

PF16189 Creatinase/Prolidase N−terminal domain

Protein sequence:
MESLAASFSASTTTLLNSSSKLHHHPPRRFRFLSLSLPIFRKFKTCPKFSSKSPNHLNLLIVRSSSSSSSSITAKPSSEFQKKGGRDRKEEDNKLRALRELFSKPGVNVDAYIIPSQDAHQSEFIAECYMRRAYISGFTGSAGTAVVTKDKAALWTDGRYFLQAEKQLNSSWVLMRAGNLGVPTPSEWLNTVLEPGCRIGIDPFLFSSDAAKEFKEDISKGNHELVLLYDFNLVDEIWKESRPTPPKEPIRLHGLKYAGVDVSSKLLSLRSELRHAGASAVVISMLDEIAWLLNLRGNDVPHSPVMYAYLVVEIDGAKLFVDDTKVTSKVMEHLTNAGVELRAYESILSEIESLAAKGAKLWLDTSSVNAAIVNSYESACYKYPWNSATKSRRKKTANLDYNDQSGGSCAVYRSSPVSLRKAVKNDAELEGMRNCHLRDAAALAQFWAWLEDEIQRNVILTEVEVADKLLEFRSHQDGFLDTSFDTISGSGANGAIIHYKPEPDSCSVVDGKELFLLDSGGQYIDGTTDITRTVHFGEPSARERECFTRVLQGHIALDQAVFPENTPGFVLDAFARSSLWKVGLDYRHGTGHGVGAALNVHEGPHSISFRFGNMTPLLRGMIVSNEPGYYEDHQFGIRIENLLYVKETDTPNRFGGIGYLGFEKLTFVPIQTKLVDISLLSVAEVEWLNSYHLQVWEKVSPLLDGSACQWLWNNTRPLTKL*

NbL01g10510.1 probable_Xaa−Pro_aminopeptidase_P [MW = 80.29 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00501 AMP−binding enzyme

Protein sequence:
MESSAERRLKAIQNHLVPVIDDRSLSFIRSNPTAGEFVQGQGFSVVLPEKLQTGKWNVYRSARSPLKLITRFPDHPEIATLHDNFEHAVQTYQDYKYLGTRIRVDGTIGDYKWMTYGEAGTARTAIGSGLHYYGLQPGARVGLYFINRPEWLIVDHACSAYSYSSVPLYDTLGPDAVKYIVNHADVQAIFCVPGTLNTLLTFLSEIPSVRLIVVVGGIDEHLPSLPSTTGMKLLSYTRLLSQGRSSMQPFCPPKPEDIATICYTSGTTGTPKGVVLSHANLIASVAGMTLSIKFYPSDIYISYLPLAHIYERANQITSAYYGVAVGFYQGDNLKLMDDLATLRPTIFSSVPRLYNRIYAGITNAVQTSGILKQRLFNAAYNSKKQAVMNGRKPSPMWDRLVFNKIKDKLGGRVRLMTSGASPLSPDVMEFLRVCFGCLVMEGYGMTETSCVISSMDDSDLLTGHVGSPNPACEIKLVDVPEMSYTSEDQPHPRGEICVRGPIIFEGYYKDEVQTREVIDEDGWLHTGDIGLWLPGGRLKIIDRKKNIFKLAQGEYIAPEKIENVYAKCKFVAQCFVYGDSFNSSLVAVVCVEPDVFKEWASSEGIKYESLGQLCIDPRAKAAVLAEMDAVGKEAQLRGFEFAKAVTLVIEPFTIENGLLTPTFKVKRPQAKAYFAKAISDMYNELSTSDPVSQKSL*

NbL01g10500.1 long_chain_acyl−CoA_synthetase_6_peroxisomal [MW = 77.1 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00703 Glycosyl hydrolases family 2

PF02836 Glycosyl hydrolases family 2, TIM barrel domain
PF18368 Exo−beta−D−glucosaminidase Ig−fold domain

Protein sequence:
MVEIGKIVLDTGWLAARSTELEVNGVELTTTHPPTQPESPWMEAVVPGTVLGTLVKNKLVPDPFYGLENESIIDIADSGREHYTFWFFTTFDCKLSNNQHVDLNFRAINYSAEVYLNGHKEVLPKGMFRRHSIDITDILHPDGHNLLAVLVYPPDHPGRVPPQGGQGGDHEIGKDVAAQYVEGWDWMAPIRDRNTGIWDEVSITVTGPVKIVDPHLASTFFDGYKRVYLHSTIELVNKSAWVADCSLNIQVSTELEENTFLIEHLETQHVSISPGANIHYTFPQLYFYKPNLWWPNGMGKQHLYNVEITVDVQGYGESDAWSHHFGFRKIESHIDSATGGRLFKVNGQPIFIRGGNWILSDGLLRLSKERYKTDIRFHADMNFNMMRCWGGGLAERPEFYHYCDLYGLLVWQEFWITGDCDGRGDPVSNPNGPLDHELFLLCARDTIKLLRNHPSLALWVGGNEQVPPPDINAALKNDLQLHPYFMKSNDSGISAITPVLKDPSQYLDGTRVYIQGSMWDGFADGKGDFTDGPYEIQNPEDFFKHDYYKYGFNPEVGNVGMPVAATIRATMPPEGWQIPLFKKLSDGYIEEVPNPIWNYHKYIPYSKPGKVHDQILSYGTPKDLDDFCLKAQLVNYVQYRALLEGWTSQMWSKYTGVLIWKTQNPWTGLRGQFYDHLHDQTAGFYGCRSAAEPIHVQLNLATYSIEVVNTMSEELPNVAIEASIWDLEGECPYYKTSEKLTVPPKKTISTFEMKYPKSKNPKPVYFLLLKLYDVSDYRIYSRNFYWLHLSGGDYKLLEPFREKRPALKITSLTFIKGSSYEMRMHIHNTSKKPDSNTPLYRNNFIRRNDSCDESDSTESFDLSDGENHEISVYEKIRRNFSGEHSKAKVSEVNGTGKGVAFFLHFSVHASKKEHKKGEDTRIIPVHYSDNYFSLVPGEVMTITISFEVPPGVTPRVTLHGWNHHGGHTIP*

NbL01g10480.1 mannosylglycoprotein_endo−beta−mannosidase [MW = 110.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00587 tRNA synthetase class II core domain (G, H, P, S and T) PF02403 Seryl−tRNA synthetase N−terminal domain

Protein sequence:
MLDINLFREDKGHNPEIIRESQRRRFADVGLVDQVIQLDKEWRQRQFELDNLRKDFNKINKEVARLKISGEDASHKIKDTEENKQLTAKKEAEVQEARAALYSKLEIIGNLVHDSVPVSNDEANNAIVRSWGEKRTENGLKNHVDLVELLGIADIKKGANVAGGRGYYLKGDGVLLNQALINFALNFLRKRGYNPLQTPFFMRKEIMAKCAQLAQFDEELYKVTGEGDDKYLIATAEQPLCAYHLDDWIHPSQLPLRYAGYSSCFRKEAGSHGRDTLGIFRVHQFEKVEQFCLTSPNGNDSWDMHEEMIKNSEEFFQLLKIPYQIVSIVSGALNDAAAKKYDLEGWYPASSTYRELVSCSNCTDYQSRKLEIRFGQKKGNEQAKQYVHLLNSTLTATERTICCILENNQREDGVEIPEVLRPYMDGVTFMPFQTPPAKEAKGKKSKA*

NbL01g10330.1 serine−−tRNA_ligase−like [MW = 51.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13561 Enoyl−(Acyl carrier protein) reductase

Protein sequence:
MASGGQTFPPQKQETQPGKEHAMDPTPHHSSQDYKPANKLRGKVALVTGGDSGIGRAVCHCFALEGATVAFTYVKSQEEKDAQETLGLLRQAKAVDAKDPMAVPTDLGFDDNCKKVVDEVVNSYGRIDILVNNAAEQYEATSVEEINEERLERVFRTNIFSYFFVTRHALKHMKEGSSIINTTSVTAYKGNAKLLDYTATKGAIVAFTRGLALQLVERGIRVNGVAPGPIWTPLIPASFTEEECANFGKQVPMKRAGQPIEVAPSYVFLASSPESSYISGQVIHPNGGTIVNA*

NbL01g10290.1 glucose_and_ribitol_dehydrogenase_homolog_1 [MW = 31.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01063 Amino−transferase class IV

Protein sequence:
MFFAAKPKKTKLIVVVLVLNIQSRYTRKASCVILGKMGEEAEVIHSWSAPRSLSTSLMYSFAQRNDIEVLDEPLYANFLRVTGADRPYKEELRSRMENDGNRVVKEVIFGAGVKKYRYCKHIAKQRVPGLTNELMKRGKHFILIRNPLDILPSFDKVVLPSFLELGLAELVSIYSELSELGKPPPVIDAADIQENPEAALRGLCEDLDIPFQDSMLRWEAGPKSFDGIWAPWWYKSVHKSTGFAPAKQYPTPFPTSLHDLLEQSLPFYNMLKRHARRSSYILNSTLPHPSLPVPANEKLLVWVGDEIVPRETAKVSVFDSVVQGGDAVWEGLRVYSGKLFKLEEHLDRLFDSAKALAFSNVPTREEVKEAIFKTLLTNGMFDNAHIRLTLTRGKKVTSGMSPSFNRYGCTLIVLAEWKPPVYDNEKGIMLVTATTRRNSPNNLDSKIHHNNLLNNILAKIEGNNAGADDAVMLDKDGYVSETNATNIFLVKKGRVVTPHADYCLPGITRATVMELVLNENFVLEERRISLSEFHTADEVWTTGTMGELSPVVKIDGRIIGDGRVGPITQTLQNAYKKLAEESGVSIPTYQKS*

NbL01g10140.1 branched−chain−amino−acid_aminotransferase−like_protein_1 [MW = 66.4 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 83 165 247 329 412

Protein length

Gel Slice

3.6 4.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6 7

Peptide counts over 4 repeats

1 83 165 247 329 412

Pfam domains

Pfam Description
SP Sequon TM Domain PF00657 GDSL−like Lipase/Acylhydrolase

Protein sequence:
MASSTTCFLHILALFICLPLANTIDFNYPAVFNFGDSNSDTGGLVAGVGDRLEPPNGQTYFQKPSGRFCDGRLIIDFLMDAMDLPFLNSYLDSLGAPTFRKGANFAAAGSTILPATASSVSPFSFGIQVAQFFRFKNRVLEIQAKTRKYDKYVPAQDFFQKGLYMFDIGQNDLAGGFYSKTLDQILASIPTILVEFEDGVKVKSNNRKLCRTPVVIIKRSSKLVSVSFLTSQRLYELGARNFWVHNTGPLGCLGQNIAKFGTDSSKLDELGCVSSHNQAAKILNLQLYALCKKLQSQYADANITHVDIFTIKSNLIANYSRYGFEQPLMACCGYGGPPLNYDSRVACGLTKVIDGNNVTAKACNDSSEYINWDGIHYTETANQFVASQILTGKYSDPPFADKMPFLLKLKF*

NbL01g10120.1 GDSL_esterase/lipase_At1g54790 [MW − SP = 42.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03199 Eukaryotic glutathione synthase PF03917 Eukaryotic glutathione synthase, ATP binding domain

Protein sequence:
GAQGTLDDNKVTQKRDPKDVKMGSGYSSSSFSQSSSTLTQCCATVPLQLQESHSNSLNFCSATRFLEPHLNKSSKILIPKSPFSAILPLKCAKKMQTQVEDSVKPIVDPHDIYPKLLQKLSYDALVFCSLRGLVVGDRNSERSGTVPGVGMVHAPVALLPMSFPESQWNQACEVAPIFNELVDRVSQDGEFLQQSLSRTKKVDPFTSRLLEIHSKMLQINKKEEIRLGLHRSDYMLDEQTKLLLQIELNTISSSFSGLSCLVSELHRSLLHQYRECIALDPNKIPTNNSVNQFADALAKAWNEYGDPRAVVMFVVQAEERNMYDQHWLSASLGEKHQVTTTRKTLAEIDAQGELLEDGTLVVDGEAVAVIYFRAGYAPSDYHSESEWKARLLMEQSRAVKCPSISYHLAGTKKIQQELAKPNVLERFLENKDDVAKLRKCFAGLWSLDESDTVKDAIERPVLYVMKPQREGGGNNIYGEDVKEALLKLQKEGTGSDAFILMQRIFPTVSHSILMREGIPHKEQTISELGIYGTYLRNEKEVLINQQSGYLMRTKVSSSNEGGVAAGFAALDSIYLV*

NbL01g10080.1 glutathione_synthetase_chloroplastic [MW = 64.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MINSTTESSDVKYHLPKRIILVRHGESQGNKDDNAYSVTPDYKIPLTTRGIEQANQAGSRILDVVSDHGSSENWKVYFYVSPYVRTRSTLREIGQAFPRDRVLGVREECRVREQDFGNFQVAERMKVIKETRERFGRFFYRFPEGESAADVYDRVSHFLESLWRDVDMNRHHHDPNDELNLVIISHGLASRVFLMKWFKWTVEQFEYLNNLGNCEFRVMELGAGGEYSLAVHHSDEEMLEWGLSPEMIADQKWRANASRGSLNDHCPTYLDAFFDHLTDSNDEDGEDVKSNNNLLCP*

NbL01g10030.1 broad−range_acid_phosphatase_DET1−like [MW = 34.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01113 Dihydrodipicolinate reductase, N−terminus PF05173 Dihydrodipicolinate reductase, C−terminus

Protein sequence:
MWAAIKVPSNIHGGIIHYNCSSKTGNSSGFVRGRKSLVKMCSTSDQHVQLIQNTPSIDALPIMVNGCTGKMGRAVLEASISAGLQPVSVCFSGPEDAGKIVEVSGKEITVHGPSDRETILSSVVEEHPNLIVVDYTVPTAVNDNAELYSKVGVPFVMGTTGGDREKLYKTVADSKVYAVISPQMGKQVVAFLAAMEIMAEQFPGAFSGYTLQVMESHQASKLDTSGTAKAVISCFQKLGVSFDLDEVQLIRDPKQQVEMVGVPEEHLLGHAFHMYHLTSPDGSVSFEFQHNVCGRSIYAEGTVDAILFLAKKVKLKEEKRIYDMIDVLREGNMR*

NbL01g09900.1 4−hydroxy−tetrahydrodipicolinate_reductase_1_chloroplastic−like [MW = 36.26 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00132 Bacterial transferase hexapeptide (six repeats)

PF00483 Nucleotidyl transferase
PF02020 eIF4−gamma/eIF5/eIF2−epsilon

Protein sequence:
MVAKKGGSKGGGIGGADDAEEELARTPVQAIVLADSFTTKFRPITLERPKVLLPLVNAPMIDYTLAWLESAGVEEVFVFCSAHSKQVIDYLDNSNWFGQPNFSVTTIESHNAISAGDALRSIYEQHVIRGDFILVSGDTVSNMSLSQALKEHKERRRKDSNAVMTMVIKQSKPSPITRQSRLGTEELFMVIDPETKQLLYYEDRGDNLKGYLSLDKALLADTSISLQNDKQDCYIDICSQEVLSLFTDNFDYQHLRRDFVKGLLVDDIMGYKIYTHEIHSSYAARIDNYRSYDTISKDIIHRWTYPLVPDVQFFGNSATKLERQGMYRAPEIKQSRSAKIGPFTVIGTGTSIGNNTEISNSVVGEGCSIGSNVTIEGCYIWHNVTIEDGCKLKHSIVCDGVTMKSGAALEPGVVLSFKVVVGRNFLVPAYSKVSFLQQPIKQDSDEELEYADNSSGITESPSISGTLDELNEEERTELAESQEYEVGDGGVGFIWLISEGGQEEEWRHSVAPIPVDKLVGIMQITNDEADISNEDGTFLPPSGELGPDSITNDSNEDGEDTRDDSVIFEREVEATFQRAVEEEVTEDHVILEVNALRLSYNMTSADCAGALFYSVMKLALDAPHDSPIELVKNVATAVKKWKKLLKYYLPSIDEEIEVILKFEEMCLESAKEYSPLFVQILHHLYDQDIIQEEAILDWASEKEEAEESDKVFVKQSEKFIQWLKEASEEEDED*

NbL01g09760.1 translation_initiation_factor_eIF−2B_subunit_epsilon [MW = 81.99 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
KPKTTTANTSYWDVKPSRPIFSPLGSHCFIFNTYSVQEMRRSLSKLSHCSIGRPPTTPPSSISSTFSTFSGGGGGRGRGRGYESPNFGFSPGKPDFNESKPESSPPTATPTGIGHGRGRGTPFPSSPILPSFSSFVDKPNPNPNPSAGRGRGGPVQFTPPQPQPQQQHQQPSPLKKPIFFAKEETSDSNPSSSDAPNQREDSNLASSLTSLLSGAGRGKPLQTASSPVSEKPKEENRHLRIQQHQQRADADSGKRESSPPPQRLSREDAVKKAVGILSRHSDGDGGGDGGGGRGVGGFRGRGGRGAMRGRGGRGRGRGRGYGRRDENEDDSLESGFYLGDNADGEKMANKLGPETMNTLAEAFEEMSARVLPSPMDDAYVEALHTNMMIECEPEYLMGDFESNPDIDEKPPISLRDALEKMKPFLMAYEGIKDQEEWEKVIEETMETVPLMKEIVDYYSGPDRVTAKQQQQELERVAKTIPQSAPNSVKRFTEHAVLSLQVKYYQLVICFSNSLSLIRMKQYETSFFESLDIANWSKNERHLSEHKRKEKLTYYTRNQLFFYLV*

NbL01g09670.1 translation_initiation_factor_IF−2−like [MW = 62.24 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 36 71 106 173

Protein length

Gel Slice

4.7 5.6

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 1 2 3 4 5 6 7

Peptide counts over 4 repeats

1 36 71 106 173

Pfam domains

Pfam Description
SP Sequon TM Domain PF13302 Acetyltransferase (GNAT) domain

Protein sequence:
MESSKVTLRPYRSSDVDDLLLWGGDDRVTRSIHFSTLTSKEDASTFIEKSTIPWRRSICIDDRSIGIVVARPGSDDDKCRAEIGYALAAEYWGQGITPKAVKMAIPLIFSDFPEIVRLQALSDANNRASHRVLEKAGFVKEGMFRKYFYFKGEIKDVVLYGLLSTDPIPLHP*

NbL01g09660.1 uncharacterized_N−acetyltransferase_p20−like [MW = 19.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00692 dUTPase

Protein sequence:
KPFSISKLNHISKFCSRAFTFPHLKMAANGINSFFRVKKLSDNAVLPSRGSSLSAGYDLSSATKTKVPARGKALVPTDLSIAVPEGTYARIAPRSGLTWKHSIDVGAGVIDADYRGPVGVILFNHSDVDFEVKIGDRIAQLIIEKIIVPDVEEVDDLDSTVRGSGGFGSTGV*

NbL01g09640.1 deoxyuridine_5'−triphosphate_nucleotidohydrolase−like [MW = 18.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MEEKSDIAKDVTELIGNTPMVYLNKIVEGCVAQIAAKLESMEPCSSVKDRMAYSMIKDAEDKGLITPGKTVLLEVTSGNTGIGLAFIAAARGYKLVTVMPASYSLERRIVLKALGSELYITDPAKGIDGVLQKAEEILDKTPNCHFFRQFENPANPKIHYETTGPEIWKSTGGKVDIFIAGIGTGGTVTGAGRFLKEKNPEMKVYGIEPTENALLNGGQKGPHKIQGIGAGFVPAVLDLSILDEVLQVSSDEAIEMTKLLAVKEGLLVGISSGAAAAAAVKVAKKPENAGKLIAVIFPSFGERYLSTVLFDSIREEVENMTFE*

NbL01g09630.1 cysteine_synthase−like [MW = 34.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00383 Cytidine and deoxycytidylate deaminase zinc−binding region

Protein sequence:
MEEANVVEAKDGTISVASAFAGHQEAVQDRDHKFLTQAVEEAYKGVECGHGGPFGAVVVRNDEVVVSCHNMVLKYTDPTAHAEVTAVREACKKLNRFELSDCEIYASCEPCPMCFGAIHLSRIKRLVYGAKAEAAIAIGFDDFIADALRGTGFYQKAQLEIKKADGKGALIAEQVFEKTKEKFTIY*

NbL01g09600.1 guanine_deaminase−like [MW = 20.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00293 NUDIX domain PF15916 Domain of unknown function (DUF4743)

Protein sequence:
MGCNYYCHSISHRLPRFISYTPIPISSLKSPISPFRRRQLRSFAISAAGGSVFTWDDVFQLPESPQNDSSTLSAFFDKIKLCNRNSEKQSDFMPFVIEDQTIGYVHHVFADYLKPFQNVFIFPQNTSQYCTLHPNLRTPEDRTKAVANVVKSLGELIPGIRNELYPVVSAFGEPVFFSLERAAAPYFGIKAYGIHMSGYVEKNDQKFLWLAKRSATKSTYPGMLDHLVAGGLPHGISCGENVVKECKEEAGIPRSISRQAVPVGAVSYIDIEGYRMKRDVLFCYDLKLPAEGFVPHNEDGEVESFRLVPVTQVANVIRSASFFKANCNLVIIHFLFRHGYIRPEEFGYLRLLQSLKSGCCS*

NbL01g09550.1 nudix_hydrolase_20_chloroplastic−like [MW = 40.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01593 Flavin containing amine oxidoreductase

Protein sequence:
MVSDMSSNAPKGLFPPEPEHYRGPKLKVAIIGAGLAGMSTAVELLDQGHEVDIYELRPFIGGKVGSFVDRRGNHIEMGLHVFFGCYNNLFRLLKKVGAEKNLLVKDHTHTFVNKGGEIGELDFRFPVGAPLHGINAFLTTNQLKTYDKARNAVALALSPVVRALVDPDGALQQIRDLDSVSFSEWFMSKGGTRTSIQRMWDPVAYALGFIDCDNISARCMLTIFALFATKTEASLLRMLKGSPDVYLSGPIKKYILDKGGRFHLRWGCREVLYETSSDGSMYVSGLAMSKATQKKIVKADAYVAACDVPGIKRLVPQKWRELEFFDNIYKLVGVPVVTVQLRYNGWVTDLQDLERSRQLKRATGLDNLLYTPDADFSCFADLALASPEDYYIEGQGSLLQCVLTPGDPYMPLLNDEIIKRVSKQVLSLFPSSQGLEVTWSSVVKIGQSLYREGPGKDPFRPDQKTPVENFFLAGSYTKQDYIDSMEGATLSGRQASAYVCDAGEKLVALRKKIATAESNEISEDVSVSDELSLV*

NbL01g09540.1 zeta−carotene_desaturase_chloroplastic/chromoplastic [MW = 59.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00069 Protein kinase domain PF13426 PAS domain

Protein sequence:
MDSSSSGYKDQRRSLDVFDPTLTREGGKSASSRNEGIDVQEVPMKGVESGTMTGTNKPMNKWMAFDPNGKKGEDNGNANSQIPSEPSIAARAAEWGLTVRTDVGEGSFHAISRSGENSFADGERGKNSLEKYSVGSTRTSEESYEDTKFPRVSQELKDALATLQQTFVVSDATKPDCPIVYASSGFFTMTGYSSKEIVGRNCRFLQGKDTDQKEVEKIREAVKTGKSYCGRLLNYKKNGTPFWNLLTVTPIKDDTGKTIKFIGMQVEVSKYTEGINEKALRPNGLPKSLIRYDARQKEKALGSITEVVQTVKNPRSHMKSASQDASSRTDKEKLQLDFMLPKSAETESMKTPGRYTPRWETASDMSVQESDKKSRKSARVSLKGFKGRSSSISAPLENEQNIGPEVQMTKDVERTDSWERAERERDIRQGIDLATTLERIEKNFVISDPRLPDCPIIFASDSFLELTEYTREEILGRNCRFLQGPETDQATVQKIRDAIREQREITVQLINYTKSGKKFWNLFHLQPMRDQKGELQYFIGVQLDGSDHLEPLRNRLSEQTEQSSAKLVKATAENVDEAVRELPDANSKPEDLWALHSKPVYPRPHKRDSALWTAIQKITANGERIGLNNFKPVRPLGCGDTGSVHLVELKGTGELFAMKAMDKSIMLNRNKVHRACVEREIIALLDHPFLPALYSSFQTETHVCLITDFCPGGELFALLDRQPMKIFKEESARFYAAEVLIGLEYLHCLGIIYRDLKPENILLQADGHLVLTDFDLSFKTSCKPQVIKHPPSKRRSRSTPPPTFVAEPISQSNSFVGTEEYIAPEIITGAGHSSAIDWWALGILLYEMLYGRTPFRGKNRQKTFANILNKDLTFPSSIPVCLAARQLIHALLNRDPASRLGSNGGASEIKDHPFFRGINWPLIRCMTPPPLDAPLQLIGKQSGTKDIDWNDDGVLDQPMDLF*

NbL01g09530.1 phototropin−2−like [MW = 107.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01142 tRNA pseudouridine synthase D (TruD)

Protein sequence:
KYLTLVFAYVSTIRLMLKTLCSKLRSHQQLLTKTLQQVLGHPKILKPYNSFFDQSLLPATMMKTMDESDVGISCYISKLPGFRGILKQRYSDFIVNEVDLDGNVVHLTSLEAPAEMCSEDKDVNISDQLNKSYAAEIESFRSLAGDSDADKLKGLIDKLNSGVDVTDESVVLSPSSDKLHRTAIHNFFKERLKFLVTDAVDGPEDSSKCVRVRLNKGGNNGRGRFSRKRKDRNDKPYDSRGSDSWPEHLGKFLRFHLFKENKDTQEALNVIAKMLGVQPRSFGFAGTKDKRAVSTQRVTVFKQRASRVAALNERLIGIKVGDFCHVKEGLLLGQLYGNRFTITLRGVSADSADIIKASAVALGEHGFINYFGLQRFGSSSVPTHLIGAALLRGEWKAAVSLILDPREGKKNAISTVREYYKESGDTDGTLRQLPRHLVAERAILQCLKKSPGNCLQALKGIPRTLRMMYVHSYQSYLWNHAASMRVQKHGFDQVVLGDLVYSKEQPKEKETFVAACEDVNGNEMDDYSNLDETSETDPPEEKNISVKAINEEDLISGTYTIEDVLLPLPGSRVIYPSNDIGEVYCDLAQKDGISLTETAHKIKEFSITNMTGAYRRVFQKPKDFEWELLSYTDGTIPLAETDFDAIAKSKKKSKVREEKSTNGSEELAADYGTSSAISEGGDMLPVKGCEEKINCEAMQSEESQSGGNVQESEMALKLSFTLPASCYATMAVRELLKTSTSVAFHKSLNE*

NbL01g09450.1 multisubstrate_pseudouridine_synthase_7 [MW = 83.47 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06026 Ribose 5−phosphate isomerase A (phosphoriboisomerase A)

Protein sequence:
MASLSLISPHSPSTLRHNAISGTRLPAFFLRNPITRIRSTTPSIKALSVPSALTQDELKKLAADKAVEYVKSGMVLGLGTGSTAAFVVAKLGELISSGQLTNIVGVPTSKRTEEQALSLNIPLSTLDDHPHLDLAIDGADEVDPNLDLVKGRGGALLREKMVEAASDKFVVVVDDSKLVSGLGGSGLAMPVEVVQFCWKYNLVRLQELFKAEGVDAKLRVDGNGKPYVTDNSNYIVDLYFKTPIRDSAAAGKEIAALEGVVEHGLFLDMTTAVIIAGKEGVSVQSK*

NbL01g09390.1 probable_ribose−5−phosphate_isomerase_3_chloroplastic [MW = 30.36 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06201 PITH domain

Protein sequence:
MSAESASAIPKGQVDLLDFIDWSGVECLNQNSSHSVSNALKQGYREDEGLNLESDADEQLLIYIPFNQVIKLHSFVIKGPEEEGPKTVKLFSNKEHMGFSNVSDYPPSDTAVLSEDNLKGKPVILKYVKFQNVRSVTIFIEDNQSDSELTKVQKIVLYGTTVETTDMKGLKKIEDH*

NbL01g09380.1 PITH_domain−containing_protein_At3g04780 [MW = 19.65 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MSDGGLTVLDGTQLRAVSLSLPSSDGSSFTGAQLLDFAESKVSESLFGFSLPDTLKSAALKRLSVADDLGFRREQLDRENAMSIFRNYVAAIADELQDDPIVIAILDGKTLCMFLEDEDDFAMLAENLFTDLDTEDRGKIRRNQIRDALIHMGVEMGIPPLSEFPLLSDILKSHGAEGEDELGQAQFAHLLQPVLQELADALAKNPVVVVQKIKINNGSKLRKVLADEKQLRETVEKIMQEKQDEKDSPSNKDVIRCYLEKNGASLGLPPLKNDEVVILLYDIVLGDMENGKTDAASDKDEILVFLKDILEKFAAQLEVNPTFHDLDN*

NbL01g09320.1 uncharacterized_LOC104217073 [MW = 36.25 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01370 NAD dependent epimerase/dehydratase family

Protein sequence:
MGSSGMDYGAYTYENLEREPYWPTEKLRISITGAGGFIASHIARRLKSEGHYIIASDWKKNEHMTEDMFCHEFHLVDLRVMDNCLKVTKDVDHVFNLAADMGGMGFIQSNHSVIFYNNTMISFNMMEAARINGVKRFFYASSACIYPEFKQLETNVSLKESDAWPAEPQDAYGLEKLATEELCKHYNKDFGIECRIGRFHNIYGPFGTWKGGREKAPAAFCRKAQTAVDKFEMWGDGLQTRSFTFIDECVEGVLRLTKSDFREPVNIGSDEMVSMNEMAEMVLSFEDKKLPIHHIPGPEGVRGRNSDNTLIKEKLGWAPTMRLKDGLRITYFWIKEQIEKEKSQGVNIANYGSSKVVGTQAPVELGSLRAADGKE*

NbL01g09310.1 GDP−mannose_35−epimerase_1−like [MW = 42.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02416 mttA/Hcf106 family

Protein sequence:
MAIISASAAATTLSLSLTAKPISSSSSLSVSTARIPTLCSSSSLFFNSNRSLFVGPARKVKSSGKKGLSCNCLFGLGVPELVVIAGVAALVFGPKQLPEVGRTIGKTVKSFQQAAKEFETELKKEPEASAEPTAEKAMEASQEEKQDATVSSTKESS*

NbL01g09280.1 sec−independent_protein_translocase_protein_TATA_chloroplastic−like [MW = 16.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01920 Prefoldin subunit

Protein sequence:
MQQAGTSGSEVEVTWEDQQNINKFGRLNNRLHELHDEIKIAKETCENLEDASNELILTDEEIVRFQIGEVFAHVPKEEVESRIENMQEVTAKNLEKLEEEKETVVSQMAELKKILYGKFKDSINLEED*

NbL01g09270.1 probable_prefoldin_subunit_4 [MW = 14.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00187 Chitin recognition protein PF00967 Barwin family

Protein sequence:
KPTTGSDNTSSNTLKMGKLSTVLLALILFIIAAGANAQQCGRQRGGALCGGNLCCSQFGWCGSTPEYCSPSQGCQSQCSGGGGGGGGGGGSAQNVRATYHIYNPQNVGWDLYAVSAYCSTWDGNKPLAWRRKYGWTAFCGPVGPRGRDSCGKCLRVTNTGTGAQTTVRIVDQCSNGGLDLDVNVFRQLDTDGRGNQRGHLIVNYEFVNCGDNMNVLVSPVDKE*

NbL01g09230.1 wound−induced_protein_WIN1 [MW − SP = 19.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00967 Barwin family

Protein sequence:
MERVNNYYKLCMELFIMSMMVAMAAAQSATNVRSTYHLYNPQNINWDLRAASAFCTTWDADKPLTWRQKYGWTAFCDAAGPQGQDSCGRCLRVTNTGTGTQTTVRIVDQCRNGGLDLDVNVFNQLDTNGVGYQQGHLIVNYEFINCDD*

NbL01g09210.1 pathogenesis−related_protein_PR−4A [MW − SP = 13.63 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13450 NAD(P)−binding Rossmann−like domain

Protein sequence:
MTSACSNNPLLSSSFLLKSPKLPNVSIFFPKFYNPISPMNSNNKAPTGNSKNPTQRSSKSPGKYKPRYGTSRKSTLKKSLSQEQVNFTKPIPDDPVVGIIGGGMSGLTCALYLEKRGIRSTVFDTGIHGLGGRMGTRMIDHQPLIFDHAAQFFTVTNPKFAELVDDWLKRGLVREWQGPIGELEVGGNFVPFPSSPPKYIGVNGMRPLADSLLSQTSLVNVVRPCWVSTLEPFNGTWHLSEKEKPCGQFDAIVIAHNGKCANRLLASSGLPLIARQMKRLELSPIWALLAAFEDPLPTAVNAESLPFEGAFVKGVESVSWMANNTKKLLGRDSGQQCWTFFSTAAFGKQNKVPQESIPVATAERVKEAMLEGVEKALGLSKNSLQRPFYTRLQLWGAALPTNTPGVPCIFDPRGRAGICGDWLLGSSVEAAAISGIALADHIADYFEQGGPCSDEFAVGLHDDYKPLGGHDIGQFPGLEYVDQTTKPPALTLAT*

NbL01g09160.1 uncharacterized_LOC104210129 [MW = 53.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14631 Fanconi anaemia protein FancD2 nuclease

Protein sequence:
MVLLQNNQTASRKRPAVKSKTGFVPPFAPPAKIPKSAEENVPQMASELEAQKLGKSQNVSSTEKMISVLADAGCTLINPSGPPCLPSDLHKLRNSLNRLFSSDSSLKSEFLQGFSSYINSPGNLCRILSPSRRDGLGSVRSDSLARVLLLVPSIQSHIQNLLLEKLPEYFDVDPGGNVGGRSSSLCLEEDIARLILNQFRWLDFLVDSETFTEKLFQVLSICPVHLKKEIIGSLPEIIGEKNNKTIVDSLQEMLQEDSSIIVPMLDCFSNLHLDDMLQEQVITVALSCIRTIDVEHMPYLLRFLLLLATPANTRRIISHIRQQLKLVGASNVWTTQQSKMKGKSAVNNAEASILDALRTSLRFNKVICQETLNELKSLENVQNHKVIDIWLLMIIYMNSEPLQKSVEKLLKKKVLEGCIVETMFDQCVSGNKDLAQDHLPTLLSISEYLLACKEAKAQEFGIHMYTYLFKELVDSYSRQEVLGALITHVGSGISHEVSSALDVLVLLASKYSQELISLSSHITGILDYLETFSVQNLHKVYEAFSLLAFSAQVSTVSFGSPISNELLVIVRKQLSNPDLIYKKMGLIGTLKIVSYLGDAKATKQLSSSQKSNYEEALELLETSMNSCKQLPLPLIMFYDDLALTLKKKALHPAIVEWTSKHVGDFESKFLCDLDGGELMVKELYCGLEGDLWMNLDGDISPICLNVLPLVSSSLRAASSLQILPANFVLLSSIERLANQGSLAGIDALLGCPIHLPSSKFFSEPLWGSLSGKQKQIIILSLYYAANWLRELLNAFCTQAVNECDGFSQATREEITLKLFKRLRNLLFLESLLNSSLRQCSLSLPELQPHLESLSLNQLDHNRDQEIKNEHGNGNGGLSQKKKEKKTSQASLTDGKLRQPTIMDVLRKAGAVPSQEPSVSPSGTCSKGSAPEPSGNQLRNSKIPANVDVSTAVEHVEAQRYKFRPLLLDCFAILAFQKTQDSCCADPASELPLCLYILRDLNRKLDYFSPRRHILVRRMSVPPAFGEMKVIEFISKIQPLFPSLRRHLNSAVSGVRADTEICPDHWRTHSAFAGNPDIPSITISRPSVSRFVIKETLQCFGKMLNIPDVQRDWSVLSDLLEAFQPINMTDYFFQGMQLIPSPGDIGYLYAGAYSFVGTIFDSARAVSFALASDVLLSLESVLSSIRTILDNDLDDIGKDIRTGFSKELLSFLSKKLGTFAYKLLMEKCDGVNDIEDGQKVKAEVIQKLLRIYLENSESTSDSLSELACSVLPQVSSRKSAAEDGCSFPTLSPATFCIWYRVLHEENLAMINRLVKDISLLEKARGGVEVEDVKCLLKKLQQSVNVVVSLVNMCKTHDKVNVRAIAVKFGGKFVDSFLKAFGFLQGQFELQREQIIQMVRELQMATRTIQTLCSEAKGMKQTAITSKIPITKRSMERFLFRVKELLHSTSTGCTFWMGNLKHKNLMGDVVSSQAYIDDQNDNMDNVSLVDMVIDEPTDIAGE*

NbL01g09120.1 Fanconi_anemia_group_D2_protein_homolog [MW = 166.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00013 KH domain

Protein sequence:
MEELNFIKEENAEELDQSLNQDENEGVPENSLLEVKQEQEQEQEPKQEQEEEQEQEQEQEKELQQEDVAATAGGGERWPGWPGESVFRMLVPSQKVGSIIGRKGEYIKKTVEESKARIKILDGPPGTSERAVMVSAKEDPDASLPPAIDGLLRVHKRVVDGLESDSSHPPPGTPGKVSTKLLVQAAQAGSLIGKQGTTVKTIQEASQCIVRVLGTEDLPVFALQDDRIVEVVGEPASVHKAVELIANHLRKFLVDRSIIPVFEMQMQMPNPPVEHMPPPQSWGPPPQAFPPSAVGGPGYGSNPHFMPPPSRQHDSYYPPADMPPSRQHDSYYAPVDMPPPLEKQPHQGISAYGREAPMSMHSSSNNTAAPSLITQITQHMQIPLSYADAVIGTNGASISYIRRVSGATVTIQETRGVPGEMTVEISGTASQVQTAQQLVQNFMADAGAPQAQTAPPADQGYNSYGAPPTSMYSSAPTNPGVPGQSGSYGSVYGTNYGY*

NbL01g09040.1 flowering_locus_K_homology_domain−like [MW = 53.82 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MNAPIIDPLQGDFPEVIEEYLENGIMKCIAFNRRGTLLAAGCFDGKCLIWDFETRGIAKEFKDEECVASITSVCWSKYGHRLLVSAADKSLALWDVVKGEKITRTTLQQTPLQARLHPGSSTPSICLVCPLSSAPMIVDLDTGNMTVLPVSPTEGGNGLAPASRNKSSDGSAPFSPTAACFNKYGDLVYVGNSKGEILIIDHKNVQVRGIVLVPGSAVIKNIVFSRNGQYLLTNSNDRTIRIYENLLPIKNALTGLDEATNDLNELEGVEKLKAVGAQCLALFREFQDSVTRVHWKAPCFSGDGEWVVGGSANKGEHKIYIWDRAGHLVKILEGPKEAIIDLAWHPVHPIVVSVSLAGVVYIWAKDYTENWSAFAPDFKELEENEEYVEREDEFDLNPEIEKVKESDANEDEDIDIVGVENDSTFSDSDMSQGEICFLPADPIPDAPEQQDKCVGSTSKLGESNQSGSPISEEAGQNGQVNHESSPFEGEDTGTTCVKRKRKPSEKVLELQAEKVKKPSQKTKPSGKHQN*

NbL01g09000.1 retinoblastoma−binding_protein_5_homolog [MW = 58.07 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00587 tRNA synthetase class II core domain (G, H, P, S and T)

PF03129 Anticodon binding domain
PF09180 Prolyl−tRNA synthetase, C−terminal

Protein sequence:
MGALRLPALTSIFTSSSVRSPPALKHRLRFPLRRPFSAQSTAEKAVATELGDGKAAKVVEKEKERVITPRSQDFNAWYLDVIANAELADYGPVRGTMVIRPYGYAIWEAIQDYLNVKFKETGHSNMYFPQFIPYSFIEKEASHVEGFSPELALVTVGGGKELEEKLVVRPTSETIVNHMFTQWIHSYRDLPLMINQWANVTRWEIRTKPFIRTLEFLWQEGHTAHATAEEAEKEAMQMIDVYIKFAYEQAAIPVIAGRKSRVETFAGASRTYTIEAMMGDRKALQAGTSHNLGQNFSRAFNTQFTDENGQRQHVWQTSWAISTRFVGGIIMTHGDDAGLLLPPRLAPVQVVIVPIWKKDNEKTGVLTASSSVKGTLQAAGIKVKIDDTDQRTPGWKFNFYEMKGVPLRIEIGPRDVSSGTVVISRRDVPGKQGKVFGISMEPSSLVAYVIDKLNEVQSSLLERATTFRDSNIVDVSSYNELKEAIAQGKWARGPWSASDEEELKVKEETGATIRCFPFEQPEGPKKCLMTGNSADEVAIFAKSY*

NbL01g08920.1 proline−−tRNA_ligase [MW = 60.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MACAALSANSCAIASSSNGRLSFCTFKKDSKLRQKQSLIRFRIRAASTDDSDCNDEECAPDKEVGKVSMEWVAGDNTKVVGTFPPRKRGWTGYVEKDTAGQTNIYSVEPAVYVAESAISSGSAGSTSDGAENTAAIAAGIALISLAAASSILLQVGKNSPPPVQTMEYSGPSLSYYINKFKPVEIVQASVAPETEAPTAPEVAQASVAAETEAPTAPEVESSALEAPAPQVEVQSEAPQDTSSSSSDVS*

NbL01g08750.1 protein_MAINTENANCE_OF_PSII_UNDER_HIGH_LIGHT_1 [MW = 25.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00338 Ribosomal protein S10p/S20e

Protein sequence:
MAAYAAMKPTKPGLEEPQEQIHKIRITLSSKNVKNLEKVCADLVRGAKDKRLRVKGPVRMPTKVLNITTRKSPCGEGTNTWDRFELRVHKRVIDLFSSADVVKQITSITIEPGVEVEVTIADS*

NbL01g08710.1 40S_ribosomal_protein_S20−2−like [MW = 13.73 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MASGGVGGGVVEWHLRPQVQKNPVVFFDITIGNIPAGRIKMELFADIAPRTAENFRQLCTGEFRKAGVPQGFKNCQFHRVIKDFMIQGGDFLKGDGSGCVSIYGSKFEDENFIAKHTGPGLLSMANSGPNTNGCQFFVTCAKCDWLDNKHVVFGRVLGDGLLVVRKIENVAVGANNKPKLACMIAECGEM*

NbL01g08660.1 peptidyl−prolyl_cis−trans_isomerase_CYP22−like [MW = 20.59 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF14541 Xylanase inhibitor C−terminal PF14543 Xylanase inhibitor N−terminal

Protein sequence:
SSTIYTCKHTLLNHTKSQNTFTSQSMEGSIIFSLPLLLFFTLAQGLTNPKCSSSFHQADKGSTLQVLHVNSPCSPLRHNAPQSWVDTVLQMQSKDQARLDLFASLVAGRSFVPIASGRQVIQTPTYIVRAKIGTPPQTLLVAVDNSNDVAWFPCSGCVGCSSTVFASDKSTTFKNVSCGAAQCSQVPNPTCGGSSCGFNLTYGGSSIAANLSQDTLTLSTDAVPSYTFGCVQKATGSSAPPQGLLGLGRGPLSFLSQTQSHYQSTFSYCLPSYKSPNFAGTLRLGPNGQPKRIKTTQLLRNPRRSSFYYVNLVGVKVGRRIVDIPPSALAFNPTTGAGTIIDSGTVFTRLVESAYTAVKNEFRRRMGRNTTVTSLGGFDTCYTVPITIPTITLMFAGMNVTLPQDNFLIRSSSSSTTCLAMAASPADPVNSVLNVIANWQQQNHRFLFDVPNSKLGVARETCS*

NbL01g08600.1 aspartyl_protease_AED3−like [MW = 49.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03358 NADPH−dependent FMN reductase

Protein sequence:
MAAQPLIKVAALCGSLRKASWNRGLLSASMEISRNSIKGMEIEYVDISLLPFVNEDLEINGTYPAAVEAFRKKIEDADCYLFASPEYNYSVTGPLKNAIDWASRPPNVWGDKAAAIVSAGGNFGGGRSHYHLRQIGIYIDLHFINKPEFFLNAFELPPKFDDQGVLTDEESKNRLKEVLLVLKAFSLRLKGKLSE*

NbL01g08580.1 NAD(P)H:quinone_oxidoreductase−like [MW = 21.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03358 NADPH−dependent FMN reductase

Protein sequence:
MQAAAVMAAQPVIKVAGLCGSLRKGSYNRGLLFAAMEICKESIKGMEIEYVDISPLPFLNTDLEVNGTYPAVVEAFRKKIEEADCYLFASPEYNYSVTGPLKNAIDWASRPPNVWADKAAAIVSAGGGFGGGRAQYHLRQIGVYLDLHFINKPEFFLNAFQPPSKFDSDGVLTDEETKQKLKAILLSLQAFTLRLKGKCE*

NbL01g08560.1 NAD(P)H:quinone_oxidoreductase [MW = 21.94 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF12807 Translation initiation factor eIF3 subunit 135

PF13424 Tetratricopeptide repeat
PF15044 Mitochondrial function, CLU−N−term

Protein sequence:
MAPNKNGRGKTKGDKKKKEEKVLPVVMDIMINLSDETQVILKGISTDRIIDVRRLLSVNTTTCNITNFSLSHEVRGPRLKDTVDVSALKPCLLNLVEEDYDEESATAHVKRLLDIVACTTSFGPSGSSGKELKSETSKNARGAQDNKSAKTSNKARANDKLPSPPQSPTPTPAQQLGKDAAAVDVEGEMSNTCPKIGSFYEFFSLSHLTPPLQFIRRATRQQDDEVLPDDHLFSLEVKLCNGKLVIIEACRKGFYNFGKQGILCHNLVDLLRQLSRAFDNAYDDLMKAFLERNKFGNLPYGFRANTWLIPPVGAQLPSIFPPLPVEDEKWGANGGGLGRDGKSDLLPYANEFLNVASMPCKTTEERQIRDRKAFLLHSLFVDVAIFRAISAVKHVMENVKPAHCDSNGEIIFNETVGDLSVFVTKDASNACCKIDTKIDGFQATGIAVKNLMERNLLKGITADENTAAHDIATLGVLNVRHCGYIATVKVQGKENDKVDNPLESMELPDQPDGGANALNINSLRLLLHKKVDNKVGHSKPSAAEEMTCYQAFVRRILEQSLTKLEEEKIEGDSFIRWELGACWIQHLQDQKKSEKDKKNTAEKTKNEMKVEGLGIPLKSLKNKKKNPDGANMESQSESFKSVTNGVGGGSEKGIPQSGNSQFESDTDQNQLVLKTLLSDAGFTRLKESETGLHLKSLEELIDLSQKYYNEVALPKLVSDFGSLELSPVDGRTLTDFMHTRGLRMRSLGHVVKLSEKLSHVQSLCIHEMIVRAFKHILQAVIVSVVDIEDMAAIIAAALNMMLGVPENDESNESHGVDSSIWKWLELFLKKRYEWDVGSLNYKDLRKFAVLRGLCHKVGIELVPRDYEMSSPNPFQKVDIVSLVPLHKQAACSSADGRQLLESSKTALDKGKLEDAVSYGTKALAKLVAVCGPYHRMTAGAYSLLAVVLYHTGDFNQATIYQQKALDINERELGLDHPDTMKSYGDLAVFYYRLQHTELALKYVKRALYLLHLTCGPSHPNTAATYINVAMMEEGLGNVHVALRYLHKALKCNQKLLGPDHIQTAASYHAIAIALSLMEAYPLSVQHEQTTLQILRAKLGPDDLRTQDAAAWLEYFESKAFEQQEAARNGTKKPDASIASKGHLSVSDLLDYINPNPDAKGRDVGSKRKGFVSKAFISQVKGQSDQSNVTSPNSDTPKDVLKEESDEEKHIVEDHTDPHPQMNLEPVDTVVKFHHNGDEEIAEDRPVHLVKENSIEKPVVREVLSEPSAEAEDGWQSVQRPRSGGFYGRRRRQRRQTINKVIGYQKKDSVSEVDHAKLKNNYQASKYYVLKKRTSPGSYADYYIAKNQSPGTKLGRRVIKAVTYRVKSVPSSVRDAVPEISTTGGDLLATSSEQVQVSATKEVLSLPKRSSIVNLGKSPSYKEVALAPPGTISMLQERVSENEVPDNQDVLIVGEERSGAEENSETMEKDVESIKEENIQDLVTESTDQVQNETEDTDNKEEIQLSDLKGGEISDVISANASIQPSHVDVSPMEQGSVQAHNVPTSDNSPKGDLCEKDSSSNLDPSCISNLTLQDMDHLKVTAASSLTCDVSRELSRKLSASAAPFSPSPAVARVSPLPMNINLPSPPGTLPPVGPWPMNMSLHQGPPTMLPNPMCSSPHHLYPSPPHTPNMMHPLRFMYPPYSQPQTLPPSTFPMSSSNFHPNHYAWQCNIAPNASDYIPATVWPGCHPVEFSISPPVIEPLTDSISASKEPSDNPESIILATSLPVDLNTKDEVKEEVNLPASEMGESLAAVGSEKERASSISNSHFVSLSSNQLEEGNGSNENVVQRNPTETDKEKTFNIFVRGRRNRKQTLRMPISLLKRPYSSQPFKAVYSRVIRETEVPRSTSFDSHEHGIATAT*

NbL01g08040.1 clustered_mitochondria_protein_homolog [MW = 209.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03321 GH3 auxin−responsive promoter

Protein sequence:
YIHSSILHLFPFFLSPPSSIFYFTEETVKMVEKTEMKFNPEEVIEEFEALTKEAGKVQEETLKKILKENGGTVYLQQWGLNGRTDAESFTACVPLVTHKDLEPYIQRIADGDLSPVLTGKPITTISLSSGTTQGRPKFVPFNDELMESTLQIYKTSFAFRNRELPIGNGKALQFIYSSKQFKTKGGLAAGTATTNVYRNAQFKKTMKAMQTPCCSPDEVIFGPDFHQSLYCHLLCGLIFRDEVQVISSTFAHSIVHAFRTFEQVWEELVVDIREGVLSSRITVPSTRSAMSKLLKPDPEQADTIFRKCSGLSNWYGLIPVLFPNAKYIYGIMTGSMEPYLKKLRHYAGELPLQSADYGSSEGWIGANVNPKLPPELVTYAVLPNIGYFEFIPLRGDLDGVEPTPVGLAEVKLGEEYEIVVTNFAGLYRYRLGDVVKIKGFHNATPELQFICRRNLLLSINIDKNTEKDLQLAVEAAAKLLVNEKSEVVDFTSHVNVAADPGHYVVFWELSGEASDETLQECCNCLDKSFVDAGYLGSRKANAIGALELRVVKRGTFHKILDHFVGLGGAVSQFKTPRCVGPNNSTLLQILCNDVVKSYFSTAFC*

NbL01g07800.1 jasmonic_acid−amido_synthetase_JAR1−like [MW = 67.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01138 3' exoribonuclease family, domain 1 PF03725 3' exoribonuclease family, domain 2

Protein sequence:
MEYVNPEGLRLDGRRPMEMRQIRAEIGVVSRADGSASFEMGNTKVIAAVYGPREVQNRSQQINDQALVRCEYSMANFSTGDRRRKNKGDRRSTEISLVIRQTMEACILTHLMPRSQIDIFVQVLQADGGTRSACINAATLALADAGIPMRDLVTSCSAGYLNSTPLLDLNYLEDSAGGPDVTVGILPKLDKVTLLQMDAKLPIDTFETVMQLAVEGCKAVESYIREILLENTKKLEIRRGV*

NbL01g07710.1 exosome_complex_component_RRP41_homolog [MW = 26.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MMRITEIAKSKPLTSSIETLGHNFMQKCFVSRTAKGKGKLKAGQPLKRSKVTTKKGAEIAKKEPPRRKNEFDEMVEECLSATAPVRSLKPKEQAREAERERMGLISKSRDEELKKMKKMKKEFANPWPIGPPGLDLISLGLVDVEKLPKYEMTVEDGRRLAKEYSRVLMRKHRQRQAAESTLLRLKKEAIEALPENLKAAALIPDLTPFPVNRFMATLTPPIEGYIEKVNEAAKKSSAKEKLR*

NbL01g07670.1 uncharacterized_LOC107820362 [MW = 27.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01176 Translation initiation factor 1A / IF−1

Protein sequence:
MPKNKGKGGKNRKRGKNEADDEKRELVFKEDGQEYAQVLRMLGNGRCEAMCIDGTKRLCHIRGKMHKKVWIAAGDIILVGLRDYQDDKADVILKFMPDEARLLKAYGELPESTRLNEVNGLDEEDDGDGDDYIEFEDEDIDKI*

NbL01g07660.1 eukaryotic_translation_initiation_factor_1A−like [MW = 16.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03168 Late embryogenesis abundant protein

Protein sequence:
MDLIDKAKNYVTEKIANMEKPEASITDVDLKKIGLGGLTFHAKVAVKNPYSVPIPIMEIDYVLKSASRVIASGRIPDPGNIKANDSTMLDVPVQVPHSVLLSLVKDLGGDWDIDYTLELGLIIDLPVIGNFTIPLSYSGEYKLPTLSDLWKGTGKEEDEKEDPTKVTEI*

NbL01g07470.1 desiccation_protectant_protein_Lea14_homolog [MW = 18.52 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00561 alpha/beta hydrolase fold

Protein sequence:
MRAFHSLMIKPLLHLQLPLPFSTPIISLSPLRTKYLHSHSFTTPPLPKVTATAANKMATVDGNSTAEHIAGGWYSVPDLRLRDHRFNVPLDYSLDHSSSPKISVFAREVVAVGKEEQPLPYLLYLQGGPGFECPRPTEAGGWISRACEEYRVVLMDQRGTGLSTSLTPSSMSQVKSAEDLVNYLRHFRADNIVNDAEFIRKRLVPGAGPWTILGQSFGGFCAVTYLSFAPKGLKHALITGGLPPIGKGCTADAVYRAGFEQLVHQNEKYYKRFPQDIEIVRDVVNYLAESEGGGLPLPSGGILTPRGLQLLGLSGLGSSNGFERLHYLFERVWDSVIVQGAKRRISDYFLNAYERWIAFDANPLYALLHESIYCQGASSLWSAHRIRAENENKFDAIEAAKGSSPVLFTGEMIFPWLFDEVHALRPFKDAAQLLAEKKDWPSLYDIAALKDNKVPVAAAVYYEDMYVNFKLSMETASQIAGIRLWITNEYMHSGLRDAGSKVLDHLLAMLNGKKPLF*

NbL01g07460.1 proline_iminopeptidase−like [MW = 57.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13085 2Fe−2S iron−sulfur cluster binding domain PF13534 4Fe−4S dicluster domain

Protein sequence:
MATGLIRRAISRVHSSPVAKLVVARAHASEAQAHQSESKQQPNIKSFQIYRWSPDNPGKPELKEYKIDLKECGPMVLDALIKIKNEIDPSLTFRRSCREGICGSCAMNIDGCNGLACLTKIDSGAESTITPLPHMFVIKDLVVDMTNFYNQYKSIEPWLKRKTEPPTPGKEIPQSKSDRAKLDGMYECILCACCSTSCPSYWWNPESYLGPAALLHANRRWIMDSRDEYTQERLDAVNDEFKLYRCHTILNCSRACPKGLNPGKHIQNIKRLELAS*

NbL01g07280.1 succinate_dehydrogenase_[ubiquinone]_iron−sulfur_subunit_2_mitochondrial−like [MW = 31.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00291 Pyridoxal−phosphate dependent enzyme

Protein sequence:
MAALSRLLKRSRYCNSNVDFITRLFSTQPLLHTPKLQLPLTNIKIQVSQLIGKTPMVYLNKVTEGCGAHIAVKQEMFQPTSSIKDRPALAMMNDAEKKGLISPEKTTLIEPTSGNMGISMAFMAAMKGYKMVLTMPSYTSLERRVTMRAFGADLVLTDPTKGMGGTVKKAYDLLESTPNAFMLQQFSNPANTQIHFETTGPEIWEETQGNVDIFVMGIGSGGTVSGVGQYLKSKNPNVKIYGVEPTESNVLNGGKPGPHHITGNGVGFKPDILDMDIMEEVLMVSSEDAVNMARELAVKEGLMVGISSGANTVAALQLAQKPENKGKLIVTIHASFGERYLSSVLYQDLRKEAENMQPVSVD*

NbL01g07120.1 bifunctional_L−3−cyanoalanine_synthase/cysteine_synthase_2_mitochondrial [MW = 39.41 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01423 LSM domain

Protein sequence:
MSMSKSSKMLQYINYRMRVTIQDGRQLIGKFMAFDRHMNLVLGDCEEFRKLPPTKGSKEEREDRRTLGLVLLRGEEVISMTVEGPPPPDESRVKSTAGSAVPGPGLGRAAGRGVPTGPLVHAQPGLAGPVRGVGGPAPGMMQPQISRPPMPNVSAPPMNYPPPVMRPPGGGPPMQMQMQRPGGPPPPMAPPPQFRPGGGPPQFPPQFGQRPMVPPPPMMRGPPPPGAPPRPGMPGGPPGQPPRPGMPPPPPGGQVPVYGPPRPGMPPPPNQQNQ*

NbL01g06840.1 small_nuclear_ribonucleoprotein−associated_protein_B'−like [MW = 28.91 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00027 Cyclic nucleotide−binding domain PF13622 Thioesterase−like superfamily

Protein sequence:
MDTESVIEFLGDVPLLQKLPSSSLRKIAQLVKVKHYDRGDYVIREGEAGEGVYFIWDGVAEVLGFGQADDENRPEFQLKKLDYFGHDVMAGLATSRQQAEVIALSKLTCFVLPHEHNNLLQPKSIWNADKERDKCPLVEHILHLDSIEVNIFQGITLPDAPKFGKVFGGQFLGQALAAASKTVDFLKIVHSLHAYFLLVGDFDIPIIYQVYRVRDGKSFATRRVDAIQKGNVIFTLLASFQKDEDGFDHQQAQMPDVPDPETLLSMEDLREMRKTDPRLPRTYRNKVATANFVPWPIEIRFCEPNNATNQTKSPPSLRFWFRAKGKLSDDQALHRCVAAFASDLIFLTVSLNPHRKKDFKTSSVSLDHSMWFHRPFRADDWILFVITSPAAYNARGFVSGEMFNRKGELVLSLTQEGLLRPFRKPPSVRPKL*

NbL01g06830.1 acyl−CoA_thioesterase_2−like [MW = 49.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00383 Cytidine and deoxycytidylate deaminase zinc−binding region PF01872 RibD C−terminal domain

Protein sequence:
MYCCPFSPSKQSLYPSAPKNQPKDLIFASRTSYYGCCNANKRVSKDLVFTSRLNIYGFSNPAKRVSISLISLGNGDRLVKVRCGGSHKNDEFYIRRGVEIAKRAVGHTSPNPMVGCVIVKNGEIVGEGYHPKAGQPHAEVFALRDAGDLAENATAYVTLEPCNHFGRTPPCTEALIKAKVKKVVVGMVDPNPIVASTGLSRLRDAGIEVITGVEEELCRKLNEAYIHQMLTGKPFVTLRYSLSVDGDFSNQLGEEVMESGGYYSKLLQEYDAVIVSSLLLSKNYSVLSSKEPGAKQPLQIVLAKSSDSLQLPAVTDDTSSKTIIFSNEITVKLEASQRGIETVVTERMNLTAILEHCKRQGLCSVMLDLRGNSTDFEEILQEGFEQNLFQKVIVEVLPILGGSGKEAFKHMQQNRRLKKLTSRTLGESILLEGYF*

NbL01g06800.1 riboflavin_biosynthesis_protein_PYRD_chloroplastic [MW = 47.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07287 Acyclic terpene utilisation family protein AtuA

Protein sequence:
NDMRCNDGNSFPSVTKFSKPNSTSSASSSIRVPMEELGGDTPEICDCEIRLRVNPQRRKEKVYIGCGAGFGGDRPIAALKLLQRVKELDYLVLECLAERTLAERYQAMKSGGKGYDPRISEWMELLLPLAVENGVCIITNMGANDPFGARDEVLQLASGLGISITVGVAHQVAVVRSDLEEHLRHVDDVSVYLGAAPIVECLLKFRPNVIITSRVADASLFLAPMVYELGWNWDELQLLAQGSLAGHLLECGCQLTGGYYMHPGDKYRDMSLQDLLDLSLPFVEVSFDGRVCVEKAENSGGILNPSTCAEQLLYEVGDPSSYITPDVVVDFQDVSFQTLSSSKVLCAGAKPSASAPTKLLLLASKDKGWKGWGEISYGGYQCVKRAKAADFLVRSWMEEVCTGTNKNLFSYIIGLDSLKAASIDEDLPRDIQDIRLRMDGLFEEEEQAIHFTKEFIALYTNGPAGGGGISTGHKKEIILEKALVKRKDVQWHITVTRNKIMQSDDMASPKDIMQTSSFHDSVLRSIPTETALNKKEGAPQIQLSPAPHERKIPLYDVAHSRAGDKGDDLNFSLIPYFPPDIERLKKIVTQEWVKKVVARLLNPSSFPTSGDIERRDKWVHEHVKVEIYEARGIHSLNIVVRNILDGGVNCSRRIDRHGKTLSDLILCQKVVLPL*

NbL01g06780.1 uncharacterized_LOC107784826 [MW = 74.58 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MPGPTTMESEVAVEPQSIKKLSFKSIKRSLDLFSPLHGHFPPPDPEGKKIRTSYKLNVEYGGIKSTAAHPVSNAKAAVQNQAQNAPSNALALPGPENTRDEGTGNELALGPSIPAKGPADVRFPGKGNAIVPSHGSSERNLSTAAIMERIPSKWPRPVWHAPWKNYRVISGHLGWVRSVAVDPSNTWFCTGSADRTIKIWDLASGRLKLTLTGHIEQVRGLAVSNKHTYMFSAGDDKLVKCWDLEQNKVIRSYHGHLSGVYCLALHPTIDILFTGGRDSVCRVWDIRSKMQIHALSGHDNTVCSVFTRPMDPQVITGSHDSTIKFWDLRYGKTMATLTHHKKSVRAMAQHPTEDCFASASADNIKKFNLPKGEFLHNMLSQQKTIVNAMAVNDDGVMATGGDNGSMWFWDWISGHNFQQSQTIVQPGSLDSEAGIYALTYDMTGSRLISCEADKTIKMWKEDETATPETHPLHFKPPKDIRRF*

NbL01g06650.1 protein_pleiotropic_regulatory_locus_1−like [MW = 53.4 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00999 Sodium/hydrogen exchanger family PF02254 TrkA−N domain

Protein sequence:
MGFAYCLWQPNASHCGEAVNYRILDRKSSCDVRLNHKLLGNARVLCKNRLGKRLKRSEACSDNSLAYSRIRFSCALWKSDSSGNLIRPKASRGVKLPRCQGNDSVAFIDGNGRNVESSESAEDGALSGNTNGIAEISCAIELEKDKEEETEGDNLEELRELLQKALKDLEVAQLNSTMFEEKAQKISEAAIALKDEAANAWDDVNKQLDCVQEIVSEEMVAKEAVQKATMALSFAEARLQVALDSVQAAKQRSMSSETSEDSKGEDSTSLMEEEAALLAAQEDIKECLDRFGSCEAELRRLQNKKEELQKEVDRLNELAEQAQNNALKAEEDVANIMLLAEQAVAYELEATQRVSDAEIALQKAEKNLAVSIVDSPETSVLQNGSPTQGQVLVDGTLSEDEILPRNSVDSVIEIDREVQLEDAWVASGPLSTEESHISDESDEEDRKLVLDSKDSDSDTEKPKSVQNLRQEVNKESARDSSLNAPKALLKKSSRFLPASFFSFPTDGEEFTPASVFHNLMESARKQLPKLVVGSLLMGAGIAFYVNRSERISQSFQQPDIITTSIDEVSTNARPLVRQIRKLPEKLKTLMEILPHQEINEEEASLFDMLWLLLASVIFVPIFQKIPGGSPVLGYLAAGILIGPYGLSIIRHVHGTKAIAEFGVVFLLFNIGLELSVERLSSMKKYVFGLGTAQVLVTAVVVGLVAHFVAGQAGPAAIVIGNGLALSSTAVVLQVLQERGESTSRHGRATFSVLLFQDLAVVVLLILIPLISPNSSKGGVGFGAIAEALGLAAVKAIVAITAIIAGGRLLLRPIYKQIAENQNAEIFSANTLLVILGTSLLTARAGLSMALGAFLAGLLLAETEFSLQVESDIAPYRGLLLGLFFMTVGMSIDPKLLLSNFPVIMGSLGLLIGGKTILVALVGKLFGISIVSAIRVGLLLAPGGEFGFVAFGEAVNQGIMSPHLSSLLFLVVGISMALTPYLAAGGQLIASRFELHDVRSLLPVESETDDLQDHIIICGFGRVGQIIAQLLSERLIPFVALDVRSERVAVGRALDLPVYFGDAGSREVLHKVGAERACAAAITLDTPGANYRTVWALSKYFPNVKTFVRAHDVDHGLNLEKAGATAVVPETLEPSLQLAAAVLAQAKLPMSEIAATINEFRSRHLSELTELCETSGSSLGYGFSRVVNKGKVQPPDSSDENQVSEGTLAI*

NbL01g06600.1 K(+)_efflux_antiporter_2_chloroplastic−like [MW = 130.34 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
MAEEIRGQATKYAVVTGANKGIGFEICRQLASQGVVVVLTARNEKRGVEAVEKLKGLIGLAKENVVFQQLDVMDLSSIASLAEFIKTQFGRLDILVNNAGIGGVTADADALRAKQESTGTGGSQVNWNNILSESYALAEECLQTNYYGVKRMTEAFIPLLKLSKSPRIVNVSSSMGRLKNLKHEWAKGVLSDSENLTEEKIQEVIEQYLRDYKENALQAKDWPSLMSAYILSKAAMNAYSRVMAKKHMSIQINCICPGFVKTDMTYNSGILSIEQGAESPVMLALQPHGGPSGFFFVRKKVSSSL*

NbL01g06540.1 (+)−neomenthol_dehydrogenase−like [MW = 33.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00106 short chain dehydrogenase

Protein sequence:
YLLFYTHSNTQHFIPMAEASNFLATQRIAVVTGANRGIGLEICRQLASKGIVVILTARDEKKGAEAIDILKECGLSDYVIFHKLDVTDPSTIAQLKDFIEVRFGKLDILVNSAAVLGVLMDKDVTIASPEQDLFVEKLKVATQTYDVAQECLKTNYYGAKQMIQELLPLLQFSDSPRIVNVSSIVGKLEHVRNEWAVGVLSDADNLTEERVDEVLNAFLQDLKDGLMETKNWSLIFPAYTLSKAAMNAYTRILAKKYPSLLINCVCPGYVKTDMTINCGKLSVEEGAESPVWLALLPKGGPSGKYFNRKEVSPF*

NbL01g06520.1 (+)−neomenthol_dehydrogenase−like [MW = 34.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00390 Malic enzyme, N−terminal domain PF03949 Malic enzyme, NAD binding domain

Protein sequence:
MWRAARSAASTLRRTRRFSTAIPAPSIVHKRGADILHDPWFNKDTGFPMTERDRLGLRGLLPPRVISFEQQYDRFMESFHSLEKNTEGQPDSVVSLAKWRILNRLHDRNETLYYRVLIDNIKDFAPIIYTPTVGLVCQNYSGLFRRPRGMYFSAKDKGEMMSMIFNWPSTQVDMIVLTDGSRILGLGDLGVQGIGIPIGKLDMYVAAAGINPQRVLPVMLDVGTNNQKLLEDPLYLGLRQPRLEGEEYLSIVDEFVEAVHARWPKAVVQFEDFQAKWAFETLDRYRKKFCMFNDDIQGTAGVALAGLLGTVRAQGRPLTDFANQKIVVVGAGSAGLGVLKMALQAVSRMAGPSADPHFFLLDKNGLITKHRKDIDPAALPFAKAHHEIEGLGLQEGAGLLEVVKKVKPHVLLGLSGVGGIFHEEVLRAMRESDSVRPAIFAMSNPTNNAECCPVDAFKLAGENIVFASGSPFENVDLGNGKIGHVNQANNMYLFPGIGLGALLSGARNISDTMLEAAAECLASYMSDDEIKRGILYPSINDIRDITAEVGAAVLRAAVAEDLAEGHGDVGARELQHMSKEESIEYVRSNMWYPVYGPLVHD*

NbL01g06490.1 NAD−dependent_malic_enzyme_59_kDa_isoform_mitochondrial [MW = 66.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00168 C2 domain PF17047 Synaptotagmin−like mitochondrial−lipid−binding domain

Protein sequence:
MGLISGILMGMMLGIGLMAAWKHMMRYRSNKRVAKAVDVKLMGCLNRDDLKKVCGDNFPEWISFPVYEQVKWLNKQLSKLWPFIAEAGEAIIRESVEPLLEDYRPPGITSLKFSKLSLGTVAPKIEGIRVQSLKKGQITMDIDLRWGGDPNIVLGVEAAMVASIPIQLKNLQVFTVIRVIFQLTEEIPCISAVVVALLSEPKPRIDYVLKAVGGSLTALPGLSDMIDDIVNTIVTDKLEWPHRIVVPIGGVPVDTSDLELKPQGKLIVTVVKANGLKNHEMIGKSDPYAVVYIRPLFKVKTKTIDNNLNPVWDQTFELIAEDKETQSLIVEVFDKDVGQDQRMGVAKLPLNELVAEAAKEIELRLLPKLDMLKVKDKKDRGTITIKVLYHEFNKEEQLAALEAEKAILEERKKLKSEGVIGSTMDALDGAASLVGSGVGLVGTGLGAGVGLVGTGVGAGVGIVGSGFGAVGSGLSKAGKFMGRTFTSSSKKSGSSTPVNSIQENGGAKPLKTVLANTD*

NbL01g06380.1 synaptotagmin−4 [MW = 55.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06487 Sin3 associated polypeptide p18 (SAP18)

Protein sequence:
MAEVERKGRPLPPPPARVPPGPPPRRMGPRVQPVDREKTCPLLLRVFTKIGGHHSDNDFAVRGKEPKDEVQIYTWMDATLRELTDLVKEVAPEARRRDASLSFAFVYPDKRGRFVVREVGRTYSYPNGRRPDSGSKSLCELKFQIGDYLDVAITFQ*

NbL01g06310.1 histone_deacetylase_complex_subunit_SAP18−like [MW = 17.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01399 PCI domain PF10602 26S proteasome subunit RPN7

Protein sequence:
MEPDEDLGQIADEIYANGDENSQRHRPIISGEQLDIELYAALYSGRTKIMRLLFIADRCGNASMQLEALRMAYDEIKKGENTQLFREVVQKIDGRLGPNYGPDPAWSDAVDRRAELRKEKLENELNAYRTNLIKESIRMGYNDFGDFYYAHGQLGEAFKNYVRTRDYCTTAKHIIYMCLNAILVSIEMGQFTHVASYVSKAEQSQDALESLTVAKLRCAAGLANLEAKKYKLAARKFLEVGPELGNNYTEVIAAQDVATYGGLCALASFDRAELKSKVIDNINFRNFLELVPEIRELIHDFYTSHYASCLEYLGNLKANLLLDIHLHDHVETLYDQIRNKALIQYTHPFVSVDLNMMANAFKTSVAGLEKELEALITDNQIQARIDSHNKILYARHADQRNATFQKVLQTGREFDRDVRSMLLRANLLKHEHILRASRKH*

NbL01g05960.1 COP9_signalosome_complex_subunit_1 [MW = 50.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF03061 Thioesterase superfamily

Protein sequence:
MDENSSTPTLLNSKTTIISKDLSPDSISKTNSFLRNMGVFNLTFPAQYDTKDSFSELTRCCLKVQHIHRGKISCVLSVKPPIMNIYGSLHGGAVGDVTVRIATACARTIVGKDKELFLGELSISYLSGASRNAEVIVNATVIRSGRNLTVVAVDFRVKDSEKLSYISHATFYHMPVASL*

NbL01g05840.1 uncharacterized_LOC107827105 [MW = 19.53 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02469 Fasciclin domain

Protein sequence:
MGALHIFLFTLMSITISIHAHNITEILSKFPEYSEFNSYLTQTKLADEINSRTTITVLALTNGAMADVVGKHPLSVIKNILSLHVLLDYFDNTKLHKISDGTTLTTTLYQTTGNANGNLGSVNITDLKGGKVGFGSAVSHSPLASTYSKSVKQIEYNISVLEISSPIIAPGILTAPAPSASDFNITAALEKAGCKTFASLLVQSGVLKTYQTAIATGLTVFAPNDEAFKGKKVPDLNKLKSAEVVSLLQYHAVPSYTPIGTLKTKKDPISTLATNGASKYDLSASTAGDQVTLDTGVDSSRIASTVIDSTPFCIFTVDSVLLPEELFGKSPSPAPGPAPETSPSPAPEGASPGPAPEASSPSPMMSPPAPPTSSPAGAPADGPAADSENSTAKKNAGNVNAPALLKVLLTVSVSVIVSVYLS*

NbL01g05810.1 fasciclin−like_arabinogalactan_protein_8 [MW − SP = 41.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07386 Protein of unknown function (DUF1499)

Protein sequence:
MASSNTRHFYPYKFISKVYTSKSSFFPCIVSCKKQEQQQPPQHESTKQMGRREVILRSSEIAVLGALFNFSGKKPNYLGVQKNPLGLALCPAANNCVSTSENISDSAHYAPPWNYNPEGKRGNVSREKAMEELLQVLKSTKPDKFSPKIAEMKDDYVRVEYESPILGFVDDMEFWFPPGKKSIVQYRSASRLGNYDFDANRKRIKALRLQLEKKGWASEDTV*

NbL01g05620.1 uncharacterized_LOC107773275 [MW = 25.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01885 RNA 2'−phosphotransferase, Tpt1 / KptA family

Protein sequence:
MFTSRLTTSSLRLVRCRIFSLPSPPLTSFLSSSLLCGFPAFTSSMDSTGFHKPSSSSSSSAFAHSNRSGGRGRGRGWDNKERSGARGGGAASSGKDKIDALGRLLTRILRHMASELNLNMRNDGYVKVQDLLKLNLKTFANVPLRSHTVDDVKEAVQKDNKQRFGLLEENGELLIRANQGHTVKIVETESLLKPILSADEVPVCVHGTYKKNLESILEHGLKRMKRLHVHFSCGLPTDGEVISGMRRDVNVLIFLDVRRALEDGMKLYISDNRVILTEGFDGAVPVKYFEKVESWPDRKPLPL*

NbL01g05470.1 tRNA_2'−phosphotransferase_1−like [MW = 33.61 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00275 EPSP synthase (3−phosphoshikimate 1−carboxyvinyltransferase)

Protein sequence:
MAQISSMRQGIQTPNLNSYFPKTQKVPLFSHSIFIGSKKITQNSAKSLWVCKKDSVLRVAKSPFRICASVATAQKPNEIVLQPIKDISGTVKLPGSKSLSNRILLLAALSEGRTVVDNLLSSDDIHYMLGALKTLGLHVEDDNENQRAIVEGCGGQFPVGKKSEEEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVLDGVPRMRERPIGDLVDGLKQLGAEVDCFLGTNCPPVRIVSKGGLPGGKVKLSGSISSQYLTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHTSSWDKFLVRGGQKYKSPGKAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLKKMGAEVTWTENSVTVKGPPRNSSGMKHLRAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMIAICTELRKLGATVVEGSDYCIITPPEKLSVTEIDTYDDHRMAMAFSLAACADVPVTIKDPGCTRKTFPNYFDVLQQYSKH*

NbL01g05450.1 3−phosphoshikimate_1−carboxyvinyltransferase_1_chloroplastic [MW = 55.79 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00557 Metallopeptidase family M24 PF15801 zf−MYND−like zinc finger, mRNA−binding

Protein sequence:
MAEVGEATLCCAQCGKPAHLQCPKCVELKLPREGAAFCTQDCFKSSWSSHKSVHLKAKLSSLGAETSGTASPSDGWLYCLRKGQARTPKLPHFDWAGTLRPYPISKKRLVPGHIDQPDWADDGIPKVEPNSDLQHVVEIKTPELIARMRETCRIAREVLDAAARIIRPGVTTDEIDAVVHEATVTAGAYPSPLNYHFFPKSCCTSVNEVICHGIPDARKLEDGDIVNVDVTVFYKGVHGDLNETFFVGNVDEASQRLVQCTYECLEKAISIVKPGVRFREIGEVINRHASLSGLSVVKSYCGHGIGELFHCAPNIPHYSRNKAVGVMKAGQTFTIEPMINAGVWRDRMWPDGWTAVTADGKRSAQFEHTLLVTETGVEVLTARLPTSPKVFPWLSS*

NbL01g05350.1 methionine_aminopeptidase_1A−like [MW = 43.49 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00857 Isochorismatase family

Protein sequence:
MVLKTIDTLKNEIPIEEESVIITEDVKPGLVLVDIINGFCTVGAGNLAPREPNRQISEMIDESTRLARLFCDNKWPILAFLDSHHPDKLEHPYPPHCITGTDESNLVPALRWLEKEQNVTIRRKDCYDGYIGSFQEDGSNVFVDWVKNNKIQTLLVVGACTDICVLDFVCSTLSAKNRGFLGPLEEVVVYSQGCATFDFPASVARNTKDISPHPQELMHHVGLYMAKERGAKIAREVSFNSLKKP*

NbL01g05070.1 uncharacterized_LOC104217986 [MW = 27.44 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00316 Fructose−1−6−bisphosphatase, N−terminal domain PF18913 Fructose−1−6−bisphosphatase, C−terminal domain

Protein sequence:
MNELPHSSEIEMLSSTISSLNLPPRIQLSSSNPPFFPQRHNLAPFHNMTSSPFSCGLINLRVNSPTAIGSKSDSVNSGFYTLMEYMGKEGAADDLVLLFGHLEYASKKIAALVASPFNSSLSKNIVATETSSSDRDKPKPLDLVSNEIILSSLRNSGKVAVMASEEDEGPVWITDGGPFVVVMDPLDGSRNIDASIPTGTIFGIYKRLVEIDHLPVEEKASLNCLQSGAKLIAAAYVLYSSATILCASFGSGTHAFTLDHTTGDFLLTHPNISIPPRGQIYSVNDARYFDWPEGLRQYIDTIRQGKGKHPKKYSARYICSLVADFHRTLLYGGVAMNPRDHLRLVYEANPLSFLAEKAGGRGSDGKNRILSIQPVKLHQRLPLFLGSSDDIEELQSYGDVQQKVNPGYDV*

NbL01g05060.1 fructose−16−bisphosphatase_class_1−like [MW = 44.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00171 Aldehyde dehydrogenase family

Protein sequence:
MMQFPVHRMRKLRSLTPRVFALSNHHFSVARVPNLIGGSFVDSKSPEFIDVINPATQEVVSQIPLTTNEEFKSAVTAAKEAFPSWRNTPITTRQRVMLKFQELIRKNMDKLALNVTTEQGKTLKDAQGDVFRGLEVVEHACGMATLQMGEYMSNVSNGIDTYSIREPLGVCAGICPFNFPAMIPLWMFPVAATCGNTYVLKPSEKDPGASMMLAELAMEAGLPDGVLNIVHGTHDIVNAICDDDDIRAVSFVGSNQAGMHIYARASAKGKRVQSNMGAKNHGVVMPDANIDSTVNALVAAGFGAAGQRCMALSTVVFVGDSKPWEEKLLERAKALKVSGGTEPNADLGPVISKQAKERVCRLVQSSIDSGARLLLDGRDIVVPGYEKGNFVGPTILSDVTPDMDCYKEEIFGPVLICMQANSLDEAINIVNKNKWGNGAAIFTTSGVAARKFQTEIEAGQVGINVPIPVPLPFFSFTGSKASFAGDLNFYGKAGVQFYTQIKTITQQWKDLRGGSGVSLAMPTSQK*

NbL01g04990.1 methylmalonate−semialdehyde_dehydrogenase_[acylating]_mitochondrial [MW = 56.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01789 PsbP

Protein sequence:
QNSDCISTASHLLIQLLLKKCSLPPILCSESTLGSLSFYRIGNPRKGNPFSSTMRFLQASTFYSVGFGIPSISTRPKSSPQHYATIATGQALDKPVQIARKFSEQHTLKKGDMVKEGTSVVLEKKDFAVPRRKAMALIFSSLVLSNYELPKVAYAQSTEFREYIDTFDGYSFMYPRNWIQVRGAGADIFFRDPLVLDENLSMNISSPSSSAYKSVEDLGPPEKAGKGVLRQYLTEFMSTRLGVRRESSVLSASSRVADDGKLYYEVEVNIKSYANNNELAVMPQDRVARLEWDRRYLSVLGVENNCLYELRIQTPEKTFADEESDIRAIMDSFRVNKIEV*

NbL01g04970.1 psbP_domain−containing_protein_1_chloroplastic−like [MW = 38.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00749 tRNA synthetases class I (E and Q), catalytic domain

Protein sequence:
MATLAAAPWFRARLIPELKNRQSLLYCRGDHSYRKSLCSRRRSFSVYASAGNGGDVRVRFAPSPTGNLHVGGARTALFNYLYARAKGGKFILRIEDTDLERSTKESEEAVLRDLSWLGLAWDEGPGIGGEYGPYRQSERNVLYKQFAEKLLQSGHVYRCFCSNEELEKMKEIAKLKQLPPVYTGRWASATEEEVVEELAKGTPYTYRFRVPKEGSLKIDDLIRGEVSWNLDTLGDFVIMRSNGQPVYNFCVTVDDATMAISHVIRAEEHLPNTLRQALIYKALGFPMPHFAHVSLILAPDRSKLSKRHGATSVGQFRDMGYLPQAMVNYLALLGWGDGTENEFFTLEQLVEKFTIERVNKSGAIFDSTKLRWMNGQHLRSLPSEELNRIIGERWKGAGITTESQGIFIQDAVLLLKDGIDLITDSEKALSSLLSYPLYETLASAEGKPILEDGVSEVAKSLLAAYDSGELSGALAEGQPGWQKWVKNFGKLLKRKGKSLFMPLRVLLTGKLHGPDIGATTVLLYKAGTSGSVVPQAGFVTFDERLKILREVQWESFSTDVPLSAGAVTH*

NbL01g04860.1 glutamate−−tRNA_ligase_chloroplastic/mitochondrial [MW = 63.37 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01546 Peptidase family M20/M25/M40

Protein sequence:
YSIFDTTVLSISLKSKAVAAEMSFRGGRRDKPHSYHYSLCLSVLLVVTATATEDASTIISRFQQYLQINTAQPQPNYYEAAEFITSQAKSLNLESQTLELVKGKPLILLKWAGKDPSLPSVLLNSHTDVVPSEHHKWAHPPFSAHLDPTSGNIYARGSQDMKCVGLQYLEAIRKLKASGFQPTRTVYLSFVPDEEIGGVDGAGKFADSDVFVKMNVGIVLDEGLPSPTENYRAFYGERSPWWLVVKAVGAPGHGAKLYDNSAMENLLKSVETIRRFRAAQFDLVKAGLKAEGEVISVNMVFLKAGTPSPSGFVMNLQPSEAQAGFDIRVPPTADQASLEKRIAEEWAPASRNMTFEFKQKVSVNDKFGRPAITAVDSSNIWWALLEESIVKANAGVGKPEIFPASTDARYFRERGLPAIGFSPMANTPILLHDHNEFLNKDEYLKGIDVYGSIIKTYASYIEHPRDEASREEL*

NbL01g04850.1 aminoacylase−1 [MW = 52.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01937 Protein of unknown function DUF89

Protein sequence:
MESSGELVPFPLVMTSNYRAGTIPYRFPSDDSTKPTPTELSWIQVFMNSIPSFRERAESDDTVPDAPSRAEMFSHRYAEILEDLKKDPESHGGPPDCILLCRLREQVLRELGFRDIFKKVKDEENAKAISLFEDVVHLNDAIEDEAKRVENLVKGIFAGNLFDLGSAKLAELFSRDGISFLASCENLVPRPWVIDDMDTFITKLSRKSWKKAVIFVDNSGADIILGILPFARELLRHGTQIILAANDLPSINDVTYHELVEIISKLKDEHGKLVGVDTSNLLVANSGNDLPVIDLMGISPELAYLASDADLVILEGMGRGIETNLYAQFKCDSLKIGMVKHPEVAEFLGGRLYDCVFKYNEIME*

NbL01g04840.1 uncharacterized_protein_At2g17340−like [MW = 40.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00288 GHMP kinases N terminal domain PF08544 GHMP kinases C terminal

Protein sequence:
MAIFCQSPLNLNLNLSTSSRNPNSNTSFRLSLSAHSRTLVTEPPPVFTCVKSFAPATVANLGPGFDFLGCAVDGIGDYVTLRVDPDVHPGEVSISDISGAGKKLNKNPLWNCAGIAAISVMKMLNIRSVGLSLSLQKGLPLGSGLGSSAASAAAAAVAVNELFGRPLGASHLVLAGLESESKVSGYHADNVAPAIMGGFVLIRSYDPLELIQLKFPHEKELFFVLVNPEFEAPTKKMRAALPQQITMSHHVWNCSQAAALVAAVLQGDLSVLGKALSSDKIVEPRRAPLIPGMEGVKKVAMEAGAFGCTISGAGPTAVAVTDNEEKGREIGQRMVEAFLKEGNLKSSAMVKKLDRVGARLVSSDPR*

NbL01g04800.1 homoserine_kinase−like [MW = 38.42 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00300 Histidine phosphatase superfamily (branch 1)

Protein sequence:
MAGEGGVRLVGNRYWVLRHGKSIPNEMGLIVSSMENGKLEQYKLAPEGIKQAELAGKSFLKVLKEDEVPFENVRICYSPFSRTTHTAQVVASVLDISFEGPQCMVLEDLRERFFGPSYELKSHDKYPDIWALDEKDPFMQPDGGESVADVVSRLTSALINMESQFQGCTVLVVSHGDPLQIFQTVLNAAKDYKGCCENDLTSRVQAVKIPCVLSQHRRFALQTGELRSVV*

NbL01g04700.1 metal−independent_phosphoserine_phosphatase [MW = 25.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00995 Sec1 family

Protein sequence:
MNLIIWNSIHFCGIAECITRMLNLNQPVNAGGTANEEVYKILIYDRFCQDILSPLIHVKDLRKHGVTLYFLIDKDRKPVHDVPAVYFVQPTHPNVQRIVADASKSLYDSFHLNFSCSIPRPLLEDLASGMISSESIERISKVHDQYLEFVTLEDNLFSLAYKNCYLQLNDPSAGDKEIEEIIEKIVSGLFCVLATLSVVPIIRCPRGGPAEMVASLLDQRLRDHLLAKNNLFSEGGNFTSSFQRPMLCLFDRNFELSVAIQHDFRYRPLVHDVLGLRLNRLSVQGEKGGMKSYELDRSDPFWTANWSLEFPEVAVEIESQLNKYKKDVEEVNKRTGGNAGAEFDGTDLIGNTKHLMNAVNSLPELTERKQVIDKHTNIATVLLGEIKERSLDSYAKNESDMMVRGAIDRNELIGALRGKGTKVDKLRFAIMYLISTESLPQSEVEMIETALRESEVDTTAFQYVKKIKSLNVSLASANSASRSNIVDWAEKLYGQSISAVTAGVKNLLSSDHQLALSRTVEALMEGKPNPEIDSYLVLDPRAPKSSSGMSSSHLKGPFKEAIVFMIGGGNYVEYGSLQELASRQQPVKHVIYGTTEILSGGEFIEQLALLGKKMGLGTSGAAPAH*

NbL01g04690.1 SEC1_family_transport_protein_SLY1−like [MW = 69.54 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01476 LysM domain

Protein sequence:
MVSSSRLTFTLASLLCLVWLLTISSPATASFACRSGGTCDAIIDYILPNATTYNAVKKLFHVKNLRSLLGVNNLPIDTPADQKLPANQTIKIPFPCLCRNGTGMSNKRPTYTVVSGDSLSHIVSDIFANLFTVQELQTVNNITDPNVIQPGDKFWVPLPCSCDDVDGEKVVHYGHLVAAGNTVDAIAQQYNVSQDTLLKLNGLSDPKELIAGSVLDVPLKACQSMVSNTSLDYPLLVPNDTYVFTAANCVACKCDAAKNWTLQCQPSQIKSSLWKSCPLMQCQGLDSFYIGNATSPDCNSTTCAYAGYSNQTIFTTSTQSTCPANTASDMRSGTWRWNIILVAIHLALLSASYLR*

NbL01g04650.1 lysM_domain−containing_GPI−anchored_protein_2 [MW − SP = 35.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05368 NmrA−like family

Protein sequence:
MASTLYAQLNTPTKFSPLPSRKLSSSLLWRTMFDSSTLSPPNFPIISTTKVGKNCSVPKVVCNGQAAPAAVNLAPGTPVRPTSILVVGATGTLGRQVVRRALDEGYDVRCLVRPRPAPADFLRDWGATVVNADLSKPETIPATLIGIHTVIDCATGRPEEPIKTVDWEGKVALIQCAKAMGIQKFIFFSIHNCDKHPEVPLMEIKYCTEKFLRDSGLNHVVIRLCGFMQGLIGQYAVPILEEKSVWGTDAPTRIAYMDTQDIARLTFIALRNENINGKLLTFAGPRAWTTQEVITLCERLAGQDANVTTVPVSVLRLTRQLTRLFEWTNDVADRLAFSEVLTSDTVFSVPMTETYSLLGVDAKDVSSLEKYLQDYFTNILKKLKDLKAQSKQTDIFF*

NbL01g04600.1 uncharacterized_protein_ycf39−like [MW = 43.89 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01411 tRNA synthetases class II (A)

PF02272 DHHA1 domain
PF07973 Threonyl and Alanyl tRNA synthetase second additional domain

Protein sequence:
MSNLNFPYSLKTSSHGRDFLLLFPTSGFQSKPYLPFSRGYRYSSGLVVRTQTLVYASSLSHGRARIKGPRVVQVVAKAHPVAEELVEEKLRDPQTSGDSIRQRFLDFYAIRGHKVLSSASLVPDDPTVLLTIAGMLQFKPIFLGKVPREVPSAATSQKCIRTNDIENVGRTSRHQTFFEMLGNFSFGDYFKKEAIKWAWELSTSEYGLPADKLWISVYQDDDETFALWHDEIGVPKERIIRLGEDDNFWTSGATGPCGPCSELYYDFHPERGTSNVDLGDDTRFIEFYNLVFMQYNKKDDGSLEPLKQKNIDTGLGLERMARILQKVPNNYETDLIFPIIEKAAELANVSYALADDSTKTKLKIIGDHMRAVVYLISDGVNPSNIGRGYVVRRLIRRVVRTGRLLGVKGDGMGDLQGAFLPILAKKVIELSTNIDADVKTRASRILEELKREELRFVLTLERGEKLLDQMLADALLSAQGTETAPCMSGKDAFVLYDTYGFPVEITNEVAEERGIGIDMNSFDIEMEKQRQLSQAAHDTVKLGVENGANLAEDIPDTEFLGYNTLRSKAVVEGLLVNGSPVAQVSKGSEVEILLNRTPFYAESGGQIGDNGFLYMMEAENEQQTIVEIKDVQKSMGNIFVHKGTITEGMIEVGREVEAAVDASLRQRAKVHHTATHLLQSALKRVIGQETSQAGSLVAFDRLRFDFNFHRPLQDKELVEIEGLINQWIGDAVILETKVMSLTDAKRDGAIAMFGEKYGEQVRVVEVPGVSMELCGGTHVSNTAEIRGFKILSEQGIASGVRRIEAVAGDAFIEYVLTRDNYMKQLCSTLKVKAEEVTSRVDGLLEELRLTRNEVSAARAKAAIYKASTLSSRASTIGTSKNTRILVESMDDVDADSLKSAAEYLVDLLKDPAAVVLGSCPGDGKVSLVVALTPGVVDLGIKAGDIIKPLAKSCGGGGGGRPNFAQAGGRKPENLLGALEEAREQLKNLLEK*

NbL01g04530.1 alanine−−tRNA_ligase_chloroplastic/mitochondrial [MW = 109.18 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF06244 Coiled−coil domain−containing protein 124 /Oxs1

Protein sequence:
MPPKKMGVNSKAVAARARKGAAESERKDRETREKEEQYWREAEGAKSRAAKKREEESEKRAEAAAKKAEARRLSELEEKELEKSMKKPDKKANRVSIPVPKVTEAELRRRKEEEQVALAKKAEEEKRRQSRMAAEEEYEKTVLVTNRNRDDSIIEASTVDDAIASLAISDSLPPDRHPEKRLRAAFKAFEEAELRVLKEEKPGLTHTQYKDLIWKLWKKSPDNPLNQINLRCTLC*

NbL01g04470.1 coiled−coil_domain−containing_protein_124−like [MW = 27.1 kDa]
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Peptide counts over 4 repeats

1 32 63 94 125 157

Pfam domains

Pfam Description
SP Sequon TM Domain PF01466 Skp1 family, dimerisation domain PF03931 Skp1 family, tetramerisation domain

Protein sequence:
MSTSKMIVLKSSDGETFEVEEAVALESQTIKHMIEDDCADTSIPLPNVTSKILAKVIEYCKRHVDAVAKTDDKASEDDLKSFDADFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENAWAFE*

NbL01g04130.1 SKP1−like_protein_1A [MW = 17.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MATQVDQLHFILFPLMAPGHMIPMIDIAKLLANRGAITTIITTPVNANRFNATITRAIKSGLKIRIVTLKFPSVEVGLPEGCENIDMLPSLDLASKFFAAISMLKQQVENLLQGINPKPSCVISDMGFPWTTQIAQNFNIPRIVFHGTCCFSLLCSYKILSSNILENITSDSEYFVVPDLPDRVELTKAQVSGSTKNTTSVSSSVSKEVTEQIRSADELSYGVIVNSFEELELVYEKEYKKARGKKVWCVGPVSLCNKENEDLVTRGNKTAISNQDCLKWLDGFETESVVYVSLGSLSRLTVLQMVELGLGLEESNRPFVWVLGGSDKLNDLEKWILENGFEERIKERGVLIRGWAPQVLILSHPAIGGVLTHCGWNSTLEGISAGLPMVTWPLFAEQFCNEKLVVQVLKIGVSLGVKVPVKWGDEENVGVLVKKDDVKKALDKLMDEGEEGQVRRTKAKELGELAKKAFGEGGSSYVNLTSLIEDIIEQQNHKDK*

NbL01g04120.1 UDP−glycosyltransferase_73C2−like [MW = 54.83 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00389 D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain PF02826 D−isomer specific 2−hydroxyacid dehydrogenase, NAD binding domain

Protein sequence:
MANPVQIEVWNPNGKYRVVSTKSMPGTRWINLLIEQDCRLEICTEKKTILSVEDILALIGDRCDGVIGQLTEDWGETLFSALSRAGGKAFSNMAVGYNNVDIEAANKYGVAVGNTPGVLTETTAELAASLSLAAARRIVEADEFMRAGKYEGWLPHLFVGNLLKGQTVGVIGAGRIGSAYARMMIEGFKMNLIYYDLYQATRLEKFVTAYGQFLKASGEQPVTWKRAASMEEVLREADVISLHPILDKTTYHLVNKERLAMMKKEAILVNCSRGPVIDEVALVEHLRENPMFRVGLDVFEDEPYMKPGLADMKNAVVVPHIASASKWTREGMATLAALNVLGKIKGYSVWGNPNSVDAFLNENSQPPAACPSIVNSKTLGLPVSKL*

NbL01g04110.1 glycerate_dehydrogenase [MW = 42.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat PF12265 Histone−binding protein RBBP4 or subunit C of CAF1 complex

Protein sequence:
MTEAEMEAAGGTEEEVEEEFSVWKKNTPLLYDLVICHALEWPSLTVQWLPSPAVGNGSFLTHKLILGTHTSDDFPNYLMVANVHLPRNPASGIEHNLSNPQIPKVEIVQKIHVDGEVNRGRCMPQKPAVVAAKTSSAEVYVFDSGKQPLDHEGGSCDPDVRLRGHDKEGYGLSWSPFKEGYLLSGSDDRKICLWDVSAMPQNKVLLAHHTYEEHADVVDDVSWHPKNENLFGSVGDDCRLIIWDLRTNKSQHSVVVHEKAVNCLSFNSYNEWVLATASSDSTVGLFDLRKLSTPLHVFGSHTDEVFQVEWDPNHETVLASSAGDRRLMVWDLNRIGDEQLEGEAEDGPSELLFSHGGHKARISDFSWNKNEPWVISSVAEDNTIQVWQMAESIYRDDDDNGDC*

NbL01g04040.1 WD−40_repeat−containing_protein_MSI2−like [MW = 45.1 kDa]
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Peptide counts over 4 repeats

1 127 253 379 505 632

Pfam domains

Pfam Description
SP Sequon TM Domain PF02225 PA domain PF12662 Complement Clr−like EGF−like

Protein sequence:
MGVSKTWKATIFLGFLWLNLSFQSVVGRFVVEKNSLRVVSPDDIKGTYDSAIGNFGIPQYGGSLPGTVVYPKGNQKGCRNFDDSGISFKSKSGAMPTFVLVDRGDCFFALKVWNAQNAGAAAVLVADDVEERLITMDTPEADGSSAKYIENITIPSALIEKSFAEKLKKAVSAGEMVNVNLDWREAVPHPDDRVEYELWTSSNDECGFKCDMLMKYVKDFKGAAQILEKGGYTQFTPHYITWYCPQAFTVSKQCKSQCINHGRYCAPDPEQDFSTGYEGKDVVVENLRQLCVFKVANETKKPWVWWDYVTDFQIRCPMKEKKYNKECADGVIKSLGLDLRKIEKCMGDPNADEDNPVLKEEQDAQVGKGTRGDVTILPTLVVNNRQYRGKLEKGAVLKAICAGFEETTEPAVCLSDDVETNECRDNNGGCWQDKAANITACKDTFRGRVCECPVVDGVQFKGDGYSSCTASGPGRCKLNNGGCWHDTRDGHTYSACVDNEEGKCACPPGFKGDGVKSCEDVDECEDKKACQCPECSCKNTWGSYECSCSGDLLYIRDHDTCISKRAREVKSAWAAVWAILIGLAMAGGGAYLVYKYRLRTYMDSEIRAIMAQYMPLDSQNEVPNHVSDERA*

NbL01g03750.1 vacuolar−sorting_receptor_3−like [MW − SP = 66.85 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00400 WD domain, G−beta repeat

Protein sequence:
MTAVPQSAGRELASPPKDGISNLRFSNHSDHLLVSSWDKTVRLYDASANALRGEFMHGGPVLDCCFHDDSSGFSASADNTVRRLVFNYGREDILGRHDAPVRCIEYSYATGQVITGSWDKTLKCWDPRGASGQERTLVGTYTQPERVYSLSLVGNRLVVATAGRHVNVYDLRNMSQPEQRRESSLKYQTRCVRCYPNGTGYALSSVEGRVAMEFFDLSEAGQSKKYAFKCHRKTEAGRDIVYPVNAIAFHPIYGTFATGGCDGYVNVWDGNNKKRLYQYPKYPSSIAALSFSRDGRLLAVASSYTFEEGEKPHEPDAIIVRSVNEVEVKPKPKVLPNPTT*

NbL01g03710.1 mitotic_checkpoint_protein_BUB3.1−like [MW = 37.8 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00560 Leucine Rich Repeat

PF08263 Leucine rich repeat N−terminal domain
PF13855 Leucine rich repeat

Protein sequence:
LRVESLLHTKAHSESVNTHPLPLLITQLSTVRTASRFDLTSTLIGSTSITASTFAYFLTSQFHQFSPLSLSMDFPSSFLFFFFITILLSLSPAFSTNSEGNALHALRSRLSDPANVLQSWDPTLVNPCTWFHITCDSNNHVIRLDLGNTNISGTLGPELGELKNLQYLELYRNNIGGKIPKELGNLENLISMDLYGNRFEGNIPKSFAKLKSLRFLRLNDNKLTGSIPRELTTLPNLKVFDVSNNDLCGTIPVDGPFGSFPMEGFAHNRLNGPELKGLAPYDFGCK*

NbL01g03620.1 somatic_embryogenesis_receptor_kinase_2−like [MW = 31.7 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF02201 SWIB/MDM2 domain

Protein sequence:
MWIKGNIVNKAEIPEGGFTLIFHGHKKPSPPLLSHCKFKKHQKLLSRKKIMAVSLGSLSIFSSTGETASFMKSASSYSVKLDSPLAAHHANLRTVRMVTFATTSKPVATEPKKREPRGIMKPRRVSPEMQAFLGGIAEIPRTQALKLIWAHIKENNLQDPQNKKVIICDEKLKNIFPGKDRVGFLEIAGLISPHFLK*

NbL01g03580.1 protein_TRI1−like [MW = 21.96 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04176 TIP41−like family

Protein sequence:
MEWESDERELKAAGAELLPEGRRGLRIHGWEIESRKRSILTSLQLQQWEEELQTSHLPEMVFGDNSLVIKHVNTGTKIHFNAFDALVGWKREALPPVEVPAAEQWKFRSKPLQQVVLDYDYTFTTPYSGSETFDTNAERVRGLSNESSCSLQWEDCTEKIDLVALASKEPILFYDEIILYEDELADNGISLLTVKVRVMPSGWFLLLRFWLRVDGVLMRLRDTRLHCLFGDHMKSVILRESCWREATFQALSSKGYPSDCAAYSDPSTISERLPIIMQKTQKLSIEIPCVVGLYGDTDQKDS*

NbL01g03470.1 TIP41−like_protein [MW = 34.62 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01636 Phosphotransferase enzyme family

Protein sequence:
MPSDGFRPLDEKSLVEYIRATPALVSILGKEFDKLEIKEVGDGNLNFVYIVVAPSGSVVIKQALPYIRCIGESWPMTKERAYFESTALKEHGRLCPEHVPEVYHFDRTMCVIGMRYLEPPHIILRKGLIAGVEYPLLAENISDYMAKTLFFTSLLYLTTTDHKRAVAEFCGNVELCRLTEQVVFSDPYKASQYNRCTSPYLDADAEAVRKDNGLKIEVAELKSKFCERAQALIHGDLHTGSLMVTQDSTQVIDPEFAFYGPMGFDIGAFIGNLILAYFSQDGHADQANDRKSYKVWILKTITETWNLFHKKFLALWDEHKDGPGEAYLPEIYNNTELRELVQQKYMKELFEDTLGFGGAKMIRRIVGVAHVEDFESIKDAAKRADCERRALNCAKKLLKERRNVKSIEEVVSTIEKVHLQ*

NbL01g03400.1 methylthioribose_kinase [MW = 47.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00107 Zinc−binding dehydrogenase PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MGSLDVEKSAIGWAARDPSGVLSPYTYTLRNTGPEDVQVKVLYCGLCHSDLHQVKNDLGMSNYPLVPGHEVVGEVVEVGGDVSKFKVGDTVGVGLLVGSCRNCGPCKREIEQYCNKKIWNCNDVYTDGKPTQGGFSNSMVVDQNFVVKIPDGMALEQAAPLLCAGITVYSPLNHFGFNQSGLRGGILGLGGVGHMGVKIAKAMGHHVTVISSSNKKRQEALEHLGADDYLVSSDTDKMQEAADSLDYIIDTVPVGHPLEPYLSLLKIDGKLILMGVINTPLQFISPMVMLGRKSITGSFIGSMKETEKMLEFCKEKGVTSQIEIVKMDYINTAMERLEKNDVRYRFVVDVAGSKLDQ*

NbL01g03340.1 probable_cinnamyl_alcohol_dehydrogenase_2 [MW = 38.77 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04199 Putative cyclase

Protein sequence:
MPFLESKMRVVCKLLVLAELLAVSTISVAFSSSNDAYPTGYGDESGSCVGSNDDLRPLRREVYEDGQIFDITHQFNPNTPVGDSDEGVGQFLTLLSSMKNGSDYNFSELRLGVHAGTHVDAPGHMYAEYYDAGFDVDSLDLRVLNGPALVVDVPRDKNLTADVMQSLHIPKGVKRVLFRTLNTDRRLMWKKAFDTSYVGFMKDGAQWLVDNTDIKLVGIDYLSVAAFDDLIPSHLVFLKSREIILVEGLKLDDIETGIYHVHCLPLRLLGAEGSPIRCILIK*

NbL01g03260.1 cyclase−like_protein_2 [MW − SP = 28.11 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00201 UDP−glucoronosyl and UDP−glucosyl transferase

Protein sequence:
MGQLHIFFFPMMAHGHMIPTLDMAKLFASRGVKATIITTPLNESVFSKAIQRNKHLGIEIEIRLIKFPAVENDLPEECERLDQIPSDEKLPNFFKAVAMMQEPLEKLIQECRPNCLVSDMFLPWTTDSAAKFNIPRIVFHGTSFFALCVENSVRLNKPFKNVSSDSETFVVPNLPHEIKLTRTQVSPFERSGEETAMTRMIKTVRESDSKSYGVVFNSFYELETDYVEHYTKVLGRRAWAIGPLSMCNRDIVDKAERGKKSSIDKHECLKWLDSKKPSSVVYICFGSVANFTASQLHELAMGIEASGQEFIWVVRTELDNEDWLPEGFEERTKEKGLIIRGWAPQVLILDHESVGAFVTHCGWNSTLEGVSGGVPMVTWPVFAEQFFNEKLVTVVLKTGAGVGSIQWKRSASEGVKREAIAKAVKRVMVSEEADGFRNRAKAYKEMATKAIEKGGSSYTGLTTLLEDISTYSSTDH*

NbL01g03160.1 glucosyltransferase [MW = 53.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) PF00658 Poly−adenylate binding protein, unique domain

Protein sequence:
MAQVQVQQQQPQGGVNNAGGVNNQFVTSLYVGDLDVNVTDSQLYDLFNQLGQVVSVRVCRDLTSQRSLGYGYVNYGNPQDAARALEVLNFTPLHEKPIRIMYSNRDPTIRRSGNGNIFIKNLDKAIDHKALHDTFSAFGNILSCKVAVDSSGQSKGYGFVQYDSDEAAQNAIEKLNGMLLNDKQVYVGPFVRKQERYMAVDKTRFTNVFVKNLSESTLEEELRKIFGEFGTITSVAVMKDEDGKSRCFGFVNFENAEDAARAVEALNGYKLDDKDWFVGRAQKKSEREMELKHRFEQSAKEVVDKSQGLNLYIKNLDDSISDEKLKELFSPYGTITSCKVMRDPSGVSKGSGFVAFSTPEEASRALSEMNGKMVVSKPLYVALAQRKEERRARLQAQFSQMRPIAMASSVAPRMPMYPPGGPGLGQQIFYGQPPPAMLPPQVINRRAGFGYQQQLVPGMRPGGGPMPNFFMPMVQQGQQGQRPGGRRGGAVPLQQGQQPVSLMQQQMFPRGRGYRYPPGRGLPDGGFPGVGGGMFSIPYDMGGMPVRDAGIVQPIPVGALATALANASPTEQRTMLGENLYPLVEQLEPETAAKVTGMLLEMDQTEVLHLLESPEALKAKVAEAMEVLRNVSQQQSSNPADQLASLSLNDGLVS*

NbL01g03130.1 polyadenylate−binding_protein_8−like [MW = 71.81 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF05911 Filament−like plant protein, long coiled−coil

Protein sequence:
MDQKSWLWPRKRSSEKTIVSISKSDLPVQVNGVEGQIVPNEKEIFLEQSLKILDEKLATALSESNSKDEQLIRSAEMEQEAIAGQKKAEAEVLCLKKELDEAVVRREAANESIMHLNTALRDHIQQLTSLREEQEQKVRDAVMRTSKEFEKAHKKLEDRLAETSKRITNLTHENSHLSKVLLVKGKIIEDLTKSSAQAEAEFNALMSRLDSVEKENSFLRYEYQMLEREFHIRNEEMEFSRRSLDASHKQQLENVKKIRKLEAECQRLRLLSRKRLPGQVALTKVKNEIEMQEKSQTVIRRRKSDPPTGSLILKDTLTDDIRHKEITFLVERMCNLEGENKALKNLLGRKEVEICHSSVKGSKELASASPLSNETSSISSYDTCKRDESVCSKMIGVSEMCLMDDFAEMEKLAIVAVDSTIGSSYPPSDTSLDLSDSSRIETHGHQIDSTGKELVKVGQYDLYDLGMEVQGQDLLSKRSPNWLHEILKTIMEQSHVSKKGIDELIEDIRVALHSVTPPCTGPSELLPISGFITWKSPVTSPKMQSLTTEPGSMQSVISELEKIHLILQEENERLKAEINSMKSSNKDVQVKLQVVKNKSENLANELKQSQQSIVSLRAELEEVKESKRMMEDLMENQKSINEDLDTQLTVTKVKLNETIQKLSSLEVELEDRSHCCEELEGTCLELQLQLESITANPTSADNMDQKGLQKTGWEITSASAKLTECQETILNLGKQIKALALPKENTVGATNGSIKNMRKHMSLLDRMLSEDDVQKEELNSPNLEEPLSTINTVHATLSPQSEAKTLNMGTMVILPSKKRGGMNFLRKLLLRKRRERSKKRAFPLGIETY*

NbL01g03090.1 filament−like_plant_protein_7 [MW = 96.15 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01596 O−methyltransferase

Protein sequence:
MAENGAAPENQVAKHQEVGHKSLLQSDALYQYILETSVYPREPEPMKELRELTAKHPWNLMTTSADEGQFLSMLLKLINAKKTMEIGVYTGYSLLATALALPDDGKILAMDINRENYEIGLPVIQKAGVAHKIDFREGPALPVLDLMVEDKNNHGTYDFIFVDADKDNYINYHKRIIELVKVGGVIGYDNTLWNGSVAAPPDAPMRKYVRYYRDFVLELNKALAADPRIEICMLPVGDGITLCRRIS*

NbL01g03060.1 caffeoyl−CoA_O−methyltransferase_6 [MW = 27.74 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00106 short chain dehydrogenase

PF00107 Zinc−binding dehydrogenase
PF08240 Alcohol dehydrogenase GroES−like domain

Protein sequence:
MELKPGLSALVTGGASGIGRALSLALAQKGVFVTIVDFSEEKGKEVAALAEKECAKFHSGLEFPLVMFIRCDVTNAGELKAAFEKHFVTYGGLDICINSAGIGDIIPFRHDRTDGSKSWRHTVNVNLIAVIDSTRLAIQAMQAAQKPGVIVNLGSASGLYPMYIGPIYSASKGGVVMFTRSLAPFKRQGIRINVLCPEFVQTDLATKVSSPYIDQLGGYLPMELVVKGAFELIRDESKAGSCLWITNRRGLEYWPTPAEEEKYRLPSSKTLRKSLVTVPMDLQIPKSFEKVVVHTLSHNFHSATRIVRTALRLPLKPDHVLLKVIYAGVNASDVNFSSGRYFSGDGNDIASRLPLDSGFEAVGIIAAIGDAVKNLKIGMPAAIMTFGGYAEFVTVPAQHILPIAKPDPEVLAMLTSGLTASIALEKAAQMESGKVVLVTAAAGGTGQFAVQLAKLSGNTVVATCGGTEKAKLLKDLGVDRVIDYKVENIKAVLKKEFPKGVDIVYESVGGEMFDICLNALAVYGRLVVIGMISQYQGEHGWKPRNYPGICEKLLAKSQTVAGFFLVQYAHLWQEHLDRLVNLFSSGKLKIAIDPKQFIGLHSVADAVEYLHSGKSAGKVVVCIAPTYAQQLAKL*

NbL01g02850.1 probable_quinone_oxidoreductase [MW = 68.33 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF08617 Kinase binding protein CGI−121

Protein sequence:
MKAFEVGGTTLCLALFSDVTNSKELLDLMQSATLEPEVAFLNASLIPDVFPVLAAAHKALVAKSRDSLTTRTLHSELVYNYSGSKHISESLKRCGIADNTSYILAARFGALADEMVAVEKLINGKEIDLKELEQRINQAQIQKHYKISNLELEISSLADAITCRIAARDAL*

NbL01g02790.1 EKC/KEOPS_complex_subunit_TPRKB [MW = 18.69 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01077 Nitrite and sulphite reductase 4Fe−4S domain PF03460 Nitrite/Sulfite reductase ferredoxin−like half domain

Protein sequence:
PHIHSHNSTKWSDIYPSPLQTSKMASFSIKFLAPSLPNPARFSKNAVKLHATPPSVAAPPAGAPEVAAERLEPRVEEKDGYWILKEQFRKGINPQEKVKIEKEPMKLFMENGIEELAKIPIEEIDQSKLTKDDIDVRLKWLGLFHRRKNQYGRFMMRLKLPNGVTTSAQTRYLASVIRKYGKEGCADITTRQNWQIRGVVLPDVPEILKGLAEVGLTSLQSGMDNVRNPVGNPLAGIDPEEIVDTRPYTNLLSQFITGNSRGNPAVSNLPRKWNPCVVGSHDLYEHPHINDLAYMPATKDGRFGFNLLVGGFFSAKRCDEAIPLDAWIPADDVVPVCKAILEAFRDLGFRGNRQKCRMMWLIDELGVEGFRAEVEKRMPQQQLERASPEDLVQKHWERRDYLGVHPQKQEGYSFIGLHIPVGRVQADDMDELARLADEYGSGEIRLTVEQNVIIPNIENSKIEALLKEPVLSAFSPDPPILMKGLVACTGNQFCGQAIIETKARSLKITEEVQRQVSLTKPVRMHWTGCPNTCAQVQVADIGFMGCLTRDKNGKTVEGADVFLGGRIGSDSHLGEVYKKAVPCDDLVPLVVDLLVNNFGAVPREREETED*

NbL01g02710.1 ferredoxin−−nitrite_reductase_chloroplastic−like [MW = 68.22 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00675 Insulinase (Peptidase family M16)

PF05193 Peptidase M16 inactive domain
PF08367 Peptidase M16C associated

Protein sequence:
MALHKIILERTKFIFDRSPLTPLRRYFYNTNKISLLTKTPSSHTTRTLHLSHLHSSPSMEKAVLLRSLSSSSTLAFSRIFSRSSHRLASYSAERHRLLQNLYRRRSLIRSNGRLLSPSLDLKRQFYPLSVRAIATSAPQSSQEFLGADDEVAEKYGFEKVSEQFIDECKSKAVLYKHKKTGAEIMSVSNDDENKVFGIVFRTPPKDSTGIPHILEHSVLCGSRKYPLKEPFVELLKGSLNTFLNAFTYPDRTCYPVASTNAKDFYNLVDVYLDAVFFPKCVEDFQTFQQEGWHYELNDPSDDITFKGVVFNEMKGVYSQPDNLLGRTSQQALFPDNTYGVDSGGDPRVIPSLSFEEFKEFHRKFYHPSNSRIWFYGDDDPNERLRILSEYLDMFDTSSAPHESRVEPQKLFSEPVRIVEKYPVGEDGDLKKKHMVCLNWLLSGKPLDLETELALGFLDHLLLGTPASPLRKILLESGLGDAIVGGGIEDELLQPQFSIGLKGVAEENIQKIEELVMSTLEGLAEKGFDSDAVEASMNTIEFSLRENNTGSFPRGLALMLRSIGKWIYDMDPFEPLKYQKPLEALKARIAKEGSKAVFAPLIDQYILRNPHRVTVEMQPDPKKASREEEIEKETLDKVKASMTQEDLAELARATHELRLKQETPDPPEALKSVPSLSLQDIPREPTHVPTEVGDINGVKVLRHDLFTNDVLYAEVVFDMSSLKQELLPLVPLFCQSLLEMGTKDLDFVQLNQLIGRKTGGISFYPFTSSVRGKVEPCSKIIVRGKAMSQRTDDLFNLINRVLQDVQLNDHKRFKQFVSQSRARMENRLRGSGHSIAASRMGAKLNVAGWISEQMGGVSYLEFLKGLEDQIEKDWPQISSSLEEIRTSLLSKNGCLINLTADGKNLTDAEKHISNFLDLLPSTSLVEPAAWNAQLSRSNEAIVVPTQVNYVGKAANLYEAGYDLKGSAYVISNYISNTWLWDRVRVSGGAYGGFCGFDTHSGVFSFLSYRDPNLLKTLDVYDGTSNFLKELEMDDDALTKAIIGTIGDVDAYQLPDAKGYSSLLRYLLGVSEEERQRRREEILSTRLDDFKKFGDVMEAVKDKGVVVAVASPDDVEAANKERSNFLQVKKAL*

NbL01g02640.1 presequence_protease_1_chloroplastic/mitochondrial−like [MW = 127.3 kDa]
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1 64 127 190 253 317

Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MAEIVHDLFPLIRVYKDGRIERLMGEGVVPAELDPETGVQIKDVQIDPKINLSARLYLPNNLDPVQKIPLFVYFHGGGFVIESASSPSYHRHLNLVATEAKVVIVSVNYRLAPEHPLPIAYEDSWLALKWIASHTKGDGHEPWLKDHADLNHVYFGGDSAGANIAHNIAIRVGLEKLNGVKLDGIFLACPYFWGIDLIDGEAENLDCKNYIEKLWAFAHPNSSGLDDPVMNPEKDPNLSSLGCDKVLVYVAGKDPLKYRGLYYKELLEKSGWQGTVEVVEIKDEEHVFHLFAPTSENAMVVLKKLASFLNQSKALR*

NbL01g02630.1 2−hydroxyisoflavanone_dehydratase−like [MW = 35.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MDSTPSSEIVYEIPMFFQVYKDGRVERFRKHDFVPPSDNPITGVRSKDVVIVPENNVTVRLCLPKITQTDQKFPLLVYFHGGGFAIESAFSTYYDSYLHSIAAETNVFAISVEYRLAPEHKIPSCYDDSWVVMKWVAQHANGEQGTEPWLGSHADFSRVFLAGDSAGANIAHNMMMQASVDEDKLGDGLKLVGMALVHPYFGNNGPDRIWSYCCPENPNTDDPRFNPAAHPSLLSKLVCSKILICTGEKDFIRDRGWTYYEALKKCGWKGEVEIKETEGEEHVFHLVTPTCDKAKALMKWLADFFQQSS*

NbL01g02620.1 probable_carboxylesterase_12 [MW = 34.86 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
TLNIGPHSGLNKFNKIYCNLMAPSLVSFNNTMAQNFTHLRFPLSFLIICLYFNSTLAEKTQNFFPFFKVDSDGTIHRYQEAKFVPPSFNPETGVQSKDVTILPEQNVSARLYLPKISGKNQKFPLLIYIHGGGFCTGSASTPMYDSYLHKLTAESNAVAVSIDYRLAPEYPIPICYDDSWAVMKWVEQGTDPWLKQHADFSRVYLAGDSAGANIAHNMMVRVSEESHFSPSLIGMALIDPYFGNDKPDTLWNYLCPKTTGIYDPRFNPAAHPMLLSKLNCSKVLVCTAGKDFLRDRAWTYYENLKKSGWKGEVDMKEIEGEDHVFHLYNQTSEKANVLMKSVVDFFVYDDSSQHVNLGSKVSEFSMSLIIFAFNLFCICVYKSS*

NbL01g02610.1 2−hydroxyisoflavanone_dehydratase−like [MW = 43.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF07859 alpha/beta hydrolase fold

Protein sequence:
MASNAKEIAVDMTPFFVIYKDGTINRFRPSENAPICDDPQAPVPSKDVVIQPETGVQVRLYLPKLTNPQQKIPLVIYIHGGAFCVGSARSPTFHNFISSLVEKANFIAVSVDYRLAPENPISTTYNDSWSAFQWVISHVNGKGPESWLNEYADFGKVFIGGESAGANIANDVAVRAGVSDLDLKVKILGLYLVHPYFGVENDTLYKVLCPTDTGGCFEDPRVNPLLDPRLKSMACKKVLFLVAEKDFLKEGTMNYYEGLKKSEWNGELEIMETKGEGHCFHFINPMSEKAVALMDKLVDFLRKD*

NbL01g02600.1 probable_carboxylesterase_2 [MW = 33.84 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 86 171 256 341 426

Protein length

Gel Slice

3.2 5.5

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 2 4 6 8 10

Peptide counts over 4 repeats

1 86 171 256 341 426

Pfam domains

Pfam Description
SP Sequon TM Domain PF00076 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein sequence:
MNGGDMNQQQQQQQQQQQQQWMAMQQYQQQWMAMQYPAAAMAMQQQMMYGQQYMPYYQQHQQQQKMQQSPAQIQSSSEDNKTIWIGDLQQWMDESYLHSCFSQAGEVISVKIIRNKQTGQSERYGFVEFNTHAAAEKVLQSYNGTMMPNAEQPFRLNWAGFSTGEKRAETGSDFSIFVGDLASDVTDTMLRDTFASRYPSLKGAKVVVDANTGHSKGYGFVRFGDESERSRAMTEMNGVYCSSRAMRIGVATPKKPSAQQQYSSQAVILSGGYASNGAAPHGSQSDGDSSNTTIFVGGLDSEVTDEELRQSFNQFGEVVSVKIPAGKGCGFVQFSDRSSAQEAIQKLSGAIIGKQAVRLSWGRSPANKQMRTDSGSQWNGGYNGRQNYGGYGYGTSQNEDSGMYATGAAYGASSNGYGNHQQPVS*

NbL01g02580.1 polyadenylate−binding_protein_RBP47 [MW = 46.86 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 100 199 298 397 496

Protein length

Gel Slice

3.6 6.0

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW
Predicted non−glycosylated MW

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 5 10 15 20 25

Peptide counts over 4 repeats

1 100 199 298 397 496

Pfam domains

Pfam Description
SP Sequon TM Domain PF00450 Serine carboxypeptidase

Protein sequence:
MEKEHKYYYLFLTKLNLFFLVTVTTFHGLSHGFQMNQARTLMSWRRSKMHAGTTTTYGTHEDETLCTENLVFSDEKHVGNMDDDLIKDGLPGQPSNVMFKQYAGYVNVDEKNGRSLFYYFAESSSGNASSKPLVLWLNGGPGCSSLGFGAMLELGPFGVNPDGITLYSRRFAWNKVANVMFLESPAGVGFSYSNTSSDYAKSGDKRTAEDAYRFLVNWFKRFPHYRGRDFYIMGESYAGRFYVPELADIIVKRNMLPTTNFNIQFKGIMIGNGIMNDETDEKGTLDYLWSHALISDETHGGLVQHCKTETETCQHYQNIAEAEFGNVDPYNIYGPQCSINSKSRPKLKNGYDPCEQQYVQNYLNLPHVQKALHANLTNLPYLWNPCSNLDWKDTPSTMFPIYRRLIASGLRILLYSGDVDAVVSVTSTRYSLSAMNLKVIKPWRPWLDDTQEVAGYMVVYDGLAFATVRGAGHQVPQFQPRRAFALLNMFFANHF*

NbL01g02560.1 serine_carboxypeptidase−like_26 [MW = 56.27 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MVLQAVTLNSLSSSLVGANELQYSSKRSSSSRSDVINSSTIRCCSRSHAYIPKLEPFSRTKFDRVVKDPPLIEKSENELADYCSVLEGDDSYSCWQAYFELKDLEKEAPKEEVERLILQAGGVKTLIGCLHGVSDMHKAKRASKESTKMANLEEKVARPCPVPDGLPKTREELEEEEKGKMPDSPFTRLLRAKGTHPVWYSSALDY*

NbL01g02240.1 CCG−binding_protein_1 [MW = 23.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF09754 PAC2 family

Protein sequence:
MEFYAEEGKNLSSENSTLILPALSVGNVGQLAVDLLVASLRAERIGYLDDPNVVPCVGNDAYWPSPPGELALPVEVYESSPDALALVQQRSPVVKGMMVEFARNLANFAAANGKKHVIVLSGLEFGHWRNIDMSSGLQIHYLSSSNSDGTDDQCESQGWKRLPEYDPSQRMWKYLNDLAKNTASEVEDLPYEELGDEDYDASLPYAALFSCLKAKGLKVTCLLCYCSEGDNIPDAFNLADAVSKALGLRPNSSQGNEGGSWTVPFSWKSVYGPPPDMSLF*

NbL01g02140.1 proteasome_assembly_chaperone_2 [MW = 30.54 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01071 Phosphoribosylglycinamide synthetase, ATP−grasp (A) domain

PF02843 Phosphoribosylglycinamide synthetase, C domain
PF02844 Phosphoribosylglycinamide synthetase, N domain

Protein sequence:
MTCISLSIGATTSLKFVSNCQNHSTKLLSATQQRFFNLSFASWNSSNFSVRHTSCRGFKTHKSFATVFNSLSVDNGNPKERVVVLVIGGGGREHALCHALRRSPSCDAIFCAPGNAGISSSGDATCITGLDVLDSSAVIDFCHKWGVGLVVVGPEAPLVAGIANDLVKEGIPTFGPSSEAAALEGSKNFMKSLCDKYGIPTAKYQAFTDPFSAKEYIKLEGAPIVVKADGLAAGKGVIVAMTLEQAYEAVDSMLVENVFGSAGSRVIVEEYLEGEEASFFALVDGEHAIPLESAQDHKRVGDGDTGPNTGGMGAYSPAPVLTKELQSVVMESIIFPTVKGMTEEGCKFVGVLYAGLMIEKKTGFPKLIEYNVRFGDPECQVLMVRLESDLVEVLLAACRGKLRGVSLDWSHGSAMVVVMASKGYPGSYQKGTVIHKLEEAEQVAPSVKVFHAGTAFDADGNFIATGGRVLGVTAKGEDLEEARDRAYQAVEQISWPGGFYRRDIGWRALPHKQYS*

NbL01g02110.1 phosphoribosylamine−−glycine_ligase−like [MW = 54.98 kDa]
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1 83 165 247 409

Pfam domains

Pfam Description
SP Sequon TM Domain PF00579 tRNA synthetases class I (W and Y)

Protein sequence:
MDNKEASEAINALSSPPSSADTSISTSQNMDNQDTSEAIDALSLTASSSNPSISTSQMSLEEKFKIVRSIGEECIQEDELMNLLAKKPQPVCYDGFEPSGRMHIAQGVLKALNVNKLTSAGCKVKIWIADWFAQLNNKMGGDLKKIEVVGQYLIEIWKAVGMNLEGRQVEFLWSSKEINSRAHEYWPLVMDIARRNKLPRILRCCQIMGRSEQDELTAAQIFYPCMQCADIFFLKADICQLGMDQRKVNVLAREYCDDIKRKNKPIILSHHMLPGLQEGQEKMSKSDPSSSIYMEDEEAEVNLKIKKAFCPPKVVEKNPCLEYIKYIVLPWFNEFKIERIAENGGDKTYKNFEELAADYESGKLHPADLKPALSKAINKILQPVRDHFKNDQKAKDLMKRVKSFKVTR*

NbL01g01930.1 tyrosine−−tRNA_ligase_1_cytoplasmic−like [MW = 46.3 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MPSRRRTLLKVIILGDSGVGKTSLMNQYVNKKFSNQYKATIGADFLTKEVQFEDRLFTLQIWDTAGQERFQSLGVAFYRGADCCVLVYDVNSMKSFENLNNWREEFLIQASPSDPENFPFVVLGNKVDVDGGNSRVVSEKKARAWCASKGNIPYFETSAKEGTNVEEAFQCIAKNALKSGEEEEIYLPDTIDVGTSSQPRTGGCEC*

NbL01g01760.1 ras−related_protein_RABG3f [MW = 23 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF01602 Adaptin N terminal region

PF08752 Coatomer gamma subunit appendage platform subdomain
PF16381 Coatomer subunit gamma−1 C−terminal appendage platform

Protein sequence:
MAQPLVKKDDDRDDEMDYSPFLGIEKGAVLQEARVFNDPQLDARRCSQVITKLLYLLNQGESFTKAEATGVFFAVTKLFQSKDIGLRRMVYLIIKELSPSADEVIIVTSSLMKDMNSRTDMYRANAIRVLCRITDGTLLTQIKRYLKQAIVDKNPVVASAALVSGIHLLQTNPEIVKRWSNEVQEAVQSRAALVQFHALALLHQIRQNDRLAVSKLVTSLTKGSVRSPLAQCLLIRYTSQVIRESGISQTGDRPFYDYLESCLRHKAEMVIFEAARAITELSGVTSRELTPAITVLQLFLSSSKPVLRFAAVRTLNKVAMTHPMAVTNCNIDMESLISDQNRSIATLAITTLLKTGNESSVDRLMKQITNFMSDIADEFKIVVVEAIRSLCLKFPLKYRSLMNFLSNILREEGGFEYKKAIVDSIVILIRDIPDAKEGGLLHLCEFIEDCEFTYLSTQILHFLGNEGPKTSDPSKYIRYIYNRVILENATVRASAVSTLAKFGALVDSLKPRIFVLLKRCLFDSDDEVRDRATLYLNTLGGDGAVVETDEEVKEFLFGSLGVPLTNLETSLKNYEPSEEPFDIHSVPKEVKSQPLSEKKAPGKKPTGLAAPPVAPTSTVDAYERLLSSIPEFTSFGKLFKSSAPVELTEAETEYAVNVVKHNFDNHIVFQYNCTNTIPEQLLENVTVIVDASEAEEFSEVASKPLKSLPYDTPGQTFVAFEKPEGVPAVGKFSNTLRFIVKEVDPSTGEAEDDGVEDEYQLEDLEVVSADYVLKVGVSNFRNAWESLGPDCEKVDEYGLGPRESLAEAVNTVIDLLGMQPCEGTEVVPSNSRSHTCLLSGVYIGGVKVLVRLSFGVDGPKDVAMKLAVRSEDISVSDAVHEIVASG*

NbL01g01740.1 coatomer_subunit_gamma [MW = 98.06 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00483 Nucleotidyl transferase

Protein sequence:
MDTCCVALKSTAHLGRVSKGGFENGEKDFFGEQIRGSLNNNNLRVNNLSKSLKLEKKESKIKPGVAFSVITTDNGKETLNVEAPRFDRRRANPKNVASVILGGGAGTKLFPLTSRTATPAVPVGGCYRLIDIPMSNCINSGINKIFVLTQYNSAPLNRHIARTYFGNGVSFGDGFVEVLAATQTPGETGKNWFQGTADAVRQFIWVFEDAKNKDVDNILILSGDHLYRMDYMDLVQNHIDRNSDITLSCAPAGDSRAADFGLVKIDSRGRVVQFAEKPKGFDLKAMQVDTTLIGLSPQEAKRSPYIASMGVYVFKTDVLLKLLKWRYPTANDFGSEIIPAAINEHNVQAYIFRDYWEDIGTIKSFYDANLALTAESPKFEFYDPKTPFYTSPRFLPPTKIDNCKIKDAIISHGCFLRECSVDHSIVGERSRLDCGVELKVCMYLNICIYFLSFMQNAPFFLVHFLVRYGPQTPVLLPFQDTLMMGADYYQTESEIASLLAEGKVPMGIGENTKIRNCIIDKNAKIGKDVVIMNKDGVKEADRPEDGFYIRAGLTIVAEKATIKDGTVI*

NbL01g01540.1 glucose−1−phosphate_adenylyltransferase_large_subunit_1 [MW = 63.07 kDa]
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1 107 213 319 528

Pfam domains

Pfam Description
SP Sequon TM Domain PF00186 Dihydrofolate reductase PF00303 Thymidylate synthase

Protein sequence:
MASETITGLSNGNGNSHSAPQRTYQVVVAATRNMGIGKEGKLPWRLPSDLKFFKGITGTTSDPSKKNAVIMGRKTWESIPLEYRPLPGRLNVVLTRSGSFDIATAENVVICGSLGSALQLLAASPYGLSIENVFVIGGGEIFRDSLNAHGCDAIHITEIETDIECDTFIPAIETSVFQPWYSSFPVVENKIRYSFTTYVRVMNSGVETVNQANNETPEIGSDSFNVEVKAFSFLPKMIFEKHEEYMYLRLVEEIISNGMPKDDRTGTGTLSKFGSQMRFNLRKSFPLLTTKKVFWRGVVEELLWFISGSTSAKVLQEKGIHIWDGNASRDYLDSIGLKDREEGDLGPVYGFQWRHFGARYIDMHTDYSGQGFDQLADVIKKVKNNPDDRRIILSAWNPSDLKLMALPPCHMFAQFYVANGELSCQMYQRSADMGLGVPFNIASYALLTCMIAHVSDLVPGDFVHVLGDAHVYRTHVRPLQDQLQKLPRPFPVLKINSQKKDIDSFVAADFKLVGYDPHQKIEMKMAV*

NbL01g01530.1 bifunctional_dihydrofolate_reductase−thymidylate_synthase−like [MW = 58.93 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00899 ThiF family

PF10585 Ubiquitin−activating enzyme active site
PF14732 Ubiquitin/SUMO−activating enzyme ubiquitin−like domain

Protein sequence:
MASEEQMSAIKGAKVLMVGAGGIGCELLKTLALSGFEDIHIIDMDTIEVSNLNRQFLFRQKHVGQSKAKVAREAVLKFRPQIRITPYHANVKNPDFNVDFFKQFNVVLNGLDNLDARRHVNRLCLASGVPLVESGTTGFLGQVTVHVKGKTECYECQPKPAPKTYPVCTITSTPSKFVHCIVWAKDLLFTKLFGDKNQDNDLNVRSTDASSSSEHAEDVFERRADEDIEQYGRRIYDHVFGYNIEVALRNEETWKNRNRPRPLYTKDVLPPQPVKQNGNKDKASQTCDPTSVSAMAYLGLKNPQDLWSLRENSEIFLEALKLFFLKREKEIGQLGFDKDDQLAVEFVTSAANIRAASFGIPLHSLFEAKGIAGNIVHAVATTNAIIAGLIVLEAMKVLQNDVKSYRMTYCLEHSSRKMLLMPVEPFEPNKSCYVCSETPLTLEINTHRSKLRDFVEKVVKAKLGMSLPLIMHGAALLYEVGDDLEEDEVANYAANLDKVLSELPSPVTGGTILTVEDLQQELKCSINIKHREEFDDEKEPDEMVLSGWTPALAAEKKTKTSDNGPSSSNTSQAVQPEPEDDDELEIILKDPEILSAGNKRKLSDISNAADSEVSRVTGEMQTKSHVEEEDDAHTDTIMIDGNADISKKKRVQ*

NbL01g01390.1 SUMO−activating_enzyme_subunit_2 [MW = 72.67 kDa]
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1 190 379 568 757 945

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00069 Protein kinase domain

PF08263 Leucine rich repeat N−terminal domain
PF12799 Leucine Rich repeats (2 copies)

Protein sequence:
MKLKKLQFDGSVRLLVLLLYVVSSVYSQDGSAANDAAVMQELKKRINPPSSLGWNDPDPCKWGKVQCTKDGRVTRIQIGNQGLKGSLPPNLNNLTELLVFEVQNNGLTGSLPSFSGLDSLQSLLLSNNGFTSIPTDFFDGLTSLQSVYLDKNQFSPWSIPESLKSATSIQTFSAVSANITGTVPDFFDAFASLTNLHLSFNNLEGPLPSSFSGSQIQSLWLNGLKGRLNGSIAVIQNMTQLTELWLQGNAFSGPLPDFSGLGQLQNCSLRDNSLTGPVPNSLVNLPSLKVVVLTNNFLQGPTPKFPSSVQVDMLADTNSFCLSQPGVPCDSRVNTLLAVAKDVGYPREFAENWKRNDPCSPWMGITCDGGNITVLNFQKMGLTGTISPDYSSITSLQKLILANNNLVGTIPNELALLPNLRELDVSNNQLYGKIPPFKSNVLLKTQGNVNIGKDNPPPPASGTPSGSTPGSSDGGGGGQTHATGGKKSSTGVVVGSVIGGVCAAVVLAGLFVFCLYRTKHKRSGRVQSPHTVVIHPHHSGSDQDAVKITIAGSRVNGGDSCGSSSAPGDLHIVEAGNMVISIQVLRDVTNNFSKVNILGRGGFGTVYKGELHDGTKMAVKRMESGVMTEKGLDEFKSEIAVLTKVRHRHLVTLLGYCLDGNERLLVYEYMPQGTLSRYLFNWKEEGLKPLEWTRRLTIALDVARGVEYLHGLAQQSFIHRDLKPSNILLGDDMRAKVADFGLVRLAPDGKASVVTRLAGTFGYLAPEYAVTGRVTTKIDVFSFGVILMELITGRKALDESQPEESMHLVPWFRRMHINKETFRKAIDPPVDLDEETLSSVSTVAELAGHCCAREPHQRPDMGHAVNVLSSLAELWKPAEVDEDEIYGIDYDMSLPQAVKKWQALEGMSGIDGSSSYLASSDSTQTSIPTRPSGFADSFTSADGR*

NbL01g01340.1 probable_receptor_protein_kinase_TMK1 [MW − SP = 98.75 kDa]
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1 151 301 451 601 752

Pfam domains

Pfam Description
SP Sequon TM Domain PF01301 Glycosyl hydrolases family 35 PF17834 Beta−sandwich domain in beta galactosidase

Protein sequence:
MGAKWLLLFFVLIFASEFCYCSVTYDKKSLIINGQRKILFSGSIHYPRSTADMWEGIIQKAKDGGLNVIETYVFWNLHEPSPGNYNFEGRNDLVRFIKLVQKAGLYMHLRIGPYICGEWNFGGFPVWLKYVPGISFRTDNEPFKREMQRFTQKIVQMMKNEKLFQTQGGPIILSQIENEYGLEIKKYGAPGHAYMTWAAKMAVEMGTGVPWIMCKEDDAPDPVINTCNGFYCDYFSPNKPNKPTIWTEAWSGWFDDFGGPVHHRPVEDLAFAVARFVQKGGSLVNYYMYHGGTNFGRTAGGPFITTSYDYDAPIDEYGLIRQPKYDHLKELHKAIKLCEPALISADPTVTALGNYEQAHVFSSGSGHCAAFLANFHLTSPARVTFRHKHYDLPPWSISILPDCKNVVYNTARVGVKTSNAQMLPTNVQLRTWETFSEDVSTIDADSKLTVVGLLEQLNVTRDTSDYLWYTTSVEISSAESFLHRRQHLTLTVQSAGHALHVFINGRLSGSVYGNRENRRVTFTGGVNLHAGINRISLLSVAVGLPNNGARYETWSTGVLGPVVLHGLDKGPRDLSWQKWSYQVHVLIYLVMLLHLRGLTTTLNVFAQVGLRGEAMNLDSPNAVSAADWVGGSLIARQRQPLTWYKVYFNAPRGSDPLALDMGSMGKGQVWINGQSIGRYWTAYATGNCSPCSYIGTYRQGKCQSGCGQPTQRWYHVPLSWLKPTGNLLVVFEEIGGDASKISLVKRSITYV*

NbL01g01330.1 beta−galactosidase_3−like [MW − SP = 81.74 kDa]



1 2 3 4

No. of times detected

0

14

19

24

30

39

48

55

62

79

100

133

180

Molecular weight

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

1 95 189 283 377 472

Protein length

Gel Slice

2.7 5.1

log(intensity) Values from
Unique peptides
Non−unique peptides

MW indication
Predicted fully N−glycosylated MW − SP
Predicted non−glycosylated MW − SP

24

23

22

21

20

19

18

17

16

15

14

13

12

11

10

9

8

7

6

5

4

3

2

1

0 10 20 30

Peptide counts over 4 repeats

1 95 189 283 377 472

Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00149 Calcineurin−like phosphoesterase

PF14008 Iron/zinc purple acid phosphatase−like protein C
PF16656 Purple acid Phosphatase, N−terminal domain

Protein sequence:
MGVSKMEFFGRCIVLVLGLIINDSLLCNGGVTSSFIRKVEKTIDMPLDSDVFRAPPGYNAPQQVHITQGDHEGKAVIVSWVTMDEPGSSTVLYWSEKSKQKNNAKGKVTTYKYYNYTSGYIHHSTIRHLEFNTKYYYKIGIGHTARTFWFVTPPPVGPDVPYTFGLIGDLGQSFDSNKTLTHYELNPIKGQAVLFVGDLSYADNYPNHDNVRWDTWGRFVERSTAYQPWIWTAGNHEIDFAPEIGETKPFKPYTHRYHVPYRASDSTSPLWYSVKRASAYIIVLSSYSAYGKYTPQYKWLEEELPKVNRTETPWLIVLVHSPWYNSYNYHYMEGETMRVMYEPWFVKYKVDIVFAGHVHAYERTERISNVAYNVVNGECTPIRDHSAPIYVTIGDGGNLEGLATNMTEPQPAYSAFREASFGHATLAIKNRTHAYYSWHRNQDGYAVEADKIWVNNRIWNPVDESMALAVS*

NbL01g01310.1 purple_acid_phosphatase_2−like [MW − SP = 50.88 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08246 Cathepsin propeptide inhibitor domain (I29)

Protein sequence:
MALRYALIFLFSLLLTTLLLASANGDINGGDDDDILIRQVVGDDDDHLLNADHHFMIFKKRFGKTYASEEEHHYRLSVFKANLRRAMRHQKLDPSAVHGVTQFSDLTPAEFRRNFLGVNRRLRLPSDANKAPILPTEDLPSGFDWRDHGAVTPVKNQGSCGSCWSFSTTGALEGANYLSTGKLVRLSEQQLVDCDHECDPEEKDSCDAGCNGGLMNSAFEYTLKAGGLMREEDYPYTGTDRGTCKFDNTKVAAKVANFSVVSLDEEQIAANLVKNGPLAVAINAVFMQTYVGGVSCPYICSKNLDHGVLLVGYGTGFSPIRMKEKPYWIIKNSWGEKWGENGYYKICRGRNVCGVDSMVSTVAAVSTSSH*

NbL01g01290.1 cysteine_protease_RD19A−like [MW − SP = 38.07 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01496 V−type ATPase 116kDa subunit family

Protein sequence:
MAEQGGRGCCPPMDLFRSEAMQLVQIIIPIESAHRTIDYLGEIGLIQFKDLNAEKSPFQRTYATQIKRCGEMARKLRLFKEQMSKAGLLSSSTSSTQVDLSFDDLEVKLGELEAELIEINANGDKLQRSYNELVEYKLVLQKAGEFFRKAQSSAEAQLREQASNQTGEQSLETPLLSDQEAVADPSKQVKLGFITGLVPREKSMAFERILFRATRGNVFLRQAVVEEPVTDPVSGEKVEKNVFAVFFSGERAKTKILKICEAFGANRYSVTEDLGKQAQMITEVSGRISELKTTIDVGVLHRGNLLQTIGERYDRWNILVRKEKSVYHTLNMLSIDVTKKCLVAEGWSPVFATKQIQDALQRATHDSNSEVGAIFRVLRTREMPPTYFQTNKFTSSFQEIVDAYGVAKYQEANPGVYTIVTFPFLFAVMFGDWGHGICLLLATLFLLIREKKLSSQKLGDIMEMTFGGRYVIFMMSLFSIYTGLIYNEFFSVPFELFGRSAYGCRDPSCRDSTSAGLIKVRDTYPFGVDPAWHGTRSELPYLNSLKMKMSILLGVAQMNLGIFLSFFNALFFRSGINIWCQFVPQIIFLNALFGYLSVLIIVKWCTGSKADLYHVMIYMFLSPTDELGENQLFAGQKTTQLVLLFSALVAVPWMLLPKPFLLKAQHERHQGQSYTALQEAEESLLVESSDDSGHHEEFEFSEVFVHQLIHTIEFVLGAVSNTASYLRLWALSLAHSELSSVFYEKVLLLAWGFNNVFILIIGIIVFIFATVGVLLVMETLSAFLHALRLHWVEFQNKFYEGDGYKFSPFSFSLIDGEDE*

NbL01g01280.1 V−type_proton_ATPase_subunit_a2−like [MW = 92.56 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
RIVTFWLCVSLSSSLPPFLKTPENPLPKIKALKMATILSTTPVAIRLFPSNSLRYLCYLHRTMRIRPAGIHIQKYYQISFIFNKRRKLICAVSKDAEESFKKTVEVDRLIDTLREASDKELPQLVVENVLAFNESFWIRLAARADTCKSDDDKKDYEELALSVMNIVDRLVHKTKEKIDSSTDVLKAILEPVLDEVEEISWPVRDPEALSLMEKEINQREQEGQLDEGFLSEVNAQLRQAKKDGDKPGLEAMLQKVLQLYASRVLSKRSYAKKGNEVLKAEQFLESIIKAPEEEWNKLLIDGMTVGKGDISPEELYAVIKKRMERTLIRTEGGSYQQRVLIEYLKGIEARASILIKVLQG*

NbL01g01250.1 uncharacterized_LOC104113315 [MW − SP = 39.6 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01985 CRS1 / YhbY (CRM) domain

Protein sequence:
MGTVMLSSSSSSSSSSSQLMVIHRLLRPAPILSFSFLKQSLSFLPHQTTWLCPITINNSPSCFLRFRTFSTLPVLVSSSQALLESTEDVEDKEIAKENGEVTAAPSLRVKEKKELPSLTVKEKKELASYAHSLGKKLKSQQVGKSGVTDSVIFALDETLEANELLKLKIHGTCPGGELDDVVKHLEEATGSVVVGQIGRTVILYRPSVTKLKAEEKKKQSQNAFMRKKQYAAKQSFESKGQVPKPYARGRRGSSRV*

NbL01g01210.1 uncharacterized_LOC104090505 [MW = 28.12 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MAEQTEKAFLKQPGVFLSSKKTGKGKRPGKGGNRYFKSIGLGFKTPREAVEGTYIDKKCPFTGNVSIRGRILAGTCHSAKMNRTIIVRRNYLHYVKKYQRYEKRHSNIPAHISPCFRVKEGDHVIIGQCRPLSKTVRFNVLKVIPAGSAGGGKKAFTGM*

NbL01g01190.1 40S_ribosomal_protein_S11 [MW = 17.68 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00274 Fructose−bisphosphate aldolase class−I

Protein sequence:
MASASLLKSSPTVIDKSEFVKGQSLRQTSVSVVRCHPTNAPSLTVRAASPYADELVKTAKTVASPGRGILAMDESNATCGKRLASIGLENTEANRQAYRTLLVTAPGLGQYISGAILFEETLYQSTVDGRKIVDVLVEQNIVPGIKVDKGLVPLAGSNDESWCQGLDGLASRTAAYYQQGARFAKWRTVVSIPNGPSALAVKEAAWGLARYAAISQDSGLVPIVEPEILLDGEHGIDRTFEVAQKVWAEVFFYLAENNVMFEGILLKPSMVTPGAECKDRATPQQVADYTLSLLKRRIPPAVPGIMFLSGGQSEVEATLNLNAMNQAPNPWHVSFSYARALQNTCLKTWGGQPENVKAAQDALLTRAKANSLAQLGKYSGEGESDEAKQGMFVKGYVY*

NbL01g01130.1 fructose−bisphosphate_aldolase_1_chloroplastic−like [MW = 42.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MAITLNSGFKMPIVGLGVWRMEGKDIKDLIINAIKIGYRHFDCAADYQNEAEVGEALAEAFQTGLVKREDLFITTKLWNSDHGHVLEACKDSLKKLRLDYLDLYLVHFPVATRHTGVGTTASALGEDGVLDIDTTISLETTWHAMENLVSLGLVHSIGISNYDIFLTRDCLAYSKVKPAVNQIETHPYFQRESLVKFCQKHGICVTAHTPLGGAAANTEWFGSVSCLEDPALKGLAEKYKKTVAQVVLRWGIQRNTVVIPKSSKLERLQENFNILDFELTKEDMDLVKSLDLKYRTNQPAKFWGIDLYA*

NbL01g01040.1 NADP−dependent_D−sorbitol−6−phosphate_dehydrogenase−like [MW = 34.64 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00642 Zinc finger C−x8−C−x5−C−x3−H type (and similar) PF01207 Dihydrouridine synthase (Dus)

Protein sequence:
MENETLTDSSPAATTTEHPEAPVQQTSSNTDDGGVSQPFRTPEELVAKAIAPVKREYLRPPPSRPSNNNDSNNSTVGVENDDAAEAKSAPILKEKKSKRQIKRERRQEQKSPLHICPEVAKTGIVSACPYSDKCRFSHDLEAFKMQKPADIEGSCPFLVYEGPCPYGLACRFAGTHEDDVSTQTEKISRKSSELNFFNKDTQKLLWKNKMKFPKAEATLKLLGLKGHPKDKILVDKEENGEVVPKEPATDTKTDSNEAASDCSNKVEITPSISPEDVVENNLADDIRPLKKAKSSIDEICSSQASNGSSVQGEVLDSNCDVNKSDPTADMVTDSDKSLKLHPREKKLIDFRDKLYLAPLTTVGNLPFRRVCKVLGADVTSGEMAMCTNLLQGQASEWALLRRHSSENLFGVQICGAYPDTVTKTVELIEQECSVDFIDINMGCPIDIVVNKGAGSALLTKPTRMKSVVEAASATVDIPVTIKVRTAYFEGKNRIDSLIADIGNWGATAVTIHGRSRQQRYSKLADWDYIYQCVQRAPKSLQVLGNGDVFSYLDWNKHKTDSPELSTCMIARGALIKPWIFTEIKEQKHWDITSGERLDILKDYARFGLEHWGSDSKGVETTRHFLLEWLSYTCRYVPVGLLEIIPQRINWRPPSYYGRDDLETLMASDSAADWIRISEMLLGKVPAGFSFAPKHKSNAYDRAENG*

NbL01g01000.1 tRNA−dihydrouridine(47)_synthase_[NAD(P)(+)]−like [MW = 78.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00156 Phosphoribosyl transferase domain PF13537 Glutamine amidotransferase domain

Protein sequence:
PPKPSSASLAIHIAPHLLFLLSLFFPPPMAATVSTASAAATNKSPPSQPLDKPFFSPSQKLLSLSPKTHPKPYRTLVTASSKNPLNDVVSFKKSADNTLDSYFDDDDKPREECGVVGIYGDSEASRLCYLALHALQHRGQEGAGIVAVNDDVLKSITGVGLVSDVFNESKLDQLPGDMAIGHVRYSTAGSSMLKNVQPFVASYKFGSVGVAHNGNLVNYKLLRSELEENGSIFNTSSDTEVVLHLIAISKARPFLLRIVEACEKIEGAYSMVFITEDKLVAVRDPHGFRPLVMGRRSNGAVVFASETCALDLIEATYEREVSPGEVVVVDKDGVQSICLMPHPERRSCIFEHIYFALPNSVVFGRSVYESRRAFGEILATEAPVECDVVIAVPDSGVVAALGYAAKAGVPFQQGLIRSHYVGRTFIEPSQKIRDFGVKLKLSPVRAVLEGKRVVVVDDSIVRGTTSSKIVRLLKEAGAKEVHMRIASPPIIASCYYGVDTPSSDELISNRMSVEEIKEFIGSDSLAFLPIDSLNKLLGNDSKSFCYACFSGNYPVEPTGKVKRIGDFMDDGLSGDMDSIDGGWLPGSSRVQKTILNEVRTS*

NbL01g00990.1 amidophosphoribosyltransferase_chloroplastic−like [MW − SP = 61.8 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00639 PPIC−type PPIASE domain

Protein sequence:
MASNQVRASHILIKHEGSRRKASWKDPEGRVISNTTRDAAVTQLKAFRDDIISGKSKFEDVASRFSDCSSAKRGGDLGPFGRGQMQKPFEDKTFALKVGEISDIIDTDSGVHIILRTG*

NbL01g00980.1 peptidyl−prolyl_cis−trans_isomerase_Pin1 [MW = 12.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF17177 Pentacotripeptide−repeat region of PRORP

Protein sequence:
THFTPLLHSHFSKSSNFMDSIFSPKPHTFSLISCSPISSSLIPRRHQCLFGSTHNNLRLPGFLRSRRKCRNIGFQFGAHSSRFVLRASLDSQSVVVVAAVVTISALTIIFFEFSKRNANIKEISAELTLALRRQIRHVMNWFPRHVFALINIQEEKSVETPMKEVSKISNELEDAGTDVQLGGTYLMQTVITNKIESADANQMASSSGGSLTLGAPGSNTHAESDVVPSSFVAESHNNYLKEHLQGTKTSNRLTTEEVSSEHSVGLFPAINIDKGIQETKKTDHALMGDGGLKIAHKHVAEDEVSIHNLIFRDSARKELYSFFEASTKNLNGQKASTSHASGERISVFSHTSKVSSIQAEDFKEKRTHGCYKEGPFNYKDFGKRKHHFTKKEKSILLDNGTTTQFQIPNPKGIQVCDGPQPSEQFRAYRHFLREGRLMDCIEMLDNLERNGSLNMDKVYHAGFFQACKSQKAVKEAFHFTKLIQNPTLSTFNMLLSVCASSRDLEGAFRVLQLIRETGLKPDCKLYTTLISTCAKSGKVDTMFEVFHEMVNAGVEPNVNTYGALIDGCAKAGQVAKAFGAYGIMRSKNVKPDRVVFNALITACGQSGAVDRAFDVLSEMKAEARPIEPDQITIGALMKACANAGQVDRALDVYRMIDKYDIKGTAEVYTIAVNCCSQNGNWDFARSIYDDMTRKGVYPDEMFISALVDVAGHAGKLDAAFDVLEEARTKGINVGSMSYSSLMGACSNAKNWQKALELYEDVKGVKLKPTVSMMNALVTALCDADQYQKALEIFSEMKRVDLCPNTITYSTLLVASEKKDELDIGLMLLSHAKKDGVSPNLVMCRCLLAMCLRRFQKACTLGEPVLSYNSDRLQLDSKWTSLALMIYRETIAAGVVPTMDELSLVLGCLQLPRNASLKERLIENLGLTVETSKGSNLCSLIDGFGEYDPRAFSLLEEAASLGTIPLTSLKGNPVAVDARNLHIHTAQVYLLTVLKGLKHRLAAGAKIPNISILLPVEQSHIQTPTGEKTIKIAGRTNRAVAALLRRLSLPYQGNESYGKIRINGVIVKKWFQPKLESPFSWEQTDLRFSQTRLRKEISHQQRNIRAGNLSLD*

NbL01g00870.1 pentatricopeptide_repeat−containing_protein_MRL1_chloroplastic [MW = 123.04 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01048 Phosphorylase superfamily

Protein sequence:
MAPPPLGEKSSEVKESAAVDNRPISTIVFIIAMQTEALPLVNKFQLTEDLDSVFPKGVPWVRFYGNYKGLAINIVCPGKDPALGVDGVGTVSASLVTYASIQALKPDLIINAGTAGAFGAKGASIGDVFLASEVAFHDRRIPIPVFDIYGVGSRKAFATPNLLKELNLKVGKLSTGDSLDMSPMDEASIVANDATVKDMEGAAVAYVADLLKVPVIFLKAVTDIVDGDKPTAEEFLQNLAAVTAALDQTATLVVDCISGKCLSDL*

NbL01g00850.1 5'−methylthioadenosine/S−adenosylhomocysteine_nucleosidase_2 [MW = 27.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00121 Triosephosphate isomerase

Protein sequence:
MAVASTSLASQMSGPKSATSSISCPQFSGLRRSFSKFENSVSFSTSQAFFHNVDSPLRLSSAQKGCRAVVTMAGSGKFFVGGNWKCNGTKDSISKLVSDLNSAQLESDVDVVVAPPFLYIDQVKNSLTDRIEVSAQNCWTGKGGAFTGEISVEQLKDLGCKWVILGHSERRHVIGENDEFIGKKAAYALSQGVGVIACIGELLQEREAGKTFDVCFQQLKAFADALPSWDNVVIAYEPVWAIGTGKVASPEQAQEVHAAVREWLTKNVSADVASKTRIIYGGSVNGSNSSDLAKKEDIDGFLVGGASLKGTEFATIINSVTSKKVAA*

NbL01g00810.1 triosephosphate_isomerase_chloroplastic [MW = 34.78 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00160 Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Protein sequence:
MANPKVFFDLTIGGTPAGRVVMELYADTVPKTAENFRALCTGEKGVGRMGKPLHYKGSTFHRVIPGFMCQGGDFTAGNGTGGESIYGAKFADENFKRKHTGPGILSMANAGPGTNGSQFFICTAKTEWLDGKHVVFGQVVEGYDVIKKAEAVGSGSGRCSKPVVIADCGQLC*

NbL01g00760.1 peptidyl−prolyl_cis−trans_isomerase−like [MW = 18.1 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04548 AIG1 family PF11886 Translocase of chloroplast 159/132, membrane anchor domain

Protein sequence:
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NbL01g00700.1 translocase_of_chloroplast_120_chloroplastic−like [MW = 152 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00098 Zinc knuckle PF00313 'Cold−shock' DNA−binding domain

Protein sequence:
MAEESGQRAKGTVKWFSDQKGFGFITPDDGGEDLFVHQSGIRSEGFRSLAEGETVEFEVESGGDGRTKAVDVTGPDGAAVQGGRGGGGGGGRSGGGYGGGGGGYGGGGRGGSRGYGGGDGGYGGGGGYGGGSRYGGGGGGYGGGGGYGGGGSGGGNGCFKCGESGHFARDCTQSGGGGGGGRFGGGGGGGGGGCYKCGEDGHFARECTSGGR*

NbL01g00680.1 protein_2_(GRP−2)_mRNA_X60007.1_N.sylvestris_mRNA_for_glycine_rich_protein_2 [MW = 19.67 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00314 Thaumatin family

Protein sequence:
FLFLISPYLSASLFFFSRCFFTVSTFPFFIPLDLKKSIENENEKQKGNNFETSKSTKHSPFPLTSHYSSPMDRLLITPIFLFLLLITFSLLSEVQSTTFKIVNKCRHTVWPGVLTGADRAPVNPTGFTLKSGKSKTLKMPRSWSGRVWGRTLCSNDPSNGGKFTCVTGDCGSGKVECAGGGAIPPATLAEFTLNGDQGLDFYDVSLVDGYNLPMLIVAKGGTRGGCSATGCLVDLNGACPRDLRVASGKGSHSESVGCKSACLAFNDPIYCCSESHNTPDTCQPSVYSLFFKHACPRSYSYAYDDKTSTFTCASADYLIIFCPLPYTSMKVLGLRKDPAELPLVNKTMMYIGRHHRSGESSIRPSLLHPYGVSNNLHL*

NbL01g00640.1 thaumatin−like_protein_1b [MW = 41.31 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00141 Peroxidase

Protein sequence:
PSSNNQLKPQIQTAKSVPPFLVLLKILSSFTFPPSMAKPIVDTEYLKEIEKARRDLRALISSKNCAPIMLRLAWHDAGTYDAKSKTGGPNGSIRNEEEFSHGANNGLKIALDFCEAVKSKHPKITYADLYQLAGVVAVEVTGGPTIDFVPGRKDSSVSPKEGRLPDAKQGVPHLKDVFYRMGLSDEDIVALSGGHTLGRAHPERSGFDGPWTKEPLKFDNSYFVELLKGESEGLLKLPTDIALLDDPEFRQYVELYAKDEDAFFRDYAISHKKLSELGFTPSSGSKATVRDGTILAQSAVGVVVAAAVVALSYWYEVRKRMK*

NbL01g00540.1
L−ascorbate_peroxidase_3_peroxisomal_(LOC104249656)_transcript_variant_X1_mRNA_XM_009806132.1_PREDICTED:_Nicotiana_sylvestris_L−ascorbate_peroxidase_3_peroxisomal
[MW = 35.39 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00248 Aldo/keto reductase family

Protein sequence:
MAAQTLQLRPLGNTGLNLSSVGFGASPLGKVFGDVSEQDAFAAVREAFRLGVNFFDTSRYYGGTLSEKVLGKALKALGAPRDEYIVSTKCGRYKEGFDFSAERVTKSIDESLERLQLDYVDILQCHDIEFGSLDQIVNETLPALQKLKQAGKIRFIGITGLPLGIFTYVLDRVPPGTVDVILSYCHYSINDSTLEDPLPYLKSKGVGVISASPLAMGLLTEAGAPEWHPASSELKAACRAAVDHCKGKGKNISKLALQYSLANTDISSVLVGMKSVKEVEENIGAALELATAGMDEETLSEITDILKPVKNQSWPSGIQQSLFV*

NbL01g00220.1 L−galactose_dehydrogenase [MW = 34.92 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01641 SelR domain

Protein sequence:
MILNFSPCALSGTLIFNPRFQPRKVIRIHGLSNTQFRVVAMAGAGSVQKSEEEWRAILSPEQFRILRQKGTENPGTGEYNKFFGVGTYLCAGCGTPLYRSATKFNSPCGWPSFYEGLPGAINRNVSFSSIIFASSLFFFFNFLNIFRLSYHSSFSFCSFDNSAALTSLLEMSALSTTFLTLELLKCTKQEGKNFSCFPLHN*

NbL01g00180.1 peptide_methionine_sulfoxide_reductase_B5−like [MW = 22.45 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain

Protein sequence:
MALYALRLRRTLSVSSSIFAQTFRQPNPLSSIPRSLSQNNSSTKLLHFPYQSSRLFRSSTISQSSRFDRNRNPADEEIGPDTILFEGCDYEHWLITIDFPKDTQLTRKEMIETYVQTAAKVFGSVEEAKKKIYALSTTTYNGFQVLCSEETSKKFEGLPGVVFVLPDSYIDPVNKEYGGDKYINGDIIERPPPPQFQRPSRPSNRPRRGPQFQQGNYGPPHSPPQQNFGPPQGAPAQQNYGAAQGPPPQQNFGQPRYSPAQQNYGSQQYPPPPQQIYSAPQSPPQQNYGQPQNPLPQQSYSAPQNVPSQWNHGPQQSFSPQQNYGPQGAGDPWHQTPLGSSPGGWDNSQGGRQDSRPQYQVNYNQGEQGNYSPQRDQRGYAPPEERGFRGDNQHYAHPEQRGFRGDNQR*

NbL01g00100.1 multiple_organellar_RNA_editing_factor_1_mitochondrial−like [MW = 46.08 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MYQFLRLVTVSLRCCLLLVIPILAVTILTRELLIGLLQISRRMKVLISEGQTSSSTLTETAEKAKMELSSLTQTNISLPFITATADGPKHIETTITRGKFEELCSDLLDRLKTPVQNSLRDAKLSFSDIDEVILVGGSTRIPAVQELVKKLTGKDPNVTVNPDEVVALGAAVQAGVLAGDVSDIVLLDVTPLSIGLETLGGVMTKIIPRNTTLPTSKSEVFSTAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPPAPRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGASTLPGDEVERMVKEAERFAQEDKEKRDAIDTKNQADSVVYQTEKQLKELGDKVPGPVKEKVEAKLGELKEAISGGSTQTMKDAMAALNQEVMQLGQSLYNQPGAGAAPGAGPAPGDSAGPSESSSGKGPDGDVIDADFTDSK*

NbL00g03500.1 stromal_70_kDa_heat_shock−related_protein_chloroplastic [MW = 46.85 kDa]
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Peptide counts over 4 repeats
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Pfam domains

Pfam Description
SP Sequon TM Domain PF04998 RNA polymerase Rpb1, domain 5 PF05000 RNA polymerase Rpb1, domain 4

Protein sequence:
MEVLMAERANLVFHNKAIDGTAMKRLISRLIDHFGMAYTSHILDQVKTLGFQQATATSISLGIDDLLTIPSKGWLVQDAEQQSLILEKHHHYGNVHAVEKLRQSIEIWYATSEYLRQEMNPNFRMTDPFNPVHIMSFSGARGNASQVHQLVGMRGLMSDPQGQMIDLPIQSNLREGLSLTEYIISCYGARKGVVDTAVRTSDAGYLTRRLVEVVQHIVVRRTDCGTARGISVSPRNGMMPERIFIQTLIGRVLADDIYMGPRCIATRNQDIGIGLVNRFITFRAQPISIRTPFTCRSTSWICRLCYGRSPTHGDLVELGEAVGIIAGQSIGEPGTQLTLRTFHTGGVFTGGTAEHVRAPSNGKIKFNEDLVHPTRTRHGHPAFLCSIDLYVTIESEDILHNVNIPPKSLLLVQNDQYVESEQVIAEIRAGISTLNFKEKVRKHIYSDSDGEMHWSTDVYHAPEFTYGNVHLLPKTSHLWILLGGPCRSSLVYLSIHKDQDQMNAHSLSGKRRYTSNLSVTNDQARQKLFSSDFSGKKEDRIPDYSDLNRIICAGQYNLVYSPILHENSDLLSKRRRNKFIIPLHSIQEFENELMPCSGISIEIPVNGIFRRNSILAYFDDPRYRRKSSGIIKYGTVETHSVIKKEDLLEYRGVKEFRPKYQMKVDRFFFIPEEVHILPGSSSIMVRNNSIVGVDTQITLNLRSRVGGLVRVERKKKRIELKIFSGDIHFPGETDKISRHTGVLIPPGTGKRNSKESKKVKNWIYVQRITPSKKKFFVLVRPVVTYEITDGINLATLFPPDPLQERDNVQLRIVNYILYGNGKPIRGISDTSIQLVRTCLVLNWNQDKKSSSCEEARASFVEIRTNGLIRHFLRINLVKSPISYIGKRNDPSGSGLLSDNGSDCTNINPFSSIYSYSKAKIQQSINQPQGTIHTLLNRNKECQSLIILSAANCSRMGPFKDVKYHSVIKESIKKDPLIPIRNSLGPLGTSLPIENFYSSYHLITHNQILVTNYLQLDNLKQTFQVIKFKYYLMDENGKIFNPDPCRNIILNPFNLNWYFLHHNYCEETSKIISLGQFICENVCIAKNGPPLKSGQVILVQVDSIVIRSAKPYLATPGATVHGHYGETLYEGDTLVTFIYEKSRSGDITQGLPKVEQVLEVRSVDSISMNLEKRIEGWNKCITRILGIPWGFLIGAELTIAQSRISLVNKIQQVYRSQGVQIHNRHLEIIVRQITSKVLVSEDG

NbL00g03310.1 DNA−directed_RNA_polymerase_subunit_beta'' [MW = 140.46 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01026 TatD related DNase

Protein sequence:
MKLPMFLHMRAAAQDFHDILERNKDRFVADVAHSFTGSAEDRDKLLSFSNVFIAENLEVVKGIPVERMMIETDSPYCDIKNSHAGIHFVKSSWPSKKKERHDQECLVKGRNEPCLVRQVLEVVAGTKGITDIDQLGKTLYHNTCRVFFPYDLDSAAEALLVSGREAICKKS*

NbL00g03000.1 putative_deoxyribonuclease_TATDN1 [MW = 19.35 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00112 Papain family cysteine protease PF08127 Peptidase family C1 propeptide

Protein sequence:
MALTLKSLATPLLFGALFILTLQVVAEKPVSEVKVESAILQESIIKEVNENAKAGWKAGFNPQFSNFTISQFKRLLGVKPAREGDLEGIPILTHPKFSELPKEFDARKAWPQCSTIGRILDQGHCGSCWAFGAVESLSDRFCIHHNLNISLSVNDLLACCGFLCGSGCDGGYPIAAWRYFIRRGVVTEECDPYFDNEGCSHPGCEPGYPTPKCQRKCVKENLLWGKSKHYGVNAYRIHHDPHSIMTEIYKNGPVEVSFTVYEDFAHYKSGVYKHVIGQSMGGHAVKLIGWGTSEQGEDYWLIANSWNRGWGDVCTLFSPYAFIYEQPHFQPRGCKSESPQEQGGKFLEGSMLGVYLETTSLPKGRGKVCVHTTLPRPH*

NbL00g02860.1 cathepsin_B−like [MW − SP = 39.32 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00923 Transaldolase/Fructose−6−phosphate aldolase

Protein sequence:
PTFPLKPHFSFAYIVHRQNYKHSPTHFRKPSLFFSSLNSKMDTISKLSNPALNYSSSTSFATRSSSTPKCFLDLRTNKTTTFDHRFSASKLSLVFNPSIRGSLCVKCSQADGNGSTVKRTTLHDLYERQGQSPWYDNLCRPITDLLPLIESGVRGVTSNPAIFQKAISTSNAYNEQFRDLVQAGKDIESVYWELVVKDIQDACKLFESIYDKTDGADGYVSVEVSPRLAEDTKGTVEAAKWLHKKLSVPMCI*

NbL00g02820.1 transaldolase [MW = 28.28 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00179 Ubiquitin−conjugating enzyme

Protein sequence:
MASGSPSQASLLLQKQLKDLNRNPVDGFSAGLVDENNLFEWSVTIIGPQDTLYEGGFFNAIMSFPQNYPNSPPTVRFTTDIWHPNVYSDGKVCISILHPPGDDPNGYELASERWSPVHTVESIVLSIISMLSSPNDESPANVEAAKEWREKRDEFKKRVSRCVRRSQEI*

NbL00g02050.1 ubiquitin−conjugating_enzyme_E2_7−like [MW = 18.95 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF12146 Serine aminopeptidase, S33

Protein sequence:
MGILAYNFNIVSPKFVLQKRPLFSEFSLPQVRVNPSRRRNITFRVAFNMAQNPAAVQKKITVLNQHNEKLVGVLHDTGSVEIVVLCHGFRSSKDFYTMVNLAVAMEKEGISVFRFDFPGNGESEGSFQYGNYRREADDLHSVVEYFNGANRKVTAVLGHSKGVSTFAKSCVYIESILCTVVKKRFCTRNYCALGSFFFSWVFSGCDNITF*

NbL00g01620.1 uncharacterized_LOC107788871 [MW = 23.73 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00562 RNA polymerase Rpb2, domain 6

PF04560 RNA polymerase Rpb2, domain 7
PF04561 RNA polymerase Rpb2, domain 2

PF04563 RNA polymerase beta subunit
PF04565 RNA polymerase Rpb2, domain 3

Protein sequence:
MQCKDIYNFLEKPPDQMFRIKQVSTVCFLCFCWGIIRRVISTEQKKKRDFEFFVDQATPGFELGKKGFAVLCLTTRPCRQNAGFNQIQFEGFCRFIDQGLTEELYKFPKIEDTDQEIEFQLFVETYQLVEPLIKERDAVYESLTYSSELYVSAGLIWKNSRDMQEQTIFIGNIPLMNSLGTSIVNGIYRIVINQILQSPGIYYRSELDHNGISVYTGTIISDWGGRSELEIDRKARIWARVSRKQKISILVLSSAMGLNLREILENVCYPEIFLSFLSDKERKKIGSKENAILEFYQQFACVGGDPVFSESLCKELQKKFFQQRCELGRIGRRNMNRRLNLDIPQNNTFLLPRDILAAADHLIGLKFGMGALDDMNHLKNKRIRSVADLLQDQFGLALVRLENVVRGTICGAIRHKLIPTPQNLVTSTPLTTTYESFFGLHPLSQVLDRTNPLTQIVHGRKLSYLGPGGLTGRTASFRIRDIHPSHYGRICPIDTSEGINVGLIGSLAIHARIGHWGSLESPFYEISERSTGVRMLYLSPGRDEYYMVAAGNSLALNQDIQEEQVVPARYRQEFLTIAWEQVHLRSIFPFQYFSIGASLIPFIEHNDANRALMSSNMQRQAVPLSRSEKCIVGTGLERQAALDSGALAIAEREGRVVYTNTDKILLAGNGDILSIPLVIYQRSNKNTCMHQKLQVPRGKCIKKGQILADGAATVGGELALGKNVLVAYMPWEGYNSEDAVLISERLVYEDIYTSFHIRKYEIQTHVTSQGPEKVTNEIPHLEAHLLRNLDKNGIVMLGSWVETGDILVGKLTPQVVKESSYAPEDRLLRAILGIQISTSKETCLKLPIGGRGRVIDVRWIQKRGGSSYNPETIRVYILQKREIKVGDKVAGRHGNKGIISKILPRQDMPYLQDGRSVDMVFNPLGVPSRMNVGQIFECSLGLAGSLLDRHYRIAPFDERYEQEASRKLVFSELYEASKQTANPWVFEPEYPGKSRIFDGRTGNPFEQPVIIGKPYILKLIHQVDDKIHGRSSGHYALVTQQPLRGRAKQGGQRVGEMEVWALEGFGVAHILQEMLTYKSDHIRARQEVLGTT

NbL00g01610.1 DNA−directed_RNA_polymerase_subunit_beta−like [MW = 123.55 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MGCASSVADRNSGRAAGLNPDNGGAVDPKNLKVKLVLLGDSGVGKSCIVLRFVRGQFDPTSKVTVGASFLSQTIALQDSTTVKFEIWDTAGQERYAALAPLYYRGAEVAVVVYDITSPESFAKAQYWVKELQKHGSPDIVMALVGNKADLHEKREVTTQDGIDCAEKNGMFFIETSAKTADNINQLFEEIAKRLPRPSAA*

NbL00g01400.1 ras−related_protein_RABF1 [MW = 21.57 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00181 Ribosomal Proteins L2, RNA binding domain PF03947 Ribosomal Proteins L2, C−terminal domain

Protein sequence:
MAIHLYKTSTPSTRNGTVDSQVKSNPRNNLIYGQHHCGKGRNARGIITARHRGGGHKRLYRKIDFRRNEKDIYGRIVTIEYDPNRNAYICLIHYGDGEKRYILHPRGAIIGDTIVSGTEVPIKMGNALPLTDMPLGTAIHNIEITLGKGGQLARAAGAVAKLIAKEGKSATLKLPSGEVRLISKNCSATVGQVGNVGVNQKSLGRAGSKRWLGKRPVVRGVVMNPVDHPHGGGEGRAPIGRKKPTTPWGYPALGRRSRKRNKYSDNLILRRRSK*

NbL00g01300.1 50S_ribosomal_protein_L2−A_chloroplastic [MW = 30.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF13410 Glutathione S−transferase, C−terminal domain PF13417 Glutathione S−transferase, N−terminal domain

Protein sequence:
MAALSIGYQIHFHFNPPNLPPLPTKFSSLSFTAKHPLKWHHIGCPKICALPAISVMAFGSSREVLPPALDSSSEPPAVFDGTPKLYISYTCPYAQRTWIARNYKGLQEKIKLVPIDLKNRPDWYKEKVYPANKVPSLEHNNEVKGESMDLIRYIDSNFEGPSLFPDDPSKRKFAQEMFSHFDSFYKAVISSFKEDTANDANAAFDSIETALSKFVDGPFFLGTFSLVDIAYAPFIERFQPFLLDVKNFDITTGRSKLAAWIEEMNQIEAYTVTKRNPKELLESYKKRFLSQV*

NbL00g00910.1 protein_IN2−1_homolog_B−like [MW = 33.24 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00071 Ras family

Protein sequence:
MAAPPARARADYDYLIKLLLIGDSGVGKSCLLLRFSDGSFTTSFITTIGIDFKIRTIELDGKRIKLQIWDTAGQERFRTITTAYYRGAMGILLVYDVTDESSFNNIRNWIRNIEQHASDNVNKILVGNKADMDESKRAVPTSKGQALADEYGIKFFETSAKTNLNVEQVFFSIARDIKQRLADTDSKAEPSTLKINQPDAGAGGSQAAQKSACCGS*

NbL00g00890.1 ras−related_protein_RABE1a [MW = 23.76 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00012 Hsp70 protein

Protein sequence:
MAGKGEGPAIGIDLGTTYSCVGVWQHDRVEIIANDQGNRTTPSYVGFTDSERLIGDAAKNQVAMNPINTVFDAKRLIGRRFSDASVQSDIKLWPFKVISGPADKPMIVVNYKGEEKQFAAEEISSMVLIKMKEIAEAFLGSTVKNAVVTVPAYFNDSQRQATKDAGVISGLNVMRIINEPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEGIFEVKATAGDTHLGGEDFDNRMVNHFVQEFKRKHKKDITGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYEGVDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTVHDVVLVGGSTRIPKVQQLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEKVQDLLLLDVTPLSLGLETAGGVMTVLIPRNTTIPTKKEQVFSTYSDNQPGVLIQVYEGERARTRDNNLLGKFELSGIPPAPRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYKAEDEEHKKKVEAKNALENYAYNMRNTIKDEKIGSKLSPDDKKKIEDAIDQAISWLDSNQLAEADEFEDKMKELESICNPIIAKMYQSAGGEAGAPMDDDAPPAGGSGAGPKIEEVD*

NbL00g00550.1 heat_shock_cognate_70_kDa_protein_2−like [MW = 71.01 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00190 Cupin

Protein sequence:
MDLDLTPKLAKQVYGGDGGSYHAWCPNDLPMLKEGNIGGAKLALSKNGFALPRYSDSAKVAYVLQGCGVAGIVLPEKEEKVLAIKTGDAIALPFGVVTWWYNKEDTELVILFLGDTKTANKAGSFTDMYLTGSNGIFTGFSTEFVSRAWNVEESVAKTLVSSQTAQGIVKLDAGFQMPEPKQGHRDGMVLNCLEAPLDVDIKGGGKVVVLNTKNLPLVGEVGLGADLVRLNGSAMCSPGFSCDSALQVTYIVRGSGRVQVVGPDGKRVLETHIKAGNLFIVPRFFVVSKIGDPDGMDWFSIITTPNPIFTHLAGRTSVWKALSPQVLQAAFKVSADVEKQFSSKRTAEEIFFPPPN*

NbL00g00360.1 glutelin_type−B_2−like [MW = 38.19 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF00124 Photosynthetic reaction centre protein

Protein sequence:
LFEDGDGANTFRAFNPTQAEETYSMVTANRFWSQIFGVAFSNKRWLHFFMLFVPVTGLWMSALGVVGLALNLRAYDFVSQEIRAAEDPEFETFYTKNILLNEGIRAWMAAQDQPHENLIFPEEVLPRGNAL*

NbL00g00330.1 photosystem_II_CP43_reaction_center_protein−like [MW = 14.98 kDa]
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Pfam domains

Pfam Description
SP Sequon TM Domain PF01926 50S ribosome−binding GTPase PF14714 KH−domain−like of EngA bacterial GTPase enzymes, C−terminal

Protein sequence:
MEVSTAISLSRTLSLLSPISLTSSSIPYLQHVSLSRRCHLRYRRHTLSRSFCLPPAVPFSSSSRRQNEDEEAELVEIEDSELEEEYIEDDDSIDVESLEREAELVVREFSDSLSRQLTIEEERSSRKEAQFKEKRRNNTSKNIPDHLLPKVAIVGRPNVGKSALFNRLVGGKQAIVVDEPGVTRDRLYGRSFWGNHEFLVVDTGGVLTISKSQAYLMEELAISTTIGMEGIPLATREAAVARMPSMIEKQATVAVEESSVIIFLVDGQAGLNAADVEIADWLRKHYSNKCIILAVNKCESPRKGISQASEFWSLGFDPLPISALSGTGTGVLLDLVCSGIKKVEEPEYLEEENYVPAIAIVGRPNVGKSSILNALVGENRTIVSPVSGTTRDAIDTEFTGSDGQKFRLIDTAGIRRKAAVASSGSIPEALSVNQAFRAIRRSDVVALVIEAMACITEQDCKIAERIEKEGKGCLIVVNKWDTIPNKNQETTVFYEEDVRRKVRSLSWAPIVYSTAIAGHSVEKIIVAAAAVEKERSRRLTTAILNQVVREAVAFKAPPRTRGGKRGRVYYSTQAAIRPPTFVFFVNDAKLFSETYRRYMEKQLRMSAGFAGTPIRLLWRSRRKMEKSDGKDGPTKMQENFKDREKKLVVPA*

NbL00g00250.1 GTPase_Der [MW = 72.38 kDa]
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Pfam domains

Pfam Description
SP
Sequon

TM Domain
PF00111 2Fe−2S iron−sulfur cluster binding domain

PF00941 FAD binding domain in molybdopterin dehydrogenase
PF01315 Aldehyde oxidase and xanthine dehydrogenase, a/b hammerhead domain

PF01799 [2Fe−2S] binding domain
PF02738 Molybdopterin−binding domain of aldehyde dehydrogenase

PF03450 CO dehydrogenase flavoprotein C−terminal domain

Protein sequence:
MGSLMNESEMERIGYESKEAILYVNGVRRVLADGLAHLTLLEYLREIGLTGTKLGCGEGGCGACTVMVSYFDQNLKKCVHHAINACLAPLYSVEGMHVITVEGIGNRKAGLHPIQESLARTHGSQCGFCTPGFVMSMYALLRSSKEPPSEEQIEESLAGNLCRCTGYRPIIDAFRVFAKTNNALYTNTSFQGISSGEFICPSTGRPCSCGPKAGSSEKIIEQNLSNGCGWRPFSYDEIDGSTYTSKELIFPPELLLRKLTYLSLSGSNGLKWYRPLKLQHLLDLKARYPDARLVVGNSEVGIEVRLKRIHYPILISVAHVPELNHIRVDDDGLEIGAAVKLSQLVEVLKKVKNERPLYETSSCRALIEQIKWFAGTQIRNIASVGGNICTASPISDLNPLWMAAGAKFRIIDCKGNVRTCLAKNFFQGYRKVDLASSEILLSVSLPWNRPFEFVKEFKQSHRRDDDIAIVNAGMHVCLEKKDEKWIVSDALIVYGGVAPLSFAASKTSDFLIGKKWNKELLYGALKILGDEIVLKEDAPGGMVEFRKSLTFSFFFKFFLWVCHQMDGQPSFLEKVPASHVSAVDSSLRPSISSIQDFEIRKHGTSVGSPEVHISSRLQVSGEAEYTDDVPTPPNCLHAALVLSKKPHARILSIDDLGARSSPGFAGIFFAKDVPSKNMVGPVVTDEELFATVFVTCVGQVIGVVVADTHENAKLAARKVHVEYEDLPAVLSIEDAIQANSYHPNTARCLTKGDVEQCFQSGQCDNIIEGEVRVGGQEHFYLEPQGTLIWTVDSGNEVHMISSTQAPQKHQKYVSQVLGLPMSKVVCKTKRIGGGFGGKETRSAFLAAVAAVPSYLLDRPVKLILDRDIDMMISGQRHSFLGKYKVGFTNDGKVLALDLRIYSNAGNSLDLSLAVLERAMFHSHNVYEIPNMRVNGNVCFTNFPSNTAFRGFGGPQGMLIAENWIERIAVEVNKSPEEIREMNFIGEGSVLHYGQKVEDCTLGRLWNELKSSCDFINAQNEVENFNCQNRWKKRGIAMVPTKFGISFTTKFMNQAGALVQVYTDGTVLVTHGGVEMGQGLHTKVAQIAASSFDIPLSAVFISETSTDKVPNASPTAASASSDMYGAAVLDACEQIKARMEPIASKNNFSSFAELVSACYMERIDLSAHGFYITPDIGFDWKSGKGTAFRYFTYGAAFAEVEIDTLTGDFHTRRADIVLDLGFSLNPAIDVGQIEGAFVQGLGWVALEELKWGDKAHKWIPPGCLFTCGPGNYKLPSLNDVPFKFNVSLLKDAPNTKAIHSSKAVGEPPFFLGSAVLFAIQNAIKSARAEAGYNDWFPLDNPATPERIRMACTDEFTKLLVESDFRPKLSV*

NbL00g00230.1 xanthine_dehydrogenase_1−like [MW = 150.4 kDa]
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