Figure S1.- Alignment of the predicted SfmALP1, SfmALP2 and SfSALP1 protein sequences
obtained using the CLC Genomics Workbench v8.0 software. In dark are residues predicted to
contain  N-glycosylation sites according to the  NetNGlyc 1.0 server
(http://www.cbs.dtu.dk/services/NetNGlyc/). Residues are colored according to the conservation

in all three sequences from blue (low conservation) to red (high conservation). Asterisk denotes

residue predicted to function as GPI-anchor site in SfmALP1 and SfmALP2 by PredGPI,
fragANCHOR, and GPI-SOM databases.
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Figure S2.- Alignment of the predicted SfmALP2 protein sequences in the Ben and 456 strains
of S. frugiperda. obtained using the CLC Genomics Workbench v8.0 software. In dark are
residues predicted to contain N-glycosylation sites according to the NetNGlyc 1.0 server
(http://www.cbs.dtu.dk/services/NetNGlyc/). Residues are colored according to the conservation

in all three sequences from blue (not conserved) to red (conserved).

20 40

Ben SimALP2 HIREEEENENE NEENNNARER 5o
456 smALP2 HIRENENNENE BVNNEESHURE DRENNEEDEEE REPNNVNEEE NEANNWERER so
60 80 100
| | |
BensmALP2 EHENNEREEE EESNEEEENN VNENEDENEN ENNAEERNEN EOEREEENEEE 100
456 smALP2 EHENNEREEE EEENEEAENY VNEEEDENEN ENEEEERNEN EOEREEENEEE 100
120 140
| |
Ben simALP2 BHEEEENEER NEENEENENN EENEREEENE NENECGEVEEDN NMEANENNEEN 150
456 smALP2 BNEEEENEEN VNEENENNENN HQNEDEHENE NENECEVERNN NEANEUNEEM 150
160 180 200
| | |
BensmALP2 EREEEEEENE NERENESNEE WENEDERDEE NUNNENENNEE EESEUNEENA 200
456 simALP2 EREEEENENE NERENESNAE WANEDERDAE NVENDRNNEN SEAESMNARMA 200
220 240
| |
BensmALP2 BRNNEENEEN ENDEEDNEEE ENNENGEVEE EEENEEENED SEERENEEEN 250
456 simALP2 BRNNENNEEN ENDERENEEE EENENEEVER NEENEEENNE EEERENEEEN 250
260 280 300
| | |
BensmALP2 BNEBEEENNE NENESENENE ENACEEEERE VNAENUNNEE SEVMSEEEEEE 300
456 smALP2 DUKBEEENNE NENETENENE ENESDEERRE VIEENUGNEE SEVNSEEBBREE 300
320 340
| |
BensmALP2 ENHEENEEEN HESNNVEEEE NNEENENEER ENENEENEEN EREEENEMEE 350
456 simALP2 ENHEENEEEN HEGNNVEEEE THEENENEEE ENENKENERN EREEEENEMEE ss0
360 380 400
| | |
Ben smALP2 ERNBHNENEEN RUENEEEEERN ENBEEAVERAE ENEFERREFN VUNEDESHMM <00
456 simALP2 ERNBEEEEREN RUENEEEENE ENBERKAVERAR ENRSERRSCEN VUNEBESHUM <00

Ben SfmALP2
456 SfmALP2

Ben SfmALP2
456 SfmALP2

Ben SfmALP2
456 SfmALP2

460

440

480

540

BNENREBNEA 450
NNENREBMER 450

500

|
EENEGSEEER 500

i EENERSEEEE soo



