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CAJ02538 Leishmania major hypothetical protein, conserved
NP_499535 Caenorhabditis elegans T19385 CAD90172 CAB60507 NOT-Like (yeast CCR4/NOT complex component) family member (ntl-3) /T19385 hypothetical protein C18D11.5 - Caenorhabditis elegans/Hypothetical protein Y56A3A.1 /Hypothetical protein Y56A3A.1

CAE67725 Caenorhabditis briggsae Hypothetical protein CBG13300100
XP_319780 Anopheles gambiae str. PEST EAA14776 ENSANGP00000005181/ENSANGP00000005181

XP_395261 Apis mellifera PREDICTED: similar to GA21070-PA65
XP_605695 Bos taurus PREDICTED: similar to CCR4-NOT transcription complex subunit 3 (CCR4-associated factor 3)

XP_218187 Rattus norvegicus NP_666288 Mus musculus Q8K0V4 AAH30332 AAH53437 BAD32281 PREDICTED: similar to CCR4-NOT transcription complex, subunit 3/CCR4-NOT transcription complex, subunit 3 /CNOT3_MOUSE CCR4-NOT transcription complex subunit 3 (CC44
XP_862826 Canis familiaris XP_541428 XP_862801 NP_055331 Homo sapiens O75175 AAH16474 BAA31666 PREDICTED: similar to CCR4-NOT transcription complex subunit 3 (CCR4-associated factor 3) isoform 5/PREDICTED: similar to CCR4-NOT transcription complex86

AAH77869 Xenopus laevis MGC80612 protein
58

CAF97895 Tetraodon nigroviridis unnamed protein product
84

XP_789527 Strongylocentrotus purpuratus XP_782846 PREDICTED: similar to CCR4-NOT transcription complex, subunit 3/PREDICTED: similar to CCR4-NOT transcription complex, subunit 3
80

36

EAL33354 Drosophila pseudoobscura GA21070-PA
NP_610176 Drosophila melanogaster AAL39573 AAF57324 lethal (2) NC136 CG8426-PA/LD13864p /CG8426-PA99

100

100

XP_756670 Ustilago maydis 521 EAK80975 hypothetical protein UM00523.1/hypothetical protein UM00523.1
XP_755446 Aspergillus fumigatus Af293 EAL93408 hypothetical protein Afu2g11130/NOT2 family protein

BAE59972 Aspergillus oryzae unnamed protein product100
XP_385276 Gibberella zeae PH-1 EAA74162 hypothetical protein FG05100.1/hypothetical protein FG05100.180

XP_501245 Yarrowia lipolytica CLIB122 CAG83498 hypothetical protein/unnamed protein product
XP_461865 Debaryomyces hansenii CBS767 CAG90326 hypothetical protein DEHA0G07931g/unnamed protein product

XP_719037 Candida albicans SC5314 XP_718935 EAL00031 EAL00136 putative mRNA deadenylase/putative mRNA deadenylase /potential mRNA deadenylase and CCR4-NOT complex subunit Cdc36p /potential mRNA deadenylase and CCR4-NOT complex subunit Cdc36p100
41

NP_587823 Schizosaccharomyces pombe 972h- CAB09770 Schizosaccharomyces pombe hypothetical protein SPCC4G3.15c/SPCC4G3.15c
47

48

36

XP_878336 Bos taurus XP_861834 Canis familiaris XP_878637 Bos taurus XP_878434 NP_001012826 Gallus gallus XP_861864 Canis familiaris XP_878827 Bos taurus XP_531676 Canis familiaris NP_082358 Mus musculus XP_878731 Bos taurus XP_878232
AAH43133 Mus musculus Cnot2 protein

XP_509217 Pan troglodytes PREDICTED: CCR4-NOT transcription complex, subunit 248
72

AAH73075 Xenopus laevis LOC443622 protein
88

CAF98252 Tetraodon nigroviridis unnamed protein product
100

XP_784074 Strongylocentrotus purpuratus PREDICTED: similar to CCR4-NOT transcription complex, subunit 2
90

XP_625204 Apis mellifera PREDICTED: similar to hypothetical protein
XP_562364 Anopheles gambiae str. PEST EAL40581 ENSANGP00000026958/ENSANGP00000026958
EAL28175 Drosophila pseudoobscura GA15276-PA
AAM11125 Drosophila melanogaster GM14102p
NP_730966 Drosophila melanogaster NP_524239 Q94547 AAB18342 AAN13250 AAF51992 Regena CG2161-PA, isoform A/Regena CG2161-PB, isoform B /RGA_DROME Regulator of gene activity (Protein regena)/Rga /CG2161-PB, isoform B /CG2161-PA, isoform A82
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NP_494772 Caenorhabditis elegans NP_494773 NP_494774 AAA80691 AAL11099 AAL11100 NOT-Like (yeast CCR4/NOT complex component) family member (ntl-2) /NOT-Like (yeast CCR4/NOT complex component) family member (ntl-2) /NOT-Like (yeast CCR4/NOT complex com
CAE60131 Caenorhabditis briggsae Hypothetical protein CBG03676100

95

gnl|CMER|CMJ013C_similar_to_CCR4-NOT_transcription_complex,_subunit_2;_NOT2
XP_569664 Cryptococcus neoformans var. neoformans JEC21 EAL22247 Cryptococcus neoformans var. neoformans B-3501A AAW42357 Cryptococcus neoformans var. neoformans JEC21 hypothetical protein CNC03360/hypothetical protein CNBC3850 /hypothetical prot44

NP_701157 Plasmodium falciparum 3D7 AAN35881 hypothetical protein PF11_0297/hypothetical protein PF11_029728

8

Ppa_VIP2_3_1
Ppa_VIP2_1_1100

Ppa_VIP2_4_154

Smo_VIP2_2_1
Smo_VIP2_3_1100

68

XP_468120 Oryza sativa (japonica cultivar-group) BAD19449 BAD19531 putative CCR4-NOT transcription complex, subunit 2; NOT2/putative CCR4-NOT transcription complex, subunit 2; NOT2 /putative CCR4-NOT transcription complex, subunit 2; NOT2
XP_475452 Oryza sativa (japonica cultivar-group) AAT01332 unknown protein/unknown protein73

AAY15746 Nicotiana benthamiana VIP2
AT1G07705 = NP_563795 transcription regulator

AAF75084 Arabidopsis thaliana F24B9.20100
92

AT5G59710 = NP_568912 AAG44978 VIP2; transcription regulator/VIP2 protein
56
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XP_469629 Oryza sativa (pt1)

XP_469627 Oryza sativa AAR07088 Oryza sativa (pt4) 

2598_Cre

Smo_VIP2_1_1 (pt3) Contig1 and Contig3 are highly similar to different location in Contig2; thus, Smo_VIP2_3_1 and Smo_VIP2_1_1 together likely constitute an allele of Smo_VIP2_2_1
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