
XP_638708 Dictyostelium discoideum AX4 EAL65353 Dictyostelium discoideum hypothetical protein DDB0220640/CHD gene family protein containing chromodomain, helicase domain, and DNA-binding domain
NP_700705 Plasmodium falciparum 3D7 AAN35429 hypothetical protein PF10_0232/hypothetical protein PF10_0232

XP_449279 Candida glabrata CBS 138 CAG62253 unnamed protein product/unnamed protein product
XP_452985 Kluyveromyces lactis NRRL Y-1140 CAH01836 unnamed protein product/unnamed protein product
NP_011091 Saccharomyces cerevisiae P32657 AAB64691 Nucleosome remodeling factor that functions in regulation of transcription elongation; contains a chromo domain, a helicase domain and a DNA-binding domain; component of both the SAGA and SILK comple

XP_462077 Debaryomyces hansenii CBS767 CAG90563 hypothetical protein DEHA0G13277g/unnamed protein product
NP_986789 Eremothecium gossypii AAS54613 Ashbya gossypii ATCC 10895 AGR123Cp/AGR123Cp

NP_594967 Schizosaccharomyces pombe 972h- O14139 Schizosaccharomyces pombe CAB16277 hypothetical protein SPAC3G6.01/HRP3_SCHPO Chromodomain helicase hrp3 (ATP-dependent helicase hrp3)/SPAC3G6.01
XP_752395 Aspergillus fumigatus Af293 EAL90357 chromodomain helicase Chd1/chromodomain helicase (Chd1), putative
BAE64193 Aspergillus oryzae unnamed protein product

XP_658859 Aspergillus nidulans FGSC A4 EAA65848 hypothetical protein AN1255.2/hypothetical protein AN1255.2
XP_387278 Gibberella zeae PH-1 EAA76785 hypothetical protein FG07102.1/hypothetical protein FG07102.1

XP_362144 Magnaporthe grisea 70-15 hypothetical protein MG04589.4
AT1G08060 = NP_849608 NP_563806 AAF73380 AAF73381 MOM (MAINTENANCE OF METHYLATION)/MOM (MAINTENANCE OF METHYLATION) /MOM /MOM
AAF79839 Arabidopsis thaliana T6D22.14

AK068790 root_Oryza_sativa_(japonica_cultivar-group)_cDNA_clone:J013163J20
Smo_CHR15MOM_2_1

Smo_CHR15MOM_1_1
AT5G44800 = NP_199293 AAC79140 BAB08833 ATP binding/ATP-dependent helicase/DNA binding /chromatin binding /helicase/nucleic acid binding /protein binding /zinc ion binding /human Mi-2 autoantigen-like protein /helicase-like protein
XP_478218 Oryza sativa (japonica cultivar-group) chromodomain helicase DNA binding protein-like protein
Ppa_CHR15MOM_6_1

Ppa_CHR15MOM_4_1
Smo_CHR15MOM_24_1

NP_649154 Drosophila melanogaster NP_001014591 O97159 AAD17276 AAF49099 AAX52739 CG8103-PA, isoform A/CG8103-PB, isoform B /CHDM_DROME Chromodomain helicase-DNA-binding protein Mi-2 homolog (ATP-dependent helicase Mi-2) (dMi-2)/dMi-2 protein /CG8103-
XP_320523 Anopheles gambiae str. PEST EAA00692 ENSANGP00000008665/ENSANGP00000008665

XP_624414 Apis mellifera PREDICTED: similar to ENSANGP00000008665
AAB87384 Drosophila melanogaster CHD3
NP_649111 Drosophila melanogaster O16102 AAF49162 Chd3 CG9594-PA/CHD3_DROME Chromodomain helicase-DNA-binding protein 3 (ATP-dependent helicase Chd3)/CG9594-PA

XP_793154 Strongylocentrotus purpuratus PREDICTED: similar to chromodomain helicase DNA binding protein 1-like
NP_001032909 Bos taurus AAI07535 hypothetical protein LOC524787/Hypothetical protein LOC524787

XP_617671 Bos taurus XP_878570 XP_878952 XP_867131 Canis familiaris XP_226380 Rattus norvegicus XP_878268 Bos taurus XP_877982 XP_869406 XP_878675 XP_878767 NP_444354 Mus musculus XP_867138 Canis familiaris NP_003592 Homo sapiens XP_517459
AAK52454 Mus musculus DNA-dependent ATPase SNF2H

CAG11049 Tetraodon nigroviridis unnamed protein product
gnl|CMER|CMQ215C_chromodomain_helicase_DNA_binding_protein_CHD

XP_612494 Bos taurus PREDICTED: similar to chromodomain helicase DNA binding protein 7
XP_857674 Canis familiaris XP_910521 Mus musculus XP_544097 Canis familiaris Q9P2D1 Homo sapiens PREDICTED: similar to chromodomain helicase DNA binding protein 7 isoform 3/PREDICTED: similar to chromodomain helicase DNA binding protein 7 isofo

XP_532624 Canis familiaris XP_864115 XP_583669 Bos taurus Q9HCK8 Homo sapiens BAB13390 PREDICTED: similar to chromodomain helicase DNA binding protein 8 isoform 1/PREDICTED: similar to Chromodomain-helicase-DNA-binding protein 8 (CHD-8) (Helicase
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CHR15/MOM(At1g08060): global tree
File name: CHR15MOM.mltree6.svg
145 aa residues 37 OTU included.
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