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XP_952908 Theileria annulata strain Ankara XP_763871 Theileria parva strain Muguga CAI76284 Theileria annulata EAN31588 Theileria parva 26S proteasome regulatory subunit/26S proteasome regulatory subunit /26S proteasome (regulatory) subunit, pu
ABB02648 Solanum tuberosum unknown
BAB78487 Oryza sativa (japonica cultivar-group) 26S proteasome regulatory particle non-ATPase subunit8

AT3G11270 = NP_187736 AAG50979 AAP83300 unknown protein/26S proteasome regulatory subunit S12, putative; 66155-68483 /26S proteasome subunit RPN8b
AT5G05780 = NP_196197 O24412 AAD03464 BAB09672 AAK55681 AAM64942 AAO11526 AAP86666 AAP86667 ATHMOV34/PSD7_ARATH Probable 26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit rpn8) (MOV34 protein)/putative 26S proteasome90

61
100

XP_750500 Aspergillus fumigatus Af293 EAL88462 proteasome regulatory particle subunit RpnH/proteasome regulatory particle subunit (RpnH), putative
CAG03379 Tetraodon nigroviridis unnamed protein product
XP_226439 Rattus norvegicus PREDICTED: similar to 26S proteasome non-ATPase regulatory subunit 7 (26S proteasome regulatory subunit rpn8) (26S proteasome regulatory subunit S12) (Proteasome subunit p40) (Mov34 protein)
NP_001032349 Xenopus tropicalis NP_034947 Mus musculus NP_002802 Homo sapiens XP_536802 Canis familiaris P51665 Homo sapiens P26516 Mus musculus S65491 Homo sapiens 2111281A AAA39730 Mus musculus AAA39731 AAB34148 Homo sapiens AAH1260654
CAJ83480 Xenopus tropicalis proteasome (prosome, macropain) 26S subunit, non-ATPase, 7 (Mov34 homolog)52

42

NP_956083 Danio rerio AAH44358 AAH66605 proteasome (prosome, macropain) 26S subunit, non-ATPase, 7 (Mov34 homolog)/Proteasome (prosome, macropain) 26S subunit, non-ATPase, 7 (Mov34 homolog) /Proteasome (prosome, macropain) 26S subunit, non-ATPase, 7
96

XP_391960 Apis mellifera PREDICTED: similar to CG3416-PA
EAL26566 Drosophila pseudoobscura GA17437-PA
XP_320392 Anopheles gambiae str. PEST EAA00201 ENSANGP00000013949/ENSANGP0000001394965

81

99

XP_566467 Cryptococcus neoformans var. neoformans JEC21 EAL23384 Cryptococcus neoformans var. neoformans B-3501A AAW40648 Cryptococcus neoformans var. neoformans JEC21 proteasome regulatory subunit 12/hypothetical protein CNBA0350 /proteasome reg
XP_757268 Ustilago maydis 521 EAK81637 hypothetical protein UM01121.1/hypothetical protein UM01121.162

25

35

14464_Cre
AT5G56280 = NP_568839 Q8W206 AAL07275 AAO42068 CSN6A/CSN6A_ARATH COP9 signalosome complex subunit 6a (Signalosome subunit 6a) (AtCSN6a)/COP9 complex subunit 6 /putative COP9 complex subunit 6 CSN6
AAL58106 Arabidopsis thaliana CSN complex subunit 6A64
BAB08872 Arabidopsis thaliana transcription factor-like; similar to CH6 and COP9 complex subunit 694

CAA18227 Arabidopsis thaliana CAB79498 putative protein/putative protein
AAL49561 Arabidopsis thaliana COP9 signalosome subunit 670
AT4G26430 = NP_567746 Q8W1P0 AAL58107 AAL85984 AAM65098 AAN86178 CSN6B/CSN6B_ARATH COP9 signalosome complex subunit 6b (Signalosome subunit 6b) (AtCSN6b)/CSN complex subunit 6B /unknown protein /transcription factor-like /unknown protein87

100

ABA99916 Oryza sativa (japonica cultivar-group) Mov34/MPN/PAD-1 family, putative
ABA99915 Oryza sativa (japonica cultivar-group) ABA99917 Mov34/MPN/PAD-1 family, putative /Mov34/MPN/PAD-1 family, putative100

AAX95730 Oryza sativa (japonica cultivar-group) Mov34/MPN/PAD-1 family, putative
ABA99417 Oryza sativa (japonica cultivar-group) Mov34/MPN/PAD-1 family, putative100

100

XP_483183 Oryza sativa (japonica cultivar-group) BAD08810 CAJ81251 Oryza sativa putative COP9 complex subunit 6/putative COP9 complex subunit 6 /COP9 signalosome subunit 6
70

56

Ppa_CSN6A_1_1
Smo_CSN6A_1_1 Smo_CSN6A_2_275

93

1536_Cre
ABC49916 Chlamydomonas reinhardtii ABC49917 COP9 signalosome subunit 6/COP9 signalosome subunit 6100

42

XP_503337 Yarrowia lipolytica CLIB122 CAG81543 hypothetical protein/unnamed protein product
EAL20330 Cryptococcus neoformans var. neoformans B-3501A hypothetical protein CNBF1410
XP_756790 Ustilago maydis 521 EAK81072 hypothetical protein UM00643.1/hypothetical protein UM00643.157

82

NP_502557 Caenorhabditis elegans Q95PZ0 CAC44307 COP-9 SigNalosome subunit family member (csn-6)/CSN6_CAEEL COP9 signalosome complex subunit 6 (Signalosome subunit 6)/Hypothetical protein Y67H2A.6
CAE58625 Caenorhabditis briggsae Hypothetical protein CBG01793100

NP_524451 Drosophila melanogaster Q9VCY3 AAF56022 AAL48078 COP9 complex homolog subunit 6 CG6932-PA/CSN6_DROME COP9 signalosome complex subunit 6 (Signalosome subunit 6) (Dch6)/CG6932-PA /RE71054p
EAL26991 Drosophila pseudoobscura GA19964-PA97

XP_317307 Anopheles gambiae str. PEST EAA12413 ENSANGP00000006844/ENSANGP0000000684442

ABD36203 Bombyx mori transcription factor-like protein
35

XP_393678 Apis mellifera PREDICTED: similar to COP9 complex subunit 6
26

XP_797139 Strongylocentrotus purpuratus PREDICTED: similar to COP9 signalosome subunit 6
NP_001017768 Danio rerio AAH93188 hypothetical protein LOC550465/Hypothetical protein LOC550465
CAG08305 Tetraodon nigroviridis unnamed protein product71

XP_222002 Rattus norvegicus XP_536866 Canis familiaris XP_874940 Bos taurus NP_006824 Homo sapiens XP_860259 Canis familiaris XP_888077 Bos taurus XP_860298 Canis familiaris NP_036132 Mus musculus XP_519247 Pan troglodytes Q7L5N1 Homo
NP_001006723 Xenopus tropicalis Q6NUC2 Xenopus laevis AAH68673 AAH75460 Xenopus tropicalis COP9 constitutive photomorphogenic homolog subunit 6/CSN6_XENLA COP9 signalosome complex subunit 6 (Signalosome subunit 6)/MGC81070 protein /COP9 constitut74

99
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100

CAF95400 Tetraodon nigroviridis unnamed protein product
XP_685399 Danio rerio PREDICTED: similar to eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa89

NP_001016190 Xenopus tropicalis CAJ81586 hypothetical protein LOC548944/eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa
XP_421624 Gallus gallus PREDICTED: similar to eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa; eukaryotic translation initiation factor 3, subunit 5 (epsilon, 47kD); eIF3-epsilon34

XP_950780 Homo sapiens XP_947182 XP_939510 XP_290345 PREDICTED: similar to eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa isoform 5/PREDICTED: similar to eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa isofo
NP_003745 Homo sapiens XP_508270 Pan troglodytes O00303 Homo sapiens AAD03467 AAH00490 BAC04577 AAP35540 AAP36731 synthetic construct CAG33240 Homo sapiens AAX41732 synthetic construct AAX43358 BAE01707 Macaca fascicularis eukaryotic tran
XP_591540 Bos taurus PREDICTED: similar to eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa isoform 1
XP_215037 Rattus norvegicus PREDICTED: similar to eukaryotic translation initiation factor 3, subunit 5 epsilon, 47kDa
BAE23131 Mus musculus unnamed protein product

BAC40412 Mus musculus AAH70473 AAH83190 BAE30896 unnamed protein product/Eukaryotic translation initiation factor 3, subunit 5 (epsilon) /Eukaryotic translation initiation factor 3, subunit 5 (epsilon) /unnamed protein product39
30
10
16

NP_079620 Mus musculus Q9DCH4 BAB22352 eukaryotic translation initiation factor 3, subunit 5 (epsilon)/IF35_MOUSE Eukaryotic translation initiation factor 3 subunit 5 (eIF-3 epsilon) (eIF3 p47 subunit) (eIF3f)/unnamed protein product
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