Peptide and Probe: A two-pronged approach to investigating menaqguinone binding peptides
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Background
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peptides (MBAMPs) have been reported, including WAP )/k oH v\)k;\( ;\\ MN —~° “"l\\
and MBAZ2.23 It is thought that MK acts as an anchoring 0 ’A)OL L(OHO an_ O NH T % 0PNk o M H % o
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mode of action. Our lab has previously developed chemistry 2 HN OYQOH N SHN O <~y S0 HN. 0O <y S0
to selectively modify terminal Isoprene units Iin simple /,,.(% \H NH e, ;{ T {,
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polyprenols.* We sought to further apply this w-modification OHN\/[ S0 o S 0 Ho | 0 @
chemistry to create a library of highly valuable MK-derived M L 0 o 9 7 S
probes. These probes could then be utilised to better 0 I NH© § g
understand MBAMPs and their mode of action. °$ HN}/N HN}/_
Ho O WAP-8294A2 a’ T2 socin E a2 A2

i) Na,S,0,, Et,O i) NBS, THF/H,0
H,0, rt, 10 min OO 0°C,5h .
i) Boc,O, DMAP X N i) K,CO3, THF/MeOH
THF, rt, 18 h BocO i t, 18 h o O~ "NH

MK Probe Synthesis
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Do w-modifications affect binding? e -
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