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Top taxa Top countries Top isolation sources Top rights holders
Cortinarius 84T Austraiia 2886 Fungus: Ectomycorrhiza 93 plutof 2743
Amanita 212 Fungus: Soil fungal DNA 44 Urmas Kiljalg 85
Inocybe 183 Fungus: Ericoid mycorrhiza 20 Leho Tedersoo 54
Laccaria 129 Fungus: Fruitbody 9 Irja Saar 2
Cortinariaceae 56 Fungus: Orchid mycorrhiza 4 Philipp Dresch 2
More . Cluster
UCL8_ 000003 678
UCL8 006776 161
ucLs_001721 103
UCL8_007783 67
UCL8_000156 54
More__.
# Record % Chimeric status + Compound clusters + Country %+ Geo-coordinates 1D %+ INSD taxon name %+ Sequence length + Sequence types + Species Hypothesis + Taxon Add to clipboard
1| Ne Australia LT&1359% uncultured Cortinarius 235 ITS1, 5.85, ITS2 Cortinariaceas +
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& Record + Chimeric status + Compound clusters “ID % INSD taxon name % Sequence length % Sequence types
Mo UCLE 0137 AF329912 Armillaria lutecbubalina Bag 151,585,

Mo UCLS 010137 AF329913 Armillafia futechubalina 679 ITS1. 5.85.
Mo UCLB 003527 AF329914 Amillaia pallidula 664 ITS1 585,
Mo UCL8 003527 AF329915 Armillaria paflidula 564 ITS1, 585,
Mo UCLE_003527 AF329916 Armillaria fumosa 658 151, 5.85,
Mo UCLS 003527 AF329917 Armillaria fumosa 556 ITS1. 5.85.
Ma UCLB 003527 AF329918 Armillaria fumosa 556 ITS1, 585,
Mo UCLB 003527 AF329919 Armillaria fumosa 857 ITS1, 585,
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MNa UCLS 003527 AF329920 Armillaria fumaosa 658 131, 5.85,
Ha UCLE_ 003527 AF328921 Armillaria fumosa 658 IT51. 5.85.
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Mo UCLE 001044 AF329922 Armillania novaes-zelandias ITS1, 5.85,
Mo UCLE 001044 AF329923 Armillaria novae-zelandiae ITS1, 585,
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Mo UCLE 001044 AF328924 Ammillaria novas-zelandiae 1751, 585,
Mo AF389126[ZTacl72567 Cortinarius australiensis ITS1, 5.85,

.
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Mo UCL5_008937 AF407003 Rhizoctonia sp. TBR ITs1,'52.35,

-
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Mo UCLE_008937 AF407006 Rhizoctonia sp. TER IT31, 5.85,
Mo UCLE_008937 AF407007 Rhizoctonia sp. TER IT51, 5.85,

-
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Mo UCL& 008937 AF407008 Rhizoctonia sp. TER IT31, 5.85,
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Mo UCLS_008937 AF407009 Rhizoctonia sp. TBR IT31. 5.85,
Mo AF454T3T7 Armillaria fumosa ITS1, 5.85,

[ LT S
==

Mo UCLE_ 003527 AF454738 Armillaria pallidula IT51, 5.85,
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Mo UCLE_001044 AF454739 Armillaria novae-zelandiae 31, 5.85,
Mo UCLE_009216 AF454740 Armillaria hinnulea IT51, 5.85,

[
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Mo UCLE_010137 AF454742 Armillaria utecbubalina IT51, 5.85,
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Mo UCLE 010137 AF4534743 Armillaria lutecbubalina IT31, 5.85,
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Mo UCLS_000003 POINT (150.5-33.6)  AF461591 uncultured fungus ITS1. 5.85,
Mo UCLS_003719 POINT (150.5-33.6)  AF481593 unculfured fungus ITS1, 5.85,
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Mo UCLE 003719 POINT (150.5-33.6)  AF461594 uncultured fungus ITS1, 5.85,
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Mo UCLE_005455 POINT (150.5-33.6)  AF461614 uncultured fungus ITS1, 5.85,
Mo UCLS_000003 POINT (150.5-33.6)  AF451541 uncultured fungus ITS1. 585,
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|UNITE."3.0"

UNITE."2.5"

UNITE."2.0"

UNITE."1.5"

UNITE."1.0"

UNITE."0.5"

SH1155001.08FU
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SH1334472.08FU

SH1522042.08FU

SH1883232.08FU |

SH1155001.08FU
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=ISH1248691.08FU
=ISH1368177 0BFU
=ISH1503760.08FU
Cortinarius kula
Cortinarius sp.
Dermocybe kula
uncultured Dermocybe

Level 1 e Level 2 o

All sequences belonging to the SH are shown

Lavel 3 (gl Level 4 (g Level 5 @ Level & (@l

Leveti'm o

Sequence ID UNITE taxon name [INSD taxon name Source Interacting Taxa Area RefSeq Actions S oS- —ricie
JF960753 Cortinarius Cortinariaceae (uncultured Dermocybe) Australia -

x

JNG42283 Cortinarius Cortinarius {Cortinarius kula) Australia - x
JNG42281 Cortinarius Caortinarius (Cortinarius kula) Australia = *
JN942282 Cortinarius Dermocybe kula (Dermocybe kula) Australia o x
JXET9136 Cortinarius Caortinarius (Cortinarius kula) Australia - x
JXET9134 Cortinarius Cortinarius (Cortinarius kula) Australia 1] e
JX675119 Cortinarius Cortinarius (Cortinarius kula) Australia — x
JXET9114 Cortinarius Cortinarius {Cortinarius kula) Australia = x
MG552955 Cortinarius Caortinarius (Cortinarius sp.) Australia — x
MG552951 Cortinarius Caortinarius (Cortinarius sp.) Ausiralia _ x
MG552948 Coriinarius Cortinarius (Cortinarius sp.) Australia =5 x
MG552947 Cortinarius Cortinarius {Cortinarius sp.) Australia — x
MG552903 Cortinarius Cortinarius (Cortinarius sp.) Australia - x
MG552869 Cortinarius Cortinarius (Cortinarius sp.) Australia - x
. . MG552868 Cortinarius Cortinarius (Cortinarius sp.) Australia - *
Cortinarius | 5H1141335.08FU MG552867 Cortinarius Cortinarius {Cortinarius sp.) Australia _ x
JXB79133 Cortinarius Cortinarius (Cortinarius kula) Australia = x
MG552949 Cortinarius Cortinarius (Cortinarius sp.) Australia = x
Jx178621 Cortinarius Dermocybe kula (Dermocybe kula) New Zealand — x
MG552502 Cortinarius Cortinarius (Cortinarius sp.) Australia - x
MN846446 Cortinarius Caortinarius {Cortinarius kula) New Zealand — x
MG552975 Cortinarius Cortinarius (Cortinarius sp.) Australia =1 x
GO890325 Cortinarius Cortinarius (Cortinarius kula) Australia == ®
MG552973 Cortinarius Cortinarius {Cortinarius sp.) Australia — x
MG552950 Cortinarius Cortinarius (Cortinarius sp.) Australia = x
JXB73103 Cortinarius Cortinarius {Cortinarius kula) Ausiralia _ x
JX6T9122 Coriinarius Cortinarius (Cortinarius kula) Ausiralia == x
MGE53107 Cortinarius Cortinarius (Cortinarius sp.) Australia — x
MG552963 Cortinarius Cortinarius (Cortinarius sp.) Australia - x
MG552962 Cortinarius Cortinarius (Cortinarius sp.) Australia ) X
AYG69643 Cortinarius Cortinarius (Cortinarius kula) Australia - *®
MG552946 Cortinarius Cortinarius {Cortinarius sp.) Australia = x



[=ISH1248651.08FL
=I5SH1368135.08FL
[=18H1503724.08FU
Cortinarius argyronius
Cortinarius cinereoroseolus
Quadrispora sp. H5092
Thaxterogaster campbellae
Thaxterogaster sp. HIS10
Thaxterogaster sp. HI920
Thaxterogaster sp. H1006
Thaxterogaster sp. H1013
Thaxterogaster sp. H1120
Thaxterogaster sp. H1134
Thaxterogaster sp. H1194
Thaxterogaster sp. H1446
Thaxterogaster sp. HA770
Thaxterogaster sp. H5255
Thaxterogaster sp. H5362
Thaxterogaster sp. HE585
Thaxterogaster sp. HE728
Thaxterogaster sp. HEY32
Thaxterogaster sp. HE739
Thaxterogaster sp. HE753
Thaxterogaster sp. MEL TWMB5!
Thaxterogaster sp. MEL2Z059057
Thaxterogaster sp. TL503
uncultured Cortinarius
=15H1503825.08FU
Cortinarius caesibulga
Cortinarius submagellanicus
Thaxterogaster fragilis
Thaxterogaster piriformis
Thaxterogaster sp. HIO904
Thaxterogaster sp. H7127
Thaxterogaster sp. TLS02A
uncultured Cortinarius
[=ISH1368328.08FU
I=18H1503936.08FU
Cortinarius australis
uncultured Cortinarius
=15H1368758.08FL
[=18H1504394.08FU
Thaxterogaster sp. MEL TL2325

All sequences belonging 1o the SH are shown
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Sequence ID UNITE taxon name IN5D taxon name

GO8en313 Cortinarius Coriinarius {Carfinarius argyronius)

GQE8031E Cortinarius argyrionus Cortnarius (Cortnarius argyronius)

GOE00aN Cortinarius Cortinanus (Cortinarius argyronius)

DO3za218 Cortinarius Thaxterogaster (Thaxerogasier sp. H 1445}
DQ32811E Corbnarius Thaxterogasier (Thaxderogasier sp, HG728)
DQ328142 Cortinarius Thaxterogaster (Thaxterogasier sp. HE732)
¥Pi11833 Cortinarius Thaxterogaster (Thaxterogaster sp. MEL TWMBESET)
DQ328134 Cortinarius Thaxterogaster (Thaxierogasier sp. TLE03)
DQ32B071 Cortinarius Thaxterogasier (Thaxterogasier sp. TLS03)
AF3E5558 | TrB19821 Cortinarius. Thaxterogaster campbellae (Thaxterogasier campbeliae)
JO513300 Cortnarius: Cortinarius {Cortinarius sp. T1148)

Da3ze109 Cortinarius Thaxterogaster campbellze {Thaxterogaster campbeliae)
DQ328088 Cortinarius Qusdrispora (Quadrispora sp. HE082}

DQ328165 Cortinarius. Thaxterogaster (Thaxerogasier sp. HEZE5)
DQ3ze122 Cortinarius Thaxterogasier (Thaderogasier sp. H1120)
DO325138 Cortinarius Thaxterogaster (Thaxterogasier sp. HE753}
DQ32B074 Corbinarius Thaxterogasier (Thaxterogasier sp, HET29)
JFEE0EE1 Cortinarius Caortinzariacese [uncultured Cortinarius)

JQZETETY Cortnarus chalybeus Cortnanus chalybeus (Cortnanus chalybeus)
KTET5104 Cortinarius chalybeus Cortinarius chalybeus (Corinarius chalybeus)
JXITEE1T Corbnarius chalybeus Corffnanus chalybeus (Cortinarius chalybeus)
MNE46302 Cortinarius chalybeus Cartinarius chalybeus (Cortinarius chalybeus)
AYEE2513 Cortinarius chalybeus Cortinanus chalybeus (Cortnanus chalybeus)
DQ328089 Cortinarius Thaxterogaster (Thaxterogasier sp. HO210}
DQ3z25178 Corbnarius Thaxterogasier (Thaxterogasier sp. HIS10)
DO328127 Cortinarius. Thaxterogaster (Thaxterogaster sp. HO210}
DQ328082 Cortinarius: Thaxterogasier (Thaderogasier sp. H1006)
DO328080 Cortinarius Thaxterogaster (Thaxterogasier sp. HO220}
DO326151 Cortinarius Thaxterogssier (Thaxienogasier sp. H47T0)
DQ3ZBNMT Cortinarius. Thaxterogaster (Thaxerogasier sp. H1184}
DQ328084 Cortnarius Thaxterogasier (Thaxterogasier sp. H1184)
JFEG0ETT Cortinarius Caortinariaceas (uncultured Certinarius)

GO200215 Corbnarus cinereoroseolus Corlinarius cinerecrosesius (Cortinanus cinereoroseolus )
G0200314 Tortinarius cinereoroseclus  Cortinarus cinerecroseolus (Corlinarius cinerecrosealus)
DO325182 Cortinarius Thaxterogasier (Thaxtenogaster sp. HE5EE)
DQ328020 Cortinarius Thaxterogaster (Thaxierogasier sp. HASES)
DQ32B171 Corbnarius Thaxterogasier (Thaxderogasier sp, H1134)
DO328145 Cortinarius Thaxterogaster (Thaxerogastier sp. H1013)
DQ3Z8107 Cortnarius: Thaxterogasier (Thaxderogasier sp. MEL2053057)
DQ32807T7 Cortinarius Thaxterogaster (Thaxterogasier sp. HS382)
DQ3Z5146 Corbinarius Thaxterogasier (Thaxterogssier sp, HIS04)
DQ328126 Cortinarius. Thaxterogaster (Thaxderogaster sp. HO204)
DQ328106 Cortinarius Thaxterogasier pirnformis [Thasterogaster pirformis)
AYGEOE14 Cortinarus submagelanicus  Cortinarius submagelanicus (Corfinarius submageltanicus)
JFOBOET 1 Corbnarius Corfinariaceas (unculiured Cortinarius)

AFZZE550 | TriB213 Cortinarius Thaxterogaster fragilis (Thaxierogaster fragifis)
JFBG0E6G Cortnarius Cortnaniaceas (uncuttured Cortinarius)

DO328155 Cortinarius Thaxterogaster (Thaxterogasier sp. HT12T)
DQ32B0T0 Cortinarius Thaxterogaster (Thaxterogaster sp. TLE0ZA)
GOE80310 Cortinarius caesibulga Cartinarus caesibulga (Cortinarius cassibulgs)
JX000353 Cortnarius kaimanawa Cortinanus kaimanawa {Cortinanus kaimanawa)
KF727378 Fartinanis airmansws Cnrfinarios kai ICnrinar i A
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Level 1 ) Level 2 §) Level 3 EF Level 4 EF Level 5 (EX Level & X Level 7@ ©

All sequences belonging to the 3H are shown
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Sequence ID  UNITE taxon name INSD taxon name Source Interacting Taxa Area RefSeq Actions S o e
GQB90327 Cortinarius Cortinarius (Cortinarius aff. persplendidus 2 FS-2012) Australia — x RERRRN/,
MG552860 Cortinarius Cortinarius (Cortinarius sp.) Australia — % (T[] [
MG552959 Cortinarius Caortinarius (Cortinarius sp ) Australia — x R A
MGE52957 Cortinarius Cartinarius (Cortinarius sp.) Australia — x L A
MG552925 Cortinarius Cartinarius (Cortinarius sp ) Australia — x L A
MGE52921 Cortinarius Cartinarius (Cortinarius sp.) Australia — x L A
MG552918 Cortinarius Cortinarius (Cortinarius sp.) Australia — x W
MGE52915 Cortinarius Caortinarius (Cortinarius sp.) Australia — ® .
JX679113 Cortinarius Cortinarius (Cortinarius aff. persplendidus 2 FS-2012) Australia — % L (A
MG552919 Cortinarius Cortinarius (Cortinarius sp.) Australia — x (T (A
MG552916 Cortinarius Cortinarius (Cortinarius sp.) Australia — % [T (A
JN942288 Cortinarius Dermoeybe splendida (Dermocybe splendida) Australia - x (| P (A
MG552958 Cortinarius Cortinarius (Cortinarius sp.) Australia - x | P (A
MG552923 Cortinarius Caortinarius (Cortinarius sp.) Australia — x | TR A
JX6T9124 Cortinarius Cortinarius (Cortinarius aff. persplendidus 1 F5-2012) Australia — x L A
JIN94228% Cortinarius Caortinarius (Cortinarius aff. persplendidus 1 F5-2012) Australia — % = L A
JXETH2T Cortinarius Cortinarius (Cortinarius aff. persplendidus 1 F5-2012) Australia — » L A
MG552817 Cortiparius Cortinarius (Cottinarius sp. Australia

JN942295 Cortinarius erythrocephalus Cortinarius erythrocephalus (Cortinarius erythrocephalus) Australia — » l.. f
JN942294 Cortinarius erythrocephalus Corinarius erythrocephalus (Cortinarius erythrocephalus) Australia — ® .l f
JX6T9121 Cortinarius erythrocephalus Cortinarius erythrocephalus (Cortinarius erythrocephalus) Australia — x illl if
MG553108 Cortinarius Caortinarius (Cortinarius sp.) Australia — x imi] ¥
MG552952 Cortinarius Cortinarius (Cortinarius sp.) Australia — x BEEmES
MG552990 Cortinarius Caortinarius (Cortinarius sp ) Australia — x [ [ ][4
MG552904 Cortinarius Cortinarius (Cortinarius sp.) Australia — x DiREE,
50890323 Cortinarius erythrocephalus Cortinarius erythrocephalus (Cortinarius erythrocephalus) Australia — % DRNRRE/.
JX679145 Cortinarius erythrocephalus Cortinarius erythrocephalus (Cortinarius erythrocephalus) Australia — '3 ==l.
MG552945 Cortinarius Caortinarius (Cortinarius sp.) Australia — x | F
MG552505 Cortinarius Cortinarius (Cortinarius sp ) Australia — x
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Max Total Query E Acc.

D%i:tipﬁcn Scigntific Name

Fer.
- Score | Score | Cover  value ‘ ident | Len  Accession
- - - | - - -

Dermocybe canaria voucher OTA 62344 small subunit ribosomal RNA gene, partial sequence; internal transcerib... Corfinarius canar... 1149 1149 100% 0.0  100.00% 678 MNS463831

Dermocybe canaria isolate JAC16231 small subunit ribosomal RNA gene, partial sequence: intemal transcribed .. Corfinarius canar... 1149 1149 100% 00 10000% 705 MW263850 1
Uncultured Cortinarius clone BH1594F intemal transcribed spacer 1, parfial sequence; 5. 85 ribosomal RMA gen. .. uncultured Corddin... 1149 1148 100% 00 100.00% 622 JF9G0865.1
Cortinarius cannarius voucher HO A20511C4 188 nbosomal RMA gene, partial sequence; internal transcribed sp.. Cortinarius canar... 1149 100% 0.0 100.00% AYEE9630.1

Dermocybe canaria isoiate JAC11109 small subunit ibosomal RNA gene, partial sequence: internal transcribed ... Cortinarius canar... 1147 9% 00 100.00% MW263667.1

Cortinarius =p. isolate di117 Ccan internal transcribed spacer 1, partial sequence; 5.85 ribosomal RMNA gene an... Cortinarius sp. 1144 89% 0.0 100.00% MG552882 1

Dermocybe canaria isolate JAC15236 small subunit ribosomal RNA gene, parfial sequence; intemal transcribed . Cortinarius canar . 1144 100% 00 99 54% MW263801 1

Uncuttured fungus clone DAQ320A 185 ribosomal ENA gene, partial sequence; internal transcribed spacer 1, 5.... uncultured fungus 1144 100% 0.0 99 84% GOA06437 1
Cortinarius =p. isolate df118 Ccan internal franscribed spacer 1, partial sequence; 5.85 ribosomal RNA gane an... Corfinarius sg. 1140 99% 0.0  99.354% MG552883 1

Dermocybe canaria strain MEL2257844 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RMA ge... Cortinarius canar... 89% 0.0 90 54% JNO42306.1

Dermocybe canaria voucher OTA 61894 small subunit ribosomal RNA gene, partial sequenceinternal franscrib. .. Certinarius canar.. 0.0 59 68% MNB46382 1

Dermocybe canaria voucher POD:8899% 185 ribosomal RMA gene,_partial sequence; internal transcribed spacer... Corfinarius canar. .. 00 99 68% GLZ222286.1
Dermocybe canaria voucher OTA70530 small subunit ribosomal ENA gene, partial sequence; internal transcrib. .. Corfinarius canar... 00  99.52% MN246385.1

Dermocybe canaria voucher MEL2089670 internal transcribed spacer 1, parfial sequence; 5.85 ribosomal RNA .. Cortinarius canar... 0.0 99 .68% JXE79151.1

Dermocybe canaria sirain did27 internal transcribed spacer 1_partial sequence; 5 85 ribosomal RNA gene,_com. .. Cortinarius canar. 00 99 68% GQOBE903202

Dermocybe canaria strain di027 intemal transcribed spacer 1, pariial sequence; 5 85 ribosomal RNA gene, com... Cortinarius canar... : 0.0 99 68% JNO42305 1
Dermocybe canaria voucher MEL2060416 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA ... Cortinarius canar... 00 9966% 589 JX679152.1
Cortinarius elaiops voucher OTA:64133 small subunit ribosomal RNA gene, partial sequence; internal transcribe... Cortinarius elaiops 00 96.16% 681 MN 0.1
Cortinarius elaiops PDD 88271 ITS region; from TYPE malerial Cortinarius elaiops 0.0 86.01% 676 MNR 1579031

Cortinarius elaiops voucher PDD:88271 185 ribosomal RNA gene,_pariial sequence; internal transcribed spacer . Cortinarius elaiops 00 96.01% 676 JXDD036T 1
Cortinarius afisnatus voucher PDD: 72630 small subunit ribosomal RNA gene._partial sequence; internal franscri. .. Cortinarius alien. .. 00 9509%% 701 MH101520.1
Cortinarius efaiops voucher PDD-107732 185 ribosomal RNA gene, partial seguence; intemal transcribed space... Cortinarius elaiops 00 9585% 1658 KI&75181.1

oJooooodees o000

Coriinarius sp. KL-2018h voucher K:235093 small subunit ribosomal ENA gene, partial sequence,_intermal transc... Cortinarius subru... 0.0 §585% 698 MF5G3560.1




Cortinariaceae | SH1141375.08FU

Level 4 @&k Level 5 (L Level & (@&

Level 7 (1]

Level 1@ Level2 @

Level 3 (@D

All sequences belonging to the SH are shown

Sequence ID

AYBE9630
JF960665
MG552882
MMB4E384
MNE46353
JNB42305
JXETI151
GU222286
GQB890320
JNS42306
MGEE52883
GQo06437
JXET9152
MMNB46385
MNB46382

UNITE taxon name INSD taxon name

Cortinarius
Corlinarius
Corinarius

Dermocybe canaria
Dermocybe canaria

Cortinarius
Cortinarius
Cortinarius
Cortinarius
Cortinarius
Corinarius
Cortinarius
Cortinarius

Cortinarius (Cortinarius cannarius)
Cortinariaceae (uncultured Corinarius)
Cortinarius (Cortinarius sp.)

Dermocybe canaria (Dermocybe canaria)
Dermocybe canaria (Dermocybe canaria)
Dermocybe canaria (Dermocybe canaria)
Dermocybe canaria (Dermocybe canaria)
Dermocybe canaria (Dermocybe canaria)
Dermocybe canaria (Dermocybe canaria)
Dermocybe canaria (Dermocybe canaria)
Cortinarius (Cortinarius sp.)

Fungi (uncultured fungus)

Dermocybe canaria (Dermocybe canaria)

Dermocybe canaria Dermocybe canara (Dermocybe canaria)
Dermocybe canarda Dermocybe canaria (Dermocybe canaria)
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Australia

us
Australia

Ectomycorrhiza
Australia




0 ) 0 i

O
O

i)

L
N
O
U
O
[
L
0
[

[Diescription ‘Scienfific Name
v v

Stephanospora sheoak MEL 2305133 285 rRNA gene, partial sequence; from TYPE matenal Slephanosporas...
Stephanospora sheoak isolate Tle1378 255 ribosomal RMA gene _partial sequence Stephanosporas...
Stephanospora sheoak isolate Tle 1283 255 rbosomal RNA gene _partial sequence Stephanosporas...
Stephanospora sheoak isolate Tle1375 255 nbosomal RNA ggne _partial sequence Stephanospora 5.
Stephanospora sheoak isolate Tle 1214 255 nhosomal RNA gene _parial sequence Siephancsporas...
Stephanospora sheoak isolate Tle1374 255 ribosomal RNA gene,_pariial sequence Stephanosporas...
Stephanospora sheoak isolate Tle1365 258 ribosomal RNA gene, partial sequence Stephanosporass...
Stephanospora poropingao isolate Tle1352 258 ri | RNA gene_partial sequence Stephanospora ...
Stephanospora poropingas POD 103566 285 rRNA gene, partial sequence; from TYPE material Stephanospora ...
Stephanosnora poropingao isolate Tle1341 258 ribozomal RNA gene parfial sequence Stephanospora ...
Stephanospora novae-caledoniae OSC KH-NC0M-011 285 rRNA gsne _partial sequence; from TYPE material Stephanospora ...
Stephanospora novas-caledoniae isolate Tle1281 255 ribosomal EWA gene, partial sequence Stephanospora ...
Stephanospora cnbbae isolate Tle1347 253 ribosomal RNA gene partial sequence Slephanospora ¢
Stephanospora cribhae isolate Tle1265 255 ribosomal RNA gens, partial sequence Stephanospora c...
Stephanospora novas-caledoniae isolate Tle 1279 255 ribosomal RMA gene, parial sequence Stephanospora ...
Stephanospora novae-caledoniae isolate Tle1275 255 rinosomal RNA gene partial sequence Stephanospora ...
Stephanospora poropingac isolate Tlel181 255 nbosomal RNA gene, partial sequence Stephanospora ...
Stephanospora cribbae isolate Tle1264 255 ribosomal RMNA gene, partial sequence Stephanosporac...
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Score Score Cover
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0.0
0.0
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0.0
0.0
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100.00%
99.8%%
100.00%
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NG 059975.1
KM026987 1
KM086992 1
KM086983.1
KM086990.1
KM086989.1
KM086950.1
KM086944.1
NG 0595281
KM026947 1
NG 059971.1
KM086923.1
KM026986.1
KM086964.1
KM086929.1
KM086925 1
KM086945.1
KM086963.1
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Accession Number

KMO86861
KMOG5560
KMO86863
KM386862
KMO5o864
KMOB6885
KMO86884
KMO36583
KMOgega2
KMOGoaa7
KMO8c88a
KM386870
KMO56504
KMOB6886
KMO86505
KMO36303
KMO8o502
KMO856501
KMO086865
KMageg80
KMO568TS
KMOBG6STE
KM{86869
KMOB686S
KMO86867
KM{G6566

Unite Taxon Mame

Stephanospora hystrispora

INSD Taxon Name

Stephanospora flava
Stephanospora flava
Stephanospora flava
Stephanospora flava
Stephanospora flava
Stephanospora occidentiaustralis
Stephanospora occidentiaustralis
Stephanospora occidentiaustralis
Stephanospora occidentiaustralis
Stephanospora occidentiaustralis
Stephanospora occcidentiaustralis

Stephanospora occidentiaustralis
Stephanospora occidentiaustralis
Stephanospora hystrispora
Stephanospora hystrispora
Stephanospora hystrispora
Stephanospora hystrispora
Stephanospora hystrispora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora

Source Interacting Taxa Area

Australia
Australia
Australia
Australia
Australia
Australia
Australia

Australia

Australia
Australia
Australia

Australia
Australia
Australia

Australia

Australia
Australia
Australia
Australia
Australia
Australia
Australia

Australia

Australia
Australia

i




Accession Number Unite Taxon Name INSD Taxon Name Source Interacting Taxa Area A

L el st BN Mo o A e
KM086867 ‘Stephanospora tetraspora Australia
KMO086866 Qtepﬁanuspora ieléasp ora Australia
KM0B68596 Stephanospora sheoak Australia
KM0B6853 Stephanospora sheoak Australia
KM0B6900 Stephanospora sheoak Australia
KM086892 Stephanospora sheoak Australia
KMO0B6397Y Stephanospora sheoak Stephanospora sheoak Australia
KM0B6893 Stephanospora sheoak Australia
KM0865899 Stephanospora sheoak Australia
KM0B6856 Stephanospora sheoak Australia
KM0BE855 Stephanospora sheoak Australia
KMO86854 Stephanospora sheoak Australia
KMOBeB57

KM086351

KMOB687T5 Stephanospora cribbas Australia
KMO0B68T1 Stephanospora cribbae Australia
KM0B6889 Stephanospora cribbas Australia
KMOBE8T2 Stephanospora cribbas Australia
KM0B6ET4 Stephanospora cribbae Australia
KM0BE6830 Stephanospora cribbae Australia
KMOB65873 Stephanospora cribbas Stephanospora cribbas Australia
KMO0B6ETE Stephanospora Spain
KMOBEETY Stephanospora United Statas
KMOE6881 Stephanospora Belize
KMOB6895




Stephanospora species are supported in multi-gene analysis

H1568_Tas/AU
H1562_Tas/AU
099/950H1571_Tas/AU
0.7/-4/H5394_Tas/AU
MEL2124358 _Vic/Au
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PERTH07570856_Qld/AU
H6096_Qld/AU
Trappe13405_Qld/AU
Trappe19791_Vic/AU
Trappe19860_Vic/AU
MEL2057157_NSW/AU
MEL2135826_NSW/AU (T)
MEL2057079_Vic/AU
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Trappe18971_NSW/AU
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MEL2057164_Vic/AU
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H5326_Tas/AU
H5373_Tas/AU
H1569 _Tas/AU
P94 Trappe14562_Tas/AU
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1A MEL2135830_Vic/AU (T)
"4°1PDD75358_NSW/AU

09

S. tetraspora comb nov. ’ (

S. hystrispora sp nov. ‘

Lebel et al. (2015: Fungal Biology 119, 201)



— Stephanospora sheoak
0.07[ Stephanospora sheoak
0.89 AE Stephanospora sheoak

0.6

Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora
Stephanospora tetraspora

I Ste

Stephanospora sheoak

—— Stephanospora sheoak
— Stephanospora sheoak

0.

~

051 Stephanospora sheoak
0.59 Stephanospora sheoak
Stephanospora sheoak

Stephanospora occidentiaustralis
Stephanospora occidentiaustralis
— Stephanospora occidentiaustralis
phanospora occidentiaustralis

Stephanospora occidentiaustralis
0.954— Stephanospora occidentiaustralis
0.99 Stephanospora occidentiaustralis
Stephanospora occidentiaustralis

Stephanospora sheoak

ﬁ|_— Stephanospora sheoak
Stephanospora sheoak




Amanita | SH1243551.05FU

(ETERY 10 JENEEET 10 JEENEEEY 1 I

Sequences within the same 0.5% SH for the same continent collapsed

Sequence D UNITE taxon name INSD taxon name Source Area  RefSeq Actions 2220502
MNG34321 Amanita Amanita (Amanita peltigera) Australia
MKS94320 Amanita Amanita (Amanita peltigera) Australia
MNEZ4305 i Amanita (Amanita peltigera) Australia
MMB94303 i Amanila { Amanita peftigera) Australia
fANE24302 it: Amanita (Amanita peltigera) Australia
MMNSS4300 itz Amanita (Amanila peltigera) Australia
MNGS4259 : Amanita (Amanila peligera) Australia
MMNE94296 Amanita (Amanita peltigera) Australia
MMNES4297 I Amanita (Amanita pelfigera) Australia
MNB34285 Amanita ( Amanita peltigera) Australia
lANE34318 i Amanita (Amanita peltigera) Austrafia
MNBZ430T i Amanita (Amanita peltigera) Australia
ANE24306 it: Amanita (Amanita peltigera) Ausiralia
MMBS4304 it Amanita (Amanita peftigera) Australia
MNEZ431D : Amanita (Amanila peligera) Australia
MNB9431T Amanita (Amanita pelfigera) Ausiralia
IANE34301 I Amanita (Amanita peltigera) Australia
MMB94255 Amanita (Amanita peltigera) Austrzlia

Amanita | SH3566360.05FL

MMM OM NN XK MMM M MMM XXX




My Agaricales | UCL8_02

Accession Number Unite Taxon Name INSD Taxon Name Source Interacting Taxa Area

KP137084
MNB94326
MN894325
MNG94324
MNB94323
MNB94322
MNB94234
MNB894293
MN894292
MNB94291
MNE94310
MNB94308
MN&94321
MNB94320
MN894305
MN894303
MN894302
MNB94300
MMNE24259
MNB94296
MN894297
MN&94255
MN894318
MNB894307
MNBI4306
MN894304
MN894319
MN894317
MN894301
MNB94298
MN&94316
MNB94315
MNB94314
MNG94313
MNE94312

Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Arnanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita
Amanita

Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
Australia
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Collections from S.A. & WA.:
AD282185, PERTH08467625,
PERTH09138560

Collection from S.A.:
AD262184




Hebeloma aminophilum

=)
~ Hebeloma aminophilum f. hygrosarx f. nov. ITS type 5 GU591644
— Hebeloma aminophilum f. hygrosarx f, nov, ITS type 5 GU591643
——Hebeloma aminophilum ITS type 6 GU591649
— Hebeloma aminophilum ITS type 4 GU591648
Hebeloma aminophilum ITS type 4 GU591646
— Hebeloma aminophilum ITS type 4 KC344753
— Hebeloma aminophilum ITS type 3 KC344744
—~Hebeloma aminophilum ITS type 3 KC344746
{ Hebeloma aminophilum ITS type 1 KC344743
59— Hebeloma aminophilum ITS type 1 GU591641

Rees et al. (2013) Mycologia 105, 1043




Inocybe australiensis




Stephanospora sheoak

Image: T.Lebel

H1568_Tas/AU
H1562_Tas/AU
099/95JH1571_Tas/AU +-_
0.7/-4)H5394_Tas/AU
MEL2124358_Vic/Au
MEL2305133 QId/Au(T) Q@ S.sheoak sp.nov.
MEL2305119_Qld/Au
083/66 H4194 Qld/AU
H4336_QId/AU
MEL2135822_Vic/AU
80/634L PERTH07570856_Qld/AU
H6096_Qld/AU
Trappe13405_Qld/AU

Lebel et al. (2013) Fungal Biology 119, 201




Amanita hiltonii Amanita wadulawitu

Amanita peltigera

Amanita basiorubra

Macrolepiota turbinata

MN909826_PERTH08793581

98
MNS09824_PERTH08793514
99 MNS09828_AD282184

|2|,_ MN209827_AD282185
MN909825_PERTHO9138560 A. peltigera

MN928566_PERTH09144404
4' % I—MNQZ&SG?_PER’I‘HO9144382 I
MN928565_PERTH09144390 A. wadulawitu

MNg28569_PERTH08793522 m A. wadjukiorum

Davison et al. (2020) Swainsona 33, 51




Hydnangium carneum
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Gold standard for taxonomy is to
carry out separate analyses across
multiple regions — this allows
calibration of effectiveness of ITS as
barcode in the particular lineage
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Bioclimatic modelling
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Genetic structure
within distribution
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Sheedy et al. (2015) Fungal Ecology 13, 23



Conclusions

* Apparent wide distributions of Australian macrofungi
confirmed by DNA sequence data

— Many outliers still to check

— Assess distribution when selecting specimens for sequencing

* Biogeography must be under-pinned by sound
taxonomy [concordance across genes]

* High quality metadata is useful (and hard to back-
engineer)



Conclusions

 UNITE useful as exploratory tool

— Detect un-named sequences that fall within the taxon of
interest

— Locate SHs with many members (even if not identified to
species)

— Alert to cross-continent distributions
— Alert to species that are not distinguishable on ITS alone

— Alert to care with using set thresholds

* Bring on the metabarcoding data!!



