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XP_499670 Yarrowia lipolytica CLIB122 CAG83593 hypothetical protein/unnamed protein product
gnl|CMER|CMH252C_hypothetical_protein

XP_682040 Aspergillus nidulans FGSC A4 EAA60564 hypothetical protein AN8771.2/hypothetical protein AN8771.2
XP_965290 Neurospora crassa N150 XP_330626 Neurospora crassa EAA36054 hypothetical protein/predicted protein /predicted protein

XP_366612 Magnaporthe grisea 70-15 EAQ71016 hypothetical protein MG02688.4/hypothetical protein MGG_ch7g42393
57

XP_388752 Gibberella zeae PH-1 EAA71437 hypothetical protein FG08576.1/hypothetical protein FG08576.1
89

XP_458771 Debaryomyces hansenii CBS767 CAG86915 hypothetical protein DEHA0D07843g/unnamed protein product
67

6338_Cre
AT5G16270 = NP_197131 AAL62060 unknown protein/RAD21-3
NP_915170 Oryza sativa (japonica cultivar-group) AAD29702 Oryza sativa AAP79440 Oryza sativa (indica cultivar-group) BAD82348 Oryza sativa (japonica cultivar-group) BAD82185 kiaa0078 protein/kiaa0078 protein /cohesin-like protein /putative RAD2

AAQ21081 Oryza sativa Rad21/Rec8-like protein97
93

Ppa_SYN1_2_1
Smo_SYN1_1_1 Smo_SYN1_2_149

56

Smo_SYN1_7_1
Smo_SYN1_3_199

83

XP_481138 Oryza sativa (japonica cultivar-group) AAQ75094 BAC99936 unknown protein/Rad21-3 protein /unknown protein
AT3G59550 = NP_191514 T49296 Q9FQ19 CAB75452 AAG44843 AAL62059 SYN3/T49296 hypothetical protein T16L24.100 - Arabidopsis thaliana/SCC13_ARATH Sister chromatid cohesion 1 protein 3 (SCC1 homolog 3) (AtRAD21-2) /putative protein /cohesion family prote42

18

AT5G40840 = NP_568586 NP_851110 Q9FQ20 BAB11346 AAG44842 AAL62057 AAL62058 SYN2/SYN2 /SCC12_ARATH Sister chromatid cohesion 1 protein 2 (SCC1 homolog 2) (AtRAD21-1)/unnamed protein product /cohesion family protein SYN2 /RAD21-1 variant 1 /RAD21-1 va
Smo_SYN1_4_127

21

XP_500643 Yarrowia lipolytica CLIB122 CAG82885 hypothetical protein/unnamed protein product
gnl|CMER|CML311C_hypothetical_protein,_conserved14

NP_955889 Danio rerio NP_001029889 Bos taurus NP_033035 Mus musculus NP_006256 Homo sapiens NP_001020872 Rattus norvegicus XP_519916 Pan troglodytes XP_702053 Danio rerio Q61550 Mus musculus O60216 Homo sapiens CAA66940 CAA66939 Mus m
O93310 Xenopus laevis AAC26809 AAH97558 RAD21_XENLA Double-strand-break repair protein rad21 homolog (SCC1 homolog)/14S cohesin RAD21 subunit; member of RAD21/SCC1/MCD1 family /Unknown (protein for MGC:114693)97

XP_851946 Canis familiaris PREDICTED: similar to Double-strand-break repair protein rad21 homolog (Pokeweed agglutinin-binding protein 29) (PW29) (SCC1 homolog)
XP_589922 Bos taurus PREDICTED: similar to Double-strand-break repair protein rad21 homolog (Pokeweed agglutinin-binding protein 29) (PW29) (SCC1 homolog)50
XP_621562 Mus musculus XP_898921 PREDICTED: similar to RAD21 homolog/PREDICTED: similar to RAD21 homolog5

CAC10381 Homo sapiens RAD21-like 1 (S. pombe)
54

XP_342544 Rattus norvegicus PREDICTED: similar to Double-strand-break repair protein rad21 homolog (Pokeweed agglutinin-binding protein 29) (PW29) (SCC1 homolog)
63

15

XP_417442 Gallus gallus PREDICTED: similar to Double-strand-break repair protein rad21 homolog (Pokeweed agglutinin-binding protein 29) (PW29) (SCC1 homolog)

73

NP_001015132 Drosophila melanogaster AAD04175 AAD33593 AAF01417 AAF82099 EAA46289 CG17436-PA.3/rad21 mitotic cohesin /DNA repair protein Rad21 /mitotic cohesin SCC1 /rad21 mitotic cohesin /CG17436-PA.3
XP_562318 Anopheles gambiae str. PEST XP_313862 EAA09166 EAL40561 ENSANGP00000027806/ENSANGP00000003994 /ENSANGP00000003994 /ENSANGP0000002780671

XP_395089 Apis mellifera PREDICTED: similar to rad21 mitotic cohesin96

77

CAE60649 Caenorhabditis briggsae Hypothetical protein CBG04295
NP_509262 Caenorhabditis elegans AAA79748 COHesin family member (coh-1)/Cohesin family protein 1

CAE70217 Caenorhabditis briggsae Hypothetical protein CBG16697100
88

51

AAO50804 Dictyostelium discoideum hypothetical protein

46

XP_657283 Entamoeba histolytica HM-1:IMSS EAL51904 DNA repair protein Rad21/DNA repair protein Rad21, putative
CAJ02029 Leishmania major double-strand-break repair protein rad21 homolog, putative

XP_823828 Trypanosoma brucei TREU927 AAX69608 Trypanosoma brucei AAZ12751 double-strand-break repair protein Rad21 homolog, putative/double-strand-break repair protein rad21 homolog, putative /double-strand-break repair protein rad21 homolog, putat99
20

12

XP_570356 Cryptococcus neoformans var. neoformans JEC21 EAL21103 Cryptococcus neoformans var. neoformans B-3501A AAW43049 Cryptococcus neoformans var. neoformans JEC21 nuclear cohesin complex protein/hypothetical protein CNBD4790 /nuclear cohesin
XP_365046 Magnaporthe grisea 70-15 hypothetical protein MG09891.4

EAQ93600 Chaetomium globosum CBS 148.51 hypothetical protein CHGG_01835
XP_964217 Neurospora crassa N150 XP_330727 Neurospora crassa EAA34981 hypothetical protein/hypothetical protein /hypothetical protein100

67

XP_380685 Gibberella zeae PH-1 EAA68741 hypothetical protein FG00509.1/hypothetical protein FG00509.1
81

XP_749714 Aspergillus fumigatus Af293 EAL87676 double-strand-break repair protein Rad21/double-strand-break repair protein rad21
XP_680734 Aspergillus nidulans FGSC A4 EAA62045 BAE57195 Aspergillus oryzae hypothetical protein AN7465.2/hypothetical protein AN7465.2 /unnamed protein product100

87

XP_758738 Ustilago maydis 521 EAK83761 hypothetical protein UM02591.1/hypothetical protein UM02591.1
NP_588151 Schizosaccharomyces pombe 972h- P30776 Schizosaccharomyces pombe AAA35330 CAA19348 hypothetical protein SPCC338.17c/RAD21_SCHPO Cohesin subunit rad21 (Double-strand-break repair protein rad21) (SCC1 homolog) /putative/rad2113
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34

Smo_SYN1_6_1
Smo_SYN1_5_1100

AAQ75095 Oryza sativa (japonica cultivar-group) Rad21-4 protein
AAD39601 Oryza sativa (japonica cultivar-group) 10A19I.1473

AAX14638 Zea mays cohesion protein80

AT5G05490 = NP_850773 NP_196168 Q9S7T7 T52571 AAF08981 AAF08982 CAB64643 BAB11538 SYN1.1/SYN1.1 /SC11_ARATH Sister chromatid cohesion 1 protein 1 (SCC1 homolog 1) (DETERMINATE INFERTILE 1 protein)/T52571 cohesin DIF1 /SYN1 splice variant 1 /SYN1 spl
98
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