Supplementary material 3. Interacting residues involved in P12 and P41 binding. The

interacting positions, identity and similarity are shown in the sequences A. Pf12 vs Pv12.

Primary sequence from Pv12, the Pf12-PDB (2YMO) crystal structure and Pf12 (C6KSXO0)

reference sequence. B. Pf41 vs Pv41.

A. Pfl2 vs. Pvl2

Pvl2 M-RIAKAALCGQ-LLIWWL-SAPAEGETHTCDEFNDELSLEFDERQMTNGEQICTLKPDVL 57
Pf12-PDB =~ ———mmmmmmmmmmm—mm e m e m LTCDEFNDVYKLEFHPNQQOTSVTKLCNLTPNVL 32
Pf12-C6KSX0 MIKLSKKYCLGISFVLYILLSVCEGHKNLTCDENDVYKLEFHPNQOTSVTKLCNLTPNVL 60
KAKKKE KKKk K cek KKk ekk
Pvl12 DKVVIKCGAERKNYELLPNNCFEQVFTSKSIEDAKNAHNAHNVHNVONAQQLVEYLHGAA 117
Pf12-PDB EKVTIKCGSDKLNYNLYPPTCFE-—————-——-—-———————————————————————————— 55
P£12-C6KSX0 EKVTIKCGSDKLNYNLYPPTCFEEVYASRNMMHLK-—--=-—-——————-———— KIKEEFVIGSS 105
ckk Kkkk e e Kkek K Kk
Pvl12 ATVKRKQKETNADEKKSYDDVSFRVPPNLEKEQKALYCVCONKAKIRVRKRSGEE-YDKE 176
Pf12-PDB ~  ———mmmmmmmm— - INEVSFRIPPNMMP-EKPIYCFCENK---=-=-—-——————-——— KD 82
P£12-C6KSX0 MFMRRSL------ TPNKINEVSFRIPPNMMP-EKPIYCEFCENKKTITINGSNGNPSSKKD 158
cekkk ke Kk k. ck s kK K akk * .
Pvl2 IFNLGIIEVLIPSLPKKIDGCDFTKNTSPLEFTKGYDANFY --KTIENKDDVICKVKATEG 234
Pf12-PDB IINRGIVEIIIPSLNEKVKGCDFTTSESTIFSKGYSINEIS-—---— NQODIVCTVKAHAN 137
Pf12-C6KSX0 IINRGIVEIIIPSLNEKVKGCDEFTTSESTIFSKGYSINEISNKSSNNQQDIVCTVKAHAN 218
Kok Kkake okkAK ke KKKKK K ekekkKk_ Kk Kok ok Kkk
Pvl2 KLIGFKCPADYAIEPEECFLOGFNLSGKKEQLRTKIELTDLVMDHYNKIFYARVPQRIYQ 294
Pf12-PDB DLIGFKCPSNYSVEPHDCFVSAFNLSGKNENL---LKLTNIIMDHYNNTFYSRLPSLISD 194
Pf12-C6KSX0 DLIGFKCPSNYSVEPHDCEVSAFNLSGKNENLENKLKLTNIIMDHYNNTFYSRLPSLISD 278
LKk kkkk ke ek o kk ckke kAR KKK K.k cekke s akkkkke Kkokek K
Pvlz NMHFFCACVLEEKRLVAH-FEFATTPDDONSVSEPRAANVLOGRSAGSAAF---GPGPFL 350
Pf12-PDB NWKFFCVCSKDNEKKLVFTVEASISSA-——-—————————————————————————————— 221
Pf12-C6KSX0 NWKFFCVCSKDNEKKLVFTVEASISSSNTKLAS--R-DNTYQDYISNSSFLTLSSYCAFI 335

Pvl12
Pf12-PDB
Pf12-C6KSX0

* e kkk K IR *

LLLLSGVLFFIM 362
———————————— 221
TFIITSFLSFIL 347

Identity: 37%
Similarity (BLOSUM62): 56%

X

Interaction positions are highlighted in blue



B. Pf4l1l vs. Pv4l

Pf4l
Pv4l

Pf4l
Pv4l

Pf4l
Pv4l

Pf4l
Pv4l

Pf4l
Pv4l

Pf41
Pv4l

Pf41l
Pv4l

Identity:
Similarity

MKGVI-FCLVVLLWRQAWVSSKSHKCDFTKEKYLLSGEKEVSCEIDANPSDDITFICPNK
MKRLLLLALLHLVRQQLPAHAEEHICDFTKEKYLLGKNEKEYCVVNAKPFDSVTEFICPKK

kK ee e ke ke oKk ek kkkkKkkkkkok o .. Kk e ek ek ok ekkhkkhkkkh ok

IDSLCFHTVNISKNINQN---KSTMSIQDLLYGSVVYGNTLFISPYVRTNTPFYCFCNLD
IGAQCEFONVNTLDDISADKMESSKLSIDVLLYGSTLYGDTLLISPTVKQSTTEFYCEFCNLQ

ke kke kX ek s LK akke kkkkk | skkekkakkk ke Kk KXKKAKK .
TVTIQKFLKINRFLKDDDELSEADVMK--HLK------ GGNVSEAQADEYLNKALNRFKK
MEDLKKYLKKRRLTKEKENAKKKSTVNVNDLKNADEDMEVVVPEKQIDEHLVRALYRVKK

sk ekk ke ke e e e Lxok X ok K kK ek s kK KKKk

MKDLSKEFEFNDQADNTTKLNL--PKSLNIPNDILNYDVYNSSNNRNDIVVKDEVTNKQIIS
IRNIIEREKNKGEGDKSTNQEDEEELVIEEE ———————— QEEEDGEGDEEDESKVEKIIT

* L B . sk sk,

KRGIMSVEFVRSNNNVIKGCDEFGNNNKNYFSHPISVAGKVNNKVCKIQGKPGELVGEFKCAF
KYGIMKVVVSTNNTITKGCDFGNNVVNYFSKPYPVERYGGSKVCRIEAKPGEFVGEFKCIY

Kk kkk ok k ekk . kkAkkkhkkk *kkk ok * hhkkoeke Khkhkkokkkhkik

EENGKVEPPNCFDQVLHKNKVTDLKTLIPGYASYTNKHSSKYPYYLKIPHEVNEQYTIQC

DNQGTVEPHNCFEDKVFYEGKETDLQTLMPGYISYGNKQKGKYAFYLKLPHFVQHSYTVQC
cak kkk kkkkekess ok kkkakkakkk KKk Ak KK kKK kKKK kKKK

KCKSNNS-ONEYTFELDIQPGESEVVLNSFKTS 378

KCRSTVHQYDDYVFELAVEGGESDIVAKSFQE- 384
Kk ek sak KKk e a kkks ek skks
43%

(BLOSUMG62) : 60%

Interaction positions are highlighted in blue
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