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- fresh collection provisionally labelled Mycena sp. KH028
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Agaricales sp. voucher Mushroom Observer # 282780 internal transcribed spacer 1, partial sequence; 5.8S ri... Agaricales sp. 985 1204 86% 0.0 | 93.09% | 898 MKG07523.1
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partial sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2,
complete sequence; and large subunit ribosomal RNA gene, partial sequence

GenBank: OM422760.1
FASTA  Graphics

Go to: (¥

Locus
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS

0M422760 887 bp DNA linear PLN 20-MAR-2022
Pseudohydropus floccipes voucher BRNM 825631 internal transcribed
spacer 1, partial sequence; 5.85 ribosomal RNA gene and internal

transcribed spacer 2, complete sequence; and large subunit
ribosomal RNA gene, partial sequence.

0oM422760

0M422760.1

Pseudohydropus floccipes

Pseudohydropus floccipes

Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;
Agaricomycetes; Agaricomycetidae; Agaricales; Porotheleaceae;
Pseudohydropus.

1 (bases 1 to 887)

Consiglio,G., Vizzini,A., Cooper,J., Marchetti,M., Angelini,C.,
Brugaletta,E. and Setti,L.

sequence from a specimen in a

published study!
with a voucher!

Help
Change region shown A
Customize view =

Analyze this sequence

Run BLAST
VORIV VI £L L7091
KEYWORDS .
SOURCE Pseudohydropus floccipes
ORGANISM Pseudohydropus floccipes
Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;
Agaricomycetes; Agaricomycetidae; Agaricales; Porotheleaceae;
Pseudohydropus.
REFERENCE 1 (bases 1 to 887)
AUTHORS  Consiglio,G., Vizzini,A., Cooper,]., Marchetti,M., Angelini,cC.,
- 3
TITLE I membri agaricoidi del Genere Porotheleum (Porotheleaceae,
Agaricales), Porotheleum emend., Porotheleaceae s. stricto e nuovi
Generi per Agaricus floccipes e Mycena subalpina
JOURNAL JRiv Micol 64 (2), 99-190 (2021)
REFERENCE 2 (bases 1 to 887)
AUTHORS  Consiglio,G., Cooper,J., Angelini,C., Marchetti,M., Brugaletta,E.,
Campo,E., Setti,L. and Vizzini,A.
TITLE Direct Submission
JOURNAL  Submitted (25-JAN-2022) submissions, ALVALAB, Dr. Fernando Bongera,
Severo Ochoa S1.04, Oviedo 33006, Spain
COMMENT ##Assembly-Data-START##
Sequencing Technology :: Sanger dideoxy sequencing
##Assembly-Data-END##
FEATURES Location/Qualifiers
source 1..887
J/organism="Pseudohydropus floccipes"
/mol_type="genomic DNA"
/specimen_voucher="BRNM 825631"
/db_xref="taxon:2913275"
/country="Czech Republic: Grygov, Kralovstvi Nature
Reserve, floodplain forest with Quercus, Fraxinus, Tilia,
Carpinus, on decayed moss-covered trunk of Fraxinus"
/collection_date="23-Jun-2019"
J/collected_by="H. Sev?ikova"
/identified_by="H. Sev?ikova"
misc_RNA <1..>887
/note="contains internal transcribed spacer 1, 5.8S
ribosomal RNA, internal transcribed spacer 2, and large
subunit ribosomal RNA"
ORIGIN

1 ttgcagttgg ttaactggat ggaagtttag ctcgttcgta gactggtctg aagecttgagt
61 aaaaccttge tttgtgtccc tctcagtege aagactggtc tgaagcatca gtaaaacgtt
121 gectttgttgt tggtatctca gtcgecaagac tggtytggag cttgattaaa acctggetcet



G. CONSIGLIO, A. VIZZINL, ] . COOPER, M. MARCHETTI, C. ANGELINI, E. PRUGALETTA & L. SETTI

' RdM 64 (2): 99-190, 2021 |

I membri agaricoidi del Genere Porotheleum
(Porotheleaceae, Agaricales),
Porotheleum emend., Porotheleaceae s. stricto
e nuovi Generi per
Agaricus floccipes e Mycena subalpina
English version, pages 152 to 179

Grovannt ConsicLio™
Wia Ronzani, 61 - IT 40033 - Casalecchio di Reno (BO) - E-mail: giovanni consigliod5(@gmail com
A .. o
Via 8. Pietro d"Ollesia, 13b - IT 10053 Bussolene (TO) - E-mail: alfredovizzini@libero.it
JErRRY COOPER
Manaaki Whenua - Landeare Research, New Zealand - E-mail: Cooper](@landcareresearch co.nz

) . M‘“R_D Mmm . o VER2LUN UM LL /0T, L
Via Melise, 8 - IT 56123 - Pisa - E-mail: marchettimauro@alice.it KEYWORDS
CLaunIo ANGELINI :
Jardin Botanico Nacional Dr. Rafael Ma. Moscoso, Santo Domingo, Dominican Republic SOURCE Pseudohydropus 'FlOCCJI.pES
E-mail: clandio_angelini@libero it ORGANISM Pseudohydropus floccipes
EMANUELE BRUGALETTA Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;
Via C. Pisacane, 6 - IT 97100 - Ragusa - E-mail: emanuelebrugalettai@gmail com Agaricomycetes; Agaricomycetidae; Agaricales; Porotheleaceae;
Lepo Sermt Pseudohydropus.
Via Cesare Pavese, 1 - IT 46029 Suzzara (MN) - E-mail: settiledo(@libero it REFERENCE 1 (bases 1 to 887)
~Questi autori hammo contribuit to lavoro in egual s s . -
ﬁ?:ri ;Pq‘l’l’:h ml‘;;";mn_‘i:p:ﬁ‘:és AVOT0 In egual misura AUTHORS  Consiglio,G., Vizzini,A., Cooper,J., Marchetti,M., Angelini,C.,
T
RIASSUNTO
Analisi morfologiche e molecolari dell'e co Marasmius omphalitfarmis, della TITLE I membri agar1c01d1 del Genere Porotheleum (Porotheleaceae, ]
nordamencana Clitocybe ulmicela, dell’mdiana Clitocybula albida, dell’ africano Agar‘lfales) M POTOtheleum ?mend - Porotheleace.?e s. stricto e nuovi
Hyvdropus globasporus, di alcuni taxa non descritti, male interpretati o provvisori, di Generi per Agaricus floccipes e Mycena subalpina
sequenze ambientali di Asia, Estonia e USA e di sei specie agaricoidi della Nuova JOURNAL Riv Micol 64 (2), 99-196 (2021)
Zelanda e della Repubblica Domnicana descritte per la prima volta, dimostrano che REFERENCE 2 (bases 1 to 887)

ess1 danno ongme a un clado principale assieme al Genere cyphelloide Porotheleum

(Porotheleaceae), un clado che noi consid o <enti Porotheleaceae 5. AUTHORS  Consiglio,G., Cooper,J., Angelini,C., Marchetti,M., Brugaletta,E.,

stricto. Marasmius omphaliiformis, le tre specie della Repubblica Dominicana e Campo,E., Setti,L. and Vizzini,A.

una della Nuova Zelanda sono riconosciuti membri del Genere Porotheleum mal- TITLE Direct Submission

grazi: ladfffm mmfolugl:ifmwfm det 1Ef°basld*m- D&iﬂ;ﬂ“g“mt JOURNAL  Submitted (25-JAN-2022) submissions, ALVALAB, Dr. Fernando Bongera,

za, Porotheleum viene emendato per inc! e anche taxa aganicoidi. I caratteri : :

principali condivisi da tutte le specie delle Porotheleaceae s. stricto sono 1"habitat Severo Ochoa S1.84, Oviedo 33806, Spain

lignicolo e la presenza di giunti a fibbia. Elementi metacromatici (tframa e/o cistidi) COMMENT ##AssemPIY'Data -START## . .

m blu di cresile sono present: nella maggior parte de: taxa delle Porotheleaceae Sequencing Technology :: Sanger dideoxy sequencing

s_ stricto. Materiale francese di Porotheleum omphaliiforme viene qui selezionato ##Assembly-Data-END##

FEATURES Location/Qualifiers
9 source 1..887
J/organism="Pseudohydropus floccipes"

Materiale studiato: Repubblica Ceca: 24/05/2013, Lanzhot, Cahnov Nature Reserve, /mol_type="genamic DUA"
bosco alluvionale di pianura con Quercus, Fraxinus angustifolia, Populus, Carpinus, su /specimen_voucer="BRNM 825631"
tronco degradato coperto di muschio di Fraxinus angustifolia, leg. V. Antonin V. and H. /db_xref="taxon:z3

Seviikova, BRNM 751633; 03/10/2014, Lanzhot, Ran3purk Nature Reserve, bosco al- /country="Czech Republic: Grygov, Kralovstvi Nature
- L. . ip s . Reserve, floodplain forest with Quercus, Fraxinus, Tilia,
luvionale di pianura con Quercus, Fraxinus angustifolia, Carpinus, Acer campestre, su

. . . . 2 Y ? i Carpinus, on decayed moss-covered trunk of Fraxinus"
tronco muschioso vivente di Fraxinus, leg. H. Sevéikova, BRNM 766596; 07/06/2019, /collection_date="23-Iun-2819"

ibidem, su tronco degradato di C&rpimw leg. H. Sevéikova, BRNM 816173; 23/06/2019, Jcollected_by="H. Sev?ikova"
Grygov, Kralovstvi Nature Reserve, bosco alluvionale di pianura con Quercus, Fraxinus, /identified _by="H. Sev?ikova"
[ilig Carpiy u tronco degradato coperto di muschio di Fraxinus, leg. H. Sevéikova, misc_RNA <1..>887
Wtaha. 03/11/2003, Aggius (Tempio Pausania, SS), in un bosco di Quer- /note="contains internal transcribed spacer 1, 5.8S

ribosomal RNA, internal transcribed spacer 2, and large
subunit ribosomal RNA"
ORIGIN
1 ttgcagttgg ttaactggat ggaagtttag ctcgttcgta gactggtctg aagecttgagt
61 aaaaccttge tttgtgtccc tctcagtege aagactggtc tgaagcatca gtaaaacgtt
121 gectttgttgt tggtatctca gtcgecaagac tggtytggag cttgattaaa acctggetcet
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Pseudohydropus floccipes voucher BRNM 825631 internal transcribed spacer 1, partial sequence; 5.88S ribos... Pseudohydropu... 1628 1628 100% 0.0 100.00% 887 0OM422760.1
Pseudohydropus floccipes voucher BRNM 816173 internal transcribed spacer 1, partial sequence; 5.8S ribos... Pseudohydropu... 1363 1363 84% 0.0 99.33% 925 0OM422758.1
Pseudohydropus floccipes voucher BRNM 751633 internal transcribed spacer 1, partial sequence; 5.88 ribos... Pseudohydropu... 1467 1467 92% 0.0 99.14% 991 0OM422759.1
Hemimycena sp. voucher FO79668 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene...Hemimycenasp. 300 300 20% 8e-78 96.67% 626 MW540735.1
Hydropus sp. 'IN02' isolate S.D. Russell MycoMap # 5766 internal transcribed spacer 1, partial sequence; 5.8...Hydropus sp. 'IN... 1122 1122 85% 0.0 93.37% 954 ON561612.1
Agaricales sp. voucher Mushroom Observer # 282780 internal transcribed spacer 1, partial sequence; 5.8S ri... Agaricales sp. 985 1204 86% 0.0 93.09% 898 MK607523.1
Hydropus sp. 'IN02' isolate S.D. Russell MycoMap # 5369 internal transcribed spacer 1, partial sequence; 5.8...Hydropus sp. 'IN... 750 908 69% 0.0 92.08% 750 ON561611.1
Hydropus funebris voucher PDD:87227 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA ... Hydropus funebris 418 418 41% 2e-113 87.63% 694 JQ694112.1
Agaricomycetes sp. 2 KM-2017 isolate SAt201E03 internal transcribed spacer 1, partial sequence; 5.8S ribos... Agaricomycetes ... 442 442 43% 1e-120 87.34% 600 MGO018162.
Tricholomataceae sp. 7-L-4-C-7(M)B.1 18S ribosomal RNA gene, partial sequence; internal transcribed spac... Tricholomatacea... 300 300 29% 8e-78 87.18% 657 KJ654632.1
Marasmiaceae sp. KD-2017a isolate KD 16-014 small subunit ribosomal RNA gene, partial sequence; interna... Marasmiaceae s... 300 393 37% 8e-78 86.83% 678 KY346869.1
Agancales sp. voucher WMusnroom Ubserver ¥ 282 rgU Internal transcribed spacer 1,_partial sequence; 5.8% nbos... Agancales sp. Ygb 1204 do% uu YI.UP%  BY8 MRLUDZS.1 )’
Hydropus sp 'IN02' isolate $ D _Russell Mycolap # 5360 intemnal transcribed spacer 1,_partial sequence: 58S ri - Hydropus sp 'IN02' 750 908 69% 00  9208% 750 ON5616111
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'p - Score Score Cover value Ident Len  Accession
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Pseudohydropus floccipes voucher BRNIM 825631 internal transcribed spacer 1, partial sequence; 5.8S ribosoma... Pseudohydropus... 1628 1628 100% 0.0 100.00% 887 QM422760.1

Pseudohydropus floccipes voucher BRNIM 751633 internal transcribed spacer 1, partial sequence; 5.8S ribosoma... Pseudohydropus... 1467 1467 92% 00 99.14% 991 OM422759.1

Pseudohydropus floccipes voucher BRNIM 816173 internal transcribed spacer 1, partial sequence; 5.88 ribosoma. .. Pseudohydropus. .. 1363 1363 84% 00 99.33% 925 OnM422758 1

Agaricales sp. voucher Mushroom Observer # 282780 internal transcribed spacer 1, partial sequence; 5 85 ribos .. Agaricales sp. 985 1204 86% 00 93.09% 898 MKB075231

Pseudohydropus globosporus voucher BAP 661 (Holotype, SESU) small subunit ribosomal RNA gene_partial seq. .. Pseudohydropus... 481 481  54% 2e-132 8491% 708 MH414566 1

Hydropus sp. P-215 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene, complete sequen... Hydropus sp. P-.. 468 468 48% 2e-128 8647% 624 KR135357.1

Agaricomycetes sp. 2 KM-2017 isolate SAt201E03 internal franscribed spacer 1,_partial sequence; 5.85 ribosom... Agaricomycetes ... 442 442 43% 1e-120 87.34% 600 MG018162.1

Hydropus sp. URIM 84459 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, complete 5. Hydropus sp UR... 435 435 52% 2e-118 8330% 527 KC3484521

Hydropus sp. strain N.L. Bougher NLB 1550 internal transcribed spacer 1, partial sequence; 58S ribosomal RNA ... Hydropus sp. 429 657 62% 9e-117 8535% 2098 MT5716601

Hydropus funebris voucher PDD:87227 internal franscribed spacer 1, partial sequence; 5.85 ribosomal RNA gen... Hydropus funebris 418 418 41% 2e-113 87.63% 694 JQ694112.1

Tricholomataceae sp. 29 YS-2010 internal franscrnbed spacer 1, partial sequence; 5.85 ribosomal RNA gene, co... Tricholomatacea. 337 337 45% 6Be-89 82168% 584 HMOO07087.1

Trogia aff. furcata voucher SESU:DED 8260 small subunit ribosomal RNA gene, partial sequence; internal transcr... Trogia aff. furcata 335 336 45% 2e-88 8195% 670 ME100962 1

Clitocybe ulmicola isolate TFB13871 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene, c... Pulverulina ulmic... 333 333 45% 7e-88 82.08% 616 MT2374761

Clitocybe ulmicola isolate KUBOT-KRMK-2020-13 internal transcribed spacer 1, partial sequence; 585 ribosomal... Pulverulina ulmic... 333 417 51%  7e-88 82.08% 668 MW4253251

Pulverulina ulmicola TENN 029208 ITS region; from TYPE material Pulverulina ulmic... 333 333 45% 7e-88 8208% 608 NR_119857. ))
Porotheleum fimbriatum voucher Cl Zhao 1145 185 ribosomal RNA gene, internal franscribed spacer 1, 5.85 ribo... Porotheleum fim. 329 421 48%  9e-87 8333% 659 MG2318001

Porotheleum parvulum voucher JBSD131802 small subunit ribosomal RNA gene, partial sequence; internal trans... Porotheleum par... 329 329  38%  9e-87 84.18% 622 0OM4227831

IMarasmiellus sp. voucher FLAS-F-68717 internal transcribed spacer 1,_partial sequence; 5.8S ribosomal RNA ge... Marasmiellus sp. 327 327 40% 3e-86 83.16% 449 OMG672927.1

Agaricales sp. isolate TU52 internal transcribed spacer 1, partial sequence; 58S ribosomal RNA gene, complete ... Agaricales sp. 326 326 41% 1e-85 8299% 567 MNS5377151
Agaricales sp. isolate TU10 internal transcribed spacer 1, partial sequence; 58S ribosomal RNA gene, complete ... Agaricales sp. 326 326 41% 1e-85 8299% 574 NMNS3TE731
Agaricales sp. isolate TUO9 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, complete ... Agaricales sp. 326 326 41% 1e-85 8299% 574 NMNS3T6721
Agaricales sp. isolate TUOG internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, complete ... Agaricales sp. 326 326 41% 1e-85 8299% 567 NMNS37669.1
Agaricales sp._isolate MD71 internal transcribed spacer 1, partial sequence; 5.85 ribosomal RNA gene,_ complete ... Agaricales sp. 326 326 41% 1e-85 8299% 567 MN537654 1
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Pseudohydropus floccipes voucher BRNM 825631 internal transcribed spacer 1, partial sequence; 5.8S ribosoma. .| Hit Table (CSV) 00% 0.0 10000% 887 OM422760.1
Pseudohydropus floccipes voucher BRNIM 751633 internal transcribed spacer 1, partial sequence; 5.8S ribosoma. .| Text 2% 00 99.14% 991 OM422759 1
. Descriptions Table (CSV)
Pseudohydropus floccipes voucher BRNM 816173 internal franscribed spacer 1, partial sequence; 5.85 ribosoma.. .| YHL 34% 0.0 99.33% 925 OM422758.1
[j Agaricales sp. voucher Mushroom Observer # 282780 internal transcribed spacer 1, partial sequence; 5.85 ribos... , ASN1 36% 0.0 93.09% 898 MKB07523.1
Pseudohydropus globosporus voucher BAP 661 (Holotype, SFSU) small subunit ribosomal RNA gene, partial seq... | ceee.. e 4% 2e-132 84.91% 708 MH414566.1
G Hydropus sp. P-215 internal transcribed spacer 1, partial sequence: 5 88 ribosomal RNA gene, complete sequen. .. Hydropus sp. P-... 468 468 48% 2e-128 8647% 624 KR1353571
D Agaricomycetes sp. 2 KIW-2017 isolate SAt201E03 internal transcribed spacer 1, partial sequence; 58S ribosom. .. Agaricomycetes ... 442 442 43%  1e-120 87.34% 600 MG018162.1
Hydropus sp. URM 84459 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, complete s... Hydropus sp. UR... 435 435 52% 2e-118 83.30% 527 KC348452.1
ydropus sp. 9 Aloa5402.1

B Feedback



>0M422760.1 Pseudohydropus floccipes voucher BRNM 825631

internal transcribed spacer 1, partial sequence; 5.8S
ribosomal RNA gene and internal transcribed spacer 2,
complete sequence; and large subunit ribosomal RNA gene,

partial sequence
TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT

AAAACCTTGCTTTGTGTCCC...

>0M422760 Pseudohydropus floccipes BRNM825631
TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT

AAAACCTTGCTTTGTGTCCC...



>0M422760_ Pseudohydropus floccipes BRNM825631
TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT
AAAACCTTGCTTTGTGTCCCTCTCAGTCGCAAGACTGGTCTGAAGCATCAGTAAAACGTT
GCTTTGTTGTTGGTATCTCAGTCGCAAGACTGGTYTGGAG. . .

>Pseudohydropus floccipes KHO028
TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT
AAAACCTTGCTTTGTGTCCCTCTCAGTCGCAAGACTGGTCTGAAGCATCAGTAAAACGTT
GCTTTGTTGTTGGTATCTCAGTCGCAAGACTGGTYTGGAG. ..

>0M422759 Pseudohydropus floccipes BRNM751633
CATTACTGAAAGATAGATGGGATTGATGCTGGCTCTTGACTGAGTACGTGCTCGTCCTAT
CGTTTTTCTATCTACCCACTGTGCACCTTTTGTAGGCTCTATGATACTTCTCAGTCGATG
CAGTAATCACTGGCAGCGCACAATGGTCACTAGTTGTCCA. ..

>0M422758 Pseudohydropus floccipes BRNM816173
CATTACTGAAAGATAGATGGGATTGATGCTGGCTCTTGACTGAGTACGTGCTCGTCCTAT
CGTTTTTCTATCTACCCACTGTGCACCTTTTGTAGGCTCTATGATACTTCTCAGTCGATG
CAGTAATCACTGGCAGCGCACAATGGTCACTAGTTGTCCA. ..
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Do not forget!

- results of BLAST are based on algorithm, check
metadata/literature for additional information

- the interpretation is yours

- do not forget the phenotype data

Fungal Diversity
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Examples for you
- download file Test_fasta and_ form.txt from the webpage of the course
- try to identify the three collections of Mycena with the ITS rDNA sequences

- submit the most probable name(s) and your explanation (optional), why you
decided for that based on the BLAST search(es)



