undi 3
FAUUNITIY
mifedimsldansed Yangunsal wasaTesdle el
aswaidildlunmsise
3.1.1 ueanaded 95 Wasidud (95% Alcohol)
3.1.2 wpanegea 70 Weskdus (70% Alcohol)
3.1.3 agnlydlaa (Agarose Gel)
3.1.4 wnmea (Dettol)
3.1.5 PCR 2x Master mix (Apsalagen,Thailand)
3.1.6 Ynau wnsn PCR (Apsalagen, Thailand)
3.1.7 TAE Buffer (50x) (Serva, Germany)
3.1.8 RedSafe (iNtRON, Korea)
3.1.9 100 bp DNA Ladder (GenedireX, USA)
3.1.10 @¢ou lactophenol cotton blue (HIMEDIA, India)
3.1.11 ymana DNA (FavoPrep™, Taiwan)

3.1.12 ywiudevisnansas PCR (PureDirex™

, Taiwan)

L

angunsaifldluniside

3.2.1 9IUMNZELTD (Petri dish)

3.2.2 iapawuATIg (Microcentrifuge tube) aunn 15 Jadans
3.2.3 llastiuaii (Micropipette tip) ¥u19 2-10, 20-200 wag 100-1000 lulasdns
3.2.4 aziiealoaneged (Alcohol burner)

3.2.5 gananain

3.2.6 Uninas (Beaker)

3.2.7 WASLAIAUATT (Stirring rod)

3.2.8 1IN VWA 250 Haddns

3.29 mﬁa&n\‘i (Dura, Thailand)

3.2.10 Yn@u (Forcep)

3.2.11 lussvin (Ruler)

3.2.12 WudeUanese

3.2.13 Tullandn
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3.2.14 Foudnans (Spatula)

3.2.15 N3U8NAN (Cylinder) vua 100 kag 1,000 Jadans

3.2.16 nszaweaiilleunass (Aluminum foil)

3.2.17 Wsilau (Parafilm)

3.2.18 flneviaeanaass (Rack)

3.2.19 n35lns

3.2.20 9nguu (Laboratory bottle) 4119 250, 500 wag 1,000 Iadans
3.2.21 aen microcentrifuge tube YuIn 0.2 lag 1.5 ml

3.2.22 nsrandlan (Glass slide)

3.2.23 nyzanUndlan (Cover slip)
3.2.24 uvisun (Micropestle)

wiasdiafildlumsive
3.3.1 ﬁﬂaam%ua (Laminar air flow)
3.3.2 wifofenusule (Autoclave)
3.3.3 foUAIUTaULIA (Hot air oven)
3.3.4 \A30etananea (Analytical Balance)
3.3.5 lulasian (Microwave)
3.3.6 NapanaaRnAuUees
3.3.7 llpsUiun (Micropipette)
3.3.8 él:ﬂm%a (Incubater)
3.3.9 \p3estlunay (Vortex) (scientific industries, USA)
3.3.10 3oetlumies (Centrifuge) (FOUR E’S scientific, China)
3.3.11 1309 Electrophoresis (Mupid, Japan)
3.3.12 iU -70 asAwadea (Deep freezer) way -20 s ivaTya
3.3.13 Lﬂ%qmmmg% (UV-transluminator) (BioGenomed, France)
3.3.14 1509 Thermal Cycler T100 (BIO-RAD, USA)
3.3.15 1A589 Thermal box (FOUR E’S scientific, China)

A9 HUIUIY
1.n15AUAIDENLIA
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vnsdsadiesualngluiiuiividndaninenns sswihadeuiinauiuioutiuanau
.. 2564 Tapiuiifivinnisdmaduandunmd 3.1 insdsalu 2 uma fe vinauduma
Umguazuinandunstiun Taallenudedafinagsinstudindidn GPs Tussagmaiing
fog19 neufuienmiegradiniiedudeyansdugines ihdegaiinldndeudi
nsssysvadiesafialitanu anduimaiudedensninfisndntosldnaon 1.5 ml
microcentrifuge tube sl oy lUaf AR LB uLe wavdnidetdesiuaruninldnasn 1.5 ml
microcentrifuge tube #ifl Absolute ethanol USu1ms 500 Ll ﬁﬂﬂLﬁUﬁqm%Qﬁ -70 947"
wadea edunsiusnviiode withiogadinanfivdenmuauouus Tnevlusuus
figauvindl 50 ssrmwaldua Wunategties 1 dUaivieaunindhenaazuiis teidunsifv
Shwndufiog Ui

10000 360000 600000 850000 1100000 1250000

Socialist Republic
of Vietnam

Republic of the Union of Myanmar

1600000

102.0920957 102.1065419* 102.1121245°
L 1 1

Plant Genetic

Andaman sea Conservation Area

T
12.6662107°

00000

RBRU arca
= Roads

300m

12.6591598°

T T T
102.092095F 102.1065419° 102.1121245°

1:7,000,000

T

600000

100000 350000 400000 as0000 1100000 1350000

[%

il 3.1 wnudinuiiundniugnssuiisivinnisdrsaiasawinlnglunisnyasad
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2. nsfnendnuaneduguinendoiu

msfnmanvuzdugiuingvesneniia Faniegnanuazmsthnngeaaniio
wvihnsAnudnuaziuuumnneen dulinnnaen fudseenidia wariuilaeseuudna
fidniasy wedudeyadowiulunsiasuundednvuzmeduguine (ewsd funsaina,
yuila gas30qy8, uazeivassas uandy, 2551 : 1-514; Swdudinganiu, 2550 : 1-272 ; aud
WuFIFNTINkasnAlLLABTINNWAIYIR, 2544: 1-268)

3. M3szyviaminslagdsvneendaine

3.1 AMsanaRdUINNHAT

Wnsana DNA m1u38n15v89gadna FavoPrep™ Tissue Genomic DNA Extraction
Mini Sample Kit (n il 3.2)

Grind the sample
Sample ——= |||| Celllysis ( )

{ )

E'-H Protein degradation ( )
l
rT Cell lysis ( ]
!
ﬁp Binding
centrifuge C ~
=
|H Washing ( )

centrifuge C

centrifuge C
Pure genomic DNA

AWl 3.2 n3aia DNA femarin FavoPrep™
31 : (Favorgen, 2022)

lﬁ: Elution ( )
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3.2 N115%11 Polymerase Chain Reaction (PCR)

Tunswseuufnzen PCR Tu 1 viaanty 9:ldiuusenaudinisnan 3.1 nduviniswiy
USu1au DNA diunid TS AaeiaTee Thermal cycle Taeldaniizni1sindfisen PCR As
M13199 3.2

A1357199 3.1 N1swsEuUfnzen PCR

Composition 20 pl reaction Final concentration
DW 6 ul -
2x Master mix 10 pl 1x
Primer ITS1 1l 0.5 uM
Primer ITS4 1l 0.5 uM
DNA template 2 pl -

A13199 3.2 an1gn1svinufisen PCR

PCR profile Cycle number Temperature Time
Initial denaturation 1 95 °C 3 min
denaturation 95 °C 30 sec
Annealing 35 52 °C 30 sec
Extension 72 °C 1 min
Final extension 1 72 °C 10 min

3.3 N13M9IERUNARAMININURATEY PCR (PCR product) fiaemaiia Gel

Electrophoresis

INTeTeL 2% Agarose gel Tu IXTAE buffer uaafas  nasuliaaazalsnsiAIog
lulasian audunaiwealauillowediu ufidiamaluey antuiiviawaldwndeluin

gauuiiung Liveliaaumngiiiaaanasuiigamaiuseuia 50-60 e wallea waAN RedSafe
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USums 5 pl wasliidndy mssedanisiienesennia wldanudenanaldldiiuegreion
30 U7l udunzieasenanudenaa tluldluadeadidnlnsuEdadiia IXTAE buffer Tngliid
Uumsvanuduiaa 16lulastiunged (loading dye) neadasuuununisfidudunendn ¢
(WUszanas 2 pl) wdr¥iUa PCR product (5 pl e 1 fhegha) naufunendiedeuls udawinis
Uumadunguuuusiuaaiiaonliudluriodidnlnsinida Taodl DNA marker iilousnuun
89 PCR product lumssuaaszldnszualuin 100 Taag (v) Wunian 30 it arniutiiesn
doadeLA3ed UV-Transilluminator Wiiodanauauiuediinty

3.4 nMsviwdadieianufiisen PCR Tusgns (Purified PCR product)

11 DNA v@aingnyinisiinu3anas DNA siwwus ITS saeufjizen PCR 50 ul (115747
3.3) iaviun 4 viaeasalia 1 9ia Webilau3uessanmindu 200 pl lneldanznisinujise

'
2 =

PCR A90159% 3.4

A157991 3.3 N1ssEuUN3en PCR

Composition 50 ul reaction Final concentration
DW 18 pl -
2x Master mix 25 pl 1x
Primer ITS1 2.5 ul 0.5 uM
Primer ITS4 2.5 pul 0.5 pM
DNA template 2 pl -

A13199 3.4 angn1svindfisen PCR

PCR profile Cycle number Temperature Time
Initial denaturation 1 95 °C 3 min
denaturation 95 °C 30 sec
Annealing 35 52 °C 30 sec
Extension 72 °C 1 min

Final extension 1 72 °C 10 min
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11 PCR product Nlaviavisasnyiliusgrzniuisn1suesyn PureDirex (2md 3.3)

Sample Preparation Binding & Wash
PCR P U -
& 5 ‘ il
© Buffer B p 2 i o O Buffer F
o 7]
» e W ‘ ¥
O“’v.' » l“‘ > 152 >

<

AR 3.3 Maviuanduiannuizen PCR lviusansmeyadnsagy PureDirex™
1 : (Bio-helix, 2021)

3.5 MmydesziaauilnalelvduaznisiuSeuliisuaiduilanalonalugiudaya

11 PCR product ilddslusaussm ATGC Usandlve iievinisimsizvdiduiinile
nd Tnovnauasmardsmanisiesesiiuliddoyaiudeamdiuad anduaginisnsaaey
A muesdiuiadlelndnld Tasldlusunsy BiokEdit Sequence Alignment Editor uagufily
drfudindlelnadldmunzaududiuatiielfiinaiiugniesdislusunsy GeneStudio
Professional Edition Tagy1drduiianalelnsignsesudalalulusunss BLAST N (Basic Local
Alignment Search Tool) 1143114%1@336 GenBank U84 National Center for Biotechnology
Information NCBI) (https:// blast. ncbi. nlm. nih. gov/Blast.cgi) wazgi1udeoya MycoBank
(https://www.mycobank.org/page/Pairwise _alignment) WonsradeusesazauAdIunas
(percent similarity) Wagyhmsszyviiavaading (il 3.4-3.6)
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¥ Bickdit Sequence Alignment Editor - [ABI Chromatogram: DAsequencing resulty#s sequencing 1.11.21\AG11641200\AG11641390\ATGC_AG11641390_G3_ITS1_005_2021-11-0]
% File Edit view Zoom Horizontal Scale Accesory Application RNA Window Help

en

Selocted: none | Sample: ATGC_AG11641350_G3_ITS1 | File: D sequencing remlt 4] saquencing 111 21'AG11641390'AG11641350 ATGC_AG11641390_G3_ITS1_005_2021-11-04_P1_2021-11-04 2b1

20 30 40 50 60 70 80 % 100 110 120 130
TGAACTTACCTCTTGTTGCCTCGGCAGGTCGTACCTACCCTGTGGGCTCCTACCCTG TAGGAGCCTACCCGGTCGTTGTGGTCGTGCCTGCCGGTGGCCCGTCAAAGAAAACTTIGTGTATTT

| —

f
‘ 93, 670 1.

A LA AL LA P A VLA

Show desktc

AW 3.4 fregrana DNA sequencing Tnelusunsy BioEdit

h&BLAST_SPEC=8ILINK_LOC=DblasttabBILAST_PAGE=blastn Wt »0@

€ 3 C & blastnchinimnihgow/Blastcgi?PR \&PAGE_TYPE=Blast!

m U.S. National Library of Medicine

National Center for Biotechnology Information

COVID-19 Information
(CDC) | Research i ion (NIH) | SARS-CoV-2 data (NCBI) | Prevention and treatment i ion (HHS)

4
2
H
E
=)

Public health i

BLAST @ blastn suite Home RecentResults Saved Strategies Help
Standard Nucleotide BLAST

| blastn  [EEEEE blastx thlastn thlastx
BLASTN programs search nucleotide databases using a nucleotide query. more...
Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) @ clear Query subrange ©

[CEATEEE B e E R ETEEE From [ | New columns added to the =~ ——
Description Table _—m

A To Click *Select Columns® or 'Manage

Columns’.

SElupic Bk anld |Lididaniudla (2]

Job Title ‘ ‘
Enter a descriptive fitle for your BLAST search @

[ Align two or more sequences @

Choose Search Set
Database @ Standard databases (nr eic.): () rRNA/ITS databases () Genomic + transcript databases ) Betacoronavirus

Nucleotide collection (nr/nt) v \0
][ exclude (Add organism

Outional [E T

AW 3.5 viednalusunss BLAST N
#ix : (NCBI, 2022)
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Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~ Select columns ¥ Show 100V | @
select all 700 sequences selected GenBank Graphics Distance tree of results MSA Viewer
Description Scientific Name Mex| Totalf Query 5 LeE fee
i e Score Score Cover value Ident Len Accession
- - - v - -

Xylaria papulis isolate G3 internal transcribed spacer 1, partial sequence; 5 8S ribosomal RNA gene and internal t.. Xylaria papulis 989 989 100% 00 100.00% 535 OL6873821

Xylaria papulis strain MPL-S8S2A small subunit ribosomal RNA gene, partial sequence; internal transcribed spac... Xylaria papulis 979 979 99% 00 99.81% 609 ON754064.1

Xylaria sp. XF4 18S nbosomal RNA gene. partial sequence; intemal transcribed spacer 1.5 8S ribosomal RNAg... Xylana sp. XF4 979 979 99% 00 9981% 592 HQ435661.1

Xylaria papulis isolate 89021903 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1. 5.8S r... Xylana papulis 979 979  99% 0.0 99.81% 591 GU300100.1

Xylaria sp_ strain PB-78 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 58S ... Xylaria sp. 974 974 99% 00 9962% 600 MK333998 1

Xylaria hongkongensis GDGM 40058 ITS region; from TYPE material Xylaria hongkon 972 972 99% 00 9962% 552 NR_154905.1

Xylaria hongkongensis voucher GDGM40058 intemal transcribed spacer 1, partial sequence; 5 8S ribosomal RN. .. Xylariahongkon... 972 972 99% 00  9962% 552 KF9266691

Xylaria papulis voucher UOC DAMIA D11 infemnal franscribed spacer 1, partial sequence; 5 8S ribosomal RNA ge. .. Xylana papulis 970 970 98% 00 9981% 604 KR188877.1
Xylaria sp. isolate MTIM33 small subunit ribosomal RNA gene, partial sequence; intemal transcribed spacer 1,5.8... Xylaria sp. 970 970 98% 00 99.81% 565 OK446744.1

Xylaria papulis strain 5118 18S ribosomal RNA gene, partial sequence, internal transcribed spacer 1, 5.88 riboso... Xylaria papulis 970 970 100% 0.0 9944% 564 JX868517.1

Xylaria papulis strain 5097 internal transcribed spacer 1, partial sequence, 5 8S ribosomal RNA gene and internal. .. Xylaria papulis 968 968 99% 00 99.44% 565 JQ862699 1

Xylaria sp. S35-1BS142 genes for ITS1, 5.8S rRNA ITS2, partial and complete sequence Xylaria sp_S35-1 968 968 99% 00 9962% 591 AB363983 1

Xylaria honakongensis isolate KR-3U intemnal transcribed spacer 1. partial sequence; 5.8S nibosomal RNA gene a... Xylana hongkon 966 966 98% 00 9981% 559 ON2228151
Xylaria papulis strain 5246 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal... Xylana papulis 966 966 99% 00 9944% 564 JQ862700.1

Xylaria papulis strain WZG35 internal transcribed spacer 1, partial sequence; 58S ribosomal RNA gene and inter... Xylaria papulis 959 959 97% 0.0 9981% 524 MK229146.1

Xylaria papulis strain APL-1 intemal transcribed spacer 1,_partial sequence; 5 8S ribosomal RNA gene and intern... Xylaria papulis 959 950 97% 00 99.81% 524 ON7965311

Xylaria mali isolate YNASO06 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and intemn. .. Xylaria mali 933 933 96% 00 9942% 514 GU355650.1

CECECECECN<E <N H<H<H<N<N<H<N<N <M<

Eungal endophyte isolate 4341 infemnal transcribed spacer 1, pariial sequence; 5 8S ribosomal RNA gene and inf... fungal endophyte 931 931 99% 0.0 98.13% 563 KR015771.1

AW 3.6 FaeEeHanIs BLAST
7y : (NCBI, 2022)

3.6 NMSANYIAMIUFUNUSITIIIUUINTS (Phylogenetic analysis)

aduilandlolndsiuni ITS anfegindin $1uu 41 faegs ligniuniasizilay
75 Neighbor-Joining method Lﬁ'aa%”lumuﬂ“ﬁ Phylogenetic tree (Saitou & Nei, 1987: 406-
425; Felsenstein, J., 1985 : 783-791; Tamura, Nei, & Kumar, S., 2004 : 11030-5) Inglglusuns
MEGA X (Kumar, S. et al,, 2018 : 1547-1549)

4. MIFTWUNUNUINVBITARDIZUUTALBT AN EY

yhmsdnduunifiamsunumveaiindessuuinaazayed Inevihmsaumaindeyad
InsARuRNeLNIIInauLazaelUsnTy FUNGUIld (https://github.com/UMNFUN/FUNGuild)
(Nguyen, NH. et al., 2016 : 241-248) lngunurnveaiinseszuuinaiiieandu 3 nau Ae Nay
WinAumn (saprotroph : SA) nauinUsan (pathotroph : PA) wagngsfiafiiaudusiusuuy

' '
=1 Y U v oA

ANaa A . & A s 1 & oA
flannendeiuiudalidindu (symbiotroph : SM) lngunumveadinfififeuywduiadu 3 ngu fie



34

Winiisneamaniule (edible mushroom : E) Winfifisieauindudie (poisonous mushroom
P) wazindlaifsnsauinfuldviadudiv (unknown data)
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