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Table S2. Differentially expressed genes screened out by transcriptome sequencing under acid stress.
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in BOTBODRAFT_122508, partial [Botryobasidium botryosum FD-172 551]
Thioredoxin [Fusarium oxysporum f. sp. cubense race 4]

124//catalytGO:000680tical protein KNAG_0G03120 [Kazachstania naganishii CBS 8797]

33//peptide -

8/Universal stress protein E [Beauveria bassiana D1-5]
nt Clp protease ATP-binding subunit ClpX [Beauveria bassiana D1-5]
Vitamin B12 transporter BtuB [Beauveria bassiana D1-5]

0/ribonuclease H-like protein [Wallemia sebi CBS 633.66]

rpothetical protein FG05_09148 [Fusarium graminearum]
type transcriptional repressor CytR [Beauveria bassiana D1-5]
'HYLADENINE GLYCOSYLASE [Encephalitozoon cuniculi GB-M1]

protein BATDEDRAFT_93031 [Batrachochytrium dendrobatidis JAMS1]
ohoketolase 1 [Cladophialophora yegresii CBS 114405]
in BOTBODRAFT_122508, partial [Botryobasidium botryosum FD-172 551]
itochondrial co-chaperone protein [Neofusicoccum parvum UCRNP2]
etical protein MYCGRDRAFT_47757 [Zymoseptoria tritici IPO323]

shape-determining protein RodA [Beauveria bassiana D1-5]

iketo-D-gluconic acid reductase A [Beauveria bassiana D1-5]
e ADP-ribose pyrophosphatase yjhB [Beauveria bassiana D1-5]
protein BATDEDRAFT_93181 [Batrachochytrium dendrobatidis JAMS1]

Uncharacterized protein yneF [Beauveria bassiana D1-5]

al protein CERSUDRAFT_114226 [Ceriporiopsis subvermispora B]
se I restriction enzyme R protein [Beauveria bassiana D1-5]
hypothetical protein JLO9_g966 [Pichia kudriavzevii]

35/Glycerate kinase [Macrophomina phaseolina MS6]

tical protein MVEG_04870 [Mortierella verticillata NRRL 6337]
eatinase/aminopeptidase [Fomitiporia mediterranea MF3/22]
ide-diphospho-sugar transferase [Stereum hirsutum FP-91666 SS1]
tin remodeling complex subunit [Moniliophthora roreri MCA 2997]

pothetical Protein CGB_I2080W [Cryptococcus gattii WM276]
protein BATDEDRAFT_28990 [Batrachochytrium dendrobatidis JAMS1]
5 cluster assembly protein sufB [Beauveria bassiana D1-5]

netical protein PaG_06533 [Pseudozyma aphidis DSM 70725]
nner membrane protein YbhL [Beauveria bassiana D1-5]

>tein GMDG_08841, partial [Pseudogymnoascus destructans 20631-21]

*ABC system protein B [Beauveria bassiana D1-5]

-otein GLOINDRAFT_91740 [Rhizophagus irregularis DAOM 181602]

- 987//cellule-40/Sensor protein CpxA [Beauveria bassiana D1-5]

wacterized protein FFUJ_11494 [Fusarium fujikuroi IMI 58289]

dehydrogenase [Lichtheimia corymbifera JMRC:FSU:9682]

mserved hypothetical protein [Candida tropicalis MYA-3404]

ent Clp protease ATP-binding subunit ClpX [Beauveria bassiana D1-5]
-esistance-like ATP-binding protein MdIA [Beauveria bassiana D1-5]
al protein CERSUDRAFT_159950 [Ceriporiopsis subvermispora B]

slycerate mutase-like protein [Coniophora puteana RWD-64-598 552]
ative GTP-binding protein EngB [Beauveria bassiana D1-5]

'/Gukl guanylate kinase [Candida orthopsilosis Co 90-125]

ABC system protein A [Beauveria bassiana D1-5]

esistance-like ATP-binding protein MdIA [Beauveria bassiana D1-5]

otion-repair-coupling factor [Beauveria bassiana D1-5]
ucible transcription repressor HrcA [Beauveria bassiana D1-5]

sthetical protein AN0280.2 [Aspergillus nidulans FGSC Ad]
-16/glycosyltransferase [Enterocytozoon bieneusi H348]

-domain-containing protein [Gloeophyllum trabeum ATCC 11539]

2 kinase (L-aspartate 4-P-transferase) [Komagataella pastoris GS115]
23174e-11/Thioredoxin [Penicillium italicum]
thetical protein KAFR_0F00330 [Kazachstania africana CBS 2517]

- amino acic protein 0988_00141 [Pseudogymnoascus pannorum VKM F-3808]

‘pothetical protein SMAC_10967 [Sordaria macrospora k-hell]
i"-bis(diphosphate) 3'-pyrophosphohydrolase [Beauveria bassiana D1-5]
rpothetical protein PTT_08484 [Pyrenophora teres f. teres 0-1]

ellar basal-body rod protein flgG [Beauveria bassiana D1-5]

. transferri 987//cellule zriptional regulatory protein OmpR [Beauveria bassiana D1-5]
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protein BATDEDRAFT_28917 [Batrachochytrium dendrobatidis JAMS1]

hetical protein RO3G_08703 [Rhizopus delemar RA 99-880]
ayl-diaminopimelate desuccinylase [Beauveria bassiana D1-5]

24/putative protease yegQ [Beauveria bassiana D1-5]

AD box family helicase [Schizosaccharomyces japonicus yFS275]
143¢-19/KLTHOD13992p [Lachancea thermotolerans]

zal protein LRAMOSA00334 [Absidia idahoensis var. thermophila]

protein BATDEDRAFT 24209 [Batrachochytrium dendrobatidis JAM81]
52/Aspartate--tRNA ligase [Beauveria bassiana D1-5]

9/MutT/nudix family protein [Cordyceps militaris CM01]

protein BATDEDRAFT_28907 [Batrachochytrium dendrobatidis JAMS81]
sferase and sulfurtransferase UBA4 [Ogataea parapolymorpha DL-1]
-transporting ATPase, P-type 1 [Beauveria bassiana D1-5]

82/Histidine--tRNA ligase [Beauveria bassiana D1-5]
2-25/beta-lactamase [Moniliophthora roreri MCA 2997]
hain amino acid aminotransferase [Rhizopus delemar RA 99-880]

alar protein transport protein USO1 [Kluyveromyces marxianus]

stical protein S40288_00663 [Stachybotrys chartarum IBT 40288]

protein BATDEDRAFT_10172 [Batrachochytrium dendrobatidis JAM81]
tical protein MVEG_06061 [Mortierella verticillata NRRL 6337]

cal protein CGLO_13827 [Colletotrichum gloeosporioides Cg-14]
©osphoenolpyruvate carboxylase [Beauveria bassiana D1-5]
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