Each of the four clones is in the pcDNA3.1/Hygro vector (Invitrogen), between the KpnI and NotI sites of the vector. The figure below shows the set-up of the full length AMPK alpha 1 clones, including restriction sites (XmaI and SpeI) introduced during assembly of the clone.
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The truncated alpha 1 clones are assembled identically to the full length clones, but lack the XmaI and SpeI sites (immediately 5’ to the NotI site).

The amino terminal His tag is shown in blue.

The rTEV protease cleavage site is shown in green.

Both the His tag and the rTEV site are derived from the pPROEX HTa vector (Life Technologies).

The AMPK alpha 1 start codon is shown in red. 

Met93 is shown in violet.

In the M93G variants, this codon is replaced with a GGC glycine codon.

The truncated clones end after animo acid 312 of AMPK, shown in pink.
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