1/20

WO 2020/031720 PCT/JP2019/029201

[E41]

[&42]

—
(
(.

(

\7/\/ . BEEE
1SR = —avd B
----- 1
-r-\/

LC-MS/MSH#t « HUTYLY
1R = &2 RS

ST T ETS . i
f100°C TR TS




2/20

WO 2020/031720 PCT/JP2019/029201

[43]

- BEROE
1BFY=r—avy b

LC-MS/MSH 4T o BLTYLy
1BERC LIsEE R - MEHH
YTV ETS 2RIETIERHMB TS



WO 2020/031720

[44]

0.35
0.3
0.25
0.2
0.15
0.1

0.05

DHMBA concentration (ng/L)

[E45]

0.9
0.8
0.7
0.6
0.5
0.4
0.3
0.2
0.1

DHMBA concentration (ng/L)

3/20

PCT/JP2019/029201

LEY>T7IL (2016569826 H)

Heating extraction time (hours)

LEY>7IL(201743H108)

L 4

Heating extraction time (hours)



WO 2020/031720

[26]

(7]

DHMBA concentration (ng/L)

DHMBA concentration (ng/L)

0.18
0.16
0.14
0.12

0.1
0.08
0.06
0.04
0.02

0.8
0.7
0.6
0.5
0.4
0.3
0.2
0.1

4/20

PCT/JP2019/029201

iWEY>7IL(20164E5H248)

L 4
. *
* *
1 2 3 4 5
Heating extraction time (hours)
& mEY>TIL(201655H248)
¢
*
*
*
*
1 2 3 4 5

pressurizing extraction time (hours)



WO 2020/031720

(48]

H7-09-188
AEEN:REORBIIEREH

5/20

PCT/JP2019/029201

Max
score
EE & Description Ident M :dy) B2 E
BIR
ko3
11 [Humdep i sohvraserai solats AYU-DOZ0 small suourt: bosorsal RNA gare.partal soduencs 5 ovicudles [T AJTE
2 1 ‘ch idanos isolate PSohl 185 rbosomal RNA gere, partial sequence FOEL T AT
3 1 [Psammothidium papilis clone FLBIT (8S ribosomal RNA gene, partial sequence R EESpk 5]
4 1 [Peuliella toeniate strain COMP1115 18S ribosomal RNA gene. partiel sequence 5 Cymbelales _[9FENT AT
5 5 daonense isolate PS3 18S ribosomal RNA gene, pertia_sequence AT
6 5 rivulere isolete Ariv2 1S rivosomel RNA gene. prtiel sequence 5| KJ658406.1 |2 G 2AAYTTA IS
7 5 reimeri isolate Arei2 18S ribosomsl RNA gene. partial sequence AT AT
8 5 kranzii solate A100r 18S ribosoal RNA gene. partial sequence QAT TTATY
) papilic clone FLB1D 18S ribosomal RNA gens. partial sequerce IEEVFLEZ V)
10 10 [Halamphora subtropica isolate 1086-AMPHI68 1B ribosamal RNA gere. partial sequence iaviculalas FRTAITE
11 10 [Halamphora sudtropica isclate 6024 AMPHOS4 (BS ribosamal RNA gere. partial sequence [Novieuale TARTAITH
12 10 [Amphora subtropica strain Xmm3OW3 185 ribosomal RNA gene._partiel sequence. i AT
13 10 [Anphora subtropica strain Xmm30W1 18S ribosamal RNA gene_particl sequence. AT AT
14 10 [Amphora monzana strain Xmm22W2 18S ribosomal RNA gene. partial sequence N A7
15 10 [Amphora coffeiformis strain NZnm W4 18S ribosomal RNA gene, partiel sequence. U HTTATS
16 10 [Anphora coffeiformis stran Xmmi29ST 188 ribosona RNA gene, pertiel sequence AT,
1710 [Amphora coffeiformis isolate Xmm1GST 1S ribosomal RNA gene. partial sequence| o I
13 10 |Amphors coffeiformis isolate Xmm30W2 18S ribosomal RNA gene, partial sequence \oDTTAI
19 10 [Amphora caffaiformis isalats Xmm20S2 183 ribosomal RNA gene. partial sequancel 5% P,
20 10 [Amphora monzana isolate DHMM3#2 185 ribosomal RNA gere, partial seq.ence A .
21 10 [Amphora monzana icolate DHmm251 18S ribosamal RNA gane. partial saquence AT TAIT
22 10 [Amphora subtropica strain WT4 (8S rbosomal RNA gere, partial coquence KX109777.1 [123 N,
23 10 |Halamphora sp. S7GZP258 1B ribosomal RNA gene, partial sequence 5IKU1791271 [123% oviculales EX 2T
24 10 alamnhora holsatica isolate HYPH-1010-E8 185 ribosarrsl RNA gene, partial seauence | 5[KC222331.1 [FEi% ipviculales PEX 2Pl
25 10 R - ol -
2% 10 - - - -
27 27 [Pouliella toeriats solate COMPI115 1ES ribosomal RNA gene, pertial sequence Cymbeloles  [ZF7E AT {758
23 238 |Diploneis sp. isolste Coz1 cren—cp pennl 18S ribosomal RNA gene, partisl sequence Neviculsles
29 28 [Halamphora sp. SZGZGHB23 T8S ribosomal RNA gene. partial seqence . X Naviculales EZZR
0 23 anastasise isolate Ros1 18S ribosomal RNA gene, partial saquence 885 | KJB5B414.1 EEr L Virl:]
et o5 30085 1500 s
ol Rer T ARG Sebres
m mis S mom meon
H7-09-288 D2R2
R S
Max
BE Y Deseription Mex | 1ot | Q=Y | Evae | doent | Accession | P &M # 2] ]
[Lied
1 1 multistriata strain HAB~132 285 ribosomal RNA gene, partial sequence 37 KX 290894 YT AIY
2 1 aronysensis strain 22 1b 285 ribosorra RNA gene, patial scquence. 7 agiller JTAIT
3 1 [Pseudonitzschia erenysensis strain 280b 28S ribesons RNA gene, pertial sequence 7 lzr Uk-Z Vs
4 1 [Paudo nitscchia aranysanis strain 217h 285 rinosara RNA gane. pactial sequance 3 T
5 1 arenysensis strain 423b 285 ribosorra RNA pene, partial sequence. agiller DL X Vi)
6 1 [Nitzschia navis verrg ca voucke- NLNO? la-ge subunt ribosorral RNA gere. partial sequence UkZ Vil
7 1 [Nitzschia navis -varrg ca voucka- NLNDI la g subunt ribosorral RNA gere. partial sequance agillar TAT
8 1 [Pseuo-niczoshia multstria vousker Prmilf ke < dbumt roczomal HNA gee. partisl ceausnce aciller LV
9 1 [Psevco nmsche areysens s strair 2b 205 large subunit ritosomal RNA 878, sartia_seauence VEAJT
0 1 |Pseado-nitzschia rultiszriaza isolaze CAWD111 285 large NA gora. partis| sequence agillar L2 Vir)
1" 1 [Pseuconitasct a micropora strain PSS90 krge subunit r basomal RNA gene, partial scquence. Y74
12 1 |Pseuconinzschie multist-axa stra 1 PH25C la-ge subunit rbasorral RNA gene. partial secuence 7 [ il Vir)
13 1P itz sck i ot 21 PH2GD [a-2: sauounit - bosoral RNA gene, partial sequence aciller 7 A
4 1 [Pseuco-nitzsct a a-enysensis stran GHS large suhum nhma'm HNA gene. partiel sequence A
15 1 |Pesuco nitzectia multiet-aza isclats M2 | TNA gone pa-tal sequance DIZ VL
16 1 [Pseudomiteset a s bourvate voucher CGMPIES8 285 r bosoml RNA gee, partial seuerce in ailler AT
17 1 sevco-nitzschie multist- aa isolste CM3 large sub | RNA gene. pa~ &l seq 1T A)
8 1 [Pseuco nitzsctia mutist- aa isclate CMI bunf rbosomal INA gene. pa= ol ssquance 77 T AI
19 1 [Preudortescla dulicetissire strar Red large suburil ribosomal RNA o, partial sequence 77 2% acillar Il Vi)
20 1 [seveontsohie arewvsens s strair AL-23 larae suvun -is03omal RNA gane, pertiel sequence 77 12%]DQ813811.1 UTAJT
21 1 [Pseudo rizsohia cwiistriats solate SZN 027 arge subun t nbosomal RNA gere part o seaserce (0% |AF416753. 1 aciller AT
22 1 [Pasudonizsonis celivet s ma ol SZR-ETE largs subarit ribosomel KA gore.portin_sequeno (2% |AFA16743.1 acillar AT
23 1 seuco nitzschiz delicatissiva isalate 27 02l2-ge. RNA gene. partial secsenc 77 12%|AY519353,1 o,
24 1 [Psswcoitrschia delicatiss va isolata 18-07 Ie-ga subuni- ribosamal RNA gane, partial sac Janc: 77 5.12% [AY519349.1 acillar D ZVirl
25 1 [Nitzsohia navis-varingica gene for 265 RNA. partial sequence. strainBLEC 03-17-2 77 10%[AB218886.1 [ AT
26 1 |Nitzsehia navis varing :ane for 2BS rRNA. partial sequence. strainBOEA 03 4 2 377, 377 4BOU|wstwmstuset|  96.10%|AB218RES 1 |IEF Bacill b Vb s WA=
Pseuda-nitzsohia arenysensis st-ain 14V 18 ribosorral RNA gene, partial
sequence; internal transeribed spacer 1. 5.8 ribosomal RNA gene. and internal . ; g
711 |iarscribed spacer 2. complete seauence and 285 ribosoral RNA gene, partial | 377  377|  4BOVN|ebmsn)  98.12%\AVIONZGT (IZR ina Baciler 7HIrA/78
soquence
78 1 |Nitzsch a navis-varing ca stran VHLOBT largs subunit ribasomal RNA gene. partial sequence. 317 77| 4B.00H|e#nstani | 06.10%|AF4176741 acil Y478
29 1 [Mitzsohia peli.cida atrain S8NGI 16 large subunit rhasomal RNA gene, partial sequence 377 77| it 96 10%|AF417872.1 YT/ IE
30 1 [Pssucotzscrie muttist-aa stran Korend arge aLount ~bosomal RNA gane. portn sequerse | 377 377] 96.10%| AF417654.1 Bacillar ST E
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#F Z4 : Limit to sequences from type material
Max
Soors Description Max Total Query F valug Ident Accession
12&% score score cover
[[:3v4
1 |Fistulifera solaris gene for 188 ribosomal RNA, partial sequence 1027 1027 00.00% 0 93.88%[AB769957.1 |
2 [Pedospumella encystans voucher B 40 0040671 18S ribasomal RNA gene. partial sequence 4 8 00.00% 0 890.06%|AY651083.1 |mEfis
3 [Heterococcus fuornensis partial 18S rRNA gene, strain SAG 835-5 00.00% 0 88.71%|AM490821.1 | FHigE
3 |Heterococcus caespitosus partial 18S rRNA gene, strain SAG 835-2a 00.00% 0 88.71%AM490820.1 |&H=E
5  [Chlorellidium tetrabotrys strain SAG811-1 18S ribosomal RNA gene, partial sequence 00.00% 1] 88.45%|FJ030892.1 |&#RkiE
5 |Spumella vulgaris isolate 199hm 18S ribosomal RNA gene, partial sequence 821 821 100.00% 0 88.47%|DQ388552.1 |HE@E
7 |Sphaerosorus composita partial 18S rRNA gene. strain SAG 5391 809 809 100.00% 0 88.12%|AJ579333.1
8  |Bumilleriopsis pyrenoidosa partial 18S rRNA gene, strain SAG 69.90 802 802 100.00% Q 87.89%|AJ579332.1
9 |Pseudotetraedriella kamillae strain SAG 2056 18S ribosomal RNA gene, partial sequence 778 778, 100.00% 0 87.39%|EF044311.1
9 [Nanochloropsis limnetica strain SAG 18.99 culture-col ection SAGi18.99 188 ribosomal RNA gene. partial sequence 778 778, 100.00% 0 87.41%|AF251496.1
11 [Monodus unipapilla partial 183 rRNA gene, strain SAG 8.83 767 767 100.00% 0 87.11%|AM490827.1
12 |Vischeria helvetica strain SAG 876—1 18S ribosomal RNA gene. complete sequence 763 763 100.00% 0 86.98%|JX188080.1
13 |Eustigmatos vischeri isolate SAG 860-1 18S ribosomal RNA gene, complete sequence 758 758, 100.00% Q 86.84%| JX274590.1
13  |Eustigmatos polyphem strain SAG 38.84 18S ribosomal RNA gene. complete sequence 758 758 100.00% (] 86.84%|JX188077.1
15 |Ochromonas danica strain SAG933.7 18S ribosomal RNA gene, partial sequence 749 749 100.00% 0 86.62%|JQ281514.1
16 |Monodus unipapilla culture SAG:8.83 voucher SAG 8.83 18S ribosamal RNA (ssu} gene, partial sequence 728 728, 96.00% 0 86.89%(HQ710565.1
17 [Sargassococcus simulans strain CCMP 1896 18S ribosomal RNA gene, partial sequence 719 719 100.00% Q 85.88%|MF927481 1
17 |Pelagospilus aureus strain CCMP1410 18S ribosomal RNA gene, partial sequence 719 719 00.00% 0 85.90%|MF927480.1
19 [Sargassococcus epiphyticus strain COMP1995 18S ribosomal RNA gene, partial sequence 708 708] 00.00% 0 85.53%|MF927478.1
20 [Lagenidium sp. PWL-2010c strain GBS 127042 18S ribosomal RNA gene. partial sequence 686 6886/ 00.00% 1] 84.89%|HQ384409.1
21 Geranomyces variabilis voucher MP03 185 small subunit ribosomal RNA gene, partial sequence 682 682 00.00% 0 84.94%|HQ801757.1
21 i is voucher JELG63 18S small subunit ribosomal RNA gene. partial seq 682 682 100.00% [1] 84.94%|HQ901742.1
21 |Spumella rivalis strain AR4AG 188 ribosomal RNA gene, partial sequence 682 682 100.00% 1] 85.65%| GU073468.1
24 |Fimicolochytrium jonesii JEL 569 18S rRNA gene, partial sequence: from TYPE material 67 671 00.00% Q 84.65%|NG 061114.1
24 |Thoreauomyces humboldtii JEL 95 18S rRNA gene. partial sequence: from TYPE material 67 671 00.00% 0 84.63%|NG 061113.1
24 |Fimicolochytrium jonesii voucher JEL569 185 small subunit ribosomal RNA gene, partial sequence 67 671 00.00% i} 84.65%|HQ901746.1
24 [Thorsauomyces humboldtii voucher JEL9S5 18S small suounit ribosomal RNA gene, oartial sequence 7 71 00.00% 0 4.63%|HQ901727.1
28  |Fimicolochytrium alabamae JEL 538 18S rRNA gene, partial sequence; from TYPE material 65 65 00.00% 0 4.51%|NG 062391.1
28  [Fimicolochytrium alabamae voucher JEL538 18S small subunit ribosomal RNA gene, partial sequence 5 0.00% 1] 4 h|HQ901734.1
29 |Myxozyma neglecta 18S rRNA gene. partial sequence: from TYPE material 45 .00% 1] 4.03%|NG_062046.1
29 |Myxozyma mucilagina 18S rRNA gene, partial sequence; from TYPE material 45 6 .00% 0 4.03%|NG_062045.1
29 |Myxozyma neglecta strain NRRL Y-27508 18S ribosomal RNA gene, partial sequence 45 645 .00% 1] 4.03%|DQ519022.1
29  |Myxozyma mucilagina strain NRRL Y-11823 183 ribosomal RNA gene, partial sequence 45 645 .00% (1] 4.03%|DQ518021.1
H7-09-28S_D2R2
R G - Limit to sequences from type material
Max
seore Description Max Total Query E value Ident Accession
(2&d score score cover
{52
1 [Chlorellidium tetrabotrys strain SAG811-1 288 ribosomal RNA gene, partial sequence 233 233 48.00%| 2.00E-58| HIRE
2 |Fimicolochytrium jonesii JEL 569 28S rRNA gene. partial : from TYPE material 224 224 43.00% =X
2 [Fimicolochytrium jonesii voucher JEL569 26S large subunit ribosomal RNA gene. partial sequence 24 224]  48.00%) HA
4 [Geranomyces variabilis voucher MPO3 28S large subunit ribosomal RNA gene, partial sequence 19 219]  48.00%| 5. Q9016921 |HE
5  |Thoreauomyces humboldtii JEL 95 28S rRNA gene, partial sequence; from TYPE material 17 217 48.00%| 2.00E-53| G 059938.1 |EE
5 [Thoreauomyces humboldtii voucher JEL95 285 large subunit ribosomal RNA gene, partial sequence 217 217 48.00% 2.00E-53| 83.90%[HQ901662.1 |H&E
5 |Spizellomyces acuminatus 28S ribosomal RNA (LSU) gene, partial sequence 17 17 48.00%| 2.00E-5. 3.83%[JN9410101 |EHE
5  |Phlyctochytrium africanum voucher CBS 454.65 28S ribosomal RNA gene, partial sequerce 7 17 48.00%| 2.00E-5 3.83%|FJ827693.1
9 |Holtermanniella wattica CBS 9496 28S rRNA gene, partial sequence; from TYPE material 5 15 48.00%| 6.00E-5
9 Holtermanniella wattica culture CBS:9496 large subunit ribosomal RNA gene. partial sequence] 5 15 48.00%| 6.00E-5
11 |Fimicolochytrium alabamae JEL 538 285 rRNA gene. partial sequence; from TYPE material 213 213 48.00%| 2.00E-52
11 |Fimicolochytrium alabamae voucher JEL538 28S large subunit ribosomal RNA gene, partial sequence 3 48.00%| 2.00E-5 3.40%|HQ901669.1
11 |Gorgonomyces haynaldii BAFC ARG 026 28S rRNA, partial sequence; from TYPE material 3 48.00%| 2.00E-5 3.62%|NG 042448.1
14 |Ceriporiopsis semisupina BJFC Cui 10222 28S rRNA gene, partial sequence; from TYPE material 1 48.00%| 8.00E-5. 3.40%|NG 064354 .1
14  |Geriporiopsis sp. GLZ-2014 voucher Cui 10222 28S large subunit ribosomal RNA gene, partial sequence 211 211 48.00%| 8.00E-52| 83.40%|KF845949.1
14 |Soncraphlyctis ranzonii DAOM BR 060 28S rRNA. partial seguence: from TYPE material 211 211 48.00%| 8.00E-52 83.47%|NG_042454.1
17  |Basidioascus undulatus strain GBS 133763 large subunit ribosomal RNA gene. partial sequence 209 209 48.00%| 3.00E-51 83.19%|MH877552.1
17  |Piskurozyma taiwanensis CBS 9813 285 rRNA gene, partial sequence; from TYPE material 209 203 48.00%| 3.00E-51 83.19%|NG 058375.1
17 |Goffeauzyma gastrica CBS 2288 28S rRNA gene, partial sequence; from TYPE material 209 209 48.00%| 3.00E-51 83.19%|NG_058296.1
17  |Goffeauzyma aiditolerans CBS 10872 28S rRNA gene, partial sequence; from TYPE material 209 209 48.00%| 3.00E-51 83.19%|NG_058295.1
17  [Solicoccozyma aeria culture CBS:155 large subunit ribosomal RNA gene, partial sequence 209 209 48.00%| 3.00E-51 83.19%|KY109666.1
17  |Piskurozyma taiwanensis culture CBS:9813 large subunit ribosomal RNA gene. partial sequence 209 209 48.00%| 3.00E-51 83.19%|KY108934.1
17 |Naganishia globosa culture CBS:5106 large subunit ribosomal RNA gene, partial sequence 209 209 48.00%| 3.00E-51 83.19%|KY108616.1
17 |Naganishia friedmannii culture CBS:7160 large subunit ribosomal RNA gene, partial sequence 209 209 48.00%| 3.00E-51 83.19%|KY108613.1
17  |Goffeauzyma gastrica culture CBS:2288 large subunit ribosomal RNA gene, partial sequence 0! 0! 48.00%| 3.00E-5 3.19%|KY107764.1
17  |Goffeauzyma aciditolerans culture CBS:10872 large subunit ribosomal RNA gene. partial sequence 0! 0 48.00%| 3.00E-5 3.19%|KY107763.1
17  |Filobasidium wieringae culture CBS:1937 large subunit ribosomal RNA gene, partial sequence 0! Q 48.00%| 3.00E-5 3.12%|KY107733.1
17  [Filobasidium magnum culture CBS:140 large subunit ribosamal RNA gene, partial sequence 209 209 48.00%| 3.00E-51 83.12%|KY107722.
17  [Filobasidium globisporum culture CBS:7642 large subunit ribosomal RNA gene, partial sequence 209 209 48.00%| 3.00E-51 83.12%|KY107713.
17  [Filobasidium floriforme culture CBS:6241 large subunit ribosomal RNA gene, partial sequence 209 209 48.00%| 3.00E-51 3%|KY107703.
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1 1 [Entomoneis paludosa isolate | 431 185 ribassmal RNA gene. partial sequence. 0wK: E% phyceae ENYL ZPir]
2 2 |Cotomoneis ornata isolate 27D TBS ribosomal RNA gene. partial saquence 00s|KX120693 1 [i£8 phyceae ERYYED

3 2 [Ectomonsis orata strain 144 18S small sub.nit nbosomal RNA gene, partial sequence 00%[H B phyoeae SR

4 4 [Entovorsic nfla voucher PMFT2EN 185 srall cubunit rboscrmal RNA gane.partial cequencs .00 phyceac ENSLZ D]
5 4 f ulelo sirein Xmm8S2 18S ribosomal RNA gene. partial sequence 00 3 phyceae SR AT
[ 4 [Entomoneis sunctulata solstc DHmmAW3 (&S ribosomal RNA gere. partial scauence . 00%|KUS61123.1 | ERYZZ ]
7 4 [Entomeneis sunctulsta isolste DHmMAWT 18S risosomal RNA gare. partial sequence ,00%|KUS61111.1 | phyceae SRTAT
5 4 [Entomoness so. CGMP2386 18S ribosomal RNA gene. partial sequence 004|KF893836.1 |37 phycea AT
g 9 =p. isolata B3A 18S rinosomal HNA gane, pa-tial sequence 00%|KX120691.1 353 phyceaa 249y
10 10 [Emtomensie sp strain SAIS Enta -Gl emall suburit r aosomal RNA gene partal sequence 00%MHO6 3458, pl urirellales s el A

1l 10 [Epithemia argus strain Xren 1153 185 rinosomal ANA gere partial secuence 004K 034960 phyce: conycidae [Fr nles 75 HRT S E
12 10 [Entomonis punctulsta strain NZmm1S 1 (BS rhosormal RNA gone, partial sequence 00%[KY052659 phyceae ENYLZ VI
13 10 [Entomencis punctulata strain Xy 28WI 188 risosemal RNA gonc partial sequence 00%]KY054958, a phyceae ERSL L]

14 10 [Entomoneis punclulala sirain Ximr21S1 183 ribosomel RNA gene. partial sequence 00%|KY054957, ENVL 2P
15 10 [Entomoneis punctulata strain X582 185 ribosomal RNA gene. parsl sequenoe ,004]KY054956. phyceae SR ATY
15 10 |Entomeneis punctulata strein Xm 1582 188 ribosomel RNA gene. partial sequence ,004[K 054954, 3 £l phyceae lar 235 A)7
17 10 [Entomoners ornata strain XmmSS 1 185 rbosomal RNA gene, partial sequence 00%[KY054952 ENYLZ o)
18 10 [Entomensis sunctulata isolate Xmm26S1 165 ribosoral RNA gens, partial sequence 00%|KUS61212. phyceae ENYZZ

19 10 [Entomoneis ounctulata solate Xmm3953 185 ribosorral RNA gene, partial seqrence 00%|KUSB1203. = acillariophyceae LAY
20 10 [Entomoneic sunctulata isolsta Xmm34S1 185 ribasorral RNA gans, partial sequence O005[KUISB1187, EN D,
21 10 [Cntomoneis punctulata isolate Xrr m1V/5 185 ribosomal RNA gene. partial sequence 005|KUS61182.1_[3% % hyceae VY Z D]

22 10 [Amohiprora aaludosa isolate mXm1752 18 ribosomal RNA gene, patial sec.ience 00%|KUS61173. phyceae ic.lales  THTATY

23 10 [Entomonsis sunctulata isolate Xmm23W1 185 risasomal RNA gene, partial sequence 00%[KUSE 1168, phyceae B Z V1]
241 or~zta isolate Xmm! 151 185 ribosomal RNA gene, partial seg.ence 00%[KUS6 1167, phyceae i ENSZ 25T
2% 10 ver hyal no iso ate Xmm39S4 185 -bosomal RNA gere, partia_sequence 00%|KUS61162. phyceae les X7 A/7B
26 10 [Avohprora paudose ver. hya na isc st kmm15S (€S -bovoral RNA gare, part_ssauence 005[KUSBT161. phyceae icales I ¥7JIE
77 10 anmms nmata isolate Xmmd4S1 185 ribasomal RNA gane, partial sequence 00%|KUS61142. phyceae. i VAV L]
2 10 ar. hyal na isc ate Xrm 553 (65 bosomal RNA gene. partia_sequence 00s[KUS6 1143, 3 les  TH7 /7]

29 10 En[nmunﬁls )unutulah salats DHmmAW2 18S ribasomal RNA gare. partial sequence 005[KUS61113, phyoeae i B2 Pl
0 3 of. alata 185 rRNA gene, clone p540 005[AJ535160, physeae i BV ]

Kzif Eﬁ@%éﬂl EER{R
Max
o3 A Description Max | Tota | Quey | e vae | tsent | Accession | P Ed) @ =6 B
<M

1 1 tomoneis ornata isolate 270 23S ricosomal RNA gere. partial sequence of D Surrellsles /374U

2 1 omones ornata isolato 14A 285 ribosomal RNA gere. parcial sequsnce o p [Sur rollales :/\/'74/'7 ]

3 3 paludosa isolate L431 ZAS ribosoma RNA gene, partial sequence p of i Surrelizles /5

4 4 [Entomones sp. isolate 3564E1.1 265 ribosomal RNA gene, pa-tial sequence o poycidae [Sur ellles

5 5 [Prozokesiia bassonil isolate 3564.A20 285 riosors! | RNA gere, Eama\ sequence " phyo p &

6 6  [Fntomonais sp isolate GCB P85 ribosomal RNA artial sequance 1ir rellales

7 7 [Surirells of pinrata io ate 34C 28 rbosorral A g gene_partia se_c,uenca ur rellales

3 8 [Surirella brightwelli isolate CCMP3152 285 ribosomal RNA gene, particl sequence o a P ur relloles

9 8 [Surirello brightwelli isolate L1753 265 ribosoral RNA gene, partial scauence acillar ophycea ur rel

10 8 [Ftomonsis sp. ct-ain 995K2—1 larga subuni rioosamal RNA gara pam:l secuance p) scillar ophyceae ur rellales

1 11 [Er sp. isolate B3A 288 -ibosomal R! artial scauen: = lar a D ur relleles

12 12 [Suirall anpusta isooto nyaS.r 78 risosoral ANA gene, perisl sequercs o aillar ophyceac P ur relleles

13 12 [Surirelle sp. isolate 182 23S ribosomal RNA gene. part al sequence o ar ophysea p ur rellales

"oz sp. isolate GGCTA0 288 ribosomal RNA gene, partiel sequence X120375.1 Sacilla-iophytina_| a prycidae [Sur relleles

15 12 [Surirella angusta strain WCZ Z8S r bosomal RNA gene. partial sequence B o Bacilar ophycsas [Bacilarop ycidas |Surreliles

16 16 |Surirells cf. irear s isolaze B600 285 r bosomal RNA gee. partial sequence 004 |KX120423.1 o acillar a » ur rellales

17 17 [Surirella sp.1 EGR-2011 isolate LO299 28S ribosomal RNA gene. partiel sequence [Ux032B88.1 o p ur rellalas

18 18 [Surirela brebissonii solate KR1 28S ribosoral RNA gene, pa-tial sequence 2 004 [KX120397.1 o p ur rellales

19 18 |Emomores paludoss isolats CCAP1003.4 28S ribosomal RNA gene. part al sequence 2 ) 00 [KKX1 20358, ol urrelzlas

20 20  [Surirella helissalla isolats LO120 28S ribosomal RNA gane. parial sequerce. ) 00t [IX032BB2. ol p ur rellalas

21 21 [Surirelia iconella isolaza LO156 28S ribocomal RNA gane, part al saquence X032883 o ur rellzles.

22 22 [Suriala ovalie var 3 c.ata isolate L295 28S ribosorral RNA gene, partial sequence ur rellales

20 22 [Surirella miruta isolste JGOH.5 23S rbosamal RNA gene, partial sequence acillar ophyceae ur relloles

24 24 [Surirelio oo isolate LST 28S ribosomal RNA gene, partial sequence ur relloles

25 iocus sp. isolate GECTS 288 ribosomal RNA gee, partial seguence o acillar ophyceae o ur relloles

26 26 [Surirello of. spiralis isolste B568 28S ribosowal FNA gene, partial sequence 0 v ur rellcles

27 27 solen isolate B484 28S ribosomal RNA gene, partial sequence o ur relleles

28 27 [Surircllu sp. ivolate 27G 288 ribosomal RNA gonc, partial scquence ! o ur rellelcs

29 29 [o Solea strain L1348 28S ribosomal RNA gene. part a) sequence .lxoaz&m 1 scillar a wur relleles

o solea isolate L1453 285 ribosomal RNA gane, partial sequence 534 X : o lar ophyceat D ur rellzles

91 30 [Surirella soiralis isolate LO412 268 ribosamal RNA gene, partial sequence 534] QOE-148 HE o ol p ur rellales.

32 30 [Campylodiscas levenderiisolate LO224 265 ribosomal RNA gene. partiel sequence 34 »34] gooos[9coE-148] s 76% uxnazssm B o acillar ophyceae p ur rellales

3 ATt 0 US55 6 DI Ut secuiinss
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[Peeudo-ritzochia multiciriata strain [ A~ 132 285 rbosomal FNA gera. partial cemence 350]  as9] .00% 6.00%[KX290894. Tophy ohy Top! D2 Vir):)
Pseudo-nitzschia erenysensis strain 221b 285 ribasoma RNA gene. part s sequence 350 350 43.00%| 500E-05] 06.00%[KX290867. ohy phy iop! D2 Ve k]
arenysensis strain 286b 285 rinasoma RNA gene part a_sequence 3so] 359 00 6 00%|KX290865 IZ V)
erenyssnas strain 217b 285 ribosoma RNA gers, part a_sequence. 350 360] 48.00%] 5.00E-95] _86.004[KX290884. ohy: ohy DL Z VLT
erenysensis strain 423b 285 ribosoma RNA gene. part 8 sequetice 350 asol 0%| 5.006-35| 96.00]KX290863. phy phy L2 VL]
itzschia navis—varngica vouchsr NLNZ3 large ibosomal RNA gene, partial sequence 359 00|  00%|KX353691 DZ V)
itzachia navia~varingica voucher NLN2I large cubunit ribasorel RNA gene, particl sequenae 350 359] .00%| 5.00E-95] .00%[KX353690.. ohy’ phy: 7,
2suhun teis=vargce voucher NUNOB forge subunrt dbcsome) RNA gere, partiel sequence 359 359| 007} .00%|KX353638. phy ol DL Vie )|
ringica vouchsr NLNDS large subunit | RNA gene, partial sequence. ase|  3sel 00} .00 |KX353647 D2 )
aringica voucher NUNOZ large cubunit ribasomsl RNA gene, partial sequenae 350 369 .00%| 5 00E-96] .00 [KX353684. phy phy 74
25uh i vt vorgjca voucher NCNOU large suburit ibusomel RNA gene, partiel sequence 350 359 .00%] 00K [KX353685. phy p! T A4
zschin NTB23 large  ribosortal RNA gere, partial sequence. ase|  3s9l 00} 00%[KX353604. phy DLV,
25chis navis varingica vouchar NTEO2 farga subumit T RNA gone, partial ssquence 356] 350]  48,00%| 5.00E-95] 06.00%[KX353683. na DLZV]
Pomi] large subunit ribosomal HINA gere, partial sequence 359]  359| .00%| .00%[KR021344.1 phy ol VT AI7
[Pacudo-nitzachia i 2b 268 large subunit dbosomal RA s asel  3s9 00| . 00%|KT 189137 phy! phy DLV,
Fscudo-riteschia nuhisaiats isoate GAWDIT) RNA ger 358] aso A .00%|JQ776549. na DTS
Poud ors st PS80 birgs bt ribasonm RNA gone pertial secusncs 359  00K[KCO17445, phy phy VoA
Peuéo-nzselis mirtstists strin PHESG i RIVA gene. portisl seauerce 359 359 004[KGO1 7460, D2 V)
mutistriata strain PHZ30 largs subunit ribosomal RNA gonspartial seauence 358  asol i 5. .00%|KC017459. 74
GHB luepe suburnt bosornal RNA gene, partin secgnwe 350 35| i .00K[KCO17456.1 |17 phy phy VT A7
Itistrista isolste GMZ large subunit iboscmal GNA gene. partial sequence aso|  ase| 00  00%|TJ150736 1 |EEE DLE VL)
subcurvata vouchar COMP 1658 285 ribosomal RNA gane. partal sequerce 350] 350 .00%| 5.00E-95] .00%[HO3096845. 1 |13 VAT
Fostrists solste OM3 large subundt TRNA pors. pertl seuueros| 359 359] 007} O0N|EF642078.1 [F57% phy phy: T2
Utstrista isolate GM1 large subunit I RIVA gene. pertial sequence 50| asol 00} .00%|E(842977.1 |3 17 {4
doficatissim strain Ra3 large subunit ribosomal RNA gen, partal seauence) 350]  350] 48.00%] 5.00E-95] _86.004[EF566013.1 [T VA
oremysensis strsin AL2A terge subunt TR g, prvtn veapence 358]359] 43,00%] G.00E-95] 96.00/DQAI3EI1.1 [IE oy phy A7
Pseudomnitzschia moltiswisca isolate SZN-B27 large suburiz rbosomal RNA gene. partial seauence ase| ase| 00} 96 00%|AT4167531 |EEF WA/ 98
Freco izt "SIN-B18 farge s rbumomal PNA pore 350]  aso] 00%| 5.00E-95[ _ 96.00%|AF416748.1 [Lxze iophy DL ZVL]
[Poeudonitzsshia delicatissma iselate 21-02 large. HNA gene, 358 369 00%] 5.00E-95] .00%) £ phy phy iop! L ZWirl:]
Pseudonitzschia celicatissima isolte 18-02 large RNA gene, partial seaence. 35| 00 6.00%|AY519348.1 |E; DE VLI
Nitzsch 2 navis—varingica gene for 285 rRNA, partial sequence, strain:BLEC 03-17-2 9| 3s9 .00%| 5.00E-95[ 05.93%|AB218886.1 [I£7% iaphy phy DL-ZVIr)=]
Nitzsch a navis—varinsica gene for 285 rRNA. partil sequence, strain BCEA 03-4-2 359|350 43,003 5.934|AB213885.1 [T phy o fop DLZ VI E]
[Peeudo nitzschia arenysensis strain 14V 135 ribosorral RNA gere, partial
scauence: internal transorbed sozoer 1. 5.85 ribosomal RNA gene. and ’ g PN
internal transcribed spacer 2, corrplete sequence; and 285 ribosomal RNA 359 “B00K) SOUE-95) 9695 AV764136.1 TR o i o THUTA4IR
rene,_partial sequenc:
Nitzschia navisvaringica strain VHLGT large subuit ribosorial FNA gene, partial sequence 3s0]  350] ea00x] 500E-95] 95a3%|AFaizeral [ER DLW
[Nitzscria pollucida strain 89NG1-16 large subunit ribosoal RNA gene, partial soawence 350  350[ 43.00%| 500E-95] 05.93%|AF417672.1 [ phy! ol p! T A28
Paeudoni: i st Targe subnit cibosomal RA gens, parsal seuerce 50| 350] 8004|500 95| 95 93[Ar417654.1 |E; ohy phy SH T {JDH
e udonisonia winepere st s i cone. partal seaence 350] 356] ¢800%| 5006-95] 95 a5u|AFa17643.1 [1ER iophyting i Y58
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£
1 1 Flstuln’era solerls gene for 18S ribosomal RNA, partial sequen 1873 187. 00.00%] AB769957.1 |BEdE
2 2 voucher B 40 0040671 18S ribosomal RNA gene, partial seauence 11 1 00.00% ||AY651083.1 |E &%
3 3 Chlore\lndlum tetrabotrys strain SAG811-1 18S ribosomal RNA gene, partial sequence 06| 0f 00.00%} FJ030892.1 |&EixE
4 4 [Heterococcus fuornensis partial 18S rRNA gene. strain SAG 835-5 95 495 00.00%} AM490821.1 | B iR:E
5 4 |Heterococcus caespitosus partial 18S rRNA gene, strain SAG 835-2a 495) 495 00.00% 14908201 | B iFE
6 4 [Sphaerosorus ita partial 18S rRNA gene, strain SAG 53.91 495 495 oo.m 579333.1
7 7  |Bumilleriopsis pyrencidosa partial 183 rRNA gene, strain SAG 69.90 476 476 00.00%| o [AJD79332.1
8 8 [Nonuochlaropsis imnet ca stran SAG 1599 cu ture=cal sotion SAG118.99 18S ribosomal RNA gene. port al sequence 1471 1471 0000_%' AF251496.1 |
9 9  [Pseudotetraedriella kamillae strain SAG 2056 18S ribosomal RNA gene. partial sequence 1454] 1454] 00.00%] EF044311.
10 10 Vlscherla helvetica strain SAG 876—1 188 ribosomal RNA gene, complete sequence 450} 45 00.00%] o[ JX 188080.1 |
mn Ial i vischeri isolate SAG 860-1 18S ribosomal RNA gene, complete sequence 45 00.00%| 1X274590.
12 11 |Eustig polyphem strain SAG 38.84 18S ribosomal RNA gene, complete sequence 45 00.00%] X188077.1 |
13 11 |Spumella vulgaris isolate 199hm 18S ribosomal RNA gene, partial seguence 45| 00.00%] % |DQ388552.1
14 14 lonodus unipapilla partial 18S rRNA gene, strain SAG 8.83 143] oo.m M490827.1
15 15 |Ochromonas danica strain SAG933.7 18S ribosomal RNA gens, partial sequence 02| 0 00.00%| Q2815141
16 16 [Bumilleriopsis peterseniana partial 185 rRNA gene, strain SAG 809-3 1380 1380 100.00% [ AJ579331.1
17 17 |Pythium insidiosum 18S ribosomal RNA gene. partial sequen 1325 1325 100.00%) 0] 86.00%|AF289981.1
8 8 simulans strain CCMP1996 188 ribosomal RNA gene, partial sequence 1317] 17 00.00%| F927481.1
19 18 |Pelagospilus aureus strain CCMP1410 18S ribosomal RNA gene. partial 1317] 17, 00.00%| MF927480.1
20 20 [Olpidiopsis heterosiphoniae isolate KNU-M-omc4 183 ribosomal RNA gene. partial sequence 1312] 12 00.00%] MF838767.1
21 21 [Sargassococcus epiphyticus strain COMP1995 18S ribosomal RNA gene, pertial sequence 1306 06, 00.00% [ MF927478.1

Pythium grandisporangium strain CBS 286.79 18S ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.88 ribosomal RNA gene. and internal :
222 | seribed spacer 2, complete sequence: and 28S ribosomal RNA gene, partial 1209 1263 100.00% 0 86.00%|AY598662.2

Lagenidium giganteum f. caninum isolate G13-AK202 small subunit ribosomal RNA
gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and "

28 B3 termal transoribed spacer 2. complete sequence: and large suburnit ribosomal RNA 1288 1288 100.00% 0]  8600%|KF8153052

gene, partial sequence

Pythium parvum strain CBS 225.88 18S ribosomal RNA gene, partial sequence;

24 23  |internal transcribed spacer I. 5.8S ribosomal RNA gene, and internal transcribed 1288 1288 100.00%} 0| 86.00%|AY598697.2

spacer 2, complete sequence; and 28S ribosomal RNA gene, partial

Pythium aquatile strain CBS 215.80 183 ribosomal RNA gene, partial sequence;

25 23 |internal transcribed spacer I, 5.8S ribosomal RNA gene, and internal transcribed 1288 1288 100.00%} 0| 86.00%|AY598632.2

spacer 2, complete sequence; and 288 ribosomal RNA gene. partial sequenc

Pythium plurisporium strain CBS 100530 18S ribosomal RNA gene. partial

26 26 |sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal 1286 1286 100.00%} 0] 86.00% AY598684.2
[transcribed spacer 2, complete and 288 ribosomal RNA gene, partial
Pythium deliense strain GBS 314.33 18S ribosomal RNA gene, partial sequence;

27 27 |internal transcribed spacer 1, 5.83 ribosomal RNA gene, and internal transcribed 1284 1284 100.00%) 0] 86.00%|AY598674.2

spacer 2. complete sequence: and 288 ribosomal RNA gene. partial
Pythium pyrilobum strain CBS 158.64 188 ribosomal RNA gene, partial sequence;
28 28 |internal transcribed spacer 1, 58S ribosomal RNA gene, and internal transcribed 1279 1279 100.00% 0|  86.00%|AY598636.2
spacer 2. complete sequence: and 28S ribosomal RNA gene. partial
Pythium aphanidermatum strain CBS 118.80 18S ribosomal RNA gene, partial
29 28 |sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal 1279 1279 100.00%} 0] 86.00%|AY598622.2
transcribed spacer 2, complete sequence: and 28S ribosomal RNA gene, partial
Pythium rostratifingens voucher CBS115464 188 ribosomal RNA gene, partial

: internal transcribed spacer 1, 5.8S ribosomal RNA gene. and internal o .
% %0 transcribed spacer 2, complete sequence: and 28S ribosomal RNA gene, partial 1262 1262 100.00% 0] 8500%|HQ643761.2

H9-05-28S D2C2
FRE & : Limit to sequences from type material

Max
HE lslcé:% Description s"i:)r(e 1221 233’; E value Ident Accession
<NRfsE
1 1 Nannochloropsis gaditana strain SAG2.99 288 ribosomal RNA gene, partial sequence 193 193 36.00%| 3.00E-46 86.00%|FJ030880.1 |RIEER %
2 2 [Paraglomus occultum INVAM IA702 28S rRNA gene, partial sequence; from reference material 187 187]  64.00%| 1.00E-44]  78.00%|NG 027567.1 |EE
3 3 |Developayella elegans strain CCAP1917/1 28S ribosomal RNA gene. partial sequence 183 183]  79.00%| 2.00E-43|  76.00%FJ030882.1 |BAE
4 4 |Sporobolomyces dimmenae gene for LSU rRNA, partial sequence, strain: JOM 8762 69! 69 00’ . 00E-39 93.00%|AB644404.1 |EE
5 4 [Spo-obolomyoes corallinus genes for 185 rRNA. ITST, 585 rRNA. [TS2. 283 rRNA partial and complate sequence 69 69 00%| 5.00E-39]  93.00%[AB638335.1 |H &
6 6  [Pseudobaeospora wipapatiae SFSU DED 8605 285 rRNA gene, partial sequence; from TYPE material 67 67 00%] 2.00E-38]  86.00%NG 060108.1
7 6 |Pseudobacospora wipapatiae voucher DED 8605 258 large subunit ribosomal RNA gene, partial sequence 67 67 .00%| 2.00E-38|  86.00%|KC464330.1
8 8  |Afrocastellanoa ivoryana OSC 150014 28S rRNA gene. partial sequence: from TYPE material 161 161 33.00%] 8.00E-37 85.00%|NG_058535.1
9 8 Afrocastellanoa ivoryana voucher OSC 150014 28S ribosomal RNA gene, partial sequence 161 161 33.00%| 8.00E-37 85.00%|KX685720.1
10 8  |Borofutus dhakanus HKAS 73785 28S rRNA, partial sequence; from TYPE material 161 161 33.00%| 8.00E-37 85.00%|NG 042663.1
1 8 Spongiforma squarepantsii voucher LHFB14 28S ribosomal RNA gene. partial sequence 161 161 33.00%| 8.00E-37 85.00%|HG724509.1
12 8  [Spongiforma thailandica BBH DED 7873 28S rRNA, partial sequence; from TYPE material 161 161 33.00%| 8.00E-37| 85.00%|NG 042464.1
13 13 |Minimedusa polyspora strain GBS 113.16 large subunit ribosomal RNA gene. partial 158 158]  33.00%| 1.00E-35] 84.00%|MH866167.1
14 13 |Malassezia equina CBS 9969 285 rRNA gene, partial sequence: from TYPE material 158 158] 34.00%) 1.00E-35| 84.00%|NG 060248.1
15 13 |Phyllozyma linderae CBS 7893 28S rRNA gene, partial sequence; from TYPE material 158 158 32.00%| 1.00E-35| 85.00%|NG 058372.1
16 13  [Phyllozyma coprosmicola CBS 7897 285 rRNA gene, partial sequence; from TYPE material 158, 158  32.00%| 1.00E-35] 85.00%|NG_058371.1
17 13 |Phyllozyma subbrunnea CBS 7196 28S rRNA gene, partial sequence: from TYPE material 158 158 32.00%| 1.00E-35 85.00%|NG_057732.1
18 13 |Minimedusa polyspora CBS 113.16 285 rRNA gene, partial sequence; from TYPE material 158 158 33.00%| 1.00E-35] 84.00%|NG 057640.1
19 13 |Phyllozyma subbrunnea culture CBS:7196 large subunit ribosomal RNA gene, partial sequence 158 158 32.00%| 1.00E-35| 85.00%|KY108779.1
20 13 |Phyllozyma linderae culture CBS:7893 large subunit ribasomal RNA gene, partial sequence 158, 158]  32.00%| 1.00E-35] 85.00%|KY108777.1
21 13 [Phyllozyma coprosmicola culture GBS:7897 large suburiit. ribosomal RNA gene, partial sequence 158 158]  32.00%| 1.00E-35]  85.00%|KY108776.1
22 13 |Minimedusa polyspora gene for 28S rRNA, partial sequence, strain: CBS 113.16 158 158 33.00%| 1.00E-35| 84.00%|AB972779.1
23 13 [Malassezia equina strain MA 146 26S ribosomal RNA gene. partial sequence 158 158 34.00%| 1.00E-35[  84.00%|AY743621.1
24 13 [Sporobolomyces subbrunneus isolate AFTOL-ID B58 258 large subunit risosomal RNA gene, partial sequence 58! 58 00%| 1.00E-35 85.00%|AY745717.
25 13  [Phyllozyma subbrunnea strain CBS 7196 26S ribosomal RNA gene, partial sequence 58 58 .00%| 1.00E-35 85.00%|AF189997.1 |
26 13 |Phyllozyma linderae strain CBS 7893 26S ribosomal RNA gene, partial sequence 58 58, 00%| 1.00E-35| 85.00%|AF189989.1 |
27 13 |Phyllozyma coprosmicola strain CBS 7897 26S ribosomal RNA gene, partial sequence 58! 5 .00 .00E-35 5.00%| AF189981.
28 13 |Sporobolomyces linderae 268 ribosomal RNA gene, partial sequence 5 5 00%| 1.00E-35) 5.00%| AF207890.
29 29 [Hydnum voucher KD-MEH 17-005 large subunit ribosomal RNA gene. partial sequence 5 5 00%| 4.00E-35) .00%|MG972970.1
30 29 |Geestrum verrucoramulosum INPA 264956 285 rRNA gene, partial sequence: from TYPE material 5 5 ,00%| 4.00E-35 4.00%[NG 060680.1
31 29 |[Clavulina ossea URM 89970 28S rRNA gene, partial sequence; from TYPE material 56 56] 00%) 4.00E-35 4.81%|NG 058957.1
32 29  [Clavulina ossea culture URM<BRA>:89970 large subunit ribosomal RNA gene. partial sequence 5 5l .00%) 4.00E-35 4.81%|KX811197.1
33 29  [Geastrum verrucoramulosum voucher INPA264956 25S ribosomal RNA gene, partial sequence 15 15 UO%I 4.00E-35 4.38%|KX670831.1
34 29  |Burgella flavoparmeliae strain JL192-01 255 large subunit ribosomal RNA gene, partial sequence 151 15 2.00%| 4.00E-35) 4.81%|DQ915469.1
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1 1 [Ghlorellidium tetrabotrys strain SAG811-1 28S ribosomal RNA gene, partial sequence 215 215  48.00%| 6.00E-53 84.21%|FJ030881.1 | H#E
2 2 Flmlcolochvtrlum Jonesii JEL 569 28S rRNA gene, partial sequence: from TYPE material 206 206 48.00%| 4.00E-50 83.56%|NG 060391.1 |HE
3 2 ium jonesii voucher JEL569 28S large subunit ribosomal RNA gene, partial sequence 206 206 48.00%| 4.00E-50 83.56%|HQ901681.1 |H&
4 4 [Geranomyces varisbilis voucher MPO3 28S large subunit ribosomal RNA gene, partial sequence 200 200]  48.00%| 2.00F-48] 83.33%[HQ901692.1 |H &
5 5  [Thoreauomyces humboldtii JEL 95 28S rRNA gene, partial sequence; from TYPE material 198 198] 48.00%| 7.00E-48 83.19%|NG 059938.1 | A E
6 5  [Thoreauomyces humboldtii voucher JEL95 28S large subunit ribosomal RNA gene, partial sequence 198 198|  48.00%| 7.00E—48 83.19%|HQ901662.1
7 5 |[Spizellomyces acuminatus 28S ribosomal RNA (LSU) gene, partial sequence 198 198 48.00%| 7.00E-48 83.11%[JN941010.1
8 5 Phlyctochytrium africanum voucher CBS 454.65 28S ribosomal RNA gene, partial 198 198 48.00%| 7.00E-48 83.11%[FJ827693.1
9 9 [Holtermanniella wattica CBS 9496 28S rRNA gene. partial sequence; from TYPE material 96 96 48.00%| 2.00E-47 82.89%[NG 058307.1
10 9 Holtermanniella wattica culture CBS:9496 large subunit ribasomal RNA gene, partial sequence 96 96 48.00%| 2.00E-47 82.89%[KY107874.1
1 11 [Fimicolochytrium alabamae JEL 538 28S rRNA gene, partial sequence: from TYPE material 95 95 48.00%| B.00E—47 82.67%[NG 060390.1
12 11 |Fimicolochytrium alabamae voucher JEL538 28S large subunit ribosomal RNA gene, partial sequence 95 95 48.00%| 8.00E-47 82.67%[HQ901669.1
13 11 [Gorgonomyges haynaldii BAFC ARG 026 28S rRNA, partial sequence: from TYPE material 195 195 47.00%| 8.00E-47 83.11%[NG 042448.1
14 14  [Ceriporiopsis semisupina BJFC Cui 10222 28S rRNA gene, partial sequence; from TYPE material 193 193] 48.00%| 3.00E-46|  82.68%|NG_064354.1
15 14 Ceriporiopsis sp. CLZ-2014 voucher Cui 10222 28S large subunit ribosomal RNA gene, partial sequence 9 93! 48.00%| 3.00E-46 2.68% [KF845949.1
16 14 |Sonoraphlyctis ranzonii DAOM BR 060 28S rRNA, partial sequence; from TYPE material 9 93 48.00%| 3.00E—-46 2.74% NG _042454.1
17 17 |Basidioascus undulatus strain CBS 133763 large subunit ribosomal RNA gene. partial sequence 9 91 48.00%| 1.00E-45 2.46%|MH877552.1
18 17  [Piskurozyma taiwanensis CBS 9813 28S rRNA gene. partial sequence; from TYPE material 9 91 48.00%| 1.00E-45 2.46%|NG _058375.1
19 17 |Goffeauzyma gastrica GBS 2288 28S rRNA gene, partial sequence; from TYPE material 9 91 48.00%| 1.00E-45 2.46%|NG_058296.1
20 17  [Goffeauzyma aciditolerans CBS 10872 28S rRNA gene, partial sequence; from TYPE material 191 191 48.00%| 1.00E-45 82.46%[NG 058295.1
21 17 [Sol ozyma aetia culture CBS:155 large subunit ribosomal RNA gene, partial sequence 191 191 48.00%| 1.00E-45 82.46%|KY109666.1
22 17  |Piskurozyma taiwanensis culture CBS:9813 large subunit ribosomal RNA gene, partial sequence 91 191 48.00%| 1.00E-45 82.46%[KY108934.1
23 17  |Piskurozyma cylindrica cutture CBS:8680 large subunit ribosomal RNA gene, partial sequence 91 191 48.00%| 1.00E-45 82.46%[KY108932.1
24 17 |Naganishia glabosa culture CBS:5106 large subunit ribosomal RNA gene, partial sequence 1 48.00%| 1.0 45  46%|KY108616.
25 17 [Naganishia friedmannii culture CBS:7160 large subunit ribosomal RNA gene, partial sequence 48.00%| 1.00E-45  46%|KY108613.1 |
26 17  |Goffeauzyma gastrica culture CBS:2288 large subunit ribasomal RNA gene, partial sequence 48.00%| 1.00E-45 .46%|KY107764.
27 17  |Goffeauzyma aciditolerans culture CBS:10872 large subunit ribosomal RNA gene, partial sequence 48.00%| 1.00E-45 .46% [KY 107
28 17  |Filobasidium wieringae culture CBS:1337 large subunit ribosomal RNA gene, partial sequence 48.00%| 1.00E-45 .38%|KY107
29 17 Fllobasld\um magnum culture CBS:140 large subunit ribosomal RNA gene, partial sequence 48.00%| 1.00E-45 .38%|KY107
30 17 |F idium globisporum culture CBS:7642 large subunit rit RNA gene, partial sequence 48.00%| 1.00E-45 ' 38%[KY107713.
31 17  [Filebasidium floriforme culture CBS:6241 large subunit ribosomal RNA gene, partial sequence 48.00 .00E—-45 .38% [KY 107703,
32 17 [[Cryptococcus] consortionis culture CBS:7159 large subunit ribosomal RNA gene, partial sequence 9 48.00%] 1.00E-45 . 46%[KY106981.
33 17 [[crvptococcus] abidus var. ovalis culture CBS:5810 large subunit ribosomal RNA gene. partial sequence 9 48.00%| 1.00E-45 .46% KY€
34 17 [[Cryptococcus) albidus var. kuetzingii culture CBS:1926 Jarge subunit ribosomal RNA gene, partial sequence 9 48.00%| 1.00E-45 46%|KY 1
35 17  |Geminibasidium hirsutum DAOM 241969 28S rRNA, partial sequence; from TYPE material 9 48.00 .00E-45 46%|NG
36 17  [Geminibasidium donsium DAOM 241966 28S rRNA. partial sequence; from TYPE material 9 48.00%| 1.00E-45 .46% NG _04
37 17  [Basidi magus DAOM 241948 28S rRNA, partial sequence; from TYPE material 9 48.00 .00E-45 .46% NG _04 3
38 17 [Basidioascus undulatus DAOM 241956 28S rRNA, partial sequence: from TYPE material 191 191 48.00%| 1.00E-45 82.46%[NG 042692,
H9-06-185
. RS R AL B RIK
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[ ia paludosa isoleto L431 18S ribosomal RNA gore, par-ial sequence|  2121]  2121] 100004 58.00|K: ol ERVLZ)
2 2 is ornata isolate 27D 183 ribosomal RNA gene. partial sequence | 2104] 2104 100.00% 98.004K ina_[Bacilla ilariophyci EV 2951
3 2 [Cntomona s omata strain 144 18S smal subinit ribosomal RNA geta. partial secusrca | 2104]  2104] 100,004 98 om EI, 2]
4 3 [Entorioncs mivls voucher PMFTZEN 185 srell suburvt ribosamal RUA zene. partil soquencs 98 00k [M ! acilar ERZE]
5 3 [Fntomaneis of. alata strain XmmBS2 185 ribosamal RNA gene, partial sequence. 98,00 ENYY 2]
6 3 [Entomoneis punctulata isclate DHmmAW3 18S ribosomel RNA gene, parcial sequence 98.00%/K| XTI
7 3 [Entomonsis punctulsta isolate DHmmIW1 [8S ribosomal RNA gene, par-ial ssauence 98,004 0 ENSL )
8 3 [E GCMP2396 18S ribosomal RNA gene, p: sequence 98.00%/KI B Zir]
9 9 [Entomoneis sp. isolate B3A 18S ribosomal RNA gene. partial sequence 98.00[KX120691.1_| RLTATY
10 10 [Entormone s sp. sirain SAI8 Ento-Cl sval subunit ribosomal RNA goe, parial seauence 98,00 . Surirellales /37 1%
11 10 [Epithemia argus strain Xmm11S3 1S ribosoma RNA gene, partial seqence 98 00%]K Rh ALY
12 10 [Entomoneis ounctuluta strain NZmir1S1 188 ribosomal RNA gene, partl sequence 98.00]KY054950.1 523 agilla rirellales /7 {3
13 10 |Entomoneis aunctulata strain Xmm?28W1 |8 rizozomal RNA gene.oartial sequence 98 00} A 2]
14 10 [Entomoneis aunctulata strain Xmm21S] 1BS ribosomal RNA gene. partial sequence 98,004 = s D TALID
15 10 [Entomoneis sunctulata strain Xmm5S2 185 rioosomal RNA gene. sartial sequence 98,00%(KY054956.(_| ENZ 2]
16 10 [Cotemaneis gunctulata strain Xmm15S2 185 ribosomal RNA gane_ partial sequance 98.00[KY054954.1_| T AV
17 10 [Entomoneis ornata stra n XmmsS1 185 ribosomal RNA gene. partial sequence 58.004[KY054952.1 |==2F D ENLZ )
18 10 [Entomoneis punctulata irolate Xmm2651 185 rihonomal RNA gene, partial saquenae a8, om’—b pl ERY ZVr]
19 10 [Entomoneis punctulats isolate Xmm3953 185 ribosomal RNA ger 98,00[K| 3 RS2 ]
20 10 [Enlomwnwis punctulita isolils Xom3453 1 98.00%|KU561187.1 | A
21 10 [Cntomoneis sunctulata isolate Xmr11WS 165  bosomal RNA gene, par 93, um i D! ERVY 2]
22 10 [Amphiprora oaludosa isolate mXm1752 188 ribosomal RNA gene, oartial sequence] 98, 00K PE X2 Dirl:]
23 10 [Entomonsis punctulata isolate Xmm23W1 1AS ribusoma RNA sene. artial sequence 98.00[K o = i BN 2]
2410 O0IKIIS61167.1 [, i EN Z -]
25 10 [Amoriorora paludosa var. hva ina isolete Amm39S4 185 ribosomal RNA gene. patl seauenc Ok p acillar i 237478
26 10 |Anphiprora paludoss var. hya ina isolate X 583 18S ribosamal RNA gere, garlial seauence. 00%[KUS61161.1_| pl i TRTAYIE
27 10 [Entomoneis ormata isolate XmmadST 1BS rbosomal RNA gene, partial sequence 00%|KU561144.1 | acillar i EN EPT=]
28 10 [Amprirors paudoss var. hya ins solats Nmml 551 188 nbosomal KNA gene. pa-tal ssquenze 5,00 p PEL 2 DL
28 10 [Cntomonsis punctulais isclate DI immAW2 1BS ribosomal RNA gens, parcial sequence 98 00¢| pl i ETZ E ]
30 11 [Frtomonsis cf. alata 18S rRNA gena. clone p§40 98.00k] BV E ]
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1 1 [Entomoneis omata isolate 270 285 ribosomal RNA gene, partial sequence |  604|  604| 100.00%| ks 61.004|KX120361.1 [FEoe i Surirellales /7 AI
2 1 [Entomoneis omata isolate 14A 283 ribosomel RNA gene. partiel sequence | 604 604] 100.00%) i i i idae [Surirellales /7 AY
3 3 [Entomonais pa udosa isolate L431 28S ribosomal RNA gene, patial sequenca 0.00%} KX120357. B Surirellales /3T (VB R
4 4 [Entomoneis sp. iso ate 3564.EL.1 28S -ibosomal RNA gene. partial scquence 6.0 KX120265. Surirellales A /I E
5 5 [Protokeelia bassonii_solate 3564 A20 285 ribosoma RNA gene, partial sequence 0,00 [KX120350. % E i S HET LI,
6 6 [Entomoneis sp. isolate OCA 235 ribosomal RNA zene, partial seqience 00| sttt 69 005[KX120355 1 [F a2 irirellales AV
7 7 [Surivela of.pinnata isclaze 34C 285 ribosomal RNA gene. partia_sequence. .00%) KX120394. ki rirellales TAJY
8 B [Suri-ela brightwelli isclate COMP3162 235 ribosomal RNA geno pa-tial sequence .00%) (X120391. a rirellales Z)
9 8 [Surirells brightwelli isolate L1758 28S -bosomal RNA gene. partial sequerce ,00%) K X120350. a rirellales AT
10 8  [Entomonsis sp._strain 995K2-4 lorge oubunit rivosoral RNA gene. partia_sequence 00| ettt 89.005|AFA17683. 3 a rirellales AV
11 11 [Entomonais sp isolate B3A 285 ribosomal RNA gane, partial saguance 0% KX120360. rirallales V-]
12 12 [Surivela angusta isolate nyoSur 285 ribosomal RNA gonc. partial sequence .00} KX120400. rirellales TAIT
13 12 [Surirella sp isalate 182 78S ribosomal RNA gene, partial sequence 00} KX120395 = rirellales A7
14 12 [Carmpylodiscus sp._solaze GGGT30 28S ribosomal RNA gene. partial sequence .00%) [KX120375.1 rirellales TAIY
15 12 [Suirella angusta strain WG2 268 r bosomal RNA gene, partiel sequence .00 rirellales V]
16 16 [Suriela brebissoni isolate KR1 78S ribosomal RNA gane, partial sequence 007 KX120397. rirellales T AI
1716 [En 285 ribosoms! RNA gere. partiol vec sere .00} KX120359. rirellales DL
1818 3 isolate B60O 28S ribosomal RNA gene, partial sequence .00%) [KX120123 rirellales A
19 12 [Surrela sa.1 ECR-2011 isclate LG99 285 ribosomal RNA gee, pa-tial sequence 00%| sé###ts|_ 89.005]JX032888. rirellales A
20 20 [Surirellz ovalis var. apioulata isclate L295 265 -ibosomal RNA gene. partial sequence .00%| rirellales TAJ%
21 20 (Suriel a minuta isolate JGOHS5 28S ricosomal RNA gene, partial saguence 007 A 3 2 rirellales AV
22 22 [Surirella helissela isolate LO 120 263 ribosomal RNA gene, partial sequence. .00%| #8800 XD32882. rirellales T oI
23 23 [Surirella icone o isolate LO159 28S ribosomal RNA gene, patial sequence .O0%| wmiid|  88005|UX032363 1 [FE% a rirellales 77
24 24 |[Surirella sp. isolste LS1 23S ribosomal RNA gene. partial sequence .00%) KX120399, rirelales TAI
25 24 [Campylodisous cp. isolate GCGT6 285 ribosomal RNA gone. partial sequence .00} KX120372, 1 [E£3 ™ rirellales 7407
26 26 [Cymatopleura solea isolate B4B4 ZBS ribosomal RNA gene, partial sequence .00%) I rirellales TATY
27 26 [Surirella sp. isolate 27G 2BS nbosomal RNA gene, partial sequence .00%) [KX120293. 3 _rirellales T4
28 23 [Suricela of. spiralis isolate D568 28BS ribosomal RNA gene. partial sequence 0%} K)X120422. rirellales A
29 29 [Cymatopleura solea strain L1348 285 ribosomal RNA gere, partial sequence 0%| ittt 88.005]UX032942. h arirellales T AI
30 30 [Cymatopleura solea isclate L1453 285 ribosoral RNA gene. partial secuence .00 KX120381. rirellales e Z L]
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Vannella septentrionalis 18S ribosomal RNA gene, partial sequence;
1 1 [internal transcribed spacer 1, 5.88 ribosomal RNA gene. and internal 31 311| 42.00%| 1.00E-80|  88.00%|GUODT161.1 7 A—/3
ranscribed spacer 2, complete sequence; and 28S ribosomal RNA gene,

2 2 |Glomus sp. MUCL 43205 28S rRNA gene, strain MUCL 43205, clone 11 41.00%| 1.00E-36 %[AJB54611.1 |EH
3 3 |Rbizophagus irreguleris partiel 28S rANA gene. strain DAOMZZ9456. isolate spore 3, clone 03LZ 16 9. 41.00%| 5.00E-35 HF969006.1 |R&
4 3 [Rhizophagus irregularis partial 285 rRNA gene, strain DAOM229456, isolate spore 3 clone 03L2.16.8 41.00%| 5.00E-35 HF969005.1 |EM™
5 3 |Rhizophagus irregularis partial 285 rRNA gane. strain DAOM228456, isclate spore 3, clone 0312167 41.00%| 5.00E-35 %|HF969004.1 | B
6 3 [Rhizophagus irropulris partiel 285 rRNA gonc. strain DAOM2294G8, isolate spore 2 clone 03L2.7.22 41.00%| 500E-35|  79.00%|HF968997.1 |EH
7 3 [Rhizophagus irregularis partial 285 rRNA gene. strain DAOM229456, isolate spore 2. clone 03L2 7 5. 41.00%| 5.00E-35 7 i [HF968996.1 |
8 3 [Rbizophagus irregularis partial 205 rRNA gene, strain DAOM229456, isolate spore 2 clone 03L2.7 14 41.00%| 5.00E-35 7! %[HF968994.1 |EM
9 3  [Glomus so. MUCL 41833 28S rRNA gene, strain MUCL 41833, clone 11 41.00%| 5.00E-35 i | AJB54654.1 | B
10 3 |Glomus sp. MUCL 41833 28S rRNA gene, strain MUGL 41833, clone 10 41.00%| 5.00E-35 79.00%|AJ854653.1 |EH
1 3 |Glomus sp. MUCL 41835 283 rRNA gene, strain MUCL 41835, clons 41.00%| 5.00E-35 79.00%[AJ854641.1 |RE
12 3 |Glomus sp. MUCL 41835 28S rRNA gene. strain MUCL 41835, clone 41.00%| 5.00E-35 79.00%[AJ854640.1 |E ™
13 3 |Glomus sp. MUCL 43207 28S rRNA gene, strain MUCL 43207, clone 3 41.00%| 5.00E-35 79.00%[AJB54625.1 | B
14 3 |Glomus sp. MUCL 43206 28S rRNA gene, strain MUCL 43206, clone 10 41.00%| 5.00E-35 79.00%[AJ854622.1 | &
15 3 |Glomus sp. MUCL 43206 28S rRNA gene, strain MUGL 43206 clons 9 41.00%| 5.00E-35 79.00%[AJ854621.1 |3 E
16 3 |Glomus sp. MUCL 43206 28S rRNA gene, strain MUGL 43206 clons 6 41.00%| 5.00E-35 79.00%[AJ854618.1 | BT
17 3 |Glomus sp. MUCL 43208 28S rRNA gene. strain MUGL 43206. clone 41.00%| 5.00E-35 79.00%[AJB54617.1 | ™
18 3 |Glomus sp. MUCL 43206 28S rRNA gene, strain MUCL 43206, clone 2 41.00%| 5.00E-35 79.00%[AJB54614.1 | B
19 3 |Glomus sp. MUCL 43206 28S rRNA gene, strain MUGL 43206, clone | 41.00%| 5.00E-35 79.00%[AJ854613.1 | &
20 3 |Glomus sp. MUCL 43205 28S rRNA gene, strain MUGL 43205, clone 6 41.00%| 5.00E-35 79.00%[AJ854606.1 |3
21 3 [Glomus so. MUCL 43205 28S rRNA gene. strain MUGL 43205, clone 2 41.00%| 5.00E-35 79.00%|AJ854602.1 |1
22 3 |Glomus sp. MUCL 43205 28S rRNA gene, strain MUCL 43205, clone 1 41.00%| 5.00E-35 79.00%[AJB54601.1 | BT
23 3 |Glomus sp. MUCL 43204 28S rRNA gene, strain MUGL 43204, clone 5 41.00%| 5.00E-35 79.00%|AJ854597.1 | &
24 3 |Glomus sp. MUCL 43204 28S rRNA gene, strain MUGL 43204, clone 3 41.00%| 5.00E-35 79.00%[AJ854596.1 |3
25 3 |Glomus sp. MUCL 43204 28S rRNA gene. strain MUCL 43204, clone 2 41.00%] 5.00E-35 79.00%[AJB54595.1 |FLT
26 3 |Glomus sp. MUCL 43203 28S rRNA gene, strain MUCL 43203, clone 11 41.00%| 5.00E-35 79.00%[AJ854593.1 | B
27 3 |Glomus sp. MUCL 43203 28S rRNA gene, strain MUGL 43203, clone 8 41.00%| 5.00E-35 79.00%[AJ854591.1 | &
28 3 |Glomus sp. MUCL 43203 28S rRNA gene, strain MUGL 43203, clone 7 41.00%| 5.00E-35 79.00%[AJ854590.1 |
29 3 |Glomus sp. MUCL 43203 28S rRNA gene. strain MUCL 43203 cleone 1 41.00%] 5.00E-35 79.00%|AJB54584.1 | ST
30 30 op. TRNASS ico ata TRH 488 lerga subunt ribosomal RNA gans, part al saquence 39.00%| 7.00E-34|  79.00%|FJ358262.1 |B
31 30 |Glomus sp. MUCL 43205 28S rRNA gene, strain MUCL 43205, clone 4 41.00%| 1.00E-33 78.57%[AJ854604.1 |EH
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Fistulifera solaris gene for 185 ribosomal RNA. partial sequence

[Pedospumella encystans voucher B 40 0040671 18S ribosomal RNA gene, partial sequence

524| 1524

Chlorellidium tetrabotrys strain SAG811-1 188 ribosomal RNA gene, partial sequence

519] 1519

886| 1888

95.00%)

90.00%)

89.00%

Heterococcus fuornensis partial 183 rRNA gene. strain SAG 835-5

507| 1507

Heterococcus caespitosus partiel 188 rRNA gene, strain SAG 835-2a

507| 1507

Sphasrosorus composita partial 185 rRNA gene strain SAG 53.91

507| 1507

Bumilleriopsis pyrsnoidosa partial 185 rRNA gene, strain SAG 69.90

[Nar nocHcrepsis mnetics ctrsin SAG 1099 cuture colleczien SAGIE.99 85 besomal ANA gene. pardal sequence

489| 1489
1483] 1483

89.00%)

89.00%)

89.00%)

89.00%)

89.00%)

karnillae ctrain SAG 2056 18S ribceomal RNA gene, partial sequance

1467|1467

AB769957.1

AY651083.1

FJ030892.1

AM490821.1

Viecheria helvetica strain SAG 8761 |BS ribosomal RNA gene, complete sequence

1463]

vischeri isolate SAG 860~ 18S rivosomal RNA gene. complete sequence

Eustigmatos polyohem strain SAG 38.84 18S ribosomal RNA gene. complete sequence

Spumella vulgaris isolate 199hm 18S ribosomal RNA gene. partial sequence

Monodus unipapilla partial 18S rRNA gene, strain SAG 8.83

Ochromonas danica strain SAG933.7 18S ribosomal RNA gene, partial sequence

[Bumilleriopsis peterseniana partial 188 rRNA gene, strain SAG 809-3

slolololololelslololelelelele|e

89.00%|EF044311.1
89.00%|JX188080.1
89.00%|JX274590.1

JX188077.1
D0388552.1
AM490827.1

JQ281514.1

AJ579331.1

Pythium insidiosum 188 ribosomal RNA gene. partial sequence

simulans strain CCMP 1996 188 ribosamal RNA gene, partial sequence

Pelagospilus aureus strain COMP1410 188 ribosomal RNA gene. partial sequence

Ol d opsis heterosiphon ae isolate KNU-M-omc# 188 ribosome RNA gene. partial sequence

Sergassococeus epiphyticus strain GGMP1995 18S ribosomal RNA gene, partiel sequence

Pythium grandisporangium strain CBS 286.79 18S ribosomal RNA gene,
partial sequencs; intsrnal transcribed spacer 1, 5.85 ribosomal RNA gene,
and internal transcribed spacer 2, complete sequence: and 28S ribosomal
RNA gene, partial sequence

86.00%

0% | AF269981.1
MF927481.1

MF927478.1

AY598692.2

Lagenidium giganteum . caninum isolate C13-AK202 small suburit
ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85
ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence; and large subunit ribosomal RNA gene, partial sequence

1801 1301

100.00%

86.00%)

KF915305.2

Pythium parvum strain CBS 225.88 18S ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.83 ribosomal RNA gene, and
internal transcribed spacer 2, complete sequence: and 28S ribosomal RNA
gene. partial sequence

1301 1301

100.00%

86.00%

AY598697.2

Pythium aquatile strain CBS 215.80 183 ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and
internal transcribed spacer 2, complete sequence; and 288 ribosomal RNA
gene, partial sequence

1301 1301

100.00%

86.00%

AY598632.2

Pythium plurisporium strain GBS 100530 188 ribosomal RNA gens, partial
sequencs: intsrnal transcribsd spacer 1, 5.83 ribosomal RNA gene, and
internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA
gene, partial sequence

1299 1299

100.00%

86.00%

AY598684.2

Pythium deliense strain CBS 314,33 185 ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and
internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA
gene, partial sequence

1297(  1297]

100.00%

86.00%)

AY598674.2

Pythium pyrilobum strain GBS 158,64 18S ribosomal RNA gens, partial
sequence; internal transcribed spacer 1, 5.83 ribosomal RNA gene, and
internal transcribed spacer 2, complete sequence: and 28S ribosomal RNA
gene. partial sequence

1201 1201

100.00%

86.00%)

AY598638.2

Pythium aphanidermatum strain CBS 118,60 188 ribosomal RNA gere,
partial sequence; internal trenscribed spacer 1, 5.85 ribosomal RNA gene.
and internal transcribed spacer 2, complete sequence; and 288 ribosomal
RNA gene, partial sequence

1291 1291

100.00%

86.00%

AY598622.2

Pythium rostratifingens voucher CBS115464 188 ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene,
and internal transcribed spacer 2, complste sequence: and 283 ribosomal
RNA gene, partial sequsnce

1275|1275

100.00%

86.00%

HO843761.2
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Nannochloropsis gaditana strain SAG2.99 28S ribosomal RNA gene, partial secuence 189 189 40.00%| 3.00E-45| 86.00%|FJ030880.1 |RIERR Mm%
Developayella elegans strain CCAP1917/1 28S ribosomal RNA gene, partial 172 172 59.00%| 3.00E-40 79.00%|FJ030882.1 |BRE&T
Sporobolomyces dimmenae gene for LSU rRNA, partial sequence, strain: JCM 8762 169 169 26.00%| 4.00E-39| 93.00%|AB644404.1 |B[&
[Sparcbolomyces corallinus ganes fo- 185 rRNA, ITS1, 5,88 rRNA. [TS2. 28S rRNA. partial and complete sequence 169 169 26.00%| 4.00E-39| 93.00%|AB638335.1 EE
Paraglomus occultum INVAM IA702 28S rRNA gene, partial sequence: from reference material 167 167 41.00%| 2.00E-38|  83.00%|NG_027567.1 | A&
Pseudobasospora wipapatias SFSU DED 8805 28S rRNA gene, partial sequence; from TYPE mazerial 163 163 25.00%| 2.00E-37 93.00%|NG_060108.1
Pseudobaeospora wipapatiae voucher DED 8605 25 large subunit ribosomal RNA gene, partial sequence 163 163 25.00%| 2.00E-37 93.00%|KC464330.1
Afrocastellanoa ivoryana OSG 150014 28S rRNA gens, partial sequence; from TYPE material 158 158 25.00%| 1.00E-35]  92.00%|NG_058595.1
Afracastellanoa ivoryana voucher OSC 150014 28S ribosomal RNA gene, partial sequence 158 158 25.00%| 1.00E-35[ 92.00%|KX685720.1
Borofutus dhakanus HKAS 73785 28S rRNA, partial sequence; from TYPE material 158 158 25.00%| 1.00E-35 92.00%|NG 042663.1
Spongifarma squarepantsii voucher LHFB14 28S ribosomal RNA gene, partial sequence 158 158 25.00%| 1.00E-35 92.00%|HQ724509.1
Spongiforma thailandica BBH DED 7873 28S rRNA. partial sequence: from TYPE material 158 158 25.00%| 1.00E-35| 92.00%|NG. 042464.1
Phyllozyma linderae CBS 7893 28S rRNA gene, partial sequence; from TYPE material 156 156 25.00%| 3.00E-35 92.00%|NG_058372.1
Phyllozyma coprosmicola CBS 7897 288 rRNA gene. partial sequence; from TYPE material 156 156 25.00%| 3.00E-35]  92.00%|NG_058371.1
Phyllozyma subbrunnea CBS 7196 23S rRNA gene, partial sequence; from TYPE material 156 156 25.00%| 3.00E-35]  92.00%|NG_057732.1
Phyllozyma subbrunnea culture GBS:7196 large subunit ribosomal RNA gene, partial seuence 156 156 25.00%| 3.00E-35] 92.00%|KY108779.1
Phyllozyma linderae culture CBS:7893 large subunit ribosomal RNA gene, partial sequence 156 156 25.00%| 3.00E-35] 92.00%)KY108777.1
Phyllozyma caprosmicola culture CBS:7897 large subunit ribosomal RNA gene, partial sequence 156 156 25.00%| 3.00E-35 92.00%|KY108776.1
[Sporobo omyces subbrunneus isolate AFTOL-ID 858 258 large subunit rivosomal RNA gene, partial sequence 156 156 25.00%| 3.00E-35 92.00%|AY745717.1
Phyllozyma subbrunnea strain CBS 7196 26S ribosomal RNA gene, partial sequence 156 156 25.00%| 3.00E-35] 92.00%|AF189997.1
Phyllozyma linderae strain CBS 7893 26S ribosomal RNA gene. partial sequence 156 156 26.00%| 3.00E-35 92.00%|AF189989.1
Phyllozyma coprosmicola strain CBS 7897 26S ribosomal RNA gene, partial sequence 156 156 25.00%| 3.00E-35[ 92.00%|AF189981.1
Sporobolomyces linderae 26S ribosomal RNA gene, partial sequence 156 156 2500%| 3.00E-35] 92.00%|AF207890.1
Minimedusa polyspora strain CBS 113.16 large subunit ribosomal RNA gene, partial sequence 154 154, 25.00%| 1.00E-34| 91.00%|MH866167.1
Hydnum berkeleyanum voucher KD-MEH 17-005 large subunit ribosomal RNA gene, partial sequence 154 154 25.00%| 1.00E-34 91.00%|MG972970.1
Geastrum verrucoramulosum INPA 264956 28S rRNA gene, partial sequence; from TYPE material 154, 154] 25.00%| 1.00E-34] 91.00%|NG 060680.1
Mal ia equina CBS 9969 28S rRNA gene, partial sequence; from TYPE material 154] 154] 37.00%| 1.00E-34] 84.00%|NG 060248.1
Clavulina ossea URM 89970 288 rRNA gene. partial sequence: from TYPE material 154/ 154/ 25.00%| 1.00E-34| 91.00%|NG 058957.1
Anthracoidea pamiroalaica KRA F=2012-146 285 rRNA gene, partial sequence; from TYPE material 154 154 25.00%| 1.00E-34 92.00%|NG 058578.1
Minimedusa polyspora GBS 113.16 28S rRNA gene, partial sequence; from TYPE material 154 154] 25.00%| 1.00E-34 91.00%|NG_057640.1
Clavulina ossea culture URM{BRA>:89970 large subunit ribosomal RNA gene. partial sequence 154 154 25.00%| 1.00E-34] 91.15%|KX811197.1
verr losum voucher INPA264956 258 ribosomal RNA gene, partial sequence 154 154] 25.00%| 1.00E-34] 91.15%|KX670831.1
Anthracoidea pamiroalaica voucher KRA large suburnit ribosomal RNA gene, partial sequence 154 154] 25.00%| 1.00E-34 91.82%)KT006854.1
Minimedusa polyspora gene for 28S rRNA, partial sequence, strain: CBS 113.16 154 154 25.00%| 1.00E-34 91.15%|AB972779.1
Burgella flavoparmeliae strain JL192-01 25$ large subunit ribosomal RNA gene, partial sequence 154 154 25.00%| 1.00E-34 91.15%|DQ915469.1
Malassezia equina strain MA 146 26S ribosomal RNA gene, partial sequence 154 154 37.00%| 1.00E-34 83.64%|AY743621.1
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1 1 [Gonidiobolus terrestris GBS 345,65 28S rRNA gene, partial sequence: from TYPE material 150] 150 39.00%| 2.00E-33]  79.00%|NG_064046.1 | =&

2 1 [Conidioholus terrestris strain CBS 345.65 largs subunit ribosomal RNA gene, partial sequence 150 150]  39.00%| 2.00E-33 79.00%|MH870240.1 | =M

Cladophialophora sylvestris strain CBS 350.83 18S ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, . o =

3 ! and internal transcribed spacer 2, complete sequence; and 28S ribosomal 150 150 39.00% 200E-33  78.00% EUOISAIT | KM

RNA gene, partial sequence

4 4 |Nullicamyces eucalypti culture CPC:32942 28S ribosomal RNA gene, partial sequence 145 145 39.00%| 1.00E-31]  78.00%|MH327843.1 |RE

Gromochytrium mamkaevae strain CALU x—51 18S ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.88 ribosomal RNA gene, o - o

5 4 and internal transcribed spacer 2, complete sequence; and 28S ribosomal 145 145 39.00%) 1.00E-31 78.00%|KF586842.1 | RE

RNA gene, partial sequence

6 6 |Cladophialophora sylvestris strain CBS 860.83 larse subunit ribosomal RNA sene, partial sequence 143 143 39.00%| 3.00E-31 78.00%|MH873324.1
7 7 Diplococcium mirabile strain GBS 184.58 large subunit ribosomal RNA gene. partial sequence 139 139 39.00%| 4.00E-30 78.00%|MH869282.1
8 7 o mirabile GBS 184.58 285 rRNA gene. partial sequence; from TYPE material 139 139  39.00%| 4.00E-30|  78.00%|NG 059075.1
9 7 [salpingoeca dolichothecata strain ATCC 50858 285 large subunit ribosomal RNA gane, partial sequence 139 139 39.00%| 4.00E-30 77.00%|KT757473.1
10 7 [Cladophialophora minutissima strain GBS 121758 28S ribosamal RNA gene. partial sequence 139 139 39.00%| 4.00E-30  78.00%|KJ636047.1
1 7  [Batrachochytrium salamandrivorans GBS 136744 265 rRNA, partial sequence; from TYPE material 139 139 41.00%| 4.00E-30 77.00%|NG _042774.1
12 7 |Diplocaccium mirabile strain GBS 184.58 2BS large subunit ribosomal RNA gene, partial sequence 139 139  39.00%| 4.00E-30|  78.00%|EF204494.1
13 13 |Sugiyamaella bullrunensis culture CBS:11840 large subunit ribosomal RNA pene, partial sequence 137 137 39.00%| 2.00E-29 78.00%|KY106376.1
14 14 |Veriocladium giganteum strain CBS 508.7( large subunit ribosomal RNA gene. partial sequence 135 135 39.00%] 6.00E-29 77.00%MH872007.1
15 14 |Wickerhamomyces subpelliculosus NRRL Y-1683 28S rRNA gene, partial sequence: from TYPE material 135 135 39.00%| 6.00E-29 77.00%|NG_057173.1
16 14 [Wickerhamomyces subpel iculosus cu ture CES:5767 arge subunit ribosoma RNA gene, partial sequence 135 135 39.00%| 6.00E-29 77.00%|KY110142.1
17 14 |Priceomyces haplaghilus culture CBS:2028 large subunit ribosomal RNA gene, partial sequence 135 135|  41.00%| 6.00E-29]  77.00%|KY108940.1
18 14 [Priceomyces haplophilus NRRL Y-7860 285 rRNA. partial sequence: from TYPE material 135 135  41.00%| 6.00E-29]  77.00%|NG 042633.1
19 14 [Wickerhamomyces subpeliculosus strain NRRL Y=1683 265 ribosomal RNA gene, partial sequence 135 135]  39.00%| 6.00E-29]  77.00%|EF550340.1
20 20 sucalypti culture CPC:31787 2BS ribosomal RNA gene, partial sequence 134 134  39.00%| 2.00E-28|  77.00%|MH327836.1

21 20  |Helicodendron microsporum strain GBS 100149 large subuntt ribosomal RNA gene, partial sequence 134 134 39.00%| 2.00E-28 77.00%|MH874296.1

22 20  [Hslicodendron websteri strain CBS 745.86 large suburit ribosomal RNA gene, partial sequence 134 134 39.00%| 2.00E-28 77.00%|MH874234.1
23 20 |Bimorphospora foliicola strain CBS 22159 large subunit ribosomal RNA gene. partial sequence 134 134|  39.00%| 2.00E-28 77.00%|MH869385.1

24 20  |Conidicbolus rhysosporus ATCG 12588 285 rRNA gene. partial sequence; from TYPE material 134 134]  38.00%| 2.00E-28|  78.00%|NG 058831.1
25 20 |Helicadendron micrasporum CBS 100149 285 rRNA gene, partial sequence; from TYPE matarial 134 134 39.00%| 2.00E-28 77.00%|NG 058155.1
26 20  |Citeromyces matritensis culture CBS:2764 large subunit ribosomal RNA gene. partial sequence 134 134 39.00%| 2.00E-28 77.00%|KY106924.1
27 2 lobatum genomic DNA sequence contains 18S rRNA gene, 134 134 39.00%| 2.00E-28 77.00%|LT558703.1

[TS1. 5.8S rRNA gene, [TS2, 28S rRNA gene, isolate CCF 5200
28 20  |Helicodendron microsporum strain GBS 100149 288 ribosomal RNA gene. partial sequence 134 134  39.00%) 2.00E-28|  77.00%|KRO78441.1

29 20 [Citeromyces nyonsensis partial 265 rRNA gene, strain CLIB 1303 134 134 39.00%| 2.00E-28 77.00%|HF213658.1
30 20 |Coridiobolus rhysosporus strain ATCC 12588 28S ribosomal RNA gene. partial sequence 134 134 38.00%| 2.00E-28 78.00%|JN131540.1
31 20 [Helicodendron microsporum CBS 100149 28S rRNA gene. partial sequence: from TYPE material 134] 134 39.00%| 2.00E-28 77.14%|NG_058155.1
32 20  |Citeromyces matritensis culture CBS:2764 large subunit ribosomal RNA gene. partial sequence 134 134 39.00%] 2.00E-28 77.05%|KY106924.1
Bacillicladium lobatum genomic DNA sequence contains 18S rRNA gene,
3 20 Ii7s1, 585 rRNA gene, ITS2, 28S rRNA gene, isolate CCF 5200 134) 134 39.00% 200B-28) 77.14%|LT558703.1
34 20 [Helicodendron microsporum strain CBS 100149 285 ribosomal RNA gene. partial sequence 134 134]  39.00%| 2.00E-28]  77.14%[KR078441.1
35 20 |[Citeromyces nyonsensis partial 268 rRNA gene, strain CLIB 1303 134 134] 39.00%| 200E-28| 77.05%|HF913658.1
36 20  |Conidicbolus rhysosporus strain ATCC 12588 28S ribosomal RNA gene, partial sequence 134 134 38.00%| 2.00I 8 77.73%|JN131540.1
37 20 [Citeromyces matritensis NRRL Y-2407 28S rRNA, partial sequence; from TYPE material 134 134]  39.00%| 2.00E-28]  77.05%|NG 042645.1
38 20 [Clydaea vesicula JEL 369 28S rRNA, partial sequence; from TYPE material 134 134 39.00%| 2.00E-28 77.37%|NG 042443 1
39 20  |Citeromyces matritensis strain NRRL Y-2407 28 ribosomal RNA gene. partial sequence 134 134 39.00%| 2.00E-28 77.05%|EF550346.1

40 20  |Mitrula brevispora strain ZW02-012 258 large subunit ribosomal RNA gene, partial sequence 134 134 39.00%| 2.00E-28 77.14%| AY789293.1
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it parvulus strain HFCC301 18S ribosomal RNA gene, partial sequence

7.00%[DQ220717.1

00%|DQ220716.1

00%)DQ220715.1

00%)DQ220714.1

00%]AY827848.1

ite parvulus strain HFCC300 188 rihosomal RNA gene, partial sequence

7.00%[AY827847.1

Description
Cascitellus paravarvulus strain HFCG320 16S ribosomal RNA gene, partial sequence
[Caeoitellus paraparvulus strain HFCC314 18S ribosomal RNA gere, partial sequence
Caecitellus parap: strain HFCC313 18S ribosomal RNA gere, partial sequence
Casaitellus paraparvulus strain HEGGA12 185 rbosomal RNA gene, partial seauence
c
c
c

it

paraparvulus strain HECC?1 1BS ribosomal RNA gene, partial sequance

[Caec tol us paraparvulus isclate BH56.32 sma_subunit r bosomal RNA gene. partial sequence

[Caec tel us parepervulus isclate BH48 11 sma_subunit r bosomal RNA gene. partiel sequence

[Gaec tel us parepervulus isclate BHES 57 sma_subunit r bosomal RNA gene. partiel sequence

[Cacc tel us paraparvulus isolate BHEG 230 small subunit ribosomal RNA pene, partia_sequence:

[Cacc tel us paraparvulus isolate BHEG 221 small subunit ribosomal RNA pene, partia_sequence

Gaec tol us parsparvulus isclate BHS6 212 small subunit ribosomal RNA gone, partia_sequence

Caec tol us paraparvulus isclate BH6 205 small subunit rivosomal RNA gone, partia_sequence

[Caec tel us paraparvulus isclate BH46.77 sma_subunit r bosomal RNA gene. partial sequence

Caecitellus parvulus 18S ribosomal RNA gene, partial sequence

[Gaec tel us parapervulus isclate BH56 127 small subunit ribosomal RNA gene. partia_sequence

[Gaec tel us parapervulus isclate BH56 169 small subunit ribosomel RNA gene. partia_sequence

[Cacc tel us paraparvulus isclate BHEG 143 small suburit ribosomal RNA pene, partia_sequence

[Cacc tel us paraparvulus isclate BHEG 92 sma_subunit r bosornal RNA pene, partial sequence

Gaec tol us paraparvulus isclate BHE5 95 sma_subunit r bosamal RNA gane, partial sequence

7.00%|DG220713.1

7.00%|KY980259.

[Caec tel us paraparvulus isclate BHEG_108 smal subunit ribosomal RNA gane, partia_saquence

[Caec tel us paraparvulus isclate BH56.74 sma_subunit r bosomal RNA gene, partial sequence

Caccitellus paraparvulus solate BHEG 5 small subunit ribosomal RNA gene. partial seauence

[Gaec tel us perapervulus isclate BHB5 103 small subunit ribosomel RNA gene. partia_sequence

[Caec tel us parepervulus isclate BH48 157 small subunit ribosomel RNA gene. partia_sequence

[Caec tel us paraparvulus isclate BH16 61 sma_aubunit r bosornal RNA pene, partial sequence

7.00%|KY980189.

Caeci parvulus 18S ribosomal RNA gene, partial sequence

7.00%|AY642126.

[Caec tel us paraparvulus isclate BH46_1 19 small subunit ribosomal RNA gene, partia_sequence

7.00%|KY980226.1_|

Caecitellus parvulus strain NBHA 18S ribosomal RNA gene. partial sequence

Drstt o o s 142 Blast it o 100 syt seoms

ololololelolololololo|o|ololololololololololo|olo|olololo|o|

|_|EavTh

7.00%|AF174368.2
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ma
F % Description Evalue | Ident | Accsssion | P Eds] El TR B
’Jﬁ‘l[
1 1 |Provderitzschia mulizwrists strain HAB-132 205 rizosomal RNA gene, parfia sequence 0 2908541 Sacillaropnytina_|Bacillariophyceae Bl
2 1 |Pssudo-nitzscria arevysensis sirsin 221b 235 ribosomal RNA gens partial sequance 000 KX790867.1 acillariopnyting i L
3 1 |Pscudomnitzscrio aronyscnsis strain 285b 235 rivosomal RNA g1, partial sequence X290865. acillaropytine [Bosillariophyceae phy 1
4 1 [Pssudo-nitzscris arenysensis strain 217b 285 ribosomal HNA gene. partial sequence. 2 00%[KX260864.( o D
5 1 |Pseudo-nitascria arenysensis swsin 423b 285 ribosomal RNA g1, pertial sequence | KX290883.1 p ]
6 1 [Ntzscis navis—va“ 18 ca vouche " NLNZ Is-go subunit r sosomal RNA gone. partial sequence. [Kx3E3681.1 [3E8 pryl ]
7 1 i 0%[KX353690.1 |1 % pay! phy .
8 1 X363688.1  [JER P .
[  00b|KX363687.1 : p ]
oo che” NLNG2 ko suburit - sosomal RNA gen. partis seauance % D ]
"ot ouche: N NOY argr sufumt  anom RNA gan. portal sexunsn X353665.1 _|3% ) pry phy )
2 4 vouche” 112 orge suburt rbosomal Ri .l sequence 2.00%[KX363684.( p )
11 vouchs NTBOZ orge suburi rbosomal RNA gene. oot al sequence. | KX363683.1 pry phy ;
14 1 [Pado-zsona calustvats vouche: Pro7 g sbunt o . ]
15 1 [Povedomniesnia semsen 2 265 argo subun. paytina phy s T
51 w111 285 P .
171 [Posudoas 7590 large [KCO17445.1 [3E p phy !
181 [Puevdeonies P25 lrge subun y )
19 1 [Peseocnieschis mutisui Pr250 large suln it lbosoml RNA gere. part ol e py! phy ]
20 1 [Pusudom ko aronysenss strain CHE lags subun bosomsl RNA gane. oaial v X o o ]
21 1 [Pesusortzschia multstrieta solste OMZ Jbun ribosamal RNA sene. pa-tia_sequt py phy !
22 1 [Pseudo tzschia subcurvats voucher GCMF 1680 265 rivasomal RNA rial sequence p i
PSS R e T e — yp——r—— oy ]
24 1 [Pameos prytine phy )
25 | |Pasuo-ezschis coluatissimn strain Rad arge subumt rbosomal RNA gome.partalseaence 1y phy :
26 1 [Pasvoe nissen S5 AL 28 e g subut rbosomal RNA gee.gart o sequence > 004[0Q Ea
27 1 |Pesalo et SZN-B27 b L riboso Tl RNA gens. pe-lia seaueris AF416753.1 P! hed)
28 1 [Pocotormremschs sohestooma s S2-t"6 orgo ununt nbosomat RNA gorc. pars soquenc 005 AF416748.1 oy ohy ED
29 1 [Psedorataschia oelicat ssims isoae 21-02 arge 5Dt riboscmal RA gene, pa-tial seauence 00%|AY519353.1 lariopyti phy .
30 1 [Psoudo staschis aslicat ceima isoiaze 18 02 arae o bunit ribozomal RNA gene, pa-tial seuence 00%|AY519349 1 D )
31 1 [Ponelom koot oslcot sooms coace 18-02 argo sebuiot tbosoms! RHA sens, vo-tsl oo oo 345[AY5 19349 1 p L2
32 | |Nitzachie 1avis-vennsicn gene for 265 FRNA partel saguerce, stranBLEG 03=17-7 D :
33 1 [Nitzschia navis—vannsica gene for 28S rRNA, partal sequence. strainBCEA 03-4-2 31%|AB216885.1 py! FUTAIT
Pseudo-nitzschia arenysensis strain 14Y 165 ribosomal RNA gene, partial
sequence; intorral transoribed spacer (, 5.85 ribosorral RNA gere, and ] DEAY
M mt::\al :ranxcnbed‘ spacer 2. c:mv\ate sequence; and 285 vbgescma\ RNA 5000y 92344/ AYT64136.1 | FER i o ® FENEIIR
B e a VTS ey S e T g e 50.00% S2015|AFA17674.1 _[FED B opl ohy 2F 7478
36 1 [Nitzsshis pelucida stran SSNG1-16 targe cuburt chosomal RNA pene, partial shavence 02.31%|AF417672.( 12 D i S i B
37 1 [Paondunitroshis maistima sorie Kovosh an mbunit rivosomal RNA gore gartel soauence 623 1%[AFAI7654. 1578 By o A B
38 1 [Psevdconitzachin micrepevs swin VPE-B3 arge asburt: ibasomal RNA gere 50.00%) 92.340|AF417649. [37% |Bacillariopnyting i A B
H9-09-18S8
BRFEEM  Limit to sequences from type material
max
score
EE ICE Description Max Total Query E value [dent Accession
’j(“lﬁ score score cover
ey
1 1 |Pedospumella_encystans vousher B 40 0040671 [8S ribosomal RNA gene. partial sequence 70 1427 .00% 0 89.00%|AY651083.1 |EREE
2 2 [Spumella vulgaris isolate 199hm 18S ribosomal RNA gene, partial sequence 20| 1370 .00% 0 89.00%|DQ388552.1 |EEAE
3 3 [Streptofilum capillatum strain SAG 2559 small subunit ribosomal RNA gene, partial sequence 14] 1346 .00% 0 88.00%|MG652626.1 |HdhEE
4 4 [Fistulifera solaris gene for 188 ribosomal RNA, partial sequence 1112| 1350 93.00% 0 88.00%|AB769957.1 |FE&
5 4 [Eustigmatos vischeri isolate SAG 860-1 18S ribosomal RNA gene, complete sequence 1112] 1365 93.00% 0 88.00%|JX274590.1
6 4 |Eustigmatos polyphem strain SAG 38.84 188 ribosomal RNA gene, complete sequence 1112 1365 93.00% 4] 88.00%|JX188077.1
7 4 |Vischeria helvetica strain SAG 876-1 188 ribosomal RNA gene, complete sequence 1112 1359 93.00% 0 88.00%|JX 188080.1
8 8  [Pseudotetraedriella kamillae strain SAG 2056 18S ribosomal RNA gene, partial sequence 1109 1359 93.00% 0 88.00%|EF044311.1
9 8 [Monodus unipapilla partial 18S rRNA gene, strain SAG 8.83 1109] 1359 3.00% 0 88.00%|AM490827.1
10 10 |Heterococcus fuornensis partial 185 rRNA gene, strain SAG 835-5 1101 1352 2.00% Q §8.00%|AM490821.1
1 10 [Heterococcus caespitosus partial 18S rRNA gene, strain SAG 835-2a 1101 1352 2.00% 0 88.00%|AM490820.1
12 10 [Nanmochloropsis limnetica strain SAG 18.99 culturs-collection SAG: 1899 165 r sosomal RNA gene. partial seauience 1101 1346 95.00% 0 87.00%|AF251496.1
13 13 |Olpidiopsis heterosiphoniae isolate KNU-M-omcd 183 ribosomal RNA gene, partial sequence 1098 1342 91.00% 0 88.00%|MF838767.1
14 13 |Saitoell complicata strain NRRL Y-17804 18S ribosomal RNA gene, partial sequence 1098 1309 93.00% 0 88.00%|JQ698935.1
15 13 |Saitoella complicata IAM 12963 18S rRNA gene, partial sequence: from TYPE material 1098 1309 93.00% 0 88.00%|NG 013154.1
16 13 |Poteriospumella lacustris voucher B 40 0040673 18S ribosomal RNA gene. partial sequence 1098 1329 92.00% 0 88.00%|AY651074.1
17 13 [Chlorellidium tetrabotrys strain SAG811-1 185 ribosomal RNA gene. partial sequence 1096 1357 92.00% 0 88.00%|FJ030892.1
18 18 |Saitoella complicata gene for 185 rRNA 1096 1313 93.00% 0 88.00%|D12530.1
19 19 [Ochromonas danica strain SAG933.7 18S ribosomal RNA gene, partial sequence 1088 1315 92.00% 4] 88.00%[JQ281514.1
20 20 [Hyaloraphidium curvatum SAG 235-1 18S RNA gene, partial sequence; from reference matetial 1077| 1304 93.00%| 1Y} 88.00%|NG 0171721
Micromonas commoda isolate RCC299 18S ribosomal RNA gene, partial
21 91 [sequence: |ntema| transcribed spacer 1, 5.8S ribosomal RNA» gene, and 1074 1311 92.00% 0 88.00%|KU612123.1
internal transcribed spacer 2, complete sequence; and 28S ribosomal
RNA gene, partial sequence
22 21 |Micromonas sp. RCC299 188 ribosomal RNA gene, partial sequence 1074 1311 92.00% 0 88.00%|HM191693.1
23 21 |Micromonas sp. RCC299 chromosome 8, complete seguence 1074 3934 92.00% 0 88.00%|CP001575.1
24 21 |Sphaerosorus composita partial 18S rRNA gene, strain SAG 53.91 1074] 1329 92.00% 0 88.00%|AJ579333.1
25 25 |Taphrina populina CBS 337.55 188 rRNA gene. partial sequence; from TYPE material 1070 1261 92.00% 0 87.00%|NG_062683.1
26 25 |Taphrina populina gene for 18S rRNA 1070[ 1261 92.00% 0 87.00%|D14165.1
27 27 [Endogone corticioides gene for 18 ribosomal RNA, partial sequence, specimen.voucher: A-14002 1068 1270 85.00% 0 88.00%|L.G107355.1
28 27 |Micromonas commeoda 18S ribosomal RNA gene, partial sequence 1068 1300 92.00% 0 87.00%|KU244632.1
29 27  |Klebsornidium elegans 185 rRNA gene, ITS1. 5.85 rRNA gere. ITS2 and 26 rRNA gene (partial). st-ain SAG 7.96 1068 1287 93.00% 0 87.00%) AM490840.1
Klebsormidium dissectum strain SAG 2155 18S ribosomal RNA gere,
0 27 partlgl sequence; mtgrnal transcribed spacer 1, 5.88 n.bosomal RNA gene, 1068 1201 93.00% 0 87.00%|EF372518.1
and internal transcribed spacer 2, complete sequence: and 26S ribosomal
RNA gene, partial sequence
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Evalue | Ident | Accession

-00%] 2.00E-53] KY108488.1

]
Description Max Total Query
s ver
[z culture CBSA823 large subvrit ribosormal RNA gone. partial sequence
Fomy 824 4758 suburit ribosomsl RINA gers, partil sequence

00%[ 200E-53] KY106349.1

[Subomy cor bokatanim A 10C MYA- 1508 265 (RNA, artis

e fram | YPE material

00%[ 2.00E-53 NG 042485 1

00%[ 2 00E 53 NG 0547671

3
4[Sukomyces guayn orun CBS 9023 205 RNA. partial sequer ce: from TYPE material
5 Candids Eoksrorum sirair BGO2-7-16-09A-2-1 265 ribosormal RNA gene, portal seauence

koerai cutture GBS 8435 lerze subunkt riboscrral RNA sare, partisl sequence

iactubes 55 milaysroms cullsy GBS U335 lorgy st rloownal RIVA gurw, parbal suguor o

7]
8[Dlastobooys Mincisensis cukure GOSI10939 lorge subunit rvosorral ANA gere,

9[Salispina spinosa voucher CES 591.85 285 ribosomal RNA gere. partial sequence

10(Blestobotrys inoisensis NRRL YB-1343 288 rANA pertial sequence; from TYPE material

(1 [Biertobotryr: maley: NERL =511/ 265 rFNA, portiel requence: from | 1PE matericl

12[Blsstokotrys mokosnaii NRRL Y-27120 235 rRNA. partial sequence; from TYPE material
hoenai strain CBS G435 large subunit ribosomal [INA gene, parcial sequence

[¥amaeayma cndephytinn rorsin OMKU-CE23 large | RNA goro. partial seausner.
o e goro ps

00% AY309798.1
.00% KY106207.1
00% KY 1062061
00% KY106204 .1
00 KT920434.1
.00% NG 042438.1
00 NG 042437 1
00%] NG 055335 1
00% AY555042.1
.00% KT307981.1
00% NG 060833 1

15| [Candida] vriesese CBS 10828 285 (RNA gerre, parlial secuence iron TYPE naturial
Eanadal cocar 055 11857 20 rRNA gors, partil sequerce: rom TYPE ateral

00 700E 52 9TXING 060819.1

dal karchor aburiercis CBS 11260 285 (RN

e from TYPE materal

-00%| 7.00E-52] NG 080811.1

18 hm:dazym: ‘iverae UFMG C—YdA4 265 (HINA gane. portial

ierce: from 1¥PE mezerial

00%] 7.00E-52] NG 059986, 1

ubonensic CBS 12639 265 1RNA gens. partial ssauence from TYPE meterial

00x] 700E 52[  91%|NG 0584431

20[¥amadazyma turrulicola GBS 10917 255 rRNA gene. partial seauence: fror TYPE aterial

00%| 700E-52]  91%|NG 058442.1

21|Yamadazyma siamensis CBS 12573 235 rRNA gene, pertial sequence; from TYPE rraterial

00| 700E-52]  91%|NG 0584:

22 [Voruadazym mexicar CBS 7006 265 rRNA gene portial seusence: from TYPE moteris|

00%[ 700E-52) NGOSKA

23[Vamadazyma cbor ensie oulure CBS: 12650 large suburt ribosomal FNA gors. pardal sequence.

00%] 700E 57

24| Vamadazyma tumulicels culture GBS10917 large suburi ribesomsl PNA gene partial secuerce.

00%| 7.00E 52KY

i cultire CBS12573 Inrgs subtnit dbanomal RNA gane, parti

00%] 7.00E-52] KY

icolyli culture GBSABDZ large bt ribotomal FNA gene, por

00%| 700E-52} KY

27[Yamadszyma phyllophla cukiure CBS:12572 large suburit riboseroal (A gene. partil secuence

00%| 700E 52|  91%[KY

phiogasa culre OBS696 large suk | A gene. partal seavence

-00%] 7.00E-52] KY

olivae cu-ure GBS11171 lerge subunt ribosemel P il sequence

00%] 7.00E-52] KY

masioans oulzure CHS:/UBE lorge suburi: rbonamal HNA gene, partial sequenas

Pricwcntyces we dus colturs CB3:5521 large subunt rbuscial RNA gane, partial saavence

uchorum cuisure CBS:902¢ large suburis b osemal TNA gene, partal seavence

Suhomyces . OBS 5820 orge suburt rhoor el RNA gere
T e T T STy p——
[ dide] rypcdonds coltrs B350 lags subunil ribusoal RNA gons. poril svausne

[Subomyces terraborum cokture CBS:9826 large subuntt ribosomal RNA gare, partial seauence

[Candida] & iture CBS/B15 large subunit ribosomal RNA gene, partial secuence

(Candids] teylori cufture CBS 8508 lurge uabunit rivosormel RNA gene, portisl sequence

[Cancidal tammarior sic culture GBS 0504 large suburi rbosomal [INA gene. £ ardal secvence

00%] KY 41|
00%] KY1089421 |
00K KY1068931 |
.00% KY106890.

00% KY 106887
00| KY106852
00 KY108802.
.00% KY1067981 |
00 KY 106796
Q0% KYi06702

Candidal tallanize curture CBS:3575 large. RNA gene, partial sequence

00%[ 900E-52 KY106791

(Cordits] smoneorvzrtinsis oy CES 108D -go wubuni iboromol RHZ. gore.

00%| 6.00E-52] KY106777.

(Cancdal oseuic Ausrs OBS.11170 lorge subnl 1 busonal RNA g

00%| 600E-52} KY 106699,

[Candida] ocoani cuture GBS:| (857 largs subunit rivoscmal RNA gone. partial sequence

00%| G00E 52| 91%|KY106609.

[Sandica] CBS5032 large sukurit hosomal RNA gene, partial se auence

-00%] 9.00E-52] KY 108592

[Candide] micheslii culturs CBS:£878 large subunit ribosorial RNA gene. pertial sequence

.00%| 6.00E-52| 90.62%|KY106582.

[Concid] e cture CRSSM1 lorgs spunt losoensl FNA g, prtist s sqpence

00%| G00E-52 90 62%|KY 106548

cultare C5S 9625 largs subuni sibusomal RNA gorw, parial seauencs

00| 9.00E 52| 90.62%[KY106542

[Condide] <snchernwianss cuurs CBST1266 lsrgs susuni ribssomel RHA gans partia) sequencs.

00%| 9.00E-52] KY1085347 |

[Condise] insecterum surure OBS6213 larce. AINA gene._partial sequence

Candda helconiae culture CBS:100U0 larys subunit ribgsomal RNA gne. parbal ssquence

00%[ 6.00E-52] 60.82%[KY106517.1 |
00% KVI06408.1 |

Candida] gorgesii culturs OBS:5660 \ame subunit rbos oral RNA gene.partal sequence

00%| 900E-52] 90.82%[KY1064811 |

Candica] friedrichi culturs CBS:A114 ler; RHiA gene, pertial sequenca

.00%| 6.00E-52|90.62%|KY106452.

Conds] e G e

00%| G00E-52 90 62%|KY 106430

[Subornyes ultire CBS'S€27 large subun ribosumal RNA gens, partal saavarce

00%| S.00E_ 52| 60.62%[KY106429.

[Candida] dlcswn culture CBS:9769 large subunit ribosornel RNA gene. partial seauence

.00%| 9.00E-52] 90.82%[KY108418.

(Condde] dddensine cutture subunit ribesoensl RNA gere, partial sequence

.00%| 600E-52|90.62%|KY106414.

€ aric] dendrone e ouire CBS621lorge gene, portin racpanos

00%] 900E-52[ 90.62%|KY 106412

uherivees chickosaworum cukure GBS B lrge suburit nbosor sl RIVA gere.

00| 9.00E 52| 90.62%[KY106393

Candidal buinereis cultire GBS:6796 lerge BN gene, partial sequence

00%[ 9.00E-52] KY108375.

Candida] histoarise cutture GBS:9875 large subunit rbosorral RNA gene partisl sequence

.00%| 6.00E-52|90.62%[KY106328.1 |

‘shisrrtics culturs CBSS2G3 largs cuburnt nbosorst RNA gene porbl sequence

00%] 6.00E-52[_90.62%|KY 106311 |

amphicis culturs CB5.9877 largs subunit ribascral RNA gene partal ssquance

00X 9.00E 52| 90.62%[KY106290.

aaserl cubwre CBS:1813 large subunit rbosomal ANA gene, pa rtial seauence

.00%| 9.00E-52|_90.62%[KY106268.

Yernadosyms sp. OLIB 1584 parto 265 (RIA gene troin GUB 1904, zlate MARVICT

.00%| GO0E-52] 90.62%[LT547716.

00% 6.00E-52]60.62%[L N870268

o vousher UFMG-GHE (164 265 rbesomal oA gere ot seavence

00%| 9.00E 52| _90.62%[KPS000431_|

00 LCO60995.1_|

Vernaciazyma sp. HYNU 14668 65 rioosemal RNA ene. partial sequence

.00%| 6.00E-52|_90.62%[KM272248.

(Car dids heliconiae NRRL Y-27313 285 (RNA_partial saquance; froi TYPE naterial

00%| G00E-52 90 62%|NG 055224 |

[Varradazyma phyllophila MU RIKS48 285 rRNA, partial sequence: from TYPE ratarial

00%| .00E 52| 90.62%[NG 054772.1

Yamadazyma siamensis gene for 28S rRNA. partial sequence

00%| 900E-52] 90.82%[AB734046.1

aradazyma soolyti NRRL Y-b12 285 rRNA_partial scauoroo; fron | YEE matorial

.00%| 6.00E-52]90.62%[NG 042642.1

[Vorsadszyms phiogeee NRRL Y=7613 265 A _psrtisl soqence; fron TYPE metorisl

00%| G00E-52 90 62%|NG 04264 | |

00| 9.00E 52| 90.62%[JQ247717.1

[Concice wormanomurs strain BOOZ-7-1E-027A-1 -1 208 hosorrs| FA (LSU) gens. parie =

00%] ©.00E-52] JO025406.1

I-301A~1-1 285 risoseral RNA (LSLD) gene partial sequerce.

.00%| SO0E-52] 90.62%[J0025403.1

[Carsics T 285 rvosomal RI

U2 o, por sl cownce.

00| 6.00E-52] _0.62%[J0025402 |

[Gar0n chcsesevonm sen BGSE11— 4-16-1- L5U) g, sa-tal

00X 9.00E 52| 90.62%[J0025390.1

Candidal posudozssert CBS 11170 265 rRHA gene. partal seauence: o TYPE rraterial

00%[ 9.00E-52|90.62%[NG 055698.1

[Gandida] tallmaniac CBS 8575 285 rRNA, pertial sequence; from TYPE material

00%| GO0E-52[  90.62%|NG 054823.1

[Caudida] friedrichii GBS 4114 23S RNA_partial sequence; from TYPE material

00| 900E52] 90 62%|NG 054822 1

Yarradazyma tencis ATCC 10573 288 rRNA, partial sequence: from TYPE material

00%| 9.00E 52| 90.62%[NG 0548181

[Varradazyma olivae ATGC MYA-4568 235 rRNA, partial seauence: from TYPE material

00%| 9.00E-52| 90.62%[NG 042526.1

88888§8888"8888888 §§8E888888885888888 BREEBREBBBBEBRES

Gendida olivae strain FMGG Y-1 265 ribosomal RNA gene, partial sequence

00%[ 6 00E-52) FJT15430.1

00X 9.00E_ 52| 90.62%[NG 054807.1

30[[Candidal sronconvartinsiae CBS 10694 265 rRNA. cartial seauence; from TYPE material
lida] taylor Ol

00%[ 9.00E-52] NG 054808.1

30|[Candida] lessepsii ATCC MYA-4338 28 rBNA partiel secuence; from TYPE materiel

.00%| GO0E-52] 90.62%[NG 042497.1

30[adal or doms o m ATCE MY A~4335 285 (BNA par il sequenve; hon TYPE asnal

00%[ 6.00E-52] _90.62%[NG 042495,

30[[Candidal gorgasi ATCC MYA-4334 265 (RNA. partial sscuance:; from TYPL material

00X 9.00E 52| 90.62%[NG 042495 1

30[[Candida] michasli ATCG MYA-4332 285 rRNA, partial secuence: from TYPE material

00%[ 9.00E-52|_ 90.62%[NG 042494.1

[Candida) amphicis ATCC MY 4-1331 285 rKNA, partiel sequer ce: from TYPE material

.00%| GO0E-52] 90.62%NG 042493.1

[Candide] blsttariae ATCG MrA-1330 265 (RNA, pertial sequerce from TYPE materisl

00%[ 6 00E-52) NG 042492 1

cos weunanurum ATCC MYA-4312 285 (RNA, parsal sequence: fem TYPE material

00%| 9.00E_52] _90.62%[NG_042486.1

terraborum ATOC MYA-4310 265 rNA, partial seauence: from TYPE material

.00%| 900E-52] 90.82%[NG 054309.1

[Ty i s for 155 R0, (151535 W6 52,235 VA7 - ot b v, 7 1851755

.00%| 6.00E-52|90.62%|AB365463.1

[Canse] G5 10608 265 (FIA g, partlsequerc rom 11PE materl

00%| G00E-52 90 62%|NG 055688 |

00%| S.00E 52| 90.62%AY566406.1

[Candida helicersae strsin UNESP 91C1 largs soburit ribosommal RNA gons. parial seauence
[Candide] diospyri CBS 9769 23S rRNA, pertiel sequence: from TYPE meterial

.00%| 900E-52] 90.82%[NG 054790.1

Candida lessepsii 263 ribosomzl RNA gene. partial sequence

.00%| 6.00E-52|90.62%|AY640214.1

ndida blattariae 268 ribosomal RNA gene, partial sequence

00%] 900E52[ 90.62%|AY640213.1

Candlda] tammaniensis 285 rRNA, partial sequence: from TYPE material

00| 9.00E 52| 90.62%[NG 054774.1

ida] trypodendri 285 rRNA. partial sequence; from TYPE matarial

00%] 9.00E-52] NG.064773.1

rdica strein CBS 9481 208 ribosomal KNA gor e, pertial seqerce

.00%| GO0E-52] 90.62%[AY520330.1

chuelii strain OBS 0878 20S ribosomal RNA gene, part al segquence

00%[ 6.00E-52] _90.62%[AY520326 1

Condidz amphicis stra n OBS 9877 265 ribosoal RNA gens, pert 2 sequence

00X 9.00E 52| 90.62%[AY520327.1

00%| 9.00E-52|_90.62%[AY520300.1

Candidal 28S rRNA. partial sequence; from TYPE material

.00%| GO0E-52] 90.62%[NG 054794.1

BESEER SSBEESBS 888

Gard da gorgas | strain GBS 9880 265 ribosomal RNA gene. partal secuence.
I(

Suronyces embarorum CBS 9827 28 (RNA, partial sequence; from TYPE watarial

00%[ 6.00E-52] 90.62%[NG 054785 1
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Chlorellidium tetrabotrys strain SAG811-1 28S ribosomal RNA gene, partial sequence 196 196 50.00%| 2.00E-47 82.00%|FJ030881.1
Geriporiopsis sp. CLZ-2014 voucher Cui 10222 28S large subunit ribosomal RNA gene, partial sequence 185 185 50.00%| 4.00E-44 81.00%|KF845949.1
Spizellomyces acuminatus 28S ribosomal RNA (LSU) gene, partial sequence 183, 183 50.00%| 1.00E-43 81.00%|JN941010.1
Phlyctochytrium africanum voucher CBS 454.65 28S ribosomal RNA gene, partial sequence 183 183]  50.00%) 1.00E-43| 81.00%|FJ827693.1
Fimicolochytrium jonesii JEL 569 285 rRNA gene. partial sequence; from TYPE material 182 182 50.00%| 5.00E-43 81.00%|NG_060391.1
Geranomyces variabilis voucher MP03 28S large subunit ribosomal RNA gene, partial sequence 182] 182|  50.00%| 500E—43| 81.00%/HQ901692.1
Fimicolochytrium jonesii voucher JEL569 288 large subunit ribosomal RNA gene, partial sequence 182 182 50.00%| 5.00E—-43 81.00%|HQ901681.1
Thoreauomyces humboldtii JEL 95 28S rRNA gene, partial sequence; from TYPE material 180 180 50.00%| 2.00E-42 81.00%|NG_059938.1
Thoreauomyces humboldtii voucher JELSS 28S large subunit ribosomal RNA gene, partial sequence 180 180  50.00%| 2.00E-42 81.00%|HQ901662.1
Sonoraphlyctis ranzonii DAOM BR 060 288 rRNA, partial sequence: from TYPE material 180! 180 50.00%) 2.00E-42 81.00%|NG_ 042454 1

i ss undulatus strain CBS 133763 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|MH877552.1
Piskurozyma taiwanensis CBS 9813 28S rRNA gene, partial sequence; from TYPE material 178 178 50.00%| 6.00E-42 80.00%|NG 058375.1
Goffeauzyma aciditolerans CBS 10872 28S rRNA gene, partial sequence; from TYPE material 178 178 50.00%| 6.00E-42 80.00%|NG 058295.1
Solicoccozyma aeria culture CBS:155 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY109666.1
Piskurozyma taiwanensis culture CBS:9813 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY108934.1
Piskurozyma cylindrica culture CBS:8680 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E—42| 80.00%|KY108932.1
Naganishia globosa culture CBS:5106 large subunit ribosomal RNA gene. partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY108616.1
Naganishia friedmannii culture CBS:7160 large subunit ribosomal RNA gene, partial sequence 178] 178 50.00%| 6.00E-42 80.00%)KY108613.1
Goffeauzyma aciditolerans culture CBS:10872 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY107763.1
Filobasidium wieringae culture CBS:1937 large subunit ribosomal RNA gene, partial sequence 178 178]  50.00% 6.00E-42| 80.00%|KY107733.1
Filobasidium magnum culture CBS:140 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY107722.1
Filobasidium glebisporum culture CBS:7642 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY107713.1
Filobasidium floriforme culture CBS:6241 large subunit ribosomal RNA gene. partial sequence 178] 178 50.00%| 6.00E-42 80.00%|KY107703.1
[Cryptococcus] consortionis culture CBS:7159 large subunit ribosomal RNA gere, partial sequence 178 178 50.00%| 6.00E—42 80.00%|KY106981.1
[Cryptococcus] albidus var, ovalis culture CBS:5810 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY106965.1
[Cryptococcus] albidus var. kuetzingii culture CBS:1926 large subunit ribosomal RNA gene, partial sequence 178 178 50.00%| 6.00E-42 80.00%|KY106960.1
Geminibasidium hirsutum DAOM 241969 28S rRNA, partial sequence; from TYPE material 178! 178 50_00ﬂ 6.00E-42 80.00%|NG 042695.1
Geminibasidium donsium DAOM 241966 28S rRNA. partial sequence; from TYPE material 178 178 5000“&‘ 6.00E—42 80.00%|NG 042694.1
Basidioascus magus DAOM 241948 28S rRNA. partial sequence; from TYPE material 178, 178 50.00%| 6.00E-42 80.00%|NG 042693.1
Basidicascus undulatus DAOM 241956 28S rRNA, partial sequence; from TYPE material 178 178 50.00%| 6.00E—42 80.00%|NG 042692.1
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