Supplemental figure 1 — Clustal alignment of the Hemolysin-domain containing protein with
other hemolysin-like secreted salivary proteins from T. infestans. The symbols above the

alignment indicate: (*) identical sites; (:) conserved sites; (.) less conserved sites.
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Supplemental figure 2 — Clustal alignment of members of the Hemolectin family protein. The D.
maxima protein is indicated by Dm-385. The remaining sequences are named with the first three
letters from the genus name followed by two letters from the species name and by their NCBI
protein accession number. Only the carboxy-terminal region is shown. The symbols above the

alignment indicate: (*) identical sites; (:) conserved sites; (.) less conserved sites.
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Supplemental figure 3 — Clustal alignment of a predicted sequence from a contig of D. maxima

library with similarity to a secreted Histidine rich peptide precursor. The symbols above the

alignment indicate: (*) identical sites; (:) conserved sites; (.) less conserved sites.
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Supplemental figure 4 — Clustal alignment of a predicted sequence from a contig of D. maxima

library that showed similarity to a larval cuticle protein. The thick bar indicates the chitin-binding

domain region. The symbols above the alignment indicate: (*) identical sites; (:) conserved sites;

(.) less conserved sites.

Dm-850
CULQU_170068823
HODSJ_58430712
TRICA_91087409
TRICA 91076764
TENMO_ 1706194
LOCMI_59799333
LOCMI_ 74778856 -
PEDHU_242020384
ANOGA 57905764
PAPXU_183979321
BOMMO_223671236
AEDAE 157124176

APIME 110764439 -
NASVI_156548074 -

DROSE_195344045
DROER_194899117

Dm-850
CULQU_170068823
HODSJ_58430712
TRICA_ 91087409
TRICA 91076764
TENMO_1706194
LOCMI_59799333
LOCMI_74778856
PEDHU_242020384
ANOGA 57905764
PAPXU_183979321
BOMMO_223671236
AEDAE 157124176
APIME 110764439
NASVI_ 156548074
DROSE_195344045
DROER_194899117

Dm-850
CULQU_170068823
HODSJ_58430712
TRICA_ 91087409
TRICA_ 91076764
TENMO_1706194
LOCMI_59799333
LOCMI_74778856
PEDHU_242020384
ANOGA_57905764
PAPXU_ 183979321
BOMMO_223671236
AEDAE 157124176
APIME 110764439
NASVI_156548074
DROSE_195344045
DROER_194899117

LFVFAAFVAVARAGAPLGYAAAPAFGYAAAAPAYGYATPAVHAAPATSYAAPATAKVAAPATSYAAPTAKAVAPVAYAAPVAKAVVAEP

rvvr.snn.n.mrvsnmlnsl APT; - - -AFAAPAFAAPIARYAAPVAVAHAAD - - - -VVAHAAPVAVAD- - - -
-¥AAPFARAAVAA - - - - PVAVAK -[IVVAD- - - -

AAPAYAAPLARYAAPVARAYAAP- -

LGAPAWAPGAP
PAPAPAVY -A
mpwnunuﬂkmvmz\mvvnpenp

FVAFAALIAVARAGLIASPAV P-----
FVILACLV. GLLPAAPVA¥SAA
FVVLACLVAV. PVA(

-AAP; SAP - - -TAKVAV

FLSFFALVAVASAGVVDVG- -¥SAPLE¥AAPVATKVL - - - -AAPVVEKEVVAD- - - -
FIALAALVASANAGFISEEP PSVPLAPLAAAPVAKAVVATPVAKAVVAKAVDADF
FVVLAAFVACANAGAL- - - - -LPAAPVLRAAPLANA- - - - - - - - APIAK

FIALFAL Lp--- -v0Q DAV - DVAVAHAQPVLAKAA
FIALFAL: T - - - - - oo eeeeeeaeas VQO! PAV. - - - -PVAVAHAQPVLAKAA

VAAPVVAKVAAP;

VVKAR P--
SGASVHAAPAVIKIVAPAVVAHAARA

PAV
- -PVAKIAAPV. P-A
-APVAKVAAPL

P- AMPVAVA
PIAAPVPAPAVPAGHVRETVAAPAVAA
Q KAVVAA

PALKTVVAAP,
PAYAKALADY.
DAV,
APAVARVAADPVAYAAP-
- - -AVVAAP----- A-

P APELIH-- -
PAYAGPAFAAPAFAKIFF
PAVAYHH- - -

PAVAYHH- - -

'AAPVA PAV.

117
218
151
255
197
134
185
200
200
204
193
178
191
216
229
199
199



Supplemental Table 1. Identification of Proteins of Dipetalogaster maxima Saliva by Peptide Mass

Fingerprinting
Mol. Mass (kDa) " Isoelectric Point ?
Accession number Coverage
Spot * Identity °  (cDNA library) © Score ° (%) ° Exp. _ Theor. Exp. __ Theor.
1 Apyrase Dm-68 74 > 48 31 94.4 25.0 4.8 4.8
2 Apyrase Dm-68 53 >48 17 94.0 25.0 5.0 4.8
3 Apyrase Dm-68 70> 48 26 95.7 25.0 51 4.8
4 Apyrase Dm-68 49 > 48 16 95.0 25.0 5.2 4.8
5 Lipocalin Dm-96 68 > 48 28 83.1 17.7 7.6 5.2
6 Lipocalin Dm-96 51>48 25 53.5 17.7 5.0 5.2
7 Lipocalin Dm-105 84 > 48 42 44.6 16.0 5.9 5.4
8 Lipocalin Dm-45 60 >48 24 43.3 19.8 6.6 6.9
9 Lipocalin Dm-272 95> 48 46 425 17.6 8.4 7.7
10 Lipocalin Dm-270 77 > 48 29 40.0 17.3 8.4 7.7
11 Lipocalin Dm-270 129 >48 50 38.5 17.3 8.4 7.7
12 Lipocalin Dm-96 61> 48 31 33.6 17.7 5.0 5.2
13 Antigen-5 Dm-124 53> 48 18 31.1 28.3 8.4 8.6
14 Antigen-5 Dm-124 88 > 48 38 31.4 28.3 8.6 8.7
15 Antigen-5 Dm-124 136 >48 38 30.4 28.3 8.2 8.6
16 Antigen-5 Dm-124 58 > 48 14 30.4 28.3 8.4 8.6
17 Antigen-5 Dm-79 80> 48 46 30.0 21.2 8.6 8.5
18 Lipocalin Dm-105 60 > 48 28 28.7 16.0 5.9 5.4
19 Lipocalin Dm-75 58 > 48 34 27.3 14.9 5.9 5.2
20 Lipocalin Dm-78 90 > 48 31 25.7 18.1 7.0 6.6



Mol. Mass (kDa) "

Isoelectric Point®

Accession
number Coverag

Spot ® Identity °  (cDNA library) ° Score ° e (%) ° Exp.  Theor. Exp. Theor.
21 Lipocalin  Dm-99 97 > 48 48 25.7 14.3 9.4 8.9
22 Mixture  Lipocalin D™ 159 196 >48 o 250 1% 9.5 o
23 Pallidipin  Dm-1049 72> 48 40 24.6 20.3 6.8 6.5
24 Pallidipin  Dm-1049 66 > 48 33 241 20.3 7.0 6.5
25 Pallidipin  Dm-1049 85> 48 32 24.3 20.3 7.2 6.5
26 Unknown M_ASB-722_FR2 52> 48 13 24.2 31.8 8.4 10.4
27 Lipocalin  Dm-346 118 >48 47 23.8 20.2 8.8 8.7
28 Mixture Ez'c'jgﬁii: '\D"r;]'f‘fsB'm”—Fm 116 >48 ;g 23.0 ?g:;‘* 7.0 2:2
29 Lipocalin  Dm-49 261 >48 68 23.0 20.2 8.4 8.1
30 Lipocalin  Dm-346 70 > 48 35 225 20.2 8.8 8.7
31 Lipocalin  Dm-240 65> 48 28 22.0 17.9 6.7 7.0
32 Lipocalin  Dm-270 175 >48 43 21.5 17.3 8.5 7.7
33 Lipocalin  Dm-270 95> 48 26 21.5 17.3 8.8 7.7
34 Lipocalin  Dm-96 70 > 48 35 221 17.7 5.0 5.2
35 Lipocalin  Dm-270 122 >48 43 21.2 17.3 7.7 7.7
36 Lipocalin  Dm-96 64 > 48 40 20.6 17.7 5.0 5.2
37 Lipocalin  Dm-96 89> 48 40 20.7 17.7 5.3 5.2
38 Lipocalin  Dm-171 68 > 48 36 20.3 8.2 6.2 8.6
39 Mixture  Lipocalin gm%s 102 >48 gg 20.4 1168:(3) 7.0 22
40 Mixture  Lipocalin Bmg% 158 >48 gg 20.0 123 7.7 g;



Mol. Mass (kDa)f Isoelectric Point®

Accession number Coverage

Spot @ Identity °  (cDNA library) ° Score ¢ (%) © Exp.  Theor. Exp. Theor.

. . . Dm-270 45 17.3 7.7

41 Mixture Lipocalin Dm-346 131 >48 40 20.3 20.1 8.8 8.7
42 Lipocalin  Dm-96 69 > 48 33 19.7 17.7 5.0 5.2
43 Lipocalin  Dm-270 124 >48 49 18.8 17.3 7.7 7.7
44 Lipocalin  Dm-272 139 >48 46 19.4 17.6 8.4 7.7
. . . Dm-278 32 16.3 5.6
45 Mixture Lipocalin Dm-258 123 >48 57 19.8 17.7 8.8 77
46 Lipocalin  Dm-270 93 >48 26 19.5 17.3 9.5 7.7
47 Lipocalin Dm-278 94 > 48 36 19.1 16.4 9.8 5.6

# Spot numbers are indicated in Figure 2.

® Results obtained by MASCOT software against partial predicted proteins library.

¢ Accession number in predicted proteins library.

4 Probability-based Mowse score of MASCOT software. The numbers after the symbol “>” represent the minimum
statistically significant score calculated by the software.

¢ Percentage of predicted protein sequences covered by matched peptides via MASCOT.

" Experimental and theoretical molecular masses of proteins visualized on gels and calculated from amino acid
sequences, respectively.



