


















ATGGCGGCGGCCGGAGATAG
TGGGGCCTACGATTGGG[…]

AUGGCGGCGGCCGGAGAUAG
UGGGGCCUACGAUUGGG[…]

MGVPSGLILCVLIGAFFISM
AAAGDSGAYDWVMPARS[…]



TTGCCCATTAGCTGTTGTCT
TAGTTCAAGATTTTGTT[…]

AUGGCGGCGGCCGGAGAUAG
UGGGGCCUACGAUUGGG[…]

MGVPSGLILCVLIGAFFISM
AAAGDSGAYDWVMPARS[…]





TTGCCCATTAGCTGTTGTCT
TAGTTCAAGATTTTGTT[…]

MGVPSGLILCVLIGAFFISM
AAAGDSGAYDWVMPARS[…]







































>LPVGTSSGDSPK
PDYKGATTVRDLT
PENEWYVKEITGS
TKTKVIKLNWQRS
TVK

>LPVGTSSGDSPK
>PDYKGATTVR
>DLTPENEWYVK
>EITGSTKTK
>VIKLNWQRSTVK

LPVWSQRNFK𝐻𝑆 = 
𝑖=0

𝑛

𝐼𝑖𝑃𝑖 𝑁𝑏! 𝑁𝑦!























𝑦

𝑥1

𝑎

𝑏

𝒚 = 𝒂 ∙ 𝒙𝟏 + 𝒃







>LPVGTSSGDSPK
PDYKGATTVRDLT
PENEWYVKEITGS
TKTKVIKLNWQRS
TVK

>LPVGTSSGDSPK
>PDYKGATTVR
>DLTPENEWYVK
>EITGSTKTK
>VIKLNWQRSTVK

LPVWSQRNFK𝐻𝑆 = 
𝑖=0

𝑛

𝐼𝑖𝑃𝑖 𝑁𝑏! 𝑁𝑦!











𝑚𝑎𝑡𝑐ℎ 𝑠𝑐𝑜𝑟𝑒 = 

𝑗=1

𝑛

𝑥𝑗 ∙ 𝑦(𝑗+𝑖)











→ →









  







LPVWSQRNFK

✅

✅

❌



✅

❌

✅









→







iPRG 2020 study:
- 4 microbial mixes, with 

unknown sequences
- Extremely large search space
- X!Tandem
- CID ion trap acquisition






























