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Table 1. Tea samples used in study.

ke ol Sl Sl eiagsy &S Y ke ol Sl Sl eiagsy &S Y
Scientific name Origin TRC No. code Scientific name Origin TRC No. code
(G S S RSN YUR PR
C. sinensis - KEN G19 C. sinensis xS ot e Gl
Sri Lanka Georgia 101 larg leaf
Les S S 2o S V)
C. sinensis ¢ 280 G20 C. sinensis Sor S i G2
Fashalam Georgia 101 smal leaf
Las S ay+y
C. sinensis ¢ 269 G21 C. sinensis xS G3
Fashalam Georgia 102a
s -l |
C. sinensis ‘J 276 G22 C. sinensis o oI G4
Fashalam Japan OWASE
Lis 5 1S Ll
C. sinensis ‘J 449 G23 C. sinensis i el " G5
Fashalam Japan SAYAMA KAORI
Lis 5 kS b
C. sinensis ‘J 261 G24 C. sinensis o s G6
Fashalam Japan YABOKITA
Wl OleaY
C. sinensis 285 G25 C. sinensis 468 G7
Fashalam Lahijan
o NI o OlmeaY
C. sinensis 399 G26 C. sinensis 440 G8
Fashalam Lahijan
o NI o OlmeaY
C. sinensis 277 G27 C. sinensis 444 G9
Fashalam Lahijan
. s,k L OlnaY
C. sinensis 121 G28 C. sinensis 100 G10
Nashtarood Lahijan
. s,k L OlnaY
C. sinensis 114 G29 C. sinensis 455 Gl1
Nashtarood Lahijan
sg,leis OleaY
C. sinensis 37 G30 C. sinensis 548 G12
Nashtarood Lahijan
. s,k L OlnaY
C. sinensis 183 G31 C. sinensis 591 GI13
Nashtarood Lahijan
s,k OlnaY
C. sinensis 58 G32 C. sinensis 703 Gl14
Nashtarood Lahijan
s L
C. sinensis > 34 G33 C. sinensis - DN GI15
Nashtarood Sri Lanka
. s,k o COI
C. sinensis 160 G34 C. sinensis 3015 Gl6
Nashtarood Sri Lanka
s L
C. sinensis > 262 G35 C. sinensis -~ DG39 G17
Nashtarood Sri Lanka
L
C. sinensis 7 3020 G18
Sri Lanka
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Table 2. Chloroplast universal primers, their sequence, PCR conditions, size of amplified fragment and quality

of amplification.

PCR Lyl &
JESCIOT oo ST I PCR conditions . ol e
. S s "
Degree of . L 0l Jlasl gles . el IS
lification™ Amplified . . Sequence Abbrev. of
amp fragment size Extension Annealing DNA .
in tobacco (bp) time temperature p primers
(min.) (°0C)
F: ACCAATTGAACTACAATCCC
* 1213 2 343 R: CTACCACTGAGTTAAAAGGG DT
F: CGAAATCGGTAGACGCTACG
* 1050 2 36 R: ATTTGAACTGGTGACACGAG LF
N 1831 3 ol F: ACGGGAATTGAACCCGCGCA HK
R: CCGACTAGTTCCGGGTTCGA
, F: GGTTCGAATCCCTCTCTCTC
* 1611 2:30 36 R: GGTCGTGACCAAGAAACCAC cs
, F: TGTCACCAAAAACAGAGACT
* 1431 2:30 33 R: TTCCATACTTCACAAGCAGC rbel
, F:TGCCTTGGTATCGTGTTCATAC
na 1512 2:30 33 R: CYTGTCTTYTTGTAGTTGGAT BIB2
o 1254 5 0 F: GAGAGAGAGGGATTCGAACC SIM

R: CATAACCTTGAGGTCACGGG

eS8, SHETR 5 es, SHETF S
el 5o na 5 e 2S5+
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Fig. 1. The cutting pattern of two Primer-Restriction enzyme combinations HK/HinfI (a) and SC/Alul (b) were
shown in agarose gel. Wells (based on the number) are G11, G1, G2, G3, G5, G32, G33, G6, G22, G24, G3 and

G14 respectively.
0T 55 gy 3590 G903 6,851 5 e ou 5 0dkd plulid slacubighla ¥ Jyi
Table 3. Identified haplotypes and including samples.
bkl W o3 S

haplotypes Samples cod
HI1 S1,S2 & S3
H2 S4, S22 & S23
H3 S5, S6 & S24
H4 S7, S8, S16, S26, S27, S30 & S31
H5 S9, S10, S20, S21, S25, S28, S34 & S35
H6 S11, S14,S17,S18 & S19
H7 S12, S13, S15, S29, S32 & S33
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Fig. 2. Dendrogram obtained for some Iranian tea genotypes and some imported clone using UPGMA analysis

with Dice coefficient.
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Table 4. Sample size, observed number of alleles, effective number of alleles, Nei's gene diversity and
Shannon's information index in each population and all samples.
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Table 5. Total genetic diversity (Ht), the genetic differentiation within population (Hs) and the genetic

differentiation among population (GST).
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