Plant

POJ 5(3):285-290 (2012) ISSN:1836-3644

Supplementary Data

Ribulose-1, 5-biphosphate carboxylase (rbcL) gene sequence and random amplification of
polymorphic DNA (RAPD) profile of regionally endangered tree species Coptosperma
graveolens subsp. arabicum (S. Moore) Degreef

Sameera O. Bafeel', Abdullah Alaklabi?, lbrahim A. Arif**, Haseeb A. Khan**, Ahmad H. Alfarhan’,
Anis Ahamed**, Jacob Thomas® and Mohammad A. Bakir***

Tarenna supra-axillaris (AJ286711)
Coptosperma sp. voucher Razafimandimbison 525 (AM 117218)
Paracephaelis sp. De Block 1174 (AM 117254)
Coptosperma graveolens subsp. arabicum 6R1 (JQ665721)
Dictyandra arborescens (AJ286708)
85 'Leptactinag platyphylla (Z6B8E6T)
Tarenna newrophylila (ZBBBE1)
51 'Tarenna buruensis (AJ318457)
Randia schumanniana (AJ318456)
4’Sukum’a longipes (Z68842)
2 Randia dryadum (FJ976170)
Armaioua guianensis (AM 117202)
Aldia sp. T204 (AB5BB522)
Gardenia jasminoides (GQ436563)

56

0.5

Supplementary Fig 1. Maximum Parsimony analysis of C. graveolens subsp. arabicum and related
taxa. GenBank accession numbers of the corresponding taxa are written in parentheses. The
percentage of replicate trees in which the associated taxa clustered together in the bootstrap test
(1000 replicates) are shown (>50%) next to the branches. The scale bar represents the branch length
measurement in the number of substitutions per site.
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Supplementary Fig 2. Neighbor-Joining tree of C. graveolens subsp. arabicum and related taxa.
GenBank accession numbers of the corresponding taxa are written in parentheses. The percentage



of replicate trees in which the associated taxa clustered together in the bootstrap test (1000
replicates) are shown (>50%) next to the branches. The scale bar represents the branch length
measurement in the number of substitutions per site.



