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1.1 «iasaiu Species diversity and Molecular Systematics

Pak. J. Bot., 45(2): 519-523, 2013.

MOLECULAR ASSESSMENT FOR GENETIC IDENTIFICATION AND STABILITY
OF CYMBIDIUM SANDERAE (ORCHIDACEAE)

PORNARONG SIRIPIYASING', KOBSUKH KAENRATANAZ, PIYA MOKKAMUL'
AND ARUNRAT CHAVEERACHY

Fig. 1. All ingroup of Cymbidium species including C. eburneum (A). C. insigne (B), C. lowianum (C). and C. sanderae (D).
Photographs by Mr. Randall Robinson.
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Fig 3. Dendrogram constructed from 13 ISSR banding profiles
Fig. 2. Samples of ISSR banding patterns from primers of the eight Cymbidium species by GelQuest. Numbers on

(GT)GG (A) and (CA oA (B). branches indicate branch length.
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Research Article

Piper protrusum (Piperaceae), a new species from southern Thailand

based on morphological and molecular evidence

'Runglawan SUDMOON  “Tawatchai TANEE ' Arunrat CHAVEERACH*

WDepartment of Biology, Faculty of Science, Khon Kaen University, Khon Kaen 40002, Thailand)

HFaculty of Environment and Resowrce Studies, Mahasarakham University, Mahasarak ham 44000, Thailand)
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The Species Diversity of the Genus Piper from Thailand
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—~ Biologia, Bratislava, 61/3: 205—298, 2006
Section Cellular and Molecular Biology

VERSITA DOL: 10.2478 /s11756-006-0054-4

Genetic diversity among geographically separated populations
of Nepenthes mirabilis

Arunrat CHAVEERACH™, Alongkod TANOMTONG', Runglawan SUDMOON?
& Tawatchai TANEE?

! Department of Biology, Faculty of Science, Khon Kaen University, Khon Kaen 40002, Thailand; phone: ++ 66 4334 2908,
fax: ++ 66 4336 4169, e-mail: raccha@kku. ac.th

2 Department of Biochemistry, Faculty of Science, Khon Kaen University, Khon Kaen 40002, Thailand
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1.2 swi3qamu Cytogenetics and Molecular Cytogenetics

© 2006 The Japan Mendel Society Cytologia T1(3): 303-308, 2006

Cytogenetic and AFLP Fingerprints for Five Species of
Thai Macaques

Tawatchai Tanee', Arunrat Chaveerach®* Nison Sattayasai’,
Alongkoad Tanomtong?, Scott A. Suarez® and Suporn Nuchadomrong'

'Department of Biochemistry, Faculty of Science, Khon Kaen University, Khon Kaen,
Thailand
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Lane 1 DNA ladder

Lanc 2 Homa sapiens
Lane 3 Moowow aesamensis
Lane 4-5 M. mularia

Lane &7 M. nemestring

Lane 8=12 M faxciewlany

" . ! 2 Lane 13=14 M arcrrides
g 8 g Fig. 4. AFLP fingerprints of five macaque species with
the seven primer combinations viz. EcoRI-

AACIMsel-CAG  (A),  EcoRI-AACIMsel-CAT

16 17 18 19 20 X Y ¢ p
(B), EmRI-AAG/IMsel-CAT  (C), EcoRI-
Fig. 3. Idiogram of metaphase chromosomes of the male AAGIMsel-CTT (D), EecoREFACC/Msel-CAG
Long-tailed macaque (Macaca  fascicularis) (E), EcoREFAGC/Msel-CAT  (F), EcoRI-

showing the satellite chromosome pair 13, AGGIMsel-CTT(G).



Kosyakova et al. Molecular Cytogenetics 2013, 6:6 '
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Generation of multicolor banding probes for
chromosomes of different species

Nadezda Kosyakova', Ahmed Basheer Hamid', Arunrat Chaveerach?, Krit Pinthong'**, Pornnarong Siripiyasing"**,
Weerayuth Supiwong"?, Svetlana Romanenka®, Vladimir Trifonov'® and Xiaobo Fan'
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Figure 2 Combined image of pseudocolor pattern for all 19 mouse autosomes and for the X chromosome. Twa homologue
chromosomes are presented each, apart from gonosomies.




1.3 vwi3qasu Ethnobotany and molecular markers

J Nat Med
DOL 100 1007/511418-012-0695-2

Medicinal parasitic plants on diverse hosts with their usages
and barcodes

Nantiya Kwanda - Kowit Noikotr -
Runglawan Sudmoon + Tawatchai Tanee -
Arunrat Chaveerach




1.4 swisasu Chemical analysis from medicinal plants

Betel-like scent Piper plants as sources of industrial and

medicinal aromatic chemicals

Arisa Sanubol', Arunrat Chaveerach', Runglawan Sudmoon’, Tawatchai Tanee?,

Kowit Noikotr’, and Chattong Chuachan®
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Systematics”
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Thailand”
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(Chaveerach, A., Sudmoon, R., Tanee, T. and Mokkamul, P. 2008. The species diversity of the
genus Piper from Thailand. Acta Phytotaxonomica et Geobotanica 59(2):105-163.)
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