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Abstract; To assess the effectiveness of the new SCoT molecular marking technique in Saccharum spontaneum
L. ,157 offsprings of the crosses between Saccharum spontaneum ( GXS85-30) and Saccharum spontaneum ( GXS87-
16) were analyzed by SSR, AFLP ,and SCoT molecular marking technique respectively. Comparatively , SCoT mo-
lecular marking technique was better than SSR molecular marking technique in amplification of polymorphic DNA
and had better segregation marker than AFLP molecular marking technique. These results demonstrated that SCoT
molecular marking technique had potential application prospects in genetic analysis and genetic linkage map con-
struction of Saccharum spontaneum L.
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SSR FRic RETE B T2 2458 Je AR A 21 = & 1) 238
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White arrows show the characteristic bands. A :SCoT1,B:SCoT33,C:SCoT71, @ :Female line GXS85-30, & :Male line GXS87-16,the same as below
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Fig.1 SCoT fingerprints amplified with some primers for F, population
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52 %40 R4S WRELE R DNA FEM PP 1 0 ~
&t (B 2) , A B R/NFE 100 ~ 1800 bp Z [8], 78
1 ﬁ\t#nufiﬂﬁwiﬂurﬁ 1626 4>, Hor 2 & A &5
1185 />, Z M LRIk 72.87% , H 451 £
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%I% SCoT29 , ik 5| 100% , £ &M B KA 2 51 9
SCoT17 F1 SCoT34, 0 14. 23% ; B 45 5| ¥y K6
(AL s ER 4 ~ 58 4, 347 s Bk 31,27 A4,
Hb 2 BMAM A1 ~58 4, F¥ k2278 4
(F2), S5 HOR 22 725 Pk 7 5 8 i 2 10 B J2:
51 #) SCoT29

2.2.2 SCoT.SSR 1 AFLP #Ri2 ) & 25Xt Eb 4
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Fig.2 Banding patterns for SCoT marker analysis in the F, population using three primers
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Fig. 3 Banding patterns for AFLP marker analysis in the F, population using three primers
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Fig. 4 Banding patterns for SSR marker analysis in the F, population using three primers
£1 FFHEHEZTER SCoT SSR 7 AFLP #Ri2 K & 25 MEXF bL 43 47
Table 1 Genetic diversity analysis for amplified bands of F, population by SCoT,SSR,and AFLP primers

e SRR T S AR ZEMEFHEEE  PHZEMEAEHR ZAEMEEW LE(%)
BRERE BRI . AR (bp) .
No. of total Average No. of No. of Average No. of Polymorphic
Markers No. of primer Band size
band bands polymorphic band polymorph bands bands
SCoT 52 1626 31.27 1185 22.79 100 ~ 1800 72.87
SSR 60 1200 20. 00 372 6.20 50 ~750 31.00
AFLP 11 899 81.73 840 76. 36 50 ~720 93.44
2.3 REHSBIRCHBE id, A A B ARICEU 50.9% 4y B ARIC 763 A,

M 52 4% SCoT 5147 .60 % SSR 5141 11 % e BAXGRE BRI U ) ) BUEAS 1 3 Fh S | 3k A5 1)
AFLP 5#) s 43845 1500 D23 B hric, B 8 SAGEARCRCEMKI R SCoT > AFLP > SSR, 3R
WL F, BRI 664 A FAFIEEFRIC, 99 ARG AR E R JF T AR IC I RCE MK A SCoT > AFLP >
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SSR, i 43 &5 B ic Eb B B & B9S2 SSR 51 9, 5 #
66. 2% ; HfIRAT/E SCoT 51H, 4 25.0% , SR E
SREEFP S | ) 0 850 AN 55 (E BB b B 91k

F A ERRC R Z 152 SCoT 519, i/ )
J2: SSR 5|9, i SCoT SI¥1ES A 157 1 # F%
28 JE R RAS A SO BRI B RCR e (2 2) .

F2 ZXFERBEF SCoT SSR #1 AFLP #Ri24tit 4 R

Table 2 Statistical result of SCoT,SSR,and AFLP markers in F, population
Frig 28 Fric %L G bR MG EARIE PRGN ERRIC IR (%) RSB T3 B bR Ll (% )
Marker Marker number SDM(1:1&3:1) DDM(11:3) Rate of SDM to DDM DM Rate of DM
SCoT 452 312 27 75.0 140 25.0
SSR 373 107 19 33.8 246 66.2
AFLP 675 245 53 44. 1 377 55.9

SDM; Single dose marker, DDM ; Double dose marker, DM : Distorted marker
Ry
3 itig

ABEFEHG SCoT Fric AR R F# F % 24 58 e
fRAGZLFh S 2 \DNA 22 250 20 Fr R 3ok 4% T 3 iy 2 v
55 SSR Hl AFLP Fric £ AR X bR A543 R B 0] 5 4
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FIH | m s B L B R A T A ic i B & R
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ARWFFEM 12 Z7E DF A8 F A R 56 E Y
SCoT Bl Yx EIF 5 2258 Ja Rk T9 4 A FEE 1
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AFLP J& H AT A TA AR B 880 B i 19 40 F il
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G A TR E /o [ SN G e i = S )
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SR HARAS A RO B bR IC 1 FL A E] 75. 0% ,
B SCoT 4 Fhric f #4 a1 T2 = 2% 12 1t A% % -
BARKHR S, [FEE, SCoT Arics | ¥ A FHh Bk
SERRSEIR NI &, HAR B 1 H LR a6 sk
o T IERARCE (7 8 QTL VI E ST 4 E DNA F5
ic, B H RS S B, H R SR B 3t
K 5 hRic 2 8] n] BE & A 5 4 s i 5 AR PR e B Y
HERYE , (EARIC S H bR R 22 [T SR A7 — 52 10 38t
LB RS

PR F b b0 38 1 12 B PR P DR 3 R 2 137 B

S FRRCHTBhE £ F IR BT 2 R
PSR B 5E 2% | S AR SE R A RN S5 R AN T
HE T Mrie 8 22 F A5 R1EY, F8CH 3T 2451k
VEVIR o0 F i A5 2 B R A 5 9 )5 ) o i H e 2
TR A0 8 T A AR 0 2 A5 3 R 4 1 2% 40 K
AR AR Y R B e, AR ME T o i AR ) 26
RUFNFE R 43 B, R I 43 3 A% 1 A PR A A
W EITA W EhmIC . H AT A e H
LR EARIC 22 18] 38 4 B B R AR K0 R IR Tk
FEAREE K& F AR ic i d g RS70M
Q165" [l | it 1% #H 2 43 H K £ T 5849 oM Al
9058. 3 cM (W | H SR A — A4, B4R
il FE A 200 57 R PEIAT o B 5 S ) o 2 JEE st A TRl i
Wi B A ic F B S KR B hric., 7
ARWFFEH SCoT 43 FAric 76 H1 T2 24 38 5 A h R
H ALY 7 B RIC RIS RIOR  FEAEY 1% DNA 2381
FARTF SSR 4> F ARl 7E 3K B B AR ] BT
AFLP 23 FHRic, #8718 SCoT J3 Fhnic f AR AE & T
AL A3 MR A RS R v i 1 R R, D
B Ho A Z A5 AR W A BTSRRI T —Fh s iy
H 3L ox FARic, (A — 2 2 &
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