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1. UBC-31 RAPD

DNA  

Fig. 1. Ethidium-bromide-stained agarose gel of a RAPD reaction with primer 

UBC-31 of Paphiopedilum. 

 

 

 

 

 

 

 

 

 

2. rDNA 5’~3’ ETS 18S ITS1 5.8S ITS2

26S IGS ITS1~ITS2 ITS  

Fig. 2. The nuclear ribosomal DNA (rDNA) gene family is multigene family. In 

most eukaryotes, the 5’ to 3’ organization of the gene family is an external 

transcribed spacer (ETS), the gene 18S, an ITS1, 5.8S, ITS2, 26S, and 

intergenic spacer (IGS). ITS, located between the repeating array of 

nuclear 18S and 26S ribosomal DNA genes.  
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3. ITS PCR  

Fig. 3. The ITS region of rDNA in Paphiopedilum species and hybrids. The ITS 

region was obtained from the PCR amplification of primers 18S and ITS2.  

 

 

 

 

 

 

 

 

 

 

4. ITS PCR  

Fig. 4. PstI restriction enzyme Digestion of amplified ITS region of 

Paphiopedilum species.  
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1. SRAP  

Table 1. SRAP primer sets  

forward reverse 

me1 TGA,GTC,CAA,ACC,GGA,TA 

me2 TGA,GTC,CAA,ACC,GGA,GC 

me3 TGA,GTC,CAA,ACC,GGA,AT 

me4 TGA,GTC,CAA,ACC,GGA,CC 

me5 TGA,GTC,CAA,ACC,GGA,AG 

em1 GAC,TGC,GTA,CGA,ATT,AAT 

em2 GAC,TGC,GTA,CGA,ATT,TGC 

em3 GAC,TGC,GTA,CGA,ATT,GAC 

em4 GAC,TGC,GTA,CGA,ATT,TGA 

em5 GAC,TGC,GTA,CGA,ATT,AAC 

em6 GAC,TGC,GTA,CGA,ATT,GCA 

 

 

 

 

 

 

 

 

 

 

5. SRAP me2 em2 PCR

 

Fig. 5. SRAP amplified by primers me2-em2 in Paphiopedilum species. Marker 

is a 100-bp DNA ladder. 
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6. AFLP (IRDye 800 labeled EcoRI primer: E-AGC and MseI 

primer: M-CAA) PCR  

Fig. 6. AFLP (LI-COR) fingerprints of Paphiopedilum DNA using IRDye 800 

labeled EcoRI primer: E-AGC and MseI primer: M-CAA.   
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7. ITS UPGMA

 

Fig. 7. Phylogenetic tree based on PCR amplified in ITS of rDNA among 

Paphiopedilum species and hybrids analysis by UPGMA. 
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