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Appendix. Preliminary key to the genera

Below, the design of a key based on the natural system is
shown. The characteristics are often not restricted to one genus.
Sometimes there are overlaps with features of other genera. For
the determination of the species, a key based on distinctive
features, regardless of the system would be more appropriate.

1 Pileipellis a cutis ...........................................Coprinopsis
1* Pileipellis a hymeniderm ............................................... 2
2 (1) Pileus surface totally naked ...................................... 3
2* Pileus surface not totally naked; veil, pileocystidia, setae

or hairs present .............................................................. 4
3 (1) Pleurocystidia thick-walled, spores pale and ellipsoid

..................................................................... Homophron
3* Pleurocystidia thin-walled, spores dark and lentiform

.................................................................... Parasola p.p.
4 (2) Veil always absent .................................................... 5
4* Veil always present, but sometimes fugacious

........................................................................................ 6

5 (4) Pileipellis with long brown hairs, no other elements
present ....................................................... Parasola p.p.

5* Pileipellis without such hairs, but pileocystidia or setae
may be present ........................................ Tulosesus p.p.

6 (4) Veil not wipeable .................................................... 7
6* Veil wipeable ................................................................. 8
7 (6) Spores warty ........................................... Lacrymaria
7* Spores not warty ...................................... Cystoagaricus
8 (6) Veil consisting at least partially of spherical cells ....9
8* Veil without spherical cells ......................................... 15
9 (8) Pileocystidia present .............................................. 10
9* Pileocystdia absent ...................................................... 13
10 (9) Pileus with greenish tones .......................... Punjabia
10* Pileus without greenish tones ...................................... 11
11 (10) Spores rounded-angular ................... Tulosesus p.p.
11* Spores otherwise ......................................................... 12
12 (11) Pileus plicate or furrowed ............ Coprinellus p.p.
12* Pileus at most translucent striated .....................................

................................... Psathyrella sect. Cystopsathyra p.p.
13 (9) Spores strongly flattened, ouline tri- to polygonal

......................................................................... Narcissea
13* Spores otherwise ......................................................... 14
14 (13) Pileus plicate or furrowed ............ Coprinellus p.p.
14* Pileus at most translucent striated ............................

.............................. Psathyrella sect. Cystopsathyra p.p.
15 (8) Pileus plicate or furrowed ..................................... 16
15* Pileus at most translucent striated ............................... 17
16 (15) Pileocystidia present ........................ Tulosesus p.p.
16* Pileocystidia absent ..................................Hausknechtia
17 (15) Pleurocystidia absent .................... Candolleomyces
17* Pleurocystidia present ................................................. 18
18 (17) Pleurocystidia with large, refractive globules

.......................................................................... Typhrasa
18* Pleurocystidia otherwise .............................................. 19
19 (18) Pleurocystidia predominantly spatula-shaped and

strongly pediculated, often slightly thick-walled
............................................................................... Olotia

19* Pleurocystidia predominantly otherwise ..................... 20
20 (19) Stipe distinctly rooting, cystidia with greenish de-

posits, pileocystidia or similar elements present
................................................................... Britzelmayria

20* Features not in this combination .................................. 21
21 (20) Basidiocarps large, spores about 10 μm long, pale,

germ pore absent or tiny .............................. Kauffmania
21* Features not in this combination .................. Psathyrella
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