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pMAHD, 1020 bp. (LINEAR)
Restriction analysis 07/09/2014
PDRAW32 revision 1.1.126
UNLICENSED

Rebase containing 277 enzymes.
69 enzymes match enzyme selection criteria.

AfITIT (A'CryG T)
Cuts 1 time.

Cuts at position 251.
Fragment sizes 251, 769.

AgsL

Cuts 1 time.
Cuts at position 579.
Fragment sizes 579, 441.

Apal

(TT_s'Aa)

R e e e sl

(G_GGCC'c) [Bspl20I,PspOMI]

[dcm methylated]

Cuts 1 time.

Cuts at position 462,
Fragment sizes 462, 558.

Apall (G'TGCA C) [Alw4d4I,VneI]
Cuts 1 time.

Cuts at position 231.
Fragment sizes 231, 789.

ApoI

{r'BATT_y) [AcsI, XapI]

Cuts 1 time.
Cuts at position 526.
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