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Abstract: Severe stem pitting isolates of Citrus tristeza virus (CTV) are of economic importance to global
citrus industry. The aim of this study was to apply genotype detection to investigate the cause of an out-
break of severe stem pitting in navel orange occurred recently in Ganzhou, Jiangxi province, which is one
of the most famous navel orange production areas in the world. A total of 199 navel orange samples were
collected from 10 counties in Ganzhou and tested for CTV by RT-PCR. The genotypes of CTV in infected
samples were assessed. Among these, 112 tested positive for CTV, and most of CTV isolates were the

mixture of two or more genotypes. The most common mix of genotypes were T36+VT+T3+T30+S1+
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RB and T36+VT-+ T3+ T68 with occurrences of 13.4% and 9. 8%, respectively. These results demon-
strated a dramatic change in CTV populations, with the presence of three emerging genotypes (RB, T30
and HA16-5). Furthermore, the detection rates of T36 and RB genotypes have significantly increased.
The population structure of CTV have changed. The outbreak of stem pitting in Ganzhou may be due to
the emerging of RB and HA16-5 genotypes.
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2.1 CIVHENMER
RAEM 199 (A RERE S, B 112 Y T CTV. A X EHE CTV k4, CTV 4 X &Mk
HHR 22.200~86.0% . P RAER 56.30, Hi kA RR S NS B (86.0%), HIR AT
(75.0%) » e flkAES: X (22.2%), B CTV 7E# B A8 S bl 53 & A (& D).
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R AR M SRR s 3 K th %/ % R 4R M FH PR 5/ B i # /%
38 2/9 22. 2 AT 3/6 50.0
R 3/12 25. 0 KA 14/31 45.2
1 19/29 65.5 s 5/11 45.5
=%y 9/12 75.0 VA 13/36 36. 1
g 43/50 86.0 S 1/3 33.3
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R R AL X o7 PR AL AR LA/ % R R i EL Xk o PR AL AR i LA/ %
T36 1 1.1 111 99.1
VT 9 100. 0 106 94. 6
T3 9 100. 0 107 95.5
T68 3 33.3 65 58.0
T30 0 0.0 34 30. 4
S1 2 22.2 50 14. 6
RB 0 0.0 75 67.0
HA16-5 0 0.0 21 18.8

2019—2020 4FREEM 112 AFE S P M ZREBIR A KA. D6 PRIt HANR A& LR H L, Hikoh
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VI+T303) VI+ T3+ T68+ T30+ RB(1) T36+ T3+ T30+ SI+RB(1) T36+ VT T34 T30+ T8+ S1(3)
VT+T3451(2) T36+ VT+T34RB(1) T3+ VT4 T34 HALSS5(1) T3+ VT4 T34 T30+ T68-+ S+ RB(1)
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T364+VT+T3+T68+T30+SI+RB(7)

3]

T36+VT+T3+T68+T30(1)
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T36+VT+T3(2)
T36+VT+T3+RB(8)
T36+VT+T3+RB+HAL6-5(2)
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T36+VT+T3+SI+RB(D)

T36+VT+T3+T68(1)
T36+VT+T3+T68+RB(2)
T36+VT+T3+T68+RB+HAL6-5(1)
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5 33, p13, p18 LAY E A HBIA X, p23 K 0] 75 5 W R 0 A8 285 il &0 i o B0 B R (H
i PR 3R 5555 1 G A XA AN TE AL PR SE E AR R CTV 2880, 8 N A 2% 3 557 T 2 Fh 43 501 3% 1 1l 7
2 PAEER G 2 (SSCP) | BRIE A B B 2 801k (RFLP) | JE AL 42 7 81 25 53 A I v, Hovp,
FEDRARUAG DU PR 225 P BE . 5 3 bRk A W 2 PR R AT B B R W AR T B ) iz s L W ARl 5'UTR,
ORF1, RdRp XIRFF 2% F. % CTV 4r R 7 VT, T3, T30 Fl T36 254 MR A, Hrp T36 5 VT &K
RS 5 5 o RE AR AH OC, T3 M VT 56 PR AU 55 25 B 0 i R AH G BE, T T30 56 P AL 5 R 51 2 B 2 1
RO G % E ) RB, HAL6-5, S1 45 &> Hepr o

ARWFFELER B R . 5 2004 —2007 4ERER M CTV BES . LA BA | X035 1Y Fi 01 5% 45
AEE . 2019 1 2020 4ERAEMFES FH M T RB, T30 A1 HA16-5 ZEK AL, H T36 F1 RB 3K A A %
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B T AT AR G CTV R4 3. 6 WX ek, HEARSH CTV BRI EERN K,
UE R — 250 o AR e R0 59 B R 2F A7 )P 9043 AT, DA 0 7 /K - 1 T B 46 N 25 s o 280 3R O 22 R 1 R
. BEAk s ASBFGE IR & B faf JR IR E% e HAL6-5 JEPRI RS, 2 30 ™ 3 1Y 25 B SRE IR, AT SE s
HA16-5 % PH A 2 76 8 4 bl 5 1 ™ 5 A9 25 B3 AU Y. T CTV B % R LR, IR &
B D WIR HAL6-5 K&K BRI EIRE . Al 2 b 45 v [0 3 22 M A AR 355 28 A0 1) Sl 35 R ot

4 #ig

AR EE R R TLPEN I E] CTV BRI A A2 1 BAE . 2019 —2020 457 2 Ay 7% 5 48 el 5% 42 1Y
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