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A Report of an Unrecorded Slime Mold Isolated from
a Twig of Chaenomeles sinesis in Korea

Geum Ran Ahn', Bo Young Kim', Yeo Hong Yun', Seung Yeol Son' and Seong Hwan Kim'**

'Department of Microbiology, Dankook University, Cheonan 31116, Korea
’Institute of Biodiverstiy, Dankook University, Cheonan 31116, Korea

ABSTRACT : Chaenomeles sinensis, called as Chinese quince, belongs to the family Rosaceae and is widely distributed in Korea,
China, and Japan. A microorganism was isolated from part of a twig of C. sinensis that showed an abnormal appearance. The
microorganism was identified as the slime mold Stemonaria longa of the division Myxomycota, which was previously unrecorded
in Korea. The present study reports the morphological characteristics of the isolated fungus and a phylogenetic relationship based

on the B-tubulin gene sequences.
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1A). A8 =] H91E sf-3u]7 (SZ61 stereo micro-
scope; Olympus, Tokyo, Japan) 22 ¥z (Fig. 1B) $ F-9]
o] AFE BERPAA NN Bt =82S ]8T}
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EF 890 132, 100% ek 12, Evd S7rol 1
A Aslit7F £715 AASKAL YA potato dextrose
agar (PDA)° HE3130th. A1871 HEE PDA HIA= 25°C
HjF7]ol 347 i dstdar vl Aefuhe s o
3FATH3]. <o el o] mAlgREE 3Hv)E (Axi-
oskop40; Carl Zeiss, Oberkochen, Germany)S ©]-83}<]
IR o™, A 54E ol ] 43l drilling *™H
o] w2} genomic DNAS FZ3}aL[4], BT12 (5-GTTGT
CAATGCAGAAGGTCTC-3")/T10 (5'-ACGATAGGTTCA
CCTCCAGAC-3) [5] Z&}e]HE 0]8-5}¢] B-tubulin gene
sequences polymerase chain reaction (PCR) " O2 5
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tion 72°C 303 2710l F 30 cycle 3P} vpxeto =
72°Coll 4] 1047} final extensiond}] 4=8Y3}3It}. PCR &
Z5 DNA AHE-S 1% (w/v) OPIEAA H7|95S 3
sfo] Eeldl = High Pure PCR Product Purification Kit
(Roche, Basel, Swiss)S AFS3sle] AAslar vl =ZAAL



RIRPTE Z7ERe A Bt S W71E ZA0F Chaenomeles sinesis Bl 343

L R
wl el o _;.-' 3

Fig. 1. Photo of a twig of Chaenomeles sinesis with a discolored and slightly protruded region (A) and stereoscopic microscopic
image of the region (40x) (B). Arrow indicates sampling point for microorganism isolation (scale bar = 10 yum).

(Seoul, Korea)ol| &3t A7IMLE-S B3It B4
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Fig. 2. Colony morphology on potato dextrose agar plate (A) and a light microscopic image (B) of sporangia and sporangiospores
of Stemonaria longa isolated from Chaenomeles sinesis (scale bar = 10 um).
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99 — Fuligo septica var. flava KP323380
52 Didymium nivicola KP323376
Didymium bahiense KP323372

Didymium verrucosporum KP323377
Craterium obovatum KP323369
Didymium dubium KP323375
Didymium balearicum KP323373
Didymium comatum KP323374

Lamproderma maculatum KP323382
53 Diachea leucopodia KP323370
Stemonitis smithii KP323387
Diderma radiatum KP323371
Physarum robustum KP323384
Fuligo licentii KM977864
7 E Badhamia versicolor KP323368
81 Fuligo intermedia KM977863
Stemonaria irregularis KP323385
Meriderma fuscatum KM977877

Physarum polycephalum KP323383

53

Trichia varia KM495056

Stemonitopsis typhina KP323388
Stemonitis fusca KP323386

—WL Lamproderma cribrarioides KP323381

Trametes versicolor KR261697
— Diachea leucopodia JX681135

A
0.1

Stemonaria longa NIBRFGC000146299
98 [ Stemonaria longa JX681140

Fig. 3. Phylogenic relationships of slime molds by the neighbor joining analysis based on the P-tubulin gene sequence data.
Bootstrap value is given above/below the node. The Korean isolate is in bold.
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