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100 ,—XP 751134 Aspergillus fumigatus Af293 EAL89096 AAA family ATPase/AAA family ATPase, putative
XP_447823 Candida glabrata CBS 138 CAG60772 unnamed protein product/unnamed protein product
51 99 XP_625184 Apis mellifera PREDICTED: similar to fidgetin-like 1
100 4' 100 XP_573663 Rattus norvegicus NP_001011913 AAT46048 AAT46049 PREDICTED: fidgetin-like 1 (predicted)/fidgetin-like 1 (predicted) /fidgetin-like 1 /fidgetin-like 1
94 INP_068691 Mus musculus BAC34796 AAH51942 AAH52415 CAI25376 BAE25569 fidgetin-like 1/unnamed protein product /Fidgetin-like 1 /Fidgetin-like 1 /fidgetin-like 1 /unnamed protein product
CAE74191 Caenorhabditis briggsae Hypothetical protein CBG21866
XP_823762 Trypanosoma brucei TREU927 AAX69542 Trypanosoma brucei AAZ10179 AAA ATPase/AAA ATPase, putative /AAA ATPase, putative
3 NP_593086 Schizosaccharomyces pombe 972h- Q09803 Schizosaccharomyces pombe AAA35347 CAA91171 hypothetical protein SPAC2G11.06/VPS4_SCHPO Suppressor protein of bem1/bed5 double mutants /supressor protein/SPAC2G11.06
m:szmw Ustilago maydis 521 EAK82286 hypothetical protein UM01669.1/hypothetical protein UM01669.1
76 XP_572783 Cryptococcus neoformans var. neoformans JEC21 EAL19350 Cryptococcus neoformans var. neoformans B-3501A AAW45476 Cryptococcus neoformans var. neoformans JEC21 ATPase/hypothetical protein CNBH0440 /ATPase, putative
4 XP_660665 Aspergillus nidulans FGSC A4 EAA63632 hypothetical protein AN3061.2/hypothetical protein AN3061.2
72 39 XP_958048 Neurospora crassa N150 XP_327228 Neurospora crassa EAA28812 hypothetical protein/hypothetical protein /hypothetical protein
52 XP_368012 Magnaporthe grisea 70-15 hypothetical protein MG07916.4
47 XP_391140 Gibberella zeae PH-1 EAA74248 hypothetical protein FG10964.1/hypothetical protein FG10964.1
100 NP_573258 Drosophila melanogaster AAD38581 AAF48783 CG6842-PA/BcDNA.GH02678 /CG6842-PA
3 EAL31881 Drosophila pseudoobscura GA19899-PA
41 49 100 AAHB81138 Xenopus laevis MGC84050 protein
XP_310453 Anopheles gambiae str. PEST EAA06410 ENSANGP00000019192/ENSANGP00000019192
100 AAF21428 Mesembryanthemum crystallinum salt-induced AAA-Type ATPase
100 |_|:AAM65285 Arabidopsis thaliana putative ATPase
Smo_ERH3_102_1 Smo_ERH3_49 1
EARB86317 Tetrahymena thermophila SB210 ATPase, AAA family protein
100 —NP_871793 Caenorhabditis elegans NP_492257 P34808 AAA28109 CAB00052 CAD56596 defective MElosis family member (mei-1)/defective MElosis family member (mei-1) /MEI1_CAEEL Meiotic spindle formation protein mei-1 (Katanin ATPase-containing subunit) /mei-
35 L_CAE60474 Caenorhabditis briggsae Hypothetical protein CBG04086
EAR92732 Tetrahymena thermophila SB210 ATPase, AAA family protein
100 |—XP 810191 Trypanosoma cruzi strain CL Brener EAN88340 Trypanosoma cruzi katanin/katanin, putative
wg Leishmania major katanin, putative; serine peptidase, Clan SJ, family S16, putative
XP_828909 Trypanosoma brucei TREU927 EAN79797 Trypanosoma brucei katanin/katanin, putative
235_Cre AAF12877 Chlamydomonas reinhardltii p60 katanin
65 ——XP_397402 Apis mellifera PREDICTED: similar to ENSANGP00000018492
o3 100 rEAL28551 Drosophila pseudoobscura GA10173-PA
NP_524997 Drosophila melanogaster AAL48764 AAF52059 katanin 60 CG10229-PA/RE17942p /CG10229-PA
1 h| 71 AAF34687 Drosophila melanogaster putative microtubule severing protein katanin p60 subunit
100 EAL28198 Drosophila pseudoobscura GA11286-PA
61 100 | iNP 731004 Drosophila melanogaster NP_649586 AAF51954 AAK93015 AAF51955 AAN71030 AAY85121 CG1193-PB, isoform B/CG1193-PA, isoform A /CG1193-PB, isoform B /GH23455p /CG1193-PA, isoform A /AT05655p /AT01259p
I—XP 307741 Anopheles gambiae str. PEST EAA03582 ENSANGP00000004090/ENSANGP00000004090
AAX25876 Schistosoma japonicum SJCHGC04982 protein
58 NP_999733 Strongylocentrotus purpuratus 061577 AAC15706 katanin p60/KTNA1_STRPU Katanin p60 ATPase-containing subunit (Katanin p60 subunit) (p60 katanin)/katanin p60 subunit
4 XP_419665 Gallus gallus PREDICTED: similar to katanin p60 subunit A 1
XP_533445 Canis familiaris XP_850448 NP_008975 Homo sapiens XP_861569 Canis familiaris XP_861479 075449 Homo sapiens AAC25114 CAI16431 CAI19505 BAE02159 Macaca fascicularis PREDICTED: similar to katanin p60 subunit A 1 isoform 1/PREDICTED: si
100 XP_579132 Rattus norvegicus NP_001004217 Q6E0V2 AAT44333 AAH97929 PREDICTED: katanin p60 subunit A 1/katanin p60 subunit A 1 /KTNA1_RAT Katanin p60 ATPase-containing subunit A1 (Katanin p60 subunit A1) (p60 katanin)/katanin /Katanin p60 subunit A 1
NP_035965 Mus musculus QOWV86 AAD42087 AAH09136 katanin p60 (ATPase-containing) subunit A1/KTNA1_MOUSE Katanin p60 ATPase-containing subunit A1 (Katanin p60 subunit A1) (p60 katanin) (Lipotransin) /lipotransin /Katanin p60 (ATPase-containing) subunit
38] Q9PUL2 Xenopus laevis AAD53310 KTNA1_XENLA Katanin p60 ATPase-containing subunit (Katanin p60 subunit) (p60 katanin)/katanin p60
XP_707020 Danio rerio NP_001018440 XP_683438 XP_707021 XP_707019 CAI20705 AAH95321 PREDICTED: similar to katanin p60 subunit A 1 isoform 3/hypothetical protein LOC553631 /PREDICTED: similar to katanin p60 subunit A 1 isoform 1 /PREDICTED: similar to
94 CAF89787 Tetraodon nigroviridis unnamed protein product
64XP_543146 Canis familiaris NP_705800 Mus musculus NP_001014402 Homo sapiens NP_115492 NP_001006957 Rattus norvegicus QIBW62 Homo sapiens Q8K0T4 Mus musculus Q5XIK7 Rattus norvegicus AAH00612 Homo sapiens AAH30434 Mus musculus AAH83673
92|“XP_617920 Bos taurus PREDICTED: similar to katanin p60 subunit A-like 1
XP_417114 Gallus gallus PREDICTED: similar to katanin p60 subunit A-like 1
NP_001007432 Danio rerio AAH85416 hypothetical protein LOC492790/Hypothetical protein LOC492790
CAGO07322 Tetraodon nigroviridis unnamed protein product
3 Smo_ERH3_7_1 Smo_ERH3_1_1
100 |':Ppa_ERH3_49_1 Ppa_ERH3_47_1
100 NP_916952 Oryza sativa (japonica cultivar-group) BAB86043 BAC01262 AAP92128 BAD73766 BAD82149 putative CAD ATPase/putative katanin /putative katanin /putative ATPase ATP1 /katanin-like /katanin-like
58| 1oyrAP83637 Gossypium hirsutum katanin
AAP43505 Gossypium hirsutum katanin-like protein
AAP83638 Gossypium barbadense katanin
AT1G80350 = NP_178151 Q9SEX2 AAF21247 AAG52435 AAK51051 AAK54074 AAL24401 BAB87822 AAN15468 ERH3 (ECTOPIC ROOT HAIR 3); ATP binding/nucleoside-triphosphatase/nucleotide binding /KTNA1_ARATH Katanin p60 ATPase-containing subunit (Katanin p60 subunit)
100 XP_822379 Trypanosoma brucei TREU927 EAN77551 Trypanosoma brucei katanin/katanin, putative
L—XP_817753 Trypanosoma cruzi strain CL Brener XP_815288 EAN93437 Trypanosoma cruzi EAN95902 katanin/katanin /katanin, putative /katanin, putative
100 ~Smo—eErHs—=—tEST
99 Smo_ERH3_20_1 Smo_ERH3_134_1
100 BAD73312 Oryza sativa (japonica cultivar-group) BAD73365 vacuolar protein sorting factor 4B-like/vacuolar protein sorting factor 4B-like
57 L':[NP_916186 Oryza sativa (japonica cultivar-group) BAC78569 BAD87507 katanin p60 subunit A 1-like/katanin /katanin
AT2G34560 = NP_973600 NP_565791 AAC26698 AAM61422 ATP binding/ATPase/nucleoside-triphosphatase/nucleotide binding /ATP binding /ATPase/nucleoside-triphosphatase/nucleotide binding /putative katanin /putative katanin
65 il 1039_Cre

100

—XP_592188 Bos taurus PREDICTED: similar to katanin p60 subunit A 1

INP_112593 Homo sapiens AAH34999 hypothetical protein LOC83473/Hypothetical protein LOC83473

0.100

EARB86948 Tetrahymena thermophila SB210 ATPase, AAA family protein
75 XP_828466 Trypanosoma brucei TREU927 EAN79354 Trypanosoma brucei katanin/katanin, putative
_| 99 I-.—XP7809761 Trypanosoma cruzi strain CL Brener EAN87910 Trypanosoma cruzi katanin/katanin, putative
XP_814174 Trypanosoma cruzi strain CL Brener EAN92323 Trypanosoma cruzi katanin-like protein/katanin-like protein, putative
CAJ02878 Leishmania major katanin-like protein; serine peptidase, Clan SJ, family S16, putative



