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R 5 A 2 ISSR #4 Har (V)

CR32 b R 5%/

W HI - 982 H25H - B2 HIY - 9849 H24H

EES

AHF5EHIH ISSR (inter simple sequence repeat) A0 /A EERIRER Ml (5R) MlZEH
BBRIR ~ o THapUE RS B LR > FTASREE TIREREAER 58 (cov.TLG2) - /IR
BE (NBM) KHHEAR%E ~ DRRABAZIREBES 29 HF R E o fSREUVRSZHE TR
EEAEMEE 0.45 (45%) > HHFNGIL ~ NG16 ~ NG18 ~ TLG2 L H & EH&R R (GS >
0.8) » #R[5% NGO1 Bl NG04 B3 —E5 5% NP03 ~ NP04 ~ NP05 ~ NP07 E (A7 By ik
% (GS <0.2) - MR RZIRBEREE IR - FURHE cv.TLG2 Jx NBM HEHERE
L2 BERIR - HZRERZREFINRIEAR BB ISSR FlAE TR RELE - JRRE s e H T
TEE R LR o FASLAESE AT - DL 3 #H ISSR 51 -HIATHE H i & #oks s IR B A % 5 R il
RN TR Ry LA S 2 A -

RS ¢ JREEET ~ ISSR FHET « BIGRAE -

B

IR ARE AR BRI RR - RERBEMEIRTTH - rEFemiRER o R
=% BmEKRBOKEEYIZ R o BEHE R PIClI o EETERS - BRI - 5 H
AERAEEAUE HRARE - RSB - R EEF > REESEE ) (ov.
TLG1) FRofEthantl > TELE - ASERE - LBk hobier it - AHorE ROk ESY)
BAK > EHFOLE B R BRES (RSE » 19925 1995 - 1997) - KL > 5 LAZE5 [HEHT AR DLk HE
—HWR > KBRS GBI BT AR E AT - BRI PMERC SNRMIR b o fEER R
R HPERHeRCNE L - FENIL > TESREKE - ST - SRS - (ER IR
FREHA R BLCREIHI TR - DU EHERCR - — L5 I [A) oh S g B i B ARG HOR
IREERFRHE 2 T TR - (HEABEFGCEA UM ESEREE - SSRGS (Augustin

(1) 1rBbeEstZ B B 7o 55 1530 5% -
(2) frEkbeseEd EsE s B TEYR -

(3) 1rEbeRstz B g RiE s Sarra s E -

(4) HEFHWEH > E-mail: d95621105@ntu.edu.tw °
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and Tcacenco, 1993; Bhandari and Sukanya, 2006; Bhandari et al., 2006 ) - Pereira et al. (2008) L\
20 #H RAPD (random amplified polymorphic DNA) 5[F§}¥t 30 fEIR R LRl B Lk B E 5
B7 > FEA: 64 [l RAPD ZHUME B - F5IEFH DAREAL & Sl R 1 43 T B RAGR - (AR IR EC T > &
ELEEREL - 41 RAPD FFEIEA{E ~ AFLP (amplified fragment length polymorphism ) ER{EZXEH K SSR
(simple sequence repeats ) AJERIEHLE FRHEIFF A RES ST - 17 ISSR (inter simple sequence
repeat) ol T ARE IR - SRR A B — 5§ HAN TR R ABEF YRS - #RIEfE e
FIFFHIE (16 -25 mer) FAEMESBES » MBS (Zietkiewicz et al.,, 1994; Gupta et al.,
1994; Wu et al., 1994; Meyer et al., 1993 ) o DL ISSR fHEEIMEI B EE BT - fEE =5 (Cidade
et al., 2008) ~ B (Rodriguez-Echeverria et al., 2008 ) ~ %15 K2 (Li et al., 2007) ~ HZKE
(Dinelli et al., 2004; Ghariani et al., 2003 ) FHREHE R RBIEM o KL > ARRFZEIELL ISSR 43 712
LA B IR R R BUR B R - SRR B & AR & B s A -

MEIETTA

. IR R AR E IR

FH 7 A kB P AR S 29 R () - EEREmERE R AR E 0 (cv.
TLG2) ~ HAMROREEESEARREMR MR - He 20 iR EHEEGREA > HER 9
T8 AR ARFERAGRE - FIRHIEAEE 20 {E52 CBERGR (R 1) © 2HUCREER TR - 17
PREE 1 mx 0.8 m > TR 5 m > JREIBRFTA: 8 Ry - HUREGRE I H RIEEikE (e E R F3EH
R PHI) ~ ZERHRE (HERIERERGEE - PH2) ~ R (FAEAA] AR iR P RER
SD) Hiffiff (FIREFPIRE - NL) MR - iR —HE > SEER M REERET2
#T e
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Table 1. The genetic background and plant color of the evaluated napiergrass germplasms
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Germplasm code

Plant color

Maternal parent

Paternal parent

NBM
NGO1
NGO02
NGO03
NGO04
NGO05
NGO07
NGO08
NG09
NG10
NG11
NG12
NG13
NG14
NG15
NGl16
NG17
NG18
NG19
NG20
NP02
NP03
NP04
NP05
NP06
NPO7
NPO8
NP09
cv.TLG2

Purple
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Green
Purple
Purple
Purple
Purple
Purple
Purple
Purple
Purple

Green

Tift23DB
Tift23DB
Mott
Mott
Pearl millet
NBM
NBM
NBM
NBM

Pearl millet

NBM
NBM
NBM
NBM
NBM
NBM
NBM
NBM
A149

Wild

unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

unknown

Mott
Al46
Mott
Mott
cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
Al46

cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
cv.TLG2
A148
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II. ISSRAHHT

HnEKarHi b e KB FrEEER 2 100 1 ISSR 5T (University of British Columbia » Set No
9 » No. 801-900) {FERARKILIEATEICAIRG [F « BERAAL 0.05 g WL » H2ZHzME (Freeze dry /
shell freeze system Lyph lock 18) % » DIEFE 2.5 mm FUBLIEER - INEERE FEBERGL KR - BLUE
G2 Doyle and Doyle (1990) CTAB JAZEHIEEF DNA o ZAUMEHIE 2 PCR FERE I EG BRI
fE#: (GeneAmp PCR System 9700, PE Applied Biosystems) £ 3 ffi%i%& (annealing) J5E#ETT »
S EMEAEUE Touch Down program (Don ef al., 1991; Roux, 1994; Hecker and Roux, 1996 ) f :
94°C 2 J34if 5 94°C 1 43 ~ (60°C ~ 65°C B 70°C) 30 # ~ 72°C 1 43 30 # > fiHER 10 X » AR
FHEWE TR 1 B 94°C 3 8~ (507C ~ 55°C 5 60°C) 20 # ~ 72°C 30 - fiiE 36 X ; 72°C 4
Gr8E 0 IERS SRR EYILIATC (R1E - B REARERSRTR 10 L > Hfa? 20 ng JREXL DNA -
2.0 mM MgCl, » ISSR 5[F 0.4 M s ANTPs £ 0.2 mM > 0.6 U Tag DNA Z & ( Yeastern Biotech
Co., Ltd) © PCR E®ILL 2% Agarose I (AMRESCO) JEF- » 0.5 X TBE EfE% » BHE 200V » 2 /]
REEITE IS HT -

. &7

il (GR) ZEREEFEIIE » £R Jaccard’s index TERMEH/AF (Jaccard, 1908) - FEEEFHT
(cluster analysis) FIJf] NTSYSpc2.2 ( Exeter Software ) BB 7314 » DIH A Cluster fHAY
SAHN H#EITHFEEIHT - TATEMEARE RLILL Fisher’s LSD test {74347 » BIATA AR BRI Se e 7
FoNT o R 2 R H DL LSD A TR - aE R A A QA E T2 B LR -

FESR TR

I R EMERERE

2R IR ERERAE 2 KRR R =5 - &LL 0~ 12 FRoR - BEH
ST > 2R 38.4 ~ 137.7 cm Z[H > SEEER 111.7 em > W53 RN 50 ecm DUR
(0) > 4% 50~100 cm (1) BEH 100 cm DL (2) F=8 0 BEREEAR 108.1 ~257.9 cm 2
> HERE R 225.6 cm 0 AJ43EEENE 150 em DUF (0) » 2EJE 150~200 cm (1) BAE#EE 200 cm
PLE (2) #=8F 5 &R 9.0 ~ 20.1 mm 2] » SEEFR 17.1 mm - HARMAT40 Ry 10 mm LUF
(0) Fyffi%< > 10~20 mm (1) Fyrh# > 20 mm DL B (2) RS =0 5 GifRES AR 8.0 ~
24.8 cm [ > SPHIREE R 19.9 cm > A543k 10 cm LR (0) BT > 10~20 em (1) ByHfif -
20 ecm DLk (2) ReREGMSE =R - FrARE IR T 01k - BURZHSRCET ST - R
e [ B AR E M A2 L (P < 0.01) » HEIMREAREZEHE AR (P=0.99) » #—F  H#IT
BMER & T/ N 7 SR HIES - HEBESHEE 2 LSDoos PIMEME By 26 om - BEAREEFIRE(E AR 27.8
em » FRZFIEEIR 4.2 mm (R 2) o RGFHEREUR » DStk ~ hRELRFIREHE RS -
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Table 2. The plant height, stem diameter and internode length of the napiergrass germplasms

Germplasm code PH1* PH2 SD IL Class
------- cm ----- mm cm

NBM 127.0 243.7 17.0 18.6 2211
NGO1 65.4 127.5 9.0 10.6 1001
NGO02 89.7 153.6 10.9 14.6 1111
NGO03 38.4 108.1 14.9 8.0 0010
NG04 60.6 165.3 15.3 10.7 1111
NGO5 94.7 205.9 15.8 20.1 1212
NGO07 118.5 244.4 18.6 19.6 2211
NGO8 117.4 239.1 16.4 20.4 2212
NGO09 123.4 246.4 18.5 20.8 2212
NG10 130.5 252.6 18.3 20.0 2212
NGl1 128.6 248.6 18.0 19.6 2211
NG12 124.9 2343 15.8 23.1 2212
NGI13 132.4 250.1 16.8 21.4 2212
NG14 122.7 251.3 19.0 24.4 2212
NGI15 115.4 240.6 17.0 17.4 2211
NGI16 128.3 247.5 16.1 20.8 2212
NG17 129.4 256.1 18.7 22.9 2212
NGI18 126.5 238.7 16.0 21.0 2212
NGI19 137.7 257.9 16.2 20.0 2212
NG20 112.7 238.1 17.7 20.7 2212
NP02 124.0 245.0 17.4 223 2212
NPO03 111.2 232.7 19.0 21.5 2212
NP04 111.4 233.8 19.1 224 2212
NPO5 111.0 227.2 20.1 22.0 2222
NPO06 124.0 245.0 17.4 223 2212
NPO7 100.1 220.4 18.6 223 2212
NPO8 88.9 193.9 18.5 24.8 1112
NP09 121.7 247.1 19.7 22.1 2212
cv.TLG2 122.8 248.8 20.1 223 2222
LSDo.0s 26.0 27.8 42 18.5

*PHI1, plant height (leaf collar) ; PH2, plant height (leaf tip) ; SD, stem diameter ; IL,internode length.
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IT. JRFE & ISSR Z AUk s

A ISSR 5743 AlEk 50°C ~ 55°C ~ 60°C SFREAIREE T il Rh & I S - IEFEHLH: 4
AR RAIE Ry o Ak > AR [ B SR e il B 1% > P TS 29 (AR SahoRiterT
T EIGAT o ZRUVEEREPIEURS REURIL 43 f5 [ Hak i A IRy > 27 AA BT -
{# 30 A ISSR 5[ H BRI - FHE Pk R B pk 67y R BIES - B UBC807 ~ UBCB08
UBCS811 ~ UBC812 ~ UBC817 ~ UBC820 ~ UBC821 ~ UBC826 ~ UBC842 ~ UBC847 ~ UBC848
UBC849 ~ UBC850 ~ UBC851 ~ UBC859 ~ UBC861 ~ UBC866 ~ UBC868 ~ UBC869 ~ UBCSSI »
UBC888 ~ UBC890 < 22 ffl ISSR 5[ -7 (BRI 4T » HAR 7 B vicAs RANME 1> HERET 65 {lfl ISSR 4
it (A1 3) - PERE ISSR 5[ 1AL 2.95 {6 ISSR A5 -

# 3. BHIREEHEFZ ISSRZ AU MAT B HLPCR [ B (4:

Table 3. The polymorphic information of the ISSR markers from the evaluated napiergrass germplasms

Primer Anneal Temp. Polymorphism band No. ~ ISSR markers (bp)

ISSR 807 50°C 2 800, 700

ISSR 808 60°C 1 1000

ISSR 811 50°C 2 1400, 960

ISSR 812 50°C 6 1900, 1500, 1400, 900, 700, 600
ISSR 817 60°C 5 1400, 1300, 1000, 900, 110
ISSR 820 50°C 2 800, 500

ISSR 821 50C 2 1000, 800

ISSR 826 60°C 6 2000, 1900, 1700, 1100, 1000, 900
ISSR 842 55C 1 1000

ISSR 847 55C 2 1500, 750

ISSR 848 60°C 7 1000, 900, 700, 510, 480, 410, 380
ISSR 849 55C 4 1300, 1100, 950, 500

ISSR 850 50C 1 480

ISSR 851 60°C 4 1600, 1400, 950, 500

ISSR 859 55C 3 1900, 1400, 950

ISSR 861 50C 3 1800, 700, 500

ISSR 866 50C 3 800, 750, 600

ISSR 868 50°C 2 1300, 1200

ISSR 869 50°C 1 1100

ISSR 881 50°C 1 800

ISSR 888 60°C 4 1500, 780, 600, 590

ISSR 890 50°C 3 600, 550, 500
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800 bp
700 bp
1. DL UBC807 5 [-F43#7 24 {HIREEF iR FEVKIE - 700 bp Ed 800 bp Ky AGERFTERIIZ ISSR %

I (M B%F 100 bp 3 FEIZEE » HAEZRELA R 1: NG7, 2: NGS, 3: NG9, 4: NG10, 5: ¢cv.TLG2, 6:
NBM, 7: NP2, 8: NP3, 9: NP4, 10: NP5, 11: NG1, 12: NG2, 13: NG3, 14: NG4, 15: NGS5, 16: NG6, 17:
NG11, 18: NG12, 19: NG13, 20: NG14, 21: NG15, 22: NG20, 23: NG9, 24: NP6)
Fig. 1. The electrophoresis result of the primer UBC807 for 24 napiergrass lines , the labels 700bp and 800bp
were ISSR marker in this study (M is the 100 bp, molecular weight marker. Sample from left to right
was 1: NG7, 2: NG8, 3: NG9, 4: NG10, 5: cv.TLG2, 6: NBM, 7: NP2, 8: NP3, 9: NP4, 10: NP5, 11:
NGI, 12: NG2, 13: NG3, 14: NG4, 15: NGS5, 16: NG6, 17: NG11, 18: NG12, 19: NG13, 20: NG14,
21:NGI15, 22: NG20, 23: NG9, 24: NP6).

II. TSSR GEMARIUME T

A 29 EREE MR LATERETZ 65 #H ISSR AU » L) Jaccard’s SE{HFAIAE (%8 GS ( Genetic
similarity coefficient) (Jaccard, 1908) 5 & R ZEEABLIE (ERREIR) » BUR
HERE ST R SR AU RE 0.45 (45%) - HAPEEMEOERKE KT R NGOL % NP07

(0.06) ~NGO1 ¥f NP04 (0.12) ~NGO1 ¥ NP03 (0.13) ~ NGO04 ¥} NP07 (0.16) ~NGOI ¥}
NPO5 (0.17) - [EEMUM R EERE R NGI1L 3 NG16 (0.88) ~ NG16 ¥ NG18 (0.86) -
NGI11 ¥f TLG2 (0.85) ~NGI17 ¥ NG19 (0.85) ~NGI11 ¥f NG18 (0.84) - fHypkal#] NGO1 Ei
NGO04 iR E R 5—FE NP0O3 ~ NP04 ~ NPOS ~ NPO7 % H KA BR#ERIR (GS <0.2)
NGI11 ~ NG16 ~ NG18 ~ TLG2 fR LA H = BERER (GS>0.8) -

B 29 IR B R TR 2 FH U 2E R » DL UPGMA (unweighed pair group method with
arithmetic mean ) EITFEEEHT (cluster analysis) - A& HIEHIRE (406 2) o S5 RKHEEE
FEMDARE B A 3 BE % - BEUR NGO7 ~ NG10 ~ NP04 ~ NPOS /NI Ry IR G FHE 498 (cv.TLG2)
BRI (NBM) FEAZ8% » 11 NGO09 ~ NP09 /LUK NPO2 ~ NP03 ~ NPO6 /Nt R[]
— BN MR - S —Hal & B 5 » HAARARYT R Mott EMEIRE R LR
Z NGO3 ~ NGO04 i Ry [Al— N » R EA LR AR Z NGO1 R thEl NGO03 ~ NG04 By
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[Al—REE - BLBUREZHFER 0 MTRE IE e B FE 3L R BA AR o 75 3% 50 B bl th U ph A S L R A R vh
FrbkiE Iz NGI11 ~ NG16 ~ NG18 1% » BERHIHGEREIA » FEHA R ISSR pRHEE » #R
HE ov.TLG2 B S EEEIE - WHEH NP8 ~ NGO8 2% (NBM/cv.TLG2) F » %3 NG14
Bl NPOS #2 (GS=0.53) LI} NGI3 Hil NGO8 #2 (GS=0.60) &h#kE—/ B » BR NG14 Bl
NG13 [&l}s NBM/cv.TLG2 5575 - NG17 ~ NG19 /NEEFERS IR Bt TR Bl ov. TLG2 i s [
— KB R EEHEEMTE RS - B R A SR R IE 2 R NG12~-NG20 ¥HEE R
HREEESER 2 SRR EIRE R R RE M » RRITERARER MR cv. TLG2 8, NBM H
GHHERE L2 EBERR - Rt 29 @IREER LR 65 #H ISSR 50 » H A st eiroimE - &
DorrE | FEIERIT - IR RS S S el MNE R & > HELL UBC807 ~ UBC821 »
UBC826 % 3 #HB| T-5#474007 » W LI UBC807_800bp ~ UBC807_700bp ~ UBC821 1000bp
UBCS821_800bp ~ UBC826_2000bp ~ UBC826_1900bp % 6 4 ISSR i3 » A[FFA 23k 52
SPR 18 FEANER 3 WA ov. TLG2 wJELH A 28 i Rm @R - K {72487 3 #1 ISSR
primer > H[IA] 32 B R IR B R S E B R o

—_,r———-m'— 77—
0.00 0.20 0.40 0.60 0.80 1.00
Genetic Similarity

2. DA Jaccard sSEEFRIAMEAE 2L 29 dliR R B (B iR < R iR
Fig. 2. Dendrogram among 29 evaluated napiergrass lines based on Jaccard genetic similarity and UPGMA

cluster analysis.
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fRE DAL ISSR 3 FFAS S » BURSZM AR A& 43 =20 > —HIE AR Mott BIEIRE R
B S kA% > 401 NGOL ~ NGO3 ~ NG04 » Z5—HIZ27H NBM/cv. TLG2 #ligHs & . HEA %
7 H g e NBM/ov.TLG2 #5575 NGO7~ NG10 B NPO2~NP09 2 12 5h%sh » LURFiE
RAGEREE 9 SR - e —JEATH NG02 B NGO5 iR » MEFRSEURAZGE 80% HYSZHlG R
(23/29045%) TR NBM/cv.TLG2 A8 - AREEESHTEF NGO7 ~ NG20 ~ NPO2 ~ NP09 ~
cv.TLG2 Bl NBM ££ 24 {5520 e —FE > NGO1 B NGOS5 43 28 —#F » NGOI ~ NGO03 k% NG04
RN 28 =¥ - LB R ZIMBMEIR - BURSE — RSP Rraka iR (23245%) » EHS
JE#EE 100 cm > HIEEAR S 200 om - i KRR Ry 10 ~ 20 om HREER DL (22/24 &
R o HiEEARRR 20 em DL EZREBIMIR (2124 85%) - FERBI RS - RER - HEE
EAEVIERE > SWRRE AR - RSB RRI N AR S R ETE R — s R R A
MR 5 - MAAHEOSMREER - B AT A A G S ISSR BUG 50T AE 1E e S e H B e B8
#% o T9HL ISSR HRACAFAL 25 il R 73 TR RA 1R - HREREUREL NGO1 B NGO04 R 55—
#£ NPO3 ~ NPO4 ~ NPO5 ~ NPO7 Sl @iigis - Hrh X DL NGOl Bd NGO7 f &8l RoE - BB
TE{EE 0.06 - BLAREAF IR AR BOEHASH A1 » AR e E RS AL 20 138 (st S v 5384
AGEEGEHKE NG11 ~ NG16 ~ NG18 ~ cv. TLG2 fif L B mEEAHEL (GS > 0.8) Z R E R A
é o

ISSR 73 FAEGECAEE T RAPD £y E: - sufilk 7 RAPD JeH SSR AFFCAYILLERRES » AIAEIR
BT A YRR TR B AT BRI FE U 2 - R (LA o3 B SR £2 £t DNA g R 1Y
b W Rl R 2 SSR fi7EE > ISSR A il k4§ RAPD BT EEEIIN 5% » T
FEEEHY DNA FEEC - PRsSE R RIERL » AR A RSB IR BB TR - H DNA &4 »
ifi ISSR AEECAY B AR R BRI - EERERIFREE -~ PoE - &80 NREEHEAMEERE - 7
AR A2 E Bl A0 B (Souframanien and Gopalakrishna, 2004; Liu and Cordes, 2004) -
It ISSR & —FEREIEH A REE M B AT E B 722 S o3 TR0 - IR FE 8 & e AR B B PR I 92
I > Wolfe et al. (1998) LIFFHEIEUERINTGE - TE X2 FHH M Penstemon FEAFHH1GE] T 10~24
fEFERI S —Y ISSR #5250 - REFHIE FEWITE P. clevelandii (M) 588 5EACHIAMEYR - BUR ISSR 4%
L E AR T L BEST © Joshi et al. (1 2000) FEFy ISSR KEGCAEMFERRBAEHY A LRI FR IR
A H > Huang and Sun (2000) 3k ISSR 30 FT{EME] S LL B 2 B0 - RV 3 B v S
HERR YR B MBI GR - H Rl AR RS | Rt s R e (RRE
2005 ; Pereira et al.,, 2008 ) sitERHER 8% (BHEE » 2007) » EH[DL RAPD ik L - {H RAPD
S eO g AR BRI SERE - LA ISSR il AT e il B mkfe - AWESELL ISSR At/ AT
B SR R B S AR S Y AR AT AT R AR LR (Luan et al, 2006) BAETE (B 0 2004) Z753F45
R > B AT IR R AR ISSR FHERUE BHE C FER] » Ry H IR R R T [ ~ BIAC#REE -
AR Jir Ak L S R B ) PR PR RR AR o AR ST F A R AR R R B ST - S
HHER » BURIL 9 SR E 2Ry NBM/cv. TLG2 8% » WA 23R ISSR Bli%R
R HEHEERARKPCERMEZHEG ZWKE - RIRERE R — &2 - A5 HE S E 2R
15 R P BT R DU T A T DU AR M b R R 2 B TR HFRAE SO
ZRNEF IR A T MR - R SRR o AR iR —TRE - Pl ~ fE Al LA -
(A FRF 2 Ry DR R R 2 AR -
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K4 IRERE SR E R BIHER S AR L s NER LG B TR R

Table 4. The minimum set of markers for distinguishing cv.TLG2 from the rest of the evaluated lines was
derived from the polymorphic markers

ISSR807 ISSR821 ISSR826
Germplasm code Cluster
800 bp 700bp  1000bp  800bp  2000bp 1900 bp
NBM 1* 0 0 0 1 0 01
NGO1 0 0 0 1 0 1 02
NGO02 0 0 1 0 0 0 03
NGO03 0 0 1 0 1 0 04
NG04 0 1 0 0 0 0 05
NGO5 0 1 0 1 0 1 06
NGO7 1 1 1 0 1 0 07
NGO8 0 1 0 0 0 1 08
NG09 0 1 0 1 1 0 09
NG10 0 0 1 0 1 1 10
NGI1 0 1 1 0 1 1 11
NG12 0 0 1 0 1 0 04
NGI13 0 0 0 1 0 0 12
NG14 0 1 0 1 1 1 13
NG15 0 1 0 0 0 1 08
NGl16 0 1 1 0 1 1 11
NG17 0 0 1 0 1 0 04
NGI18 0 1 1 0 1 1 11
NG19 0 0 1 0 1 0 04
NG20 0 0 1 0 1 1 10
NP02 0 0 0 1 1 0 14
NPO03 0 0 0 1 1 0 14
NP04 1 0 0 0 1 1 15
NPO5 1 0 0 0 1 1 15
NPO06 0 0 0 1 1 1 16
NP07 0 1 0 0 0 0 05
NPO8 1 1 0 1 1 0 17
NP09 0 1 0 1 1 1 13
cv.TLG2 0 1 1 0 0 0 18

1 FOREEURER - 07 KRR
* “1” is the presence of the marker and “0” is for the absence.
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171 - 181 -
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Abstract

Twenty-nine napiergrass lines including cv. TLG2, strain brown mid-rib napiergrass (NBM), their hybrids
and the unknown parent lines were used to determine the genetic relationship, molecular fingerprint and
variety identification by ISSR (inter simple sequence repeat) marker in this study. The results showed that
the average genetic similarity (GS) was 0.45 for the evaluated napiergrass germplasms by 65 ISSR markers.
There was a higher GS (GS > 0.8) within the group of hybrids, i.e., NG11, NG16, NG18 and cv.TLG2, but
lines of NGO1 and NG04 possessed the lowest GS along with a group of hybrids, i.e., NP03, NP04, NP0O5 and
NPO7 (GS < 0.2). The genetic backgrounds of unknown parent lines were derived from the combination of
cv.TLG2/ NBM after cluster analysis. The genetic relationship from morphological trait analysis showed that
it was similar to the result determined by ISSR markers. Further, the results also showed that 3 sets of ISSR

markers could help distinguishing cv. TLG2 from the rest of the evaluated napiergrass germplasms.

Key words : Napiergrass, ISSR marker, Genetic relationship.
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