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Abbreviation Species Gene ID P.parasit
P.parasit Phytophthora parasitica ETI45734 ScBFR1
G.sulph Galderia sulphararia XP_005709255 G.sulph
ScBFR1 Saccharomyces cerevisiae BFR1 Endotryp
Endotryp Endotrypanum moterogeii EMOLV88_320005100 Paratryp
Paratryp Paratrypanosoma confusum PCON_0018750 Bodo
Bodo Bodo saltans BSAL_ 12610
Blechomonas  Blechomonas ayalai rna_Baya_154_0090 Blechomonas
T.rangeli Trypanosoma rangeli TRSC58_05341 T.rangeli
T.cruzi Trypanosoma cruzi TcCLB.506525.10 T.cruzi
T.grayi Trypanosoma grayi DQ04_ 02291030 T.grayi
T.theileri Trypanosoma theileri TM35_ 000033410 T.theileri
T.vivax Trypanosoma vivax TvY486_1013600 —  T.ivax
T.brucei Trypanosoma brucei Tb927.10.14150 _|: T.brucei

T.congolense

Trypanosoma congolense

TclL3000_10_12030

T.congolense



