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Figure S1. Alignment of partial calreticulin/calnexin sequences. Amino acids are represented by one letter codes in different colors. Residues needed for carbohydrate 
binding are indicated in red boxes. Sequences containing all six necessary residues are indicated with an asterisk. 
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Figure S2. Alignment of partial legume lectin-like sequences. Amino acids are represented by one letter codes in different colors. EcorL is a legume lectin originating from 
Erythrina corallodenron, used in this alignment to compare carbohydrate binding sites. The residues necessary for carbohydrate interaction are shown in red boxes. 
Nematode lectin-like sequences containing at least four out of five key residues are indicated with an asterisk. 

 
Figure S3. Alignment of possible Ricin-B lectin-like domains. Amino acids are represented by one letter codes in different colors. The key amino acid residues (D-Q-W) 
involved in carbohydrate binding, which are repeated three times, are boxed in red. Sequences that have at least one complete D-Q-W triad are indicated with an asterisk. 
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Figure S4. Alignment of possible LysM lectins. Amino acids are represented by one letter codes in different colors. Conserved cysteine residues are marked with an 
asterisk under the alignment. The key residue involved in carbohydrate binding in an eukaryote is boxed in red [1]. The conserved key residues characterized in bacterial 
sequences are boxed in blue [2]. 
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Figure S5. Alignment of potential M-type lectins. Amino acids are represented by one letter codes in different colors. M-type lectin-like sequences are compared with a 
human alpha-mannosidase (Q9UKM7.2). Conserved cysteine residues in M-type lectin-like sequences are denoted with an asterisk under the alignment. Key residues 
necessary for mannosidase activity are boxed in red. These residues are absent in M-type lectins. 
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Figure S6. Alignment of the catalytic site of GHF18 chitinases. Amino acids are represented by one letter 
codes in different colors. The three catalytic residues (DXDXE) are boxed in blue. Sequences that do 
not contain all three key residues are marked with an asterisk. Marked sequences may be considered as 
potential chitinase-like lectins. The top sequence is a reference human GHF18 chitinase (Q9BZP6.1). 
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Figure S7. Alignment of the carbohydrate binding region of potential galectin sequences. Amino acids 
are represented by one letter codes in different colors. Only sequences containing all eight essential 
residues for carbohydrate binding are shown here. Key residues are boxed in red. 
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Figure S8. Alignment of 77 potential carbohydrate-binding C-type lectin-like sequences. Amino acids are represented by one letter codes in different colors. Sequences were 
compared with a bacterial C-type lectin domain (1K9I). Key residues involved in carbohydrate binding are boxed in red. CTLDs were considered as potentially carbohydrate 
binding if at least three out of the five key residues were conserved. 
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Table S1. Presence of genes containing C-type lectin domains or hevein-like domains in different nematode genomes. This table gives an overview for several nematodes 
of which the genome is known and indicates the number of C-type lectin domain and hevein-like domain-containing genes within each genome. Data were downloaded 
from the Wormbase-Parasite website [3]. Nematode genomes used in the main analysis are in gray. 

Species 
Genome  

Size (Mb) 
Life Style 

Number of  
C-Type Lectin Domain 

Containing  
Genes 

Number of 
Hevein-Like 

Domain 
Containing 

Genes 

Phylogenetic  
Cluster  

(According to [4]) 
Provider Reference 

Acanthocheilonema viteae 77 Animal parasitic 14 0 8b Blaxter laboratory at University of Edinburgh 
Ancylostoma ceylanicym 313 Animal parasitic 72 2 9b Cornell University [5] 
Ancylostoma duodenale 333 Animal parasitic 76 3 9b Mitreva laboratory at the Genome Institute of Washington University
Ancylostoma caninum 466 Animal parasitic 81 2 9b Mitreva laboratory at the Genome Institute of Washington University [6] 

Angiostrongylus costaricensis 263 Animal parasitic 8 0 9c Parasite Genomic group at the Wellcome Trust Sanger Institute 
Angiostrongylus cantonensis 253 Animal parasitic 7 0 9c Parasite Genomic group at the Wellcome Trust Sanger Institute 

Anisakis simplex 126 Animal parasitic 34 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Ascaris lumbricoides 317 Animal parasitic 29 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Brugia pahangi 91 Animal parasitic 13 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Brugia timori 65 Animal parasitic 10 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Caenorhabditis sinica 132 Free living 399 6 9a Blaxter laboratory at University of Edinburgh [7] 
Caenorhabditis japonica 166 Free living 104 6 9a Washington University [7] 
Caenorhabditis brenneri 190 Free living 264 5 9a Washington University [7] 
Caenorhabditis tropicalis 79 Free living 221 5 9a Washington University [7] 
Caenorhabditis angaria 106 Free living 261 3 9a California Institute of Technology [8] 
Caenorhabditis briggsae 108 Free living 160 3 9a Sanger Institute [9] 
Caenorhabditis remanei 145 Free living 235 2 9a Washington University [7] 
Cylicostephanus goldi 173 Animal parasitic 30 0 x Parasite Genomic group at the Wellcome Trust Sanger Institute 

Dictyocaulus viviparus 169 Animal parasitic 7 1 9B Blaxter laboratory at University of Edinburgh [10] 
Dirofilaria immitis 88 Animal parasitic 20 0 8b Blaxter laboratory at University of Edinburgh [11] 

Dracunculus medinensis 104 Animal parasitic 23 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Elaeophora elaphi 83 Animal parasitic 13 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
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Table S1. Cont. 
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C-Type Lectin Domain 
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Phylogenetic  
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(According to [4]) 
Provider Reference 

Enterobius vermicularis 150 Animal parasitic 80 1 8a Parasite Genomic group at the Wellcome Trust Sanger Institute 
Gongylonema pulchrum 322 Animal parasitic 24 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Haemonchus contortus 370 Animal parasitic 87 1 9b Parasite Genomic group at the Wellcome Trust Sanger Institute [12] 

Haemonchus placei 259 Animal parasitic 34 1 9b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Heligmosomoides polygyrus 561 Animal parasitic 36 0 9b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Heterorhabditis bacteriophora 77 Insect parasitic 15 1 9b Mitreva laboratory at the Genome Institute of Washington University [13] 
Litomosoides sigmodontis 65 Animal parasitic 17 0 8b Blaxter laboratory at University of Edinburgh 

Loa loa 96 Animal parasitic 15 0 8b Institute for Genome Sciences at the University of Maryland [14] 
Necator americanus 244 Animal parasitic 49 1 9b Mitreva laboratory at the Genome Institute of Washington University [15] 

Nippostrongylus brasiliensis 294 Animal parasitic 30 1 9b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Oesophagostomum dentatum 490 Animal parasitic 76 1 9b Mitreva laboratory at the Genome Institute of Washington University

Onchocerca volvulus 96 Animal parasitic 17 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute [7] 
Onchocerca ochengi 112 Animal parasitic 13 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Onchocerca flexuosa 86 Animal parasitic 10 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Panagrellus redivivus 65 Free living 134 1 10b California Institute of Technology [16] 
Parascaris equorum 185 Animal parasitic 10 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Parastrongyloides trichosuri 42 Animal parasitic 29 1 10b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Pristionchus pacificus 172 Free living 151 2 9a Max-Planck Institute for Developmental Biology [17] 

Pristionchus exspectatus 177 Free living 116 1 9a Max-Planck Institute for Developmental Biology 
Rhabditophanes kr3021 47 Free living 34 1 10b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Romanomermis culicivorax 323 Insect parasitic 25 0 2a University of Cologne [18] 
Soboliphyme baturini 218 Animal parasitic 4 0 2a Parasite Genomic group at the Wellcome Trust Sanger Institute 

Steinernema scapterisci 80 Insect parasitic 295 2 10a California Institute of Technology [19] 
Steinernema carpocapsae 86 Insect parasitic 187 2 10a California Institute of Technology [19] 
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Steinernema feltiae 83 Insect parasitic 241 1 10a California Institute of Technology [19] 
Steinernema monticolum 89 Insect parasitic 291 0 10a California Institute of Technology [19] 

Steinernema glaseri 93 Insect parasitic 162 0 10a California Institute of Technology [19] 
Strongyloides venezuelensis 52 Animal parasitic 28 1 10b Parasite Genomic group at the Wellcome Trust Sanger Institute [20] 

Strongyloides ratti 43 Animal parasitic 27 1 10b Parasite Genomic group at the Wellcome Trust Sanger Institute [20] 
Strongyloides stercoralis 43 Animal parasitic 27 1 10b Parasite Genomic group at the Wellcome Trust Sanger Institute [20] 
Strongyloides papillosus 60 Animal parasitic 31 0 10b Parasite Genomic group at the Wellcome Trust Sanger Institute [20] 

Strongylus vulgaris 291 Animal parasitic 32 1 9b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Syphacia muris 99 Animal parasitic 52 1 8a Parasite Genomic group at the Wellcome Trust Sanger Institute 

Teladorsagia circumcincta 700 Animal parasitic 93 2 9b Mitreva laboratory at the Genome Institute of Washington University
Thelazia callipaeda 75 Animal parasitic 11 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 

Toxocara canis 300 Animal parasitic 27 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Trichinella spiralis 66 Animal parasitic 9 0 2a Mitreva laboratory at the Genome Institute of Washington University [21] 
Trichinella nativa 49 Animal parasitic 7 0 2a Mitreva laboratory at the Genome Institute of Washington University
Trichuris muris 84 Animal parasitic 6 0 2a Parasite Genomic group at the Wellcome Trust Sanger Institute [22] 
Trichuris suis 64 Animal parasitic 5 0 2a Mitreva laboratory at the Genome Institute of Washington University

Wuchereria bancrofti 77 Animal parasitic 17 0 8b Parasite Genomic group at the Wellcome Trust Sanger Institute 
Caenorhabditis elegans 100 Free living 252 3 9a  [23] 

Brugia malayi 88 Animal parasitic 18 0 8b TIGR Institute [24] 
Ascaris suum 266 Animal parasitic 36 0 8b Davis laboratory at the University of Colorado [25] 

Globodera pallida 124 Plant parasitic 22 0 12b Parasite Genomic group at the Wellcome Trust Sanger Institute [26] 
Meloidogyne hapla 53 Plant parasitic 29 0 12b Plant Nematode Genomics group at North Carolina State University [27] 

Meloidogyne incognita 86 Plant parasitic 57 0 12b French National Institute for Agricultural Research (INRA) [28] 
Bursaphelenchus xylophilus 75 Plant parasitic 15 0 10b Parasite Genomic group at the Wellcome Trust Sanger Institute [29] 
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