Plasmid

Oligonucleotides

Sequence (5°-3°)

Orf-32-phi80alpha-18mS

ACGCGTCGACATTATGGCAGGTCAAGTTGTCTATAAATAT
GAGGAGGAATAGGAAAATGGATTATAAAGATCACGATGG

pJP821 ATGGATTATAAAGATCACGATGGCGATTATAAAGATCACG
pJP1111  Orf-32-phi80alpha-17m ATATCGATTATAAAGATGATGATGATAAAATGACTAACACA
pJP1113 TTACAAGTAAAAC
Orf32phi80alpha-2cB CGCGGATCCTCACCAAAACCTCCTTGACTC
Orf-32-ohis0aloha-18ms ACGCGTCGACATTATGGCAGGTCAAGTTGTCTATAAATAT
P P GAGGAGGAATAGGAAAATGGATTATAAAGATCACGATGG
ATGGATTATAAAGATCACGATGGCGATTATAAAGATCACG
pJP813 orf25-phi11-35m ATATCGATTATAAAGATGATGATGATAAAATGACTAACACA
TTACAAGTAAGG
Orf25phi11-5cB CGCGGATCCCTTGACTCGATCTAAGATGTC
Orf-32-ohi80aloha18mS ACGCGTCGACATTATGGCAGGTCAAGTTGTCTATAAATAT
P P GAGGAGGAATAGGAAAATGGATTATAAAGATCACGATGG
ATGGATTATAAAGATCACGATGGCGATTATAAAGATCACG
pJP1657  dut-ED133-3xflag-1m ATATCGATTATAAAGATGATGATGATAAAATGACTAACATC
CTACAAGTG
dut-ED133-2cB CGCGGATCCCTTGACCTTATCTAATATGTC
Orf-32-ohi80aloha18mS ACGCGTCGACATTATGGCAGGTCAAGTTGTCTATAAATAT
P P GAGGAGGAATAGGAAAATGGATTATAAAGATCACGATGG
ATGGATTATAAAGATCACGATGGCGATTATAAAGATCACG
pJP1658  Orf-32-phi80alpha-17m ATATCGATTATAAAGATGATGATGATAAAATGACTAACACA
TTACAAGTAAAAC
dut-BlI-1cB CGCGGATCCTAACACTCCGCTACTTCCGAAGCCTTTTTC
PjE]ggg Orf32-phi80alpha-12mB CGCGGATCCATGACTAACACATTACAAGTAAAAC
P
pJP1655 ]
pJP1656  Orf32-phigoalpha-13cS ACGCGTCGACTCTTTACACTCCGCTACTTCC

*Underlined is shown the sequence recognized by the restriction enzymes used.

SaPl inducers
(PCR amplification)

Oligonucleotides

Sequence (5°-3°)

dut 80a Orf32-phi80a-1mS

Orf32- phi80a-2cB

ACGCGTCGACGAACTTGATGAAACAGTAGGG
CGCGGATCCTCACCAAAACCTCCTTGACTC

ORF15 80a Orf15-phi80a-7mB

Orf15- phi80a-8cK

CGCGGATCCTAATTAACTTAGTCATGAGATGG
CGGGGTACCTTCAGTCATGTTCTACCTCC

sri 80a Orf22-phig0a-4mB CGCGGATCCAAGTAAGAGTAATCGGAGACG
Orf22- phig0a-5cE CCGGAATTCCTTTCGGCAATTTTTAACACTCC
sri 55-2 Orf103phi55-8m GATACGATCATAACTATTTGG
Orf103phi55-9c¢ GCAAGTTTTTGGATAAATAGG
sri $55-3 Orf103phi55-6m TGAGGATTCTAAAGGTTTTCC
Orf103phi55-7¢ TTTCTCTTGGTCTCCGTTTGC
Flanking divergent ~ Orf103phi55-5m ACATCATAACCAGCAACATGC

region $55-2¢ / 55-3 1 03-phi55-1c

CTTAATATTCGACGATAGCGG




Southern blot  Oligonucleotides Sequence (5°-3°)

SaPlbov1 SaPlbov1-112mE CCGGAATTCAATTGCTGAGGCAAAACTTC
probe SaPlbov1-113cB CGCGGATCCTAATTCTCCACGTCTAAAGC
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