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Investigation of the infection route of Serpula himantioides causing butt rot in the University of Tokyo
Chichibu Forest
- Results of the preliminary survey by dissecting stumps of obstructive trees -
Ryusei HARAGUCHI ', Toshihide HIRAO ', ToshihiroYAMADA !

1 The University of Tokyo Chichibu Forest

Abstract: We surveyed and dissected the stumps of trees that had become obstacles during the establishment of the work road in
the stand where the butt rot caused by Serpula himantioides occurred to investigate the possibility of infection from the roots. The
survey was carried out on a 150 m section of the work road that was established in 2019. Butt rot was observed in 65% of the stumps
of 43 Chamaecyparis pisifera trees. Six stumps were subjected to DNA analysis for the detection of Serpula himantioides and
dissection for the estimation of the infection route. As a result, Serpula himantioides was isolated from one stump, and Serpula spp.
were detected in all stumps by amplicon sequencing of DNA extracted from decayed wood. In five stumps, the decayed area was in
contact with the soil through the roots. These results indicate that the causal agent of butt rot in this stand is most likely Serpula
himantioides , which can be infected through the roots.
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Fig.1 Classification of roots in this study.
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Fig.2 Overview of sample collection.
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Table 1. The occurrence of butt rot.

BASRARARBFZE 73 (2022)

EBRTHD, KO T vy b ERIEIO#REOFE T 1
v MEOBEHEHIAT 100m THD Z &b, AHSITRIT
DR DAL Z D 2 HS &5 AT 100 m O#EFHIC
HRATWBAREER B 5,

ApEIC BT 50 7~ > EmlmkoFEs (13) TiE, K
BUEFTER 22.1% TR IEIRIT 40~60%73 % Do 7o &
HEENTWD, ZOFFE T D &, AyicBirs
WEIX, ML~V TORER (REIEE) 2E<l,
HAR Lo (AR HEER) 1R ME TR 23 B AT,

EODBETIZT I XX 7 K53 1 AROKEAR S5y
B S 7o, BREERERD D OAMIEFTE O3Bl LR O
WHEBTAET 512 0RMAN TRV LRI TR Y
(7)), KFRIZENTHEY IO I X ¥ rE R
LYY Trichoderma JBHEZEDRRE DR NEMAE LAl
REMNRNE 2 BID, 728, Trichoderma J&H « Mortierella
BEITIT ) ar—r o R 8 R L 0 B
SIhTWn5D,

TrFVary—r ALY, FIFFTERER
SBECE o TN S b Serpula JEHE 2T 2
TENTER, mi (2) LEROEFRITHD L
EOFET, AMSICEBIT DIRRDEREIT I ¥ 2
KX ThHDFREENEWEB 2 bIVD, £, Serpula &
B3 F5 50 cm: Ocm OWFHUIZBW T H B ENT
WD Z EDD, REROFITIA L 5947 LT D AR R

ERARA RIRIRD

RIRIRB

RERARBTE
B EEREE
O Bt tEE DS
— HE&0cm

O

KAXRARCIL B EAKE <
BikTEuN T

BEHon RFRTY BHERTEE FHEGLE
= BEZ(cm BEZ (cm £ (% X ER (EAME) ICHEHEBAIHERTE L, BHROTRIEHT
ﬂé B(cm) EE (cm) H®E (&) BHOBES LULREEL TOBPRBTE BT
EHEH Y 28 35.3 11.3 30.2 - e i Al s
o -3, CebRmRAF AR ORI
EEEL 15 29.5
&t 43 33.3 Fig. 3 Schematic diagram of dismantling results of cut roots.
T\ B> N o N N - e
F2., EHBEBIOT 7Y a v v—4 R K D Serpula BT O RS R
Table 2. Results of fungi isolation and detection of Serpula spp. by amplicon sequencing.
RIRRET A B [ D E F:
AEEShiE Trichoderma B&E TFESE25TR+E Trichoderma /& & Mortierella BE Trichoderma BE Mortierella E&E
Fr7Vavy—-4vR
# > FIVERUE EE (em) 50 0 50 0 50 0 50 0 50 0 50 0
28850 64056 34780 31658 72272 70053 31099 50012 45813 40693 35620 84911
SerpulaBE") — F# 2943 309 1187 2007 1122 76 1682 472 5209 6659 1493 569
10.2 0.5 3.4 6.3 1.6 0.1 5.4 0.9 11.4 16.4 4.2 0.7
Serpula Agaricales |Serpula Serpula Serpula Botryobasidiaceae |Agaricales Agaricales |Serpula Serpula Agaricales  Serpula
Helotiaceae Serpula Helotiaceae Helotiaceae |Helotiaceae Serpula Serpula Helotiaceae |Helotiaceae Peniophora |Serpula Agaricales
Agaricales Helotiaceae |Acremonium Agaricales |Peniophora Helotiaceae Helotiaceae Serpula Agaricales Helotiaceae |Helotiaceae Helotiaceae
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