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F- ARSI E R

BRI E RFLP RAPD AFLP SSR SNP
Technique RE+S+H* PCR RE+PCR PCR PCR
Polymorphism D,|,R** D,l D,l Ne° of PM***
base on repetitions
Co-dominants | yes no no yes yes
Cost high low medium medium high
Reproducibility | yes no no yes yes
Knowledge of | not required | no no yes yes

the genome

Number of high high high high high
markers

available

Possibility of no no yes yes yes
automation

Work load 4-12 days 1-2 days 2-3 days 1-2 days 1-2 days
Environmental | no no no no no
influence

Multiplex low low high medium medium
30 (*)RE--*24]f#, S--transfer, H--32. & &+ &

(*)D-# 1%, |--4 » , R~ 3741 7]
(*)PM--B- 5 %

- LR2BWEFRAE2 2BF £5EY kiR




Phalaenopsis species

[k
1 |P. amabilis Phal. amabilis‘Tual Is’ ama
2 |P. aphrodite Phal. aphrodite‘ + 7%’ aph
3 |P. schilleriana Phal. schilleriana ‘Quezon’ sch
4  |P. stuartiana Phal. stuartiana‘Lcyte’ stu
5 [P. equestris Phal. equestris‘Samar’ equ
6 [P. lueddemanniana |Phal. lueddemanniana‘Quezon’ lue
7 |P. amboinensis Phal. amboinensis‘Sulawesi’ amb
8 [P. pulcherrima Phal. pulcherrima pul
9 [P. venosa Phal. venosa‘Sulawesi’ ven
10 |[P. sumatrana Phal. sumatrana‘Sarawak’ sum
11 |P. violacea Phal. violacea ‘Sumatra’ Vio
12 [P. mannii Phal. mannii‘Vietan’ man
Phalaenopsis cultivars (R
1 [SogoF1302 |Dtps. Sogo Yoshida’ SOGO F1302’ 463 | = 7-
2 |RRZF Dtps. Joy Angel Voice” Angel Voice’ 452 | =1
3 |4+~ 7€ |Phal. Zuma's Pixie’ Taida Little Cutie’ 930 | =7-
4 | & ¥ KA41731 |\Dips. Taisuco Gloria’ Taisuco K41731° 799 | & -
5 |¥&% & Dtps. Sogo Golden’ Yu Pin Gold’ 522 | # i
6 |[% & %¥ % |Phal. Brother Sweet Sugar’ An Ching Green Apple’| 500 | & 1=
7 |°F AL Phal. Join Grace’ TH.288-4 437 | v 1=
8 |~ # k52202 |Dtps. Taisuco Flourish’ Taisuco K52202’ 924 | @ -
9 [4EF T & Dtps. Gu Keng Beauty’ Jiuhbao Guifei’ 863 | v i~
10 ([SogoF1138 |Dtps. Leopard Prince’ SOGO F1138’ 279 | mi-
11 |42% 2033  |Dtps. Jiuhbao Fairy’ JB2033’ 628 | mi-
12 [SogoF1555 |Phal. Sogo Lawrence’ SOGO F1555° 758 | mLi-




# = SSR markers*>t24 B ki = e Mokl 2 #mR] 4 A 47

SSR marker Size range (bp) No. of Unique allele No. of Unique genotype PIC value

N1 142~200 2 20 092
N2 282~336 22 24 0.94
N3 135~190 24 24 0.94
N4 208~269 16 20 0.88
N5 244-288 19 21 0.93
N6 194~220 13 18 0.89
N7 1355270 21 20 0.93
N9 163~269 24 22 0.94
N10 218~290 2 27 091
V312 93~165 17 16 0.88
PHO53 141~157 5) 10 O
Pm4007 431~464 11 15 0.86
Pm4008 122~155 9 16 0.84
Pm4077 221~272 6 8 0.69
Pm6009 220~250 10 10 0.81

Pm6015 255~274 10 15 0.80




