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Separation and Identification of Main Pathogen in Hami Melon during

Cold Storage
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Abstract: Pathogenic bacteria which may cause the rot of melon wes separated and identified from rotting postharvest Xinjiang Hami
melon during cold storage, by using traditional pure culture method, dilution spread plate method and fungal genomic DNA isolation Kit method.
The physiological and biochemical properties of the strains, as well as their 26s rRNA gene sequence, were analyzed. Taking NL1 and NL4 &s
the universal primers, 5 strains of pathogenic bacteria were separated and confirmed as Fusarium, Stachybotrys, Penicillium and Gibberella. The
BJ-M and BJ-M1 strains belonged to the genus Fusarium.and BJ-M2 strains belonged to Gibberella. BJ-M3 strains belonged to Stachybotry and
BJ-Q strains belong to the genus Penicillium. This research may provide theoretical basis for storage period of Hami Melon by investigation of

the pathogenic bacteria.
Key words: melon; pathogen;screening; 26SrDNA

W TR BB R (0 R v, IR e, HA )
B, W E NS TRIET R DR AT, £
FERIG T JICK S B 42— LA I 2 e e 3 TR = e
B AR, i RT3 G it R 2% VA it 72
R IR TR o B TORI, I REES TR S5
HA M) B3 =E 20 IR B4 IR A7 J& (Rhizopus); )&
(Fusarium); 4% fiJ@(Alternaria) ; 7 7%/ (Penicillium)
%, HA FPenicillium) F14E JJHH (Fusarium sp) /25|
W JITE AR I B4 iz i F2 R SR 2
P ER . PR ELL anPIRHRIE, rE R
KR E IR 2 2 R R R R G, AU N
WS HER: 2013-05-09
£EWH: AATFAZAEARSEESE (400291)

&I : W (1986-), BB, L, MERBRIRESHREFIR THE
BIEE: BFEX (1963-), 5B, Bi%, S, NERFEIOES REELTRIT
5%FTHE

2030

I3 JR B et L . Je S Nk, ST B EL
I PEFRIRIE FUARIEEL D, HR 73 Xy 26 I i B )
FINT R AR A2 S S 7L B, Jdsd o) 32 22
o3 S R TT, RHRTUR G va 3% T Bom A LB A 2 E
R . AR B AR T 5] RS B TR
JEFEIAE) 5 MR RSO, BRI, AERAAE
FRAE (SR b, BT AR 2% e 5| R a0 2R
S PR 505 TR 465 T B SN, e T
RS AR

9 I LR DNA IR EU A%, W1 CTAB 4.
SDS . Sk Biospin B R EGA AL,
A TRIFh S B R I S R Rl AR
K H Biospin FL I & HUA &%, L NLL Fl NL4 il
F 1 A TEOR B % 58 . ARG IR - 80 %
H AR R, TR, SR 5 R 51
YR 73 AN [ A @ AR R, ez, BT



M EmBHL

Modern Food Science and Technology

2013, Vol.29, No.8

I P FC R AN 58 J& T [F)— AR, QT pRask HERf 1)
73 2R FLR R FP 3, A TP R AT T o
I W SRR TR 5 8 2 D055 20 RN I
T ek DR ik 1B 5 — S ) S i o

1 MREREE

11 a4

111 B#t

2 IR AW T B ik et X, Vi 26 1F R
%M.

B 7R HoRH] PDA R BBIRIIL R 1 Czaper ¥4
Br IR,
1.1.2 KFH5ME

Biospin H i J: K 21 DNA $#EBURAF &, HiME H
R AIRAT: W8A-HE (Snailase). WElE &40, W
FRE A A TEHERE. CBE. AR, HA
WAL, =l

OB GG, R IRSA TRA
ST AR, BT RET S B
WA JERTIS— 13 s PCRAX, HAVEIR T4
PGB A s il B0 Thermo 24
w| Fresco 21 2Y; &G 5%, BioRad Aw]; Hif
TAEG, HINZRTSEARA TG,

12 77

121 AT % E N ERSR R 690 I
% B AR,

KRR SR R AR VR A RS T J e g e 2% IK
HBAT BT, K A ne 2 TN A4 K 1 1) A=
PR ER /KA 10 f586 EE R RGBS, W& 51 fa, By
BV ER 101,102,108, 10*. 10%. 10%. 107 -t/
TN L FRRE T RS 0.2 mLiAAT T PDARE 773t
TR BRERSAT 34 TR, 5 3 AN EE, EIRET I
Frh 28 TR FE IR 5T d. FKHERE, ##
R REFE 35 % HEKHBE—FENEE, Mk
BT W TV R TR A0 40 B i e iR B T DR
TR AR T B0 G, IMN—E 21 DR B 77
MR, TN B 30% 7K B H A R AR AR T 5
3%32-80 CHIUKAT, .

122 RBEHAFEBENER

BRI WS BRI b EENES
OBk, . KN, 0%, RIEES), EIKHHE
HIESHR SR (HREEETH Bl

FFRTRIN 7 EAE (mm)—5(mm)
BFFH (mm)

123 AREREAKIBE N

K TR 35 A BRI, W MR E 0L
R TR 7R 5d )5, HERZ05em 1)
FTALARAE R TAE & B TR CEAR I 5] — SR 22
B, BB 8 IR 77 365 95 AR g (A% 10 cmD,
REABEFR PO SR 1 B 22, Befih J5 20 BIEE 5 C .
10 ‘C. 15 °C. 20 C. 25 ‘C. 30-°C. 35 C-b/MEE
B B [ E A R FR TP . FERS d JE A+
TR XOFE MR R AP R R ELAR, T A
HETHE AR A
124 JRJ7HE &i& pH AL M Z

W B A E SRS R A P 575 7 d J5, 1
M TES By FTEAS 05 cm T FLass BT BB 4%
B5)— 8 223, ST pHAE A 4.0, 45, 5.0,
5.5, 6.0 6.5, 7.0 7 M6 BEIEZ R EG 77 5L0E F2 Pl
Hg (B2 10 cm), SR IR AR 1 Heii2s, $Efh
JE IRAE 25 “C (e B IR 740 v 3597 7.d 5, 0
A XA I R AR BN BB T ELAR
125 J&/7H DNA #9323

il B9 DNA 3R A Biospin B 2 [A 41
DNA &R &2
1.2.6 . PCR ¥ 3 4= 7 it Lo 47

ERNEMES % NLL: CIE |5 9
5'-GCATATCAATAAGCGGAGGAAAAG-3'), NL4:

(5% 5-GGTCCGTGTTTC AAGACGG-3"), I
FH E L RE FH 51 4 26S rDNA 4T PCR 4711481, PCR
RNFEFN: TAETE 94 °C 4 min, 281£94 °C 1 min,
ik 54 °C 1 min, ZE{# 72 °C 1 min, 35 MEH. ¥5"
5 FIRER =B T 4 CRIvKEE S, (M7, i
PN AT 1.5% B ek ke rk ksl HEAH fRAF . PCR
PGS, SR E S A BT . A R
Fi - GenBankUVE 4f Fg i3k 47 [F) 5 7 41) 75 26 HE 47 48 &
(BLAST), MEHE IR AHC 8 A Fh i) 2 R 51

AT RS K E M. FH Clustal X1.83 #4461 47
H®, ] MEGA v.4.0P1 {471 %) neighbor-joining 43 #fr
BHERGEEW, XM Bootstraps VA TR LG, =
S URHCH 1000,
1.2.7 #HE%A T

S 45 B SR FH Origing.0 #ft-VEIEI il SPSS 4
TR, BT =k ES, RAFEWNZES
ML T9256, L P<0.05 it 2fa RN vt %

Jt o

AKHEE (mm/d) =

2031



M EmBHL

Modern Food Science and Technology

2013, Wol.29, No.8

2 HERE5SH

21 B NEEZREENL B FL

D U JINS)E Y S s b e S i e
AN IR S R e TON B FE A 5, £eid o i e
LAtk me28 45 3 5 Ak S R TIUR L2 2 200 R 5
534S 4 BI-Q. B-M. BJ-M1. BJ-M2. BJ-M3.

22 WEREARELANERE

BJ-Q £ &

BJ-M1 ik &

Q.

BJ-M2 .E &

BJ-M3 iE &

BJ-M3 s &
1 AR S BEREREREERS
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Fig.2 The mycelium growth rate at differenttemperatures
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Fig.3 The mycelium growth rate at different pHs
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