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ABSTRACT

Simple sequence repeat (SSR) marker is a polymehase reaction (PCR)-based marker system whichdegeme
a marker of choice for understanding plant geneliersity and a powerful tool in addressing gene&sources
guestions. However, the availability of SSR marlkesysecially for forest tree species is limited tfarsdue to the
high development cost, labour-intensive and timesaming. The present study aimed to develop aryaf&SR
markers for Neolamarckia cadamba using inter-singglguence repeat (ISSR) suppression PCR methafdidimelr
assessed the polymorphisms and transferabilith@fmarkers to other species.In total, 15 out ofSER markers
specific for N.cadamba were successfully devel@pedfurther characterized and validated by usingrgfividuals
of N. cadamba. The markers exhibited a considerhigb level of polymorphism across the tested Nlaoza
genotypes whereby 66 alleles were detected witlvamage of four alleles per locus. Most of the $8Rinalyzed
showed high polymorphism as indicated by their RP#lie which was above 0.5. The most polymorphievkre:
NCAC11 (PIC=0.849), NCAC12 (PIC=0.722) and NCAGBIO=0.712).The transferability rate was ranging fino
26.7% to 73.3% among the four cross-genera speéegted. The present study is the first report @ndévelopment
of SSR markers in N. cadamba. These markers praétimble genomic resources that could pave the foay
exploiting SSR genotype data for effective seleafmlus trees, provenance trials and establisitméforest seed
production areas (SPAs) of N. cadamba in the selefirest areas dedicated to planted forest devedoy, and
molecular breeding of N. cadamba and other indigentopical tree species in future.
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INTRODUCTION

Understanding the genetic variation of forest species is a prerequisite for the appropriatesatibn of forest
genetic resources. This information will be a bafs establishing tree improvement programme and fo
management or conservation of natural communi@es.previous findings have shown that populatioiit Vittle
genetic variation are more vulnerable to the afrofanew pests or diseases, pollution, changeslimate and
habitat destruction due to human activities or ptteastrophic events [16, 19, 46]. Such genefmrination of a
forest tree species is assessable either througsurement of morphological characters in the figlthrough the
study of molecular markers in the laboratory. Hogrevthose morphological characters can be influgnme
environmental factors meanwhile molecular markersichmany of the complications of environmentaltéas

acting upon characters by looking directly at vi@oia controlled by genes or by looking at the genetaterial itself
[14].
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