
 
Supplemental Material: 
Protein Sequences of PmSLP from HS causing strains isolated from NVI-Ethiopia. 
 
>NVI_HS12_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 
 
>NVI_HS11_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 
 
>NVI_HS10_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 
 
>NVI_HS7_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 
 
>NVI_HS5_Sequence_2019_partial 
MSPEWIGKEEKKYAQYSWEHTPESIPVFKLIENNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVY
YGHYLSSNDGIHPEYNFVIAFDKNREYTLKDITAEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGE
IIEVNDGSKTALFRFENTADRNPNQIVIVPERDNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDR
YYGTLFATKKDKE 
 
>NVI_HS5_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 



 
>NVI_HS3_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 
 
>NVI_HS2_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 
 
>NVI_HS1_Sequence_2019 
MKYFDTKKSLPVLCSLLITACSGGGGGNNNVPHPPVEKRTVATTQQVAAKPTPPSESLVKRVLNNSENNPPS
RESEKKASQTPPQTDSAKSTIQSTPAVIPDRTNSLTSKKGQIQMSPEWIGKEEKKYAQYSWEHTPESIPVFKLIE
NNQYKYVDDKYFTLESINLNLTKENQVKEGSYQFSLLDSGVYYGHYLSSNDGIHPEYNFVIAFDKNREYTLKDIT
AEYYNSEGFNYAISDRMKGDYIWQVGDVRLFYTNGSVHGEIIEVNDGSKTALFRFENTADRNPNQIVIVPER
DNRHGLSPRGDRMIMDMHFINGSDGEKYKYVVGHGNSDRYYGTLFATKKDKE 


