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XP_516761 Pan troglodytes NP_008958 Homo sapiens Q92547 BAA13389 BAA34202 PREDICTED: similar to topoisomerase (DNA) II binding protein 1/topoisomerase (DNA) II binding protein 1 /TOPB1_HUMAN DNA topoisomerase II-binding protein 1 (DNA topoisomerase
NP_795953 Mus musculus Q6ZQF0 AAH49797 BAC97914 topoisomerase (DNA) II beta binding protein/TOPB1_MOUSE DNA topoisomerase II binding protein 1 (DNA topoisomerase IIbeta-binding protein 1) (TopBP1) /Topoisomerase (DNA) II beta binding protein /mKIAA02
XP_236578 Rattus norvegicus PREDICTED: similar to mKIAA0259 protein87

39

XP_534266 Canis familiaris PREDICTED: similar to DNA topoisomerase II binding protein 1 (DNA topoisomerase IIbeta-binding protein 1) (TopBP1)
99

XP_418794 Gallus gallus PREDICTED: similar to topoisomerase (DNA) II binding protein
87

AAP03894 Xenopus laevis Xmus101
BAC65235 Xenopus laevis Cut5-related protein100

99

XP_792960 Strongylocentrotus purpuratus PREDICTED: similar to DNA topoisomerase II binding protein 1 (DNA topoisomerase IIbeta-binding protein 1) (TopBP1)
90

XP_580911 Bos taurus PREDICTED: similar to epithelial cell transforming sequence 2 oncogene protein
Q9H8V3 Homo sapiens BAB14498 ECT2_HUMAN ECT2 protein (Epithelial cell-transforming sequence 2 oncogene)/unnamed protein product

XP_516880 Pan troglodytes NP_060568 Homo sapiens AAQ83675 AAI12087 PREDICTED: similar to epithelial cell transforming sequence 2 oncogene protein/epithelial cell transforming sequence 2 oncogene protein /epithelial cell transforming 2 /Epithelial c64
XP_342221 Rattus norvegicus PREDICTED: similar to Ect2 protein
AAH25565 Mus musculus AAH32155 AAH23881 BAC30533 AAH45614 BAD90277 BAE34166 Ect2 protein/Ect2 protein /Ect2 protein /unnamed protein product /Ect2 protein /mKIAA4037 protein /unnamed protein product69

XP_422790 Gallus gallus PREDICTED: similar to Ect2 protein32

46

100

XP_312163 Anopheles gambiae str. PEST EAA07850 ENSANGP00000022107/ENSANGP00000022107
EAL31650 Drosophila pseudoobscura GA10802-PA

ABA86515 Drosophila simulans ABA86516 CG11156/CG11156
NP_524909 Drosophila melanogaster AAF48306 AAG27544 AAQ22476 ABA86514 mutagen-sensitive 101 CG11156-PA/CG11156-PA /BRCT-domain protein MUS101 /RE28166p /CG11156

ABA86517 Drosophila yakuba ABA86518 CG11156/CG1115660
ABA86519 Drosophila erecta CG1115633

99
100

59

19

31

CAE58953 Caenorhabditis briggsae Hypothetical protein CBG02221
BAE63050 Aspergillus oryzae unnamed protein product30

AT1G77320 = NP_177856 AAG29194 CAD54082 MEI1; transcription coactivator/hypothetical protein /MEI1 protein
Smo_MEI1_1_1 (Smo_MEI1_2_1 and Smo_MEI1_3_1 are highly similar to Smo_MEI1_1_1 and do not overlap. Thus this two sequence likely represent an allele of Smo_MEI1_1_1)

Ppa_MEI1_2_1 Ppa_MEI1_1_174
35

AAX95221 Oryza sativa (japonica cultivar-group) ABA91848 BRCA1 C Terminus (BRCT) domain, putative/BRCA1 C Terminus domain, putative
75

868_Cre
75

gnl|CMER|CMT249C_similar_to_S-M_checkpoint_control_protein_Rad4p
63

0.100

Ppa_MEI1_1_1 is judged to be a pseudo gene based on internal stop codons in a conserved region


