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WX 5k, WAE, ¥HS, Bk, 2, BRFEH, Ao

(R R RR BRI TUIT, AR IR TREBORBE S b, A4JH 350013)

WE: NIERFHAE (Eriobotrya japonica) 2438 & Fh EL 52 E AT DNA F8 40 &3k %5 & R 19 ASHEAE 2438 5 Fh () 34T SSR AR
YT IR, TR 89 X SSR 514 Hh ik Hi 4 18 2% 1 b Fe e (K 22 A5 MR 5140 19 6F, 7E 24 (AR A R} R 3k dr
B 83 445, AR 5IW T Y18 4.37 4%, PIC {4 0.234~0.983, T8 0.764. 4 12 4 B A X AKMEH £ 15 ¥4 5E, 19
ANZ AT AN (R) A4 N EL A Fh, B2 AN % 100%. UPGMA 50T 26 1, 19 AN 220 3 5 Fh () (K18 A AH UL R BCh 0.728~
0.969, SAASEAH A 2 SRR ANFE A KT, ATl 4 AN, LR AR R SR GR)FJE B4 .
IS FIF 8 xf 2451 SSR 51 &, MIEE T 19 M AASHT S F (R) 104> FHa S Bl . X ORER S FP %8 . BT SRRl LR
FIZAEE PR EE SR

FEIA: HUAT; 24X HM; SSR; ARhiE; fRaEE
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Identification and Fingerprint Construction of 19 New Hybrid Varieties
(Lines) of Loquat by SSR

HU Wen-shun, DENG Chao-jun, XU Qi-zhi, JIANG Ji-mou, JIANG Fan, CHEN Xiu-ping,
ZHENG Shao-quan”

(Fruit Research Institute, Fujian Academy of Agricultrual Sciences, Fujian Breeding Engineering Technology Research Center for Longan & Loquat, Fuzhou

350013, China)

Abstract: In order to understand the loquat (Eriobotrya japonica) hybrid authenticity and DNA fingerprint, 19
new loquat varieties or lines were analyzed by using SSR marker. Nineteen pairs SSR primers with clear and
stable fragments were selected from eighty-nine previously published SSR. Totally, 83 amplified bands were
detected from 24 materials of loquat, with an average of 4.37 for each primer pair. Polymorphism information
content values ranged from 0.234 to 0.983, with an average of 0.764. The authenticity of all 19 new loquat
varieties or lines were confirmed by 12 SSR markers with special bands of male parent, and the true hybrid rate
was 100%. The genetic similarities among hybrids ranged from 0.728 to 0.969. The UPGMA dendrograms
indicated that 19 hybrids could be get together into one big group (with the crossing parents ‘Xinbai No. 2’ and
‘Guifei’) and divided into 4 subgroups, and do not cluster by color of flesh. Furthermore, the DNA fingerprints for
the 19 cultivars were established by 8 polymorphic SSR primers. So, these would provide references for cultivar
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identification, protection of new variety right and crossbreeding of loquat.
Key words: Loguat; Cross breeding; SSR marker; Hybrid identification; Fingerprint

WK, BEFE LA (Eriobotrya japonica) Sz ik
PO, ZEAREFRR, JUH 2 A B MBI R
&, B AR R 2, anfer bR v g AT B
s o L S A 46 o AR M R O e LA L
B SEGMEEFMR Y w2 %ML, DNA 4
Fhod B A EEE. FEER. KRNRE., HE
J7 B2 5 AR

PrRAE DT S A ALORA R B (UPOV) £ BMT 73
TSR E T SSR (simple sequence repeat) 1
SNP (single nucleotide polymorphisms){ 4#) 4 DNA
FRAUEE PR ARac O R AT S R A AT b AR
HECNY /T 25942014 HE4) i Fh % € DNA 840071k
) BOHER: SSR N RT EEhRIC TV, SNP fE
g I HERE I ARIC 732, SSR ARG H AR N Bk,
P & N FH 7E /K B8 (Oryza sativa) . /) Z (Triticum
aestivum). 5 1¢(Gossypium sp.). K 5.(Glycine max).
M=% (Brassica napus)F13% 5 (Malus pumila) % £ F
RAEVIP) DNA Fa8UEMEE |, FoK(Zea mays). 7K
i KRGS EYIHIT 46 R FH SNP HRE TR 4L
E:F[ll]o

H I UPOV & A 5K it A1 & [ AFF 1] F6) AL AT
B bE . — SR RR E 1 (DUS) IR F5 R 11218115
FARIERAIMEIR, A DNA 73 FFrid g9\ . SSR
Iy FRRC T2 B T REAE S AL 2 4 R 18R
B P i 10200 7, 75T %557 A DNA $8 80 EI1E4)
@ EWAARIE, MRESEEIRIH] 108 Xf SSR ARid
X AR 1 PR S AR A4 R A2 Y R AT R, (H R R I 2
AtE; MR A] 55 XF SSR FIM%E E X 73 T K
FLECHEA R 9 AN RAR =R FN 1A A5 R
Teia IRPSIRIF 6 XF SSR Ik &, MWET
A4 173 REAT EE 85 i Fo R0 BT 2 B4 KL DNA $8 S0 B3
S A HH R SO L REAE 2 A2 H A TR AR P IE
REHT A, T B R RO B, SR A
X o P HMERESE AN, 24 1 R WX REAE JR 51 58
B A 2 AR IS HROE o ASHI Ik BUAE
AV} 27 B SR B8 A 5T B 3 AR % B ) 19 AN
FAZH BRI (R), K SSR 4 FhRiCHHT A4 Fh &
SRS M A 2 FEYE AT, R R DNA fR
SUEIE, DA REAE ST iR IE R AR R
IR

1 MBI

1.1 A%

PL 24 4y —{% K HEAT (Eriobotrya japonica) i Ff
(R) MRS, Hor 19 4 ot i 8 OB 2 Bt S
LTI AR B BRI 2258 Fh (R), 3 Mok A il
W25, Hehe SRR, 2 ity fh R
e RH A 7 5 (5 Rl R AEAL) (GR 1), ¥R
A7 [ 5 FEAR Tl A P ALL RS (78] R4 S 48 ALk B 2
B¢ SEAEAIE 7 AT & R o R S AR
PEIRFE IR 2 JE CREAR b i % 5 4755 3R R0 90 A 090 b
HEY 241, R DA P H X2 e L 6 50 (4
H bR R)) R 2R R (5 H D) RS IR
€, RIHAE H R F#@ A B Fa)).
(4 H FE)AEEAG H /).

1.2 DNA $#REUf1 SSR-PCR ¥ 1%

2017 4F 7-8 H R Agr i, AR EEAS B A7
o BT UKE A s s . R4 DNA BRI
K[ CTAB 72, DNA J5 s AR BE BIASIR ] 1%
TR IEHE UK B 2R A0 3 O FETH(GENEQ UANT,
Eppendorf). i DNA ¥ % 50 ng/ul, —20°C
A7

SSR 5|¥1% 2% 1 NS850 77 v, Bhik 2L
TE 2 S VERUT 51 WA T & i, 3R 89 X 514
B T AE DR () A IR A 58

PCR ¥ 34 J MR R AR AN 10 ub, FH PCR
Master Mix 5 uL, 10 umol/L IE. [ SSR 5|44
0.5 ul, B DNA 1 uL, ddH,0 3 ul. 2 N FEFF: 94°C
A 5 min; 94°CAS % 455, 53°C ~62°CiB K 40 s,
72°CHEAH 50 s, 35 MEH; 72°CLEH 7 min. ¥HY
FEYITE 6% 58 T AR Ik i i b FLDk (120 V, 90~
120 min), GeneGreen %R Ukl 4t 15 min, #HJ57E
BIO-RAD %t Hifg 4t Fiidsg.

1.3 PR SEEEE

i i B AT SCA AL 2% 71 10 2 &5 1% SSR 5
W, F T AR e AR E - e M 8 45 R O A
A7 05K LA R B A A IR A 7 2R ) DA A
el
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Table 1 24 loquat cultivars or lines used in this study

F5 % A BH(R)

No. Code

Cultivar (line)

R

Source

FBRHIE
Main characteristics

1 XBr7 “HE 7 5 ‘Xinbai No. 7° A HFh Seedling selection Wik, TAEE Late mature, flesh yellowish white
2 XB2 “¥TH 2 5 “Xinbai No. 2’ SzA: iRt Seedling selection sk, FAFL AT Middle mature, flesh milky
3 Zz6 Hife 5 ST < AR R, RARBLEG
‘Zaozhong No. 6’ ‘Jiefangzhong’x‘Senweizaosheng’ Early mature, flesh orange red
4 GF “SHIL’ Guifei’ A HFh Seedling selection Wi, TAE A Late mature, flesh yellowish white
5 JFZ fifE e < Jiefangzhong’ SAE PRl Seedling selection Mk, HPIREHE Late mature, flesh orange yellow
6  42-103 ‘HEEN 35 Hgh 6 5oxEiH 2 5 bz, RAEAG
‘Baizaozhong No. 3’ ‘Zaozhong No. 6’x‘Xinbai No. 2’ Early-mid mature, flesh yellowish white
7 42-268 ‘HEA11 5 R 6 Sx a2 S Rk, RAHAG
‘Baizaozhong No. 11° ‘Zaozhong No. 6’x“Xinbai No. 2’ Early-mid mature, flesh yellowish white
8 42-161 ‘HEEN TS R 6 Sx a2 S R, RARLAEG
‘Baizaozhong No. 7 ‘Zaozhong No. 6’x‘Xinbai No. 2’ Early mature, flesh milky
9 42-262 ‘HERe 16 5 R 6 Sx a2 S R, RARLAEG
‘Baizaozhong No. 16’ ‘Zaozhong No. 6’x‘Xinbai No. 2’ Early mature, flesh milky
10 42-264 HIREP 17 50 R 6 Sox B 25 i, RAEAG
Balzaozhong No. 17° Zaozhong No. 6’x‘Xinbai No. 2’ Middle mature, flesh yellowish white
1 42197 NELS NN R 6 Sox B 25 W, RAFLAR
‘Baizaozhong No. 1’ Zaozhong No. 6’x‘Xinbai No. 2’ Very early mature, flesh milky
12 42-206 NELR R R 6 Sox B 25 i, RAEAG
‘Baizaozhong No. 9’ Zaozhong No. 6’x“Xinbai No. 2’ Middle mature, flesh yellowish white
13 42-286 G 1S Hghe ToxHH 25 i, RARBLE
Guanhong No. 1’ ‘Zaozhong No. 6’ ‘meal No. 2’ Middle mature, flesh orange red
14 42-120 ‘HEEN 25 Rehe SxHH 25 iz, RAAAEG
‘Baizaozhong No. 2’ ‘Zaozhong No. 6’x‘Xinbai No. 2’ Early-mid mature, flesh millky
15 42-301 GELL 2 5 Rehe SxHH 25 ik, RABLE
‘Guanhong No. 2’ ¢Zaozhong No. 6’x‘Xinbai No. 2’ Middle mature, flesh orange red
16 42-275 ‘HE4N 55 R 6 Sx a2 5 Pz, RAEAG
‘Baizaozhong No. 5’ ‘Zaozhong No. 6’x‘Xinbai No. 2’ Mid-late mature, flesh yellowish white
17 42-309 ‘HEH13 5 B 6 SoxHH 25 ik, RAKAG
‘Baizaozhong No. 13’ Zaozhong No. 6’x‘Xinbai No. 2’ Middle mature, flesh yellowish white
18 42-132 ‘EREr10 5 LR 6 X ETH 2 50 s, RAE A G
Balzaozhong No. 10” Zaozhong No. 6’x“Xinbai No. 2’ Mid-late mature, flesh yellowish white
19 42-74 MELR A ECN LR 6 X ETH 2 50 i, RAAAG
‘Baizaozhong No. 4’ Zaozhong No. 6’x‘Xinbai No. 2’ Middle mature, flesh milky
20 061-272  <Hilgpg 5 Rl 6 5ox B’ ik, RAKAG
‘Baizaozhong No. 8’ Zaozhong No. 6’x‘Guifei’ Middle mature, flesh yellowish white
21 061-17 ‘EREh 14 5 Rl 6 5ox B’ s, RAEAG
Balzaozhong No. 14’ ‘Zaozhong No. 6’x‘Guifei’ Mid-late mature, flesh yellowish white
22 061-121  ‘HEH 195 o6 5x BT’ M, RARAL
‘Baizaozhong No. 19’ ‘Zaozhong No. 6’x‘Guifei’ Late mature, flesh yellowish white
23 062-100 ‘[ 15 5 SHE xR 6 5 g, RARAG
‘Baizaozhong No. 15’ ‘Guifei’x‘Zaozhong No. 6 Mid-late mature, flesh yellowish white
24 062-29 ‘ARE12 5 SHE xR 6 5 h#, RAEAG
‘Baizaozhong No. 12’ ‘Guifei’x‘Zaozhong No. 6 Middle mature, flesh yellowish white
1.4 BHEHSHT pc2.10e B4 Dice WL HILARLL, 1% UPGMA

Gt d g B ) Rl BUE M S, R g
B B 4% JE AT 10 Jo 2 B <1 F<0”, @57 0/1
FRE. THREZ AN 5 H 28 (P, %)=(k/n)><100%,
Hrp k22 B0 EE n NPT S SE. SSR 7
B £ &M {E B & (polymorphism  information
content, PIC){Zn A\ it5: PIC=1-2P?, N,
Pi 2R | AN LA s B A 201 R F NTS Y S-

(unweighted pairgroup method using arithmetic
averages) /7 VA AT BE K40 BT . SR A SPSS Statistics
25.0 47 HLH 775 224 T (One-Way ANOVA), LSD
TE DG b 20 18] 22 57 2 2 % . FIF Quantity One
A S 3G B o TR RN, Al AN TR
JEIE— T, 2B WIS Tk i A 4 8L
i
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2 HRAI A

2.1 TR

A HE 257,

b6 5.

28 TN Y Ce

MISETE 7 5% 5 40 A kL0 89 X SSR 51 #3247 i
e, RGN, AR E R VL2 Sk

#* 219 XF SSR ZAMSY
Table 2 19 polymorphism SSR primer pairs

Y19 Xt 2), 5 21.35%. Fix 19 X 51 ¥ %t
24 R A RL3EAT PCR, JL3k15 83 491 4
i (B 1) B0 S1Pd%&aoh 2~9 %, P 4.37
% 2N %N 50.00%~100.00%, 1
71.71%; 2 A5M(E B & & ((PIC)HN 0.234~0.983,
¥)0.764, A 17 %F 511 PIC KT 0.550.

514 Fo1 (5'~3") KR EiEd ZHMLEP) % ZEMERRE 2%
Primer Sequence Length (bp) No. of bands Polymorphism rate PIC Reference

79504 ES GATCTTTTGTTGCAGAGGTG 420~430 2 50.00 0.789 17
CTTTCGCATTCCATTTCCTG

Hi15h12M CS GAACAAGAAGGACGCGAATC 100~450 9 55.56 0.983 28
GTTTGGGCCTCGTTATCACTACCA

2121-ES CCATTTCGACATCTTGCATAG 400~420 2 100.00 0.659 17
AAGTTCAATGAGGTGCAGAA

CHO4c07M 68 GGCCTTCCATGTCTCAGAAG 110~120 2 50.00 0.373 29
CCTCATGCCCTCCACTAACA

CHO1h10RM &8 TGCAAAGATAGGTAGATATATGCCA 90~150 4 100.00 0.829 29
AGGAGGGATTGTTTGTGCAC

CHO04g12M. 68 CACCGATGGTGTCAACTTGT 145~195 5 80.00 0.955 29
CAACAAAATGTGATCGCCAC

8119-ES ACCCGTTAGTTGATGATGTT 95~410 7 28.57 0.234 17
GTTTATTGGGTTTGGTTCGG

8106- ES GCAGCAGTTATACTCCACAT 200~350 4 100.00 0.856 17
AAGAAGAGACGGGAAATGAC

CHO1f07aM ¢S CCCTACACAGTTTCTCAACCC 150~210 5 40.00 0.729 29
CGTTTTTGGAGCGTAGGAAC

38424 ES TTCCAAATTCCAAAGCCTTC 180~290 4 50.00 0.770 17
CGAAAAAGTGGACCGAACAC

4019- &S GAGAGCAGCACCAACGTTTA 210~510 3 66.67 0.875 17
AGAAGCGCAGAGCTTGTAGC

CHO03d10M- 68 CTCCCTTACCAAAAACACCAAA 162~185 6 100.00 0.935 29
GTGATTAAGAGAGTGATCGGGG

HgA8bP &8 AACAAGCAAAGGCAGAACAA 150~220 4 75.00 0.833 30
CATAGAGAAAGCAAAGCAAA

8gL. 68 AACTGATGAAGCAAGGCAAGA 195~230 6 100.00 0.890 31
AGATCCGGAGAGGATCCAAA

CDPP725-03/04-C5  GTATGCATGGCGGTCAAAAG 195~235 6 50.00 0.869 32
GCCGACTTTCCATTCTTCC

CDPP725-41/42-65  CGAAGCTCTCCATTGTTGCT 140~155 3 66.67 0.560 32
CACCGTCACCATTCTCTCTGT

LM-44 GS CGATGAGCCAAGTATGATCA 110~125 2 50.00 0.579 32
CGGAATCATCTTCATCACCT

LM-15 68 GCTAACTCTGAAAGTGGTGA 190~240 3 100.00 0.842 32
GCGACGTGTTCGAATTCTGA

LM-36% 68 CGTCGATAAAGGCACGCTAT 150~275 6 100.00 0.959 32
GTCGCACCTGATTCAGATCA

P34 Mean 4.37 7171 0.764

L. M F1P 43 AEAE . SERAIZLF K 1 514; GS: gSSR; ES: EST-SSR.

L, M and P indicate SSR primers developed from loquat, apple and pear, respectively; GS: gSSR; ES: EST-SSR.

2.2 EMELELE

AR S ARFAE AT 4G 6, §iik tH CHO4c07,
8119. 8106. HgA8b. 88. LM-04. LM-15 1 LM-36
JE 8 % SSR F 4%} A 6 5 x SH A 2 5 1 JE 4Rk
7% 5 CHO04c07. CHO04g12. 8119. 8106. 88.
LM-04. LM-15 il LM-36 3t 8 X} SSR 5| #x} H-of

6 5> BHC [ JA AR AT % 5E 5

7950, Hil5h12,

CHO4g12. 8106. 88. CDPP725-03/04. LM-04.

LM-15 i1 LM-36 3t 9 X} SSR 5| #5551l < < F4f 6
SRR TS E . SREPIER3), 19 Mtk
A it B A LA SRR A AL AR RIS B
100%. ERXF 5| W P 4 8 %N 0%~100%, H:
5] 41 88 Fl LM-04 X} 3 MR A8 H & 148 8 3%
19 MR AR A S BEA R oy BLAMEL, FUAR b
LIIAF] 100%:; 514 8106 (& 1)F1 LM-36 7£ F.4k

6 5 x HHIC . HRIC X LN 6 BodLA 5 AR
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ab AR T Y OOOR R SR AR, UMM R IR N NTSYSpe 2.20v 815 i) Dice AL # 4. 19
100%. 19 AR AZH i MG B /0 3 XS SIMIHAE AR ATH bl A A] - 2 8 A% AR LR #0h 0.852, A

SZ, IXH LA IX L SSR 51 % e g AT 5, L B K 0.969 (42-275 5 42-309), Fz /M
79 0.728 (42-275 5 061-17); H:4 15 A1)y
2.3 BRIHT SRR BN 0.783, LR EE KA

L 19 XF 2 251 SSR 51 (3 2)%F 24 LA 0.983 (BT 7 5 5 8t4), &/ 0.636 (“Hr
A BT I SR AT 1) 83 AL A B, AL RARHERE, 2 55 BAh 6 50).

bp M1 23456789101112131415161718192021222324 bp M 1 23 45 6 789 101112131415161718192021222324
511

496 400
400
309 309
293

293

200 [T

e et e e e e

200

100

1 514 Hi15h12 (/=) H1 8106 ()% 24 A HLAEM KIS HE 45 . M: Marker; 1~24: L5 1.
Fig. 1 Amplification of 24 loquat cultivars by Hi15h12 (left) and 8106 (right) primers. M: Marker; 1-24: See Table 1.

% 319 MHEREAL ST i ) FC SR 5

Table 3 Hybrid purity identification of 19 new loquat cultivars

R 6 5 xHH 2 538 FLeh 6 5 x B ST x Fph 6 503
ﬂ% ¢Zaozhong No. 6 x‘Xinbai No. 2’ <Zaozhong No. 6” x‘Guifei’ ‘Guifei’ x‘Zaozhong No. 6’
Primer NA Sp HP NA SP HP NA SP HP
CHO04c07 14 14 100 3 0 0 2 _ _
8119 14 100 2 66.67 - -
8106 9 64.29 3 100 2 100
HgA8b 9 64.29 - - - _
88 14 100 3 100 2 100
LM-04 14 100 3 100 2 100
LM-15 14 100 2 66.67 1 50
LM-36 12 85.71 3 100 2 100
CHO04g12 — - 1 33.33 1 50
7950 — - - - 0 0
Hi15h12 _ _ _ _ 0 0
CDPP725-03/04 - - - - 1 50

NA: 58 JFARMEG SP: HACAKRE R IR ARG HP: A (%); — AR R 151 4.
NA: Number of hybrids; SP: Number of hybrids with special bands of male parent; HP: True hybrid rate (%); —: Non-specific prime.

UPGMA JEREE K], 24 N MIER ML ARMIEL 1 55 2 DML, JfFardt— 29l
FH0.776 AbTT 50y 2 KK(E 2). 21 REHEUE 2N A B WAL, Hrh A 3 Z0 T AR (-
WIREAC N /T 22 />, EAHLR % 0.830 &b/ 70 i, rhBRIh AR 250 2.0 6 M1 2 4); 28
NANER, Fihh, B, RAEA/AAE i BB RNAAER B2 15 B
a7 90, S CHRHM 9 SRH 25 G BB ivIRESET. B, RAAEKMH e
AR B0 RO AR 35 13 14 S M E AN 15 54k 2 N Ah . B8 1 2R 2
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ANLLA R, 72RO R AR LD < B 6 5 A
ORI, Forpe LB 6 SR R < AR
FLAE AL SR AR, 3 N IRASR AT B A 2 %57
A e 5 A 19 MRS EARURAE 3K, XBRY]
5B 6 SoAHEL, FrH 2 5 Msti B —ER
BAERE

K 24 A RUEAE it b 14 R BASYIZE TR ] IO B 2 (e
R AN 20) | v A (7 S8R P 528) AR 28 (P G A AT

Ma ) 3 AN, FF A4 N S5 2H TRl PR ALl R 3
Tt o 45 IR, R BAH PP AL £ £82(0.870 40.005)
W 2 2 151 T (P <0.01) H 8- B 2 2H (] i ot AR AL 22 50
(0.834+0.009) I H 24 - W 24 2 [H) 5 b AH AL R 2K
(0.8390.05), {H 5L 54 2H T 24 20 () 2EL P 5 2L ) i A
ZE SR ATRIA R W E KT, X BRI EE T
KE DTS e 0BG R BN b i
FEEREEE AL 2).

| XB7 * [
I GF * O
_| 42206 * O
XB2 * O
42-103 %k O
4,—:42-286 * A
062-29 * O
| —— 42275 &k [
A 42309 * O
42-268 Yow O
1 42264 * [ | i
42301 K A
—{—:42432 *% [
4274 * ©
42-161 * O
B L ko
I 061-121 +* []
|_‘ 0262 # O
42:120 w* O
42-197 . O liii
| 061-17 *x0O |
I 062-100 ** [ |1V
11 [ 776 Y A
L 1 ‘ 1 1 IJFL * O v
0.776 0.827 0.879 0.931 0.982
F AL CoefTicient

Fig. 2 UPGMA phylogenetic tree of 24 loquat cultivars. *: Very-early mature; ¥ : Early mature; #: Middle mature; % : Late mature; A : Orange red; <:

Orange yellow; o: Yellow white; o: Milky. Code see Table 1.

2.4 SFELIEEWE

FRE 51 W S 1k 46 PIC (AN B 4 &% 5
R, 19 X2 A SSR Sk 8 X AN
S BB B (1 51 #(Hi15h12. LM-36. CHO4g12.
4019. 8106. 7950. CHO1f07a Al 2121). F|HiX 8
XG0 36 MR, AL T 24 Bt
TR R 7 AR SUERE (8] 3), a2 b i =
2, HopsHra 75 Ml Al 1S R e
13 57 1 AP 14 SR 1 B 15 52 RAL s
BN 20 B dn AT ME— T I R SRS, 19
AR AR A it A AT DL A b AE ELIX 53

3 it

SSR tric Al Z &M, LR S 1L . A 5

FiE 2 AL BHBIMIFRER, —KFER
DNA CEEL cDNA % . 4aTHEAE SSR Frid (I FF
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Fig. 3 Fingerprint of 24 loquat cultivars based on SSR marker. 1-24 see Table 1.
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