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Table 1. Bitter gourd accessions used in ISSR-based diversity analysis.

Accession Population type and origin

HM Gau Yue (cultivar)

MH Yue Hua (cultivar)

HG Hua Liu (cultivar)

WAP Bai Ping Guo (cultivar)

TP Tsuei Fei (cultivar)

PT Bi Tsuei (cultivar)

GAP Ching Ping Guo ( cultivar)

SM Shaiu Yue (cultivar)

Hu-Nol Hualien No 1

Hu-No2 Hualien No 2

Hu-No3 Hualien No 3

Hu-No4 Hualien No 4

HMP90114 Breeding line ( from Philippines cultivar )
HMA94128 Breeding line ( from Malaysia cultivar )
HMT537 Breeding line ( from Thailand cultivar )
HMJ167 Breeding line ( from Ryukyu Islands cultivar)
HMI5173 Breeding line ( from India cultivar)
HMV2362 Breeding line ( from Vietnam cultivar )
HMS135 Breeding line (inbred)

HM3158 Breeding line (inbred)

HM4181 Breeding line (inbred)

HM421965 Breeding line (inbred)

WB5523 Breeding line (F1)

WB5581 Breeding line (F1)

HM3155 Breeding line (inbred)

HM4 Breeding line (inbred)

HMK38923 Breeding line (inbred)

WB5281 Breeding line (F1)

WB2318 Breeding line (F1)

HM37263 Breeding line (inbred)

HM37265 Breeding line (inbred)

HMU224 Breeding line (inbred)

WM Wild species ( collected from Yue Mei )
WP Wild species ( collected from Bei Pu)
WTS Wild species (collected from Chi Shani )
WTT Wild species ( collected from Ji Chi)
WS Wild species ( collected from Shin Se )
WK Wild species (collected from Guang Fu)
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Fig. 1.Amp11ﬁcat10n profiles of 6 cultivars( lines )of bitter gourd by using ISSR primers UBC889
and UBC841. M: Gene100 DNA ladder.
1:WB5281. 2:WB2318. 3:HM37263. 4:Hu-Nol. 5:Hu-No2. 6:Hu-No3.
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Fig. 2.Genetic similarity relationships based on Dice’s coefficient of similarity cluster analysis of

bitter gourd ( Momordica charantia L.) .
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Table 2. The result of 27 ISSR primers used for analyzing 38 cultivars (lines) of bitter gourd.

Primer Sequence” TNBX NPB (AVB) ¢ PB (%) Product Size (bp)
UBC 809 (AG) G 9 4 44 400-1200
UBC 834 (AG) YT 9 5 56 300-1500
UBC 836 (AG) YA 12 5 42 150-1000
UBC 835 (AG) gYC 7 1 14 200-1500
UBC 810 (GA) §T 11 5 45 200-1500
UBC 840 (GA) YT 9 2 22 300-2000
UBC 841 (GA) gYC 13 9 69 200-1800
GA+AG 70 31 (44) 44.3
UBC 818 (CA) G 6 3 50 400-1500
UBC 846 (CA) gRT 7 4 57 600-2000
UBC 847 (CA) gRC 7 2 29 500-1500
UBC 848 (CA) RG 8 4 50 300-1500
UBC 888 BDB (CA) g 8 4 50 400-2000
UBC 816 (CA) T 6 4 67 500-1600
UBC 889 DBD (AC) g 15 7 47 300-2000
UBC 826 (AC) 4C 9 3 33 300-2000
UBC 825 (AC) T 9 4 44 400-2000
UBC 855 (AC) YT 12 6 50 300-2000
UBC 827 (AC) G 10 7 70 300-2000
UBC 856 (AC) YA 12 3 25 400-1800
AC+CA 109 51 (4.2) 46.8
UBC 822 (TC) A 8 75 400-2000
UBC 844 (CT) gRC 13 43 300-2500
UBC 814 (CT) A 11 3 27 400-1500
CT+TC 32 15 (5) 46.9
UBC 851 (GT) 3YG 7 4 57 500-1400
UBC 890 VHV (GT) g 12 3 25 400-1600
UBC 828 (TG) sA 4 2 50 600-1200
UBC 830 (TG) G 7 6 86 400-200
UBC 860 (TG) sRA 6 3 50 400-1700
TG+GT 36 18 (3.6) 50
Total 247 115 46.6

“NPB : Number of polymorphic bands. AVB : Average of polymorphic bands.
'Y: (CT) R (AG) 3B: (CGT) ;D: (AGT) 5V (ACG) H (ACT)

XTNB: Total number of bands
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Table 3. ISSR primer used in bitter gourd variety identification.

Cultivar/line PNIZ Primer code”

SM 1 UBC816 ~ UBC844 ~ UBC846* ~ UBC855

PT 1 UBC830 + UBC841*

TP 1 UBC830 ~ UBC855

HM 2 UBC827+UBCS855

MH 1 UBC827

HG 1 UBC827

WAP 1 UBC809* - UBC834 ~ UBC836

GAP 1 UBC826 ~ UBCS851

Hu-Nol 1 UBC822 - UBC826 - UBC827* - UBC836 - UBC841 - UBC844 -
UBC851 ~ UBC854 - UBC856 - UBC888

Hu-No2 1 UBC827 ~ UBC836 ~ UBC854 ~ UBC856 - UBC889

Hu-No3 1 UBC814 ~ UBC822 ~ UBC830 - UBC836* ~ UBC841* ~ UBC844 -~ UBC856

Hu-No4 1 UBC822* : UBC825* : UBC827* - UBC844 - UBC846 - UBC848 -
UBC855 ~ UBC856

HMT537 1 UBC841* ~ UBC848

HMI5173 1 UBC809 ~ UBC814 - UBC816 ~ UBC844* « UBC888

HMV2362 1 UBC848 ~ UBC851 ~ UBC855*

HMP90114 1 UBC818 ~ UBC825

HMA94128 1 U BC809 ~ UBC855

HMIJ167 2 UBC830+UBC814 -~ UBC830+UBC841 - UBC830+UBC848 -
UBCS830+UBCS888 - UBCS830+UBC844 - UBC830+UBCS855
UBC827+UBC844 - UBC841+UBC822 - UBC827+UBC841 -
UBC822+UBC844

ZPNI : Primers need for bitter gourd identification

* ¢ Variety specific band produced by the primer.
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