CHR14(At5g07810): global tree Entry removed from the alignment

File name: CHR14.njtree2.svg XP_479020 (japonica cultivar-group) BAC83215 DNA-dependent ATPase A-like protein/DNA-dependent ATPase A-like protein (=XP_479021)
213 aa residues 59 OTU included.
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P_828793 Trypanosoma brucei TREU927 EAN79681 Trypanosoma brucei SNF2 DNA repair protein/SNF2 DNA repair protein, putative

92 X
100 |_|:XP7806927 Trypanosoma cruzi strain CL Brener EAN85076 Trypanosoma cruzi SNF2 DNA repair protein/SNF2 DNA repair protein, putative

4] L CAJ02339 Leishmania major SNF2/RAD54 related DNA helicase, putative
XP_966036 Plasmodium falciparum 3D7 CAG25216 DNA helicase/DNA helicase, putative

100 Ppa_CHR14_26_1
Smo_CHR14_1_1 Smo_CHR14_6_1
65 XP_479021 Oryza sativa (japonica cultivar-group) BAC83216 putative DNA helicase/putative DNA helicase
AT5G07810 = NP_196398 CAB62593 BAB09945 ATP binding/ATP-dependent helicase/DNA binding /endonuclease/helicase/nucleic acid binding /putative protein (fragment) /unnamed protein product CHR14

ﬁ:CAJMSSQ Leishmania major DNA helicase, putative
100 XP_813216 Trypanosoma cruzi strain CL Brener XP_815529 EAN91365 Trypanosoma cruzi EAN93678 DNA helicase/DNA helicase /DNA helicase, putative /DNA helicase, putative

XP_828601 Trypanosoma brucei TREU927 EAN79489 Trypanosoma brucei SNF2 DNA repair protein/SNF2 DNA repair protein, putative
129483 Mus musculus XP_901529 XP_927645 XP_890800 XP_918041 XP_901512 XP_927665 XP_927689 XP_901502 XP_927658 XP_927680 XP_901489 XP_901467 XP_927674 BAB30499 BAC38978 BAC39315 AAH66035 PREDICTED: zinc finger, RAN-binding domain containing 3 isofo

BAC31181 Mus musculus unnamed protein product
P_222621 Rattus norvegicus PREDICTED: similar to zinc finger, RAN-binding domain containing 3
XP_533335 Canis familiaris PREDICTED: similar to zinc finger, RAN-binding domain containing 3
100 NP_115519 Homo sapiens AAH89429 zinc finger, RAN-binding domain containing 3/Zinc finger, RAN-binding domain containing 3
XP_422136 Gallus gallus PREDICTED: similar to 4933425L19Rik protein
] AAH78216 Danio rerio Zranb3 protein
AAI00246 Xenopus laevis Unknown (protein for MGC:115661)
94 7 XP_237241 Rattus norvegicus PREDICTED: similar to Smarcall protein
| 0§Q8BJLO Mus musculus AAH29078 BAC38933 BAE32320 SMAL1_MOUSE SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 (Sucrose nonfermenting protein 2-like 1) (HepA-related protein) (mharp)/Smarcall protein /un

NP_061287 Mus musculus AAF24985 Swi/SNF related matrix associated, actin dependent regulator of chromatin, subfamily a-like 1 /HepA-related protein Harp
NP_054859 Homo sapiens QONZC9 CAB59251 AAF24984 BAA90955 AAF70454 AAH16482 AAL73034 AAH43341 AAX93097 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a-like 1 /SMAL1_HUMAN SWI/SNF-related matrix-associated actin-dependent reg

XP_536062 Canis familiaris PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a-like 1
NP_788839 Bos taurus Q9TTA5 AAF22285 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a-like 1 /SMAL1_BOVIN SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 (Sucr
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CAG09296 Tetraodon nigroviridis unnamed protein product
56 XP_624010 Apis mellifera PREDICTED: similar to Smarcal1 protein
74 NP_498400 Caenorhabditis elegans NP_498401 NP_741192 Q8MNV7 F88481 AAK68177 AAM22028 AAM22029 C16A3.1a/C16A3.1b /C16A3.1c /SMAL1_CAEEL Putative SMARCAL1-like protein/F88481 protein C16A3.1 /Hypothetical protein C16A3.1a /Hypothetical protein C16A3.1b
100 XP_317019 Anopheles gambiae str. PEST EAA12838 ENSANGP00000006616/ENSANGP00000006616
48 100 NP_608883 Drosophila melanogaster AAF52182 AAR30193 Marcall CG3753-PA/CG3753-PA /RE44811p
EAL32999 Drosophila pseudoobscura GA17662-PA

100 AT1G48310 = NP_175265 ATP binding/ATP-dependent helicase/DNA binding /helicase/nucleic acid binding CHR18
XP_506497 Oryza sativa (japonica cultivar-group) XP_479251 BAD30182 PREDICTED OJ1136_D11.106 gene product/SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a-like /SWI/SNF-related matrix-associated actin-dependent regulator of

Smo_CHR14_15_1
5 gnl|CMER|CMRO070C_SWI/SNF _related,_matrix_associated,_actin_dependent_regulator_of _chromatin,_subfamily_a-like
NP_585838 Encephalitozoon cuniculi GB-M1 CAD25442 BELONGS TO THE SNF2/RAD54 HELICASE FAMILY /BELONGS TO THE SNF2/RAD54 HELICASE FAMILY

XP_644229 Dictyostelium discoideum AX4 AAO51158 Dictyostelium discoideum EAL70375 hypothetical protein DDB0217572/similar to Plasmodium falciparum. DNA helicase /hypothetical protein DDB0217572
XP_654593 Entamoeba histolytica HM-1:IMSS EAL49206 helicase/helicase, putative
——XP_726418 Plasmodium yoelii yoelii str. 177XNL XP_680379 Plasmodium berghei strain ANKA EAA17983 Plasmodium yoelii yoelii CAH95084 Plasmodium berghei hypothetical protein PY05882/DNA helicase /hypothetical protein /DNA helicase, putative
L——NP_705458 Plasmodium falciparum 3D7 CAD52695 DNA helicase/DNA helicase
100 rXP_764523 Theileria parva strain Muguga EAN32240 Theileria parva DNA helicase/DNA helicase, putative
LXP_953510 Theileria annulata strain Ankara CAl76885 Theileria annulata DEAD-box family helicase/DEAD-box family helicase, putative
68 92 EARB84994 Tetrahymena thermophila SB210 Helicase conserved C-terminal domain containing protein
EAR99255 Tetrahymena thermophila SB210 SNF2 family N-terminal domain containing protein
EAR82842 Tetrahymena thermophila SB210 Helicase conserved C-terminal domain containing protein
XP_640643 Dictyostelium discoideum AX4 EAL66541 Dictyostelium discoideum TBP-associated factor A/TBP-associated factor A
XP_655331 Entamoeba histolytica HM-1:IMSS EAL49943 SNF2 family protein/SNF2 family protein
ZP_00819758 Marinobacter aquaeolei VT8 EAO97041 Helicase, C-terminal: DEAD/DEAH box helicase, N-terminal /Helicase, C-terminal:DEAD/DEAH box helicase, N-terminal
42 YP_130847 Photobacterium profundum SS9 CAG21045 hypothetical protein PBPRA2667/hypothetical protein
] 100 —XP_803224 Trypanosoma cruzi strain CL Brener XP_813640 EAN81778 Trypanosoma cruzi EAN91789 transcription activator/transcription activator /transcription activator, putative /transcription activator, putative
99 100 L——CAJ06440 Leishmania major DNA-dependent ATPase, putative; transcription activator
100 r—NP_001032909 Bos taurus AAI07535 hypothetical protein LOC524787/Hypothetical protein LOC524787
91 JAAH43501 Homo sapiens Similar to RIKEN cDNA 4432404A22 gene
99 XP_464189 Oryza sativa (japonica cultivar-group) BAD25208 putative SNF2 domain-containing protein/putative SNF2 domain-containing protein
100 | |:AT3654280 = NP_190996 CAB71002 ATP binding/ATP-dependent helicase/DNA binding /helicase/nucleic acid binding /TATA box binding protein (TBP) associated factor (TAF)-like protein CHR16
XP_321235 Anopheles gambiae str. PEST EAA01172 ENSANGP00000008413/ENSANGP00000008413

NP_835691 Bacteriophage RM 378 similar to DNA helicase
YP_420269 Magnetospirillum magneticum AMB-1 BAE49710 Superfamily II DNA/RNA helicase /Superfamily I| DNA/RNA helicase

AAK66797 uncultured crenarchaeote 4B7 SWI/SNF family helicase
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