Figure S1. Alignment of PTP2 amino acid sequences identified in A. algerae.
Corresponding proteins were incomplete in their N-terminal region. A 5’-RACE-PCR approach
allowed to identify the lacking sequence coding for the N-terminal part of PTP2c (sequence in
red). PTP2c predicted signal peptide is boxed. PTP2 proteins have a conserved C-terminal
region and a variable N-terminal region due to insertions/deletions events in repeated motifs
rich in glycine and serine residues. Identical amino acids are highlighted in grey and the eight
cysteine residues in conserved position are highlighted in black. The two sequences underlined
in black correspond to regions that were selected for the expression of recombinant
polypeptides in E. coli. Specific peptides for each PTP2 were identified by mass spectrometry
analysis and are underlined in red. This confirms the presence of the three PTP2 in the A.
algerae polar tube. Amino acids are numbered on the right. The accession number for the full-
length PTP2c is WAQ68435.1. The contig names for PTP2a and PTP2b are
KIOAQA2YO04FM1_3..1481 and KIOALA25YH17FM1:¢(216..1571), respectively and are
available under the accession number GCA_000313815.1.

PTP2c [MRKPVLLATLVFVYQSORAEYSWSSSSRSSSGGSRGGGSSGGASSGGGSGGASMSGVSSGGE 60
PTP2D o e o 0
PTP2a e e e e e 0
PTP2C SSMSFSGGSSGGASSGGSSSHGSGGSGSGSSSCGHGSGSGGGAPGKSSGSESGSGAPGGGS 120
PTP2b  mmmmmmmmmmmm e GGSGSGSGSGSGHGSGSGGGAPGG----GSGSGAPGGGS 35
PTP2a ==mmmmmmmmmmmmmm e GSGSGSGHGSGSGGGAPGGGSGHGSGSGTPGGGS 34
PTP2c GSGSGSGSGHGSGSGGGAPGGGSGNGSGSGSGHGSGSGGGAPGGGSGSGAPGGGSGGGSG 180
PTP2b GGGSGSGSGHGSGSGGGAPGGGSGNGSGAGSGNG—~—————-——~ SGSGAPGGGSGSGPG 84
PTP2a GSGPGSGSGHGSGSGGGAPGGGSDSGSGAGSGAQGGSSAGE -~~~ ——=——=————————~ 75
PTP2c SGSGHGSGSGGGAPGGGSDSGSGAGSGAQGGSSAGEGSGAKGSGSAGEGSGAQGGSSAG- 239
PTP2b SGSGHGSGSGGGAPGGGSDSGSGAGSGAQGGS SAGEGSGAKGSGSAGEGSGAQGGSSAGE 144
PTP2a ——mmm———- GSGAKG---SGSAGEGSGAQGSGSAGEGSGAKGSGSAGEGSGAQGGSSAG- 122
PTP2c ————--—--—-EGSGAKGSGSAGEGNAPEKGAEGSGOAQKPGIGQAGPGNAAAQGDSTGA 288
PTP2b GSGAKGGSSAGEGSGALGSGSAGEGNAPEKGAEGSGQAQKPGIGQOAGPGNAAAQGDSTGA 204
PTP2a ——m———————— EGSGAQGSGSAGEGNAPEKGAEGSGQAQKPGIGQAGPGNAAAQGDSTGA 171
PTP2c ANDLVALETHKALKTALNQSMANSVSPOTANEFLAGNPEENQOAVEGNWKVINEKIKQE® 348
PTP2b ANDLVALETHKALKTALNQSMANSVSPOTANEFLAGNPE@NQOOAVEGNWKVINEKIKQE® 264
PTP2a ANDLVALETHKALKTALNQSMANSVSPOTANEFLAGNPE@NOOAVEGNWKVINEKIKQE® 231
PTP2c RNKMNERKAKAEQIAKFITKPTPDKEVKKLNPNALVEOALTVMNT I IKQPRFKIDLYGSN 408
PTP2b RNKVNERKAKAEQIAKFITKPTPDK@VKKLNPNALVOALTVMNTI IKQPRFKIDLYGSN 324
PTP2a RNKVNERKAKAEQIAKFITKPTPDK@VKKLNPNALV@OALTVMNTI IKQPRFKIDLYGSN 291
PTP2c VVEIKKDGSPILLGVAESLNYNVTKMKRKRYNPLKNPTARLEFNELGSLLKQEGEIPKPK 468
PTP2b VVEIKKDGSPILLGVAESLNYNVTKMKRKRYNPLKNPTARLEFNELGSLLKQEGEIPKPK 384
PTP2a VVEIKKDGSPILLGVAESLNYNVTKMKRKRYNPLKNPTARLEFNELGSLLKQEGEIPKPK 351
PTP2c RLDEEGSELEKLSKKAQVEGEKDMBGGEDALMELNS LKRGSFNNLOQTENKKPEVTPTETT 528
PTP2b RLDP@®GS®LEKLSKKAQVEGEKDMEGG®DALMELNSLKRGSFNNLOQTENKKPEVTPTETT 444
PTP2a RLDPGSILEKLSKKAQVEGEKDMEGGEDALMELNS LKRGSFNNLQTENKKPEVTPTETT 411
PTP2c KAAEESK 535
PTP2b KAAEESK 451

PTP2a KAAEESK 418



