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AT5G42970 = NP_199111 Q8L5U0 AAD51742 BAB09199 AAL58103 AAM64629 BAD44123 COP8 (CONSTITUTIVE PHOTOMORPHOGENIC 8)/CSN4_ARATH COP9 signalosome complex subunit 4 (Signalosome subunit 4) (Constitutive photomorphogenesis protein 8) (FUSCA protein 4) (FUS
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Smo_COP8_18_2 Smo_COP8_27_3
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..... Ciiza satins R e ; wosoossie 0s03g0197400
NP_001049272 Oryza sativa (japonica cultivar-group) Os03g0197400
20 101 8270(6
| 68 XP_572169 Cryptococcus neoformans var. neoformans JEC21 EAL19912 Cryptococcus neoformans var. neoformans B-3501A AAW44862 Cryptococcus neoformans var. neoformans JEC21 hypothetical protein/hypothetical protein CNBG0550 /conserved hypothetical pro
I XP_756995 Ustilago maydis 521 EAK81922 hypothetical protein UM00848.1/hypothetical protein UM00848.1
70 97 XP_327647 Neurospora crassa XP_958134 Neurospora crassa N150 EAA28898 Neurospora crassa ABB36582 hypothetical protein/hypothetical protein /hypothetical protein /CSN-4
56 EAQ89383 Chaetomium globosum CBS 148.51 hypothetical protein CHGG_06002
100 —| 86 | XP_368908 Magnaporthe grisea 70-15 hypothetical protein MG00336.4
XP_380799 Gibberella zeae PH-1 EAA67929 hypothetical protein FG00623.1/hypothetical protein FG00623.1
100 XP_659143 Aspergillus nidulans FGSC A4 AAK14055 Emericella nidulans EAA64246 Aspergillus nidulans FGSC A4 hypothetical protein AN1539.2/COP9 signalosome subunit 4 /hypothetical protein AN1539.2
ﬁ:XPJMSSZ Aspergillus fumigatus Af293 EAL85314 COP9 signalosome subunit 4/COP9 signalosome subunit 4 (CsnD), putative
BAES55638 Asperqgillus oryzae unnamed protein product

CAG05280 Tetraodon nigroviridis unnamed protein product
100 NP_991119 Danio rerio Q6POH6 AAH56527 AAH65617 hypothetical protein LOC325592/CSN4_BRARE COP9 signalosome complex subunit 4 (Signalosome subunit 4)/Zgc:77137 protein /Hypothetical protein LOC325592
AB~NP_001016715 Xenopus tropicalis CAJ82695 hypothetical protein LOC549469/COP9 constitutive photomorphogenic homolog subunit 4 (Arabidopsis)
P_057213 Homo sapiens NP_001006447 Gallus gallus XP_535632 Canis familiaris Q9BT78 Homo sapiens AAD43021 BAA91555 AAH04302 AAH09292 CAG31993 Gallus gallus CAH92768 Pongo pygmaeus AAH93007 Homo sapiens BAD96898 BAE01679 Macaca fasciculari
61 NP_001029866 Bos taurus AAI03018 COP9 constitutive photomorphogenic homolog subunit 4/COP9 constitutive photomorphogenic homolog subunit 4
NP_036131 Mus musculus NP_001004275 Rattus norvegicus Q68FS2 088544 Mus musculus AAC33901 BAB26607 AAH79384 Rattus norvegicus BAE39855 Mus musculus COP9 signalosome subunit 4/COP9 signalosome subunit 4 /CSN4_RAT COP9 signalosome complex subun
XP_791860 Strongylocentrotus purpuratus PREDICTED: similar to COP9 signalosome complex subunit 4 (Signalosome subunit 4) (SGN4) (JAB1-containing signalosome subunit 4)
86 50 XP_623684 Apis mellifera PREDICTED: similar to ENSANGP00000015673

94 100 NP_477444 Drosophila melanogaster Q9V345 AAD28607 AAF59157 AAO45239 COP9 complex homolog subunit 4 CG8725-PA/CSN4_DROME COP9 signalosome complex subunit 4 (Signalosome subunit 4) (Dch4)/COP9 signalosome subunit 4 CSN4 /CG8725-PA /GH09439p
54 94| EEAL25229 Drosophila pseudoobscura GA21282-PA
XP_318948 Anopheles gambiae str. PEST EAA13836 ENSANGP00000015673/ENSANGP00000015673
39 CABO06052 Ciona intestinalis COS41.8
AAW25586 Schistosoma japonicum AAW25811 SUICHGC02821 protein/unknown

XP_628938 Dictyostelium discoideum AX4 EAL60525 Dictyostelium discoideum ABC46696 hypothetical protein DDB0229823/hypothetical protein DDB0229823 /COP9 signalosome complex subunit 4

44 EAR91142 Tetrahymena thermophila SB210 PCI domain containing protein

_| 100 ——NP_500034 Caenorhabditis elegans QIN359 AAF60803 COP-9 SigNalosome subunit family member (csn-4)/CSN4_CAEEL COP9 signalosome complex subunit 4 (Signalosome subunit 4)/Cop-9 signalosome subunit protein 4
L—CAE®63864 Caenorhabditis briggsae Hypothetical protein CBG08426
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