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A simple system for developing the microsatellite markers using
RSE-PCR and pyrosequencing
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DNA molecular markers were widely utilized as powerful tool in breeding, genetics,
and ecology. Among these markers, microsatellite marker is highly variable, and
possesses a large quantity of genetic information. Constructing a new system, a next
generation sequencer (pyrosequencing) was introduced to gain the huge sequences of
microsatellite regions in genomes. The new system showed the possibility for a simple
and inexpensive microsatellite development.
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AAAC| AACAAACAAACAAACAAACAAACAAACA |66.7

Primer sequence Ta

AAAG| AAGAAAGAAAGAAAGAAAGAAAGAAAGA | 60.0

ACAG| GACAGACAGACAGACAGACAGACAGACA |70.1

ACAT | ACATACATACATACATACATACATACAT 60.9

AGAT | AGATAGATAGATAGATAGATAGATAGAT 59.0

AGTG| TGAGTGAGTGAGTGAGTGAGTGAGTGAG | 70.9

AAC | AACAACAACAACAACAACAACAAC 65.0

AAG | AAGAAGAAGAAGAAGAAGAAGAAG |60.0

ACC | CACCACCACCACCACCACCACCAC 70.9

ACG | GACGACGACGACGACGACGACGAC 70.9

AGC | CAGCAGCAGCAGCAGCAGCAGCAG 66.9

AGG | GAGGAGGAGGAGGAGGAGGAGGAG | 60.0
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F:TTGGATTGGTATCTGTCCCATT

PK701 | R . TGCCAAAGTGGTTTATGGTTC

F:ATATAATTGGGAATTTAGGGGGAC

PK704 R:TGCACCAATGTGTGTAATCGAA

F:GGCCTAGTTTAGAACCTACAGC

PK815| p. AATATGTAAGTCATGGAATTGTGCGAT

F:AGTCATAGTACACTCCAAGGCTTA

PK827 R:GCGAATTGATTGACTCCATTGCTT

F:TCACAACCCTGTCAGACATCG

PK830| p. ACAAGAAGATGATTGTCTTATGCTA

F:ATCAATTCATTGGAGCTTGGG

PK832 | R . GGCAGAAAACAAGATTAAACTTCA

F:AAAACCTTACTTAGTCAAACCCTC

PK836| . AAAGGACTCTCGACATAAACGTG

F:GGAGCTCATGTTATTGAAAATCCTT

PK838 | R TGGCAACATACATGAACTATGCATT

F:.TATGTGCGTGTGTTTAATGGTTT

PK840 | ¢ T CGATTTATTTGACAGGTCTGG

F:GATCTATGGATGTTGCAGTATATACA

PK707] R.CTTCCACAACTCAAAACTATGGC

F:ACACACAAAACCTTTTATAGGCAT

PK708 | p. ATCGTTCTAATTGTCGCATATCGG

F:ATCAATCATCGTCAACTATGCACA
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R:TGACCATGATTCACAATGCTCGAT
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F:GGAAATAATCCTTCTCTCGCCTCC

PM504| . AGCCTCAAATCTGTTTAAGTGAC

F:AATTTTTGAAGACATTGAACTCAT

PMS091 1. GCACACAATAGATTTGGAAACCTC

F:TACTAAGACACCTTCGTTGGGGCTA

PM510| ¢.cAAAGGGTCTCCATTATTTTACTCA

F:CTTGTCGACCTAGCAAACTAGCC

PM514 R:CAAGGTACTTTCTCATTATTCTTTCCTCAT

F:AGCCTCTCGTCAATGTTTACTTAAGTGG

PM318| & AAAGCAAGCTCAATTTTTAAACTTC

F:TTTCCCCGATGCGATAATGAAGCTC

PM522 R:AGCAGTATAGCAACGAAACCTT

F:CTCCCTCGAAAGTCTTATAACACCT

PM526| R ATATGTCCTTACAGGCTCAATGCAA

F:CAGAGGAACTTTGCCTACGTGCTT

PM530| . A ATAGGTTTCATGGGTACCAAGTGT

F:CATTAGCAAGCTGAGACCCTG

PMS35| @ TTGGCACAACATTGTATATGAACACA

F:ATACGAAATTGCACCATGGATTGCT

PMS191 ¢ .CCACAGAAGATTAATTCGTGTAGGCAAG

F:GTCTGTTCATAAGAATTTGACCATTCAAGA

PM541 R:AGTTCCTCTACACTTGGAATTGTGG

F:TCATTACAAGTGCAAGGATTCCCTC

PM525| p.CGCTCATATAAGTTCTCATGCACTCC

F:GGACCTACGAATCCTTGTGACT
PM538

R:ACATAAAAGAGATAGGCTACTCATTCCC
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