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Figure S1. Structure analysis of those novel BRICHOS-related peptides from H. filiformis. Spatial 
structures of the peptides were modelled using the AlphaFold algorithm (ColabFold server 
https://colab.research.google.com/github/sokrypton/ColabFold/blob/main/AlphaFold2.ipynb). 
Accuracy of the predicted structures (predicted local distance difference test (pLDDT)) is not 
indicated. The top ranked models, according to pLDDT scores, were visualized by the PyMOL 
software and presented as predicted spatial structures. β-Hairpin motif sequences are marked 
with bold.  
  



 

Figure S2. MALDI-TOF MS analyses of the obtained peptides HfBRI-25 and HfBRI-28.  

  



 

Figure S3. Accuracy of the predicted structures (pLDDT) for both peptides HfBRI-25 and HfBRI-
28.  

  



 

Figure S4. RP-HPLC and MALDI-TOF MS analyses of the tryptic digests of HfBRI-25. The 
experimentally measured monoisotopic [M+H]+ values of the major RP-HPLC fractions pointed 
by the numbers (colored in blue) matched well the corresponding calculated values (colored in 
red). 

 



 

Figure S5. Stability of HfBRI-25 in serum (RP-HPLC and MS data). (A) RP-HPLC profiles (Abs 
214 nm) of fractions containing HfBRI-25 and its shortened 23-residue form after 0, 1, 3, and 24 h 
incubation in 25% buffered human serum. Fractions containing mixed target peptides (HfBRI-25 
("a" form) and its shortened 23-residue "b" form) are marked with grey arrows. (B) MALDI-TOF 
MS analysis of the target RP-HPLC peaks containing HfBRI-25 and its shortened 23-residue form 
after 0, 1, 3, and 24 h incubation in 25% buffered human serum.  

  



Table S1. A list of predicted non-BRICHOS-related AMPs from the H. filiformis RNA-seq data 
Predicted AMP # Sequence 

1 LISGMRGLGVEIAKNVILAGVKSVTIHDTGN 
2 GRVEKFIQKSERRIFTNFH 
3 YVPKVVGLYTVTVTYGGKPIKKSPFKVEVSLAFDSSKVYATGRG 
4 LDIWDKVHEALHTLIKLAKKGLTAKHS 
5 LVTNPKRVQTGIDKKACNCLLLKVN 
6 LWEIGKIIGQMWR 
7 RALVTAVHSVPGVASLPAGSIKAALTVVQRYPQCLGYNWGP 
8 RHIKIWFQNRRMKWKK 
9 LSVKVAPTIFGTVTK 

10 EAAPLARGASNLSKRASTITKKASTLTKKA 
11 RGASNLSKRASTIAKKASTLTKKASLAKQA 
12 LVMERKWMIRARHIAGK 
13 FTKNCIVLFPGHPIVHGRENSARGFRNLTDLF 
14 AVTPKVATKDSKKPS 
15 GKHITGLQMGSNKGASQAGTGFGRPRQV 
16 RKYRNAHKRKLQKKEYRNLQKIVPSVAEKS 
17 EHGRRLERLAKGFFPSSEKACPAFLRHK 
18 KLLRLQRKIAQQKRKKY 
19 LSRNYRKRIERLKKLKKKRPAVRW 
20 GLARGLHECAKALDK 
21 VKLKRKAKALISRMKSNISK 
22 LAGVTKSLQDLASRFAGL 
23 MAKTILKRLFRVYAHIY 
24 GSGPVRSSCLRGSSHSPSAVHHCISEAIHKQ 
25 IRGKSQSVKSPVKGKLPSIRTSPVKGETSYVKNNP 
26 FFQTSWNKLGNEDRQCLKGMKTKGARFGTAL 
27 GFGSALFSIGRKLIPKILP 
28 TTILQSVGKQFAKNIFGILQSIKAREEGS 
29 RLLTRIVKFIWRFVRRL 
30 GCRQALGRARRRLRNLGRW 
31 IKVGINGFGRIGRLV 
32 EDLKKIIQKIKSHYK 

 
 
 


