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- Introduction —

Les concepts d’especes

Les especes = « groupes de populations naturelles qui se croisent effectivement ou
potentiellement, isolées des autres groupes sur le plan de la reproduction » (Mayr, 1942)

\ 4

Nécessité d’utiliser un concept d’espece « consolidé » pour délimiter les especes




- Introduction —
Les concepts d’especes

« Force »

v Largement appliqué dans le
passe ainsi qu'actuellement

- Clés comparatives entre taxons

« Faiblesse »

x Variations intraspécifiques / sp.
cryptiques

x Pertinence des caractéres avec
additions de nouvelles sp.

x Concept basé sur l'interprétation
humaine (subjectivite)




- Introduction —

Les concepts d’especes

1. Morphological species concept (MSC)
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- Introduction —
Les concepts d’especes

2. Ecological species concept (ESC)

« Force » « Faiblesse »
o A . ) _ x Présence possible chez d’autres
v' Spécificité d’héte / niche écologique hotes sans dvlpmt de sporocarpes
v" Prise en compte des zones x  Recouvrement de niche écologique

biogéographiques et écosystemes
x  Switch possible si raréfaction de
ressources (Host Jump)



- Introduction —
Les concepts d’especes

' omitiporia texana §

Fomitiporia sp. nov. PS19




Introduction —
Les concepts d’especes

,‘g Desertic and semi- arld areas of southern USA
and Northern Mexico

5| Fomitiporia sp. nov. PSI9




A R - Introduction —

~=m_ |l es.concepts d’especes

DNA Barcoding:

a rapid method for species identification

J cytochrome c oxidase sub. 1: cox1

matK and rbcL

3. Phylogenetic species concept (PSC)

ITS: internal transcribed spacers and
LSU: Ribosomal Large Subunit (28S)

@® Barcoding moléculaire = identification des
especes par des séquences genétiques uniques

DNA BARCODING

Amplification of small piece
) DNA extraction Wmp Of genome (marker) using wegh ganser sequencing W Fulvifomes kawakamii

universal primers (COI, rbdl, (M.J. Larsen, Lombard &
XX'\ matK, ITS etc.) 1 DNA sequence Hodges) T. Wagner & M
i Fisch. 2002

ATTCCGGATTCCAAGGTTCCAL




Introduction —

Les concepts d’especes.

Concept
4 morphologique

3. Phylogenetic species concept (PSC)

@® Barcoding moléculaire = identification des
especes par des séquences genétiques uniques

@ Analyses phylogénétiques (multigenes) = retracer I'histoire évolutive des

taxons
site Site
constant variable ' | “Macaque
‘ - Babouin
Gibbon
Gibbon AAGCTTTACAGGTGCAACCCTCCTCATARTCGCCCACGGACTARCCTCTT ‘_
Orang AAGCTTCACCEGCGCARCCACCCTCATGATTECCCATGEACTCACATCCT ’ ‘ Qrang-outa
Gorille  AAGCTICAC CACTTCTTCTTATAATTCCCCACGCACTTACATCAT - 1 = Gorille
Homme AAGCTTCAC CAGTCATTCTCATAATCGCCCACGGACTTACATCCT ‘ - .
Chimpanzé AAGCTTCACCGGCGCAATTATCCTCATAATCGCCCACGGACTTACATCCT | [ Chimpanzé
Macague  AMGCTTTTCCGCCGCAACCATCCTTATGATC T ACGGACTCACCTCTT L ieume
Babouin  AAGCTTCTCCGGTGCAACCATCCTTATGATTGCCCACGGACTCACCTCTT




- Introduction —

Les concepts d’especes

3. Phylogenetic species concept (PSC)

« Force »

v ldentification universelle des
especes

v" Reconstruction de l'histoire
évolutive des especes

v" Diminution subjectivité humain

‘Concept
“morphologique

« Faiblesse »

x Utilisé seul, rend subjectif la
delimitation des especes !

x Incongruence phylogénétique

x Base de données internationales
non-veérifiees et types (souvent) non-
séguences ou inexistants
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- Projet “Funif-Col” -

DNA BARCODING

Amplification of small piece
! ‘ DflA extfactlon - Of genome (markev) usin-g - Sanger Sequenc|ﬂg - FU/VIfomeS kawakan)”

universal primers (COI, rbd, (M.J. Larsen, Lombard &
XX'* matK, ITS etc.) 1 DNA sequence Hodges) T. Wagner & M
X Fisch. 2002

ATTCCGGATTCCAAGGTTCCAA

Diverses étapes successives :

@ Extraction ADN

@ Amplification PCR du géne d’intérét
® Sequencage

@ Correction des séguences

® BLAST et analyse des séquences



innuPREP Plant DNA Kit

Protocol 1: gDIMA isolation from plant material using Lysis Solution SLS

Recommended steps

®  Heat thermal mixer or water bath (65 *C)

before starting ®  Prepare Washing Solution M5 and Proteinase K according
to the instruction
1. Starting material ®  Plant material ® 50-100mg 7. Washing Add 650 pl M5
" Wetplant material ®  120-180 myg Vs Rucwivar Tubs 11,000 % g (~11,000 rpmj: 1 min

Homogenization ®  Homogenizer

Pestle
Erlndlng

SpeedMill nnuSPEED Plast DNA Kit]

Ligquid M
Sand

&

Lysis

Pre-filtration

meﬁ-j

. Optional: RNA remaval

Add S00 pl 5L and 20 pl PK
WVortes: 5 sec
Incubation: &5 "C, 30 min

Bdd Prefilter to a Recelver Tube
Add sample to Prefilter
11,000 % g (~11,000 rpm): 1 min

HOTE
Dion't discard the Receiver Tube with
the filtrate!

100 mg/ml RNase A; vortex
Incubation: S min @ AT

¥

Add 650 pl M5
11,000 % g (~11,000 rpm): 1 min

Discard filrate

8. Remove Ethanol
Hewe Riiarivir Tubi & Add Spin Filter to Receiver Tube
r Centrifuge: max speed, 2 min

9, Elution
(Repeat 2x)

Add Spin Filter to an Elution Tube
Add 100-200 pl Elution Buffer
Incubation: 1 min @ RT

11,000 x g (~11,000 rpmj: 1 min

¥

Order No.: B45-KS-1060010 10 reactions
B45-K5- 1060050 50 reactions

B45-KS- 1060250 250 reactions

Binding of DNA

Mew Becever Tube

v

200 gl 5B5 to the filtrate

Mix: plpetting up and down

Add Spin Filter to Receiver Tube
Add sample to Spin Filter

11,000 % g (~11,000 rpm}: 2 min

ADN extrait : 100 ou 200 pL
- 5 uL / amplification PCR nécessaire




0 Denaturation

DNA template
with sequence

of interest 1 N
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Polymerase
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1st cycle
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nth cycle

PCR product

~2" copies




Roéle = Vérifier que I'amplification
PCR a fonctionné correctement !

Cathode  OCOO0000000000000  ©

—— e o E—— E—— —— S—

a Gel d’agarose

— =y
-. i

w AV 4
NI R0 00000000000000000)

W

Courant
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File Edit View
H Both: C|(9\ (—)\‘100% $ | Yie===({i] K conf.scores

4 24 25 B8 38 39 PO PIN6 0 B9 3 B4 27 P8 4 B @2 48 @48 34 7 65 93 P27 6 18 138 8 28 18 75 39 30 @0 80 21 @6 50O P75 46 p4

B0 24

54 62 62 B2 62 54 54 62 62 B2 62 62 62 62 62 54 62 62 62 62 62 G2 G2 G2 62 62 62 62 G2 62 62 62 62 62 54 G2 62 62 62 62 62 62 62 54

m [3)

Reverse

@

CGAGCGTATGAACGTCTACTTCAACCATGT GAGT CCAACGACGGGAAACCGAATAATTGTGCATCATCTGATCGGATGT TTTCTTTGATAATCTAGGCCAGCGGT GACAAGTACGTTCCCCGTGCCGTTCTCGT CAATT TGGAGCCGGGT ACCAT GGA CH
CGAGCGTATGAACGTCTACTTCAACCATGT GAGTCCAACGACTGGAAACCGAATAATTGTGCATCATCTGATCGGATGTTTTCTTTGATAATCTAGGCCAGCGGTGACAAGTACGTTCCCCGTGCCGTTCTCGTCGATTTGGAGCCTGGTACCAT GGACH

CGAGCGTATGAACGTCTACTTCAACCATGT GAGTCCAACGACTGGAAACCGAATAATTGTGCATCATCTGATCGGATGTTTTCTTTGATAATCTAGGCCAGCGGTGACAAGTACGTTCCCCGTGCCGTTCTCGTCGATT TGGAGCCT GGTACCAT GGACH

S—— D)

alignment length: 1206 b | working seq. length: 415 b

DNA structure

Nucleotide Bases

e Adenine
Base

- Cytosine
Sugar _

s Guanine

Thymine

3

=

- P T T o1
( 3 | :
. -d 2 . 5
————
Thymine  Adenine Guanine  Cytosine



Méthodologie de correction des séguences (chromatogramme)

> Etape 1. Charger les séquences dans un programme de correction de
séquences (Bioedit, Geneious, Sequencher,....)

> Etape 2: Retourner le brin « Reverse » pour obtenir le complémentaire du brin
« Forward »
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Méthodologie de correction des séguences (chromatogramme)

> Etape 1. Charger les séquences dans un programme de correction de

séquences (Bioedit, Geneious, Sequencher,....)

> Etape 2: Retourner le brin « Reverse » pour obtenir le complémentaire du brin

« Forward »

> Etape 3: « Contiger » les deux brins pour obtenir une séquence « consensus »

> Etape 4: Correction de la séguence « consensus »

Initiation séguences :
ITS1/4: ATCATTA...
LSU: TAACAAGG...

AorCorGorT

AorC

AorG

AorT

CorG

CorT

GorT

Not T

Not G

Not C

w|g(Z|<|R|=<|w|Z|=|E|Z

Not A

USEUM i
S NAL HIST Yy
SNATURELER




BLAST = Basic Local Alignment Search Tool (Pairwise alignment)

NCBIBlast

unrt

I Le BLAST est une
comparaison, pas une
identification !!!

L




- Résultats —

1¢"cas: Similarité 100% a plusieurs séquences étiquetées sous un
méme nom de taxon

il Algnments o
Max Total Query E

Description kot
score score cover value

Aberriana

550 1s0lale

SUDUNE NDOSOMAl RNA Gane, DAY SEqUence. interma Iy rod spacer 1, 58S M

S ANAger 991 991 100% 00 100%

ABarmania bonuiss 900, nartial sequence; insemal trang 991 991 100% 0.0

B ANA

ribad soacer 1. 5 88 ribo

FJ21%-1 185 small subuni

omal ANAgone. 991 991 100% 00 100%

5485

4-1 18S smal suburst ribosorm.

000, parsal soquence. internal transcriboed spacer 1, 58S rbosomal ANA pore 991 991 100% 00 100%

Aermaria tenuissima isolate XI306-1 185 smad subunit nbosomal ANA gane, partial sequence: intemal IANSCIbed spacer 1, 585 «

osomal RNAgene, 991 991 100% 0.0 100% MG01Z2621

Aternaria tenuissena isolate

small subunit ribosomal ANA gene, partial seguence; infornal transcrded spacer 1, 585 nbosomal ANAgene, 991 981 100% 00

IS nbosomal ANAgeng. 991 991 100% 0.0 100%

mal BNA gone, partial seguence: momal iranscribed

Algerariy

suburst ridbosomal ANA gone, partial soguonce

trangcrod spacer 1, 5 8BS ribasomal RNA gene. 991 291 100% 00 100%

Alemaria Senuissma isolate SX2645-6 183 smal subunit ribosomal RNA gene, partial sequence: niemal ranscrbed spacer 1.5 8S rbosomal ANA gene. 991 991 100% 0.0 100% MGOIZZT81

AReTana tenussena inolate SX299-6 188 smal subunit ribosomal BNA gene, partial sogquence: miemal iranscred soacer 1. 5 85 rbosomal RNA gone. 991 091 100% 0.0 100% MG

ARSI IOMASSINA 15

womal RNA gene

Al $2uence: internal ¥ mal ANAgene, 991 991 100% 0.0

L0000 SPDCCr

Alemaria tonuins p OM343.6 18

suburit ribosomal BNA gene, partad sequence, intornal ¢ gomal ANA gone 991 991 100% 0.0 100%

crbod 8

Algergria tenuissena isolate NXX35-2 16S ¢

991 991 100% 00 100%

nal Yancrdod spacer |

NX286-1 18S small subunt ribosomal RNA oane, par

991 991 100% 00

nternal Yanscrided SO

ma

91 991 100% 0.0 100%

i BNA gene. partial seouence

3l Yarucribed spacer !

ena) isolate LNI25 50Mmal RNA gone  parial sequenca _inteeny

'l 500007 1, 5,85 A ol ANAgene, 991 991 100% 00 100%

Alernarna teny

LN30S-1 185 small subunit rbosomal RANA gone. partial seguence: intemal trae

pd $0acer 1,585 o

a ANAgerw, 991 991 100% 00 100%

Atemar N342-3 18S small subunit b

mal ANA gene. partal $oquence: intemal $rans soacer 1. 58S mal ANA gene, 991 991 100% 00

Al JX208-10 18

wal ANA gone. partial sequence: intemal ranscribed spacer 1, 5.85 rbosomal BNAgene 991 991 100% 00

91 991 100% 00

JX229-4 185 small subunit nbosomal ANA gene, partial sequence; intermal transcribed spacer 1. 5 85 ribosomal R

Aermania tenuissena isolate A

il subunit rdosomal RNA 9one, partin! seauonce; intemal transcribed spacer 1, 58S rbosomal RNAgene. 991 991 100% 0.0

Aperiaria tonuissend isolate A2

nal subunit rosomal RNA 0ene. pavtial 564G

e indomal transctibed spacer 1. 585 ribosomal RNAgene, 991 991 100% 0.0



- Résultats —

2¢me cqs: Similarité a >97%

Sequences producing significant alignments:
Select: All None Selected0
11 Alignments O

Max Total Query E

Ident  Accession
SCOore Score  covar valus

Diescription

Volucrispora graminea sirain CBS 114830 small subunit ibosomal ANA gene, partial sequence; intemal transcribed spacer 1, 5.85 ribosomal ANA gene, and inferr 550 550  99% 2e-152 08% MHB52967.1

Uneulured fungus clone B-106 185 ribosomal AMA gene, partial sequence; inernal transcribed spacer 1, 5,85 ribosomal BNA gene, and infernal transcribed space 550 550 99% 2e-152 98% KCBB4358.1
Fungal sp. straim 5187F intamal transcribed spacar 1, partial saquenca; 5.65 ribosomal RNA gene and internal transcribed spacer 2, complete saquence; and 285 546 546 99% 2e-151 88% KUB30102.1
Fungal sp. strain S1847 internal transcribed spacer 1. partial sequence: 5.85 ribosomal BMA gene and intemnal transcribed spacer 2, complate sequence: and 285 546 546 00% 28151 08% KUB30006.1
Phiglophors sp. Pra7 185 ribosomal FNA gene, partial Sequence: inlemal Iranscribed spacer 1, 5,835 ribosomal AMNA geng, and inlemal Iranscribed spacer 2, comp 548 546 99%  2e-151 98% KUBBE586.1
Rhexacercosporidium § er 1, parial sequence; 585 ribosomal ANA gene and internal iranscribed spacer 2. com eguence; S46 546 99%  Z2e-151 98% KLUG045541
Rhexscercosporidium sp. CSTCE inlernal iranseribed spacer 1, parial sequence; 5.85 ribasomal ANA gene and internal iranscribed spacer 2, complele sequence; 546 546  99% 2e-151 98% KUS04553.1
Rhexscercosporidium sp. CSTC1 imermal transsribed spacer 1, parial sequence; 5.85 ribasomal ANA gene and intemnal transeribed spacer 2, complete sequence; 546 546  99% 2e-151 98% KU4O7ET41
Unculturad Helotiales clone 12137_B_vivipara_A2 A 185 ribosomal RMA gene, partial sequence; inemal franscribed spacer 1, 5.85 ribosomal RMNA gene, and int 546 548 99% 2e-151 98% KFDDDG42.1
Uncuturad fungus genomic DMA containing 185 rANA gena, ITS1, 5.85 rANA gena, [TS2, 285 rBNA gens, clons 3-113 546 546 099% 2e-151 08% FNa12810.2
Ungutiured fungus genomic DMA containing 185 rANA gene, ITS1. 5.85 rRNA gene, TS2, 285 rRNA gene. clone 3-23 546 546 99% 2e-151 08% FNE12809.2
Cadophaora sp. E TR3-1-8 185 ribosomal AMA gene, intemal transcribed spacer 1, 5,85 ribosomal ANA gene, internal transcribed spacer 2. and 28BS ribosomal BN, 546 546 99% 2e-151 898% GU212388.1
Cadophora sp. 8e51-2 185 ribosomal ANA gene, parial sequence; internal transcribed spacer 1, 5.85 rbgsomal BNA gene, and internal franscribed spacer 2, com 546 546 89% 2e-151 88% DO317320.1

Fungal endophyte strain C327K internal transerbed spacer 1, partial sequence; 5.85 ribosomal ANA gene and Internal transcribed spacer 2, complete sequence; s 545 545 8989% 2e-151 B98% KT203010.1
Uneuliured Volugrispora clone IVK4-24 185 ribosomal ANA gane. partial sequence; inlernal frangcribed spacer 1, 583 rbosomal AMA gene, and mlernal franseribe 544 544 99% 8e-151 08% EUS16740.1
Uncultured Helgardia clone IIK2F40 185 ribosomal ANA gene, partisl sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, Bnd intemnal transcribed : 543 543 98% 3e-150 98% FE 5T

Fungal sp. straim 52324 internal transcribed spacer 1, partial sequence; 5.85 ribosomal AMA gene and internal transcribed spacer 2, complete sequence; and 285 542 542  99% 3e-150 08% KUB30386.1
Fungal sp. strain J24&6T intarnal transcribad spacer 1, partial saquence; 5.85 ribosomal ANA gane and internal transcribed spacer 2, complete saquence; and 285 542 542 99% 3e-150 08% KUB3B425.1
Fungal sp. strain J238Q internal transcribed spacer 1, partial sequence; 5.85 ribosomal AMA gene and internal transcribed spacer 2, complete sequence; and 285 542 542 99% 3e-150 08% KUB3B365.1
Fungal sp. straim M1:31J intemnal franscribed spacer 1, partial sequencs; 5,85 ribosomal BNA gene and intarmal transcribed spacer 2, complete sequance: and 285 542 542 09% 3e-180 08% KUB37T315.1

Fungal sp. train N1311inlermal Iranscribed spacer 1, parial sequence: 583 ribosomal BNA geng and inlermal Iranscribed spacer 2, complele sequence: and 2BS: 542 542 99% 3e-150 98% KUBITII41

Unculiured Cadophara clone IK3-7 165 ribogsomal BMNA gene, parial sequence; intemal transcribed spacer 1, 585 rbosomal BNA gene. and intemal transeribed & 542 542 899%  3e-150 98% EUS16530.1

Lepiodontidium orchidicala small subunit ribogomal ANA gene, partial sequence; imermal transcribed spacer 1, 585 ribosomal ANA gene, and inernal trangeribed « 542 542 99% 3e-150 98% EFEE460871




- Résultats —

AS1.SEQ

2¢me cqs: Similarité a >97%

» Comparaison des séguences et revérification des chromatogrammes (ambiguité)

> Littérature (genre + séquences sur GenBank)

» Séquencage d’autres génes pour recouper les informations

» Vérification morphologique



3¢me cas: Similarité a 100% pour plusieurs séquences étiquetées
sous des noms de taxons différents

Sequences producing significant alignments:
Select; All None Selected:d
it Alignments »

Description

Panicillium biforma strain KASB028 beta-tubulin gene, partial cds
Penicillium biforme strain KASB027 beta-tubulin gene, partial ods

Peanicillium commune strain 515 beta-fubulin 2 {tub2) gene, partial cds

Penicilliym commune strain 5i20 beta-tubulin 2 (fub2) gene, partial cds

Panicilium commune strain UBOCC-A-116003 beta-ubulin 2 (tub2) gene, partial cds

Panicillium commune strain 5i24 beta-tubulin 2 (tub2) gene, partial cds
Panicillium commung strain 530 beta-ubulin 2 (tub2) gene, partial cds

Peanicillium commune culture-collection MUT<=ITA=:4858 beta-tubulin (Tub) gene, partial cds

Penicillium biforme strain DTO_268E2 beta-tubulin (tub?) gene, partial cds

Panicilium commune isolate 1S22 bata-tubulin gene, partial cds

Penicilliym commune strain 51170 beta-tubulin 2 (tub?) gene, partial cds

Causes :
» Mauvaises annotations GenBank

» Sequences geéniques peu variables au sein de ce genre (littérature !)

Max = Total
score score
B93 693
B33 693
693 693
693 693
693 693
B33 693
B33 693
693 693
693 693
G693 693
631 691

Query
cover

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

99%

value
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

Ident

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

o

Accession

KY480085.1
KY468084.1
KX928914 1
KX928911.1
KX928309.1
KX928908.1
KX9288598.1
KT313385.1
KJ775117.4
JOZ7ITZA

EX928917.1

- Nécessité de seéquencer d’autres genes appropriés selon groupe taxonomique



- Résultats —

4eme cas: Similarité a < 97% | = probabilité forte d’'une sp. nov |

Sequences producing significant alignments:
Select: All None Selected:0

il Mignments o

Description :::; ::‘:1 3:‘:' v;ue Ident  Accession
Uncultured Phoma genomic DNA containing 185 rANA gene. [TS1. 5.85 rBNA gene, ITS2 and 285 rBNA gene, clone 10070CES (SMOTU224) 472 472 99%  4e-120 92% HGEOITI04.1
Pezizomyeoling sp, sirain WA2 inernal iranscribed spacer 1, parial sequence; 5.85 ribosomal ANA gene and internal transcribed spacer 2, complede sequence; an 468 468 09% Se-128 91% MFS149881
Ungultured fungus clone ZBJ201 308-48 small subunit ribosomal BNA gane. partial sequance; intemal transcribed spacer 1, 5.85 ribosomal ANA gene, and internal 468 468  89% Se-128 91% HX515380.1
Uncultured Ascomycata clone § 12 NE_3 small subunit ribosomal BMA gene, partial sequence; internal franscribed spacer 1, 5,85 dbpsomal BNA gene, and interr 468 488 09%  5e.128 91% KX400281.1
Uneuliured Psiloglonium genomic DA containing 185 rRNA gene, ITS1, 5.88 rRMA gene, ITS2 and 288 rRNA gene, clone 10870002 (MOTL4) 468 468 95% 5Se-128 91% HGHIS441.1
Uncultured Palloglonium genamic DNA containing 185 rRMNA gene, ITS1, 5.85 rANA gene, ITS2 and 285 rRNA gens, clone 10550026 (MOTU4) 468 468 99% Se-128 91% HGEHA6430.1
Uncultured Pailoglonium genomic DNA containing 185 rRNA gene, ITS1, 5.85 rRNA gena, ITS2 and 285 rRNA gena, clone 10510058 (MOTU4) 468 468 09% 5e-128 91% HGO3E437 .1
Uncultured Psiloglonium genomic DNA containing 185 rRMA gene, ITS1, 5.85 rRMA gene, ITS2 and 285 rRNA gene, clone 10810C01 (MOTU4) 468 468 99% Se-128 919% HGEO35436.1
Uneyltured Psilaglonium gensmic DNA comtaining 185 rAMNA geng, ITS1, 5,85 rANA gene, ITS2 and 285 rANA gene, clone 10J70CE2 (MOTU4) 468 4BB 99% Se-128 91% HGO35435.1
Unculiured Psiloglonium genamic DA containing 185 rBMNA gene, ITS1, 5.85 rANA gene, ITS2 and 285 rBNA geng, clone 10J50CT1 {MOTU4) 468 488 99% Se-128 91% HGEHAS4341
Uneultured Psiloglonium gengmic DMA containing 185 rAMA gene, ITS1, 5,85 rAMA gena. ITS2 and 285 rANA gena. clone 10J50C41 (MOTL4) 468 488 99% Se-12B8 B1% HGH3S4331
Uncultured Pailoglonium genomic DA containing 185 rRMNA gene, ITS1, 5.85 rANA gene, ITS2 and 288 rBNA gene, clone 1010082 (MOTU4) 468 468 99% 5He-128 91% HGHAG4I1.1
Uneuliured Psilaglonium genomic DA contalning 1BS rRMNA gene, ITS1, 5.85 rRMA gene, ITS2 and 288 rRNA gene, clone 1010061 (MOTU4) 468 468 99% Se-128 91% HGHAG430.1
Uncultured Psiloglonium genomic DNA containing 185 rRMNA gene, ITS1, 5.85 rAMNA gene, ITS52 and 285 rBNA gena, clone 10J10C15 (MOTU4) 468 468 09% Se-128 91% HGO35429.1
Uncultured Psiloglonium gengmic DMA containing 185 tRMA gene, ITS1, 5.85 rRMA gena. [TS2 and 285 rRNA gena. clone 0BSS0C44 (MOTL4) 468 468 99% Se-128 919% HGEEIS415.1
Uneultiired Pailoglonium genamic DN confaining 185 rANA gene, 1TS1, 5,85 rANA genae, ITS2 and 285 rANA gena, clone 0SS50019 (MOTLI4) 468 468 09% Se-128 91% HGO35414.1
Uncyliured Psilogloniym gencmic DA containing 185 rBNA gene, ITS1, 5.85 rANA gene, ITS2 and 285 rBNA gene, clone 08510040 (MOTLI4) 468 488 99% 5e-128 91% HGEHAS4131
Uneultured Psiloglonium genamic DA containing 185 rAMNA gene, 1TS1, 5.85 rANA gene, ITS2 and 285 rANA gene, clong 08510038 (MOTLIS) 468 488 99% Se-128 91% HGHAS412.1
Uncullured Psiloglonium genamic DNA containing 185 rANA gene, ITS1, 5.85 rANA gene, ITS2 and 288 rANA gene, clone 08.WUCET (MOTLA) 468 4868 99% Se-128 91% HGHAS408.1
Uneuliured Psiloglonium genomic DA containing 1BS rRNA gene, ITS1, 5.88 rRNA gene, ITS2 and 288 rANA gene. clone 05, WuC29 (MOTUE) 468 468 95% 5Se-128 91% HGHASA07.1
Ungultured Psiloglonium gengmic DMA confaining 185 rRMNA gene, ITS1, 585 rANA gane. [TS2 and 285 rANA gena. clons O8JWUCOR (MOTUE) 468 488 89% Ge-128 91% HGHS5406.1
Uneultured Psiloglonium gengmic DMNA containing 185 rBMNA gene, IT51, 5,85 rRNA gena. ITS2 and 285 rANA gena. clone 0SJ10CT1 (MOTU4) 468 468 09% Se-128 91% HGO3S403.1
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1) XC23-093 : Entoloma lucidum / sericeum ?

- BLAST séquence ITS

Description
v

Entoloma sericeum isolate BF8 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and inte...

Scientific Name
w

Entoloma sericeum

Entoloma sericeum internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal franscri. ..

Entoloma sericeum

Entoloma sericeum strain Battistin 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S. ..

Entoloma sericeum

Entoloma sericeum voucher LE302051 internal transcribed spacer 1,_partial sequence; 5.88 ribosomal RNA gene, ...

Entoloma sericeum

Entoloma sericeum voucher MQ17229-QFB29737 small subunit ribosomal RNA gene, partial sequence; internal fr...

Entoloma sericeum

uncultured fungus genomic DNA sequence contains 18S rRNA gene, ITS1, 5.85 rRNA gene, ITS2, 28S rRNA gen...

uncultured fungus

Entoloma sericeum voucher KR-M-0053201 internal transcribed spacer 1, partial sequence; 5 85 ribosomal RNA ...

Entoloma sericeum

Entoloma sericeum strain JVG 1060831-8 185 ribosomal RNA gene, partial sequence; internal transcribed spacer. ..

Entoloma sericeum

Entoloma sericeum strain MEN 1048 (L) 185 ribosomal RNA gene, partial sequence; internal transcribed spacer 1...

Entoloma sericeum

Entoloma sericeum strain JVG 960816-7 18S ribosomal RNA gene, partial sequence; internal transcribed spacer ...

Entoloma sericeum

Uncultured fungus clone 3993 431 small subunit ribosomal RNA gene_ parial sequence; internal transcribed spac...

uncultured fungus

Entoloma sericeumn voucher MQ18R381-QFB30897 intemal transcribed spacer 1, partial sequence; 5.85 rnibosom. ..

Entoloma sericeumn

Entoloma sericeum voucher GC13091816 internal transcribed spacer 1, partial sequence; 5.8S nbosomal RNA ge...

Entoloma sernceum

Entoloma sericeum voucher GC99100110 internal transcribed spacer 1, partial sequence; 585 ribosomal RNA ge...

Entoloma sericeum

Entoloma sericeum var. sericeum voucher 256129141 small subunit ribosomal RNA gene, partial sequence; intermn. ..

Entoloma sericeu

Entoloma sericeum voucher GC14112812 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA ge. ..

Entoloma sericeum

~~*sloma sericeum voucher PDD86974 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene...

Entoloma sericeum

Max

Score
-

1157
1157
1153
1110
1153
1151
151
1149
1147
1146
1140
1129
1123
1122
1114
1112

1110

Total

Score
b

1157
1157
1153
1110
1153
1151
1151
1149
1147
1146
1140
1129
1123
1122
1114
1112

1110

Query

Cover
w

100%
100%
99%
96%
100%
100%
100%
99%
99%
99%
99%
98%
97%
97%
96%
96%

96%

E

value
-

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
00
0.0
0.0
0.0
0.0
0.0
00
0.0

0.0

Per.
Ident

h 4

100.00%
100.00%
100.00%
100.00%
99.84%
99.84%
99.84%
99.84%
99 84%
99.84%
99.84%
99.84%
99.84%
99.84%
99 83%
99.83%

99.83%

Acc.

Len
v

1280
672
641
601
706

1584
730
641
641
640
666
639
760
760
648
755

753

Accession

KY706153.1
KF897025.1
JX454815.1
0OL338254.1
MN992584.1
0U939303.1
PP868373.1
JX454851.1
JX454814 1
JX454869.1
MW214974 .1
MN992142.1
OL338087.1
0OL338105.1
005863411
OL338090.1

0OL338382.1
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1) XC23-093 : Entoloma lucidum / sericeum ?

- BLAST séquence LSU

Description
b

Entoloma sericeum voucher GLM 45918 28S large subunit ribosomal RNA gene, partial sequence

Nolanea sericea strain CBS 237.50 large subunit ribosomal RNA gene, partial sequence

Entoloma sericeum isolate HMJAUG0927 large subunit ribosomal RNA gene, partial sequence

Entoloma sp. strain G0104 large subunit ribosomal RNA gene, partial sequence

Entoloma farinolens strain G1604 large subunit ribosomal RNA gene, partial sequence

Entoloma alboumbonatum strain G1803 large subunit ribosomal RNA gene, partial sequence

Entoloma cf_solstitiale strain G1415 large subunit ribosomal RNA gene, partial sequence

Entoloma minutum strain G0395 large subunit ribosomal RNA gene, partial sequence

Nolanea sericea strain CBS 153 .46 large subunit ribosomal RNA gene, partial sequence

Entoloma farinolens isolate CONTIG SL 18 large subunit ribosomal RNA gene, partial sequence

Entoloma farinolens isolate CONTIG SL10 large subunit ribosomal RNA gene, partial sequence

Entoloma aromaticum strain G1672 large subunit ribosomal RNA gene, partial sequence

Entoloma fibrosopileatum strain G1625 large subunit ribosomal RNA gene, partial sequence

Entoloma conferendum strain G0703 large subunit ribosomal RNA gene, partial sequence

Entoloma brunneosericeum isolate HMJAUG0945 large subunit ribosomal RNA gene, partial sequence

Entoloma llimonae isolate HMJAUG0966 large subunit ribosomal RNA gene, partial sequence

Entoloma cetratum strain G1148 large subunit ribosomal RNA gene, partial sequence

Scientific Name Max
= Score
b

Entoloma sericeum 1947
Entoloma sericeum 1927
Entoloma sericeumn 1825
Entoloma sp. 1901
Entoloma farinol... 1901
Entoloma albou... 1895
Entoloma cf. sols... 1849
Entoloma minutum 1875
Entoloma sericeumn 1844
Entoloma farinol... 1890
Entoloma farinol... 1890
Entoloma aromat... 1890
Entoloma fibroso... 1888
Entoloma confer... 1879
Entoloma brunne... 1814
Entoloma llimonae 1784

Entoloma cetratum 1768

Total

Score
w

1947

1927

1825

1901

1901

1895

1849

1875

1844

1890

1890

1890

1888

1879

1814

1784

1768

Query E
Cover value
v v
99% 0.0
98% 0.0
949% 0.0
98% 0.0
99% 0.0
98% 0.0
96% 0.0
98% 0.0
96% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
98% 0.0
95% 0.0
93% 0.0
92% 0.0

Per.
Ident

h 4

100.00%

99.90%

99.80%

99.52%

99.43%

99.43%

99.41%

99.32%

99.31%

99.24%

99.24%

99.24%

99.24%

99.23%

99.21%

99.19%

99.18%

Acc.

Len
w

1078

1109

1000

1284

1286

1284

1259

1275

1081

1241

1241

1286

1285

1280

1011

999

1220

Accession

AY207197.1

AF223170.1

ON041704.1
MK278045.1
MK277986.1
MK277958.1
MK278034.1
MK278007.1
AF223171.1

OL688355.1
OL688347 1
MK277965.1
MK277987.1
MK278032.1
ON042432 1
ON042455 1

MK277976.1
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2) XC23-096 : Gyroflexus ?

- BLAST séquence ITS

Description
w

Phloeomana speirea voucher MushroomObserver.org/307099 internal transcribed spacer 1, partial sequence; 5.85 ...

Scientific Name
-

Phlogomana spei...

Phloeomana speirea voucher AMB 18773 small subunit ribosomal RNA gene, partial sequence; internal transcribed. .

Phloeomana spei...

Phloeomana speirea voucher S.D. Russell iNaturalist # 8590065 internal transcribed spacer 1, partial sequence; 5.8...

Phloeomana spei...

Phloeomana speirea voucher 218n 188 ribosomal RNA gene, intemnal transcribed spacer 1, 5.8S ribosomal RNA ge...

Phloeomana spei...

Mycena speirea genomic DNA sequence contains 188 rRNA gene, ITS1, 5.8S rBNA gene, ITS2 and 28S rRNA gen...

Phloeomana spei...

Phloeomana speirea isolate MO542250 small subunit ribosomal RNA gene, partial sequence; internal transcribed s...

Phloeomana spei...

Phloeomana speirea isolate iNaturalist # 167068968 small subunit ribosomal RNA gene, partial sequence; internal f...

Phloeomana spei...

Phloeomana speirea isolate CA FUNDIS iNaturalist # 184215987 small subunit ribosomal RNA gene, partial sequen...

Phloeomana spei...

Phloeomana speirea isolate OMDL K. Canan iNaturalist # 169173422 small subunit ribosomal RNA gene, partial se...

Phloeomana spei...

Phloeomana speirea isolate CA FUNDIS iNat147684225 internal transcribed spacer 1, partial sequence; 5.8S ribos...

Phloeomana spei...

Phloeomana speirea isolate iNat657 19557 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gen...

Phloeomana spei...

Phloeomana speirea voucher H6039066 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, ...

Phlogomana spei...

Porotheleum omphaliiforme voucher WU 17815 small subunit ribosomal RNA gene, partial sequence; internal trans. ..

Marasmiellomyce. ..

Phloeomana speirea voucher WU 17815 small subunit ribosomal RNA gene, partial sequence; internal transcribed . .

Phloeomana spei...

Phloeomana speirea voucher 449 185 nbosomal RNA gene,_internal transcrnibed spacer 1,5 85 nbosomal RNA gen

Phloeomana spel...

Phloeomana speirea isolate MO 190446 small subunit ribosomal RNA gene, partial sequence; internal transcribed s...

Phlogomana spei...

Mycena speirea genomic DNA sequence contains 185 rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 285 rRNA gen...

Phloeomana spei...

Max

Score
-

122

880

171

171

171

171

1162

1162

157

1153

1153

1099

1092

1074

1166

1166

1166

[4

ilmluuhmluulm

€

Y
1

L

Total

Score
w

122

880

171

171

171

171

1162

1162

157

1153

1193

1099

1002

1074

1166

1166

1166

Query E
Cover value
- v
95% 0.0
75% 0.0
100% 0.0
100% 0.0
100% 0.0
100% 0.0
99% 0.0
99% 0.0
98% 0.0
98% 0.0
98% 0.0
93% 0.0
93% 0.0
91% 0.0
100% 00
100% 0.0
100% 0.0

Per.
Ident

b

99.67%

99.58%

99.53%

99.53%

99.53%

99.53%

99.53%

99.53%

99.53%

99.52%

99.52%

99.50%

99.50%

99.49%

99.38%

99.38%

99.38%

Acc.

Len

1040

496

653

798

1067

691

661

630

630

601

632

622

704

699

1090

Accession

MH100738.1
OL839158.1
MN906057.1
JF908396.1

LT671446.1

PP849905.1
OR853434.1
PP849864.1
OR987384.1
OR879834.1
OP651132.1
MW540707.
OM422778."
0OL990024.1
JF908438 1

PP849896.1

LT671445.1



2) XC23-096 : Gyroflexus ?

- BLAST séquence ITS

|

ullmhmluulmdu

[4

€

E
AL

Score

Expect Identities Gaps Strand

1122 bits(607) 0.0 609/611(99%) 0/611(0%) Plus/Plus

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

Querv

30

1

9@

61

150

121

210

181

2760

241

330

301

390

361

450

421

51@

481

57@

541

630

TGTTGTAGCTGGCTCTTCGGAGCATGTGCACGCACTTCAAATTCATCTTTACCACCTGTG

TGTTGTAGCTGGCTCTTCGGAGCATGTGCACGCACTTCAAATTCATCTTTACCACCTGTG

CACTTTTGTAGACTGTGATAACTCTCAATGGTTTACTCCGTTGGATTGAAGGACATGCGT

CACTTTTGTAGACTGTGATAACTCTCAATGGTTTACTCCGTTGGATTGAAGGACATGCGT

CTTAGCTGTCTTTCGACTTCACAGTCTATGTCTCATCTACTATAAAAAGTCTAGAATGTA

CTTAGCTGTCTTTCGACTTCACAGTCTATGTCTCATCTACTATAAAAAGTCTAGAATGTA

ACTTGTGGGTCTTTTGACCTATAAAA AATACAACTTTCAACAACGGATCTCTTGGCT

ACTTGTGGGTCTTTTGACCTATAAAA AATACAACTTTCAACAACGGATCTCTTGGCT

ATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTG

AAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTG

AATCATCGAATCTTTGAACGCACCTTGCACTCCTTGGTATTCCGAGGAGTATGCCTGTTT

AATCATCGAATCTTTGAACGCACCTTGCACTCCTTGGTATTCCGAGGAGTATGCCTGTTT

GAGTGTCATTAAATTCTCAAACCTCTTTGACTTTATTGACAAAGAGGCTTTGGATGTGGG

GAGTGTCATTAAATTCTCAAACCTCTTTGACTTTATIGACAAAGAGGCTTTGGATGTGGG

AGTCAGCTCTCCTTAAA

GTCAGCTCTCCTTAAA

TAGTGGTTACTGTTCTCCACT

ACAA TAGTGGTTACTGTTCTCCACT

TCCTGGTGTGATAATATCTACGCCTAGTGGAGATGTTAAGTGTAGCTGCTCTCTAACCGT

TCCTGGTGTGATAATATCTACGCCTAGTGGAGATGTTAAGTGTAGCTGCTCTCTAACCGT
CCATGCAATGTGGACAACTTGAACCCTTTGACCTCAAATCAGGTAGGACTACCCGCTGAA
CELCECEEREREEE e EE e e et e e e e iy rr

CCATGCAATGTGGACAACTTGAACCCTTTGACCTCAAATCAGGTAGGACTACCCGCTGAA

CTTAAGCATAT 640

89

60

149

120

209

180

269

249

329

300

389

360

420

5@9

480

569

549

629

600
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2) XC23-096 : Gyroflexus ?

- BLAST séquence LSU

Description
b

Hemimycena sp. 1 TM02 65 258 large subunit ribosomal RNA gene, partial sequence

Hemimycena sp. NOFQB15 Q23 gene for large subunit ribosomal RNA

Hemimycena sp. NOFFB11_F19 gene for large subunit ibosomal RNA

Phloeomana minutula strain G0202 large subunit ribosomal RNA gene, partial sequence

Pluteus thomsonii culture CBS:213 .46 strain CBS 213 46 large subunit ribosomal RNA gene, partial sequence

Scientific Name
v

Hemimycena sp. ...

Hemimycena sp.

Hemimycena sp.

Phloeomana min. ..

Pluteus thomsonii

Mycena olida strain G0813 large subunit ribosomal RNA gene, partial sequence

Hemimycena sp. strain GO05Y large subunit ribosomal RNA gene, partial sequence

Pleurotopsis longinqua isolate RV95/473 258 large subunit ribosomal RNA gene,_partial sequence

Panellus longinquus isolate PDD 72536 large subunit ribosomal RNA gene, partial sequence

Gerronema viridilucens voucher DED 7822 large subunit ribosomal RNA gene, partial sequence

Panellus violaceofulvus culture CBS:391.50 strain CBS 391.50 large subunit ribosomal RNA gene, partial sequence Panellus violace. ..

Mycena olida

Hemimycena sp.

Pleurotopsis lang. .

Panellus longing...

Gerronema viridil. ..

Pleurotopsis longinqua strain G0873 large subunit ribosomal RNA gene, partial sequence

Panellus violaceofulvus large subunit ribosomal RNA gene, partial sequence

Pleurotopsis longinqua large subunit ribosomal RNA ribosomal RNA gene, partial sequence

Lepista panaeola strain GO177 large subunit ribosomal RNA gene, partial sequence

Hemimycena sp. isolate TMEF17 large subunit ribosomal RNA gene, partial sequence

Hemimycena ignobilis strain DAOM214662 25S large subunit ribosomal RNA gene, partial sequence

Pleurotopsis long. ..

Panellus violace. ..

Pleurotopsis long. ..

Lepista panaeola

Hemimycena sp.

Hemimycena ign...

Max

Score
w

1443

1439

1435

1504

1504

1500

1496

1459

1447

1448

1448

1443

1317

1315

1435

1434

1430

Total

Score
b

1443

1439

1435

1558

1504

1555

1551

1514

1447

1503

1448

1498

1317

1315

1490

1434

1485

Query

Cover
w

60%
63%
62%
69%
67%
69%
69%
69%
67%
69%
67%
69%
61%
61%
69%
67%

69%

E

value
b

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

Per.
Ident

h 4

99.37%

98.30%

98.29%

97.71%

97.61%

97.60%

97.49%

96.69%

96.57%

96.47%

96.47%

96.46%

96.26%

96.26%

96.24%

96.24%

96.24%

Acc.

Len

793

850

844

1281

938

1282

1290

1034

918

976

947

1282

834

833

1289

965

1104

Accession

EU522786.1
LC757565.1
LC757632 .1
MK278398.1
MH867690.1
MK278135.1
MK278137.1
AF042604.1
PP956783.1
OR449361.1
MH868193.1
MK278472.1
AF325361.1
AY014289.1
MK278277 .1
0OL614822 1

AF261359.1



3) XC23-131 : Inocybe sp.

- BLAST séquence ITS

KN N<ECN<ECECECN< NN <N}

Description
v

Inocybe tabacina voucher HFRG PC230723 1 internal transcribed spacer 1, partial sequence; 5.8S ribosomal R. ..

Scientific Name
-

Inocybe tabacina

Inocybe tabacina voucher HFRG PC221006_3 small subunit ribosomal RMA gene, partial sequence; internal tra. ..

Inocybe tabacina

Inocybe tabacina voucher FR-0246016 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene. ..

Inocybe tabacina

Inocybe tabacina voucher FR-0246017 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RMA gene. ..

Inocybe tabacina

Inocybe tabacina voucher MG68 small subunit ribosomal RNA gene,_partial sequence; intemal transcribed spacer ...

Inocybe tabacina

Inocybe tabacina voucher HFRG PC221006 1 small subunit ribosomal RNA gene, partial sequence; internal tra. ..

Inocybe tabacina

Inocybe tabacina voucher PAMO507 1302 (LIP) small subunit ribosomal RNA gene_ partial sequence; internal tran. ..

Inocybe tabacina

Inocybe tabacina voucher KR-M-0044743 small subunit ribosomal RNA gene, partial sequence; internal transcrib. ..

Inocybe tabacina

Inocybe tabacina voucher HFRG PC220927 1 small subunit ribosomal RNA gene_ partial sequence; internal tra. ..

Inocybe tabacina

Inocybe tabacina voucher HFRG PC211012 1 small subunit ribosomal RNA gene, partial sequence; internal fran...

Inocybe tabacina

Inocybe cf. tabacina voucher KR-M-0044690 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA. ..

Inocybe cf. tabac. ..

Inocybe bombina FR 0246007 ITS region, from TYPE material

Inocybe bombina voucher KR-M-0043212 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA g. ..

Inocybe bombina

Inocybe bombina

Inocybe bombina voucher FR-0246007 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene. ..

Inocybe bombina

Inocybe vulpinella voucher IK-00033 185 ribosomal RNA gene, partial sequence; internal transcribed spacer 1,_5....

Inocybe vulpinella

Uncultured Inocybe clone 12223 B vivipara 185 ribosomal RNA gene_partial sequence; internal transcribed spa...

uncultured Inocybe

Uncultured Inocybe clone 12224 B vivipara 1885 ribosomal RNA gene, partial sequence; internal transcribed spa. ..

uncultured Inocybe

Uncultured Inocybe clone 12221 B vivipara 185 ribosomal RNA gene, partial sequence; internal transcribed spa. ..

uncultured Inocybe

Max

Score
-

1206

1146

1027

1027

1232

1166

1227

1142

1123

1221

1057

889

889

889

41

743

743

743

.- Recoltes IMHA 2023 -

Total

Score
b

1206

1146

1027

1027

1232

1166

1227

1142

1123

1057

889

889

889

M

743

743

743

Query
Cover

v

97%

92%

82%

82%

100%

94%

100%

93%

91%

100%

87%

82%

82%

82%

100%

100%

100%

100%

E

value
b

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

Per.

Ident
-

100.00%
100.00%
100.00%
100.00%
99.85%
99.84%
99.70%
99.66%
99 67%
99.55%
99.31%
95.70%
95.70%
95.70%
87.30%
87.26%
87.26%
87.26%

Acc.

Len

653

663

556

556

696

675

Ak

659

659

702

582

550

550

550

684

703

700

701

Accession

OR896143.1
OR896123.1
MK929272.1
MK929260.1
MWV354989.1
OR896110.1
HQ586865.1
MT006020.1
OR896130.1
00Q133559.1
MT005875.1
NR_173842.1
MK929261.1
MK929267.1
KX602283.1
KF000619.1
KF000618.1

KF000620.1
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3) XC23-131 : Inocybe sp.

- BLAST séquence LSU

D i Scientific N Max Total Query E Per. Acc.
escip on clent E M€ Score Score Cover value Ident Len Accession

v - v - A v
Inocybe tabacina voucher HMUT M1287 large subunit ribosomal RNA gene, partial sequence Inocybe tabacina 1869 1869 97% 0.0 100.00% 1012 ON430593.1
Inocybe tabacina voucher PAMOS5071302 (LIP) large subunit ribosomal RNA gene, partial sequence Inocybe tabacina 1916 1916 100% 0.0 99.90% 1424 HQ641106.1

Inocybe fibrosoides isolate 14296 voucher EL51-14 small subunit ribosomal RNA gene, partial sequence; internal ... Inocybe fibrosoides 1786 1786 100% 0.0 97.61% 1954 KY033846.1

Inocybe fibrosoides voucher PAM0O1100301 (LIP) large subunit ribosomal RNA gene, partial sequence Inocybe fibrosoides 1781 1781 100% 0.0 97.51% 1428 HQ641098.1

Inocybe fibrosoides 1885 (partial), ITS1, 5.85 rRNA gene, ITS2 and 255 rRNA (partial), specimen voucher S52990 Inocybe fibrosoides 1781 1781 100% 0.0 97.51% 1841 AMB82827.2

Inocybe phaeosticta voucher PAMO05091310 (LIP) large subunit ribosomal RNA gene, partial sequence Inocybe phaeosti... 1779 1779 100% 0.0 97.51% 1434 HQE641102.1
Inocybe fibrosoides voucher PAMOS5100801 (LIP) large subunit ribosomal RNA gene, partial sequence Inocybe fibrosoides 1781 1781 100% 0.0 97.42% 1428 HQ641107.1
Inocybe favrei isolate 6057 voucher EL78-06 small subunit ribosomal RNA gene, partial sequence; internal transcr. .. Inocybe favrei 1772 1772 100% 00 9733% 1964 KY033800.1
Inocybe arctica isolate 13203 small subunit ribosomal RNA gene,_partial sequence;_internal transcribed spacer 1, ... Inocybe arctica 1772 1772 100% 0.0 97.33% 2005 KY033833.1
Inocybe arctica 1solate 7115 small subunit ribosomal RNA gene, partial sequence; internal transcrbed spacer 1, 5.... Inocybe arctica 1772 1772 100% 0.0 97.33% 1789 KY0338391
Inocybe arctica isolate 8219 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.... Inocybe arctica 1772 1772 100% 00 9733% 2007 KY033843.1

Inocybe baltica isolate 6054 voucher EL71-06 small subunit ribosomal RNA gene, partial sequence; internal trans... Inocybe baltica 1772 1772 100% 0.0 97.33% 1955 KY033842 1

Inocybe favrei isolate 11258 voucher EL105-11 small subunit ribosomal RNA gene, partial sequence: internal tran_.. Inocybe favrei 1772 1772 100% 00 97 33% 2000 KY033796.1

Inocybe arctica isolate 11140 smaill subunit ribosomal RNA gene _partial sequence; internal transcribed spacer 1, Inocybe arctica 1772 1772 100% 00 97 33% 2004 KY0338321

Inocybe rivularis isolate 13286 voucher JRJV30172 small subunit ribosomal RNA gene, partial sequence; internal ... Inocybe rivularis 1772 1772 100% 0.0 97.33% 1997 KY033820.1

Inocybe rivularis isolate 12258 voucher EL178-12 small subunit ribosomal RNA gene, partial sequence;_internal tr... Inocybe rivularis 1772 1772 100% 0.0 97.33% 2002 KY033823.1

I’ Qa
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4) XC23-153 : Pluteus fenzlii

- BLAST séquence ITS

Pluteus fenzlii voucher LE 303661 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene and i. ..

Pluteus fenzlii

Pluteus fenzlii voucher TNSF12376 1885 ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8. ..

Pluteus fenzlii

Pluteus fenzlii voucher F1020647 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene, comp...

Pluteus fenzlii

Pluteus fenzlii voucher BRNM: 766999 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1 a. ..

Pluteus fenzlii

Pluteus fenzlii voucher LIP:GC 03091403 18S ribosomal RNA gene, partial sequence; internal transcribed spacer . ..

Pluteus fenzlii

Pluteus fenzlii voucher BRNM: 767000 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5...

Pluteus fenzlii

Pluteus fenzlii voucher L Albert AL 15/133 18S ribosomal RNA gene, partial sequence; internal transcribed spacer ..

Pluteus fenzlii

Pluteus fenzlii voucher LE 246083 18S nbosomal RNA gene, partial sequence; internal transcnbed spacer 1, 5.8S ...

Pluteus fenzli

Pluteus fenzlii voucher PRM:888602 18S rbosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8...

Pluteus fenzlii

Pluteus fenzlii voucher PSG 587 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 585 ...

Pluteus fenzlii

Pluteus fenzlii voucher BRNM: 788131 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5...

Pluteus fenzlii

1210
1206
1138
867

1201
1201
1201
1201
1201
1201
1201

1210
1206
1138
867
1201
1201
1201
1201
1201
1201
1201

100%

100%
94%
71%

100%

100%

100%

100%

100%

100%

100%

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

99.85%
99.85%
99.84%
99.79%
99.70%
99.70%
99.70%
99.70%
99.70%
99.70%

99.70%

727
695
619
483
688
688
688
840
688
688
688

KX216339.1
HM562091.1
HM562111.1
MF356571.1
MF356566.1
MF356560.1
MF356559.1
FJ774082.1

MF356563.1
MF356564.1

MF356561.1
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4) XC23-153 : Pluteus fenzlii

- BLAST séquence LSU

Pluteus fenzlii strain PL29 large subunit ribosomal RNA gene, partial sequence

Pluteus mammillatus ASM 7916 large subunit ribosomal RNA gene, partial sequence

Pluteus ephebeus strain PL36 large subunit ribosomal RNA gene, partial sequence

Pluteus tomentosulus voucher QHU20130 large subunit ribosomal RNA gene, partial sequence

Pluteus aff diettrichii strain GO697 large subunit ribosomal RNA gene, partial sequence

Pluteus multiformis strain oka109 large subunit ribosomal RNA gene, partial sequence

Pluteus cinereofuscus strain PL33 large subunit ribosomal RNA gene, partial sequence

Pluteus eludens strain PL45 large subunit ribosomal RNA gene, partial sequence

Pluteus multiformis strain PL40 large subunit ribosomal RNA gene, partial sequence

Pluteus multiformis strain oka110 large subunit ribosomal RNA gene, partial sequence

Pluteus fenzlii
Pluteus mammill...
Pluteus ephebeus
Pluteus tomentos. ..
Pluteus aff. diettri...
Pluteus multiformis
Pluteus cinereofu. ..
Pluteus eludens
Pluteus multiformis

Pluteus multiformis

1929

1941

1829

1834

1773

1812

1810

1810

1807

1805

1929

1941

1829

1834

1773

1812

1810

1810

1807

1805

99%

100%

99%

100%

96%

99%

99%

99%

98%

98%

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

99.90%

99.81%

98.19%

98.01%

97.95%

97.90%

97.90%

97.90%

97.90%

97.89%

1286

1220

1286

1396

1262

1218

1284

1284

1283

1159

MKZ278498 .1
DQ451549.1
MK278497 1
OM942706.1
MKZ278495.1
MT982429.1
MK278491.1
MKZ278496.1
MKZ278503.1

MT882430.1
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5) XC23-205 : Clitopilus nevillei

- BLAST séquence ITS

Clitopilus pinsitus culture CBS:401.79 strain CBS 401.79 internal transcribed spacer 1, partial sequence; 5.8S ribo. ..

Clitopilus pinsitus

Clitopilus pinsitus strain CBS 401.79 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene an. ..

Clitopilus pinsitus

Clitopilus hobsonii voucher K (M) 167650 small subunit ribosomal RNA gene, partial sequence; internal transcribe. ..

Clitopilus hobsonii

Clitopilus hobsonii K(M) 122842 1TS region; from TYPE material

Clitopilus hobsonii voucher K (M) 199928 small subunit ribosomal RNA gene, partial sequence; internal transcribe. ..

Clitopilus hobsonii

Clitopilus hobsonii

Clitopilus hobsonii voucher K(M) 122842 small subunit ribosomal RNA gene, partial sequence; internal transcribed. ..

Clitopilus hobsonii

Clitopilus hobsonii strain CBS 269 .36 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5....

Clitopilus hobsonii

Clitopilus hobsonii voucher K (M) 189044 small subunit ribosomal RNA gene, partial sequence; internal transcribe. ..

Clitopilus hobsonii

Clitopilus sp. voucher MushroomObserver.org/395797 internal transcribed spacer 1, partial sequence; 5.85 riboso. ..

Clitopilus sp.

Clitopilus sp. '"CA02" voucher HAY-F-005312 small subunit ribosomal RNA gene, partial sequence; internal transcri. ..

Clitopilus sp. "CA...

Clitopilus sp. "CA02' voucher HAY-F-002890 small subunit ribosomal RNA gene, partial sequence; internal transcri. ..

Clitopilus sp. "CA. ..

Clitopilus hobsonii isolate internal transcribed spacer internal transcribed spacer 1, partial sequence; 5.8S ribosom. ..

Clitopilus hobsonii

1136

1086

1083

1077

1077

1077

1127

1072

1055

1098

1098

1035

Récoltes JIMHA 2023 -

1136

1086

1083

1077

1077

1077

127

1072

1055

1098

1098

1035

100%

95%

95%

95%

95%

95%

100%

95%

95%

100%

100%

94%

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

100.00%

100.00%

100.00%

99.83%

99.83%

99.83%

99.67%

99.66%

98.98%

98.86%

98.86%

98.80%

642

615

629

629

629

629

646

630

606

670

665

595

MH861223 .1
FJ770387.1
MN855371.1
NR_182819.-
MN855373.1
MN855372.1
FJ770395 1
MN855374.1
MZ914514.1
OR681900.1
PP407442.1

MT032481.1
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5) XC23-205 : Clitopilus nevillei

- BLAST séquence LSU

Clitopilus sp. TB8024 285 ribosomal RNA gene, partial sequence

Clitopilus hobsonii strain QYL-10 large subunit ribosomal RNA gene, partial sequence

Uncultured Basidiomycota clone C31_DO07 18S ribosomal RNA gene, partial sequence; intemal transcribed sp. ..

Clitopilus prunulus voucher GLM 45889 285 large subunit ribosomal RNA gene, partial sequence

Clitopilus cretoalbus LAH 35709 28S rRNA gene, partial sequence; from TYPE material

Clitopilus cretoalbus voucher LAH37017 large subunit ribosomal RNA gene, partial sequence

Clitopilus hobsonii strain NL-19 large subunit ribosomal RNA gene, partial sequence

Clitopilus prunulus strain TB8229 28S ribosomal RNA gene, partial sequence

Clitopilus sp. voucher KUN-HKAS 117632 (WXH8007) large subunit ribosomal RNA gene, partial sequence

Clitopilus sp. TB. ..

Clitopilus hobsonii

uncultured Basid. ..

Clitopilus prunulus

Clitopilus cretoal. ..

Clitopilus cretoal. ..

Clitopilus hobsonii
Clitopilus prunulus

Clitopilus highla. ..

Clitopilus abprunulus voucher KUN-HKAS 107042 (JSP665) large subunit ribosomal RNA gene, partial sequen. ..

Clitopilus abprun. ..

Clitopilus sp. VHAs07/02 285 ribosomal RNA gene, partial sequence

Clitopilus sp. VH. ..

1613

1555

1520

1820

1615

1581

1550

1762

1576

1565

1816

1613
1555
1520
1820
1615
1581
1550
1762
1576
1565

1816

Récoltes JIMHA 2023 -

87%

85%

83%

99%

88%

86%

85%

96%

86%

86%

100%

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

99.11%

98.85%

98.83%

98.82%

98.79%

98.76%

98.74%

98.69%

98.65%

98.64%

98.64%

917

872

1681

1078

924

895

872

1292

955

887

1058

GU384613.1
0K655769.1
EU490059.1
AY207161.1
NG_228950.1
OM934826.1
0K655770.1
GU384615.1
ON999062.1
MT345052.1

EF421092 1



5) XC23-205 : Clitopilus nevillei

- Séquence de C. nevillei sur GenBank?

Nucleotide

Species
Customize

Molecule types
Customize

Source databases
Customize ...

Sequence length
Custom range...

Release date
Custom range...

Revision date
Custom range...

Clear all

Show additional filters

|Nucleotide v | |c|itopi|us nevillei |

Create alert Advanced

Summary «

@ No items found.

Send to: =

Recent activity

p P w p

Help
Search details =
("Clitopilus"[Organism] OR
clitopilus[All Fields]) AND
nevillei[All Fields]
Y
Search See more...

-

Turn Off  Clear

Q clitopilus nevillei (0)

Nucleotide

clitopilus nevilleii (1569)
Nucleotide

Hygrocybe marchii voucher RBG Kew
K({M)14907 small subunit ribosomal Mucleotide

Hygrocybe marchii (4)

Nucleotide

Entoloma araneosum (9)
Nucleotide



