
G CGC CC CC CC
10

T C C C C CC T T C
20

T N C T N TG T T T
30

T G GG G TT A G A
40

G G G T N G C T T G
50

G A C CC C A A A G
60

AA G TG A A C T A
70

T GCC T G A A T T
80

G GC G A A G C CC
90

GGA G A A A C TT
100

T T GT GG A G C T
110

C GT A G C GG T T
120

C G A CC TGC A A
130

A

T C G A T C G T C
140

G AA T T T GGG T
150

A T A G G G C G A A
160

A GA C T A A T C G
170

A A CC C T C C GG
180

T A G C A NGG T T
190

T T C C G A G A GG
200

GN A A A T C GGC
210

A GG AA C C A GC
220

T A C C A G A T GG
230

T T C G A T T A G T
240

C T T T C G C C C C
250

T A T A C C C A A A
260

T T C

G A C G A T C
270

G A T T T G C A C G
280

T C A G A A C C G C
290

T A C G A GC C T C
300

C A C C A G A G T T
310

T C C T C T G GC T
320

T C G C C C T A T T
330

C A G G C A T A G T
340

T C A C C A T C T T
350

T C G G G T C C C A
360

A C A G C T A C GC
370

T C T T A C T C A A
380

A T C C A T C C G A
390

A G

A C T T C A G G
400

A T C G G T C G A T
410

G G T G C A C C C G
420

T A A G G G T T C C
430

C A C C T C C G T T
440

C GC T T T C A C T
450

T C GC G C A C G G
460

G T T T G A C A C C
470

C G A A C A C T C G
480

C G T A G A T G T T
490

A G A C T C C T T G
500

G T C C G T G T T T
510

C A A G A C G G G T
520

C

G C T T A C G A C
530

C A T T A T G C C A
540

GC G T C C G A GC
550

C G A A G C G C G T
560

T C C T C G G T C T
570

G G G C A G G T C G
580

C A T T G C A C C C
590

T C G G C T A T A A
600

G A C G C C C C G A
610

G G G G C G T T A C
620

C T T C C G A G G G
630

C C T T T G A C C G
640

A C C G C C C A A A
650

C

C G A C G C T GG
660

C C C G C C C G C G
670

G G G A A G T A C A
680

C C G GC A C G A G
690

T G C C G G C T G A
700

A C C C C G C G A G
710

C G A G T C T G G T
720

C G C A A GC GC T
730

T C C C T T T C A A
740

C A A T T T C A C G
750

T GC T T T T T A A
760

C T C T C T T T T C
770

A A A G T GC T T T
780

T C

A T C T T T C G
790

A T C A C T C T A C
800

T T G T G C GC T A
810

T C G GT C T C C G
820

GC C A A T A T T T
830

A GC T T T A G A T
840

G A A A T T T A C C
850

A C C C A T T T A G
860

A GC T GC A T T C
870

C C A A A C A A C T
880

C G A C T C G T C G
890

A A G G A GC T T C
900

A C A C G G G C GC
910

G G

A C A C C C C A
920

T C C C A T A C GG
930

G A T T C T C A C C
940

C T C T A T G A C G
950

T C C C GT T C C A
960

GG GC A C T T A G
970

A T GG GG A C C G
980

C T C C C G A A GC
990

AT C C T C T GC A
1000

A A T T A C A A T G
1010

C GG A C C C C G A
1020

A G G A GC C A GC
1030

T T T C A A A T T T
1040

G A

GC T C T T GC
1050

C GC T T C A C T C
1060

G C C G T T A C T G
1070

GG G C A A T C C C
1080

T G T T GGT T C T
1090

T T T C G T TT

Sample: 4359174_RC167_LROR File: D:\ Ph D\ photo-plate\ New folder\ New folder\ 1st_BASE_4359174_RC167_LROR.ab1

Figure S1: The Basic Local Alignment Search Tool (BLAST) of isolate BACI01, BACI02, BACI03 and BACI04



DescriptionScientific Name Max Score Total ScoreQuery CoverE value Per. ident Acc. Len

Penicillium digitatum strain PdW03 chromosome 5Penicillium digitatum 1661 4980 98% 0 99.67 3175631

Penicillium digitatum strain CBS 112082 large subunit ribosomal RNA gene, partial sequencePenicillium digitatum 1652 1652 97% 0 99.89 910

Penicillium cellarum isolate F727 internal transcribed spacer 2 and 28S ribosomal RNA gene, partial sequencePenicillium cellarum 1644 1644 98% 0 99.34 1514

Penicillium polonicum isolate 25R-4-F04 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequencePenicillium polonicum 1644 1644 98% 0 99.34 1446

Penicillium polonicum isolate 25R-4-F02 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequencePenicillium polonicum 1644 1644 98% 0 99.34 1593

Penicillium neoechinulatum CBS 169.87 28S rRNA gene, partial sequence; from TYPE materialPenicillium neoechinulatum 1642 1642 97% 0 99.67 910

Penicillium neoechinulatum strain CBS 169.87 large subunit ribosomal RNA gene, partial sequencePenicillium neoechinulatum 1642 1642 97% 0 99.67 910

Penicillium cyclopium strain CBS 349.59 large subunit ribosomal RNA gene, partial sequencePenicillium cyclopium 1642 1642 97% 0 99.67 907

Penicillium cyclopium CBS 144.45 28S rRNA gene, partial sequence; from TYPE materialPenicillium cyclopium 1642 1642 97% 0 99.67 910

Penicillium commune strain CBS 247.32 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1642 1642 97% 0 99.67 911

Penicillium freii CBS 476.84 28S rRNA gene, partial sequence; from TYPE materialPenicillium freii 1640 1640 98% 0 99.56 909

Penicillium freii strain CBS 476.84 large subunit ribosomal RNA gene, partial sequencePenicillium freii 1640 1640 98% 0 99.56 909

Penicillium kewense CBS 344.61 28S rRNA gene, partial sequence; from TYPE materialPenicillium kewense 1639 1639 97% 0 99.67 908

Penicillium kewense strain CBS 344.61 large subunit ribosomal RNA gene, partial sequencePenicillium kewense 1639 1639 97% 0 99.67 908

Penicillium commune strain CBS 216.30 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1639 1639 98% 0 99.56 910

Penicillium sp. DTU1 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequencePenicillium sp. DTU1 1639 1639 98% 0 99.23 1685

Penicillium solitum strain IBT 30036 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequencePenicillium solitum 1639 1639 98% 0 99.23 1686

Penicillium solitum strain 20-01 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequencePenicillium solitum 1639 1639 98% 0 99.23 5683

Penicillium caseifulvum CBS 101134 28S rRNA gene, partial sequence; from TYPE materialPenicillium caseifulvum 1637 1637 97% 0 99.55 910

Penicillium sclerotigenum CBS 101033 28S rRNA gene, partial sequence; from TYPE materialPenicillium sclerotigenum 1637 1637 97% 0 99.55 912

Penicillium martensii strain CBS 129129 large subunit ribosomal RNA gene, partial sequencePenicillium martensii 1637 1637 97% 0 99.55 908

Penicillium caseifulvum strain CBS 101134 large subunit ribosomal RNA gene, partial sequencePenicillium caseifulvum 1637 1637 97% 0 99.55 910

Penicillium sclerotigenum strain CBS 101033 large subunit ribosomal RNA gene, partial sequencePenicillium sclerotigenum 1637 1637 97% 0 99.55 912

Penicillium resticulosum strain CBS 609.94 large subunit ribosomal RNA gene, partial sequencePenicillium resticulosum 1637 1637 97% 0 99.55 911

Penicillium ulaiense strain CBS 261.94 large subunit ribosomal RNA gene, partial sequencePenicillium ulaiense 1637 1637 97% 0 99.55 912

Penicillium ulaiense strain CBS 210.92 large subunit ribosomal RNA gene, partial sequencePenicillium ulaiense 1637 1637 97% 0 99.55 919

Penicillium albocoremium CBS 472.84 28S rRNA gene, partial sequence; from TYPE materialPenicillium albocoremium 1637 1637 97% 0 99.55 909

Penicillium glandicola CBS 498.75 28S rRNA gene, partial sequence; from TYPE materialPenicillium glandicola 1637 1637 97% 0 99.55 909

Penicillium echinulatum strain CBS 337.59 large subunit ribosomal RNA gene, partial sequencePenicillium echinulatum 1637 1637 97% 0 99.55 910

Penicillium italicum strain CBS 327.59 large subunit ribosomal RNA gene, partial sequencePenicillium italicum 1637 1637 97% 0 99.55 909

Penicillium venetum strain CBS 201.57 large subunit ribosomal RNA gene, partial sequencePenicillium venetum 1637 1637 97% 0 99.66 906

Penicillium aurantiocandidum strain CBS 348.48 large subunit ribosomal RNA gene, partial sequencePenicillium aurantiocandidum 1637 1637 97% 0 99.55 910

Penicillium echinulatum strain CBS 317.48 large subunit ribosomal RNA gene, partial sequencePenicillium echinulatum 1637 1637 97% 0 99.55 913

Penicillium commune strain CBS 311.48 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1637 1637 97% 0 99.55 908

Penicillium camemberti strain CBS 303.48 large subunit ribosomal RNA gene, partial sequencePenicillium camemberti 1637 1637 97% 0 99.55 911

Penicillium commune strain CBS 282.36 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1637 1637 97% 0 99.55 913

Penicillium commune strain CBS 265.29 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1637 1637 98% 0 99.12 916

Penicillium sp. strain SF-6340 28S ribosomal RNA gene, partial sequencePenicillium sp. 1637 1637 97% 0 99.66 900

uncultured fungus genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA gene, isolate consensus00072uncultured fungus 1637 1637 97% 0 99.66 1452

Penicillium commune strain P21 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1635 1635 97% 0 99.55 908

Agaricales sp. isolate MD70 large subunit ribosomal RNA gene, partial sequenceAgaricales sp. 1635 1635 97% 0 99.66 908

Penicillium italicum strain CBS 719.73 large subunit ribosomal RNA gene, partial sequencePenicillium italicum 1635 1635 97% 0 99.55 907

Penicillium sp. 5H1-P0-P5-3 strain 5H1_P0_P5_3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequencePenicillium sp. 5H1-P0-P5-3 1635 1635 98% 0 99.12 1622

Penicillium commune strain CBS 203.57 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1633 1633 97% 0 99.44 910

Penicillium solitum isolate 25R-4-F02 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequencePenicillium solitum 1633 1633 98% 0 99.12 1504

Penicillium solitum isolate 25R-4-F01 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequencePenicillium solitum 1633 1633 98% 0 99.12 1633



Penicillium sp. 5H1-M0-P8-2 strain 5H1_M0_P8_2 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequencePenicillium sp. 5H1-M0-P8-2 1633 1633 98% 0 99.12 1563

Penicillium osmophilum strain CBS439.73 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequencePenicillium osmophilum 1633 1633 98% 0 99.12 1358

Penicillium crustosum CBS 115503 28S rRNA gene, partial sequence; from TYPE materialPenicillium crustosum 1631 1631 97% 0 99.44 908

Penicillium sinaicum CBS 279.82 28S rRNA gene, partial sequence; from TYPE materialPenicillium sinaicum 1631 1631 97% 0 99.55 907

Penicillium concentricum CBS 477.75 28S rRNA gene, partial sequence; from TYPE materialPenicillium concentricum 1631 1631 97% 0 99.44 909

Penicillium gladioli CBS 332.48 28S rRNA gene, partial sequence; from TYPE materialPenicillium gladioli 1631 1631 97% 0 99.44 910

Penicillium expansum CBS 325.48 28S rRNA gene, partial sequence; from TYPE materialPenicillium expansum 1631 1631 97% 0 99.44 915

Penicillium hirsutum CBS 135.41 28S rRNA gene, partial sequence; from TYPE materialPenicillium hirsutum 1631 1631 97% 0 99.44 910

Penicillium egyptiacum CBS 244.32 28S rRNA gene, partial sequence; from TYPE materialPenicillium egyptiacum 1631 1631 97% 0 99.44 909

Penicillium commune strain CBS 427.65 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1631 1631 97% 0 99.44 917

Penicillium griseofulvum strain CBS 129470 large subunit ribosomal RNA gene, partial sequencePenicillium griseofulvum 1631 1631 97% 0 99.44 913

Penicillium brevistipitatum strain CBS 122277 large subunit ribosomal RNA gene, partial sequencePenicillium brevistipitatum 1631 1631 97% 0 99.44 909

Penicillium crustosum strain CBS 115503 large subunit ribosomal RNA gene, partial sequencePenicillium crustosum 1631 1631 97% 0 99.44 908

Penicillium paneum strain CBS 101032 large subunit ribosomal RNA gene, partial sequencePenicillium paneum 1631 1631 97% 0 99.44 910

Penicillium sinaicum strain CBS 279.82 large subunit ribosomal RNA gene, partial sequencePenicillium sinaicum 1631 1631 97% 0 99.55 907

Penicillium italicum strain CBS 497.75B large subunit ribosomal RNA gene, partial sequencePenicillium italicum 1631 1631 97% 0 99.44 910

Penicillium italicum strain CBS 496.75 large subunit ribosomal RNA gene, partial sequencePenicillium italicum 1631 1631 97% 0 99.44 909

Penicillium concentricum strain CBS 477.75 large subunit ribosomal RNA gene, partial sequencePenicillium concentricum 1631 1631 97% 0 99.44 909

Penicillium crustosum strain CBS 499.73 large subunit ribosomal RNA gene, partial sequencePenicillium crustosum 1631 1631 97% 0 99.44 911

Penicillium roqueforti strain CBS 498.73 large subunit ribosomal RNA gene, partial sequencePenicillium roqueforti 1631 1631 97% 0 99.44 912

Penicillium hordei strain CBS 704.68 large subunit ribosomal RNA gene, partial sequencePenicillium hordei 1631 1631 97% 0 99.44 910

Penicillium turbatum strain CBS 399.68 large subunit ribosomal RNA gene, partial sequencePenicillium turbatum 1631 1631 97% 0 99.44 909

Penicillium estinogenum strain CBS 329.59 large subunit ribosomal RNA gene, partial sequencePenicillium estinogenum 1631 1631 97% 0 99.44 910

Penicillium commune strain CBS 343.51 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1631 1631 97% 0 99.44 913

Penicillium expansum strain CBS 325.48 large subunit ribosomal RNA gene, partial sequencePenicillium expansum 1631 1631 97% 0 99.44 915

Penicillium gladioli strain CBS 278.47 large subunit ribosomal RNA gene, partial sequencePenicillium gladioli 1631 1631 97% 0 99.44 908

Penicillium ulaiense strain CBS 136.41 large subunit ribosomal RNA gene, partial sequencePenicillium ulaiense 1631 1631 97% 0 99.55 907

Penicillium hirsutum strain CBS 135.41 large subunit ribosomal RNA gene, partial sequencePenicillium hirsutum 1631 1631 97% 0 99.44 910

Penicillium egyptiacum strain CBS 244.32 large subunit ribosomal RNA gene, partial sequencePenicillium egyptiacum 1631 1631 97% 0 99.44 909

Penicillium palitans strain CBS 107.11 large subunit ribosomal RNA gene, partial sequencePenicillium palitans 1631 1631 97% 0 99.55 905

Penicillium polonicum strain CBS 573.68 large subunit ribosomal RNA gene, partial sequencePenicillium polonicum 1629 1629 97% 0 99.33 912

Penicillium chrysogenum strain CBS 289.53 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1629 1629 97% 0 99.55 904

Penicillium commune strain CBS 297.48 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1629 1629 97% 0 99.55 905

Penicillium cavernicola strain CBS 100540 large subunit ribosomal RNA gene, partial sequencePenicillium cavernicola 1628 1628 97% 0 99.44 905

Penicillium verrucosum strain CBS 492.75 large subunit ribosomal RNA gene, partial sequencePenicillium verrucosum 1628 1628 97% 0 99.33 911

Penicillium camemberti strain CBS 190.67 large subunit ribosomal RNA gene, partial sequencePenicillium camemberti 1628 1628 97% 0 99.33 912

Penicillium verrucosum strain CBS 127.65 large subunit ribosomal RNA gene, partial sequencePenicillium verrucosum 1628 1628 97% 0 99.33 910

Penicillium commune strain CBS 341.59 large subunit ribosomal RNA gene, partial sequencePenicillium commune 1628 1628 97% 0 99.44 909

Penicillium roqueforti CBS 221.30 28S rRNA gene, partial sequence; from TYPE materialPenicillium roqueforti 1626 1626 97% 0 99.44 906

Penicillium chrysogenum strain CBS 129609 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1626 1626 97% 0 99.33 910

Penicillium sp. DV-2018e strain CBS 129477 large subunit ribosomal RNA gene, partial sequencePenicillium sp. DV-2018e 1626 1626 97% 0 99.33 908

Penicillium desertorum strain CBS 129469 large subunit ribosomal RNA gene, partial sequencePenicillium desertorum 1626 1626 97% 0 99.33 909

Penicillium dipodomyus strain CBS 110412 large subunit ribosomal RNA gene, partial sequencePenicillium dipodomyus 1626 1626 97% 0 99.33 912

Penicillium chrysogenum strain CBS 775.95 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1626 1626 97% 0 99.33 908

Penicillium solitum strain CBS 488.75 large subunit ribosomal RNA gene, partial sequencePenicillium solitum 1626 1626 97% 0 99.33 912

Penicillium aurantiocandidum strain CBS 434.73 large subunit ribosomal RNA gene, partial sequencePenicillium aurantiocandidum 1626 1626 97% 0 99.44 909

Penicillium chrysogenum strain CBS 412.69 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1626 1626 97% 0 99.33 912



Penicillium rubens strain CBS 339.52 large subunit ribosomal RNA gene, partial sequencePenicillium rubens 1626 1626 97% 0 99.33 914

Penicillium chrysogenum strain CBS 355.48 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1626 1626 97% 0 99.33 911

Penicillium glandicola strain CBS 333.48 large subunit ribosomal RNA gene, partial sequencePenicillium glandicola 1626 1626 97% 0 99.33 911

Penicillium chrysogenum strain CBS 306.48 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1626 1626 97% 0 99.33 909

Penicillium roqueforti strain CBS 221.30 large subunit ribosomal RNA gene, partial sequencePenicillium roqueforti 1626 1626 97% 0 99.44 906

Penicillium chrysogenum strain CBS 259.29 large subunit ribosomal RNA gene, partial sequencePenicillium chrysogenum 1626 1626 97% 0 99.33 910

Penicillium polonicum strain CBS 222.28 large subunit ribosomal RNA gene, partial sequencePenicillium polonicum 1626 1626 97% 0 99.44 911
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DescriptionScientific Name Max Score Total ScoreQuery CoverE value Per. ident

Colletotrichum gloeosporioides strain CBS 129943 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1585 1585 100% 0 99.88

Colletotrichum gloeosporioides strain CBS 127555 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1585 1585 100% 0 99.88

Colletotrichum gloeosporioides strain CBS 125353 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1585 1585 100% 0 99.88

Colletotrichum sp. 1 NVL-2017 genomic DNA sequence contains 28S rRNA geneColletotrichum sp. 1 NVL-2017 1585 1585 100% 0 99.88

Glomerella cingulata strain AR2799 internal transcribed spacer 2 and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1585 1585 100% 0 99.88

Glomerella cingulata strain AR2801 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1585 1585 100% 0 99.88

Colletotrichum gloeosporioides strain CBS 132460 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1580 1580 100% 0 99.77

Colletotrichum fructicola strain CBS 129761 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1580 1580 100% 0 99.77

Colletotrichum fructicola strain CBS 129980 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1580 1580 100% 0 99.77

Colletotrichum fructicola strain CBS 129978 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1580 1580 100% 0 99.77

Colletotrichum gloeosporioides strain CBS 125964 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1580 1580 100% 0 99.77

Colletotrichum fructicola strain CBS 125397 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1580 1580 100% 0 99.77

Colletotrichum fructicola strain CBS 238.49 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1580 1580 100% 0 99.77

Glomerella cingulata strain MCA2503 internal transcribed spacer 2 and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1580 1669 100% 0 99.77

Glomerella cingulata strain MCA2499 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1580 1580 100% 0 99.77

Glomerella cingulata large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1580 1580 100% 0 99.77

Colletotrichum musae strain CBS 125356 large subunit ribosomal RNA gene, partial sequenceColletotrichum musae 1576 1576 100% 0 99.65

Colletotrichum lentis CBS 127604 28S rRNA gene, partial sequence; from TYPE materialColletotrichum lentis 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 132456 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum tropicale strain CBS 129988 large subunit ribosomal RNA gene, partial sequenceColletotrichum tropicale 1574 1574 100% 0 99.65

Colletotrichum theobromicola strain CBS 129762 large subunit ribosomal RNA gene, partial sequenceColletotrichum theobromicola 1574 1574 100% 0 99.65

Colletotrichum tropicale strain CBS 129979 large subunit ribosomal RNA gene, partial sequenceColletotrichum tropicale 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 129819 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum lentis strain CBS 127604 large subunit ribosomal RNA gene, partial sequenceColletotrichum lentis 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 127560 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 127559 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 127558 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum acutatum strain CBS 127549 large subunit ribosomal RNA gene, partial sequenceColletotrichum acutatum 1574 1574 100% 0 99.65

Colletotrichum fragariae strain CBS 126515 large subunit ribosomal RNA gene, partial sequenceColletotrichum fragariae 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 125969 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 125962 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 125960 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 125471 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum gloeosporioides strain CBS 125470 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1574 1574 100% 0 99.65

Colletotrichum siamense strain CBS 125379 large subunit ribosomal RNA gene, partial sequenceColletotrichum siamense 1574 1574 100% 0 99.65

Colletotrichum fructicola strain CBS 125391 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1574 1574 100% 0 99.65

Colletotrichum tropicale strain CBS 125389 large subunit ribosomal RNA gene, partial sequenceColletotrichum tropicale 1574 1574 100% 0 99.65

Colletotrichum theobromicola strain CBS 125393 large subunit ribosomal RNA gene, partial sequenceColletotrichum theobromicola 1574 1574 100% 0 99.65

Colletotrichum theobromicola strain CBS 125380 large subunit ribosomal RNA gene, partial sequenceColletotrichum theobromicola 1574 1574 100% 0 99.65

Colletotrichum alatae strain CBS 304.67 large subunit ribosomal RNA gene, partial sequenceColletotrichum alatae 1574 1574 100% 0 99.65

Colletotrichum fragariae strain CBS 142.31 large subunit ribosomal RNA gene, partial sequenceColletotrichum fragariae 1574 1574 100% 0 99.65

Colletotrichum sp. isolate OH large subunit ribosomal RNA gene, partial sequenceColletotrichum sp. 1570 1570 100% 0 99.54

Colletotrichum viniferum strain CBS 130645 large subunit ribosomal RNA gene, partial sequenceColletotrichum viniferum 1570 1570 100% 0 99.54

Glomerella cingulata strain AR4042 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1570 1570 99% 0 99.77

Colletotrichum gloeosporioides isolate Co1 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum acutatum strain CBS 127548 large subunit ribosomal RNA gene, partial sequenceColletotrichum acutatum 1568 1568 100% 0 99.54



Colletotrichum gloeosporioides strain CBS 132466 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 132452 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 127556 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 127553 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 125971 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 125967 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 125965 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Colletotrichum siamense strain CBS 125378 large subunit ribosomal RNA gene, partial sequenceColletotrichum siamense 1568 1568 100% 0 99.54

Colletotrichum kahawae strain CBS 125394 large subunit ribosomal RNA gene, partial sequenceColletotrichum kahawae 1568 1568 100% 0 99.54

Colletotrichum fructicola strain CBS 125395 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1568 1568 100% 0 99.54

Colletotrichum fructicola strain CBS 125392 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1568 1568 100% 0 99.54

Colletotrichum theobromicola strain CBS 125384 large subunit ribosomal RNA gene, partial sequenceColletotrichum theobromicola 1568 1568 100% 0 99.54

Colletotrichum theobromicola strain CBS 125381 large subunit ribosomal RNA gene, partial sequenceColletotrichum theobromicola 1568 1568 100% 0 99.54

Colletotrichum gloeosporioides genomic DNA sequence contains 28S rRNA gene, culture collection UTHSC:DI14-249Colletotrichum gloeosporioides 1568 1568 100% 0 99.54

Glomerella cingulata strain AR3788 internal transcribed spacer 2 and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 99% 0 99.77

Colletotrichum gloeosporioides strain CBS 79672 28S large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1568 1568 100% 0 99.54

Glomerella cingulata large subunit ribosomal RNA, partial sequenceColletotrichum gloeosporioides 1567 1567 100% 0 99.54

Colletotrichum gloeosporioides strain CBS 132509 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1565 1565 100% 0 99.42

Colletotrichum tropicale strain CBS 129691 large subunit ribosomal RNA gene, partial sequenceColletotrichum tropicale 1565 1565 100% 0 99.42

Colletotrichum lentis strain CBS 127605 large subunit ribosomal RNA gene, partial sequenceColletotrichum lentis 1563 1563 100% 0 99.42

Colletotrichum gloeosporioides strain CBS 126517 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1563 1563 100% 0 99.42

Colletotrichum fragariae strain CBS 126368 large subunit ribosomal RNA gene, partial sequenceColletotrichum fragariae 1563 1563 100% 0 99.42

Colletotrichum gloeosporioides strain CBS 125968 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1563 1563 100% 0 99.42

Colletotrichum fructicola strain CBS 125390 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1563 1563 100% 0 99.42

Colletotrichum theobromicola strain CBS 125383 large subunit ribosomal RNA gene, partial sequenceColletotrichum theobromicola 1563 1563 100% 0 99.42

Colletotrichum gloeosporioides culture CBS:122687 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1563 1563 99% 0 99.65

Glomerella cingulata strain AR4041 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1563 1563 99% 0 99.65

Colletotrichum gloeosporioides strain CBS 132459 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1561 1561 100% 0 99.31

Colletotrichum gloeosporioides strain CZ043C internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1561 1561 98% 0 99.76

Colletotrichum gloeosporioides strain CBS 132449 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1559 1559 100% 0 99.3

Glomerella cingulata strain AR2802 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1559 1559 99% 0 99.65

Colletotrichum proteae CBS 132882 28S rRNA gene, partial sequence; from TYPE materialColletotrichum proteae 1557 1557 99% 0 99.3

Colletotrichum gloeosporioides strain CBS 152.26 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1557 1557 100% 0 99.3

Colletotrichum aotearoa isolate JAC12561 large subunit ribosomal RNA gene, partial sequenceColletotrichum aotearoa 1557 1557 100% 0 99.3

Glomerella cingulata f. sp. camelliae strain CT 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceColletotrichum camelliae 1557 1557 100% 0 99.3

Colletotrichum fructicola isolate ST4-1 large subunit ribosomal RNA gene, partial sequenceColletotrichum fructicola 1557 1557 98% 0 99.76

Glomerella cingulata isolate 264 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1557 1557 100% 0 99.3

Colletotrichum sp. MEP1525 28S ribosomal RNA gene, partial sequenceColletotrichum sp. MEP1525 1557 1557 98% 0 99.65

Colletotrichum temperatum (nom.inval.) strain CBS 133122 large subunit ribosomal RNA gene, partial sequenceColletotrichum temperatum (nom.inval.) 1554 1554 100% 0 99.19

Colletotrichum xanthorrhoeae CBS 127831 28S rRNA gene, partial sequence; from TYPE materialColletotrichum xanthorrhoeae 1552 1552 100% 0 99.19

Colletotrichum sp. ETHCTR157 28S ribosomal RNA gene, partial sequenceColletotrichum sp. ETHCTR157 1552 1552 98% 0 99.65

Colletotrichum gloeosporioides strain ETHCTR104 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1552 1552 98% 0 99.65

Colletotrichum gloeosporioides strain LC0555 28S ribosomal RNA (LSU) gene, partial sequenceColletotrichum gloeosporioides 1552 1552 97% 0 99.88

Colletotrichum gloeosporioides strain ETHCTR188 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR183 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR181 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR179 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100



Colletotrichum gloeosporioides strain ETHCTR175 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR162 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum sp. ETHCTR156 28S ribosomal RNA gene, partial sequenceColletotrichum sp. ETHCTR156 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR097 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR096 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain ETHCTR095 28S ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1550 1550 97% 0 100

Colletotrichum gloeosporioides strain CBS 125355 large subunit ribosomal RNA gene, partial sequenceColletotrichum gloeosporioides 1519 1519 100% 0 97.79
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DescriptionScientific Name Max Score Total ScoreQuery CoverE value Per. ident Acc. Len

Fusarium lateritium var. longum strain CBS 178.31 large subunit ribosomal RNA gene, partial sequenceFusarium lateritium var. longum 1580 1580 100% 0 99.77 896

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 28075Fusarium sarcochroum 1559 1559 99% 0 99.53 1423

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 28116Fusarium sarcochroum 1555 1555 99% 0 99.53 1419

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 26370Fusarium sarcochroum 1555 1555 99% 0 99.53 1420

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 26369Fusarium sarcochroum 1555 1555 99% 0 99.53 1420

Chlorocillium griseum strain CBS 387.73 large subunit ribosomal RNA gene, partial sequenceChlorocillium griseum 1554 1554 98% 0 99.65 873

Fusarium sp. strain M-9 large subunit ribosomal RNA gene, partial sequenceFusarium sp. 1552 1552 100% 0 99.19 897

Fusarium xylarioides strain CBS 137.73 large subunit ribosomal RNA gene, partial sequenceFusarium xylarioides 1550 1550 99% 0 99.19 906

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 28118Fusarium sarcochroum 1550 1550 99% 0 99.41 1420

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 27921Fusarium sarcochroum 1550 1550 99% 0 99.41 1417

Fusarium sarcochroum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, strain CPC 26851Fusarium sarcochroum 1550 1550 99% 0 99.41 1422

Fusarium lateritium var. longum strain CBS 633.76 large subunit ribosomal RNA gene, partial sequenceFusarium lateritium var. longum 1546 1546 100% 0 99.07 897

Fusarium cassiae strain PH-CAS 05 large subunit ribosomal RNA gene, partial sequenceFusarium cassiae 1531 1531 98% 0 99.41 844

Fusarium cassiae MFLUCC 18-0573 28S rRNA gene, partial sequence; from TYPE materialFusarium cassiae 1531 1531 98% 0 99.41 844

Fusarium concentricum CBS 450.97 28S rRNA gene, partial sequence; from TYPE materialFusarium concentricum 1530 1530 100% 0 98.72 908

Fusarium circinatum CBS 405.97 28S rRNA gene, partial sequence; from TYPE materialFusarium circinatum 1530 1530 100% 0 98.72 893

Fusarium sp. isolate MD19 large subunit ribosomal RNA gene, partial sequenceFusarium sp. 1530 1530 100% 0 98.72 903

Fusarium fujikuroi strain Augusto2 chromosome IIFusarium fujikuroi 1530 1638 100% 0 98.72 5014829

Fusarium fujikuroi strain CSV1 chromosome IIFusarium fujikuroi 1530 1638 100% 0 98.72 5023961

Fusarium proliferatum strain BRL1 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 1064

Fusarium verticillioides strain CBS 126196 large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1530 1530 100% 0 98.72 897

Fusarium proliferatum strain CBS 131259 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 894

Fusarium lateritium var. longum strain CBS 130184 large subunit ribosomal RNA gene, partial sequenceFusarium lateritium var. longum 1530 1530 100% 0 98.72 929

Fusarium oxysporum strain CBS 127336 large subunit ribosomal RNA gene, partial sequenceFusarium oxysporum 1530 1530 100% 0 98.72 902

Fusarium verticillioides strain CBS 127178 large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1530 1530 100% 0 98.72 899

Fusarium proliferatum strain CBS 125714 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 882

Fusarium werrikimbe strain CBS 125535 large subunit ribosomal RNA gene, partial sequenceFusarium werrikimbe 1530 1530 100% 0 98.72 894

Fusarium dlaminii strain CBS 738.97 large subunit ribosomal RNA gene, partial sequenceFusarium dlaminii 1530 1530 100% 0 98.72 900

Fusarium concentricum strain CBS 450.97 large subunit ribosomal RNA gene, partial sequenceFusarium concentricum 1530 1530 100% 0 98.72 908

Fusarium circinatum strain CBS 405.97 large subunit ribosomal RNA gene, partial sequenceFusarium circinatum 1530 1530 100% 0 98.72 893

Fusarium concentricum strain CBS 833.85 large subunit ribosomal RNA gene, partial sequenceFusarium concentricum 1530 1530 100% 0 98.72 899

Fusarium proliferatum strain CBS 265.54 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 895

Fusarium annulatum strain CBS 258.54 large subunit ribosomal RNA gene, partial sequenceFusarium annulatum 1530 1530 100% 0 98.72 899

Fusarium proliferatum strain CBS 189.38 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 898

Fusarium sacchari strain CBS 201.37 large subunit ribosomal RNA gene, partial sequenceFusarium sacchari 1530 1530 100% 0 98.72 898

Fusarium bactridioides strain CBS 177.35 large subunit ribosomal RNA gene, partial sequenceFusarium bactridioides 1530 1530 100% 0 98.72 893

Fusarium sambucinum strain CBS 187.34 large subunit ribosomal RNA gene, partial sequenceFusarium sambucinum 1530 1530 100% 0 98.72 896

Fusarium sacchari strain CBS 185.33 large subunit ribosomal RNA gene, partial sequenceFusarium sacchari 1530 1530 100% 0 98.72 895

Fusarium proliferatum strain CBS 184.33 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 895

Fusarium sacchari strain CBS 183.32 large subunit ribosomal RNA gene, partial sequenceFusarium sacchari 1530 1530 100% 0 98.72 901

Fusarium proliferatum strain CBS 182.32 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 897

Fusarium proliferatum strain CBS 181.30 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 898

Fusarium fujikuroi strain CBS 183.29 large subunit ribosomal RNA gene, partial sequenceFusarium fujikuroi 1530 1530 100% 0 98.72 896

Fusarium proliferatum strain CBS 153.27 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 894

Fusarium subglutinans isolate 07043 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium subglutinans 1530 1530 100% 0 98.72 1612

Fusarium subglutinans isolate 07038 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium subglutinans 1530 1530 100% 0 98.72 1612



Fusarium proliferatum isolate 07046 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 1624

Fusarium proliferatum isolate 05010 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1530 1530 100% 0 98.72 1624

Fusarium proliferatum partial 18S rRNA gene for 18S ribosomal RNA, strain ITEM2400Fusarium proliferatum 1530 1530 100% 0 98.72 7932

Fusarium proliferatum partial 18S rRNA gene for 18S ribosomal RNA, strain ITEM2287Fusarium proliferatum 1530 1530 100% 0 98.72 7930

Fusarium annulatum culture NFCCI:2949 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium annulatum 1530 1530 100% 0 98.72 1610

Fusarium fujikuroi IMI 58289 draft genome, chromosome FFUJ_chr02Fusarium fujikuroi IMI 58289 1530 1530 100% 0 98.72 5039041

Fusarium oxysporum strain KAML01 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceFusarium oxysporum 1530 1530 100% 0 98.72 1641

Fusarium sp. KANPR01 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceFusarium sp. KANPR01 1530 1530 100% 0 98.72 1646

Fusarium bactridioides CBS 177.35 28S rRNA gene, partial sequence; from TYPE materialFusarium bactridioides 1530 1530 100% 0 98.72 893

Fusarium sp. QJC-1403 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceFusarium sp. QJC-1403 1530 1530 100% 0 98.72 1729

Fusarium begoniae CBS 452.97 28S rRNA gene, partial sequence; from TYPE materialFusarium begoniae 1524 1524 100% 0 98.61 902

Fusarium sp. strain CBS 144207 large subunit ribosomal RNA gene, partial sequenceFusarium sp. 1524 1524 100% 0 98.61 877

Fusarium oxysporum strain CBS 128817 large subunit ribosomal RNA gene, partial sequenceFusarium oxysporum 1524 1524 100% 0 98.61 897

Fusarium verticillioides strain CBS 127839 large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1524 1524 100% 0 98.61 903

Fusarium proliferatum strain CBS 125715 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1524 1524 100% 0 98.61 897

Fusarium burgessii strain CBS 125537 large subunit ribosomal RNA gene, partial sequenceFusarium burgessii 1524 1524 100% 0 98.61 898

Fusarium begoniae strain CBS 452.97 large subunit ribosomal RNA gene, partial sequenceFusarium begoniae 1524 1524 100% 0 98.61 902

Fusarium sp. isolate C4B 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceFusarium sp. 1524 1524 100% 0 98.61 2732

Fusarium sp. AP.MSU3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceFusarium sp. AP.MSU3 1524 1524 100% 0 98.61 1652

Fusarium glycines culture NFCCI:1788 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium glycines 1524 1524 100% 0 98.61 1854

Fusarium magnoliae-champaca strain Fruit 1 large subunit ribosomal RNA gene, partial sequenceFusarium magnoliae-champaca 1520 1520 98% 0 99.17 844

Fusarium anthophilum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA geneFusarium anthophilum 1520 1520 99% 0 98.71 1410

Fusarium verticillioides strain CBS 127046 large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1520 1520 99% 0 98.6 906

Fusarium sacchari strain CBS 186.33 large subunit ribosomal RNA gene, partial sequenceFusarium sacchari 1520 1520 100% 0 98.49 899

Fusarium magnoliae-champaca MFLUCC 18-0580 28S rRNA gene, partial sequence; from TYPE materialFusarium magnoliae-champaca 1520 1520 98% 0 99.17 844

Fusarium pseudonygamai CBS 417.97 28S rRNA gene, partial sequence; from TYPE materialFusarium pseudonygamai 1519 1519 100% 0 98.49 900

Fusarium denticulatum CBS 407.97 28S rRNA gene, partial sequence; from TYPE materialFusarium denticulatum 1519 1519 100% 0 98.49 901

Melanospora damnosa strain CBS 946.72 large subunit ribosomal RNA gene, partial sequenceMelanospora damnosa 1519 1519 100% 0 98.49 898

Fusarium verticillioides strain CBS 130180 large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1519 1519 100% 0 98.49 897

Fusarium oxysporum strain CBS 127742 large subunit ribosomal RNA gene, partial sequenceFusarium oxysporum 1519 1519 100% 0 98.49 904

Fusarium pseudonygamai strain CBS 417.97 large subunit ribosomal RNA gene, partial sequenceFusarium pseudonygamai 1519 1519 100% 0 98.49 900

Fusarium denticulatum strain CBS 407.97 large subunit ribosomal RNA gene, partial sequenceFusarium denticulatum 1519 1519 100% 0 98.49 901

Fusarium verticillioides strain CBS 576.78 large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1519 1519 100% 0 98.49 902

Fusarium proliferatum strain CBS 240.64 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1519 1519 100% 0 98.49 898

Fusarium redolens f. sp. dianthi strain CBS 248.61 large subunit ribosomal RNA gene, partial sequenceFusarium redolens f. sp. dianthi 1519 1519 100% 0 98.49 897

Fusarium proliferatum strain CBS 181.35 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1519 1519 100% 0 98.49 896

Fusarium udum strain CBS 178.32 large subunit ribosomal RNA gene, partial sequenceFusarium udum 1519 1519 100% 0 98.49 898

Fusicolla betae strain CBS 175.32 large subunit ribosomal RNA gene, partial sequenceFusicolla betae 1519 1519 100% 0 98.49 896

Fusarium proliferatum strain CBS 181.31 large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1519 1519 100% 0 98.49 904

Fusarium oxysporum isolate 07040 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium oxysporum 1519 1519 100% 0 98.49 1611

Fusarium verticillioides isolate 05007 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium verticillioides 1519 1519 100% 0 98.49 1612

Fusarium verticillioides 7600 28S ribosomal RNA (FVEG_17750), rRNAFusarium verticillioides 7600 1519 1519 100% 0 98.49 3678

Fusarium verticillioides 7600 28S ribosomal RNA (FVEG_17764), rRNAFusarium verticillioides 7600 1519 1519 100% 0 98.49 3679

Fusarium verticillioides 7600 28S ribosomal RNA (FVEG_17766), rRNAFusarium verticillioides 7600 1519 1519 100% 0 98.49 3693

Fusarium proliferatum voucher CulTenn SPH6 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceFusarium proliferatum 1519 1519 99% 0 98.71 1393

uncultured fungus genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA gene, isolate consensus01683uncultured fungus 1519 1519 100% 0 98.49 1401

Gibberella sp. WYZ2005 28S ribosomal RNA gene, partial sequenceFusarium sp. WYZ2005 1519 1519 99% 0 98.83 860



Fusarium proliferatum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA geneFusarium proliferatum 1517 1517 99% 0 98.71 1430

Fusarium proliferatum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA geneFusarium proliferatum 1517 1517 99% 0 98.71 1422

Fusarium proliferatum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA geneFusarium proliferatum 1517 1517 99% 0 98.71 1422

Fusarium proliferatum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA geneFusarium proliferatum 1517 1517 99% 0 98.71 1420

Fusarium proliferatum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2, 28S rRNA geneFusarium proliferatum 1517 1517 99% 0 98.71 1424

Fusarium mangiferae strain CBS 119853 large subunit ribosomal RNA gene, partial sequenceFusarium mangiferae 1517 1517 100% 0 98.38 890

Fusarium fujikuroi strain HTFLB-11 large subunit ribosomal RNA gene, partial sequenceFusarium fujikuroi 1517 1517 99% 0 98.71 881
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DescriptionScientific Name Max Score Total ScoreQuery CoverE value Per. ident Acc. Len

Galactomyces geotrichum strain LMA-70 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1391 1391 100% 0 96.77 5126

Galactomyces geotrichum strain ATCC 34614 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA gene, partial sequenceGeotrichum candidum 1391 1391 100% 0 96.77 2864

Geotrichum candidum isolate F large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1386 1386 99% 0 96.64 849

Geotrichum candidum isolate S large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1386 1386 99% 0 96.64 848

Geotrichum candidum isolate D large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1386 1386 99% 0 96.64 850

Galactomyces geotrichum strain LMA-38 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1382 1382 100% 0 96.53 5126

Galactomyces geotrichum strain LMA-34 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1382 1382 100% 0 96.53 5126

Galactomyces geotrichum strain LMA-20 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1382 1382 100% 0 96.53 5126

Geotrichum candidum strain TOM_YEAST small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1380 1380 100% 0 96.53 1239

Galactomyces geotrichum strain LMA-21 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1380 1380 100% 0 96.41 5126

Galactomyces geotrichum strain NRRL Y-17569 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1378 1378 100% 0 96.42 3224

Galactomyces geotrichum strain DAOM 216615 28S ribosomal RNA (LSU) gene, partial sequenceGeotrichum candidum 1378 1378 100% 0 96.42 857

Geotrichum sp. ZSMS-2021a strain AUMMC10304 large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. ZSMS-2021a 1376 1376 100% 0 96.41 1016

Galactomyces geotrichum strain LMA-40 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1376 1376 100% 0 96.41 5126

Galactomyces geotrichum strain LMA-1026 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1375 1375 100% 0 96.41 5126

Galactomyces geotrichum strain LMA-1025 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1375 1375 100% 0 96.41 5126

Galactomyces geotrichum strain LMA-1024 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1375 1375 100% 0 96.41 5126

Galactomyces geotrichum strain LMA-73 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1375 1375 100% 0 96.41 5126

Galactomyces geotrichum strain LMA-48 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1375 1375 100% 0 96.29 5126

Geotrichum sp. isolate CS-67 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. 1375 1375 100% 0 96.41 5121

Galactomyces geotrichum strain LMA-77 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1373 1373 100% 0 96.29 5126

Galactomyces geotrichum strain LMA-76 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1373 1373 100% 0 96.29 5126

Galactomyces geotrichum strain LMA-75 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1373 1373 100% 0 96.29 5126

Galactomyces geotrichum strain LMA-39 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1373 1373 100% 0 96.29 5126

Galactomyces geotrichum strain LMA-28 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1373 1373 100% 0 96.29 5126

Galactomyces geotrichum strain LMA-74 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1369 1369 100% 0 96.29 5126

Galactomyces geotrichum strain LMA-15 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, complete sequenceGeotrichum candidum 1369 1369 100% 0 96.29 5126

Galactomyces candidum isolate PAJPh5 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1365 1365 98% 0 96.6 1159

Geotrichum sp. strain DTO 400-C2 large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. 1362 1362 98% 0 96.48 835

Galactomyces reessii CBS 179.60 28S rRNA, partial sequence; from TYPE materialGalactomyces reessii 1358 1358 97% 0 96.81 822

Galactomyces candidus isolate C2H2F8_GC16 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1352 1352 98% 0 96.25 931

Geotrichum sp. isolate LWP363 large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. 1352 1352 98% 0 96.36 832

Galactomyces geotrichum strain DAOM 225569 28S ribosomal RNA (LSU) gene, partial sequenceGeotrichum candidum 1339 1339 98% 0 95.99 827

Galactomyces candidus isolate C6M6F7_GC2 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1336 1336 98% 0 95.99 823

Galactomyces candidum strain CBS 357.86 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1328 1328 97% 0 96.19 820

Geotrichum candidum isolate 3M184 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1325 1325 96% 0 96.29 807

Geotrichum sp. strain PRFA01 large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. 1325 1325 97% 0 96.07 811

Galactomyces candidus isolate C3MR3F6_GC11 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1304 1304 96% 0 95.91 806

Geotrichum candidum isolate M9 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1286 1286 93% 0 96.3 783

Geotrichum candidum isolate CP-147 28S ribosomal RNA gene, partial sequenceGeotrichum candidum 1275 1275 92% 0 96.62 768

Geotrichum candidum isolate 3Y337 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1269 1269 92% 0 96.37 771

Galactomyces candidus isolate C6M6F8_GC3 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1264 1264 94% 0 95.58 788

Galactomyces geotrichum strain CBS 464.93 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1260 1260 92% 0 96.12 773

Galactomyces candidum strain CBS 122.22 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1256 1256 92% 0 95.99 773

Geotrichum candidum isolate 3M179A large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1253 1253 92% 0 96.1 768

Galactomyces candidum strain CBS 557.83 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1249 1249 91% 0 96.2 763



Galactomyces citri-aurantii strain CBS 175.89 26S ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 1247 1247 81% 0 99.71 682

Geotrichum candidum isolate M23 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1243 1243 91% 0 96.19 759

Geotrichum europaeum CBS 866.68 28S rRNA, partial sequence; from TYPE materialGeotrichum europaeum 1243 1243 93% 0 95.4 781

Galactomyces candidum strain CBS 11607 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1240 1240 90% 0 96.41 752

Galactomyces candidum strain CBS 116.23 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1236 1236 91% 0 95.94 762

Geotrichum candidum isolate 3Y340 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1234 1234 89% 0 96.4 749

Galactomyces pseudocandidum strain CBS 626.83 26S ribosomal RNA gene, partial sequenceGalactomyces pseudocandidus 1216 1216 90% 0 95.76 754

Galactomyces candidum strain CBS 606.85 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1131 1131 83% 0 95.86 889

Dipodascus albidus 28S rRNA gene, partial sequence; from TYPE materialDipodascus albidus 1120 1120 100% 0 90.88 3243

Dipodascus albidus strain CBS 766.85 note type strain of Dipodascus albidus 26S ribosomal RNA gene, partial sequenceDipodascus albidus 1120 1120 100% 0 90.88 3243

Geotrichum candidum isolate M8 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1105 1105 81% 0 96.03 679

Galactomyces candidum strain CBS 607.85 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 1101 1101 81% 0 95.89 870

Geotrichum candidum culture CBS:9194 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1096 1096 81% 0 95.61 874

Galactomyces citri-aurantii strain CBS 176.89 26S ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 1075 1075 70% 0 99.66 673

Geotrichum sp. isolate PYCC 8692 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. 1042 1042 69% 0 99.14 908

Saprochaete psychrophila strain CBS 765.85 large subunit ribosomal RNA gene, partial sequenceSaprochaete psychrophila 1037 1037 100% 0 88.97 3341

Galactomyces candidus isolate C2MR2F6_GC7 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 1031 1031 76% 0 95.92 786

Galactomyces citri-aurantii large subunit ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 1018 1018 67% 0 99.29 609

Galactomyces citri-aurantii strain UCDFST 85-39 26S ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 1002 1002 65% 0 99.82 548

Galactomyces citri-aurantii isolate DY21 large subunit ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 1002 1002 65% 0 99.64 561

Galactomyces pseudocandidus culture CBS:11392 large subunit ribosomal RNA gene, partial sequenceGalactomyces pseudocandidus 1000 1000 73% 0 95.93 684

Galactomyces citri-aurantii strain UCDFST 85-38 26S ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 994 994 65% 0 99.63 547

Dipodascus carabidarus CBS 9891 28S rRNA gene, partial sequence; from TYPE materialDipodascus carabidarus 992 992 100% 0 88.23 880

Galactomyces citri-aurantii strain UCDFST 80-25 26S ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 990 990 64% 0 99.63 545

Galactomyces citri-aurantii 26S ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 990 990 64% 0 99.63 545

Galactomyces citri-aurantii strain YM28578 large subunit ribosomal RNA gene, partial sequenceGalactomyces citri-aurantii 963 963 62% 0 100 523

Galactomyces pseudocandidum strain CBS 11392 26S ribosomal RNA gene, partial sequenceGalactomyces pseudocandidus 955 955 70% 0 95.92 632

Uncultured Saccharomycetales clone gbSC_a66_073 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence; and 28S large subunit ribosomal RNA gene, partial sequenceuncultured Saccharomycetales 955 955 70% 0 95.93 814

Galactomyces geotrichum strain CBS 775.71 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 950 950 70% 0 95.76 598

Dipodascus cucujoidarus culture CBS:9893 large subunit ribosomal RNA gene, partial sequenceDipodascus cucujoidarus 946 946 100% 0 87.31 877

Geotrichum sp. strain 1Y166 large subunit ribosomal RNA gene, partial sequenceGeotrichum sp. 944 944 89% 0 89.66 744

Uncultured fungus clone FE23 26S ribosomal RNA gene, partial sequenceuncultured fungus 931 931 67% 0 96.3 609

Uncultured fungus clone FE03 26S ribosomal RNA gene, partial sequenceuncultured fungus 931 931 67% 0 96.3 609

Uncultured compost fungus clone 2F19 26S ribosomal RNA gene, partial sequenceuncultured fungus 931 931 67% 0 96.3 609

Geotrichum candidum strain YT5 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 928 928 67% 0 96.44 589

Uncultured fungus clone YC10 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured fungus clone YC01 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured fungus clone FS14 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 608

Uncultured fungus clone FS06 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured fungus clone FS04 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured fungus clone FE20 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured fungus clone FE07 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured fungus clone FE06 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured compost fungus clone 4F20 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured compost fungus clone 4F05 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured compost fungus clone 2F15 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 609

Uncultured compost fungus clone 2F09 26S ribosomal RNA gene, partial sequenceuncultured fungus 926 926 67% 0 96.12 607



Uncultured compost fungus clone 1F12 26S ribosomal RNA gene, partial sequenceuncultured fungus 924 924 67% 0 96.12 608

Geotrichum candidum isolate TR 13.c 26S ribosomal RNA gene, partial sequenceGeotrichum candidum 922 922 67% 0 96.26 596

Geotrichum candidum strain S001 large subunit ribosomal RNA gene, partial sequenceGeotrichum candidum 920 920 67% 0 96.26 588

Uncultured fungus clone 241FMF11 large subunit ribosomal RNA gene, partial sequenceuncultured fungus 920 920 67% 0 96.26 588

Uncultured fungus clone YC09 26S ribosomal RNA gene, partial sequenceuncultured fungus 920 920 67% 0 95.94 609

Uncultured fungus clone YC04 26S ribosomal RNA gene, partial sequenceuncultured fungus 920 920 67% 0 95.94 609

Uncultured fungus clone FS28 26S ribosomal RNA gene, partial sequenceuncultured fungus 920 920 67% 0 95.94 609

		



Accession  

JQ668740.1

GQ458034.1
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DQ900953.1

JN974280.1

KY107748.1
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AY464883.1

AY464882.1

DQ365495.1
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T-Test

[DataSet3] D:\Ph D\paper\manuscript\invivo.sav

Group Statistics

orange N Mean Std. Deviation Std. Error Mean

measure or1

or2

90 28.0376 19.70182 2.07675

90 23.0180 20.82694 2.19535

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

measure Equal variances assumed

Equal variances not 
assumed

3.464 .064 1.661 178

1.661 177.454

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

measure Equal variances assumed

Equal variances not 
assumed

.049 .098 5.01956 3.02200

.049 .098 5.01956 3.02200

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

measure Equal variances assumed

Equal variances not 
assumed

-.94400 10.98311

-.94413 10.98324

Table S1: Student t-test of 2 biological samples for in vivo study of essential oil on ‘Sai-Namphaung’ tangerine



Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

measure Cohen's d

Hedges' correction

Glass's delta

20.27219 .248 -.046 .541

20.35811 .247 -.046 .538

20.82694 .241 -.054 .535

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

Univariate Analysis of Variance

Between-Subjects Factors

Value Label N

day 1

2

3

treatment 1

2

3

4

5

day2 60

day3 60

day4 60

ctrl 36

sai 36

free 36

com 36

mk 36

Tests of Between-Subjects Effects

Dependent Variable: measure

Source
Type III Sum of 

Squares df Mean Square F Sig.

Corrected Model

Intercept

day

treatment

day * treatment

Error

Total

Corrected Total

31319.198a 14 2237.086 8.591 <.001

117300.139 1 117300.139 450.464 <.001

21586.479 2 10793.239 41.449 <.001

8815.592 4 2203.898 8.464 <.001

917.127 8 114.641 .440 .895

42965.796 165 260.399

191585.133 180

74284.994 179

D d t V i bl

R Squared = .422 (Adjusted R Squared = .373)a.

Profile Plots
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T-Test

Group Statistics

org N Mean Std. Deviation Std. Error Mean

meas or1

or2

6 6.7133 16.44424 6.71333

6 13.7717 21.40966 8.74046

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

meas Equal variances assumed

Equal variances not 
assumed

1.775 .212 -.640 10

-.640 9.376



Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

meas Equal variances assumed

Equal variances not 
assumed

.268 .536 -7.05833 11.02109

.269 .537 -7.05833 11.02109

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

meas Equal variances assumed

Equal variances not 
assumed

-31.61485 17.49818

-31.83807 17.72140

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

meas Cohen's d

Hedges' correction

Glass's delta

19.08909 -.370 -1.504 .782

20.68727 -.341 -1.387 .722

21.40966 -.330 -1.463 .835

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 



T-Test

[DataSet1] 

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 3.6867 2.02698 1.17028

3 8.2767 1.00570 .58064

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

.953 .384 -3.513 4

-3.513 2.928

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.012 .025 -4.59000 1.30640

.020 .041 -4.59000 1.30640

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-8.21716 -.96284

-8.80564 -.37436



Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

1.60001 -2.869 -5.303 -.317

2.00532 -2.289 -4.231 -.253

1.00570 -4.564 -9.004 -.272

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 3.5200 1.94198 1.12120

3 7.1053 1.15229 .66527

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

1.867 .244 -2.750 4

-2.750 3.253

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.026 .051 -3.58533 1.30372

.032 .065 -3.58533 1.30372



Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-7.20504 .03438

-7.55766 .38700

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

1.59673 -2.245 -4.373 .012

2.00120 -1.792 -3.489 .009

1.15229 -3.111 -6.318 .115

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 2.9467 2.58786 1.49410

3 8.2567 5.21316 3.00982

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

1.780 .253 -1.580 4

-1.580 2.929



Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.095 .189 -5.31000 3.36026

.107 .214 -5.31000 3.36026

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-14.63958 4.01958

-16.15144 5.53144

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

4.11546 -1.290 -3.050 .586

5.15797 -1.029 -2.434 .468

5.21316 -1.019 -2.787 .910

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 4.2633 .35346 .20407

3 5.2333 1.23294 .71184



Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

6.182 .068 -1.310 4

-1.310 2.327

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.130 .260 -.97000 .74051

.152 .305 -.97000 .74051

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-3.02599 1.08599

-3.76376 1.82376

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

.90694 -1.070 -2.770 .736

1.13668 -.853 -2.210 .587

1.23294 -.787 -2.468 1.037

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test



Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 4.1667 .37018 .21372

3 5.7167 .62931 .36333

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

1.523 .285 -3.677 4

-3.677 3.236

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.011 .021 -1.55000 .42153

.015 .031 -1.55000 .42153

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-2.72036 -.37964

-2.83780 -.26220



Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

.51627 -3.002 -5.507 -.384

.64705 -2.395 -4.394 -.306

.62931 -2.463 -5.154 .318

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 3.7933 .36143 .20867

3 4.6467 .32501 .18765

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

.195 .681 -3.041 4

-3.041 3.956

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.019 .038 -.85333 .28063

.019 .039 -.85333 .28063



Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-1.63250 -.07417

-1.63595 -.07072

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

.34371 -2.483 -4.723 -.117

.43077 -1.981 -3.768 -.093

.32501 -2.626 -5.442 .264

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 1.8767 .22811 .13170

3 4.4200 4.02060 2.32129

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

7.321 .054 -1.094 4

-1.094 2.013



Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.168 .335 -2.54333 2.32503

.194 .388 -2.54333 2.32503

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-8.99864 3.91197

-12.48604 7.39937

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

2.84756 -.893 -2.555 .861

3.56889 -.713 -2.039 .687

4.02060 -.633 -2.271 1.130

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 1.9900 .35000 .20207

3 4.9433 2.91733 1.68432



Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

4.386 .104 -1.741 4

-1.741 2.058

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.078 .157 -2.95333 1.69640

.110 .220 -2.95333 1.69640

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-7.66330 1.75663

-10.06013 4.15346

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

2.07766 -1.421 -3.222 .501

2.60396 -1.134 -2.571 .399

2.91733 -1.012 -2.778 .913

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test



Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 .0000 .00000 .00000

3 3.7733 3.48463 2.01185

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

7.162 .055 -1.876 4

-1.876 2.000

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.067 .134 -3.77333 2.01185

.101 .202 -3.77333 2.01185

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-9.35913 1.81246

-12.42963 4.88296



Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

2.46400 -1.531 -3.369 .431

3.08817 -1.222 -2.688 .344

3.48463 -1.083 -2.880 .877

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 3.2267 2.80938 1.62200

3 5.4067 .75302 .43475

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

7.239 .055 -1.298 4

-1.298 2.286

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.132 .264 -2.18000 1.67925

.155 .310 -2.18000 1.67925



Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-6.84235 2.48235

-8.60475 4.24475

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

2.05666 -1.060 -2.758 .742

2.57764 -.846 -2.201 .592

.75302 -2.895 -5.926 .180

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 2.7533 2.38699 1.37813

3 4.2500 .75941 .43844

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

6.479 .064 -1.035 4

-1.035 2.401



Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.180 .359 -1.49667 1.44619

.197 .394 -1.49667 1.44619

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-5.51195 2.51861

-6.82246 3.82913

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

1.77122 -.845 -2.498 .897

2.21989 -.674 -1.993 .715

.75941 -1.971 -4.298 .492

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 2.7633 2.45439 1.41704

3 4.2167 .29501 .17033



Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

8.436 .044 -1.018 4

-1.018 2.058

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.183 .366 -1.45333 1.42724

.207 .413 -1.45333 1.42724

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-5.41599 2.50933

-7.43195 4.52529

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

1.74801 -.831 -2.482 .907

2.19080 -.663 -1.980 .723

.29501 -4.926 -9.683 -.358

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test



Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 3.1267 .46576 .26891

3 3.3700 .55000 .31754

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

.003 .960 -.585 4

-.585 3.894

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.295 .590 -.24333 .41611

.295 .591 -.24333 .41611

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-1.39863 .91196

-1.41110 .92443



Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

.50962 -.477 -2.082 1.182

.63872 -.381 -1.661 .943

.55000 -.442 -2.046 1.254

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 2.2733 .07234 .04177

3 2.5900 .39962 .23072

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

4.326 .106 -1.351 4

-1.351 2.131

Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.124 .248 -.31667 .23447

.151 .302 -.31667 .23447



Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-.96767 .33434

-1.26839 .63505

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

.28717 -1.103 -2.811 .713

.35991 -.880 -2.243 .569

.39962 -.792 -2.476 1.034

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 

T-Test

Group Statistics

ora N Mean Std. Deviation Std. Error Mean

mea 1.00

2.00

3 2.2733 .59911 .34590

3 2.4633 .40464 .23362

Independent Samples Test

Levene's Test for Equality of 
Variances

t-test for Equality of
Means

F Sig. t df

mea Equal variances assumed

Equal variances not 
assumed

.657 .463 -.455 4

-.455 3.510



Independent Samples Test

t-test for Equality of Means

Significance

Mean Difference
Std. Error 
DifferenceOne-Sided p Two-Sided p

mea Equal variances assumed

Equal variances not 
assumed

.336 .673 -.19000 .41740

.338 .676 -.19000 .41740

Independent Samples Test

t-test for Equality of Means

95% Confidence Interval of the 
Difference

Lower Upper

mea Equal variances assumed

Equal variances not 
assumed

-1.34889 .96889

-1.41550 1.03550

Independent Samples Effect Sizes

Standardizera Point Estimate

95% Confidence Interval

Lower Upper

mea Cohen's d

Hedges' correction

Glass's delta

.51121 -.372 -1.969 1.270

.64070 -.297 -1.571 1.013

.40464 -.470 -2.077 1.236

The denominator used in estimating the effect sizes. 
Cohen's d uses the pooled standard deviation. 
Hedges' correction uses the pooled standard deviation, plus a correction factor. 
Glass's delta uses the sample standard deviation of the control group.

a. 




