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ABSTRACT

We isolated fungal spores belonging to the phylum Glomeromycota from the rhizospheres
of Smilax china, cultured in a greenhouse. We identified the isolated spores using sequence
analysis of 18S partial rDNA region, internal transcribed spacer and 28S rDNA regions. We
confirmed 2 unreported spores of Glomeromycota fungal species, Diversispora eburnea and
,.) Paraglomus laccatum. Here, we described the morphological characteristics and results of

phylogenetic analysis of the confirmed species.
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(Smilax china L.)o] HollA EXS A oM, 8 EGFE 7|54 & #efolA] 10cm ©]
g %ol = mhfjo]f 500~1,000g 4 =& AHSHA A H EF 71542 S Zo g 1
Oﬂ ol Yadh = 24417 Ujol] AP A2 2uksloinh. 22210 FA1S flof okl BTt 121°CR
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EALE FE5HATHT —?—% TR oiEEn] 9 gEhn| 7 AdolA] Esto] ey E4
= SRl a3 n| 7 Aol A FEN7HH] ok ERlE] = ZAME 1F0 2 JHEsto] &ato
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DNA%Y %5 Polymerase Chain Reaction(PCR)Z 325131 2.1, annealing =+ 58°C2 A3 %510
35T 10]. Bt AEst £90] 542 215l Glomeromycota®] DNA barcoding®]] ©]-8-%+=, 18S
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Diversispora eburnea (L.J. Kenn., J.C. Stutz & J.B. Morton) C. Walker & A. Schii3ler, The

Glomeromycota: a species list with new families and new genera: 43 (2010)

Aol A viFE Hnleig =] 2 EolA 225 Tk A= B Ulofi o2 4w
AL, SRR AollA AR FEls BRI 7 F2 Al o ERIHTh xAte] 7]

£ 40~120 um 7 =0, A} A2 Frt S1M) 2.2 ofo| 2| Mo]| 7} ThFig. 1A). EAPH

ol

The Korean Journal of Mycology 2019 Vol.47

276



Two Unreported Glomeromycota Fungi Isolated from Rhizospheres of Smilax china

L13} 129] & hyaline 522 0| FojA|H, ZAE 75l & wf & Ho] A& Hol2| 7] gh=t}. &
Ake] 7 upgEof| QL= Ligoll= o] 22 0] Hol gehzo] glof A A5t L7 o]H, Melzer's
reagentol| 4] Tk HE-g-0] H1E] 7] Ql=Th(Fig. 1B, 1C). L25-2 laminaeZ O 2 F|0] Ql= 4 9=
72 gHolg] 11, BAF F Al (substending hyphae)y= 2H1 %] 2] 9=t}

Fig. 1. Spores of Diversispora eburnea(A), in polyvinyl alcohol-lactic acid-glycerol (PVLG)(B), in
Melzer’s reagent(C). Spores of Paraglomus laccatum(D), in PVLG(E), in Melzer’s reagent(F). (scale
bars: A, D =100um; B, C, E, F = 20um).
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Fig. 2. Neighbor-joining phylogenetic tree based on partial 18S rDNA sequences. Mucor stercorarius
was used as an outgroup. Numbers on branches indicate bootstrap values (1,000 replicates). Fungal

strains isolated in this study are in bold.
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Specimen examined: Jecheon-si, Chungcheongbuk-do, Korea, N37°04'47.0", E128°13'35.4", September
16, 2015, Diversispora eburnea, isolated from cultured thizosphere, with Smilax china and Sorghum bicolor,
strain CB15124, GenBank No. MN006953(18S partial tDNA), MN517119(18S partial/ITS/28S partial
DNA).

Notes: D. eburnea= 20104 C. Walker & A. SchiiBilerol] 2J5l| £~ FH o2, ¢ 7|22l Y5
-2 Glomus eburmeum(1999)°]th. ‘ot ivory) S S56h= 2HEl o] ‘ebumeus’©l|A] F4"g 0| 72

. 2M[13], 18S tDNAL] £A}& B4 A 3tof| 7|65} GlomusOl|l A Diversispora® 4:0] ¥ 7 =]

ATH14]. TR DA 22 @2 oAl o] 1Y EAK40~140 um)S EY UollA D502 FAJst
A E7AE T Fo] AP S 2E Q1= Zlo] 4o [13], & ol ERlH ate] Azt 37,

AP O] 2= 7| A2 D. ebumeacl] thet 7] &1} o Y 2|5HITE DNA G714 2 241

Z7} 18S rDNA A9 2] 7| G- D. eburnea AM713431.13} 99.05%2] Y %] =Z;, Kriiger fragment
] DNA @715 G2 D. cbumea AM713412.17} 99.43%2] A =5 B o RE 7He Al5S 5
/g5t th(Fig. 3).

Paraglomus laccatum (Blaszk.) Renker, Blaszk. & Buscot, Nova Hedwigia 84 (3-4): 400 (2007)
2AlolA] uiokE) Bl 2] 2 EfollA] Helsioic, EAR: B9 UollA] T 0 2 whyst
o}, T 5 789 hyalineo] 1. =27 E}1%o] ] 24} £ods}a gelo] Itk D). shen]
7 Aol AL 9ol 7] 8420 3 Qs Z4S SIS 4 9lom, EApo] 27) 50-100 pm HE
2 e 22 EAE F/deTh TAME2 L1 12, L3 A SO FAE =, 7 FH LI |
m oJ3H2 Tl9- 77} SO m A4l Ao A= Ay 0 2 eebel 7] Stk 1252 5 um ]
’&9] T2 laminae s Q= O] F0] A Melzer's reagentol| 4] 13t H|o] 2| A =2 kA O 2 1h-3-
BIthFig. 1E, 1), PATAHSH)E laminae Q2] L3042 E] Whgsto], %3t 95902 2
2htKFig. 1F).
Specimen examined: Sancheong-gun, Gyeongsangnam-do, Korea, N 35°19'24.6", E127°58'08.3",
September 14, 2017, Paraglomus laccatum, isolated from cultured rhizosphere, with Smilax china and
Sorghum bicolor, strain GN17009, GenBank No. MN006954(18S partial rDNA), MN517120(18S partial/
ITS/28S partial tDNA).
Notes: P, laccatum-2 2007 Glomus laccatum®l|A] FTg 0] £ E Tk EF UjolA] =0 2 2}
S P/, &5 FAKextra-radical hyphae)2] EollM Sotsho] ZA7L /dHth. 2Ake] Al
S5} gelo] glou], thiE ool 7kE ARG E ZASFAL AL 7] 50-130 pm
To|tH15]. B AFoM = £ 1Y T2 Al o] ZALE 0I5 4~ Q110 350 2 Fof
= ZAPH F 12ZF0] laminaeZ ©]F01A = Zlo| ¥ 7|22} A 2|5HATE Paraglomus©l| <
SHe F5L AR, 535 09 EY 474 5 ok w3 x| ol Le)=/i[16), P laccaum 9
7R E 2 et o] LE 2 HjoFE ool ZAS T BT AL HI 4 U3
TH15]. DNA 9714 F 24 A} 18S iDNA 2|2 A7| A L2 P laccatum AM295493.17} 98.53%
O] A& E, Kriiger fragment2] DNA 7|4 Q-2 P laccatum FJ769330.12}+ 98.10%2] Y| =& H
B5 22 A5 B/d5t it Fig. 4).
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Fig. 3. Neighbor-joining phylogenetic tree based on the Kriiger fragment sequences. Archaeospora
trappei was used as an outgroup. Numbers on branches indicate bootstrap values (1,000 replicates).
The fungal strain isolated in this study is in bold.
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Fig. 4. Neighbor-joining phylogenetic tree based on the Kriiger fragment sequences. Geosiphon
pyriformis was used as an outgroup. Numbers on branches indicate bootstrap values (1,000 replicates).
The fungal strain isolated in this study is in bold.
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