
E. quercicola ex C. reticulate KM260691 Vietnam  

E. quercicola ex C. reticulate KM260692 Vietnam
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E. quercicola ex H. brasiliensis KM260699 Vietnam 

E. quercicola ex H. brasiliensis KM260698 Vietnam 

E. quercicola ex H. brasiliensis AB193588 Malaysia

E. quercicola ex H. brasiliensis AB193589 Thailand 

E. quercicola ex H. brasiliensis AB193606 Brazil

E. quercicola ex M. indica KM260686 Vietnam 

E. quercicola ex M. indica KM260689 Vietnam  

E. quercicola ex M. indica AB237800 Australia

E. quercicola ex M. indica KM260690 Vietnam 

E. quercicola ex M. indica KM260687 Vietnam  

E. quercicola ex M. indica KM260688 Vietnam 

E. quercicola ex M. indica KM260685 Vietnam 

E. quercicola ex M. indica AB237802 Thailand 

E. liriodendra ex L. tulipifera AF011302

E. alphitoides ex M. indica AB237795 Australia

E. alphitoides ex M. indica AB237798 Australia

E. syringae ex S. vulgaris AB015920

E. magnifica ex M. liliflora AF011312 

E. diffusa ex G. max KM260708 Vietnam

E. cruciferarum ex B. juncea KM260717 Vietnam

E. cruciferarum ex B. juncea KM260718 Vietnam

E. cruciferarum AF031283 USA

E. cruciferarum ex B. rapa KC878683 China

E. paeoniae ex P. coriacea AB257436 Switzerland

E. paeoniae ex P. wittmanniana AB257437 Switzerland 

P. neolycopersici ex L. esculentum AB032484

E. circaeae ex C. lutetiana AB104517 Iran

E. aquilegiae ex C. integrifolia AF154322 Switzerland  

E. glycines ex A. edgeworthii AB015934 Japan
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E. diffusa ex G. max FJ378880 USA 
E. trifoliorum ex T. pretense AB104521 Iran

Supplemental Fig. 1. Evolutionary relationships of taxa of powdery mildew fungi damaging on mango in Vietnam based 

on ITS phylogenic analysis: The evolutionary history was inferred using the Neighbor-Joining method (Saitou and Nei 

1987). The optimal tree with the sum of branch length = 0.34425480 is shown. The percentage of replicate trees in which 

the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches (Tamura et 

al. 2004). The tree is drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to 

infer the phylogenetic tree. The evolutionary distances were computed using the Maximum Composite Likelihood method 

(Kumar et al. 2016) and are in the units of the number of base substitutions per site. The analysis involved 34 nucleotide 

sequences. All positions containing gaps and missing data were eliminated. There were a total of 524 positions in the final 

dataset. Evolutionary analyses were conducted in MEGA7 (Felsenstein 1985).
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E. quercicola ex H. brasiliensis AB197136 Thailand 

E. quercicola ex H. brasiliensis AB197132 Malaysia 

E. quercicola ex H. brasiliensis KM260681 Vietnam  

E. quercicola ex H. brasiliensis KM260680 Vietnam 

E. quercicola ex C. reticulate KM260673 Vietnam 

E. quercicola ex C. reticulate KM260674 Vietnam 

E. quercicola ex C. limon AB237818 East Timor

E. alphitoides ex Q. petraea AB257435 Switzerland 

E. quercicola ex M. indica AB237827 Thailand  

E. quercicola ex M. indica KM260668 Vietnam 

E. quercicola ex M. indica KM260670 Vietnam 

E. quercicola ex M. indica KM260667 Vietnam  

E. quercicola ex M. indica KM260669 Vietnam  

E. quercicola ex M. indica KM260672 Vietnam  

E. quercicola ex M. indica KM260671 Vietnam 

E. quercicola ex Q. serrata AB292694 Japan  

E. wallrothii ex V. hirtum AB015930  

E. syringae ex S. vulgaris AB015920 

E. paeoniae ex P. lactiflora AB257438 Japan 

E. pulchra ex C. kousa AB015935  

E. corylopsidis ex C. pauciflora AB478988 Japan 

E. staphyleae ex S. staphylea AB015922 

E. friesii ex S. controversa AB022382 

E. pulchra ex S. controversa AB022389

E. heraclei ex C. aureum AB103067

E. lycopsidis ex A. ovate AB103072 Iran  

E. bremeri ex Alhagi sp. AB103077 Iran 

E. trifoliorum ex T. pretense AB103078 Iran 

E. multappendicis ex B. vulgaris AB103076 Iran

E. nomurae ex S. chinensis AB331648 Japan 

E. hypophylla ex Q. serrate AB292716 Japan 

E. alphitoides ex Q. serrate AB292695 Japan 

E. alphitoides ex Q. robur AB292702 Argentina   

E. alphitoides ex Q. robur AB257431 Switzerland 

E. aquilegiae ex C. simplex AB022405 

E. epigena ex Q. acutissima AB292722 Japan 

E. hypogena ex Q. acutissima AB292727 Japan 

E. abbreviata ex Q. falcate AB271785 USA  

E. carpini-laxiflorae ex C. tschonoskii  AB252473  

E. australiana ex L. indica AB022407  

Supplemental Fig. 2. Evolutionary relationships of taxa of powdery mildew fungi damaging on mango in Vietnam 

based on 28S phylogenic analysis: The evolutionary history was inferred using the Neighbor-Joining method (Saitou 

and Nei 1987).   The optimal tree with the sum of branch length = 1.39955198 is shown. The percentage of replicate 

trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the 

branches (Tamura et al. 2004). The evolutionary distances were computed using the Maximum Composite 

Likelihood method (Kumar et al. 2016) and are in the units of the number of base substitutions per site. The analysis 

involved 40 nucleotide sequences. All positions containing gaps and missing data were eliminated. There were a 

total of 525 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 (Felsenstein 1985).


