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XP_639868 Dictyostelium discoideum AX4 BAC56912 Dictyostelium discoideum EAL64863 kinesin 4/kinesin-related protein K4 /kinesin 4
1077_Cre

Smo_TESSTD_44_1
Smo_TESSTD_20_170

Ppa_TESSTD_63_1
AT1G59540 = NP_564744 BAA88112 BAA88114 AAF79747 AAK62792 ZCF125; ATP binding/microtubule motor /kinesin-like protein /kinesin-like protein /T30E16.9 /kinesin motor protein (kin2), putative

ABA94250 Oryza sativa (japonica cultivar-group) kinesin-like centromere protein, putative88
51

41

AT3G10180 = NP_187629 AAF02823 ATP binding/microtubule motor /putative kinesin-like centromere protein
Smo_TESSTD_73_181
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76

XP_316511 Anopheles gambiae str. PEST EAA11882 ENSANGP00000013488/ENSANGP00000013488
NP_524993 Drosophila melanogaster AAF32355 AAF53088 CENP-meta CG6392-PA/kinesin-like kinetochore motor protein CENP-meta /CG6392-PA98
XP_781622 Strongylocentrotus purpuratus PREDICTED: similar to centromere protein E

EAR94042 Tetrahymena thermophila SB210 Kinesin motor domain containing protein
NP_001012852 Gallus gallus CAH65111 kinesin family member 3B/hypothetical protein

NP_001007567 Ciona intestinalis kinesin family member 3B72
XP_860961 Canis familiaris XP_860862 XP_860896 XP_860988 NP_032469 Mus musculus P28741 BAA02166 AAH52707 BAE41167 PREDICTED: similar to kinesin family member 3A isoform 8/PREDICTED: similar to kinesin family member 3A isoform 5 /PREDICTED: similar

CAE69512 Caenorhabditis briggsae Hypothetical protein CBG15720
NP_497178 Caenorhabditis elegans AAF99087 AAK68513 Kinesin-Like Protein family member (klp-20)/KRP85 /Kinesin-like protein protein 20100
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CAG00903 Tetraodon nigroviridis unnamed protein product
XP_420670 Gallus gallus PREDICTED: similar to Centromeric protein E (CENP-E protein)

AAC60300 Xenopus laevis kinesin-related protein71
XP_852631 Canis familiaris PREDICTED: similar to centromere protein E

1819485A Homo sapiens Q02224 CAA78727 1819485A CENP-E protein/CENPE_HUMAN Centromeric protein E (CENP-E protein)/CENP-E
XP_517376 Pan troglodytes NP_001804 Homo sapiens BAE06078 PREDICTED: centromere protein E/centromere protein E /CENPE variant protein98

84

NP_776123 Mus musculus AAH52843 AAR85498 BAE21661 AAI06097 centromere protein E/Cenpe protein /centromere associated protein-E /unnamed protein product /Cenpe protein
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XP_467017 Oryza sativa (japonica cultivar-group) XP_467026 BAD25802 BAD25811 BAD25793 putative kinesin heavy chain/putative kinesin heavy chain /putative kinesin heavy chain /putative kinesin heavy chain /putative kinesin heavy chain
AAK91812 Zea mays kinesin heavy chain100

XP_473345 Oryza sativa (japonica cultivar-group) CAE02777 CAE03025 OSJNBa0091D06.23/OSJNBa0011L07.1 /OSJNBa0091D06.2356

BAD18096 Ipomoea batatas kinesin heavy chain-like protein
AT4G38950 = NP_195606 CAB38815 CAB80558 ATP binding/microtubule motor /kinesin like protein /kinesin like protein

AT2G21300 = NP_001031385 NP_179726 AAD23678 ATP binding/microtubule motor /ATP binding /microtubule motor /putative kinesin heavy chain97
74

AT3G51150 = NP_190684 CAB62637 ATP binding/microtubule motor /putative protein
AT5G66310 = NP_201432 BAB10710 AAK50070 ATP binding/microtubule motor /kinesin heavy chain DNA binding protein-like /AT5g66310/K1L20_997
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AT4G24170 = NP_567695 AAB63609 CAB51660 CAB79327 ATP binding/microtubule motor /kinesin heavy chain isolog /putative protein /putative protein

18

XP_483646 Oryza sativa (japonica cultivar-group) XP_483647 BAD09937 BAD09938 putative kinesin heavy chain/putative kinesin heavy chain /putative kinesin heavy chain /putative kinesin heavy chain
BAD46370 Oryza sativa (japonica cultivar-group) putative kinesin heavy chain95

73

AAK91813 Zea mays kinesin heavy chain
NP_918677 Oryza sativa (japonica cultivar-group) BAB32972 putative kinesin/putative KIF3 protein98

Ppa_TESSTD_1_1
Ppa_TESSTD_27_1 Ppa_TESSTD_16_198

Smo_TESSTD_1_155

AAF25984 Arabidopsis thaliana F15H18.12
AT1G18370 = NP_173273 BAB88748 HIK (HINKEL); ATP binding/microtubule motor /AtNACK1 kinesin-like protein100

BAB86283 Nicotiana tabacum kinesin-like protein NACK199

39

BAB86284 Nicotiana tabacum kinesin-like protein NACK2
AT3G43210 = NP_189907 CAB89042 BAC03248 CAD42658 CAD42234 CAD45645 CAD48111 TES (TETRASPORE); microtubule motor/kinesin-like protein /kinesin-like protein /kinesin-like protein /kinesin-like protein /putative kinesin-like protein /putative kinesin p69
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gnl|CMER|CMQ429C_centromere_protein_E,_CENP-E_protein
XP_635435 Dictyostelium discoideum AX4 AAR39440 Dictyostelium discoideum EAL61950 hypothetical protein DDB0201556/kinesin family member 11 /hypothetical protein DDB0201556

Smo_TESSTD_79_1
Smo_TESSTD_49_153

Smo_TESSTD_40_1
AT1G21730 = NP_173592 AAD41428 BAB71851 ATP binding/microtubule motor /Similar to gb|U06698 neuronal kinesin heavy chain from Homo sapiens and contains a PF|00225 Kinesin motor domain. EST gb|AA042507 comes from this gene. /kinesin-related protein

XP_472572 Oryza sativa (japonica cultivar-group) CAD41022 CAE03214 OSJNBa0088K19.16/OSJNBb0086G13.9 /OSJNBa0088K19.1650
XP_468052 Oryza sativa (japonica cultivar-group) BAD17149 BAD17367 kinesin motor protein 1-like/kinesin motor protein 1-like /kinesin motor protein 1-like

AT3G12020 = NP_187809 BAB03114 AAG51044 ATP binding/microtubule motor /kinesin (centromere protein) like heavy chain-like protein /kinesin heavy chain, putative; 55116-47986
AT5G06670 = NP_196285 ATP binding/microtubule motor74
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AT2G21380 = NP_565510 AAK64143 AAD23684 AAN12893 ATP binding/microtubule motor /putative kinesin heavy chain /putative kinesin heavy chain /putative kinesin heavy chain
AT4G39050 = NP_195616 CAB38825 CAB80568 BAB71852 AAM13881 AAN13032 ATP binding/microtubule motor /kinesin like protein /kinesin like protein /kinesin-related protein /putative kinesin /putative kinesin protein84
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