Additional file 6. Phylogenies of two physically linked genes that were transferred as
a genomic segment between Magnaporthales and Colletotrichum.

A

100, Magnaporthiopsis rhizophila scf54-pracessed—_gene—0 18

B

Pseudophialophora panicorum CM3m?7 contig 12521
Omnidemptus affinis ATCC200212 contig 1464
9N Nakataea oryzae scf249-augustus-gene-0 54

101 Magnaporthiopsis incrustans scf61780.g1
Nakataea oryzae scf249-augustus-gene-0 58
Pyricularia oryzae MGG 07366

T |_.".’Iagnapoﬂ iopsis incrustans scf61_80.g18
100 Slopeiomyces cy/indraGsporus CBS61075 contig 26173
Pyricularia oryzae MGG 07368

olletotrichum sublineola GI640922859

Colletotrichum graminicola GLRG 07176T0

100 Colletotrichum sublineola Gl640922860
001 Colletotrichum graminicola GLRG 07175T0

Colletotrichum gloeosporioides GI596671306
Diaporthe longicolla g7588 t1
Trichoderma reesei QM6a GI1589100919
Aspergillus flavus NRRL3357 GI238485458
Fusarium solani mpVI 77-13-4 GI302887000
Verticillium tricorpus g11755 t1
Myceliophthora GI367026368
odospora anserina S mat GIl171683728
Neurospora GI698987042
Cryphonectria parasitica Crypa1 89511
Valsa mali g9773 t1
1 Xenopyricularia zizaniicola CBS132356A019 contig 6347
Pyricularia oryzae MGG 05435
Bussabanomyces longisporus CBS125232 contig 10913
100 Pseudohelonectia lignicola scf191-processed-gene-0 45
eof| 1 Ophioceras commune M91A005 contig 8570
73 Iphioceras dolichostomum scf108-augustus-gene-0 114
ﬂE Pestalotiopsis fici W106-1 GI630040205
Eutypa lata UCREL1 GI629676048
Setosphaeria turcica Et28A G1636581749
Q@QE Bipolaris GI627834517
Pyrenophora teres f teres 0-1 GI330933715
Cladonia grayi JGIclagr2 25631

Fungi

0.5 substitutions/site

Colletotrichum gloeosporioides GI596716078
% 100 _— Macgarvieomyces juncicola contig 5422
&EE Pyricularia o;yzae MGG 00320
Ophioceras dolichostomum scf89-snap-gene-0 131
Diaporthe longicolla g7587 t1
B Colletotrichum sublineola GI640916654
Colletotrichum graminicola GLRG 10571T0
Colletotrichum fioriniae PJ7 GI615438510
Colletotrichum orbiculare Gl477535074
&l Aspergillus oryzae RIB40 GI317147757
Aspergillus fumigatus Af293 GI70999272
Aspergillus niger CBS 513 88 GI317027041
Aspergillus nidulans FGSC A4 GI67525301
Talaromyces GI212527518
Paracoccidioides brasiliensis Pb18 GI734677042
Aspergillus niger CBS 513 88 GI145257735
Penicillum rubens Wisconsin 54-1255 GI255941546
Diaporthe longicolla g13392 t1

Fungi

— 0.4 substitutions/site

Maximum likelihood trees of two genes sitting side by side in Magnaporthales (e.g., M.
incrustans and P. oryzae) and in Colletotrichum (e.g., C. sublineola and C. graminicola)
genomes. (A) ML tree of a major facilitator superfamily protein. (B) ML tree of a putative
membrane protein. Red horizontal lines indicate genes from same species. The physical
linkages of the genes are reflected by their ID numbers such as scf61 80.g17-g18 in M.
incrustans and GLRG_07176T0-5TO0 in C. graminicola. Branch supports are UFboot
(Ultrafast boostrap) estimated using 2,000 bootstrap replicates (see Methods in main text for
details). The complete tree files are provided in Additional file 11. Pink color indicates
Magnaporthales. Olive color indicates Colletotrichum.



