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ANnalysis of Molecular Variam:e (AMOVA)

Table 3: Analysis of Molecular Variance (AMOVA) of the diversity of 90 blackberry
accessions collected from selected counties in Kenya.
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Figure 1: Distribution of blackberry accessions by region of collection under principal component axes 1 and
2. BRG: Baringo; CV: Plant Introductions; KCO: Kericho; LLC: Laikipia; NAK: Nakuru; NDI: Nandi; UG:
Uasin Gishu

Dendrogram generated by Jaccard®s
similarity coefficients

Primer RhMO03] was uninformative while RiG0O0]I failed to

amplify any blackberry and hybrid accessions and was

tionary relationships

This leads to design of genetic conservation and breed- used to identify raspberry genotypes.

ing strategies (Jacob et al., 2017).

=Y GAKRABKWPGELVD! Y

Alleles were scored as absent or present based on the size —
Simple Sequence Repeats (SSRs) were used to determine . . ] g e T e S
) pl€oeq P f ( ) of the amplified product using a 100bp O'geneRuler ready — e I
the genetic diversity of 90 blackberry accessions collect- : , o ] |
5 | 4 o Y to use DNA Ladder (Thermo Fisher Scientific Inc., USA). g ——— . |
ed from 6 different counties in Kenya. ———— e
e S ———
Data A i P —
Rich inantioxidants, flavonoids and phenolic compounds B e
. . . . . . GenAlEx 6.5 (Peakall and Smouse, 2012) was used to cal- | — T T s, | o,
and is considered as anti-carcinogenic against oral, oe- T ®
sophageal and colon cancers (Overall et al., 2017) culate gSnetlc the d1ver51ty indices. e -
5 — Table 1: Sequences, annealing temperatures and size of bands of sets of 13 primers used to _[——!:::?—W
D b t screen 90 blackberry accessions collected from different regions in Kenya. i ﬁE _,"_:_'—”’ I——
j e C Ive S Primer sequence (5'-3"y 'SSR Motif Ta (°C) Expected size (bp) L e l——":‘_' ST
_ = | | s M e e }
‘TO dC.tCT'mlnC thC g.CnCth leCVS lt)’ Of RiMOSF CGACACCGATCAGAGCTAATTC (ATC)5 62 344-364 —_— —
b laC kb Crrl CS K Cny Cl US lng S S R mark Crs . RiIMOIR ATAGTICCATICECACEEITRL Figure 2: Dendrogram generated by Jaccard’s similarity coefficients among 90 blackberry accessions. The accessions are depicted using the following colour codes: Red =
RiMOIF GAARACAGGTGGARAGARARCCTG (TG)6 59 181-201 Nakuru; Green= Kericho; Blue= Baringo; Yellow = Nandi; Black = Laikipia; Purple = Uasin| Gishu and Orange = Plant Introductions (PIs).
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This study revealed moderate to significant diftferentia-
tion (0.05> FST >0.15) within the blackberry accessions
(Table 2).

Table 2. Estimates of genetic diversity of SSR loci used to screen 90 blackberry accessions sampled from 6
counties in Kenya.

Sampling locations were randomly selected
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Effective number of alleles (AE), Shannon’s diversity index (l), observed heterozygosity (HO), expected

heterozygosity (HE), inbreeding coefficient (FIS), pairwise genetic distance between populations (FST),

major allele frequency (M) and Polymorphic Information Content (PIC).
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