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Abstract

The genome extracted from the colonies obtained from collected and morphologically identified macrofungal fruiting

bodies were amplified at the rDNA segments of ITS, 18S rDNA and 28S rDNA (D1~D3 domain) and the nucleotide
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sequences of these segments were matched with the DNA sequence data base of NCBI to reveal the names of these
macrofungi. Among the 43 kinds of macrofungi specimens used for comparison in this study, 28 species and 12 genus names
were revealed by rDNA sequences matching, and 22 species and 6 genus names were identified by morphological
characteristics recognition. Seven species names and 5 genus names were suggested by rDNA sequences matching of the 15
specimens identified morphologically to classification hierarchy of family and above. Only 1 of the 17 kinds of macrofungi
identified to their species individually by morphological characteristics and rDNA sequences matching carries different
species names. It appears that nucleotide sequences of rDNA segments used in this study are relevant to fungal identification,
though the results might not be consistent with that from morphological identification, it still provides great help on fungi
identification.

Applying ITS region, partial region of 18S rDNA, and 28S rDNA (D1 ~ D3 domain) sequences as markers, using
ascomycota as outgroup, with PAUP * version 4.0 beta 10 software, tree diagrams were calculated and constructed. The
specimens used in this study were divided into polyporales and agaricus groups; outgroup for ascomycota group indicates a
stable group. The tree diagrams constructed with the three rDNA segments used for sequence matching denote Trametes

group the most stable cluster, and genera Trametes and Pycnoporus could be classified into a group.

Keywords: Experimental Forest of National Ilan University, wood-inhabiting macrofungi, ITS region, 18S rDNA, 28S
rDNA, D1~D3 domain
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B AR e R o SRR (52 e By SS tDNA » {HE
Frol 7 B - m R sHVA PR T 6 FH (k> 2003
Valente et al., 1999) -

18S rDNA Fy RIS 2 &b - £E47 1800 bp » 7

46

and Taylor, 1993 ; White et al., 1990) - 5{#15(2003)12L 18S
DNA 353 5o FF = o i RA 4 » R~ B2 9
L FIRAHTE 73 R AT B RN (Boletaceae) BLFARS AR AT
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kg > B ] A fif(Theobroma gileri) A o3t 31 (&4 [F145

ﬂ



eI G DNA R B pl A AT

BEAN 4B - 28S tDNA B ITS JF5I {0 A TE - &
ZYIRESYEIST > WSS FTRET (R 2 B R R
(FHELEF - 2004) -

DI ei&E B EERL - i LG - FIE D
FlEk LHVZER  ETERHER » WRBE RS R
LR RE 73 S R 4 [ AR B (phy logenetic  tree) » B I
T IRETEE A3 ffG 0 HISR R RS R RE
RRAREC F E Fig  BERE((] > 1996 5 (2 > 2003 5 55
TRZR > 2005) - AR 1 B LU IR RS AR UMY BT
BRCEAE B T R T o R S TR g Uk
T HEFTHEHREIEHUE (bootstrapping) 1000 HYEHE -
DUTEAS o3 A S 55 P oo B (S P o B SR A A
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FH T 5 8 DIV HI P 0 /)R B 4 4 48 B E 6 7 B LS
NTEFHEBR A A - SUERIVER B EE NS
FEHIRE - SIRETE R RE S (R > 2000 ; 5BE
1996 ; 1997) » DU E PEME TR - U TR IRF R %
SEHFRHIARL -

= RRESEERTE
IR s BN TE ~ T EHRRINE LR
RO 2 EEEBEEFE(OD > 2000 5255 > 1996 : fHHL

47

HiF

38 5 2005 : 35 5 2001 5 3RS » 2005 ;
1991) -

o 1998 5§25

= BEEHK

ERE R RET MR Y T RS . 94 4%
TR R il 8 7 e SRR ST P AR T R R AT B B9
JLa(Bioresource Collection and Research Center, BCRC)”
3 SRR - L 97 Hk

m « EE# DNA ZHY

H x4 DNA HliHL > {427 Talbot(2001) K8 i~
(2004)Fr{E 2 U577k - ERE s Rt > FIA CTAB #
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F - 14488 DNA R EBIER EF

S Ty 5 S JEE (polymerase chain reaction, PCR)FT
b FVRRS51 R 1TS i - 188 tDNA 4 Bk 288
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F ; Bl 28S tDNA F B - R Zhang et al.(2004) &
Blair et al 008)FT (2 81 T - %3 [ T4 5l Rk
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tube) EYIHER > WK 2 FoR ©

[ SR % - HUER Sy PCR ZEY) - DL 1%HTEE2 5
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185 rDNA ITS region 285 rDNA
(' small subunit, SSU ) (ITS1-5.88-ITS2 ) ( large subunit, LSU )

: i LROR
— > o B
L o - L
M ITS4 LR¢
_‘ T ) D3 | D4
~610 bp ~ 1100 bp
(NS / NS$) ~ 600 bp (LROR / LR6)

(ITSS/1TS4)

1 BERERER(DNA) RS K EERZSIF(Primers) i ER HEHAETEE - &R
Tedersoo et al.(2009) 5 White et al.(1990) -

Fig.1 Primers used on the amplification of rDNA segments and their cohering points and elongation
directions. Redrawn from Tedersoo et al.(2009)and White et al.(1990).

& 1 HE0F ITS + 18S rDNA ~ 28S IDNA 5 /R Z5| FHER R E R EZ R E
Table 1 Primer pairs and annealing temperature settings of the amplification of ITS, 18S rDNA, and
28S rDNA segments

WER

P iEA 7 Primer sequences  (5'—3") ( Annealing, °C )

ITSS : GGAAGTAAAAGTCGTAACAAGG

ITS 54.5%
ITS4 © TCCTCCGCTTATTGATATGC
18S rDNA NS5 : AACTTAAAGGAATTGACGGAAG 550
(partial) NS8 : TCCGCAGGTTCACCTACGGA
28S rDNA LROR : ACCCGCTGAACTTAAGC 575¢
(D1~D3 domain) LR6 : CGCCAGTTCTGCTTACC '
a: %% 5E(2002)% Zhang etal.(2004)% & * 2 i & » vk (£ A o
b : %% Romeralo et al.(2009)#7 & * 2_ £ i » v (¥ FF o
¢t %% Kodsueb et al.2006)2 Zhang et al.2004)% /& * 2_ i % » v F2} fF o
3} 2 PCR RFEABIBCH R R 2 PRI ek - 4R%5 5 NEXUS #&= > FIH

Table 2 PCR chemicals PAUP* version 4.0 beta 10 #(E(Swofford, 20024775347

PCR SZJESF (178 HE) AT (uD)  Sp e S o RIS L T R PTS 2 R R A -

DNA template (%Y 10 ng/ul) 5 TreeView #i S IH > -
10X PCR buffer 5
10 mM dNTP 0.5 fE R BT A
primer 1 (10 uM) 1
primer 2 (10 uM ) 1 — - EERRAER
HiFi Taq DNA polymerase (5 U/ul) 0.25 H 2007 422 2009 £Ff > FAERH - (EEEHERE
ddwater (Distillation-Distillation water)  37.25 FTis 2 REVEBEHEA - $51 326 77 > 97 (@ - (RIZAE
HaRea 50 FEEsEE EEAER 75 EFEM > Hh DL Auricularia
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polytricha Z BREER B % - 25t 12 {3EA © Trametes
elegans - T. hirsuta X% » & 5y 9 (A s FREEFSALLILL
EHEPEY Omphalotus japonicus Fy &S RraC#xfE - Loy
RS » ZFLEH - R AR EE R ECR R
AR B BRE -

— - BES BRI

HH 326 {HFEA > 3B 291 BRERR - SURRERRER
B ETSRETE  (SEEERE 154 Bk - BTG EIRY
HE% S EILHEERER - DS IMNER B4
@ JPRR - B E AR RS SR B E S
HIFHS A RS MoE— P - SRR B4 AR
F > AERERBIORE - HSAZE R 94 1k 44 T -
= - PCR ¥iE R FEE Rl

DL 94 R4l 2Bk K 3 #k BCRC fRAEE PR 97 3B
R o TR ZEIUSAZERS DNA | BRtliE - DLEEK
R i 97 MRE BRI R Z IIEAE R BURILA S HREIRE
IR R B B PCR ) » HEMITTAE By DNA HZSHURT B
%xi&iH/) > DNA template JRER)E - HE i PCR ZY)
FELE -

EEKGE R ITS &I 28S 1DNA 5 BB TRzl
Wit EE DNA R E: > & ZEYAR/NG L E
600~700 bp K 1.1~1.2 kb= %% 18S rDNA J5 ES > 1l
Y%7 600~700 bp - 3 #REE 1 kb /o5 » S9A 3 BRERARD)
WEE HEY) > HERIFTRE Tm RS GRIER TG EUREAMR
JEABDREARE A » FAfTHEZ -

M - PCR BER EEMEF#ER

7% PCR 1418 [ HE > AEYI Bt Bk e i A R A ]
B EFT » &5FRBUR PCR YA/ INGL LU K 4 £ 2 A
T > B ITS B > 49 630~700 bp ; 14 18S rDNA H
B

B

» % 610~660 bp » /DEFEZ] 1 kb ; 141 28S rDNA H
» % 1000~1090 bp -
TEFFRFTS Z P IERIGEREUR £ A B Z PCR &
V& RIS > (8 24 STERZ FPyERE R Two
pattern Y15 12 ([5]— gk B HHER A {18~ [ v E Y
IEAY) - B PCR BEMERS » H DNA IR EL—154AK - AR
FETEIAZEEY)  HEMIRTRERR I BA T S B R A R ]
EUTAATE - BB K B R A& s > K
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B+ 5 BLAST #85F5 GenBank E#|ELEHHER

AREERFRIE R 97 1k - 155k DNA B0 574(24 £5)
K fi PCR IEHREEY)(S M) Z BERR{R » TESRHEFP o i
A Mt 68 - REHfERD 2 7 514K NCBI 481f2 BLAST
search EE%F » H ITS &I - 18S tDNA F &K 28S rDNA
Fi ERLEBEEIRGE S FIE Bk 2 FE0 - By rDNA eSS
R REGQEERE  pEONTE R BT ERE
T RESE E Kz rDNA $# 7 45 5 S A [E fBEIRY | R B4R - 3%
A 14 (B 39 TEER M - BEERSTEEED P
RyFR - S 43 [EREEUEIT O R -

AR T Emey 43 (EFEE 2 JPRE K tDNA &5 B
Pyl Eddn & i e 45 R BEER RIS 1> Hbl 188 rDNA
FEFFAILEEER | REUALEEL - 59R 3 PRORRERT)
TEFPMARALL Y B S AHEE T EFTSAVEE R g
> SRR 3 AR - 1R 3 AIAL > 475 1DNA =
fi&l5 Bez Fer b B e 45 IR - w43 (B R 28
(a4 e 12 fElE+ - TSR 65% » EBAYHE IR
fEEE 93% » MHEH DUPREERIFT Y 22 (B4 K 6 fE
[ S1%TEEE R R 65% 22 i 1|2 Fyrsr » R LASR
EAERE A= rDNA F BB R R4S AT T
A BNAE R AR E R AR EAE IR - PR
Fegrie tDNA =(E R B2 Fpylbb i &l e £EAEY 17
{EfEss > A 1 (ARG 1) & 3 Fo [ B A [ fE 4
DA RE s & A4 22 (e A7 BF » AIACE B rDNA
Feo i RIRERS R Ky 73% - HIPREEAEHY 16 (&S - DU
RESEE k. TDNA R B Fphtb 2RI E R GRHHA 34
TR - FEEETIZE R 79% » N EEERIZR @Y 7 (EfE
SrEMIESE )75 0 EBIEEAIE A E 95% » BIRAE
SaFrER AT tDNA R B3I Al A VBN AR E » £2
HHEENZEER > THEREIRR -

st > H 1DNA 7 B IbE S R B - 7 6 1
SEILE B4 8% Z B - 735l &y Ceriporia lacerate,
Fomitopsis ostreiformis, Gymnopilus dilepis, Melanotus
subcuneiformis,

friabile - RFTEREENT T E RSB A e i AP (L S0FF i

Mycoaciella bispora K Resinicium
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AR — VR -
7\~ IDNA & R B2 FF5ILE SR RSN AE
(—) ITS @#

ITS @i & T ITS1-5.8S-1TS2 - LIk by s M
e sk o AR RN & S ~ B PR E T
7552004 5 3 0 2001 ; E(EE - 2005 5 SRR -

=y ; White et al., 1990) -

[==§

2

2002 ;

2005 ; » 2001

RREBEG > L ITS Z 5 &kEL NCBI 2
GenBank ZilEEEL$HE AR - HELEZ FRFIMH I A]
2 96~100% - CE¥HHIEHS# 23 MREEmHE 13 #R(E
3) > ZEBIIHE I E 83% -

(=) 18SDNA K

188 1DNA RyEW@EME KGR & - 1 {FE R
J& ~ RH R 2 DR D BRI GR » 2002 ; 59522 2005
#f > 2003 ; & > 2003) < BL 18S rDNA ] Eb 7 Frai&ft el
NCBI 2 GenBank FZfhjeE bh ¥ » H 5 51 FH DL m] 22
98~100% » (RERIE TR 7D FisZ ol
BRAZEH /20 R PR ~ HAL #2081
BE > EEAHEE THRER3) -

(=) 28StDNA RFE%

28S 1DNA REAE SR Y IS, vl Bl 53560 (%
AT 2 W)fe R P PR R 2 22 5Pk > 2003 5 8 > 1999 5 Blair
etal., 2008 ; Kodsueb et al., 2006 ; Zhang et al., 2004) - 7
HERPTIIE Z 7 BE Ry D1~D3 domain » Htt D1
domain 74 28S rDNA 8 B 2 &7y » A 474
AT B A o] B B I 4y AR (b > 2003
Robnett, 1998) = [}, 28S rDNA K E¥(D1~D3 domain) [
I& 61 NCBI 2 GenBank Z0RIEEEE ¥ » AR T
96~100% » TS Fpy IR BT EE S R84 (24 FR)EX
B0 ) - ZBIVERIER R 79%GER 3) -

Tt 25 B PP A LG ER (22 1) B DL ITS B 288
DNA EEH X E D HIA 4 PRR 6 1 » 188 tDNA &}
gy QAR EELLE 24 B DL ITS B 18S rDNA
EEHRBE A 3 PRR 1 fR - 28S 1DNA F EHIIARA
FELEE R - 5 DR E Ry HEY » AIJITS J 28S rDNA
HIFPH IEE SRR » S7EFTA L IDNA oI E
TEAAHY 28 (EFES - B ol R B Ry IS RASH1 28
4y 10 (SR - WA 1 (EfERHSE 18S rDNA &7

~ D2

Kurtzman and

&

50

ENES

EEstERe - AT
BERHE AR
SIERIY 310 B
& 12 BE - WIREREEE IR > LR 22 KB
SR > P SLEL 288 tDNA. 7 EGBE(ERY 1TS i -
LIRS E AN S - ey IEeH b R 2en - {HEE
HERZEREN RS 2 BB RS e R R
FRAEREE SRR - EHh - Bl -
DNA ZEHUEE ~ PCR R{IFECE LUE PP S BRI

FEFTEEEF(2010 42 5 A) 52 GenBank
HEZERERTYIERE > ITS 7
18S rDNA &Y 14 B2 » 28S rDNA

FitE - BEREREFYILEEER - WILERERME
BAREME &R - (YHREIEEEA R - PR RY)

THE(LII R A SR ERE | - DUBD Sy A B
bz -

+ - FYIHHL R B RS 2 28

F&H BLAST tb¥ii% - fESUETE P50l BioEdit
HRASIE( TP 7R B LR - MDA T8 7 =035
FeoEH} - Kidseisie  FpylEkl » 4% 7 NEXUS 1%
= » DL PAUP* version 4.0 beta 10 A& (Swofford, 2002)
#E{T Neighbor Joining Tree 7 J#I LAME 1% 25 47 HIUER
(bootstrapping) 1000 ZXHYEHE - EEERE 1000 {EER
» DGR RSIRE « ISR R - R
HI AR SRR ARER -

HT A% (Neighbor Joining method) LU {EFHHE 2
BT REREDEREZG - by EHE—EYE
IR SALRERE - PR RO LERRE DR R P — (A EEA
FERE - FEAIFHREBRAE A B R - B &R
FfEE R R - Fon HOBREEEREIA § )2 - PEREEEGR
T H I IR N PRI A 2 A ] Ry R R R

LLITS [&35 - 18S rDNA F ELJ% 28S rDNA J E k4%
W ERIFT S > NI Tree » FHIA SHIBIRZE A K (&
VEE(E 73R bootstrap {EEFY S0%IfIAFTAEE - &7
PATTS &35 NJ Tree 23 - k& 2 Fiow -

DUT-2EE F Fyf M (outgroup)f - AITRHE 1B ARy
FsWPRE » % fLESEF(Polyporales group) K 2 A5 B
(Agaricales group) » FHAEERREIET - ZREIR R 211
B R AR > BRI NEE T SR R S FLE R R AR B R - HoA
FRRE 2 BT SRR RS AR 2 Ry R HIHRE -

ZALERE Y RFIAR AL » HA3AL bootstrap {E#E(EK
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(50~55) - fE! [,7']7[“%5&;'* TR < BIgt o PN
Trametes &% Pycnoporus FET}”%TEE}%Z Il = e, U
bootstrap f@ﬁgjif? 607955~ HEE AP i¥E(Trametes group)
[*J#£!E=> Pycnoporus sanguineus == T. lactinea [+ ¥ HEHT A
BROTEI R 2 B J'J"TTJI. I P. sanguineus fE/Eitgy /o4t
T. lactinea » #-=1- Pycnoporus ’E“j”” BT > 1)
KR G 2 B (2004) 0 b I -
&Zﬁ;lﬁ#ﬁf 53 » I’} Pleurotus eryngii (Pleurotaceae)
AT

E bootstrap ffith 98 > Gymnopilus sp.

(Cortinariaceae)®® Melanotus subcuneiformis
i
FHF=f & 4 » Gymnopilus sp.

(Strophariaceae) £%7
)y — IR fE o
(Cortinariaceae) == M. subcuneiformis (Strophariaceae)’jt

¥4 AT L FOPHBEARESEF— % > WAL Dy I

1 bootstrap fifit% 93 » &

AR e -

AR Fy > = PRSI OB o § e
(Trametes group)sJ Hefed EARE » ’F‘“, ?LF:']‘ Trametes &
Pycnoporus ifia i~ B o

* 3 FERREEHHIETHE DNA KFERFFILEHBERNS 2 R EEER < HIBLER

Table 3 Comparison between the number of specimen identified by fruiting body morphology and rDNA

sequences in individual classification category

Morphological identification

sequence matching : - — Sum.
Species Genus Family Order Class Division

Species 17(16)* 4 6 1 28
Genus 4 2(1) 4 1 1 12
rDNA Family 1 1
Order 2 2
Class 0

sequence matching Species Genus Family Order Class Division Sum.
Species 15(14) 4 4 23
Genus 3 2(2) 6 2 13
ITS Family 2 2
Order 2 2 4
Class 1 1

sequence matching Species Genus Family Order Class Division Sum.
Species 4(4) 1 2 7
Genus 10 2(2) 6 1 1 20
Family 1 1
18S Order 4 3 2 1 1 11
Class 0
ub 1 1
X¢ 2 1 3

sequence matching Species Genus Family Order Class Division Sum.
Species 15(14) 3 5 1 24
Genus 4 3(3) 2 1 10
28S Family 2 2(2) 4
Order 1 1 3 5
Class 0
Sum. 22 6 10 2 0 3 43

a: numbers in the parenthesis are the number of specimens of identical identification results from fruiting body

morphology and rDNA sequences
b: unable to make a match
c: no PCR products
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RE3 P iothyrim sp.
arac;;uo L B2 Laxitextum bicolor ful
Eg Eﬁ or‘GsusrrLi.cmpor_us

Polyporales

E32 Perennipona sp.

F9] Hypoerealas sp. Ascomycota

f=3 bepanez .
f 34

Agaricales

F17 Formitopsis ostreiformus R42 T H et
rametes hirmta
P %% %ra.me:es ellzgam
Tramefes group L&e %%_{amtets elogans
4—]100 ——————————— R T ieriey
1IJ£I— E45 Trametes lactimea .
— ?imﬁt:: ﬁgi_ﬁi
: 8 g - — U ¥ C U EE
= e [FJ3& Pyoncoponis sanguinens
| m— 5
53 E26 Micropors zanthopuas 5 :
100 F25 Echinochaste mssiceps :
3 Ea2& ch?nm_ chaete russiceps
E27 Echimochaete mssiceps
F22 Polyporaceae sp.
a0 F350 Ganoderma sp. L
E10 Perenmipona sp.
2 100 —
52 a <
55
| : R Baedemma b
T — | E— {12 Y
F3% Gloeopors dichrous R SR
8 Eg]} ?enp ria lacerata
& . rpel lactens
£3 MyenosiBia i
W B
2% Plewotus aryngh @
R?lcgtppihs sp.
. E5 opri.ne]ﬁ?spﬁgm FE0 M s sub i .
B3 100 i = El4 Melanotas suboineifoemmis
2 - Eld Melahx;;ntus subouneiforns
. E‘ %g Mgﬁgtﬂs subcuxl.e]_fﬁgmus
kel Gmpﬂeﬁﬂp? =
100 %é Gyrrmogl.-hs sd-lﬁlew
. mp B
I (11 E— 0 et 314 | e
F25 Steccherimim rhos 3 - 2 5
- Egi ﬁm poiy‘tmfl?adag
Fi oy oeble
T 5 P
F17 Daldima esc}'lsch.t:v].zl:l{.l38 H e
L — E30 Hypocrealss sp.
Egg Hrpocresles sp. § outgroup --
¥pocrealss sp.

10

E=3 Hypocreales sp.

ITS region - Neighbor Joining

2 LLITS BiEAIESE » #8 PAUP 7182 Neighbor Joining Tree ; FEtE % EViE (bootstrapping)1000 ;X o
Fig. 2 The Neighbor Joining Tree obtained from PAUP *analysis based on ITS region with a random sampling (bootstrapping) of 1000 times.
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=4
aff

FEZGREMTES - PYERM - FOESEHERERTZ
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App. Table 1 The results from fruiting body morphological characteristics identification and rDNA sequences matching of the 43 specimens for comparison and

discussion.

4ok B ITS & 18S rDNA H E& 28S rDNA F E& rDNA [L¥4E R determinants
RO2 Corticiaceae Laxitextum bicolor Laxitextum bicolor Laxitextum bicolor Laxitextum bicolor ITS, 18S, 28S
RO3 Coprinus radians Coprinellus radians Agaricales Coprinellus radians Coprinellus radians ITS, 28S
RO5 Trametes elegans Trametes elegans Trametes sp. Trametes elegans Trametes elegans ITS, 28S
RO7 Agaricales Clitopilus sp. Agaricales Clitopilus sp. Clitopilus sp. ITS, 28S
R10 Polyporaceae Perenniporia sp. Polyporales Polyporaceae Perenniporia sp. ITS

R14 Agaricales Psilocybe sp. Psilocybe sp. Melanotus subcuneiformis® | Melanotus subcuneiformis™® 28S

R17 Daldinia eschscholzii Daldinia eschscholzii X Daldinia sp. Daldinia eschscholzii ITS

R19 Strophariaceae Psilocybe sp. Psilocybe sp. Melanotus subcuneiformis® | Melanotus subcuneiformis®® 28S

R20 Schizophyllum commune Schizophyllum commune x Schizophyllum commune Schizophyllum commune ITS, 28S
R25 Echinochaete russiceps Echinochaete sp. Polyporales Polyporaceae Echinochaete sp. ITS

R28 Polyporaceae Dichomitus sp. Polyporales Polyporaceae Dichomitus sp. ITS

R29 Pleurotus eryngii Pleurotus eryngii Pleurotus sp. Pleurotus eryngii Pleurotus eryngii ITS, 28S
R30 Ganoderma australe Ganoderma sp. Ganoderma sp. Ganoderma sp. Ganoderma sp. ITS, 18S, 28S
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R32 Polyporus sp. Perenniporia sp. Polyporales Perenniporia sp. Perenniporia sp. ITS, 28S
R37 Polyporus arcularis Polyporus arcularius Polyporaceae Polyporaceae Polyporus arcularis ITS

R39 Gloeoporus dichrous Gloeoporus dichrous unknown Gloeoporus dichrous Gloeoporus dichrous ITS, 28S
R40 Corticiaceae Phlebia sp. Phlebia sp. Phlebia sp. Phlebia sp. ITS, 188, 28S
R41 Polyporaceae Ceriporia lacerata Ceriporia sp. Polyporales Ceriporia lacerata® ITS

R42 T§2§§s3gi3r?gta Trametes hirsuta Trametes sp. Trametes hirsuta Trametes hirsuta ITS, 28S
R43 Garg)gtla{rgiéliflzildum Ganoderma lucidum Ganoderma lucidum Ganoderma lucidum Ganoderma lucidum ITS, 188, 28S
R45 Ganoderma sp. Ganoderma lucidum Ganoderma sp. Ganoderma lucidum Ganoderma lucidum ITS, 28S
R46 Trametes lactinea Ergr_ﬁt&la;cetlitregzr;s Trametes sp. Trametes lactinea® Trametes lactinea® 28S

R48 Trametes sp. Ergin.ﬁt?; cili(re]?e:gs Trametes sp. Trametes lactinea® Trametes lactinea® 28S

R50 Gloeophyllum sp. Gloeophyllum trabeum Gloeophyllum trabeum Gloeophyllum trabeum Gloeophyllum trabeum ITS, 188, 28S
R51 Auricularia auricula-judae Auricularia auricula-judae Auricularia auricula-judae Auricularia auricula-judae Auricularia auricula-judae ITS, 188, 28S
R55 Microporus vernicipes Polyporaceae Polyporales Polyporales Polyporaceae ITS

R56 Pycnoporus sanguineus Pycnoporus sanguineus Pycnoporus sp. Pycnoporus sanguineus Pycnoporus sanguineus ITS, 28S
R61 Gymnopilus aeruginosus Gymnopilus dilepis Gymnopilus sp. Gymnopilus dilepis Gymnopilus dilepis® ITS, 28S
R63 Gymnopilus sp. Gymnopilus  sp. Agaricales Gymnopilus sp. Gymnopilus sp. ITS, 28S
R72 Corticiaceae Resinicium friabile Resinicium friabile Resinicium friabile Resinicium friabile® ITS, 18S, 28S

57




FEFI#ZERE DNA |7 Bl AR R R E B

Mycoaciella

Mycoaciella

R73 Corticiaceae Phlebia sp. Phlebia sp. bispora® bispora® 28S

R75 Hymenochaetaceae Phellinus sp. Phellinus sp. Phellinus sp. Phellinus sp. ITS, 188, 28S
R77 Polyporaceae Fomitopsis ostreiformis Fomitopsis sp. Fomitopsis ostreiformis Fomitopsis ostreiformis” ITS, 28S
R78 Panus fulvus Polyporales Panus sp. Panus sp.* Panus sp. ITS, 188, 28S
R81 Clitopilus sp. Clitopilus prunulus Agaricales Clitopilus sp. Clitopilus prunulus ITS

R82 Auricularia polytricha Auricularia polytricha Auricularia polytricha Auricularia polytricha Auricularia polytricha ITS, 188, 28S
R83 Ascomycota Dothideomycetes Paraconiothyrium sp. Pleosporales Paraconiothyrium sp. 18S

R86 Microporus xanthopus Microporus sp. Microporus xanthopus Microporus xanthopus Microporus xanthopus 188, 28S
R87 Irpex lacteus Irpex lacteus Polyporales Irpex lacteus® Irpex lacteus® ITS, 28S
R88 Ascomycota Hypocreales Hypocreales Hypocreales Hypocreales ITS, 188, 28S
R90 Ascomycota Hypocreales X Hypocreales Hypocreales ITS, 28S
R94 Rigidoporus microporus Polyporales Rigidoporus sp. Rigidoporus microporus® Rigidoporus microporus 28S

R95 Steccherinum rhois Polyporaceae Steccherinum sp. Steccherinum sp.? Steccherinum sp. ITS, 18S, 28S

Jifk © x 9575 PCR %7  a % NCBI 2 Nucleotide BLAST S/SYHE{# 285 rDNA(SR/VH)Z ZERHIELES § b AEFFFILLE G B0E) 2 SEORTTIHE -

Notes: x denotes no PCR products; a denotes there were only 28S rDNA or limited data for matching in the NCBI nucleotide BLAST inventory; b denotes the possible neo species identified by

rDNA sequences matching.
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