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96 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
|E|—_AAO75095 Oryza sativa (japonica cultivar-group) Rad21-4 protein
AAX14638 Zea mays cohesion protein
42 Ppa_SYN12584 9 2
33 _l 100 rSmo_SYN12584_4_1
L-Smo_SYN12584_24_1
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66 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 prote
I XP_481138 Oryza sativa (japonica cultivar-group) AAQ75094 BAC99936 unknown protein/Rad21-3 protein /unknown protein
40 AT5G16270 = NP_197131 AAL62060 unknown protein/RAD21-3

90—AAQ21081 Oryza sativa Rad21/Rec8-like protein
P_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
Ppa_SYN12584_2_3
Smo_SYN12584_17_1 Smo_SYN12584_12_2
100 Smo_SYN12584_19_2

Smo_SYN12584_20_1
5 093310 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)
100 AA66940 Homo sapiens HR21spA

NP_033035 Mus musculus BAB23527 RAD21 homolog/unnamed protein product

43 NP_001026121 Gallus gallus XP_850253 Canis familiaris NP_006256 Homo sapiens XP_861017 Canis familiaris NP_955889 Danio rerio XP_539142 Canis familiaris XP_702053 Danio rerio NP_001020872 Rattus norvegicus NP_001029889 Bos taurus XP_51
XP_780787 Strongylocentrotus purpuratus PREDICTED: similar to Double-strand-break repair protein rad21 homolog (hHR21) (Nuclear matrix protein 1) (NXP-1) (SCC1 homolog)

87
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94 XP_395089 Apis mellifera PREDICTED: similar to rad21 mitotic cohesin
_|;_1|1P_562318 Anopheles gambiae str. PEST XP_313862 EAA09166 EAL40561 ENSANGP00000027806/ENSANGP00000003994 /ENSANGP00000003994 /ENSANGP00000027806
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
AAX25673 Schistosoma japonicum SJICHGC04362 protein
XP_417442 Gallus gallus PREDICTED: similar to Double-strand-break repair protein rad21 homolog (Pokeweed agglutinin-binding protein 29) (PW29) (SCC1 homolog)
CAC10381 Homo sapiens RAD21-like 1 (S. pombe)
XP_621562 Mus musculus XP_898921 PREDICTED: similar to RAD21 homolog/PREDICTED: similar to RAD21 homolog
P_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)
33 XP_758738 Ustilago maydis 521 EAK83761 hypothetical protein UM02591.1/hypothetical protein UM02591.1
XP_500643 Yarrowia lipolytica CLIB122 CAG82885 hypothetical protein/unnamed protein product
49 XP_657283 Entamoeba histolytica HM-1:IMSS EAL51904 DNA repair protein Rad21/DNA repair protein Rad21, putative
gnl|CMER|CML311C_hypothetical_protein,_conserved
Smo_SYN12584_2_1
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