
Table S4: GO terms enrichment of genes in TE-rich region of B.dothidea .

GO-ID Term Category P -value #Test #Ref

GO:0005737cytoplasm C 1.83E-05 360 1799

GO:0044763single-organism cellular processP 2.88E-05 284 1376

GO:0044444cytoplasmic partC 4.74E-05 310 1534

GO:0008299isoprenoid biosynthetic processP 1.59E-04 11 13

GO:0006720isoprenoid metabolic processP 1.77E-04 12 16

GO:1901564organonitrogen compound metabolic processP 3.45E-04 161 744

GO:0044464cell part C 6.22E-04 540 2961

GO:0005623cell C 6.39E-04 542 2974

GO:0044424intracellular partC 6.72E-04 498 2710

GO:0044446intracellular organelle partC 7.92E-04 262 1327

GO:0009987cellular processP 8.25E-04 575 3183

GO:0044422organelle partC 8.91E-04 262 1330

GO:0032991macromolecular complexC 9.33E-04 252 1274

GO:0005622intracellularC 9.87E-04 513 2813

GO:0034220ion transmembrane transportP 1.11E-03 71 288

GO:0015078hydrogen ion transmembrane transporter activityF 1.36E-03 40 139

GO:0015075ion transmembrane transporter activityF 1.42E-03 79 332

GO:0098655cation transmembrane transportP 1.65E-03 54 208

GO:0022890inorganic cation transmembrane transporter activityF 1.77E-03 52 199

GO:0015077monovalent inorganic cation transmembrane transporter activityF 2.00E-03 42 152

GO:0006032chitin catabolic processP 2.02E-03 5 3

GO:0016838carbon-oxygen lyase activity, acting on phosphatesF 2.02E-03 5 3

GO:0004568chitinase activityF 2.02E-03 5 3

GO:0006026aminoglycan catabolic processP 2.02E-03 5 3

GO:0009423chorismate biosynthetic processP 2.02E-03 5 3

GO:0008324cation transmembrane transporter activityF 2.15E-03 63 256

GO:0016209antioxidant activityF 2.18E-03 18 46

GO:0098660inorganic ion transmembrane transportP 2.24E-03 48 182

GO:0006030chitin metabolic processP 2.31E-03 7 8

GO:0016469proton-transporting two-sector ATPase complexC 2.35E-03 34 116

GO:1901566organonitrogen compound biosynthetic processP 2.69E-03 120 560

GO:0033677DNA/RNA helicase activityF 2.69E-03 3 0

GO:0004107chorismate synthase activityF 2.69E-03 3 0

GO:0000268peroxisome targeting sequence bindingF 2.69E-03 3 0

GO:0033254vacuolar transporter chaperone complexC 2.69E-03 3 0

GO:0099131ATP hydrolysis coupled ion transmembrane transportP 2.90E-03 31 104

GO:0099132ATP hydrolysis coupled cation transmembrane transportP 2.90E-03 31 104

GO:0090662ATP hydrolysis coupled transmembrane transportP 2.90E-03 31 104

GO:0015991ATP hydrolysis coupled proton transportP 2.90E-03 31 104



GO:0015988energy coupled proton transmembrane transport, against electrochemical gradientP 2.90E-03 31 104

GO:0031090organelle membraneC 3.13E-03 71 302

GO:0006534cysteine metabolic processP 3.14E-03 6 6

GO:0009636response to toxic substanceP 3.15E-03 18 48

GO:0098662inorganic cation transmembrane transportP 3.16E-03 46 176

GO:0019866organelle inner membraneC 3.33E-03 29 96

GO:0006022aminoglycan metabolic processP 3.62E-03 7 9

GO:0031305integral component of mitochondrial inner membraneC 3.67E-03 8 12

GO:0004601peroxidase activityF 3.70E-03 14 33

GO:0006520cellular amino acid metabolic processP 3.82E-03 56 228

GO:0046417chorismate metabolic processP 4.02E-03 5 4

GO:0015175neutral amino acid transmembrane transporter activityF 4.44E-03 4 2

GO:1902600hydrogen ion transmembrane transportP 4.45E-03 37 136

GO:0098869cellular oxidant detoxificationP 4.57E-03 17 46

GO:0005773vacuole C 4.78E-03 29 99

GO:0033177proton-transporting two-sector ATPase complex, proton-transporting domainC 4.98E-03 30 104

GO:0043229intracellular organelleC 5.10E-03 418 2300

GO:0016881acid-amino acid ligase activityF 5.15E-03 6 7

GO:0046933proton-transporting ATP synthase activity, rotational mechanismF 5.15E-03 6 7

GO:0031304intrinsic component of mitochondrial inner membraneC 5.22E-03 8 13

GO:0043226organelle C 5.38E-03 418 2302

GO:0005783endoplasmic reticulumC 5.76E-03 51 208

GO:0033179proton-transporting V-type ATPase, V0 domainC 5.77E-03 28 96

GO:0006397mRNA processingP 6.20E-03 27 92

GO:0016758transferase activity, transferring hexosyl groupsF 6.20E-03 18 52

GO:1990748cellular detoxificationP 6.43E-03 17 48

GO:0098754detoxificationP 6.43E-03 17 48

GO:0003678DNA helicase activityF 6.44E-03 9 17

GO:0046348amino sugar catabolic processP 7.12E-03 5 5

GO:1901072glucosamine-containing compound catabolic processP 7.12E-03 5 5

GO:0006811ion transportP 7.20E-03 87 400

GO:0009073aromatic amino acid family biosynthetic processP 7.81E-03 7 11

GO:1901071glucosamine-containing compound metabolic processP 7.81E-03 7 11

GO:0015085calcium ion transmembrane transporter activityF 7.81E-03 7 11

GO:0005743mitochondrial inner membraneC 7.82E-03 27 94

GO:0044699single-organism processP 7.95E-03 507 2854

GO:0034250positive regulation of cellular amide metabolic processP 7.96E-03 6 8

GO:0000226microtubule cytoskeleton organizationP 8.05E-03 15 41

GO:0032508DNA duplex unwindingP 8.48E-03 9 18

GO:0015934large ribosomal subunitC 8.86E-03 17 50

GO:0016071mRNA metabolic processP 9.21E-03 34 129

GO:0004096catalase activityF 9.22E-03 4 3



GO:0006797polyphosphate metabolic processP 9.22E-03 4 3

GO:0006020inositol metabolic processP 9.22E-03 4 3

GO:0007067mitotic nuclear divisionP 9.31E-03 23 77

GO:0015672monovalent inorganic cation transportP 9.55E-03 42 169

GO:1990116ribosome-associated ubiquitin-dependent protein catabolic processP 9.65E-03 3 1

GO:0046173polyol biosynthetic processP 9.65E-03 3 1

GO:0031030negative regulation of septation initiation signalingP 9.65E-03 3 1

GO:0016634oxidoreductase activity, acting on the CH-CH group of donors, oxygen as acceptorF 9.65E-03 3 1

GO:0010974negative regulation of barrier septum assemblyP 9.65E-03 3 1

GO:1990112RQC complexC 9.65E-03 3 1

GO:1901892negative regulation of cell septum assemblyP 9.65E-03 3 1

GO:0017004cytochrome complex assemblyP 9.74E-03 8 15

GO:0006470protein dephosphorylationP 9.97E-03 12 30

GO:0036094small molecule bindingF 1.06E-02 207 1083

GO:0007017microtubule-based processP 1.07E-02 19 60

GO:0080135regulation of cellular response to stressP 1.10E-02 9 19

GO:0016684oxidoreductase activity, acting on peroxide as acceptorF 1.17E-02 14 39

GO:0072509divalent inorganic cation transmembrane transporter activityF 1.17E-02 10 23

GO:0016651oxidoreductase activity, acting on NAD(P)HF 1.21E-02 12 31

GO:0015992proton transportP 1.23E-02 39 157

GO:0006818hydrogen transportP 1.23E-02 39 157

GO:0000280nuclear divisionP 1.28E-02 30 113

GO:0048285organelle fissionP 1.30E-02 31 118

GO:0043234protein complexC 1.35E-02 165 849

GO:0006950response to stressP 1.36E-02 75 347

GO:0033176proton-transporting V-type ATPase complexC 1.37E-02 28 104

GO:0043231intracellular membrane-bounded organelleC 1.37E-02 378 2099

GO:0043227membrane-bounded organelleC 1.37E-02 382 2123

GO:0098796membrane protein complexC 1.38E-02 51 220

GO:0032392DNA geometric changeP 1.40E-02 9 20

GO:0043624cellular protein complex disassemblyP 1.48E-02 7 13

GO:0043604amide biosynthetic processP 1.53E-02 72 333

GO:0045261proton-transporting ATP synthase complex, catalytic core F(1)C 1.64E-02 4 4

GO:0019344cysteine biosynthetic processP 1.64E-02 4 4

GO:0050896response to stimulusP 1.65E-02 116 577

GO:0015179L-amino acid transmembrane transporter activityF 1.66E-02 6 10

GO:0043241protein complex disassemblyP 1.67E-02 8 17

GO:0031300intrinsic component of organelle membraneC 1.70E-02 18 59

GO:0080134regulation of response to stressP 1.76E-02 9 21

GO:0022891substrate-specific transmembrane transporter activityF 1.76E-02 90 434

GO:0006812cation transportP 1.81E-02 61 277

GO:0043232intracellular non-membrane-bounded organelleC 1.82E-02 125 630



GO:0043228non-membrane-bounded organelleC 1.82E-02 125 630

GO:0005739mitochondrionC 1.89E-02 81 386

GO:0044391ribosomal subunitC 1.93E-02 25 93

GO:0016618hydroxypyruvate reductase activityF 1.94E-02 2 0

GO:0033240positive regulation of cellular amine metabolic processP 1.94E-02 2 0

GO:1902449regulation of ATP-dependent DNA helicase activityP 1.94E-02 2 0

GO:0004163diphosphomevalonate decarboxylase activityF 1.94E-02 2 0

GO:1900090positive regulation of inositol biosynthetic processP 1.94E-02 2 0

GO:0006624vacuolar protein processingP 1.94E-02 2 0

GO:1901004ubiquinone-6 metabolic processP 1.94E-02 2 0

GO:1900101regulation of endoplasmic reticulum unfolded protein responseP 1.94E-02 2 0

GO:0016726oxidoreductase activity, acting on CH or CH2 groups, NAD or NADP as acceptorF 1.94E-02 2 0

GO:1900375positive regulation of inositol biosynthetic process by positive regulation of transcription from RNA polymerase II promoterP 1.94E-02 2 0

GO:0004854xanthine dehydrogenase activityF 1.94E-02 2 0

GO:0017116single-stranded DNA-dependent ATP-dependent DNA helicase activityF 1.94E-02 2 0

GO:2001022positive regulation of response to DNA damage stimulusP 1.94E-02 2 0

GO:0002184cytoplasmic translational terminationP 1.94E-02 2 0

GO:0045267proton-transporting ATP synthase, catalytic coreC 1.94E-02 2 0

GO:1900088regulation of inositol biosynthetic processP 1.94E-02 2 0

GO:00336793'-5' DNA/RNA helicase activityF 1.94E-02 2 0

GO:0018444translation release factor complexC 1.94E-02 2 0

GO:1905774regulation of DNA helicase activityP 1.94E-02 2 0

GO:1990518single-stranded DNA-dependent ATP-dependent 3'-5' DNA helicase activityF 1.94E-02 2 0

GO:0042450arginine biosynthetic process via ornithineP 1.94E-02 2 0

GO:0009975cyclase activityF 1.94E-02 2 0

GO:1900034regulation of cellular response to heatP 1.94E-02 2 0

GO:0030692Noc4p-Nop14p complexC 1.94E-02 2 0

GO:1901006ubiquinone-6 biosynthetic processP 1.94E-02 2 0

GO:1902450negative regulation of ATP-dependent DNA helicase activityP 1.94E-02 2 0

GO:0031502dolichyl-phosphate-mannose-protein mannosyltransferase complexC 1.94E-02 2 0

GO:0004729oxygen-dependent protoporphyrinogen oxidase activityF 1.94E-02 2 0

GO:0045948positive regulation of translational initiationP 1.94E-02 2 0

GO:0070818protoporphyrinogen oxidase activityF 1.94E-02 2 0

GO:0030267glyoxylate reductase (NADP) activityF 1.94E-02 2 0

GO:1905775negative regulation of DNA helicase activityP 1.94E-02 2 0

GO:0000320re-entry into mitotic cell cycleP 1.94E-02 2 0

GO:1905462regulation of DNA duplex unwindingP 1.94E-02 2 0

GO:0042776mitochondrial ATP synthesis coupled proton transportP 1.94E-02 2 0

GO:0005754mitochondrial proton-transporting ATP synthase, catalytic coreC 1.94E-02 2 0

GO:0098657import into cellP 1.94E-02 2 0

GO:0044845chain elongation of O-linked mannose residueP 1.94E-02 2 0

GO:0097373MCM core complexC 1.94E-02 2 0



GO:0045739positive regulation of DNA repairP 1.94E-02 2 0

GO:1905463negative regulation of DNA duplex unwindingP 1.94E-02 2 0

GO:0006040amino sugar metabolic processP 1.96E-02 7 14

GO:0044429mitochondrial partC 2.08E-02 50 221

GO:1902413negative regulation of mitotic cytokinesisP 2.16E-02 3 2

GO:0051418microtubule nucleation by microtubule organizing centerP 2.16E-02 3 2

GO:0032466negative regulation of cytokinesisP 2.16E-02 3 2

GO:0008079translation termination factor activityF 2.16E-02 3 2

GO:0016668oxidoreductase activity, acting on a sulfur group of donors, NAD(P) as acceptorF 2.16E-02 3 2

GO:0003747translation release factor activityF 2.16E-02 3 2

GO:0051415interphase microtubule nucleation by interphase microtubule organizing centerP 2.16E-02 3 2

GO:1903437negative regulation of mitotic cytokinetic processP 2.16E-02 3 2

GO:0008250oligosaccharyltransferase complexC 2.16E-02 3 2

GO:0051782negative regulation of cell divisionP 2.16E-02 3 2

GO:0031932TORC2 complexC 2.16E-02 3 2

GO:1904031positive regulation of cyclin-dependent protein kinase activityP 2.16E-02 3 2

GO:0034620cellular response to unfolded proteinP 2.16E-02 3 2

GO:0043531ADP bindingF 2.16E-02 3 2

GO:0030968endoplasmic reticulum unfolded protein responseP 2.16E-02 3 2

GO:0008889glycerophosphodiester phosphodiesterase activityF 2.16E-02 3 2

GO:0003735structural constituent of ribosomeF 2.21E-02 32 129

GO:0016043cellular component organizationP 2.25E-02 146 755

GO:0034605cellular response to heatP 2.27E-02 6 11

GO:0022892substrate-specific transporter activityF 2.34E-02 95 468

GO:0006518peptide metabolic processP 2.49E-02 69 326

GO:0044267cellular protein metabolic processP 2.49E-02 157 821

GO:1901265nucleoside phosphate bindingF 2.50E-02 195 1041

GO:0000166nucleotide bindingF 2.50E-02 195 1041

GO:0043043peptide biosynthetic processP 2.53E-02 66 310

GO:0006415translational terminationP 2.54E-02 5 8

GO:0003727single-stranded RNA bindingF 2.54E-02 5 8

GO:0008535respiratory chain complex IV assemblyP 2.54E-02 5 8

GO:0006783heme biosynthetic processP 2.54E-02 5 8

GO:0043650dicarboxylic acid biosynthetic processP 2.54E-02 7 15

GO:0048583regulation of response to stimulusP 2.56E-02 19 67

GO:0044451nucleoplasm partC 2.61E-02 31 126

GO:0032592integral component of mitochondrial membraneC 2.63E-02 10 27

GO:0042743hydrogen peroxide metabolic processP 2.64E-02 4 5

GO:00431383'-5' DNA helicase activityF 2.64E-02 4 5

GO:0032955regulation of barrier septum assemblyP 2.64E-02 4 5

GO:0015804neutral amino acid transportP 2.64E-02 4 5

GO:0016854racemase and epimerase activityF 2.64E-02 4 5



GO:0019201nucleotide kinase activityF 2.64E-02 4 5

GO:0005740mitochondrial envelopeC 2.72E-02 36 152

GO:0043603cellular amide metabolic processP 2.83E-02 76 367

GO:0008652cellular amino acid biosynthetic processP 2.84E-02 25 97

GO:0071840cellular component organization or biogenesisP 2.86E-02 167 883

GO:0005774vacuolar membraneC 2.86E-02 19 68

GO:0003723RNA bindingF 2.95E-02 66 313

GO:0097576vacuole fusionP 3.01E-02 6 12

GO:0004003ATP-dependent DNA helicase activityF 3.01E-02 6 12

GO:0042144vacuole fusion, non-autophagicP 3.01E-02 6 12

GO:0072593reactive oxygen species metabolic processP 3.01E-02 6 12

GO:0045259proton-transporting ATP synthase complexC 3.01E-02 6 12

GO:0006790sulfur compound metabolic processP 3.07E-02 23 88

GO:0007010cytoskeleton organizationP 3.09E-02 24 93

GO:0044431Golgi apparatus partC 3.10E-02 18 64

GO:0098573intrinsic component of mitochondrial membraneC 3.14E-02 10 28

GO:0044437vacuolar partC 3.19E-02 19 69

GO:0044769ATPase activity, coupled to transmembrane movement of ions, rotational mechanismF 3.22E-02 7 16

GO:0031124mRNA 3'-end processingP 3.22E-02 7 16

GO:0022838substrate-specific channel activityF 3.22E-02 7 16

GO:0007051spindle organizationP 3.28E-02 8 20

GO:0000278mitotic cell cycleP 3.28E-02 38 165

GO:0065004protein-DNA complex assemblyP 3.33E-02 14 46

GO:0000323lytic vacuoleC 3.35E-02 22 84

GO:0044711single-organism biosynthetic processP 3.44E-02 88 438

GO:0042168heme metabolic processP 3.51E-02 5 9

GO:0016776phosphotransferase activity, phosphate group as acceptorF 3.51E-02 5 9

GO:0033554cellular response to stressP 3.57E-02 62 295

GO:0000322storage vacuoleC 3.65E-02 21 80

GO:0000324fungal-type vacuoleC 3.65E-02 21 80

GO:0050662coenzyme bindingF 3.67E-02 63 301

GO:0044237cellular metabolic processP 3.75E-02 452 2591

GO:0005654nucleoplasmC 3.77E-02 33 141

GO:0006412translation P 3.85E-02 63 302

GO:0016835carbon-oxygen lyase activityF 3.86E-02 18 66

GO:0072511divalent inorganic cation transportP 3.88E-02 9 25

GO:0032984macromolecular complex disassemblyP 3.88E-02 9 25

GO:0004721phosphoprotein phosphatase activityF 3.88E-02 9 25

GO:0070838divalent metal ion transportP 3.88E-02 9 25

GO:0010565regulation of cellular ketone metabolic processP 3.88E-02 3 3

GO:1903311regulation of mRNA metabolic processP 3.88E-02 3 3

GO:0072395signal transduction involved in cell cycle checkpointP 3.88E-02 3 3



GO:0033238regulation of cellular amine metabolic processP 3.88E-02 3 3

GO:0007118budding cell apical bud growthP 3.88E-02 3 3

GO:0006611protein export from nucleusP 3.88E-02 3 3

GO:0042555MCM complexC 3.88E-02 3 3

GO:0000923equatorial microtubule organizing centerC 3.88E-02 3 3

GO:0016857racemase and epimerase activity, acting on carbohydrates and derivativesF 3.88E-02 3 3

GO:0070588calcium ion transmembrane transportP 3.90E-02 6 13

GO:0031298replication fork protection complexC 3.92E-02 4 6

GO:1901891regulation of cell septum assemblyP 3.92E-02 4 6

GO:0051301cell divisionP 3.93E-02 19 71

GO:0006270DNA replication initiationP 3.99E-02 8 21

GO:0006816calcium ion transportP 4.02E-02 7 17

GO:0051129negative regulation of cellular component organizationP 4.09E-02 13 43

GO:0000988transcription factor activity, protein bindingF 4.09E-02 13 43

GO:0005829cytosol C 4.25E-02 131 688

GO:0008380RNA splicingP 4.28E-02 18 67

GO:0003712transcription cofactor activityF 4.36E-02 10 30

GO:0000096sulfur amino acid metabolic processP 4.36E-02 10 30

GO:0016836hydro-lyase activityF 4.40E-02 12 39

GO:0010639negative regulation of organelle organizationP 4.40E-02 12 39

GO:1903047mitotic cell cycle processP 4.50E-02 35 154

GO:0031301integral component of organelle membraneC 4.58E-02 16 58

GO:0051716cellular response to stimulusP 4.58E-02 94 479

GO:0022857transmembrane transporter activityF 4.63E-02 101 519

GO:0005816spindle pole bodyC 4.67E-02 17 63

GO:0006298mismatch repairP 4.67E-02 5 10

GO:0006779porphyrin-containing compound biosynthetic processP 4.67E-02 5 10

GO:0005753mitochondrial proton-transporting ATP synthase complexC 4.67E-02 5 10

GO:0015630microtubule cytoskeletonC 4.68E-02 27 113

GO:0031966mitochondrial membraneC 4.79E-02 31 134

GO:0015985energy coupled proton transport, down electrochemical gradientP 4.93E-02 6 14

GO:0015986ATP synthesis coupled proton transportP 4.93E-02 6 14


