Table 1: Molecular function gene ontology (GO) terms enriched in tick cement
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Cluster GO molecular function complete AII.Ixodets Proteins Mapp.ed expected Fold Enrichment raw FDR (< 0.05)
with this GO term proteins p-value : : P-value

protein heterodimerization activity 33 ; 3 0.04 | 71.58 . 1.26E-05 1.72E-02

A protein binding 1081 9 1.37 6.56 4.52E-06 1.23E-02
binding 5333 17 6.77 2.51 . 2.96E-05 2.69E-02
unfolded protein binding 58 3 0.07 40.73 6 21F5 4.24E-02
misfolded protein binding 14 4 0.01 > 100 : 4.15E-10 1.13E-06
protein folding chaperone 17 4 0.01 > 100 8.11E-10 1.11E-06

heat shock protein binding 29 4 0.02 > 100 . 5.52E-09 5.02E-06
unfolded protein binding 58 4 0.04 > 100 . 7.44E-08 5.08E-05

ATP hydrolysis activity 96 4 0.07 60.93 5.15E-07 2.81E-04
ATP-dependent activity 426 5 0.29 17.16 6.89E-06 2.35E-03
nucleoside-triphosphatase activity 262 4 0.18 22.33 2.51E-05 6.85E-03
pyrophosphatase activity 294 4 0.2 19.9 3.91E-05 9.72E-03

8 hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides 311 4 0.21 18.81 4.86E-05 1.11E-02
hydrolase activity, acting on acid anhydrides 311 4 0.21 18.81 i 4.86E-05 1.02E-02
2-alkenal reductase [NAD(P)+] activity 141 4 0.1 41.49 2.28E-06 1.04E-03
oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor 167 4 0.11 35.03 4.39E-06 1.71E-03
oxidoreductase activity, acting on the CH-CH group of donors 193 4 0.13 30.31 . 7.70E-06 2.34E-03
structural constituent of cuticle 109 3 0.07 40.25 . 5.54E-05 1.08E-02

ATP binding 883 5 0.6 8.28 2.18E-04 3.72E-02
adenyl ribonucleotide binding 904 5 0.62 8.09 2.43E-04 3.91E-02
carbohydrate derivative binding 1238 6 0.85 7.09 9.74E-05 1.77E-02

adenyl nucleotide binding 909 5 0.62 8.04 2.50E-04 3.79E-02

C structural constituent of cytoskeleton 22 3 0.01 > 100 . 1.92E-07 5.23E-04
structural constituent of cytoskeleton 22 10 0.03 > 100 3.52E-22 9.60E-19
structural molecule activity 323 15 0.46 32.78 8.34E-20 1.14E-16
GTPase activity 164 11 0.23 47.35 3.86E-16 1.76E-13
nucleoside-triphosphatase activity 262 11 0.37 29.64 5.34E-14 2.08E-11
pyrophosphatase activity 294 11 0.42 26.41 1.80E-13 6.14E-11
hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides 311 11 0.44 24.97 3.25E-13 9.87E-11
hydrolase activity, acting on acid anhydrides 311 11 0.44 24.97 3.25E-13 8.88E-11
hydrolase activity 2457 12 3.48 3.45 6.50E-05 6.34E-03

GTP binding 194 12 0.27 43.67 3.43E-17 3.12E-14
purine ribonucleoside triphosphate binding 1072 15 1.52 9.88 2.57E-12 5.41E-10
nucleoside phosphate binding 1300 16 1.84 8.69 2.33E-12 5.29E-10

organic cyclic compound binding 3209 17 4.55 3.74 1.64E-07 2.13E-05

binding 5333 17 7.55 2.25 3.67E-04 3.46E-02

D heterocyclic compound binding 3189 17 4.52 3.76 1.49E-07 2.04E-05
anion binding 1296 15 1.84 8.17 3.74E-11 5.37E-09

ion binding 2775 15 3.93 3.82 1.15E-06 1.25E-04

guanyl ribonucleotide binding 200 12 0.28 42.36 4.86E-17 3.32E-14

purine ribonucleotide binding 1097 15 1.55 9.65 3.57E-12 6.96E-10

purine nucleotide binding 1111 15 1.57 9.53 4.27E-12 7.77E-10
nucleotide binding 1300 16 1.84 8.69 2.33E-12 5.77E-10

small molecule binding 1402 16 1.99 8.06 7.24E-12 1.16E-09
ribonucleotide binding 1112 15 1.58 9.52 4.32E-12 7.38E-10
carbohydrate derivative binding 1238 15 1.75 8.55 1.97E-11 2.98E-09

guanyl nucleotide binding 208 12 0.29 40.73 7.62E-17 4.16E-14
structural constituent of chitin-based larval cuticle 101 5 0.14 34.95 3.61E-07 4.48E-05
structural constituent of chitin-based cuticle 101 5 0.14 34.95 3.61E-07 4.29E-05
structural constituent of cuticle 109 5 0.15 32.38 5.19E-07 5.91E-05

E structural constituent of cuticle 109 4 0.14 28.9 1.19E-05 3.25E-02
protein tag 7 2 0 > 100 . 1.13E-05 3.08E-02

F structural constituent of cuticle 109 3 0.06 46.96 3.38E-05 3.07E-02
structural molecule activity 323 4 0.19 21.13 . 2.85E-05 3.89E-02










protein heterodimerization activity 33 3 0.04 71.58 1.26E-05 1.72E-02

protein binding 1081 9 1.37 6.56 4.52E-06 1.23E-02

binding 5333 17 6.77 2.51 2.96E-05 2.69E-02

unfolded protein binding 58 3 0.07 40.73 6.21E-05 4.24E-02

misfolded protein binding

14 4 0.01 > 100 4.15E-10 1.13E-06

protein folding chaperone

17 4 0.01 > 100 8.11E-10 1.11E-06

heat shock protein binding

29 4 0.02 > 100 5.52E-09 5.02E-06

unfolded protein binding

58 4 0.04 > 100 7.44E-08 5.08E-05

ATP hydrolysis activity

96 4 0.07 60.93 5.15E-07 2.81E-04

      ATP-dependent activity 426 5 0.29 17.16 6.89E-06 2.35E-03

      nucleoside-triphosphatase activity 262 4 0.18 22.33 2.51E-05 6.85E-03

      pyrophosphatase activity 294 4 0.2 19.9 3.91E-05 9.72E-03

      hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides 311 4 0.21 18.81 4.86E-05 1.11E-02

      hydrolase activity, acting on acid anhydrides 311 4 0.21 18.81 4.86E-05 1.02E-02

2-alkenal reductase [NAD(P)+] activity

141 4 0.1 41.49 2.28E-06 1.04E-03

     oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor 167 4 0.11 35.03 4.39E-06 1.71E-03

     oxidoreductase activity, acting on the CH-CH group of donors 193 4 0.13 30.31 7.70E-06 2.34E-03

structural constituent of cuticle

109 3 0.07 40.25 5.54E-05 1.08E-02

ATP binding

883 5 0.6 8.28 2.18E-04 3.72E-02

     adenyl ribonucleotide binding 904 5 0.62 8.09 2.43E-04 3.91E-02

     carbohydrate derivative binding 1238 6 0.85 7.09 9.74E-05 1.77E-02

     adenyl nucleotide binding 909 5 0.62 8.04 2.50E-04 3.79E-02

C structural constituent of cytoskeleton

22 3 0.01 > 100 1.92E-07 5.23E-04

structural constituent of cytoskeleton

22 10 0.03 > 100 3.52E-22 9.60E-19

     structural molecule activity 323 15 0.46 32.78 8.34E-20 1.14E-16

GTPase activity

164 11 0.23 47.35 3.86E-16 1.76E-13

     nucleoside-triphosphatase activity 262 11 0.37 29.64 5.34E-14 2.08E-11

     pyrophosphatase activity 294 11 0.42 26.41 1.80E-13 6.14E-11

     hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides 311 11 0.44 24.97 3.25E-13 9.87E-11

     hydrolase activity, acting on acid anhydrides 311 11 0.44 24.97 3.25E-13 8.88E-11

     hydrolase activity 2457 12 3.48 3.45 6.50E-05 6.34E-03

GTP binding

194 12 0.27 43.67 3.43E-17 3.12E-14

     purine ribonucleoside triphosphate binding 1072 15 1.52 9.88 2.57E-12 5.41E-10

     nucleoside phosphate binding 1300 16 1.84 8.69 2.33E-12 5.29E-10

     organic cyclic compound binding 3209 17 4.55 3.74 1.64E-07 2.13E-05

     binding 5333 17 7.55 2.25 3.67E-04 3.46E-02

     heterocyclic compound binding 3189 17 4.52 3.76 1.49E-07 2.04E-05

     anion binding 1296 15 1.84 8.17 3.74E-11 5.37E-09

     ion binding 2775 15 3.93 3.82 1.15E-06 1.25E-04

     guanyl ribonucleotide binding 200 12 0.28 42.36 4.86E-17 3.32E-14

     purine ribonucleotide binding 1097 15 1.55 9.65 3.57E-12 6.96E-10

     purine nucleotide binding 1111 15 1.57 9.53 4.27E-12 7.77E-10

     nucleotide binding 1300 16 1.84 8.69 2.33E-12 5.77E-10

     small molecule binding 1402 16 1.99 8.06 7.24E-12 1.16E-09

     ribonucleotide binding 1112 15 1.58 9.52 4.32E-12 7.38E-10

     carbohydrate derivative binding 1238 15 1.75 8.55 1.97E-11 2.98E-09

     guanyl nucleotide binding 208 12 0.29 40.73 7.62E-17 4.16E-14

structural constituent of chitin-based larval cuticle

101 5 0.14 34.95 3.61E-07 4.48E-05

     structural constituent of chitin-based cuticle 101 5 0.14 34.95 3.61E-07 4.29E-05

     structural constituent of cuticle 109 5 0.15 32.38 5.19E-07 5.91E-05

E structural constituent of cuticle

109 4 0.14 28.9 1.19E-05 3.25E-02

protein tag

7 2 0 > 100 1.13E-05 3.08E-02

structural constituent of cuticle

109 3 0.06 46.96 3.38E-05 3.07E-02

     structural molecule activity 323 4 0.19 21.13 2.85E-05 3.89E-02
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