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Table 1. Species, collecting areas and identification code of Lonicera species used in the present research.
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Isfahan Flower Garden
10 L fragrantissima  32,63',00" 51°69',36" ol e &
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11 L sempervirens  3263',30" 51°69/,78" ol b g
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12 L. nitida 32,63'25" 51°69',61" olet! e &
Isfahan Flower Garden
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Table 2. Position and sequence of primers used in amplification of chloroplast regions.

55T 6l ez (r-"0) 55T JIs &
Primer name  Direction Primer’s sequence (5'-3") Reference
trnL-F F CGAAATCGGTAGACGCTACG 27
R ATTTGAACTGGTGACACGAG
F GTTATGCATGAACGTAATGCTC 22)
psbA-trnH R CGCGCATGGTGGATTCACAATCC 29)
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Fig. 1. Purified PCR products related to the psbA-trnH region of chloroplast enome were visualized on 1%
agarose gel. The bands size is around 400-600 bp. The numbers in Table 1 are listed.
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Table 3. Information on aligned sequences and statistical analysis of Maximum Parsimony.

e = oS trnL-F psbA-trnH
Studied features
4555 Slass 12 12
Number of species
bp) o35 b s 4 Jsbo 940-950 420-435
The length of the sequenced region (bp)
(BP) oals sl Lolsd ol jor 4y 0alsjl 5 slo g Jsbo 961 561

The length of the aligned sequences with the distances created
R) o3 42 5y S 209 0.77
Transition/Transversion ratio

ol cublas oli:.[? Sloss
Number of conserved sites
Number of variable sites
Parsimony informative  slaolSl> slows

886 382

i ) T 16 15
Number of Parsimony informative sites

Maximum ) oS5 oleican,s aicius by, 4 PSBAIMH 4>l uselSs o3l 665 oygl e - Jgax
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Table 4. Estimation of the nucleotide substitution pattern of the psbA-trnH region by the maximum composite
likelihood method.

Nucleotide A T C G
A - 9.017 4.35 13.92
T 8.48 - 2.58 5.32
C 8.48 5.35 - 5.32
G 23.11 9.01 4.35 -

1 Each entry is the probability of substitution (r) from one base (row) to another base (column). For simplicity,
sum of r values is equal to 100. Rates of different transitional and transversional substitutions are shown in bold
and italic, respectively.
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Table 5. Estimation of the nucleotide substitution pattern of the trnL-F region by the Maximum composite
likelihood method.

Nucleotide A T C G
A - 4,047 4.04 16.91
T 4.04 - 16.91 4.04
C 4.04 16.91 - 4.04
G 16.91 4.04 4.04 -

+ Each entry is the probability of substitution (r) from one base (row) to another base (column). For simplicity,
sum of r values is made equal to 100. Rates of different transitional substitutions are shown in bold and those of
transversional substitutions are shown in italics.
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Fig. 2. Phylogenetic tree obtained by sequencing psbA-trnH regions in Lonicera species by Maximum Likelihood
method. The numbers on the nodes correspond to the percentage of similarity within the group obtained by
100 sampling. Species taken from the NCBI gene bank are marked with an asterisk (*).
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Fig 3. Phylogenetic tree obtained by psbA-trnH region sequences of Iranian Lonicera species by Maximum
Likelihood method. The numbers on the nodes correspond to the percentage of similarity within the group

obtained from 100 samples.
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Fig. 4. Phylogenetic tree obtained by trnL-F region sequences of Lonicera species by Maximum Likelihood
method. The numbers on the nodes correspond to the percentage of similarity within the group obtained
from 100 samples. Species taken from the NCBI gene bank are marked with an asterisk (*)
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Fig. 5. Phylogenetic tree obtained by trnL-F region sequences of Iranian Lonicera species by Maximum Likelihood
method. The numbers on the nodes correspond to the percentage of similarity within the group obtained
from 100 samples.
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Comparison of the Efficacy of Two Chloroplast DNA Marker (psbA-trnH
and trnL-F) in Determining the Phylogenetic Relationships among
Honeysuckle (Lonicera spp.) Species in Iran

N. Fattahi Dehkordi, M. Ghasemi Ghehsareh, B. Shiran and M. Siampoor?

The genus Lonicera belongs to the Caprifoliaceae family, and in Persian, it is called
Palakhor, Shung, or Aminoddoleh vine. Understanding interspecific relationships based on
traditional methods such as morphological features and chemical compositions has conflicting
results. In this study, to evaluate the efficiency of DNA barcode in determining the phylogenetic
relationships of 12 species of Lonicera under cultivation in different regions of Iran, two
chloroplast DNA barcodes (psbA-trnH and trnL-F) were used. Genomic DNA extracted using
available kits, and PCR reaction performed to amplify two regions, and finally, purified samples
were sequenced. The results showed that the length of the psbA-trnH and trnL-F regions are
about 420-435 and 940-950 nucleotides, respectively. Parsimony analysis of psbA-trnH and
trnL-F showed 382 and 886 conserved sites, 55 and 71 variable sites, and 15 and 16 Parsimony
informative sites, respectively. Phylogenetic trees created by the psbA-trnH and the trnL-F
regions showed that most species (except L. korolkovii) and the two species L. korolkovii and
L. maackii were well distinguished from each other, respectively and they were placed in
different clusters. The genetic distance (0.00 to 0.209) between species in psbA-trnH region is
more than genetic distance (0.00 to 0.027) in trnL-F region. Therefore, the psbA-trnH region
owing to its diversity and reproducibility is a suitable barcode for studying genetic diversity
between Lonicera species.
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