
Supplementary Figure 1. Helical wheel projection of python cathelicidin-

derived peptides. Helical wheel projection diagrams created using the

synthesized amino acid sequences of ∆Pb-CATH1 (A), Pb-CATH3 (B), and

∆Pb-CATH4 (C). Hydrophobic amino acids are shown in yellow and grey.

Hydrophilic amino acids are shown in purple and blue. The size of the arrow

(↓) represents the level of hydrophobicity. The numbers correspond to the

numerical order of amino acids in the synthesized peptides.



CTGYY F FGESPPVVV LTCKPVGEEGEQKQEEGN EEEKEV EEEE- - - - - - - - - - - - - - - - Q
CTGYY F FGESPPV LV LTCKPVGEEEEQKQEEGN EEEKEV EKEE- - - - - - - - - - - - - - - - K
CTGYY F FGESPPV LV LTCKSVGN EEEQKQEEGN EEEKEV EKEE- - - - - - - - - - - - - - - - K
CTGY F F FGESPPV LV LTCEPLGED EEQNQEEE- - - - - - - EEEE - - - - - - - - - - - - - - - - K
CTGY F F FGESPPV LV LTCEPLGED EEQNQEEE- - - - - - - EEEE - - - - - - - - - - - - - - - - K
CTAY F F FGEKPPL LV LTCEAV SEEEQQEEEEEGN EEE- - KEAG- - - - - - - - - - - - - - - - K
CTGYY F FGET PPVVV L SCV PVGGV EEEEEEEEEEQKAEAEND EEV - - - - - - - - - - - EKEK
CTGYY F FGET PPVVV L SCV PVGGV EEEEEEEEEEQKAEAEND EEV - - - - - - - - - - - EKEK
CTGYY F FGET PPVVV LTCV PVGGV EEEEED EEE- QKAEV EKD EE- - - - - - - - - - - - - - - K
CTGYY F FGET PPVVV LTCV PVGGV EEEEED EEE- QKAEV EKD EE- - - - - - - - - - - - - - - K
CTGYY F FGET PPVVV LTCV PVAGV EEEEEEEEQKAEEEND EEKEV - - - - - - - - - - - EKEK
CSGYY F FD ET PPVAV LTCET VGGNEEET EEEK- - - - - - - - - - - - - - - - - - - - - - - - - - - -
C SGYY F FD ET PPVAV LTCET VGGNEEET EEEK- - - - - - - - - - - - - - - - - - - - - - - - - - - -
CTGYYY FD ERPPVVV LTCVVVAGMEEEKGEEVGKKEEEKQEEEEEKEEENQARNKEEEEK
CTGYY F L EERPPVAV LTCDT VGGTAEEEEKEKKEEE- - - - - - - - - - - - VV EKEEEEEEEK
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CTGYY F L EERPPVAV LTCHT VGGT VKEEEKEEEE- - - - - - - - - - - - - - - - - - - - - - - - - E
CTAT Y F LGEKT PVAF LDCKAVGET EEEEEEV EEKEE- - - GT EE - - - - - - - - - - - - - - - - -
CT ANY F LGEKPPMAFVTCDAV EG I EEV EEV EEKKED EEAGN EE- - - - - - - - - - - - - - - - -
C SGSSLAQPGAP I I QF SCETA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C SGT SSAQPGSP I LQ I DCDT I - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C SGF F ST EQD PAS I I I KCEEA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C SGT Y STQQEPPN LT VQCEN I - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C SASYKYQKKPQMNHVDV - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -

EED EKDQPRRVKRFKKF FRKLKKSVKKRAKEF FKKPRV - - - - I GV S I PF
EED EKDQPRRVKRFKKF FKKLKN SVKKRAKKF FKKPRV - - - - I GV S I PF
EEDQKDQPKRVKRFKKF FKKLKN SVKKRAKKF FKKPKV - - - - I GVT F PF
EED EKDQPRRVKRFKKF FMKLKKSVKKRVMKF FKKPMV - - - - I GVT F PF
EED EKDQPRRVKRFKKF FRKLKKSVKKRVKKF FKKPRV - - - - I GVT I PF
EED EKDQPRRVKRFKKF FKK I KKSVKKRVKKL FKKPRV - - - - I P I S I P F
GD EEKDQPKRVKRFKKF FKKVKKSVKKRLKK I FKKPMV - - - - I GVT I PF
ED EEKDQPKRVKRFKKF FKKVKKSVKKRLKK I FKKPMV - - - - I GVT F PF
ED EEKDRPKRVKRFKKF FKKLKN SVKKRVKKF FRKPRV - - - - I GVT F PF
ED EEKDRPKRVKRFKKF FKKLKNNVKKRVKKF FRKPRV - - - - I GVT I PF
ED EEKDQPRRVKRFKKF FKK I KN SVKKRVKKF FKKPRV - - - - I GV S I PF
- - EEEKQPKRVKRFKKF FRK I KKGFRK I FKK- - - T K I F - - - - I GGT I P I
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
KEEEEEKEEGKET EKQEEKEEEEKLKKGLKKL FKRKKV - - - - VAGYVTA
ERRD F - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C
- - - - - DQPKRVKRFAGF FQ- - - - - - - - - - - - - - - - - FV - - - - VGV SFRF
KKKKKDQPKRVKRFAGF FQ- - - - - - - - - - - - - - - - - FV - - - - VGV SFRF
EESV ERSRKR I KKRRR I RVQ I - - - - - - - - - - - - - - - - T - - - - VK I T FK I
EEEEEEEEE- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- TQGNHRVKRNG- FRKFMRRLKKF FAGGGSS I AH I K - - - - - - - - - - - LH
- SQGNRRVKRNGKVRKL LRKLKK I L PGGGS I I AHAKPVRPFHMVAARVA
- - SEEPN I VT RGRWKRFWRGAGRF FRRHKEK I - - - - - - - I RAAVD I V L S
- - DQELNR I T RSRWRRF I RGAGRFARRYGWR I - - - - - - - A LGL - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - LCY
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Supplementary Figure 2. Analysis of the sequences and structural

conservation of the region corresponding to the cathelin-like domain junction

and mature peptide of available snake cathelicidins. A multiple sequence

alignment was generated using the corresponding sequences of all available

snake cathelicidins.



Table S3. Antimicrobial activity of Python bivittatus cathelicidin-derived peptides against 

Streptococcus iniae from the agar disk diffusion method. 

Antimicrobial  

Agent 

MIC (µg/ml) 

Susceptible Intermediate Resistant 

Pb-CATH1 - - ≧32 

Pb-CATH3 - - ≧32 

Pb-CATH4 - - ≧32 

Ampicillin# 				≦0.25 - - 

Gentamicin# 				≦1 - - 
#Control antibiotics showed 22-23mm zone diameter at corresponding MIC. Because that 

CLSI susceptibility breakpoints for S. iniae is not available, the values of S. agalactiae 

for benzylpenicillin was adopted. 

 


