Supplementary Table 1 | All 191 hit sequences for secreted proteins of the venom gland tissue (VgT) cDNA library. Contig names with isogroup number and read numbers are given. For each transcript the sequence

description based on the results using BLAST nr is given including sequence length, e-value, and mean similarity. BLAST2GO results are shown including Gene ontology terms (GO's) and the InterProScan results (green
background highlightspositive SignalP results) to identify signalpeptides. Additionally external SignalP search was condcuted to identify signal peptides (positive hits are highlighted in blue font color).

Sequence description

Length

mean

Gene ontology terms and

Nr. Of

Interpro scan results (BLAST2GO) |
- Green background = SignalP hit in BLAST2GO

Nr Contig sequence name Isogroup reads (BLASTOnJ(’)EI_ value=> (aa pos.) E-Value Similarity annotation (GO's) GO's - SignalP 4.0 results with SignalP 3.1 sensitivity settings
: ) (externally identified siganl peptides)
contig00005_gene_isogroup00001 | IPR001223; IPRO11583; IPR0O13781; IPR0O17853;

1 enoth 1165 3 - 1 102 chitinase 2 389  2.3E-57 57.50% F:catalytic activity 1 G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),

gt = SSF54556 (SUPERFAMILY)

2 contig00043_gene_isogroup00001_1 1 1321 low-density lipoprotein receptor: 264 54E-35 57.70% F:scavenger receptor activity; IPR002172; IPR023415; PR00261 (PRINTS), PTHR10529
ength 791 0 related protein 2 ’ : C:integral to membrane; C:membrane (PANTHER), SignalP-NN(euk) (SIGNALP)
contig00056_gene isogroup00001 1 ‘ o IPR001254; IPR001314; IPR009003; IPRO18114;

3 ength 1122 T = 1 2058 isoform a 374  4.5E-43 53.60% F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),

- - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR001314; IPR002172; IPR009003; IPRO18114;

4 contig00072_gene_isogroup00001_1 1 33 suppressor of tumorigenicity 23 2E31 51.70% ) 0 IPR023415; G3DSA:2.40.10.10 (GENE3D),

ength_669_5 protein 14 ’ G3DSA:4.10.1220.10 (GENE3D), PTHR24256 (PANTHER),
PTHR24256:SF20 (PANTHER)
IPR001254; IPR002172; IPR009003; TPRO18114; IPR023415;

5 contig00075_gene_isogroup00001 1 1 5g39 Suppressor of tumorigenicity 14 463 S.9E-60 49.90% ) 0 PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
ength 1389 4 protein homolog ' ’ PTHR24256 (PANTHER), PTHR24256:SF20 (PANTHER),

tmhmm (TMHMM)

6 contig00117_gene_isogroup00001_1 1 2059 o NA- 291 ) 0 IPR004169; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
ength 662 1 SSF57059 (SUPERFAMILY)
contig00124_gene_isogroup00001_1 .

7 ength 674 1 1 400 ---NA--- 225 - 0  IPR004169; SSF57059 (SUPERFAMILY)

IPR001223; IPR001579; IPR0O11583; IPR0O13781; IPR017853;
contig00153_gene_isogroup00001_1 i, F:hydrolase activity; P:carbohydrate G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),

8 cngth 1013 4 ! 190 chitinase 2 338 33E-36 61.70% | abolic process 2 SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM), SSF54556

(SUPERFAMILY)
. . .. . IPR001223; IPRO01579; IPR0O11583; IPRO13781; IPR017853;

9 Zﬁg;gg%mo—ge“e—lsogm“poooo1—1 1 28945 chitinase 2 247  13E-63 61.60% ngzg;;’lase activity; P:metabolic 2 G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),

- P SSF54556 (SUPERFAMILY)
isotig00044_gene_isogroup00003. Ie IPR001254; IPR001314; IPR009003; TPRO18114;

10 h 1180 numConties 5 5 - 3 2341 isoform a 393 4.1E-50 56.70% F:peptidase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
ngth_1180_numContigs 5_ SignalP-NN(euk) (SIGNALP)
isotig00045_gene isogroup00003_le ] o IPR001254; IPR001314; IPR009003; IPRO18114;

1 noth 1198 numContias 6 5 - 3 2640 isoform a 399  4.5E-50 56.70% F:peptidase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),

gth_11>e_ 859 SignalP-NN(euk) (SIGNALP)
is0tig00046_gene isogroup00003 e IPR001254; IPR001314; IPR009003; IPRO18114;
12 noth 1167 numContigs 5 4 - 3 2302 isoform a 389  5.9E-50 56.70% F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_1107] 880 SignalP-NN(euk) (SIGNALP)
is0tig00047 gene isogroup00003_le IPR001254; IPR001314; IPR009003; IPRO18114;
13 = - 3 2601 isoform a 395 7.3E-50 56.70% F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),

ngth_1185_numContigs_6_4

SignalP-NN(euk) (SIGNALP)




isotig00048_gene_isogroup00003_le

IPR001254; IPR001314; IPR009003; IPR0O18114;

14 oy o P 1966 isoform a 377 7.9E-51 57.20%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_1125] 859 SignalP-NN(euk) (SIGNALP)

0200049 sene isoEroun00003 e IPR001254; IPRO01314; IPR009003; IPRO18114;

15 7 thgll 51 Hﬁmcﬁmigs 5"5 — 2391 isoform a 383 82BE-51 57.20%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
sth 11 880 SignalP-NN(euk) (SIGNALP)

0200050 sene isoeroun00003 Ie IPR001254; IPRO01314; IPR009003; IPRO18114;

16 © thg1120 nglmc?mtigs 5p P 1927 isoform a 373 1.3E-50 57.40%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth 110 880 SignalP-NN(euk) (SIGNALP)
oliz0005] gene isomroun00003 le IPRO01254; IPRO01314; IPR009003; IPRO18114;

17 7 thg1138 I—lﬁm C:mﬁgs 5p P 2352 isoform a 379 14E-50 57.40%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_11¢_] 850 SignalP-NN(euk) (SIGNALP)
oie00052 sene isoeroun00003 e IPRO01254; IPRO01314; IPR009003; IPRO18114;

18 7 thgll P HﬁmCBntigs Sps - 1832 isoform a 383 2.8E-50 56.90%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_11% ] 850 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
oie00053 sene isoeroun00003 e IPR001254; IPRO01314; IPR009003; IPRO18114;

19 7 thg1132 Bﬁmcﬁntigs 2p P 1674 isoform a 377  9.2E-49 56.60%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth 112 88 SignalP-NN(euk) (SIGNALP)

0200054 sene isoEroun00003 Ie IPR001254; IPRO01314; IPR009003; IPRO18114;

20 ° thg113 p nglmc?mtigs 5p P 1793 isoform a 379 3.8E-50 57.10%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth 1156 880 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
oliz00055 zene is0mroun00003 le IPRO01254; IPRO01314; IPR009003; IPRO18114;

a thg1299 Eimc?mtigs 31’0 - 398 isoform a 433 6.6E-49 56.80%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_1=79_ 880 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
0200056 sene isoaroun00003 e IPRO01254; IPRO01314; IPR009003; IPRO18114;

2 thg1178 HﬁmCBntigs 4p3 - 1123 isoform a 393 14B-49 57.30%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_117¢] 857 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
0200057 sene isoEroun00003 e IPR001254; IPRO01314; IPR009003; IPRO18114;

23 thgll o Hgmcﬁmigs 3p3 — 1064 isoform a 377 8B-50 57.40%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_11>1_nu 880 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

IPR0O01254; IPR002172; IPR009003; IPRO18114; IPR023415;

24 isotig00059 gene isogroup00004_le 7834 Suppressor of tumorigenicity 14 652 12E-75 50.20% ) PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),

ngth_1957 numContigs 6 5 protein homolog : U7 PTHR24256 (PANTHER), PTHR24256:SF20 (PANTHER),
SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPRO01254; IPR002172; IPR009003; [PRO18114; IPR023415;

25 isotig00060_gene_isogroup00004_le Q113 Suppressor of tumorigenicity 14 652 1.6E-75 50.30% ) PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),

ngth_1957_numContigs 6_5 protein homolog ' v PTHR24256 (PANTHER), PTHR24256:SF20 (PANTHER),
SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- . . IPRO01254; IPR001314; IPR002172; IPR009003; IPRO18114;

26 ifott}llg?g?g1ng;‘ésﬁgggo‘f20004—le 6670 S“pp“’sS‘r’gt‘;frf“}?;‘:gfz“‘c‘ty 14 630 55E45 5340%  Ficatalytic activity IPR023415; G3DSA:2.40.10.10 (GENE3D), PTHR24256
gth_171e_nu 88 P S (PANTHER)
is0tig00062_gene isogroup00004_le suppressor of tumorigenicity 14 . .. IPRO01254; IPRO01314; IPR002172; IPR0O09003; IPROI8114;

27 018 momConties 45 6949 S in Bl 639  S.8E-45 53.40%  Fcatalytic activity IPR023415; G3DSA:2.40.10.10 (GENE3D), PTHR24256
gth_17he_ 88 P e (PANTHER)
isotig00063_gene _isogroup00004_le ‘ ] R - . IPRO01254; IPR009003; IPRO18114; G3DSA2.40.10.10

28 | oth 1520 numContigs 7 3 6818 isoform a 507 2.5B-22 59.20%  Fipeptidase activity (GENE3D), PTHR24272 (PANTHER), tmhmm (TMHMM)
i0tig00064_gene_isogroup00004_le . R . . IPR001254; IPR009003; IPRO18114; G3DSA2.40.10.10

2% hgth 1522 numContigs 7 5 >879 isoform a 07 23E-22 59.20%  Fipeptidase activity (GENE3D), PTHR24272 (PANTHER), tmhmm (TMHMM)
is0tig00065_gene_isogroup00004_le . 3 o . . - IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10

30 oth 1489 numContigs 6 3 S787 isoform a 497 17E-2259.20%  F:peptidase activity (GENE3D), PTHR24272 (PANTHER), tmhmm (TMHMM)

31 isotig00066_gene_isogroup00004_le 4848 isoform a 497 14E-22 59.20% F:peptidase activity IPR0O01254; IPR009003; IPR018114; G3DSA:2.40.10.10

ngth 1491 numContigs 6 5

(GENE3D), PTHR24272 (PANTHER), tmhmm (TMHMM)




isotig00067_gene_isogroup00005_le

IPR001254; IPR001314; IPR009003; IPR0O18114;

32 I 5 2982 plasma kallikrein-like 391  2.9E-39 54.90%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24256 (PANTHER),
eth_ - 850 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isofig00068_gene, isogroup00005, le o o IPR001254; IPRO01314; IPR009003; IPRO18114;

33 iy o P 5 2451 plasma kallikrein-like 391  2.5B-48 56.10%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
ngth_L172_nu es_7_ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig0069._gemo. isogroup00005, [o IPR001254; IPRO01314; IPR009003; IPRO18114;

34 noth 1169 numConties 8 1 - 5 2765 plasma kallikrein-like 390  3.2E-46 54.90% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),

sth 1107 S SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00070_gene_isogroup00005_le IPR0O01254; IPR001314; IPR009003; IPRO18114;

35 e s o e P 5 3316 plasma kallikrein-like 388 1.3E-39 54.90%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24256 (PANTHER),

gth_116>_] 850 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isofig00071_gone. isogroup00005, [o IPRO01254; IPRO01314; IPR009003; IPRO18114;

36 6 o o 5 2785 26kda protease 388  9.9E-49 56.10%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

gth_110% ] 88/ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isolig00072.gene, isogroup00005, le IPR001254; IPRO01314; IPR009003; IPRO18114;

3T 6] o o gy T 5 3099 26kda protease 387  1.2B-46 54.60%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),

gth 1161 ] 850 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig0073. geme. isogroup00005, [o IPR001254; IPRO01314; IPR009003; IPRO18114;

38 noth 1138 numConties 7 1 - 5 1840 plasma kallikrein-like 379  4.4E-49 55.70% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

sth 1150 S SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00074_gene_isogroup00005_le IPR0O01254; IPR001314; IPR009003; IPRO18114;

39 0 B 130 o e P 5 2174 plasma kallikrein-like 376 64E-49 55.70%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

gth_1150_ 88/ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. . . . IPRO01223; IPRO01579; IPRO11583; IPRO13781; IPRO17853;

40 1S"ttl‘lgggg;7—gené—‘sggm‘slpgoom—le 7 2146 chitinase 2 736 3.5E-76 63.50% | hydrolaseactivity; Pimetabolic G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
neth_=-L%_numeontigs_o_ process SignalP-NN(euk) (SIGNALP), SSF54556 (SUPERFAMILY)

IPR001223; IPR001579; IPRO11583; IPRO13781; IPRO17853;
isotig00078_gene_isogroup00007_le . F:hydrolase activity; P:metabolic G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),

41 oth 2223 numContigs 5 4 7 2126 chitinase 2 741 T3ET663.50% e SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF54556

(SUPERFAMILY)
o . . IPR001223; IPRO01579; IPR002557; IPRO11583; IPRO13781;

42 ‘S"tt}‘lggg(ﬁ9—g°“é—‘st‘?gr°gp20007—le 7 2118 chitinase 2 737 1E-47  68.10% Ejﬁardbr"}llydmet.m.etab"hc process; IPRO17853; PTHR11177 (PANTHER), PTHR11177:SF31
neth_s=11_numtontigs 5_ hydrolase activity (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
o . . IPRO01223; IPRO01579; IPR002557; [PRO11583; IPRO13781;

43 1SOt}iggggio—ge“é—‘St‘?gm‘gpgoom—le 7 2098 chitinase 2 741  2B-47  68.10% ijﬁa‘j""?ydratet.metab"lw process; IPRO17853; PTHR11177 (PANTHER), PTHR11177:SF31
ngth_2225_numContigs 6_ “hydrolase activity (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

IPR001223; IPRO01579; IPRO11583; IPR013781; IPRO17853;
isotig00081 gene isogroup00007_le . F:hydrolase activity; P:metabolic G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),

44 gth 2210 numContigs 5 5 7 1842 chitinase 2 736 = S.6E76 163,60 ocess SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF54556

(SUPERFAMILY)
IPRO01223; IPRO01579; IPRO11583; IPRO13781; IPRO17853;
isotig00082_gene_isogroup00007_le . F:hydrolase activity; P:metabolic G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),

45 hgth 2224 numContigs_5_5 T 182 chitinase 2 741 16E-75 63.50% o icess SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF54556

(SUPERFAMILY)
- . . . IPR001223; IPR002557; IPRO11583; IPRO13781; IPRO17853;

46 150tig00092_gene_isogroup00010_le 5 59,5 chitinase 2 899  48E-98 61.70% | hydrolaseactivity; P:metabolic G3DSA:3.10.50.10 (GENE3D), PTHR 11177 (PANTHER),

ngth_2698 numContigs_5_4

process

SignalP-NN(euk) (SIGNALP), SSF54556 (SUPERFAMILY)




isotig00093_gene_isogroup00010_le

F:hydrolase activity; P:metabolic

IPR001223; IPR002557; IPR0O11583; IPR013781; IPR017853;

47 | th 2698 mumContias 4 4 10 3120 chitinase 2 899  3.9E-98 61.70% Fovess G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
gth_2698 gs 4 p SignalP-NN(euk) (SIGNALP), SSF54556 (SUPERFAMILY)
— _ ] o . IPR001223; IPR002557; IPRO11583; IPRO13781; IPRO17853;

48 :fott}iggggg“agi‘:&‘sﬁgg"‘j‘pgoo1O—le 10 3048 chitinase 2 896  3.5E-98 61.70% Fégzgglase activity; P:metabolic G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
gth_2689_nu igs 4 P SignalP-NN(euk) (SIGNALP), SSF54556 (SUPERFAMILY)

49 1sotlgO0095_gene_1sqgroup00010_le 10 1101 obstractor b 397 15E-00 63.70% F:chltm.bu?dmg; P:chitin m_etabohc IPR002557; PTHR23301 (PANTHER)
ngth 1192 numContigs 2 4 process; C:extracellular region

50 E;tig?gégsai:égigi?gp 20014—16 14 2809 f-box domain containing protein 453 2.5E-27 41.10% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
o _ ) _ IPRO01563; IPR018202; G3DSA:3.40.50.1820 (GENE3D),

51 :iﬁggg%%g?éﬁgggoipgoo18_1e 18 1099 Vemomserine ?f]::‘”‘ypep“dase' 777 2E-124 63.50%  F:hydrolase activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF53474
gth_2330_nu; gs_4_ (SUPERFAMILY)
isotig00120 gene isogroup00018 le venom serine carboxypeptidase- .. I}?R001563; IPRO18202; G3DSA:3.40.50.1820 (GENE3D),

52 neth 2330 numConties 4 4 18 1100 like 777  2E-124  63.50% F:hydrolase activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF53474
gth_2330_ gs 4 (SUPERFAMILY)
isotig00121 _gene isogroup00018_le venom serine carboxypeptidase- o .. H~’R001563; IPRO18202; G3DSA:3.40.50.1820 (GENE3D),

53 130 o e 18 1079 ke 777  3E-124 63.50%  F:hydrolase activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF53474
gth_2330_ gs 4 (SUPERFAMILY)
200125 seme TearoTT00020 Lo IPRO01254; IPR001314; IPR009003; IPRO18114;

54 thgll P Bimc?mtigs 4p0 - 20 2211 clotting factor b-like 388  1.6E-46 5430%  F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
gth_1162 | gs 4 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
Cotis00126 seme TomrOTT00020 1o IPRO01254; IPR001314; IPR009003; IPRO18114;

55 n thgll 62 Hng?)ntigs 4p0 - 20 2884 clotting factor b-like 388  1.5E-46 54.50% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
gth_1162_nui gs_4_ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
Cotis00127 seme TomromI00020 Ie IPRO01254; IPRO01314; IPR009003; IPRO18114;

56 thgll pe Hﬁmc?mtigs 4p0 - 20 2832 clotting factor b-like 387 OB-44 5480%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
gth_1161 gs_4_ SignalP-NN(euk) (SIGNALP)
200135 seme Foarom00024 1o IPRO01254; IPRO01314; IPR009003; IPRO18114;

57 thgl 636 ?flchntigs 4p Pk 24 1564 isoform a 562 2E-47 55.60%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
gth_1686_ gs 4 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
200140 seme TomroT00024 Lo IPRO01254; IPRO01314; IPR009003; IPRO18114;

58 thg127 . Bimc?mtigs 31’ Faake 24 1226 isoform a 425  64E-49 56.00%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_1274 _ gs 3 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00141_gene_isogroup00024_le . . . i - IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

59 nath 898 numContigs 2 3 24 591 serine proteinase stubble 300 3.6E-14 59.20% F:hydrolase activity PTHR24265 (PANTHER)
L . F:growth factor activity; P:positive IPR000072; G3DSA:2.10.90.10 (GENE3D), PTHR11633

60 fottflg?gé‘{zﬁﬁi‘l‘éﬁggzogpgoo”fle 25 1783 Pdef an‘llil‘(’:gﬁézﬁ‘rt:(ifaCtOr " 521 37E39 5320%  regulation of cell division; (PANTHER), PTHR11633:SF4 (PANTHER), SignalP-NN(euk)
gth_1561 88 3_ p C:membrane (SIGNALP), SSF57501 (SUPERFAMILY)
. . F:growth factor activity; P:positive IPR000072; G3DSA:2.10.90.10 (GENE3D), PTHR11633

61 :"ttl‘lg?g;fﬁ:&ﬁggg"gpgooz5—1° 25 nss PdeR an‘}ﬂ‘(’:gfr';i?:(ifacm " 427 3B-10 4838%  regulation of cell division; (PANTHER), PTHR11633:SF4 (PANTHER), SignalP-NN(euk)
gth_1279_ gs 3. p C:membrane (SIGNALP), SSF57501 (SUPERFAMILY)
— , B . o IPR003579; IPR005225; IPR006687; IPR006689; IPR024156;

g2 150tig00145_gene_isogroup00026_le 14 adp-ribosylation factor 5 348 OE-114 93309 O -inracellular; Finucleotide binding; IPR027417; G3DSA:3.40.50.300 (GENE3D), PTHR11711
ngth_1046_numContigs 3 2 P:signal transduction (PANTHER)

63 isotig00147_gene_isogroup00026_le 2% 14 adp-ribosylation factor 2-like 337 SE-103 91.20% C:intracellular; F:nucleotide binding; TPR005225; IPR006687; IPR006689; IPR024156; IPR027417;

ngth 1013 numContigs 3 2

P:signal transduction

G3DSA:3.40.50.300 (GENE3D), PTHR11711 (PANTHER)




isotig00159_gene_isogroup00031_le

F:carbohydrate binding;
F:metalloendopeptidase activity;
F:hydrolase activity; F:zinc ion
binding; F:metallopeptidase activity;

IPR000562; IPR001254; IPR001314; IPR009003; IPR013806;

64 noth 2529 numContigs 3 0 31 713 matrix metalloproteinase 9 843  4.1E-15 51.10% C:extracellular matrix; F:peptidase 12 G3DSA:2.40.10.10 (GENE3D), PTHR24256 (PANTHER),
st - 52 activity; P:proteolysis; F:metal ion SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
binding; P:metabolic process;
P:positive regulation of granuloma
formation; P:response to bacterium
isotig00160 gene isogroup00031 le . . g 3 o . . IPR000562; IPR013806; PTHR22918 (PANTHER),
65 noth 2495 numContigs 3 1 31 428 matrix metalloproteinase-9 832  5.2E-14 51.90% F:carbohydrate binding 1 PTHR22918:SF0 (PANTHER), SignalP-NN(euk) (SIGNALP)
L . L IPR0O01254; IPR002172; IPR009003; IPRO18114; IPR023415;
66 f"ttﬁg(l)%glBﬁzlé;)‘sgggogp2003 2l 5 3 S“ppresS"rrgtf;i‘r‘l“i‘;“genlc“y 595  22B-75 50.80% - 0  PRO00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
sth_1796_ 8- P PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP)
IPR0O01254; IPR002172; IPR009003; IPRO18114; IPR023415;
isotig00162 gene isogroup00032 le . o . . . PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
67 gth 1785 numContigs 3 5 32 8674 stl4a protein 395 83E-57 3040%  Ficatalytic activity ! PTHR24256 (PANTHER), PTHR24256:SF20 (PANTHER),
SignalP-NN(euk) (SIGNALP)
isotig00165_gene_isogroup00034_le L 3 o F:calcium ion binding; F:calcium- IPR001464; IPR018252; IPR018502; SignalP-NN(euk)
68 ngth 1331 numContigs 3 4 34 43 annexin isoform 1 444 4.5E-47 69.50% dependent phospholipid binding 2 (SIGNALP)
isotig00166_gene_isogroup00034_le . o F:calcium ion binding; F:calcium- IPR0O01464; IPR018252; IPR018502; SignalP-NN(euk)
69 ngth 1331 numContigs 3 4 34 44 annexin isoform 1 444 1.1E-4669.50% dependent phospholipid binding 2 (SIGNALP)
isotig00167 gene isogroup00035 le o IPR0O01283; IPR002413; IPR014044; IPR018244; SignalP-
70 hoth 1183 numContigs 3 2 3 120 allergen 5 394 12E-29 54.60% - 0 NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00168_gene_isogroup00035_le o IPR001283; IPR002413; IPR014044; IPR018244; SignalP-
"1 Loth 1183 numContigs 3 2 3 122 allergen 5 394 22E-30 55.00% - 0 NIN(euk) (SIGNALP), tmhmm (TMEMM)
L . L IPR001254; IPR002172; IPR009003; TPRO18114; IPR023415;
77 150tig00181_gene isogroup00043_le 3 5g54 suppressor of tumorigenicity 14 5y g 5 g3 50400, - 0 PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
ngth_2198 numContigs 2 5 protein homolog
7o o PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP)
isotig00182 gene isogroup00043 le suppressor of tumorigenicity 14 LIS AV 8 1AL IR ARG 8 APes T
73 . 43 4043 . 606  2.4E-73 50.50% - 0  PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
ngth 1819 numContigs_2_5 protein homolog
O —— PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP)
IPR0O01179; IPR002048; IPR011992; IPR018247; IPR023566;
74 isotig00183_gene_isogroup00044_le 44 M3 peptidyl-prolyl cis-trans 656 ASE-94 80.00% P:protein metabolic process; 2 G3DSA:3.10.50.40 (GENE3D), PTHR10516:SF20 (PANTHER),
ngth_1968 numContigs 3 3 isomerase fkbp14-like ' e F:calcium ion binding SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF47473
(SUPERFAMILY), SSF54534 (SUPERFAMILY)
IPR0O01179; IPR002048; IPR011992; IPR018247; IPR023566;
75 isotig00184 gene isogroup00044_le 44 45 peptidyl-prolyl cis-trans 509 92F-96 81.60% P:protein metabolic process; 2 G3DSA:3.10.50.40 (GENE3D), PTHR10516:SF20 (PANTHER),
ngth_1795_numContigs 2 3 isomerase fkbp14-like ' U F:calcium ion binding SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF47473
(SUPERFAMILY), SSF54534 (SUPERFAMILY)
.. . L P:biological_process; P:response to IPR001254; IPR001314; IPR002172; IPR009003; IPRO18114;
76 ﬁ"ttﬁg?géisagf;l&‘sggg"gpgoo“S—le a5 144 SuppreSsr t‘;‘:ﬁl“;‘;rgfsmc”y 14 646 77E-44 52.00%  external stimulus; Piresponse to 4 TPRO23415: G3DSA:2.40.10.10 (GENE3D), PTHR24256
gth_12>7_nu 88~ p & stress; F:catalytic activity (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
is0tie00186 sene isoeroun00045 le suppressor of tumorigenicity 14 P:biological process; P:response to IPR001254; IPR001314; IPR002172; IPR009003; IPRO18114;
77 1SOUEYDO0_gene_ISOETouptuna 45 143 SUPP geneity 599  64E-44 52.40%  external stimulus; P:response to 4 IPR023415; G3DSA:2.40.10.10 (GENE3D), PTHR24256

ngth_1798 numContigs 2 4

protein homolog

stress; F:catalytic activity

(PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




isotig00191_gene_isogroup00048_le

glyceraldehyde-3-phosphate

F:nucleotide binding; P:carbohydrate

IPR006424; IPR016040; IPR020828; IPR020829; IPR020830;

78 noth 1578 numContias 2 4 48 168 dehydrosenase 526 0 89.90% metabolic process; F:catalytic IPR020831; G3DSA:3.30.360.10 (GENE3D), SSF51735
gth_1>7¢_ 882 yarog activity; P:metabolic process (SUPERFAMILY), SSF55347 (SUPERFAMILY)
isotig00192_gene isogroup00048_le glyceraldehyde-3-phosphate F:nucleotide binding; P:carbohydrate IPR006424; IPR016040; IPR020828; IPR020829; IPR020830;
79 ngth_ 1423 BumC?)ntigs 24 - 48 179 dehydrogenase 474 0 90.20% metabolic process; F:catalytic TPR020831; G3DSA:3.30.360.10 (GENE3D), SSF51735
— - - activity; P:metabolic process (SUPERFAMILY), SSF55347 (SUPERFAMILY)
80 Lsgtt}llg(;(;;iSEﬁf;léslsgigogp?OOSO_le 50 28 leukocyte elastase inhibitor 525  4.8E-85 62.30% C:extracellular space 2231133223153’015}9{;)21%7(93]’51(\}]%]3)3?2303910 (GENE3D),
81 ;s;ttlllg(;gllz6;i:é:)§g§?3p ?0050—16 50 28 leukocyte elastase inhibitor 471 1E-90  61.50% C:extracellular space %g%?\?g;;s): g’g)szi’? 53’0159R7() 213)7(9(?]’33213?;?23039 10
F:electron carrier activity; P:cellular
homeostasis; P:regulation of IPR005746; IPR005788; IPR005792; IPR012336; IPR013766;
isotig00199_gene_isogroup00052_le . . biological process; P:metabolic IPRO17937; PTHR18929 (PANTHER), PTHR18929:SF32
82 gth 2084 numContigs 2 4 2200 disulfide isomerase 695 0 8270%  process; Featalytic activity: (PANTHER), PF13848 (PFAM), SignalP-NN(cuk) (SIGNALP),
F:transferase activity; C:endoplasmic tmhmm (TMHMM)
reticulum
isotig00209_gene_isogroup00057_le ) IPR000834; IPR003146; IPR009020; G3DSA:3.40.630.10
83 neth 1276 nomContias 3 4 - 57 72 carboxypeptidase 425  3.4E-59 63.00% - (GENE3D), PTHR11705 (PANTHER), SignalP-NN(euk)
gth_1=/6_ 880 (SIGNALP), SSF53187 (SUPERFAMILY)
is0tigd0210_gene isogroup00057 le ) IPR000834; IPR003146; IPR009020; G3DSA:3.40.630.10
84 th 1219 nomContigs 2 4 - 57 71 carboxypeptidase 406  2.4E-59 62.80% - (GENE3D), PTHR11705 (PANTHER), SignalP-NN(euk)
neth_1=tv 88~ (SIGNALP), SSF53187 (SUPERFAMILY)
isotig00213_gene_isogroup00059._le ) . ) o IPR001254; IPR001314; IPR009003; IPRO18114;
85 ngth_ 1402 EumC?)ntigs 21 - 59 6019 coagulation factor xi 467  7.7E-41 54.30% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
e —— SignalP-NN(euk) (SIGNALP)
isotig00214_gene isogroup00039 le ) ) o IPR0O01254; TPR001314; TPR009003; IPRO18114;
86 noth 1004 numContigs 2 1 - 59 4798 secreted salivary gland 335  1.8E-29 54.20% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24258 (PANTHER),
gth _100e 88~ SignalP-NN(euk) (SIGNALP)
isotig00235_gene_isogroup00070 le IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
87 noth 855 numConties 2 5 - 70 237 ---NA--- 285 - PTHR24268 (PANTHER), PTHR24268:SF30 (PANTHER),
gth_o>0_ 85~ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
is0tig00236_gene isogroup00070 le IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
88 noth 795 numConties 2 5 - 70 262 ---NA--- 265 - PTHR24268 (PANTHER), PTHR24268:SF30 (PANTHER),
gth_/7>_ 85~ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:cellular homeostasis; P:regulation
isotig00273_gene_isogroup00089_le . . of biological process; F:electron TPR005746; IPR012336; IPR013766; IPR017937; SignalP-
8 ngth_600_numContigs 3 4 89 10 thioredoxin-1 200 2.5E-51 83.40% carrier activity; F:catalytic activity; NN(euk) (SIGNALP)
P:metabolic process
P:cellular homeostasis; P:regulation
isotig00274_gene_isogroup00089_le . - . of biological process; F:electron IPR005746; IPR012336; IPR0O13766; SignalP-NN(euk)
%0 ngth_495 numContigs 2 4 8 14 thioredoxin-like protein 165 2E-24  82.00% carrier activity; F:catalytic activity; (SIGNALP), tmhmm (TMHMM)
P:metabolic process
. . . . IPR002059; IPRO11129; IPR012340; IPR019844; PTHR11544
g1 150tigd0326_gene_isogroup00117_le 70 y-box factor-like protein 814 1IE-37 89.90% | :DNAbinding Pregulation of (PANTHER), PTHR 11544:SF8 (PANTHER), tmhmm
ngth 2441 numContigs 1 0 biological process;
o — (TMHMM)
IPRO13126; IPRO18181; G3DSA:1.20.1270.10 (GENE3D),
G3DSA:2.60.34.10 (GENE3D), G3DSA:3.30.30.30 (GENE3D),
92 isotig00328 gene isogroup00119 le 119 329 heat shock 70 kda protein 773 0 96.30% ) G3DSA:3.30.420.40 (GENE3D), G3DSA:3.90.640.10

ngth_2317_numContigs 1_3

cognate 4

(GENE3D), PTHR19375 (PANTHER), SignalP-NN(euk)
(SIGNALP), tmhmm (TMHMM), SSF100920 (SUPERFAMILY),
SSF100934 (SUPERFAMILY), SSF53067 (SUPERFAMILY)




isotig00330_gene_isogroup00121_le

IPR001254; IPR001314; IPR009003; IPR0O18114;

93 noth 2210 numContias 1 4 121 891 plasma kallikrein-like 737  3.1E-40 52.80% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
gth_~~10_ i SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:electron carrier activity; P:cellular
homeostasis; P:regulation of IPR005746; IPR005788; IPR005792; IPR012336; IPR013766;
04 isotig00331_gene_isogroup00122_le 122 57 protein disulfide-isomerase a3- 27 0 78.50% biological process; P:metabolic 7 IPRO17937; PTHR18929 (PANTHER), PTHR18929:SF32
ngt numContigs ike process; F:catalytic activity; b , SignalP-NN(eu! b
h 2182 numContigs 1 2 lik U F:catalytic activi (PANTHER), PF13848 (PFAM), SignalP-NN(euk) (SIGNALP)
F:transferase activity; C:endoplasmic tmhmm (TMHMM)
reticulum
A . P:proteolysis; F:peptidase activity;
isotig00332_gene isogroup00123 le . 3 o ; . P IPR0O01570; IPR007280; IPR013856; IPR023612;
95 ngth 2124 numContigs 1 1 123 21 zinc metalloprotease 708  S5E-116  61.90% F:metalloendqpeptldasg ?,Cthlty, 4 G3DSA:1.10.390.10 (GENE3D), SSF55486 (SUPERFAMILY)
F:metallopeptidase activity
isotig00333_gene_isogroup00124 le membrane metallo- o IPR000718; IPRO08753; IPR018497; IPR024079; SSF55486
96 ngth 2101 numContigs 1 2 124 112 endopeptidase-like 1-like 7000 66.80% ) 0 (SUPERFAMILY)
is0ti200336 gene isoeroup00127 le TPR000436; IPR002035; G3DSA:2.10.70.10 (GENE3D),
97 * thgz 085 Egmc?m tigs 1p A S P.7 A V& —NA—- 695 - 0  PTHRI10579 (PANTHER), PTHR10579:SF4 (PANTHER),
gth_s0e>_nu g8 tmhmm (TMHMM), SSF53300 (SUPERFAMILY)
g;’iﬁ;‘t’}c g;ﬁg"g{“;fgf;g}ﬁ’;ﬁ IPRO00941; IPRO20809; IPRO20810; IPRO20811;
isotig00338_gene_isogroup00129 le o : P > G3DSA:3.20.20.120 (GENE3D), G3DSA:3.30.390.10
98 gth 2045 numContigs 1 1 129 148 enolase 6820 89.40% g;czﬁ‘iztyig;aff“‘g:fr‘;gi Ifr’lre"t‘;ebs;’i e 7 (GENE3D), tmhmm (TMHMM), SSF51604 (SUPERFAMILY),
8 ' OF precur SSF54826 (SUPERFAMILY)
and energy; P:catabolic process
is0tie00340 gene isoeroun00131 le entidyl-nrolvl cis-trans P:protein metabolic process; TPR002130; TPR020892; G3DSA:2.40.100.10 (GENE3D),
9 thg2033 Bﬁmc?m tigs 1p 4 T BB pep iysoﬁl erZse s 678  9E-100 89.20%  P:cellular protein modification 3 PTHRI1071 (PANTHER), PTHR11071:SF63 (PANTHER),
st - 881 process; F:catalytic activity SignalP-NN(euk) (SIGNALP)
. . L IPR0O01254; IPR002172; IPR009003; IPR023415; PR00261
100 1501ig00343_gene_isogroup00134_le 5, ¢ suppressor of tumorigenicity 14 g0y 335 61 43700, - 0  (PRINTS), G3DSA:2.40.10.10 (GENE3D), PTHR10529
ngth_1981_numContigs_1_4 protein homolog
el 1 (PANTHER), SignalP-NN(euk) (SIGNALP)
isotig00345_gene_isogroup00136_le gamma-glutamyltranspeptidase o . - IPR000101; SignalP-NN(euk) (SIGNALP), SSF56235
101 noth 1965 numContigs 1 1 136 78 1-dike 655 0 65.70% F:gamma-glutamyltransferase activity 1 (SUPERFAMILY)
is0ti200346 vene isogroun00137 le IPR001254; IPR001314; IPR009003; IPR018114;
102 N thgl 048 ;uglmC?)n tigs lp 1 - 137 84 plasminogen activator spa 649  2.6E-59 55.70% - 0  G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
gth_175e_ 81 tmhmm (TMHMM)
isotig00347_gene_isogroup00138_le - o IPR0O01580; IPR00898S5; IPR013320; IPRO18124; SignalP-
193 hgth 1946 numContigs 1 4 138 27 calreticulin 649 9EITS 87.00% - O NN(euk) (SIGNALP), tmhmm (TMHMM)
L . . L . . Lo . IPR015590; IPR016160; IPRO16161; IPR0O16162; IPR016163;
104 1sot1g003487geneilso‘group00139716 139 69 aldehyde mltochondrlal-hke 646 0 81.60% F:catalytic activity; P:metabolic 2 PTHRI11699 (PANTHER), PTHR11699:SF46 (PANTHER),
ngth 1937 _numContigs 1 0 isoform 1 process
tmhmm (TMHMM)
IPR013126; IPRO18181; G3DSA:1.20.1270.10 (GENE3D),
is0fie00349 gene isoeroun00140 le G3DSA:2.60.34.10 (GENE3D), G3DSA:3.30.420.40 (GENE3D),
105 N thg 1932 ;11g1mC?)n tigs lp 1 - 140 58  heat shock cognate 70-2 protein 644 0 96.00% F:nucleotide binding 1 G3DSA:3.90.640.10 (GENE3D), PTHR19375 (PANTHER),
gth_175- g1 tmhmm (TMHMM), SSF100920 (SUPERFAMILY), SSF100934
(SUPERFAMILY), SSF53067 (SUPERFAMILY)
IPR001223; IPR001579; IPR002557; IPRO11583; IPR013781;
isotig00357_gene_isogroup00148_le . o . . .. IPRO17853; G3DSA:3.10.50.10 (GENE3D), PTHR11177
106 ngth_ 1894 numContigs 1 4 148 120 chitinase 2 631  2E-120 59.30% F:catalytic activity 1 (PANTHER), SignalP-NN(cuk) (SIGNALP), tmhmm
(TMHMM), SSF54556 (SUPERFAMILY)
107 isotig00361_gene isogroup00152 le 152 44 myosin heavy muscle 608  2.6E-89 93.70% C:cytoskeleton; C:protein complex; 3 IPR002928; PTHR13140 (PANTHER), PTHR13140:SF106

ngth 1826 numContigs 1 2

F:motor activity

(PANTHER), tmhmm (TMHMM)




isotig00362_gene_isogroup00153_le

F:peptidase activity; P:metabolic

IPRO11697; IPR015527; G3DSA:3.40.50.880 (GENE3D),

108 noth 1816 numConties 1 5 153 24 gamma-glutamyl hydrolase-like ~ 605  3.5E-80 65.10% rocess 2 PTHRI11315:SFO (PANTHER), SignalP-NN(euk) (SIGNALP),
gth_1eib_ i P tmhmm (TMHMM), SSF52317 (SUPERFAMILY)
F:peptidase inhibitor activity; P:blood
coagulation; F:serine-type
endopeptidase inhibitor activity;
C:extracellular region; P:negative
isotig00366 gene isogroup00157 le . s regulation of peptidase activity; IPR002223; TPR020901; PTHR10083 (PANTHER), tmhmm
109 ngth_ 1805 numContigs 1 4 157 138 tissue factor pathway inhibitor2 602  1.1E-23 60.30% F-metallopeptidase activity: 10 (TMHMM)
C:extracellular matrix; F:zinc ion
binding; C:proteinaceous
extracellular matrix;
F:metalloendopeptidase activity
IPR001254; IPR002172; IPR009003; IPRO18114; IPR023415;
is0tig00369_gene_isogroup00160_le suppressor of tumorigenicity 14 o PR00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
110 ngth 1795 numContigs 1 5 160 1583 protein homolog 398 T3E-7550.80% ) O PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP),
tmhmm (TMHMM)
isotig00371_gene_isogroup00162_le . . . IPR000557; IPR001715; IPR001997; IPR003096; PTHR 18959
111 neth 1771 numContigs 1 3 162 665  muscle protein 20-like protein 591  2.5E-83 80.00% - 0 (PANTHER), PTHR 18959:SF3 (PANTHER)
. . . . oo IPR003598; IPR003599; IPR007110; IPR0O13098; IPR013783;
112 ls"ttlllg(l)gééz—ge“é—‘sf.gm‘l‘pgo163—le 163 27 lowquality plr.‘l’(tem' twitchin-— 5g5 g 4E-95 76.00%  F:protein kinase activity 1 IPR020675; PTHR22964:SF3 (PANTHER), tmhmm (TMHMM),
neth_t/o6_numtontigs_1_- ke SSF48726 (SUPERFAMILY)
isotig00374_gene. isogroup00165_Ie _ f;g;‘:;ﬁ::;ﬁ‘;‘: PrOCess; IPR000169; TPR000668; IPRO12599; TPRO13128; IPRO15643;
113 noth 1743 numContias 1 5 - 165 45 cathepsin b 581 4E-162 78.20% Pbiological roceés‘ Fpeptidase 4 IPR025660; IPR025661; G3DSA:3.90.70.10 (GENE3D), tmhmm
st g1 actins tyg P > F:pep (TMHMM), SSF54001 (SUPERFAMILY)
P:regulation of biological process;
P:protein metabolic process;
P:catabolic process; F:peptidase
activity; P:biological process;
P:response to external stimulus;
isotig00384 gene isogroup00175_le - - . F:binding; P:multicellular organismal
114 noth 1639 numConties 1 0 - 175 15  angiotensin-converting enzyme 547  2E-180 74.50% development; C:cell; F:receptor 19 IPR0O01548; SSF55486 (SUPERFAMILY)
eth_ - gL binding; P:transport; C:extracellular
space; F:actin binding; C:plasma
membrane; C:endosome; P:cell
differentiation; P:response to stress;
P:anatomical structure
morphogenesis; P:cell proliferation
. . L IPR001254; IPR002172; IPR009003; IPRO18114; IPR023415;
115 f"ttlllg?gi?ﬁ:&‘sggg"‘l‘pgo1go—le 180 117 S“ppress‘;; t‘;f;“;g}‘;:(‘fg““’”y 14 530 9sE52 49.60% - 0  PRO00261 (PRINTS), G3DSA:2.40.10.10 (GENE3D),
sth 1047 i P S PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP)
is0tig00390_gene_isogroup00181 le F:peptidase activity; P:protein IPR000169; IPR000668; IPR0O13128; IPR025660;
116 noth 1600 numContigs 1 1 - 181 17 cathepsin I-like 533 2E-102 85.40% metabolic process; P:catabolic 3 G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
sth 1080 g process (PANTHER), tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
17 fg&g(fg37335ﬁf§é§§§§§°‘fpgo1 8dle g4 37 c-type lectin 526 42E-30 50.00%  Ficatalytic activity 1 gﬁg‘?ﬁg’){ﬁ%‘ﬁ; 52%;/1;3&1\3/[7)81, IPRO17853; PTHR11177
F:calcium ion binding; F:transferase IPR000436; IPR002035; G3DSA:2.10.70.10 (GENE3D),
18 isotig00395_gene_isogroup00186_le 136 549 neurogenic locus 520 42E-10 49.17% activity; F:hydrolase activity; 4 PTHR10579 (PANTHER), PTHR10579:SF4 (PANTHER),

ngth_1565_numContigs 1 _4

F:transmembrane receptor protein
tyrosine kinase activity

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF53300
(SUPERFAMILY)




isotig00397_gene_isogroup00188_le

119 i 1557 numContigs 1 3 188 23 superoxide dismutase 519 3.4E-52 86.90% - IPR001424; IPR018152; IPR024134; tmhmm (TMHMM)
. . ] o IPR001007; IPR006207; PTHR11339 (PANTHER),
120 ﬁot%gggggoﬁgz‘éﬁggg‘)‘;pgol91—le 191 89  ame: full=otogelin-like protein 507  1.4E-11 45.50% f:zlnadhesmn’ Ciextracellular PTHR11339:SF42 (PANTHER), tmhmm (TMHMM), SSF57603
gth_1525_nu gs_1 g (SUPERFAMILY)
isotig00401 gene isogroup00192 le . . . o . . IPR001007; IPR006207; PTHR11339 (PANTHER),
121 noth 1514 numContigs 1 4 192 80  low quality protein: mucin-5ac 505  3.2E-16 44.70% P:cell adhesion PTHR11339:SF25 (PANTHER), SSF57603 (SUPERFAMILY)
IPR000152; IPR000436; IPR000742; IPRO01254; IPRO01SS1;
F-caleium on binding: F-recentor IPR002172; IPR0O09003; IPRO13032; IPRO18097; IPRO18114;
122 isotig00403_gene_isogroup00194_le 194 14 low-density lipoprotein receptor: 498  87E-22 50.10% a(;tivi . Ceinteeral tog;ne.mbrar;e' IPR023415; IPR026823; PR00261 (PRINTS), G3DSA:2.10.25.10
ngth 1493 numContigs 1 3 related protein 2 : e c~methE>raiqe er ’ (GENE3D), G3DSA:2.10.70.10 (GENE3D), G3DSA:2.40.10.10
: (GENE3D), PTHR10529 (PANTHER), SignalP-NN(euk)
(SIGNALP), tmhmm (TMHMM), SSF57196 (SUPERFAMILY)
isotig00407 _gene_isogroup00198 le transmembrane protease serine IPR001254% LIS E AL AT L R R L VA
123 S 168 mamContias 1 3 198 632 p 490  2.5B-44 49.30% - IPR023415; G3DSA:2.40.10.10 (GENE3D), PTHR24256
gth_1560_! gs_1_ (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
olie00409 ome somroun00200 Lo IPR000834; IPR003146; IPR009020; G3DSA:3.40.630.10
124 thgl 163 Bgmc?mt'gs 1p1 —€ 200 1046 carboxypeptidase b-like 488  GE-127 63.00% - (GENE3D), PTHR11705 (PANTHER), SignalP-NN(euk)
ngth_146>_nu 1gs_1_ (SIGNALP), SSF53187 (SUPERFAMILY)
olie00410 gone isomroun00201 le IPR000834; IPR003146; IPR009020; G3DSA:3.40.630.10
125 P08 458 Bgmc?mtigs Pa 0 -C 201 1322 carboxypeptidase b-like 486 9E-122 6320% - (GENE3D), PTHR11705 (PANTHER), SignalP-NN(euk)
gth_14->8_nu 8s_1 (SIGNALP), tmhmm (TMHMM), SSF53187 (SUPERFAMILY)
isotie00413 eene isoeroun00204 le P:protein metabolic process; IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
126 N thg 1450 BﬁmCBntigs lp 4 - 204 86 cyclophilin a 483 8E-99 92.90% P:cellular protein modification PTHR11071 (PANTHER), SignalP-NN(euk) (SIGNALP),
gth_ — 8s_1 process; F:catalytic activity tmhmm (TMHMM)
- . . . F:antioxidant activity; F:catalytic
127 ;sott;lg?(rst(1)4;5:11&1;3{01111)30205_1(3 205 49 phOiﬁ?;’tﬁf;g;hy:::)ﬂzz’s’:de 483 83E-80 79.80% activity; P:response to stress; IPR000889; IPRO12336; PTHR 11592:SF0 (PANTHER)
Sth_ — 88_1 g P P:metabolic process
Colie00416 oo isomroun00207 lo IPR001254; IPR001314; IPR009003; IPRO18114;
128 thgl 440 Bgmc?mt'gs 1p P 207 10 clotting factor b-like 480 1E-65  61.90% F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_1440_nu 1gs_1_ PTHR24268:SF28 (PANTHER)
isotig00422_gene_isogroup00213_le I}zgg::ﬁ:)};?rsbox eptidase activity; IPR000834; IPR003146; IPR009020; G3DSA.3.40.630.10
129 thgl a3 Bﬁchntigs 1p . o2 52 carboxypeptidase b 471 2E-119 63.00% el 00 dzsegcﬁvit .F.Zinz’ (GENE3D), PTHR11705 (PANTHER), SignalP-NN(euk)
gth_1415 gs_ 1 e dilylz P y> (SIGNALP), SSF53187 (SUPERFAMILY)
isotig00423_gene_isogroup00214 _le . ) IPR002172; IPR023415; PTHR10529 (PANTHER), tmhmm
130 h 1403 mumContigs 1 3 214 16 isoform ¢ 468 29E-34 59.60% - (TMHMM)
{Sotic00426 sene isoeroun00217 le transmembrane profease serine P:proteolysis; F:serine-type IPR0O01254; IPR0O01314; IPR002172; IPR009003; IPRO18114;
1317 thgl 405 Egmc?mtigs 1"2 -¢ 217 3658 6" 468  9.1E-43 49.40%  endopeptidase activity; F:catalytic IPR023415; G3DSA:2.40.10.10 (GENE3D), PTHR24256
gth_130>_nu 8 1 activity (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
132 fg"tt}‘lg?gg%ﬁiﬂ‘&‘jﬁg?‘l‘pgomOJC 230 25  prepro-ion transport peptide 444  1.1B-29 77.80% - IPR000346; IPR001166; IPRO18251; tmhmm (TMHMM)
P:oxidation-reduction process;
. . P:cellular iron ion homeostasis; i . . . .
133 isotig00447_gene_isogroup00238_le 238 12 ferritin 1-like protein a 437  4.5E-46 64.80% F:oxidoreductase activity; F:transition IPROOT519; IPR008331; IPR009040; IPR009078; IPROT2347;

ngth_1310_numContigs 1_0

metal ion binding; F:ferric iron
binding; P:iron ion transport

PTHR11431:SF5 (PANTHER), tmhmm (TMHMM)




isotig00450_gene_isogroup00241_le

P:cellular homeostasis; F:catalytic

IPR0O01519; IPR008331; IPR009040; IPR009078; IPR012347;

134 ngth_ 1289 numContigs 1 2 241 41 ferritin 429  1.6E-83 84.70% a(I:tivity; Ffbinding; P:ion transport; 5 IPRO14034: tmhmm (TMHMM)
P:metabolic process
isotig00454 _gene_isogroup00245_le Enr;r)lll;g:;?;:r ;)rtl)’lef)stirél;srty }(;atching' DELOYOHLLER AU BTUL A (IERINIELEIR) [P IRUDR AT
135 noth 1279 numContigs 1 4 - 245 78 granulin- partial 426  6.4E-35 50.10% Prositive re, l.ation of epithelial céll (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm
gth_t=/>_nu g1 “positive regu p (TMHMM), SSF57277 (SUPERFAMILY)
proliferation

136 ifg"ttl‘lg(l)g‘;sl6;‘32‘85‘;2‘;’20‘1“’80247716 247 9 —NA-- 417 - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

137 :;tlllg(l)gﬁ7;§:é£g§g°‘1‘pg()248—le 248 109 tandem repeat galectin 413 5.5E-50 52.10%  Ficarbohydrate binding 1 IPRO01079; IPRO089SS; IPRO13320; PTHR11346 (PANTHER)
.. . . . e . TPR0O00866; IPR012336; IPR019479; PTHR 10681 (PANTHER),

138 1501ig00462_gene_isogroup00253 le 54 42 thioredoxin peroxidase 410 4E-137 g7.00% Lmetabolic process; Fantioxidant 3 PTHRI10681:SF46 (PANTHER), SignalP-NN(euk) (SIGNALP),
ngth_1229 numContigs 1 _4 activity; F:catalytic activity

tmhmm (TMHMM)
isotig00466_gene_isogroup00257 le ) ) ) o IPR0O01254; IPR001314; IPR009003; IPRO18114;

139 neth 1208 numContias 1 5 - 257 674 chymotrypsinogen 2-like 402 4E-46  56.60% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24258 (PANTHER),

gth_1=0¢_ e SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00468_gene isogroup00259 le o ) . IPR001254; IPR001314; IPR009003; IPRO18114;

140 th 1197 numContigs 1 5 - 259 38 plasma kallikrein-like 399 2.1E-40 52.70% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24272 (PANTHER),
neth_H/ 881 SignalP-NN(euk) (SIGNALP)
isotig00471_gene_isogroup00262. le ‘ ) o IPR001254; IPR001314; IPR009003; IPRO18114;

141 h 1192 numContigs 1 3 - 262 561 proclotting enzyme 398 1.1E-48 54.80% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
ngth 192 nu s L SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
is0tig00473_gene_isogroup00264.le o ) o TPR0O01254; TPRO01314; TPR009003; IPRO18114;

142 noth 1188 numContigs 1 4 - 264 44 plasma kallikrein 396  2.3E-40 53.50% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24258 (PANTHER),

gth_tiee g8 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00474 gene_isogroup00265_le IPR001254; IPR001314; IPR009003; IPRO18114;

143 neth 1183 numContigs 1 4 - 265 775 serine protease 394  3.1E-40 52.60% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),

gth_11e5_] g8l tmhmm (TMHMM)
P:proteolysis; F:serine-type
isotig00475 _gene isogroup00266_le {ransmembrane protease serine endopeptidase activity; F:scavenger IPR001254; IPR001314; IPR009003; IPRO18114;
144 ngth_ 1178 Humcr)ntigs 11 - 266 1037 4 393 3.8E-37 51.00% receptor activity; C:integral to 6  G3DSA:2.40.10.10 (GENE3D), PTHR24258 (PANTHER),
- - - = membrane; C:membrane; F:catalytic SignalP-NN(euk) (SIGNALP)
activity
P:oxidation-reduction process;
is0tig00477 gene isogroup00268_le F:oxidoreductase activity; IPR002198; IPR002347; IPR016040; PTHR24316 (PANTHER),
145 noth 1175 mumContiss 1 3 - 268 25 steroid dehydrogenase 392 3E-115  69.20% P:metabolic process; F:nucleotide 5  PTHR24316:SF68 (PANTHER), SignalP-NN(euk) (SIGNALP),
eth_ - 881 binding; F:estradiol 17-beta- tmhmm (TMHMM), SSF51735 (SUPERFAMILY)
dehydrogenase activity
isotig00478_gene_isogroup00269 le P:proteolysis; F:serine-type IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10

146 noth 1173 numContigs 1 3 - 269 21 serine protease 391  5.1E-30 48.10% endopeptidase activity; F:catalytic 3 (GENE3D), PTHR24268 (PANTHER), SignalP-NN(euk)

gth 1/ 881 activity (SIGNALP), tmhmm (TMHMM)

147 isotig00480 gene isogroup00271 le 271 1 hemocyanin subunit type 1 388 0 75.00% ) 0 IPR002227; TPR005203; TPR008922; IPR013788; IPR014756;
ngth 1162 numContigs 1 3 precursor i tmhmm (TMHMM)
isotig00483_gene_isogroup00274_le T IPR002931; IPR008958; IPR013783; IPR023608;

148 | oth 1137 numContigs 1 2 274 1 annulin-like isoform 2 379 9E-120 74.50% - - O PTHRI1590:SF16 (PANTHER), SSF54001 (SUPERFAMILY)
isotig00487_gene_isogroup00278_le . . . . .. IPR0O01254; IPR001314; IPR009003; IPRO18114;

149 nth 1128 numContigs 1 5 278 171 plasminogen activator spa 376  9.7E-45 56.30% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24258 (PANTHER)
isotig00488_gene isogroup00279 le P:biological process; P:response to IPR001254; IPR001314; IPR009003; IPRO18114;

150 - b - 279 83 plasma kallikrein-like 376  9.8E-41 53.80% external stimulus; P:response to 4  G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),

ngth 1127 numContigs 1 4

stress; F:catalytic activity

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




isotig00492 gene_isogroup00283_le

IPR003598; IPR003599; IPR007110; IPR013098; IPR013783;

Lo . ) o )
151 nth 1124 numContigs 1 5 283 17 projectin short variant 374 9E-122  73.60% SSF48726 (SUPERFAMILY)
i50ti200496 gene isoeroun00287 le IPR001254; IPR001314; IPR009003; IPRO18114;
152 N thg 1112 HngEntigs 1p3 - 287 759  transmembrane serine protease 371  4.8E-45 53.70% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
gth_1His_nu i SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
olrx3_xentr ame: P:cellular homeostasis; P:regulation
is0tig00497 gene isogroup00288_le s P 3 o of biological process; C:cytoplasm; IPR002109; IPR004480; IPR012336; IPR013766;
153 ngth_1110_numContigs 1 3 288 1 fulfigli(%ll':(tizgzi(?l(ill?ei:g;rl 2 370 1E-14277.20% F:electron carrier activity; F:catalytic PTHR10293:SF17 (PANTHER)
activity
isotig00500_gene_isogroup00291 le . . . R IPRO00866; IPRO12336; IPR019479; PTHR10681 (PANTHER),
154 ngth 1107 numContigs 1 0 291 13 thioredoxin peroxidase 369  9.3E-59 88.20% - PTHR10681:SF44 (PANTHER)
isotig00504_gene_isogroup00295_le . o . .. IPR001944; IPR013781; IPR017853; IPR019801;
155 nth 1103 numContigs 1 1 295 6 beta 1-like 2 368  4E-113  66.40% F:hydrolase activity PTHR23421:SF14 (PANTHER)
isotig00513_gene_isogroup00304_le ) P ] R ] IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
156 | oth 1078 numContigs 1 5 304 8 serine protease 56-like 339 2.7E-10 48.60% PTHR24261 (PANTHER), PTHR24261:SF9 (PANTHER)
isotig00515_gene_isogroup00306_le o . . IPR001283; IPR002413; IPR014044; SignalP-NN(euk)
157 nth 1073 numContigs 1 5 306 196 ves g 5 allergen 357  7.6E-39 49.50% C:extracellular region (SIGNALP), tmhmm (TMHMM)
158 fgtt}‘lg?gzzl1;1%;‘1‘85‘;2220‘1“’?03 21e 5y 12 predicted protein 350  2.6E-07 46.00%  P:neuropeptide signaling pathway no IPS match
159 if;ﬁ‘f?giilgifﬁég‘ﬁﬁﬁ??pﬂm 2l ap o 0n Selen‘“m'd;fr‘z)‘;‘iz‘; egl“t‘“h“’“e 346 3.7E-87 78.60% - IPR000889; IPRO12336; PTHR11592:SF0 (PANTHER)
isotig00538_gene_isogroup00329 le o . . TPR0O01283; TPR002413; TPR014044; IPR018244; SignalP-
160 nth 1025 numContigs 1 0 329 507 ves g 5 allergen 342 1.5E-43 51.60% C:extracellular region NN(euk) (SIGNALP), tmhmm (TMHMM)
F:metal ion binding; P:proteolysis;
- . F:metallopeptidase activity;
161 Lsottlllg(l)g;?;llgl::éslsgg?lllpgo"’30—16 330 27 virulence metalloprotease 341 6.3E-15 53.90% F:hydrolase activity; F:peptidase IPR025711; tmhmm (TMHMM)
eth_ - gL activity; F:metalloendopeptidase
activity
L . L . F:fatty-acyl-CoA binding; F:lipid
isotig00543 gene isogroup00334 le acyl- -binding domain- 3 o LT o .. IPR000582; IPR002110; IPR014352; IPR020683; PTHR24119
162 oth 1012 numContigs 1 5 334 15 containing protein 6 337 27E-69 63.70%  binding; C:cytoplasm; P:proteolysis; (PANTHER), PTHR24119:SF0 (PANTHER)
F:aspartic-type endopeptidase activity
is0ti200553 gene isogroun00344 e IPR001223; IPR002557; IPR0O13781; IPRO17853;
163 2008 g Sl ST 34y 14 chitinase 1 329 1.7E-56 56.70% F:catalytic activity G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
gth_7eb_ 881 SSF54556 (SUPERFAMILY)
isotig00554_gene_isogroup00345_le . . o IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
164 nath 984 numContigs 1 5 345 177  anti-lipopolysaccharide factor 328 1.3E-32  73.40% - (TMHMM)
o . . . G3DSA:3.10.129.10 (GENE3D), PTHR12475 (PANTHER),
165 f"tt}‘lgg%s Zlargnegf);‘fi"fr‘;“goo“&le 348 g upf0670 ﬂggg;‘ﬁ%“'hke 326 44E-26 57.60% - PF13279 (PFAM), tmhmm (TMHMM), SSF54637
gth_77e_ 881 (SUPERFAMILY)
isotig00565_gene_isogroup00356_le inactive hydroxysteroid IPRO02198; IPR002347; H.)ROI6O4O; IPR020904; PTHR24316
166 noth 954 numConties 1 1 356 8 dehvdrogenase-like protein 1 318 3E-102  69.90% - (PANTHER), PTHR24316:SF68 (PANTHER), SSF51735
gth_7>%_ es_1_ yarog p (SUPERFAMILY)
167 :;tlllgggsl71;?;22;::&5“}“‘;003 68le 368 s sitdkey- protein 311 65E-42 59.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
isotig00586 gene isogroup00377 le . o C:cytoskeleton; C:protein complex; TIPR002928; TPR007999; PTHR 13140 (PANTHER),
168 oth 911 numContigs 1 5 377 1 long form-like 303 LIE-69 88.00% g otor activity PTHR13140:SF11 (PANTHER)
isotig00592_gene_isogroup00383_le . . o . . .. IPR001254; IPR001314; IPR009003; IPR0O18114;
169 ngth 899 numContigs 1 0 383 30 proclotting enzyme-like 300  4.2E-43 56.60% F:catalytic activity G3DSA2.40.10.10 (GENE3D), PTHR24268 (PANTHER)
1501200599 gene isoeroun00390 le IPR000626; IPR019954; IPR019955; IPR019956;
170 'Sougov_sence 150groupti>sub_ie 594 13 ubiquitin ¢ 290 19E94 94.60% - G3DSA:3.10.20.90 (GENE3D), PTHR 10666 (PANTHER),

ngth 869 numContigs 1 1

SSF54236 (SUPERFAMILY)




is0tig00649 gene isogroup00440 le

P:cell cycle; P:signal transduction;
F:structural molecule activity;
P:biological_process; P:response to
stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
P:translation; F:binding;
C:nucleoplasm; P:protein metabolic
process; P:catabolic process;
P:regulation of biological process;

IPR000626; IPR019954; IPR019955; IPR019956;

171 04 mmConties 1.0 440 17 ubiquitin ¢ 265 8E-75  99.80%  P:cell death; F:protein binding; 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
sth_/oa_ gt P:cellular component organization; tmhmm (TMHMM), SSF54236 (SUPERFAMILY)
C:plasma membrane; P:protein
transport; ; C:endosome;
C:cytoplasmic membrane-bounded
vesicle; P:cellular protein
modification process; P:nucleobase-
containing compound metabolic
process; C:ribosome; C:cytosol;
P:transport
is0tig00655_gene_isogroup00446_le . 1 . IPR002557; PTHR23301 (PANTHER), PTHR23301:SFO
172 nath 782 numContigs 1 1 446 54 protein cpg-2 261  8.9E-13 47.20% P:biological process 1 (PANTHER), SignalP-NN(euk) (SIGNALP)

173 :;tlllgggg‘sLargnegf;l‘tsi‘;fr‘;“goo“ 2l 45 11 dermatopontin 2 251 21E-40 60.40% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
174 if;tﬁgggyﬁfne gzﬁs;;frﬁuzOOS?aS_le 535 26 alkaline serine exoprotease a 223 1.3E-21 64.40% F:peptidase activity 1~ TPR007280; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
is0tig00753 gene isogroup00544. le cytosolic non-specific F:peptidase activity; P:protein IPR002933; IPR011650; G3DSA:3.40.630.10 (GENE3D),

175 noth 661 numContics 1 4 - 544 8 dineptidase 220  3E-105 79.00% metabolic process; P:catabolic 3 PTHRI11014 (PANTHER), PTHR11014:SF15 (PANTHER),
gth_bo1_ 881 pep process SSF53187 (SUPERFAMILY)
isotigd0761_gene_isogroup00552. le IPR0O01254; IPR001314; IPR009003; IPRO18114;
176 noth 647 numConties 1 3 - 552 7 mast cell protease 6 216  1E-86  72.80% F:peptidase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
eth _O%/_ 881 PTHR24268:SF68 (PANTHER)
177 ﬁ;’tﬁgggfiﬁgfﬁ‘fifg’f“;“‘l’oos55—le 555 7 cyclina 215 6.8E-27 61.30% Pl cycle I IPRO06671; IPRO13763; IPRO14400; PTHR10177 (PANTHER)
C:cytoplasm; F:catalytic activity;
178 isotig00811_gene_isogroup00602_le 602 6 aldehyde dehydrogenase family 197  7.9E-89 93.70% P:biosynthetic process; F:transferase 7 IPRO15590; IPRO16161; IPR016163; PTHR11699 (PANTHER),
ngth_590 numContigs 1 1 1 member mitochondrial ' ’ activity; P:metabolic process; PTHR11699:SF46 (PANTHER), SignalP-NN(euk) (SIGNALP)
P:catabolic process; F:binding
P:proteolysis; F:serine-type
179 S;tlfgggﬁ;ﬁ:@iﬁf&fﬁ?‘i‘s’oo‘”3—‘"’ 623 26 serine protease precursor 187 5.7E-18 60.40% f:g“;‘;ff;l‘ldj;i:t‘ﬁ;‘g i’ ft‘i‘fitgya;t“’e 4 TPRO07280; SignalP-NN(euk) (SIGNALP), tmhmm (TMFMM)
F:identical protein binding
C:nucleoplasm; P:signal transduction;
Piresponse to stress; P:DNA IPR000626; IPR002906; IPR019954; IPR019955; IPRO19956;
is0tig00836_gene isogroup00627_le ubiquitin ribosomal protein metabolic process; P:translation; y 2 : 2 ?
180 627 23 188  6.1E-78 97.50% 11 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),

ngth 562 numContigs 1 3

s27a fusion protein

F:binding; P:metabolic process;
F:structural molecule activity;
C:endosome; C:ribosome; C:cytosol

SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)




isotig00856_gene_isogroup00647_le

C:cytoskeleton; C:protein complex;

F:structural molecule activity; C:lipid

particle; P:cellular protein

IPR000626; IPR001975; IPR019954; IPR019955; IPR019956;

181 noth 546 numConties 1 3 647 50 ribosomal protein ubq 140e 182 8.4E-86 98.90% modification process; P:protein 10  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
gth_>30_ 881 metabolic process; P:catabolic SSF54236 (SUPERFAMILY)
process; C:ribosome; C:cytosol;
P:translation
182 isotig00863_gene_isogroup00654_le 654 29 low-density lipoprotein receptor: 178 91E-26 63.40% P:multicellular organismal 2 IPR002172; IPR023415; PR00261 (PRINTS), PTHR10529
ngth_535_numContigs 1 5 related protein 8 ’ e development; F:protein binding (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:proteolysis; F:serine-type
isotig00882_gene_isogroup00673_le o endopeptidase activity; F:catalytic IPR001254; IPR001314; IPR009003; IPRO18114;
183 | oth 518 numContigs 1 5 673 6 transmembrane protease 172 41E-32 5830% yivity: Cintegral to membrane; 3 G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER)
F:peptidase activity
. . . i IPR001223; TPR0O13781; IPRO17853; PTHR11177 (PANTHER),
184 1501ig00901_gene_isogroup00692_le (o, g chitinase 10 precursor 164  13E-36 70.50% L nydrolase activity; F:binding; 3 PTHRI1177:SF31 (PANTHER), SignalP-NN(cuk) (SIGNALP),
ngth_491 numContigs 1_0 P:carbohydrate metabolic process
tmhmm (TMHMM)
isotig00921_gene_isogroup00712_le suppressor of tumorigenicity 14 o IPR002172; TPR009003; IPR023415; PR00261 (PRINTS),
185 ngth 473 numContigs 1 3 712 1 protein 158 2.8E-17 47.90% ) 0 PTHR10529 (PANTHER)
R — RO 1% PRO1G040: PTHAS2 PANTIER)
186 thg 30 l’ll_li’l ot f | I; - 756 9 short-chain dehydrogenase 143 46E-38 TL60% L F-nyﬂcleo ide 4  PTHR24322:SF57 (PANTHER), SignalP-NN(euk) (SIGNALP),
eth 450 es__ ;me p S SSF51735 (SUPERFAMILY)
binding
P:anatomical structure
morphogenesis; P:regulation of
biological process; F:peptidase
is0tie00971 sene isoeroun00762 le activity; P:multicellular organismal IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
187 N thg 408 n:;rgnCO;x G f 1 g - 762 6 serine protease hepsin 136 23E-11 61.50% development; P:cellular component 10  (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
gth_0e_ 881 organization; P:primary metabolic (SIGNALP), tmhmm (TMHMM)
process; C:intracellular;
P:biological process; P:metabolic
process; C:cell
isotig00991_gene_isogroup00782_le low-density lipoprotein receptor: o ) IPR002172; IPR023415; PR00261 (PRINTS), PTHR10529
188 ngth 328 numContigs 1 1 782 20 related protein 2 109 9E-19 65.90% Creell ! (PANTHER)
189 fgtt}‘lgggigflﬁfgf);‘fi‘g’fr‘;“ﬁom87J° 787 15 hem"cya;‘rlgci‘iz;‘;‘” type 1 102 1.3E-55 67.80% - 0 IPRO05204; SignalP-NN(euk) (SIGNALP), tmhmm (TMFHMM)
isotig01022_gene_isogroup00813_le . R ] o IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
190 ngth 204 numContigs 1 0 813 8 serine protease 68 2.6E-07 52.50% F:catalytic activity 1 PTHR24272 (PANTHER)
. . L . P:multicellular organismal
191 180tig01025_gene_isogroup00816_le ¢, 14 low-density lipoprotein receptor ¢, | (5 ¢ 65700 development; F:protein binding; 3 IPRO02172; IPR023415; PTHR10529 (PANTHER)

ngth_186_numContigs 1_2

related protein partial

C:cell




Supplementary Table 2 | All 2400 hit sequences for secreted proteins of complete specimen's tissue (BVgT) ¢cDNA library. For each transcript the contig name, sequence description based o nthe results using BLAST nr
is given including sequence length, e-value, and mean similarity. BLAST2GO results are shown including Gene ontology terms (GO's) and the InterProScan results (green background highlightspositive SignalP results) to
identify signalpeptides. Additionally external SignalP search was condcuted to identify signal peptides (positive hits are highlighted in blue font color).

Interpro scan results (BLAST2GO) |

. Sequence description Length mean . . Nr. of - Green background = SignalP hit in BLAST2GO
Nr Contig sequence name (BLAST nr, E-value=>0.0001)  (aapos) = V2 Similarigy C¢¢ ontology terms and annotation (GO'S) 31 _ Sranalp 4.0 results with SignalP 3.1 sensitivity settings
(externally identified siganl peptides)
1 Dtll‘lﬁi;slfg82—51’61“““‘“ manganese superoxide dismutase 91  234E-12 73.70%  P:metabolic process; F:catalytic activity 2 IPR001189; IPR0O19831; PTHR11404:SF5 (PANTHER)
P:signal transduction; F:catalytic activity;
P:response to stress; F:binding; F:calcium ion
DMPC15149384_Speleonectes . o D P, . IPR002007; IPR010255; PTHR11972 (PANTHER),
2 tulumensis_4 dual oxidase 1 144 1.99E-41 80.70% blndlr}g, F:antioxidant activity; P:multicellular 10 PTHR11972:SF6 (PANTHER), tmhmm (TMHMM)
organismal development; C:cell;
P:biological process; P:metabolic process
DMPC15149548 Speleonectes F:peptidase inhibitor activity; C:extracellular IPR000436; G3DSA:2.10.70.10 (GENE3D), PTHR19325
3 tulumensis 2 P c4b-binding protein beta chain 123 7.99E-15 70.10%  region; P:negative regulation of peptidase 3 (PANTHER), PTHR19325:SF74 (PANTHER), tmhmm
- = activity (TMHMM)
C:cytoplasm; F:catalytic activity; P:lipid
DMPC15149677_Speleonectes . o . o . IPRO15590; IPR016160; IPRO16161; IPRO16162; IPR0O16163;
4 tulumensis_1 retinal dehydrogenase 1 283  7.92E-128 80.30% metabol.lc Process, _P.secondary metabolic 5 PTHR11699 (PANTHER), PTHR 11699:SF46 (PANTHER)
process; P:metabolic process
5 DMPC15149734_Speleonectes NA-- 171 ) 0 TPR0O00668; TPR0O13128; G3DSA:2.40.50.170 (GENE3D),
tulumensis 0 PTHR12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
6 DMPCI15 1.49760_Speleonectes hemagglutinin amebocyte aggregation 154 398E-32 6130% - 0  IPR0O26645
tulumensis_2 factor
DMPC15149791_Speleonectes T o IPR008958; IPR013783; IPR023608; PTHR11590:SF16
7 tulumensis 1 annulin-like isoform 2 358 4.94E-42 66.80% - 0 (PANTHER), tmhmm (TMHMM)
C:cytoskeleton; C:protein complex;
P:cytoskeleton organization; P:cell cycle;
DMPC15149805 Speleoncctes C:extracellular space; P:response to stress; IPRO13126; IPR0O18181; G3DSA:3.30.420.40 (GENE3D),
8 tulumensis 0 P 78 kda glucose-regulated protein 286  3.08E-78 93.80% P:response to abiotic stimulus; F:nucleotide 13 PTHR19375 (PANTHER), PTHR19375:SF1 (PANTHER),
- - binding; F:hydrolase activity; C:lipid particle; SSF53067 (SUPERFAMILY)
C:endoplasmic reticulum; P:regulation of gene
expression, epigenetic; P:behavior
9 DMPC15149833_Speleonectes  na(+) h(+) exchange regulatory cofactor 114 5.56E-37 84.90% 0 IPR001478; G3DSA:2.30.42.10 (GENE3D), PTHR14191
tulumensis 0 nhe-rf2-like el e - (PANTHER)
10 Dtll\lﬁriiisli?gOsfSpele"ne“es —NA--- 138 - 0  IPR026645; tmhmm (TMHMM)
. R . s IPRO13128; IPR013201; G3DSA:3.90.70.10 (GENE3D),
1 Dtll\:fprielssligg“g—smleo“e“es cathepsin 11-like 104  826E-13  59.40% ggre‘]’lte;’;fséiﬁ“;‘;ﬁfase activity; 3 PTHRI2411:SF149 (PANTHER), SignalP-NN(euk) (SIGNALP),
—UIUmensIs_ -ecllular_comp tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
1, DMPCI5149951 Speleoncctes NAL o1 i o  PTHRI2274 (PANTHER), PTHR12274:SF0 (PANTHER),
tulumensis 2 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
s . IPR0O01254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
13 Dtll‘lﬁiissli?g89—81’61“““‘“ chymotry Ps‘n'hkezzl_"}islt(zse family member 5, 45121 6230%  F:hydrolase activity 1 (GENE3D), PTHR24259 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
14 DMPCISIS0167_Speleonectes ame: full=histone h2a 127 7.79E-43  96.00% O chromosome; F:DNAbinding; Prorganclle 4 TPR002119; IPR007125; IPR009072; PTHR23430 (PANTHER)

tulumensis 1

organization; C:nucleus




DMPC15150175_Speleonectes

IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10

15 tulumensis 2 serine protease 137 precursor 89  3.28E-12 66.90%  F:hydrolase activity 1 (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
— — (PANTHER), SignalP-NN(euk) (SIGNALP)
16 DMPC15150291_Speleonectes von willebrand factor a domain-containing 155 1.50E-62  79.50% ) 0 PTHR21610 (PANTHER), PTHR21610:SF6 (PANTHER),
tulumensis 0 protein 8 ) U0 tmhmm (TMHMM)
C:cytosol; C:protein complex; F:catalytic
DMPC15150330_Speleonectes o activity; F:binding; P:carbohydrate metabolic IPR000941; IPR020810; G3DSA:3.20.20.120 (GENE3D),
17 _tulumensis_0 enolase I alpha 2 89 3.39E-28  96.80% process; P:generation of precursor metabolites 7 SSF51604 (SUPERFAMILY)
and energy; P:catabolic process
18 DMPCISIS0337 Speleonectes ferritin 3-like protein 155 225E22 81.70%  Licellular homeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21418
19 23’{5&3;20343fsPele"“eCteS - NA-- 100 ; 0 (PANTHER), SignalP-NN(cuk) (SIGNALP), SSF100895
- — (SUPERFAMILY)
20 DMPCI15 1‘503747Speleonectes gamma—1nterf§ron—1nduc1ble lysosomal 163 1.18E-14  49.70% ) 0 IPRO04911; tmhmm (TMHMM)
tulumensis_0 thiol reductase
21 Dtﬁﬁielsslizof7—Spele°“e°tes —-NA-- 214 - 0 noIPS match
22 DMPCISI0IS Speleoncctes dermatopontin 3 123 462E-15 59.70% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
23 Dtﬁiiisslé Ogss—Spele"“eCtes hemocyanin subunit type 1 precursor 132 8.28E-68  69.50% - 0 IPR005203; IPRO13788; IPRO14756
24 DVPCISII0691 Speleoncctes diuretic hormone class 2-like 176 LISE22  72.10% - 0 tmhmm (TMHMM)
25 Dﬁiﬁ;ﬁ:}i 0136751’6160“6““ hemaggl““mnf:ft‘::ﬁife aggregation 415 gRAR12  61.70% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15150760_Speleonectes . o e IPR001304; IPRO16186; IPR0O16187; PTHR22802 (PANTHER),
26 ulumensis 0 perlucin 5 146 7A46E-12 49.60%  F:binding ' SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15150816_Speleonectes . . . o P:metabolic process; F:catalytic activity; PTHR10681 (PANTHER), PTHR10681:SF46 (PANTHER),
27T ulumensis 2 thioredoxin peroxidase 71 LS9E-I8 T7A0% o tioxidant activity 3 SignalP-NN(euk) (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
28 Dt{‘lﬁiissliz 028 1_Speleonectes kazal-type protease inhibitor 140 58IE-22 53.80% - 0 (PANTHER), PTHR10913:SF21 (PANTHER), SSF100895
-~ — (SUPERFAMILY)
29 DMPCI5 1450990_Speleonectes hemagglutinin amechyte aggregation 134 127620 66.50% - 0 IPRO26645
tulumensis 1 factor-like
30 Dtll\l/{l}l’ﬁigsliz1(2)2378peleonectes nidogen 1 107  3.43E-08 70.75%  P:proteolysis; F:peptidase activity 2 IPR000716; PTHR12352 (PANTHER)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
31 Dtﬁriissliz 1?84—Spele°“e“cs chymotrypsinogen b-like 133 244E-17 56.70% - 0 (GENE3D), PTHR24250 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
DMPC15151230_Speleonectes . . . o IPR000866; IPR012336; IPR019479; IPR024706; PTHR10681
32 tulumensis 0 thioredoxin peroxidase 226  1.60E-118 88.10% - 0 (PANTHER), PTHR 1068 1:SF44 (PANTHER)
DMPC15151331_Speleonectes . ) ; IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
33 tulumensis 2 anti-lipopolysaccharide factor 144  2.35E-28  65.50% - 0 (TMHMM)
DMPC15151344 Speleonectes — . o . L [T .. IPR000734; IPR002331; IPR0O13818; G3DSA:3.40.50.1820
34 tulumensis 2 pancreatic lipase-related protein 1 148  6.51E-14 54.80% F:calcium ion binding; F:hydrolase activity 2 (GENE3D). SignalP-NN(euk) (SIGNALP)
DMPCI15151400_Speleonectes . . o TPR009003; G3DSA:2.40.10.10 (GENE3D), PTHR24252
35 tulumensis 2 plasminogen activator spa 99 1.94E-07  73.00% - 0 (PANTHER)
36 DMPCIS151417_Speleonectes oocyte protease inhibitor-1 precursor 113 7.77E-11  63.60%  P:proteolysis; F:peptidase activity 2 IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)

tulumensis 2

(SIGNALP)




DMPC15151440_Speleonectes

IPR001254; IPR001314; IPR009003; IPRO18114;

37 tulumensis 1 trypsinogen h2_la 193 7.45E-22  54.20% - G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
— — SignalP-NN(euk) (SIGNALP)
DMPCI15151465_Speleonectes alkyl hydroperoxide reductase thiol o . . .. IPR000866; IPR012336; PTHR10681 (PANTHER), SignalP-
38 tulumensis 1 specific antioxidant mal allergen 123 6.19E-32 68.40% Frcatalytic activity NN(euk) (SIGNALP)
DMPC15151474_Speleonectes . . o o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
39 tulumensis 0 kazal-type serine proteinase inhibitor 4 120 9.27E-26  58.60% - (PANTHER), SSF100895 (SUPERFAMILY)
40 Dﬁiﬁ;’;ﬁ ! f%—SpeleO“e“es —-NA-- 127 - IPRO01747; IPRO11030
a1 DVPCISIISI3 Speleonceles i tipopolysaccharide factor isoform7 133 192E-18 56.90% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15151551_Speleonectes  aldehyde dehydrogenase mitochondrial- o . . R . IPRO15590; IPR016161; IPR016163; PTHR11699 (PANTHER),
42 tulumensis 0 like 128 1.71E-64  86.20% F:catalytic activity; P:metabolic process PTHR11699:SF46 (PANTHER)
43 Dxiﬁissliz 1245—51’3160“"’“63 b :gg;’}gﬁ;:}lﬁrgg%g " 121 6.50E-08 58.00% - IPROO1134; IPRO18933; SignalP-NN(euk) (SIGNALP)
IPR001223; TPR002557; IPR0O11583; IPR0O13781; IPR0O17853;
44 Dﬁiﬁ;ﬁ:}i I;GOfSpele"“eCtes probable chitinase 1 412 221E-62 5540% - G3DSA:3.10.50.10 (GENE3D), PTHR 11177 (PANTHER),
- - SSF54556 (SUPERFAMILY)
DMPC15151804_Speleonectes . o F:metal ion binding; F:hydrolase activity; F:acid IPR008963; IPR015914; PTHR22953 (PANTHER),
45 lumensis 0 purple acid 340 178E-28 67.00% 1o hatase activity PTHR22953:SF0 (PANTHER)
DMPCI5151804 Spelconectes IPR004843; TPR025733; G3DSA:3.60.21.10 (GENE3D),
46 ulumensis 1 P iron zinc purple acid phosphatase-like 540  6.27E-147 77.50% F:hydrolase activity PTHR22953 (PANTHER), PTHR22953:SFO (PANTHER),
e - tmhmm (TMHMM), SSF56300 (SUPERFAMILY)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
47 Dﬁiﬁiﬁ:}i ! fglsl’ele"ne“es trypsin-like serine proteinase 1 123 435E25 6530% - PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP)
DMPC15151902_Speleonectes o . . o IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
48 lumensis 0 trypsin-like serine proteinase 1 1L 207E-13 - 52.60% - PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15151907 Spelconectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
49 tulumensis 2 P clotting factor b-like 140  1.58E-30 63.30% F:hydrolase activity (GENE3D), PTHR24268 (PANTHER), PTHR24268:SF28
—u — (PANTHER)
50 DMPCIS152039_Speleonectes ferritin-1 heavy chain 107 2.15B-22 88.80% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPR009040; IPRO090TS; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15152053_Speleonectes glyceraldehyde-3-phosphate B o . . R . IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
51 tulumensis 0 dehydrogenase 158  4.37E-28 93.60% F:catalytic activity; P:metabolic process tmhmm (TMHMM), SSF55347 (SUPERFAMILY)
DMPC15152055_Speleonectes . o F:catalytic activity; P:multicellular organismal IPR0O01395; IPR0O18170; IPR023210; PTHR11732:SF34
32 fulumensis 1 aldo-keto partial 19~ 73519 71.80%  evelopment (PANTHERY), SignalP-NN(euk) (SIGNALP)
53 DMPC15152138 Speleonectes glyceraldehyde-3-phosphate 153 8.59E-16  88.40% F:catalytic activity; P:metabolic process; IPR016040; TPR020828; IPR020831; SSF51735
tulumensis_1 dehydrogenase ) e F:nucleotide binding (SUPERFAMILY)
DMPC15152188 Speleonectes . o IPR001580; IPR00898S5; IPR013320; PTHR11073:SF2
5 lumensis_1 calreticulin 125 428E-29  80.00% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
_ _ g
DMPC15152342_Speleonectes . e . . o 4 IPRO15590; IPRO16160; IPRO16161; IPRO16162; IPRO16163;
55 tulumensis 2 aldehyde mitochondrial-like isoform 1 246  1.75E-126 84.50% F:catalytic activity; P:metabolic process PTHR11699 (PANTHER), PTHR 11699:SF46 (PANTHER)
56 DMPC15152349 Speleonectes dehydrogenase reductase sdr family 206 1.04E-13  81.90% F:binding; F:catalytic activity; P:metabolic IPR002198; IPR016040; PTHR24322 (PANTHER),
tulumensis 2 member 11-like ) e process; F:nucleotide binding PTHR24322:SF7 (PANTHER), SSF51735 (SUPERFAMILY)
P:biological_process; C:lysosome; P:transport; .
DMPC15152357_Speleonectes - . . o X P T e . IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
57 _tulumensis_1 epididymal secretory protein el isoform 1 142 1.23E-21 57.80% ]Eﬁ;(::ﬁithﬁfgmg, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
58 DMPC15152416_Speleonectes vitellogenin 2 147 376E-12  50.40% P-lipid transport; F:lipid transporter activity IPR0O01747; IPR0O15816; IPRO15819; PTHR23345 (PANTHER),

tulumensis 0

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15152501_Speleonectes

ame: full=saxiphilin short=sax flags:

I, pepuuast oI acuvity, 17.5CTIc=ty pc
endopeptidase inhibitor activity; C:extracellular

IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm

_ 0
59 _tulumensis_1 precursor 138 2.97E-21  51.80% region; P:negative regulation of peptidase (TMHMM)
DMPC15152503 Socleoncetes IPRO01440; IPRO11990; IPRO13026; IPR019734; PTHR22904
60 - P stress-induced-phosphoprotein 1 128  3.95E45 79.60% - (PANTHER), PTHR22904:SF14 (PANTHER), PF13414 (PFAM),
—u — SSF48452 (SUPERFAMILY)
g1 DPMPCISIS2SIT Speleonectes soma ferritin 120 6.65E-36 87.00% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPCI5152776 Soeleoncetes IPRO00172; G3DSA:3.30.560.10 (GENE3D), G3DSA:3.50.50.60
62 tulumensis 0 P glucose dehydrogenase 139 3.81E-46 72.20%  P:metabolic process; F:catalytic activity (GENE3D), PTHR11552 (PANTHER), PTHR11552:SF10
- - (PANTHER), SSF51905 (SUPERFAMILY)
63 Dtﬁ’riissliz 2274—51’3160“"’““ hemocyanin subunit 2 precursor 127 146E-18 84.67% - IPR005203; IPRO13788; IPR014756
64 Dtll\l’giigsllz zfngsl’ele‘mems hemagglutinin a’f‘;‘t’:rcyte aggregation 30 g3E13 56.90% - IPR026645; SignalP-NN(euk) (SIGNALP)
IPR0O00169; IPR000668; IPRO13128; G3DSA:3.90.70.10
65 Dt{‘lﬁiissliz 2?95—51’61"0““‘“ cathepsin I-like 147 5.18E-81 85.80% - (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- - (SUPERFAMILY)
DMPC15152898 Speleonectes hypothetical protein o
66 lumensie 0 CAPTEDRAFT. 171631 148 9.84E-09 62.00% - PTHR12630 (PANTHER)
67 Dtll\l’gﬁigslizz?63751’61‘30““‘“ 32kda beta'g;‘gl:fetg;ﬁi';"“d‘“g lectin 13 | 34p.18  61.50%  F:carbohydrate binding IPRO01079; IPRO0898S; IPRO13320; PTHR 11346 (PANTHER)
68 Dtﬁﬁriisslizzg96—51’61"0“6““ —NA-- 153 . IPRO08197; PTHR 19441 (PANTHER)
69 Hﬁ’gﬁiﬂé 3209—51’31“’“““’5 dermatopontin 2 127 229E-14  59.60% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
70 Dﬁgﬁiﬁi 3837781’61““6““ —NA--- 150 - IPRO14044; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15153070_Speleonectes . . N IPRO01747; IPRO15816; IPRO15819; PTHR23345 (PANTHER),
N ulumensis 2 vitellogenin 2 496 697E-33  48.70% - - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
7 Dtﬁﬁiirslsllz 3382751’61‘30““‘65 hyaluronidase-3 isoform 1 208 162607 66.00% - IPRO13785; IPRO17853; IPRO18155
DMPC15153089_Speleonectes . . R IPR001254; IPR009003; G3DSA2.40.10.10 (GENE3D),
73 tulumensis 0 plasminogen activator spa 135 1.59E-18  65.20% - PTHR24257 (PANTHER)
74 DMPCISIS3IIT Speleonectes arylsulfatase b 250 112E-07 62.83%  .metabolic process; Ficatalytic activity; G3DSA:3.30.1120.10 (GENE3D), tmhmm (TMHMM)
tulumensis 2 F:sulfuric ester hydrolase activity
75 Dﬁgﬁiﬁi 3;5 >_Speleonectes si:dkey- protein 105  4.93E-09 61.44% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPRO01254; IPRO01314; IPR002172; IPR009003; [PRO18114;
76 Dxpriisslii 3?04—51’3180““‘“ suppressor of tumorigenicity protein 14 350  1.12E-45  51.80% - IPR023415; G3DSA:2.40.10.10 (GENE3D), PTHR24265
. — (PANTHER)
77 DMPCI3133227 Speleoncctes —NA-- 149 - IPR00S197; PTHR19441 (PANTHER)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
78 thﬁi;sslé 355 I_Speleonectes serine protease 56-like 204 2.02B-10 50.80% - PTHR24261 (PANTHER), PTHR24261:SF9 (PANTHER),
- — SignalP-NN(euk) (SIGNALP)
DMPC15153289 Speleonectes . . o P:regulation of transcription, DNA-dependent; IPR002059; IPRO11129; IPR012340; IPR019844; PTHR 11544
P tulumensis 2 y-box factor-like protein 145 5.24E-29  67.10% g cleic acid binding; F:DNA binding (PANTHER), PTHR1544:SF14 (PANTHER)
80 DMPC15153444 Speleonectes chain tachylectin 5a from tachypleus 202 235E-60  63.30% IPR002181; IPR0O14715; IPR014716; IPR020837; PTHR 19143
. = . 0 -

tulumensis 2

tridentatus (japanese horseshoe crab)

(PANTHER)




DMPC15153462_Speleonectes

C:extracellular space; P:multicellular organismal

IPR000734; IPR002331; IPR013818; G3DSA:3.40.50.1820

81 tulumensis 0 mgc52890 protein 148  2.95E-24  60.00% development; F:hydrolase activity; P:response to (GENE3D), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- - endogenous stimulus; F:protein binding SSF53474 (SUPERFAMILY)
C:extracellular region; F:catalytic activity;
82 Hﬁﬁiégsﬁ 3‘1‘96—51’61“’““‘“ glutathione peroxidase 7 100 1.18E-16 78.00%  Fantioxidant activity: P:response to stress: IPR000889; IPRO12336; SignalP-NN(euk) (SIGNALP)
- - P:metabolic process
F:nucleotide binding; C:mitochondrion;
: . - . - IPR002198; TPR002347; IPR016040; IPR020904; PTHR24321
83 DMPCI5 1.535727Speleonectes 3-hydroxybutyrate c_lehydrogenase type 2- 251 5.91E-122 80.40% F.catalytlp activity; P.b{o!oglcal _process; (PANTHER), PTHR24321:SF0 (PANTHER), PF13561 (PFAM),
_tulumensis_2 like P:catabolic process; P:lipid metabolic process;
. . . SSF51735 (SUPERFAMILY)
P:biosynthetic process; P:metabolic process
DMPC15153590_Speleonectes . . o P:protein metabolic process; P:cellular protein IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
84 lumensis 2 nk-tumor recognition protein 225 T.06E-69  89.20% | ification process: F:catalytic activity PTHR11071 (PANTHER), PTHR11071:SF130 (PANTHER)
85 DMPCI15153641_Speleonectes glyceraldehyde-3-phosphate 149 332E-57  85.80% F:nucleotide binding; P:carbohydrate metabolic IPR0O16040; IPR020828; IPR020831; SSF51735
tulumensis 1 dehydrogenase ) Oue process; F:catalytic activity; P:metabolic process (SUPERFAMILY)
ame: full=hemagglutinin amebocyte
86 Dtﬁ’g Ii;isllz 3(7)12—31’61““6““ aggregation factor ame: full=18k-laf flags: 101  7.60E-07  65.00% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- - precursor
DMPC15153713_Speleonectes . o IPR000436; G3DSA:2.10.70.10 (GENE3D), PTHR 19325
87 tulumensis 1 aael012452- partial 186  1.38E-11  42.50% - (PANTHER)
gy DMPCLIS 3743 Speleonectes hemaggl““mnf:;‘:::ﬁiyete aggregation 4y 5 66E-10  59.20% - IPR026645; tmhmm (TMHMM)
gg DMPCIS153843 Speleonectes ferritin gfl 106 324E-24 8830% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
90 Dxpﬁisslz 3§90—Spele°“e°‘es —NA-- 122 . PTHR24275 (PANTHER), PTHR24275:SF2 (PANTHER),
—HHmensis_ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
TIPR002198; TPR016040; PTHR24316 (PANTHER),
91 DtN{PEiflsliz 3210751’61““““ epidermal retinol dehydrogenase 2 177 178E-32  70.10%  F:catalytic activity PTHR24316:SF1 (PANTHER), SignalP-NN(euk) (SIGNALP),
i — tmhmm (TMHMM), SSF51735 (SUPERFAMILY)
92 DMPC15153976_Speleonectes sin 113 3.96E-45 77.30% F:peptidase activity; P:protein metabolic IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
tulumensis 2 tryp ) U process; P:catabolic process PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER)
93 Dt{‘lﬁiissliz 4234—51’6160““‘“ dermatopontin 2 104 141E-07 63.17% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
T .PC}JL[UQBC TIIroTor ﬂ.\/llVll.y, T .acuuc-ty})c
04 DMPCIS1.541857Speleonectes PREDICTED: nidogen-1 146 9.15E-08  59.00% endppeptldase 1.nh1b1t0r activity; C:e).(tracellular IPRO00716; IPR022339
_tulumensis_2 region; P:negative regulation of peptidase
o IPR001254; IPRO01314; IPR009003; IPRO1S114;
DMPC15154392 Speleonectes o . . .. G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
95 tulumensis 2 mast cell protease 6 272 1.13E-92 72.60%  F:peptidase activity PTHR24268:SF68 (PANTHER), SignalP-NN(cuk) (SIGNALP),
tmhmm (TMHMM)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
96 DMPCIS153421 Speleonectes by TED. chymotrypsin-C-like 106 7.52E-08 53.00% - PTHR24275 (PANTHER), PTHR24275:SF2 (PANTHER),

_tulumensis_2

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15154435_Speleonectes

P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological

IPR000626; IPR002906; IPR019954; IPR0O19955; IPR019956;

97 tulumensis 0 ubiquitin-40s ribosomal protein s27a 148  1.98E-58 97.10% rocess: Prcell death: P:cellular component 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — process; £ > tieetiu ponent SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
98 Dtll\ﬁﬁisslé 4‘2‘82—51”16"““‘65 —NA--- 143 - 0 no IPS match
DMPC15154520_Speleonectes hypothetical protein o TR L IPR002048; IPR011992; IPR018247; IPR027241; PTHR10827
% fulumensis 0 DAPPUDRAFT 189509 115 192E-44 79.00%  F:calcium ion binding ! (PANTHER), SSF47473 (SUPERFAMILY)
100 DMPC15154565_Speleonectes lipase 3 72 504E25  81.80% P:catabolic process; P:lipid metabolic process; 3 G3DSA:3.40.50.1820 (GENE3D), PTHR 11005 (PANTHER),
tulumensis 1 P ) OV F:hydrolase activity PTHR11005:SFO (PANTHER), SSF53474 (SUPERFAMILY)
DMPC15154637_Spelconectes . o R . o IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
101 tulumensis 1 epididymal secretory protein el-like 140  3.64E-11  63.50% P:transport; F:binding; C:intracellular 3 NN(euk) (SIGNALP), tmhmm (TMHMM)
102 Dﬁﬁigsﬁ 4245—51’61"0““‘“ b i‘%ﬁ?}%ﬁzﬁr‘f?ﬁz s 201 145E-27 61.50%  F:catalytic activity 1 IPR002557; IPR013781; IPR017853; PTHR 11177 (PANTHER)
DMPC15154703_Speleonectes o IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
103 tulumensis 2 mdI2 151 9.92E-11  52.30% - 0 NN(euk) (SIGNALP)
DMPC15154704 Speleonectes o . . IPR0O01283; IPR002413; IPR014044; IPR018244; SignalP-
104 tulumensis 1 ves g 5 allergen 376  4.95E-39  52.50% C:extracellular region 1 NN(euk) (SIGNALP), tmhmm (TMHMM)
105 Hﬁiiissllz 4;65—51’3160“"’“63 vitelline membrﬁgfn‘(’)‘lléegr layerprotein I 136 4 96E-13  5340% - 0  IPR005515; PTHR18841:SFO (PANTHER)
106 DMPC15154809_Speleonectes heavy polypeptide 1 110 188B-21 8720%  L-ecllularhomeostasis; F:catalytic activity; 5 IPROO1S19; IPRO08331; IPRO09040; IPRO0907S; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
. . S L T IPR007087; IPR013087; IPR015880; PTHR19818 (PANTHER),
107 Di‘ﬁiissliz 4220—51”160““‘“ zinc finger protein glis2-like 230  246E-37  65.20% (F:'_‘i‘;l;fclzlifllibmdmg’ F:zinc jon binding; 3 PTHR19818:SF11 (PANTHER), PF13465 (PFAM), SSF57667
-~ — : (SUPERFAMILY)
DMPC15154843_Speleonectes . o P:cell adhesion; F:chitin binding; P:chitin IPR006207; IPR006208; PTHR11339 (PANTHER),
198 tulumensis 2 hemolectin cg7002-pa 545 6AE-SL 5340% o eabolic process; Ciextracellular region 4 PTHRI1339:SF25 (PANTHER), SSF57603 (SUPERFAMILY)
109 Dtﬁiﬁigsllz 4?71781’61‘30“6“‘35 neutral protease precursor 147 148E-12 67.40%  F:peptidase activity 1 IPR007280; SignalP-NN(euk) (SIGNALP)
DMPC15155046_Speleonectes . . o IPR005204; IPR013788; PTHR11511:SF23 (PANTHER), SignalP-
110 tulumensis 2 hemocyanin subunit type 1 precursor 140  2.59E-49  67.90% - 0 NN(euk) (SIGNALP), tmhmm (TMHMM)
P:proteolysis; F:serine-type endopeptidase
111 Dth{PﬁirSISliZS (l)407$peleonectes serine protease precursor 149 3.23E-17 59.50% activity; P:negative regulation of catalytic 4 TPR007280; SignalP-NN(euk) (SIGNALP)
- - activity; F:identical protein binding
C:chromosome; F:DNA binding;
12 Dﬁgﬁ;jﬁ 3 fs“fSPele"ne“es histone 2b 374 3.16E-60 9820%  C:nucleoplasm; C:protein complex; P:organelle 6  IPR000558; IPR007125; IPR009072
- - organization; C:lipid particle
13 Dtﬁii;:é 3 TOZ—SWI"‘O“““"S upf0364 protein c6orf211 homolog 150 374E-42  73.00% - 0 IPR002791; PTHR12260 (PANTHER)
114 DMPCI15155309_Speleonectes female reproductive tract protease 156 410E-12 60.50%  F:hydrolase activity 1 IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

tulumensis 1

gleanr 2574

PTHR24259 (PANTHER)




DMPCI15155311_Speleonectes

P:response to biotic stimulus; P:regulation of
biological process; P:cell growth; P:cell cycle;
P:biosynthetic process; P:carbohydrate
metabolic process; P:biological process;
P:anatomical structure morphogenesis;
P:multicellular organismal development;

115 ; hyaluronidase-1 isoform 4 102 1.75E-14  64.30% 22 IPRO13785; IPRO17853; IPRO18155
_tulumensis_0 C:extracellular space; C:lysosome; P:response to
stress; P:catabolic process; P:response to abiotic
stimulus; F:hydrolase activity; F:receptor
activity; C:organelle; C:cytoplasm; F:transferase
activity; P:response to external stimulus; P:cell
proliferation; F:protein binding
17 pepuuast mimuIun acuvity, 17.5CTIc=ty pc
116 DMPC15155327_Speleonectes ame: full=saxiphilin short=sax flags: 130 1.14E-14  50.20% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_2 precursor ' ““77% region; P:negative regulation of peptidase (SIGNALP)
IPRO13126; IPRO18181; G3DSA:2.60.34.10 (GENE3D),
DMPC15155428_Speleonectes . o . T G3DSA:3.30.420.40 (GENE3D), G3DSA:3.90.640.10
117 tulumensis_1 heat shock cognate 70 kda protein 304 6.82E-176 97.70%  F:nucleotide binding; P:response to stress 2 (GENE3D), PTHR19375 (PANTHER), SSF100920
(SUPERFAMILY), SSF53067 (SUPERFAMILY)
DMPC15155487_Speleonectes — . o . . . IPR000734; IPR013818; G3DSA:3.40.50.1820 (GENE3D),
118 tulumensis 2 pancreatic lipase-related protein 1 217 5.30E-30  65.00% F:catalytic activity 1 SSF53474 (SUPERFAMILY)
119 Dﬁiﬁiﬁ;ﬁ 3 g“—Spele"ne“es oocyte protease inhibitor-1 precursor 123 1.08E-10 65.60%  P:proteolysis; F:peptidase activity 2 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP)
T .PCPIJUQBC HIIIoToT auuvuy, T .acuuc-ty})c
120 DMPCI5 1.559067$peleonectes protein 145 5.92E-17  49.90% endopeptldase 1.nh1b1t0r activity; C:e).(tracellular 4 IPRO00716; PTHR12352 (PANTHER)
_tulumensis_2 region; P:negative regulation of peptidase
121 DMPCISIS5912 Speleoncctes histone h2a 161 474E-57 8530% O chromosome; F:DNAbinding; Prorganclle 4 IPRO02119; IPR007125; IPR009072; PTHR23430 (PANTHER)
tulumensis 2 organization; C:nucleus
F:hydrolase activity; P:glutamine metabolic
122 Dtll\l/flljﬁéssli?g18_Spele0nectes gamma-glutamyl hydrolase-like 144 2.70E-08 63.40%  process; F:catalytic activity; F:omega peptidase 4 TPRO15527; PTHR11315:SFO (PANTHER)
- = activity
DMPC15155953_Speleonectes  cd74 major histocompatibility class ii o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
123 tulumensis 1 invariant chain a 123 4.84E-08 67.67% P:multicellular organismal development 1 NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15156060_Speleonectes . . . o IPR000866; IPR012336; IPR019479; PTHR10681 (PANTHER),
124 tulumensis 0 thioredoxin peroxidase 114 4.47E-68 90.70% - 0 PTHR10681:SF44 (PANTHER)
a chain crystal spectroscopic and catalytic
125 DMPCIS156104_Speleoncetes p“’f:gfs "I:l";r’ibe:;°‘e’flgefr£:’;ilca“d 85 124E.12 6410  Fepeptidascactivity; Pireproduction; Piprotein 4 IPRO0IS06; IPR024079; PTHR10127 (PANTHER), SSF55486
_tulumensis_0 endopep tﬁire}:se a cVorrZIa tion of structurc ’ U metabolic process; C:cytoplasm (SUPERFAMILY)
and proteolytic activity
P:proteolysis; F:metallopeptidase activity;
DMPC15156112_Speleonectes . . o : P L IPR006586; IPR024079; PTHR13723 (PANTHER), PF13574
126 tulumensis_1 dlg-interacting metalloprotease 198  1.35E-24  49.60% F:hydrolase act1v1ty, F.pept}dgse activity; 5 (PFAM), SSF55486 (SUPERFAMILY)
F:metalloendopeptidase activity
DMPCI15156162 Speleonectes IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
127 —>P plasminogen activator spa 150 4.22E-20 65.30%  F:peptidase activity 1 (GENE3D), PTHR24260 (PANTHER), SignalP-NN(euk)

_tulumensis_0

(SIGNALP), tmhmm (TMHMM)




DMPC15156454 Speleonectes

P:anatomical structure morphogenesis;
P:regulation of biological process; F:peptidase
activity; P:embryo development; P:cellular

IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10

128 tulumensis 2 serine protease hepsin 133 9.87E-12 57.90%  component organization; P:response to external 12 (GENE3D), PTHR24268 (PANTHER), SignalP-NN(euk)
- = stimulus; P:response to abiotic stimulus; (SIGNALP)
C:plasma membrane; C:cell; F:ion channel
activity; C:intracellular; P:metabolic process
DMPCI15156478 Speleonectes . . o o L IPRO01715; IPR001997; IPR003096; PTHR18959 (PANTHER),
129 tulumensis 2 calponin transgelin 179 9.79E-76  88.40% F:actin binding; P:cytoskeleton organization 2 PTHR18959:SF3 (PANTHER)
130 Dﬁﬁiﬁsﬁ 6385—51”160“““ —-NA--- 337 - 0 IPRO14853
131 DMPCI15 1.565 13_Speleonectes  hemagglutinin amebocyte aggregation 110 336E22  61.20% ) 0 IPRO26645
tulumensis_1 factor
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
132 Dﬁﬁigsﬁ 6334—51’61"0““‘“ kazal-type protease inhibitor 107 3.12E-13  55.60% - 0 (PANTHER), PTHR10913:SF21 (PANTHER), SSF100895
-~ — (SUPERFAMILY)
DMPC15156566_Speleonectes . o P:carbohydrate metabolic process; F:catalytic IPR001672; G3DSA:3.40.50.10490 (GENE3D), PTHR11469:SF0
133 tulumensis 0 phosphoglucose isomerase 69 BTBE21 T8O0% . iivity 2 (PANTHER), SSF53697 (SUPERFAMILY)
134 DMPCI5156577_Speleonectes chitinase chit] precursor 213 403E-10 59.30%  Lchitin binding; P:chitin metabolic process; 3 IPR002557; PTHR23301 (PANTHER)
tulumensis 0 C:extracellular region
135 DMPCI5 1‘56635_Speleonectes phospholipase a2 132 376E-15  68.10% F:galplum ion b.lndlng; F:hydrolase gct1v1ty; 4 IPRO0I211: IPRO16090
tulumensis 0 P:lipid metabolic process; P:catabolic process
T ] IPR000727; IPR010989; G3DSA:1.20.5.110 (GENE3D),
136 Dtlvfprgilfsliz 6597—51’61“’“6““ syntaxin la 138 3.59E-14  9520% g;‘;ﬂs Fc;‘r’tr."lf“;obt‘e‘}ﬁ‘gisc'(‘)‘;t“a"euular’ 5 PTHRI19957 (PANTHER), PTHR19957:SF33 (PANTHER),
—u — transport; 1-p P SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
137 DMPCI15156708 Speleonectes membrane metallo-endopeptidase-like 1- 306 232E-66  68.50% P:proteolysis; F:metallopeptidase activity; 3 IPR000718; IPR018497; IPR024079; PTHR11733:SF26
tulumensis 1 like ) U F:metalloendopeptidase activity (PANTHER), SSF55486 (SUPERFAMILY)
133 DMPCIS156777_Speleonectes soma ferritin 123 47427 8840y  Lccllularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO0S331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
139 DMPCISISGH07 Speleoncetes  jemocyanin subunit type 2 precursor 80 400E-31 72.70% - 0 IPR005203; IPRO14756
140 Dtﬁii;slé 6526751’61““6““ si:dkey- protein 106 327E-08 63.29% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15156876_Speleonectes . . o P:proteolysis; F:hydrolase activity; .
141 tulumensis 0 peptidase m4 thermolysin 120 2.55E-07 59.83% F:metalloendopeptidase activity 3 SignalP-NN(euk) (SIGNALP)
DMPCI15156906_Speleonectes . o F:calcium ion binding; C:integral to membrane; IPR002172; IPR023415; PTHR10529 (PANTHER), tmhmm
142 tulumensis 2 isoform e 120 2.53E-11  67.30% C-membrane 3 (TMHMM)
DMPC15156935_Speleonectes . o . .. IPR001506; IPR006026; IPR024079; PTHR24543 (PANTHER),
143 lumensis 1 hatching enzyme 185 3.38E-30  56.00%  F:hydrolase activity ! PTHR24543:SF85 (PANTHER), SSF55486 (SUPERFAMILY)
144 Hﬁ/gﬁiﬂé 6?38—51’31“’““‘65 —NA-- 175 - 0 noIPS match
145 DMPCI5156956_Speleonectes thioredoxin peroxidase 2 188 2.67E-20 89.00% | metabolic process; Fcatalytic activity; 3 IPRO12336; IPRO19479; PTHR10681 (PANTHER)
tulumensis 1 F:antioxidant activity
DMPCI15156958 Speleonectes . . o . . o . .. IPR015590; IPR0O16160; IPRO16161; IPRO16162; IPR0O16163;
146 tulumensis 1 succinate semialdehyde 211 7.94E-93  77.80% P:metabolic process; F:catalytic activity 2 PTHR 11699 (PANTHER), PTHR 11699:SF49 (PANTHER)
P:cellular homeostasis; P:regulation of . . Ca
147 DMPCI5157009_Speleonectes thioredoxin-like protein 121  1.64E24 82.00% biological process; Fielectron carrier activity; PR LIS USRI N Y B R LESNINE
_tulumensis_1 . . . (SIGNALP)
F:catalytic activity; P:metabolic process
P:oxidation-reduction process; F:heme binding; . .
148 DMPCI5157030_Speleonectes peroxidasin homolog 287 1.08E-14 63.80%  F:oxidoreductase activity; P:response to 5 IPR002007; IPRO10255; PTHR11475 (PANTHER), tmhmm

_tulumensis_1

oxidative stress; F:peroxidase activity

(TMHMM)




DMPC15157083_Speleonectes

interferon-related developmental regulator

IPR009832; PTHR20997 (PANTHER), PTHR20997:SFO

- 0 R
149 tulumensis 1 1-like 330 4.84E-27 49.50% (PANTHER), tmhmm (TMHMM)
150 DMPCI5 1.57124_Speleonectes hemagglutinin amebocyte aggregation 107 350522 5630% - IPRO26645
tulumensis 2 factor
151 Dﬁiﬁiﬁi 7}29781’61“““‘“ dermatopontin 2 135 4.11E-09 63.75% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
152 Hﬁiiissllz 7}90—51’6160“"’“63 crisp3: cysteine-rich secretory 129 638E-11 51.40%  Ciextracellular region IPR001283; IPRO14044; IPRO18244
T .pllUlellUlldeC gV a\.uvu._y, T CalCIuIlr 1011
DMPCI15157220_Speleonectes . g ) o binding; P:lipid catabolic process; IPR0O01211; IPR0O13090; IPR016090; SignalP-NN(euk)
153 _tulumensis_1 phospholipase a2-like 154 ST8E-17 - 61.30% P:phospholipid metabolic process; (SIGNALP), tmhmm (TMHMM)
154 DMPCI5157247_Speleonectes manganese superoxide dismutase 96  7.0SE-17 83.90% | binding; Pimetabolic process; Fcatalytic IPRO01189; IPRO19831; PTHR11404:SF5 (PANTHER)
tulumensis 2 activity
155 DMPCIS157302_Spelconectes  chain crystallographic structure of 04 337E21 77.20% Elgil)h‘llc‘f:lh‘;‘;zzzta;‘Zleitrrzgl;ugt;‘;‘;r";cm . IPR005746; IPRO12336; IPRO13766; IPRO17937;
_tulumensis_1 thioredoxin from litopenaeus vannamei ' eue . gical proces . . ty PTHR10438:SF17 (PANTHER), SignalP-NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
. . . F:zinc ion binding; P:peptidoglycan catabolic . . L g
156 DMPC]51.5733478peleonectes peptidoglycan recognition protein 2 short 105 157E-17  64.80% process: F:N-acetylmuramoyl-L-alanine amidase IPR002502; IPR006619; TPR0O15510; SignalP-NN(euk)
_tulumensis_2 class activity (SIGNALP)
DMPCI15157398 Speleonectes o . . IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
157 tulumensis 1 26kda protease 133 2.40E-16  62.90% F:hydrolase activity PTHR24256 (PANTHER)
158 Dtﬁ’riissliz 7‘2‘97—51’3160“"’““ carbohydrate sulfotransferase 11-like 232 839E-28 63.60% - IPR005331; IPRO18011; PTHR12137:SF1 (PANTHER)
159 DVPCISI37533 Speleonectes AP o 144 3.06E-09 51.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:carbohydrate metabolic process; P:generation
160 Dtﬁ/iljriissliz7?45_Speleonectes phosphoglycerate kinase 122 1.28E-38 86.70%  of precursor metabolites and energy; P:catabolic IPR0O01576; IPR015824; IPR015911
- - process; P:metabolic process; F:kinase activity
DMPCI15157553_Speleonectes . . s o e IPR007087; IPRO13087; IPR0O15880; PTHR11389 (PANTHER),
161 tulumensis 0 gonadotropin inducible transcription 161  6.04E-32  69.90% F:binding PF13465 (PFAM), SSF57667 (SUPERFAMILY)
162 DMPCI5157662_Speleonectes soma ferritin 110 146B-32 89.50%  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPCI15157667_Speleonectes . . o IPR001254; IPR001314; IPR009003; IPRO18114;
163 lumensis 0 plasminogen activator spa 394 1.OSE-60  64.40% - G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER)
IPR000668; IPR013128; IPR025660; IPR025661;
164 DthPriissliz 7296—Spele°“e°tes cathepsin | 150 8.6IE-68 78.80% - G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — (PANTHER), SSF54001 (SUPERFAMILY)
DMPCI15157704 Speleonectes o IPR0O01916; IPR023346; G3DSA:1.10.530.10 (GENE3D),
165 \lumensis 0 lysozyme precursor 17 7.95E-08  61.00% - PTHR11407 (PANTHER), PTHR11407:SF2 (PANTHER)
DMPC15157711 Sneleoncctes IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
166 tulumensis 1 P serine protease inhibitor kazal-type 6-like 119  5.41E-08 66.50% - (PANTHER), PTHR21312:SF8 (PANTHER), SSF100895
— — (SUPERFAMILY)
167 DMPCIS157773_Speleonectes soma ferritin 126 424E-39 8530%  Loccllularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
168 Dtll\l/{llzriizsliz7;97ispeleonectes female neotenic-specific protein 3 152 8.88E-11 57.75% - no IPS match
169 DMPCI5 1457812_Speleonectes hemagglutinin amebocyte aggregation 107 5.03E20 63.10% - IPRO26645
tulumensis 0 factor
170 DMPCI5157831_Speleonectes cg3556 cg3556-pa 224 1.51E-21 57.90%  P:cobalamin transport; F:cobalamin binding IPR002157

tulumensis 0




DMPC15157857_Speleonectes

aldehyde dehydrogenase family 1 member

C:cytoplasm; F:catalytic activity; P:biosynthetic

IPRO15590; IPR0O16161; IPRO16163; PTHR11699 (PANTHER),

_ 0 . E- ity P ;
171 tulumensis 2 mitochondrial 137  421E-68 94.70%  process; F.transfer.ase activity; P.-me.tabohc 7 PTHR11699:SF46 (PANTHER)
- = process; P:catabolic process; F:binding
172 DMPCIS157876_Speleonectes soma ferritin 114 496E-33 88.50%  |.cellularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPCI15157895 Speleonectes - o P:protein metabolic process; P:cellular protein IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
173 tulumensis 2 cyclophilin a 498 7.99E-58  90.10% modification process; F:catalytic activity 3 PTHR11071 (PANTHER), tmhmm (TMHMM)
C:extracellular space; P:protein metabolic
process; C:cell; C:endoplasmic reticulum;
DMPC15157900 Speleonectes C:cytoplasm; C:lipid particle; F:electron carrier IPR005746; IPR005788; IPR012336; IPR013766; IPR017937,
174 tulumensis 2 P protein disulfide isoform a 150  2.68E-53  83.80% activity; P:cellular homeostasis; P:regulation of 14 PTHRI18929 (PANTHER), PTHR18929:SF32 (PANTHER),
- = biological process; P:metabolic process; SignalP-NN(euk) (SIGNALP)
C:nuclear envelope; C:organelle; C:intracellular;
F:catalytic activity
175 DMPCI5158036_Spelconectes NA 100 i o PTHR24264 (PANTHER), SignalP-NN(cuk) (SIGNALP),
tulumensis_2 tmhmm (TMHMM)
DMPC15158091_Speleonectes . . o . ARG . G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
176 tulumensis 1 lipase 3-like 171 5.08E-22  66.60% F:hydrolase activity; P:lipid metabolic process 2 PTHR11005:SFO (PANTHER), tmhmm (TMHMM)
P:cellular homeostasis; F:binding; P:regulation
177 DMPCIS5158127_Speleoncctes ferritin h subunit 118  656E-20 9150 Of biological process; Pcell proliferation; 8  IPRO01519; IPRO08331; IPRO09040; IPRO0SOTS; IPRO12347
_tulumensis_1 F:catalytic activity; P:ion transport;
C:mitochondrion; P:metabolic process
178 Dﬁﬁigsﬁ 8;28—51’61"0““‘“ syntaxin-1a-like isoform 2 306 3.67E-14  76.60% - 0 noIPS match
DMPCI15158185_Speleonectes . . o TPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR 11705
179 tulumensis 2 carboxypeptidase al-like 160 3.32E-29 71.20% - 0 (PANTHER), SSF53187 (SUPERFAMILY)
180 DMPCI5158213_Speleonectes ferritin-1 heavy chain 106 1.74E-20 90409 | ccllularhomeostasis; F:catalytic activity; 5 IPR001519; IPRO08331; IPRO09040; IPR00907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15158229 Speleonectes . o IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
181 lumensis 1 frypsin 126 3.94E-13 6030% - O (GENE3D). PTHR24265 (PANTHER)
DMPC15158249 Speleonectes . o . . - .. IPR000933; IPR013781; IPR016286; IPR0O17853;
182 tulumensis 2 plasma alpha-1-fucosidase 243 4.76E-74  68.80% P:metabolic process; F:hydrolase activity 2 PTHR10030:SF3 (PANTHER), tmhmm (TMFMM)
183 Dﬁﬁigsﬁ 8391—51’61"0““‘“ ferritin subunit 146 1.53E-39  76.60%  F:binding 1 IPROO0I519; IPRO08331; IPRO09040; IPRO0907S; IPRO12347
DMPC15158475_Speleonectes sh3 domain-containing ring finger protein o e IPR001452; G3DSA:2.30.30.40 (GENE3D), PTHR10661
184 ulumensis_0 3-like isoform 2 270 1OIE-I8 ~ 67.10%  F:binding ' (PANTHER), PTHR10661:SF7 (PANTHER), tmhmm (TMHMM)
185 Hﬁﬁﬁigsllz 8387751’61‘30“6“‘35 anti-lipopolysaccharide factor isoform 7 145 424E-29  68.20% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15158533_Speleonectes . . o . . . . s IPR001623; IPR018253; PTHR24078 (PANTHER),
186 tulumensis 0 cysteine string 137 9.04E-63  94.80% P:protein metabolic process; F:protein binding 2 PTHR24078:SF7 (PANTHER), SignalP-NN(euk) (SIGNALP)
187 DVPCISI38632 Speleoncctes dermatopontin 3 98 3T2E-08  6920% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15158662_Speleonectes . . B o P:carbohydrate metabolic process; F:catalytic IPR001672; G3DSA:3.40.50.10490 (GENE3D), PTHR11469:SF0
188 lumensis 1 glucose-6-phosphate isomerase 78 SA9E22 T290% ity 2 (PANTHER), SSF53697 (SUPERFAMILY)
P:cellular homeostasis; P:regulation of .
DMPCI15158690_Speleonectes . . o X . R . s IPR005746; IPR012336; IPR013766; IPR017937; SignalP-
189 tulumensis_1 thioredoxin 1 144 1.68E-42 85.20% bl.ologlca_l pros:e.ss,.F..electron carrier activity; 5 NN(euk) (SIGNALP), tmhmm (TMHMM)
F:catalytic activity; P:metabolic process
TPR003598; TPR007110; IPR0O13098; IPR0O13783; PTHR19831
199 DMPCI5158700_Speleonectes lachesin 90  128E-20 71.90% - 0 (PANTHER), PTHR19831:SF16 (PANTHER), SSF48726

_tulumensis_1

(SUPERFAMILY)




DMPC15158773_Speleonectes

hypothetical protein

- 0 -
191 tulumensis 2 DAPPUDRAFT 308544 132 5.33E-07 66.00% 0  IPR0O04911
192 Hﬁﬁﬁiﬁ:}z 8383—51’31“’“““’5 tpa_inf: hypothetical secreted protein 469 190 6.69E-09 47.75% - 0  IPR020234
193 Dﬁiﬁ;ﬁi 8?14781’61“““‘“ galectin partial 196 5.98E-25 59.90%  F:carbohydrate binding 1 IPRO01079; IPR008985; IPR013320; PTHR 11346 (PANTHER)
T .yllprllUllyabC A d\;llVlly, . Calciurir 1UIr
DMPC15159017_Speleonectes . . o binding; P:lipid catabolic process; IPR0O01211; IPR0O16090; SignalP-NN(euk) (SIGNALP), tmhmm
194 _tulumensis_2 phospholipase a2-like 132 9.38E-08  39.67% P:phospholipid metabolic process; 3 (TMHMM)
195 Dtll\l/ffrgissli?gs 2_Speleonectes galactose-specific c-type lectin 230 833E-13 4830%  F:carbohydrate binding I IPRO01304; IPRO16186; IPRO16187; PTHR22802 (PANTHER)
F:peptidase inhibitor activity; P:blood
196 DMPCISISO087 Speleonectes i oo factor pathway inhibitor-like 253 335E-16 s1.50v  codgulation; Fiserine-type endopeptidase 5 IPR002223; IPR020901; PTHR10083 (PANTHER)
_tulumensis_0 inhibitor activity; C:extracellular region;
P:negative regulation of peptidase activity
P:cell differentiation; P:reproduction;
F:antioxidant activity; P:biological process;
F:binding; P:cellular homeostasis; P:cell
communication; P:DNA metabolic process;
197 DMPC151.591297Speleonectes superoxide dismutase 246 446E-22  52.00% F:catalytic activity; P:multlceuular organismal 20 IPRO01424: IPRO24134
_tulumensis_0 development; C:organelle; C:intracellular;
P:metabolic process; P:regulation of biological
process; P:biosynthetic process; F:protein
binding; P:response to stress; P:cell death;
C:cytoplasm; P:transport
DMPCI15159211_Speleonectes L . o IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
198 tulumensis 1 epididymal secretory protein el 149 5.64E-19 60.50% - 0 NN(euk) (SIGNALP)
199 Dtll\lﬁiigsllz 9336731’61‘30““‘65 dermatopontin 2 121 424E-12 59.90% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; IPR001314; IPR009003; IPR0O18114;
200 Dtﬁﬁiissliz 9343—51’3160““63 trypsinogen 2 193 1.37E-34  64.80% - 0 G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
P:protein metabolic process; P:nucleobase-
DMPC15159284 Speleonectes . . . . o .. P . IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
201 tulumensis 1 peptidyl-prolyl cis-trans isomerase-like 3 155  6.74E-53  93.30% contamm_g cor_npound metabolic process; 4 PTHR11071 (PANTHER)
- — F:catalytic activity; C:nucleus
202 DMPCIS 139307 Speleonectes i lipopolysaccharide factor isoform 7 128 8.15E-17  61.20% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
203 DMPCI5159397_Speleonectes ferritin gfl 136 3.09E-27 88.70% Lccllularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
F:catalytic activity; P:signal transduction;
P:regulation of biological process; P:cell death;
P:cellular protein modification process;
P:behavior; P:response to external stimulus;
DMPCI15159471 Speleonectes T ) o F:receptor binding; P:cell cycle; P:metabolic IPR001398; G3DSA:3.30.429.10 (GENE3D), PTHR11954:SF4
204 _tulumensis_1 macrophage migration inhibitory factor ol 4.32E-08  66.70% process; P:protein transport; P:response to stress; 20 (PANTHER), SignalP-NN(euk) (SIGNALP)
C:extracellular region; C:cell; P:biosynthetic
process; P:lipid metabolic process; F:binding;
F:molecular_function; P:cell proliferation;
P:cellular component organization
205 DMPC15159481_Speleonectes hypothetical protein 281  526E-18 49.00% - 0 IPR020234

tulumensis 1

DAPPUDRAFT 308200




DMPC15159489_Speleonectes

gamma-interferon-inducible lysosomal

206 tulumensis 1 thiol reductase 143 1.29E-26 58.80% - 0  IPR004911; SignalP-NN(euk) (SIGNALP)
207 PMPCIS139532 Speleoncctes upf0378 protein kiaa0100-like 106 9.17E-34 8320% - 0 IPRO19443; PTHR15678 (PANTHER)
DMPC15159533 Speleonectes . . o . .. IPR0O01254; IPR001314; IPR009003; IPR0O18114;
208 tulumensis 1 clotting factor b-like 166 1.91E-26  59.50% F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER)
F:protein binding; F:lipid binding; P:organelle
organization; P:cell cycle; P:metabolic process;
DMPC15159662 Speleonectes P:regulation of biological process; C:cell; IPRO13126; G3DSA:3.30.30.30 (GENE3D), G3DSA:3.30.420.40
209 wulumensis 1 P heat shock protein 70 149 5.13E-56  92.30% C:nuclear chromosome; P:reproduction; P:cell 15 (GENE3D), PTHR19375 (PANTHER), SSF53067
- - differentiation; C:nucleus; P:response to stress; (SUPERFAMILY)
P:response to abiotic stimulus; F:nucleotide
binding; C:mitochondrion
210 Dtﬁﬁi;zsliz 9;324—81’61"'0“8““ soma ferritin 126 9.28E-42 7720%  F:binding 1 IPRO01519; IPR008331; IPR009040; IPR009078; IPR012347
211 Dtll\lﬁiisslii 9548—51”160““‘“ dermatopontin 3 89 3.16E07 6633% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15159898 Speleonectes . . . : o P:metabolic process; F:antioxidant activity; IPR0O00866; IPR012336; IPR024706; PTHR10681 (PANTHER),
212 lumensis 1 thioredoxin peroxidase 140 477E-TL - 88.10% . avalytic activity 3 PTHR10681:SF44 (PANTHER)
DMPC15159904 Speleonectes . . . o . R . .. IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
213 tulumensis 2 ovarian cysteine protease inhibitor 112 1.36E-10 55.50% P:proteolysis; F:peptidase activity 2 (SIGNALP)
DMPCI15159972_Speleonectes - . . o P:negative regulation of phosphatase activity; IPR002110; IPR020683; PTHR24179 (PANTHER),
214 lumensis 0 dysferlin-interacting protein I 155 3.38E-53  68.20% F:phosphatase binding > PTHR24179:SF2 (PANTHER)
215 Dtll‘lﬁiizslgoy7—8196160“6““ ~-NA--- 145 - 0  IPR002591; IPRO17849; IPRO17850; IPR024873
T .lJCl)llUd.bC TIIToToT acuyv ll_y 5 17.5CT lllc‘lypc
216 DMPC15160097_Speleonectes nidogen and related basement membrane 172 661E-12  47.20% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
_tulumensis_0 protein ’ U region; P:negative regulation of peptidase NN(euk) (SIGNALP)
217 Dtll\l’giiflsligoi32751’6160“6“65 —NA—- 106 - 0  IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:peptidase inhibitor activity; F:serine-type
il leni i _ . endopeptidase inhibitor activity; C:extracellular . e
218 DMPCI5 1460 149_Speleonectes ame: full=saxiphilin short=sax flags: 147 215E21 51.80%  region; P:negative regulation of peptidase 6 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_2 precursor A . Lo (TMHMM)
activity; P:cell-matrix adhesion; F:calcium ion
binding
DMPC15160166_Speleonectes - . ; IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
219 tulumensis 1 epididymal secretory protein el 149  7.47E-19 60.50% - 0 NN(euk) (SIGNALP)
220 Dtﬁﬁriisslgoé80—51’61"0“6““ hemocyanin subunit type 1 precursor 151 161E85 68.70% - 0  IPR005203; IPR013788; IPRO14756
221 DMPCIS 100299 Speleonectes 1 pothetical protein TeasGA2 TCO13968 190 S0SE-11 - 46.17% - 0 IPRO20234; SignalP-NN(euk) (SIGNALP)
DMPC15160261 Speleonectes o . .. IPR013032; PTHR11905 (PANTHER), PTHR11905:SF15
222 tulumensis 2 adam 19 195 1.01E-10 71.57% F:hydrolase activity 1 (PANTHER), tmhmm (TMHMM)
DMPC15160281 Spelconectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
223 tulumensis 0 P serine protease 137 precursor 86 4.52E-12  65.60% F:hydrolase activity 1 (GENE3D), PTHR24264 (PANTHER), PTHR24264:SFO
—UIHmensIs_ (PANTHER), SignalP-NN(euk) (SIGNALP)
224 PMPCIS160325 Spelconectes A P 272 49TE80  67.00% - 0 IPRO01747; IPRO11030; IPRO15817; PTHR23345 (PANTHER)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
225 DMPCIS160326_Speleonectes —NA-- 127 . 0 PTHR21312 (PANTHER), SignalP-NN(euk) (SIGNALP),

_tulumensis_1

tmhmm (TMHMM), SSF100895 (SUPERFAMILY)




DMPC15160512_Speleonectes

IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913

226 tulumensis 1 kazal-type serine proteinase inhibitor 4 131  4.58E-12  56.67% - (PANTHER), PTHR10913:SF21 (PANTHER), SignalP-NN(euk)
— — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPC15160527 Spelconectes IPR0O01506; IPR006026; IPR024079; PTHR24543 (PANTHER),

227 ulumensis 1 P zinc proteinase mpcl 149 9.14E-18 52.40% F:hydrolase activity PTHR24543:SF85 (PANTHER), SignalP-NN(euk) (SIGNALP),
e — tmhmm (TMHMM), SSF55486 (SUPERFAMILY)

228 DMPCI15 1.60584_Spe1e0nectes hemagglutinin amechyte aggregation 102 830E-18  64.50% ) IPRO26645

tulumensis 2 factor-like
DMPC15160591 Speleonectes . . o . . . s s IPR001623; IPR018253; PTHR24078 (PANTHER),

229 tulumensis 2 dnaj homolog subfamily ¢ member 9 119  3.74E-38 83.30% P:protein metabolic process; F:protein binding PTHR24078:SF16 (PANTHER)

230 PMPCIS 100712 Speleonectes i lipopolysaccharide factor isoform 7 108 131E-16 64.60% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15160776_Speleonectes ) ] N , o . IPRO01211; IPRO13090; IPRO16090; SignalP-NN(euk)

231 tulumensis 1 phospholipase a2 135 1.25E-18  63.70% F:hydrolase activity; P:lipid metabolic process (SIGNALP)

P:defense response; P:carbohydrate metabolic .
232 DMPCIS 1460878_Speleonectes hyaluronidase precursor 159  7.90E-28 61.40%  process; F'hyzlurononglucos;’minidase activity; IPRO13785; IPRO17853; IPRO18155; SignalP-NN(euk)
_tulumensis_2 ’ : . LT ’ (SIGNALP), tmhmm (TMHMM)
F:catalytic activity
233 DMPCI15160904_Speleonectes NA 145 IPRO16186; IPRO16187; PTHR22803 (PANTHER), SignalP-
tulumensis 1 ) NN(euk) (SIGNALP)
DMPC15160908_Speleonectes . o B .. IPR001570; G3DSA:1.10.390.10 (GENE3D), SSF55486

234 tulumensis 1 zinc metalloprotease 145  5.10E-36  68.50% F:peptidase activity (SUPERFAMILY)

DMPC15160971_Speleonectes . o F:peptidase activity; P:protein metabolic G3DSA:3.40.630.10 (GENE3D), PTHR12053 (PANTHER),

235 tulumensis 2 plasma glutamate carboxypeptidase 145 743E-22 71.50% process; P:catabolic process PTHR12053:SF2 (PANTHER)

DMPCI15160990_Speleonectes . o . s IPR001304; IPR016186; IPR016187; PTHR22802 (PANTHER),

236 tulumensis 2 perlucin 5 147 1.01E-11 49.20%  F:protein binding SignalP-NN(euk) (SIGNALP)

237 DtIl\l/{ll:riisslig1862_Speleonectes female neotenic-specific protein 3 139 291E-09 54.75% - no IPS match
DMPCI15161106_Speleonectes . . o . . o . .. IPR016040; PTHR24316 (PANTHER), PTHR24316:SF1

238 tulumensis 0 epidermal retinal dehydrogenase 2 121 2.18E-35 72.40% P:metabolic process; F:catalytic activity (PANTHER), SSF51735 (SUPERFAMILY)

IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10

239 Dtl:{iiiisligl 143—51’6160“““ trypsinogen 2 121 1.16E25 67.70% - (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
— — (PANTHER), SignalP-NN(euk) (SIGNALP)

240 D&‘:{Eﬁégsﬁl ;5 3_Speleoncctes gama"ntertfleii‘i‘;‘gi‘;f:ge lysosomal 155 4 08E-34  59.20% - IPR004911; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15161195_Speleonectes P o IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm

241 tulumensis 2 pacifastin-related precursor 4t 122 9.43E-08 48.00% - (TMHMM)

P:proteolysis; P:cell proliferation;
DMPC15161200_Speleonectes . o . . R IPR001590; IPR024079; PTHR11905 (PANTHER), PF13574

242 tulumensis_1 isoform a 285  6.94E-34 51.20% F..metalloendopeptldase activity; (PFAM), SSF55486 (SUPERFAMILY)

C:cellular component

243 Dtﬁﬁriissliilgs 2_Speleonectes  hemagglutinin a‘f‘;zl’;cyte aggregalion 453 ) 94E-16  58.10% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15161373_Speleonectes E;erfecci?;sf;rfr’l':: alj{;\t]ilct)}lll; (I))fzggﬁ)laical rocess; IPR005746; IPRO05788; IPRO12336; IPRO13766; IPRO17937;

244 01212 5p protein disulfide isomerase 246 1.04B-110 87.30% 15, Foreg lological p g PTHR18929 (PANTHER), PTHR 18929:SF32 (PANTHER),
_tulumensis_2 P:metabolic process; F:catalytic activity;

A . . PF13848 (PFAM)
F:transferase activity; C:endoplasmic reticulum
245 Dtﬁﬁi;sliglfg I Speleonectes dermatopontin 2 204 133E-31 60.80% - IPR026645; tmhmm (TMHMM)
246 DMPC15161438_Speleonectes hypothetical protein 159 284E-09 50.00% - IPRO20234

tulumensis 0

DAPPUDRAFT 308200




DMPCI15161626_Speleonectes

IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),

. o i " i o )
247 tulumensis_1 serine protease inhibitor kazal-type 6-like 157  1.24E-08 67.67% SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
DMPCI15161633_Speleonectes . o 1PR010448; G3DSA:3.40.50.300 (GENE3D), PTHR10760:SF2
248 tulumensis 2 torsin a 98 8.09E-33  79.60% - (PANTHER)
DMPC15161672_Speleonectes . . o IPR002172; IPR023415; PTHR10529 (PANTHER),
249 lumensis 2 hypothetical protein TeasGA2_TC030735 93 3.81E-07  70.00% - PTHR10529:SF113 (PANTHER), SignalP-NN(euk) (SIGNALP)
ame: full=hemagglutinin amebocyte
250 Dﬁ’gﬁiﬁ:ﬁ1339—51’61“’““‘“ aggregation factor ame: full=18k-laf flags: 111 6.46E-08 57.00% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- - precursor
251 DMPCIS 161046 Spetconcctes dermatopontin 3 92 185B-07 6250% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15162008_Speleonectes . o IPR003534; IPR011042; SignalP-NN(euk) (SIGNALP), tmhmm
252 tulumensis 0 protein yellow 166 9.43E-27 62.30% - (TMHMM)
DMPC15162069 Speleonectes . . o e N .. IPR0O01747; IPRO15816; IPRO15819; PTHR23345 (PANTHER),
253 tulumensis 0 vitellogenin 2 297  8.13E-29 52.00% P:lipid transport; F:lipid transporter activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15162299 Speleonectes . o IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
254 lumensis 2 trypsin 135 2.32E31 62.10% - PTHR24275 (PANTHER)
DMPC15162331_Speleonectes hypothetical protein o
255 tulumensis 1 DAPPUDRAFT 300066 144 1.57E-10 51.00% - IPR0O15526
256 DMPC15162449 Speleonectes hypothetical protein 155 934FE-15  56.86% ) IPR0O01747; IPR0O15816; IPRO15819; PTHR13769 (PANTHER),
tulumensis 2 DAPPUDRAFT 332702 ) R SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15162470_Speleonectes . . o IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
257 tulumensis 2 ecdysteroid-regulated protein 153 5.97E-25 56.50% - NN(euk) (SIGNALP)
258 DMPCI5162604_Speleonectes ferritin-1 heavy chain 111 826E-22 89.40%  icellularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15162711_Speleonectes . . o . . .. IPR0O01254; IPR001314; TPR009003; IPR0O18114;
259 tulumensis 0 proclotting enzyme-like 309  6.50E-48 56.60% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER)
DMPC15162780_Speleonectes . o F:catalytic activity; P:metabolic process; IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
260 lumensis 0 glyceraldehyde-3-phosphate partial 66 8.34E-12° 79.60% L leotide binding SignalP-NN(euk) (SIGNALP), SSF55347 (SUPERFAMILY)
DMPC15162825_Speleonectes . . s o TPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
261 tulumensis 2 kazal-type serine proteinase inhibitor 4 127  8.82E-17 53.80% - (PANTHER), SSF100895 (SUPERFAMILY)
DMPC15162848 Speleonectes . . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
262 jumensis 1 masquerade-like protein 244 18BE-14 - 4330% . ivity: Fcatalytic activity PTHR24260 (PANTHER), PTHR24260:SF3 (PANTHER)
263 Dtﬁ/fﬁrielssli‘zzg64—51’6160““‘“ hemocyanin subunit type 2 precursor 184 150E26 77.40% - IPR005203; IPRO13788; IPR014756
264 DMPC15162912_Speleonectes NA- 105 ) IPR003959; G3DSA:3.40.50.300 (GENE3D), SignalP-NN(euk)
tulumensis_0 (SIGNALP)
265 Dtﬁﬁriissli?g93—51’6160““‘“ dermatopontin 2 97  4.68E-08 70.00% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
266 DMPCI5163042_Speleonectes heavy polypeptide 1 11 236E22 8920  Licellularhomeostasis; Ficatalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPC15163048 Speleonectes . o IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
267 tulumensis 2 hepatopancreas partial 157  7.73E-36  73.30% - (GENE3D), PTHR24256 (PANTHER)
268 Dtll\lﬁi;sli? (1)33—51”160““‘“ dermatopontin 2 135  2.64E-09 60.60% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
260 DMPCI 163197 Speteoncctes anti-lipopolysaccharide factor 153 592B29 65.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
270 DMPC15163235_Speleonectes glyceraldehyde 3-phosphate 177 3.57E-35  92.30% F:nucleotide binding; P:carbohydrate metabolic IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),

tulumensis 2

dehydrogenase

process; F:catalytic activity; P:metabolic process

tmhmm (TMHMM), SSF55347 (SUPERFAMILY)




DMPC15163246_Speleonectes

IPR001506; IPR024079; PTHR10127 (PANTHER), SignalP-

. . ] .
271 umensis 2 zinc proteinase mpel 133 7.29E-07  45.00% 0 NN(euk) (SIGNALP), SSF55486 (SUPERFAMILY)
27y PMPCIS103355 Speleonectes i lipopolysaccharide factor 152 340E29 6850% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15163300 Speleonectes ST . ) o P:protein metabolic process; P:cellular protein IPR0O01179; IPR023566; G3DSA:3.10.50.40 (GENE3D),
273 lumensis 1 46 kda fk506-binding nuclear protein 360 262E-45 T7.10% | dification process; Frcatalytic activity 3 PTHR10516:SF125 (PANTHER), SSF54534 (SUPERFAMILY)
DMPC15163335 Sneleonccos IPRO01304; IPRO16186; IPR016187; PTHR22802 (PANTHER),
274 T P c-type lectin 3 150 5.24E-10 47.57%  F:carbohydrate binding 1 PTHR22802:SF5 (PANTHER), SignalP-NN(euk) (SIGNALP),
—tuiumensts_ tmhmm (TMHMM)
P:low-density lipoprotein particle remodeling;
F:hydrolase activity; P:lipid catabolic process;
C:extracellular region; P:plasma lipoprotein
particle oxidation; F:calcium-independent . . .
275 DMPC151‘6335 1_Speleonectes platelet-activating factor acetylhydrolase 257 1.81E-25 55.50% phospholipase A2 activity; P:lipid oxidation; 12 IPRO05065; G3DSA:3.40.50.1820 (GENE3D), PTHR10272:SF2
tulumensis_0 I . . o (PANTHER)
- - C:low-density lipoprotein particle; P:positive
regulation of monocyte chemotaxis; F:1-alkyl-2-
acetylglycerophosphocholine esterase activity;
F:phospholipid binding; C:extracellular space
276 Hﬁiiizsli?‘l”I—Spele"ne“es mite allergen tyr p 7 227 430B-14 46.70% - 0 IPR020234
IPR002172; IPR023415; PTHR10529 (PANTHER),
277 D::{Efiéﬁ:g3345781’61‘30“6“65 hypothetical protein AacL, AAEL012633 146  5.50E-32 76.80% - 0  PTHR10529:SF83 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
. . o IPR000626; IPRO19954; IPR019955; IPR019956;
278 Dtﬁl;i;sli?f 88_Speleonectes 60s ribosomal protein 140 126 3.24E-47 97.50% g;;:l‘l)ssl‘;‘i‘:;lF'St“‘“‘“al molecule activity; 3 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — ' SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
DMPC15163692_Speleonectes . o P:cellular homeostasis; F:catalytic activity; IPR001519; IPR008331; IPR009040; IPR009078; IPR012347,
279 tulumensis 0 ferritin 161 2.12E-51  87.20% F:binding; P:ion transport; P:metabolic process IPR014034; SignalP-NN(euk) (SIGNALP)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
280 Dtll\l’giigslii3;24751’61‘30"6“‘35 —NA—- 139 - 0  PTHR24259 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
551 DMPCI5163947_Speleonectes NA 152 ] o IPRO08IOT; PTHRI9441 (PANTHER), PTHR19441:SF8
tulumensis_2 (PANTHER)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
282 Dxiﬁissli??s 6_Speleonectes serine protease 283 7.56B-20 72.20%  F:peptidase activity 1 PTHR24268 (PANTHER), PTHR24268:SF68 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
283 Dtll\l/gﬁisslig“gz9—Spele°“e°‘es ecdysteroid-regulated protein 143 697E23 58.60% - 0 IPRO03172; IPRO14756; PTHR11306 (PANTHER)
DMPC15164047_Speleonectes . R ] o . IPR004991; IPR023307; tmhmm (TMHMM), SSF56973
284 tulumensis 0 secreted salivary gland 443 7.16E-20 50.30% C:extracellular region; P:pathogenesis 2 (SUPERFAMILY)
285 Hﬁiielsslg‘gl9—Spele°“e°tes hemocyanin subunit type 1 precursor 195 1.OTE-61  75.70% - 0 IPR005203; IPRO13788; IPRO14756
- o ) IPRO00668; IPRO13128; IPR025660; IPR025661;
286 Dtll\l’{iiisslig‘%92781’61‘30“““35 cathepsin I-like 124 1.46E-27  87.60% Frgzgssda;ec:gxfi ; ig’cr:::m metabolic 3 G3DSA:2.40.50.170 (GENE3D), PTHR12411:SF149
- — P o P (PANTHER), SSF54001 (SUPERFAMILY)
IPR000626; IPRO19954; IPR019955; IPR019956;
287 Dtll‘:ﬂ;iisslg‘glO—Spele‘)“e“es polyubiquitin with 3 ub domains 155  2.08E-57 96.80% - 0  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
DMPC15164580_Speleonectes . R IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
288 tulumensis 0 kazal-type protease inhibitor 245  2.09E-24 51.70% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
289 DMPCI15164651_Speleonectes neuroendocrine convertase 136 1.04E-68 84.20% F:peptidase activity; P:protein metabolic 3 IPR002884; TPR008979; IPRO15500; PTHR10795:SF11

tulumensis 0

process; P:catabolic process

(PANTHER), SignalP-NN(euk) (SIGNALP)




DMPC15164762_Speleonectes

IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131

R inhibi - 0 R
290 tulumensis 1 kazal-type protease inhibitor 131  1.74E-21 54.80% (PANTHER), SSF100895 (SUPERFAMILY)
DMPC15164788 Speleonectes . o . s IPR001304; IPRO16186; IPR0O16187; IPR018378; PTHR22802
291 tulumensis 2 c-type lectin 1 159 9.18E-11  63.30% F:carbohydrate binding (PANTHER)
292 Dtll\lﬁﬁii:ig“208781”1““6“65 —NA--- 163 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
293 Hﬁiielsslg‘f14—Spele°“e°tes beta 1-like 2 288  334E-67 57.30%  F:hydrolase activity IPR001944; IPR008979; PTHR23421:SF14 (PANTHER)
C:cytosol; C:protein complex; F:catalytic
DMPC15164848 Speleonectes : o activity; F:binding; P:carbohydrate metabolic IPR000941; IPR020811; G3DSA:3.30.390.10 (GENE3D),
294 _tulumensis_1 enolase 133 3.52E-25  8630% process; P:generation of precursor metabolites SSF54826 (SUPERFAMILY)
and energy; P:catabolic process
. R . IPR0O01611; IPR003591; G3DSA:3.80.10.10 (GENE3D),
295 Dtﬁﬁielsslig“g97—Spele°“e“es membrane glycoprotein lig- 366 8.38E-11  45.60% Fhl(‘)ysd;‘zf;;zzttllvvlfy %ﬂ}r‘l‘t’;p};‘l’ﬁg"iﬁnbraﬂe PTHR24367 (PANTHER), PF13855 (PFAM), SignalP-NN(euk)
- — phosp ty; Cuntegr (SIGNALP), SSF52058 (SUPERFAMILY)
F:nucleic acid binding; F:zinc ion binding;
DMPC15164938 Speleoncctes C:intracellular; F:ATP binding; F:protein kinase IPR007087; IPR013087; IPR0O15880; PTHR11389 (PANTHER),
296 tulumensis 2 P zinc finger 134 1.44E-22 54.20% activity; P:protein phosphorylation; F:transferase PF13465 (PFAM), PF13894 (PFAM), SSF57667
- = activity, transferring phosphorus-containing (SUPERFAMILY)
groups
DMPC15164950 Spelconectes P:lipid metabolic process; F:hydrolase activity, G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
297 tulumensis 2 P lipase 3-like 214  9.95E-47 69.10%  acting on ester bonds; F:hydrolase activity; PTHR11005:SFO (PANTHER), tmhmm (TMHMM), SSF53474
- = P:lipid catabolic process (SUPERFAMILY)
DMPCI15165031_Speleonectes . . o o . . . IPR000664; IPR0O01680; IPR015943; IPR0O19775; PTHR10241
298 tulumensis 0 protein lethal giant larvae-like isoform 2 171 9.09E-45 67.30% P:multicellular organismal development (PANTHER), PTHR 10241:SF21 (PANTHER)
299 Dtll\l/{l}l’iigsli?}2878peleonectes hemagg]“t"““f:;’g:fiife aggregation 433 Hasp ) 57.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
300 Dtﬁﬁiissligs ;78—51’61"0““‘“ dermatopontin 2 96  371E-09 68.14% - IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
DMPCI15165218 Speleonectes s . o . .. IPR000436; G3DSA:2.10.70.10 (GENE3D), PTHR 19325
301 tulumensis 2 c4b-binding protein beta 130 1.37E-34  65.70% F:hydrolase activity (PANTHER)
302 DMPC15165229_Speleonectes NA-- 123 ) IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
tulumensis 2 PTHR24265 (PANTHER), tmhmm (TMHMM)
303 Hﬁﬁigsﬂis ;43—Spele°“e°tes anti-lipopolysaccharide factor isoform 7~ 149 1.91E-26  67.00% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
304 DMPCI5165288 Speleonectes soma ferritin 122 528E-36  86.70% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
IPR0O01375; G3DSA:3.40.50.1820 (GENE3D), PTHR11731

305 Dtﬁﬁriissliis ?90—Spele°“e°tes dipeptidyl peptidase 9 130 5.73E-40 92.50% - (PANTHER), PTHR11731:SF9 (PANTHER), SSF53474

-~ — (SUPERFAMILY)

DMPC15165322_Speleonectes . .. . o F:peptidase activity; P:protein metabolic IPR001930; IPR014782; IPR015568; G3DSA:1.10.390.10
306 tulumensis 1 puromyein-sensitive partial 147~ 6.08E-86  90.20% process; P:catabolic process; F:binding (GENE3D), SSF55486 (SUPERFAMILY)
307 Hﬁﬁﬁiﬁgs ?30731’61‘30“““35 hemagglutinin a’fzzz;’r"yte ageregation 43y G 1SEA1 57.90% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705

308 Dtﬁ/{ii;slgs 39 I_Speleonectes carboxypeptidase b-like 210 6.68E-64 68.40% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),

- - SSF53187 (SUPERFAMILY)

P:lipid metabolic process; F:hydrolase activity;

DMPCI15165423_Speleonectes . . o X . AR, A Lo IPR000734; IPR001024; IPR002331; IPR008976; IPR0O13818;

309 tulumensis_2 pancreatic lipase-related protein 2 188  1.53E-32  52.80% F..catalytlc act1V1ty? F:triglyceride lipase activity; G3DSA:3.40.50.1820 (GENE3D), SSF53474 (SUPERFAMILY)
C:extracellular region

319 DMPCIS165503 Speleonectes —NA--- 148 - IPRO14044; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 2




DMPC15165548_Speleonectes

IPR000118; PTHR12274 (PANTHER), PTHR12274:SF0

. ) o )
S lumensis 2 g protein 114 1.37E-14 59.50% 0 (PANTHER), SignalP-NN(euk) (SIGNALP)
F:peptidase inhibitor activity; F:serine-type
312 DMPCI15165570 Speleonectes ame: full=saxiphilin short=sax flags: 119 1.70E-13  55.70% endopeptidase inhibitor activity; C:extracellular 6 IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' 77 region; P:negative regulation of peptidase (SIGNALP)
activity; P:proteolysis; F:peptidase activity
313 Dtﬁ’g Ii;flsligs f62—sPele°ne°tes upf0670 protein cg4666-like 140 941E-10 54.30% - 0  PTHRI2475 (PANTHER), tmhmm (TMHMM)
314 Dtll\l/gﬁissligs ;OO—Spele"“e“es anti-lipopolysaccharide factor isoform 7~ 138 2.97E-31  67.90% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
N . o IPR000626; IPR019954; IPR019955; IPR019956;
315 Dﬁiﬁiﬁgﬂ? ;42781’61““6“65 ribosomal protein s27a 145 543E-47  99.40% g;{;::;‘;?:f'smcmml molecule activity; 3 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
-~ — : SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
DMPCI15165751_Speleonectes . . . o PTHR21312 (PANTHER), PTHR21312:SF1 (PANTHER),
316 tulumensis 2 serine protease inhibitor kazal-type 6-like 140  8.22E-07 71.00% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
DMPCI15165770_Speleonectes . o P:metabolic process; F:antioxidant activity; IPR0O00866; IPR012336; IPR019479; PTHR10681 (PANTHER),
317 wumensis 2 0c496089 protein 242 966E-61 9410%  p aalytic activity 3 PTHRI0681:SF46 (PANTHER)
DMPCI15165819 Speleonectes . ) o F:peptidase activity; P:protein metabolic IPR000668; IPR013128; G3DSA:3.90.70.10 (GENE3D),
318 lumensis 2 cathepsin | 94 O05E-44 B2T0% - cess; P:catabolic process 3 PTHR12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
319 Dtﬁ/{iiissligs 25 1 Speleonectes protein twisted gastrulation 77 2.90E-32 80.70% - 0  IPRO06761; PTHR12312:SF4 (PANTHER)
P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological_process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
320 R P ubiquitin-40s ribosomal protein s27a 151  1.72E-65 97.00% ' 5. P . su s 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
_tulumensis_1 process; P:cell death; P:cellular component
L. R SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
321 Dtﬁﬁriissligs 214—51’61"0“““’5 mantle protein 9 152 151E-08 67.75% - 0 PTHR21131 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
T .lJCPlanbC IIoTor abll\/ll_y, T .DCllllC_l_yl)C
DMPC15165962_Speleonectes . o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
322 _tulumensis_0 protein 130 1.63E-18  52.30% region; P:negative regulation of peptidase 4 (SIGNALP), tmhmm (TMHMM)
DMPCI15166091_Speleonectes o ]}:peptidase activity; P:protein metabolic TPR0O00668; TPR0O13128; G3DSA:2.40.50.170 (GENE3D),
323 ilumensis 0 ale o I allergen 13 927B-14 90.10% 10 oss: Prcatabolic process 3 PTHR12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
324 Dtﬁ’g Iiiisli?iog—sl’ele"“e“es anti-lipopolysaccharide factor 140 322E30 67.10% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
F:protein kinase activity; P:transport; P:protein
325 DMPCI15166131_Speleonectes copa partial 225 155682 82.30% transport; C:Golgi apparatus; C:protein complex; 7 IPRO10714; PTHR19876 (PANTHER), SignalP-NN(euk)

_tulumensis_1

C:cytoplasmic membrane-bounded vesicle;
F:structural molecule activity

(SIGNALP), tmhmm (TMHMM)




DMPC15166149_Speleonectes

hemagglutinin amebocyte aggregation

326 L) N 131 7.93E-19 6220% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPRO13126; G3DSA:1.20.1270.10 (GENE3D),
DMPC15166154_Speleonectes . . G3DSA:2.60.34.10 (GENE3D), PTHR19375 (PANTHER),
327 lumensis_2 heat shock 70 kda protein cognate 4 285 LT7E-122 9580% - SignalP-NN(euk) (SIGNALP), SSF100920 (SUPERFAMILY),
SSF100934 (SUPERFAMILY)
. . . IPR007087; IPRO13087; IPRO15880; PTHR24402 (PANTHER),
328 Dtlﬁiiisslg6(1)74—81’61““8““ zine finger pr"tre;i’ei‘;‘tfracnng with k 154 1ISE-19 60.80%  F:binding PTHR24402:SF3 (PANTHER), PF13465 (PFAM), PF13894
- — P (PFAM), SSF57667 (SUPERFAMILY)
329 PMPCIS166340_Spelconcctes oot L 142 S43E-10 50.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15166364 Sneleoncctes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
330 tulumensis 0 P plasminogen activator spa 105 1.80E-17  67.90% P:metabolic process; F:catalytic activity (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
- - (SIGNALP)
331 DMPCIS166391 Spelconcctes NA 105 ] IPR001254; G3DSA:2.40.10.10 (GENE3D), PTHR24264
tulumensis 1 (PANTHER), PTHR24264:SF0 (PANTHER)
DMPC15166468_Speleonectes . . N IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER), SignalP-
332 tulumensis 2 hemocyanin subunit type 1 precursor 152 2.37E-59 70.20% - NN(euk) (SIGNALP), tmhmm (TMHMM)
333 Dtll\:gﬁiflslig6372751’6160“6“65 —NA-—- 153 - IPRO01211; IPRO13090; IPRO16090
P:proteolysis; F:metallopeptidase activity;
DMPC15166497 Speleonectes . o F:hydrolase activity; F:peptidase activity; IPR001590; IPR024079; PTHR13723 (PANTHER), PF13574
334 _tulumensis_2 isoform a 131 5.50E-19 - 36.60% F:metalloendopeptidase activity; P:cell (PFAM), SSF55486 (SUPERFAMILY)
proliferation; C:cellular component
DMPC15166553 Speleoncctes P:oxidation-reduction process; F:oxidoreductase IPR016040; PTHR24320 (PANTHER), PTHR24320:SF0
335 tulumensis 0 P retinol dehydrogenase 14-like 163 1.40E-11  68.40% activity; P:metabolic process; F:nucleotide (PANTHER), SignalP-NN(euk) (SIGNALP), SSF51735
v - binding (SUPERFAMILY)
436 DMPCISI66686_Speleonectes s cctolike 1y 23EAL 6r10% foi{;ﬁfs‘izgl‘gzl dfg:;:;‘;ﬁ;c P:r’:)‘zfc]::base' IPRO06146; IPRO06179; G3DSA:3.60.21.10 (GENE3D), tmhmm
_tulumensis_1 : U & comp IC process; (TMHMM), SSF56300 (SUPERFAMILY)
P:catabolic process; F:nucleotide binding
DMPC15166755_Speleonectes ) IPRO13126; G3DSA:1.20.1270.10 (GENE3D), PTHR19375
37 ulumensis 2 heat shock cognate 70 195 7.04E-44  92.10% - (PANTHER), tmhmm (TMHMM), SSF100934 (SUPERFAMILY)
338 Dtﬁ/griissligﬁigs 3_Speleonectes b i‘g%ﬁ‘gﬁrgggm 140  4.48E-09 51.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
339 Dtll\l’gﬁgsligGfﬁfsl’ele"“ems anti-lipopolysaccharide factor 152 920E-30 6840% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
340 Dtll‘lﬁi;slg6?80—51’61“““‘“ hemagglutinin a?;z't’(frcyte aggregation 439 1 g6E-13 57.00% - IPR026645; SignalP-NN(euk) (SIGNALP)
341 Dﬁﬁi; ssligé?gz—SpeleoneC‘es hemocyanin subunit type 2 precursor 103 479E-50 72.60% - IPR005203; IPRO13788; IPR014756
DMPC15167041_Speleonectes . . ) o F:nucleic acid binding; F:zinc ion binding; IPR007087; IPR013087; IPR015880; PTHR24401 (PANTHER),
342 lumensis 0 zinc finger protein 127 S34E-15 3460% (i racellular PF13465 (PFAM), SSF57667 (SUPERFAMILY)
DMPC15167091_Speleonectes . N O . IPR001570; G3DSA:1.10.390.10 (GENE3D), tmhmm
343 tulumensis 2 zinc metalloprotease 112 1.97E-23  71.80% F:peptidase activity (TMHMM), SSF55486 (SUPERFAMILY)
IPR001223; IPRO11583; IPRO13781; IPRO17853;
344 Dﬁﬁﬁiﬁsﬁ7534751’61‘30“6“‘35 chitinase partial 175 331E-67 70.10% - G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
- - SSF54556 (SUPERFAMILY)
B . L IPR003579; IPR005225; IPR006687; IPRO06689; IPR024156;
345 DMPCISIGTI4L Speleonectes 4 ipootation factor-like protein 1-like 331  1.73E-119 96.10% O intracellular; Finucleotide binding; P:signal IPR027417; G3DSA:3.40.50.300 (GENE3D), PTHR11711

_tulumensis_1

transduction

(PANTHER), PTHR11711:SF41 (PANTHER)




DMPC15167290_Speleonectes

346 tulumensis 1 vitellogenin 1 98 6.16E-16  61.38% - IPR001846
347 DMPCISIOTIA Speleonectes  pemocyanin subunit type 2 precursor 120 8.59E-25  79.80% - IPRO00896; IPRO08922; IPRO13788
348 Dtll\l’griéisli‘:7;26781’“““6““ hypothetical protein TcasGA2_TC013968 150  4.92E-07 55.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
349 Hﬁiielsslg7369—51’6160““63 dermatopontin 2 104 536E-08 6822% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15167372_Speleonectes . . ; ) . IPRO0088Y; IPRO12336; SignalP-NN(euk) (SIGNALP), tmhmm
350 tulumensis 1 glutathione peroxidase 112 6.57E-11  59.70% F:catalytic activity (TMHMM)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
351 Dtﬁﬁrielsslg7‘1‘23—51’6160“8““ serine protease 126 8.96E-16 60.30%  F:peptidase activity (GENE3D), PTHR24260 (PANTHER), SignalP-NN(euk)
— — (SIGNALP), tmhmm (TMHMM)
DMPCI15167475_Speleonectes . . o . . .. IPR001254; TIPR009003; IPRO18114; G3DSA:2.40.10.10
352 tulumensis 1 proclotting enzyme-like 143 2.90E-17 67.20% F:peptidase activity (GENE3D). PTHR24272 (PANTHER)
DMPCI15167504 Speleonectes . o C:cytoskeleton; C:protein complex; F:motor 1PR002928; PTHR13140 (PANTHER), PTHR13140:SF106
353 tulumensis_1 myosin heavy muscle 411 2.05E-94  90.60% activity (PANTHER), tmhmm (TMHMM)
Lo . IPRO07110; IPR0O13098; IPR013783; PTHR10489 (PANTHER),
354 Dtﬁﬁielsslig7f09—5pele°“e“es limbic Sy“em'af;f;fted membrane 112 4.10B-13  54.50% - PF13895 (PFAM), SignalP-NN(euk) (SIGNALP), SSF48726
- - P (SUPERFAMILY)
F:hydrolase activity, hydrolyzing O-glycosyl
355 ]Z)tﬁﬁ’ﬁisslig7;24_Speleonectes sjchgc02838 protein 322 3.67E-50 53.40% compounds; P:carbohydrate metabolic process; TIPRO13781
- — F:cation binding; F:catalytic activity
356 D::{Eﬁig;f?OfSpele"“eCtes hemagglutmmf:;l:rb_ﬁife aggregation 41 706821 59.90% - IPR026645; SignalP-NN(euk) (SIGNALP)
DMPC15167633_Speleonectes - . o . .. IPR000734; IPR001024; IPR002331; IPR008976; IPR0O13818;
357 tulumensis 0 pancreatic lipase-related protein 1 228  4.76E-22  50.80% F:hydrolase activity G3DSA:3.40.50.1820 (GENE3D)
358 Dtﬁﬁielsslig7300—51’61““““ ga22152 350 1.03E-10 71.60%  F:kinase activity; P:metabolic process IPRO01576; IPRO15824
P:carbohydrate metabolic process; P:generation
359 Dtll\lfifl’riiisli?ZOO_Speleonectes phosphoglycerate kinase 358 445E-112 86.80%  of precursor metabolites and energy; P:catabolic IPR001576; IPR015901
- - process; P:metabolic process; F:kinase activity
360 DMPCI5 1‘67787_Speleonectes - NA-w- 134 R IPRO26645
tulumensis 2
361 DMPC1S167844 Spelconcctes anti-lipopolysaccharide factor 140 567E31  68.10% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
362 DMPC15167887_Speleonectes chymotrypsin-like elastase family member 101 2.10E-13  76.30% C:cell; P:protein metabolic process; P:catabolic IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
tulumensis 2 2a-like ) v process; F:peptidase activity PTHR24256 (PANTHER)
P:cellular homeostasis; P:regulation of . . e
363 DMPCIS 1467984_Spe1e0nectes thioredoxin-like protein 102 2.79E-25 82.00%  biological process; F:electron carrier activity; IPR005746; IPRO12336; IPRO13766; SignalP-NN(euk)
_tulumensis_2 . . S, . (SIGNALP)
F:catalytic activity; P:metabolic process
IPR0O01254; TPRO01314; TPR009003; IPRO18114;
364 Dth{PﬁiYSISlig8(1)257Speleonectes transmembrane serine protease 263 2.12E-33  52.20% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
i — SignalP-NN(euk) (SIGNALP)
365 DMPCISION02T Speleonecles  canthine dehydrogenase oxidase 94  8S50E-09 76.67% - PTHR11908 (PANTHERY), PTHR11908:SF9 (PANTHER)
366 Dtﬁﬁrii;lgg?4—Spele"“e°tes hypothetical protein TeasGA2_TC013968 147  1.72E-07  55.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15168140_Speleonectes . o . R . .. TPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
367 tulumensis 0 nidogen 1 141 8.90E-11  67.50% P:proteolysis; F:peptidase activity (SIGNALP)
368 DMPC15168200_Speleonectes carbonic anhydrase 1 169 4.19E-52 70.50%  F:binding; F:catalytic activity IPR001148; IPR018338; IPRO18436; IPR023561

tulumensis 0




DMPC15168236_Speleonectes

ame: full=saxiphilin short=sax flags:

I, pepuuast oI acuvity, 17.5CTIc=ty pc
endopeptidase inhibitor activity; C:extracellular

IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm

_ 0,
369 _tulumensis_1 precursor 135 2.15E-21 32.70% region; P:negative regulation of peptidase (TMHMM)
370 PMPCIS 168296 Spelconcctes alkaline serine exoprotease a 160 3.79E22  66.40%  Fipeptidase activity IPR007280; SignalP-NN(euk) (SIGNALP)
371 DMPC15168327 Speleonectes pacifastin-related serine protease inhibitor 156 1.52E-16  51.10% F:peptidase inhibitor activity; P:negative IPR008037; IPR016307; IPR020862; SignalP-NN(euk)
tulumensis 2 precursor ) U regulation of peptidase activity (SIGNALP)
DMPC15168354 Speleonectes . o . . .. IPR000945; IPR005018; IPR008960; IPR015920; SignalP-
372 tulumensis 1 dopamine beta hydroxylase 233 2.57E-37  56.90% F:catalytic activity NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15168377_Speleonectes . . . .. . o
373 ulumensis 2 coiled-coil domain-containing protein 134 106  1.03E-28  67.90% - IPR026321; PTHR14735:SFO (PANTHER)
. . . o . IPR000718; IPRO18497; IPR024079; PTHR11733:SF48
374 th/ﬁ’riisslig8344_Spele0nectes membrane metalloiiel?edopeptldase-hke 1- 124  187E-24  85.00% Fl.-(p;:i);ls(.iz}iec :tc;gglti}: Pr.(l));;);:m metabolic (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- — P S P SSF55486 (SUPERFAMILY)
DMPC15168472_Speleonectes T o IPR0O01398; IPR014347; G3DSA:3.30.429.10 (GENE3D),
375 tulumensis 0 macrophage migration inhibitory factor 270  4.13E-15  71.00% - PTHR11954:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15168489 Speleonectes . o . . .. TPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
376 tulumensis 1 trypsin 151  3.54E-37 71.60% F:catalytic activity PTHR24276 (PANTHER)
377 DMPC15168501_Speleonectes  isoamyl acetate-hydrolyzing esterase 1 174 2.61E-38  64.50% F:hydrolase activity; P:lipid metabolic process; IPR001087; IPR013831; PTHR14209 (PANTHER), SignalP-
tulumensis 1 homolog ) v F:hydrolase activity, acting on ester bonds NN(euk) (SIGNALP), SSF52266 (SUPERFAMILY)
378 DMPC15168555_Speleonectes - NA- 146 } IPR000566; IPRO11038; IPR012674; SignalP-NN(euk)
tulumensis 0 (SIGNALP), tmhmm (TMHMM)
DMPC15168566_Speleonectes . ) o P:biological process; F:protein binding; IPR004480; IPR012336; IPR013766; PTHR10293:SF17
379 tulumensis_1 glutaredoxin 3 98 2.55E-17 66.60% P:regulation of biological process (PANTHER)
380 DtﬁﬁriisslgSgoo—sl’ele"“e“es —NA--- 78 - no IPS match
381 DMPClS1.68608_Spe1eonectes sifa preprohormone 138 9.78E-18 74.50% - tmhmm (TMHMM)
tulumensis 1
DMPC15168627 Speleonectes . . o IPR005204; IPR013788; PTHR11511:SF20 (PANTHER), SignalP-
382 tulumensis 0 hemocyanin subunit type 1 precursor 154  5.75E-87 67.70% - NN(euk) (SIGNALP), tmhmm (TMHMM)
T .lJCl)llUd.bC HHIIoToT actav ll_y 5 17.5CT lllc‘lyl}c
383 DMPCI15168765_Speleonectes ame: full=saxiphilin short=sax flags: 140 $.85E-17  51.20% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' eure region; P:negative regulation of peptidase (SIGNALP)
DMPCI15168767 Speleonectes . o ] . . IPRO11697; IPR015527; G3DSA:3.40.50.880 (GENE3D),
384 tulumensis 0 gamma-glutamyl hydrolase-like 155  3.33E-15  65.00% F:hydrolase activity PTHR11315:SF0 (PANTHER)
385 DMPCI15 1‘68773_Speleonectes dnaj homolog subfamlly b member 5- 89 2.95E-13  90.00% P:protein metabolic process; F:protein binding IPR001623; PTHR24077 (PANTHER), PTHR24077:SF6
tulumensis 1 partial (PANTHER)
386 DMPCIS168816 Speleonectes soma ferritin 104 438E-24 87.00%  Loccllularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPR012347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15168834 Speleonectes  cd74 major histocompatibility class ii ) o . . . IPR0O00716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
387 tulumensis 0 invariant chain a 135 7.00E-08 67.67% P:multicellular organismal development NN(euk) (SIGNALP), tmhmm (TMHMM)
388 DtﬁﬁielssligSgog—Spele"“e“eS hemagglutinin a‘f‘;i:’;’rcyte aggregalion 449 778E.08  61.71% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
389 Dtll\l’gigsligg?3fSpele°“e°tes hemaggl““nmf:;l:rb_ﬁiyete aggregation 45 362E-11 62.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15168951_Speleonectes . o . . IPR001304; IPR016186; IPR016187; PTHR22802 (PANTHER),
390 tulumensis 0 perlucin 5 149 6.18E-11  49.90% F:protein binding SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
I .pllUbPllUlldeC A daclirv ll_y » L. CAICTUIIT TUIT
391 DMPCIS169038 Speleonectes 1oc100145034 protein 183 1I0E-11 4930%  Dinding P:lipid catabolic process; IPRO01211; IPRO16090; PTHR12253:SF5 (PANTHER)

_tulumensis_2

P:phospholipid metabolic process;

1.1




DMPC15169043_Speleonectes

IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189

392 tulumensis 2 kazal-type serine proteinase inhibitor 4 104  1.48E-11  66.00% - 0 (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
P:response to external stimulus; P:anatomical
structure morphogenesis; P:multicellular
organismal development; P:response to stress;
P:response to abiotic stimulus; P:cell
proliferation; P:catabolic process; P:regulation
of biological process; P:cell death; P:cell
differentiation; P:biological process; P:cellular
393 DMPCI5169049_Speleonectes glutathione peroxidase 1 119 124E-55 80.20v  Protein modification process; P:nucleobase- 26 IPR0O00889; IPRO12336; PTHR11592:SF0 (PANTHER)
_tulumensis_2 containing compound metabolic process;
C:cytosol; F:catalytic activity; F:antioxidant
activity; P:growth; P:cellular homeostasis; ;
P:lipid metabolic process; F:enzyme regulator
activity; P:mitochondrion organization; F:protein
binding; P:regulation of gene expression,
epigenetic; P:signal transduction;
C:mitochondrion
- o ; IPR000668; IPRO13128; IPR025661; G3DSA:2.40.50.170
394 Dtll\lﬁriiisli?éOOfSpele"ne“es cathepsin L-like 183 2.02E-19  86.30% Frgzgz‘sdalfz:gxﬁ ; Prfcrg;:m metabolic 3 (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — P P P (SUPERFAMILY)
395 23’5&2:2956I—SPeleone“es hemagglutinin agzzfrcyte aggregalion 449 5QOE-14  63.20% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
396 DMPCl §:i§9g74—5pele°“e°‘es anti-lipopolysaccharide factor isoform 7~ 126 1.23E-18  63.40% - 0 IPRO24509; IPR024716; SignalP-NN(euk) (SIGNALP)
397 Dﬁiﬁ;ﬁgﬂ?gs 0_Speleonectes  hemagglutinin agz]t’;’rcyte aggregation 45 996E24  58.10% - 0  IPR026645; SignalP-NN(euk) (SIGNALP)
398 DMPCI5169420 Speleonectes soma ferritin 123 131E-30 88.10%  L-cellular homeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
399 DMPCI5169439 Speleonectes ferritin subunit 105 6.88E-22 8920  |ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
400 Dtll‘lﬁri;:i?g93—51’61“““‘“ hemaggl“““mf:;‘;b_‘l)iife aggregation 44 576E-22  59.10% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
401 DMPCIS169648 Speleonectes ferritin h subunit 107 134E-19 88.80%  L-ccllular homeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPR012347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
P:biological process; C:lysosome; P:transport; .
DMPC15169696_Speleonectes . .. - ) . -DI070gIcaL_process > Lotran , IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
402  tulumensis 2 epididymal secretory protein el isoform 1 145 1.20E-23  56.30% llzﬁ;(i:iegirl;;ﬁgng, P:response to biotic stimulus; 6 NN(cuk) (SIGNALP), tmhmm (TMHMM)
403 Dtll‘ﬁiissli?104—51’61"0““‘“ hemagglutinin a}‘;zz;’rcyte aggregalion 153 g36E-11 60.20% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
404 2%5&2:29324—51’3le"“e"‘es dermatopontin 3 130 267E-16 60.70% - 0 IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
zinc finger protein 271 (zinc finger protein
405 DMPCIS169738 Speleoncctes (67)5 f;i‘%f;*‘i%’;‘f&ﬁ;‘;fgﬁ‘ 1.13n 3)er 128 354E.16 G060y,  Fenucleic acid binding; Fizine fon binding; 5 IPRO0T087; IPRO13087; IPROIS880; PTHR11389 (PANTHER),
_tulumensis_2 pr(}))tein) (2nf-cb) (ct-zfp48) (zinc ﬁngger ’ Yo C:intracellular PF13894 (PFAM), SSF57667 (SUPERFAMILY)
protein
406 121\1/{5&;35129374_Spe1eonectes dermatopontin 3 95  351E-08 67.50% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
407 DMPCIS169802_Speleonectes glutathione peroxidase 1 125  3.60E-21 82.60% - 0  IPR000889; IPRO12336; tmhmm (TMHMM)

tulumensis 5




DMPC15169828 Speleonectes

IPR000626; IPR019954; IPR019955; IPR019956;

408 tulumensis 1 7gc:66168 partial 120 1.08E-42  99.40% - 0  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
— — SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
DMPCI15169838 Speleonectes L . o C:extracellular region; F:protein binding; IPR000867; IPRO11390; PTHR14186:SF8 (PANTHER), SignalP-
409 tulumensis 1 cysteine-rich motor neuron 1 protein 130 1I2E-25  69.40% P:regulation of biologbical process; P:cell growth 4 NN(euk) (SIGNALP), tmhmm (TMHMM)
r .UlUbyllLllCl.l\z lJlU\./U s T .lllJlu nIctavuIic
process; C:cytoplasmic membrane-bounded
vesicle; P:response to endogenous stimulus;
DMPC15169873_Speleonectes . Lo 1 ) o F:hydrolase activity; F:calcium ion binding; IPR0O01211; IPR0O16090; SignalP-NN(euk) (SIGNALP), tmhmm
410 _tulumensis_0 phospholipase major isoenzyme-like 142 178E-13  68.70% P:regulation of biological process; P:DNA 14 (TMHMM)
metabolic process; P:catabolic process; ;
C:extracellular space; P:transport; F:receptor
an Dﬁﬁi; 25129395—51’61“““‘“ protein 60a-like 108 1.57E-14 55.80% - 0 IPRO01839; IPRO15615; PTHR11848:SF55 (PANTHER)
DMPC15169921_Speleonectes Lo o . s IPR001304; IPR0O16186; IPR016187; PTHR22802 (PANTHER),
412 tulumensis 2 lectin b isoform 2 144 5.55E-10 54.70%  F:carbohydrate binding 1 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1. pepuuast miomur acuvity, 17.5CTIC=ty pT
413 DMPC15170017_Speleonectes ame: full=saxiphilin short=sax flags: 140 3.74E-19  53.10% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' 77 region; P:negative regulation of peptidase (SIGNALP)
414 Hﬁ/gﬁiﬁ:izoélZ—Speleone‘“es < NA-- 17 ; 0 IPRO14044; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15170184_Speleonectes . xr ) o F:molecular_function; P:biological_process; PTHR12475 (PANTHER), PTHR12475:SF3 (PANTHER),
415 tulumensis_1 upf0670 protein cg4666-like 84 3.69E-10 65.00% C:cellular_component 3 tmhmm (TMHMM)
IPR0O01261; IPR002933; IPR0O11650; G3DSA:3.40.630.10
DMPC15170221_Speleonectes . S o P:primary metabolic process; F:hydrolase (GENE3D), PTHR11014 (PANTHER), PTHR11014:SF8
416 lumensis_2 aminoacylase-1-like isoform 1 283 3SAE9L T3I0% vty 2 (PANTHER), SignalP-NN(cuk) (SIGNALP), SSF53187
(SUPERFAMILY)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
417 DtN{PIi;fl limgzsfsf’ele"“e“es trypsin partial 130 1.04E-11 57.90%  F:hydrolase activity 1 PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
—UIMensIs_ SignalP-NN(euk) (SIGNALP)
DMPC15170269_Speleonectes o o . . .. IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10
418 tulumensis 1 kallikrein isoform cra_b 122 3.47E-10 55.80% F:peptidase activity 1 (GENE3D), PTHR24276 (PANTHER)
419 Dtll\lﬁielsslizog“I—Spele"“e“es ecdysteroid-regulated protein 142 413E20 61.50% - 0  IPR003172; IPRO14756; PTHR11306 (PANTHER)
. o IPR007087; IPRO13087; IPRO15880; PTHR24402 (PANTHER),
420 DMPCIS170355 Speleonectes zinc finger protein 300-like 82 795E-13 59.30% | nucleic acid binding; F:zinc ion binding; 4 PTHR24402:SF3 (PANTHER), PF13894 (PFAM), SSF57667
tulumensis_1 C:intracellular; C:nucleus
- - (SUPERFAMILY)
F:peptidase inhibitor activity; F:serine-type
il lemi i _ . endopeptidase inhibitor activity; C:extracellular . e
41 DMPCI51A70413_Spe1e0nectes ame: full=saxiphilin short=sax flags: 148 332E22 52.90%  region; P:negative regulation of peptidase 6 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_2 precursor AR . Lo (TMHMM)
activity; P:cell-matrix adhesion; F:calcium ion
binding
422 Dtll\l’giigslizo‘z‘zzfsf’ele""emes —NA--- 128 - 0  IPR0O26645; SignalP-NN(euk) (SIGNALP)
DMPC15170455_Speleonectes . o . . .. IPR0O01254; IPR009003; IPR018114; G3DSA:2.40.10.10
423 tulumensis 0 serine protease 14 94 1.63E-13  71.00% F:peptidase activity 1 (GENE3D), PTHR24265 (PANTHER)
424 ]Z)tll\l/flIl’ﬁissliZOT06_Speleonectes zinc metalloprotease 160  3.59E-15 58.80%  F:peptidase activity 1 TPR007280
P:biological process; C:lysosome; P:transport; . . . .
425 DMPCI5170510_Speleoncctes epididymal secretory protein el isoform 1 148  4.52E-24 57.70%  F:protein binding; P:response to biotic stimulus; 6 IPRO03172; IPRO14756; PTHR11306 (PANTHER), SignalP

_tulumensis_1

F:lipid binding

NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15170537_Speleonectes

P:oxidation-reduction process; F:heme binding;

426 tulumensis 1 partial 117 1.21E-40 73.40% P:response to oxidative stress; F:peroxidase IPR002007; IPR010255; IPR019791; PTHR 11475 (PANTHER)
- - activity
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
427 Hﬁfﬁi lfslizoggo—sl’ele"“e“es trypsin-like serine proteinase 1 133 447E22  6340% - PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
428 Izﬁ/firigslizoggI—Spele"“ems maltase- intestinal-like 156 1.13E-17 6470%  F:catalytic activity IPR000322
DMPC15170704_Speleonectes o . IPR002181; IPRO14715; IPRO14716; [PR020837; PTHR19143
429 lumensis_0 techylectin-5b isoform 313 LOSE-33 66.20% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
_ _ g
IPR0O00169; IPR000668; IPRO13128; IPR013201; IPR025660;
DMPC15170788_Speleonectes . . G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
430 lumensis_1 cathepsin | 304 6.02E-109 72.40% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
SSF54001 (SUPERFAMILY)
F:catalytic activity; P:translation; P:nucleobase-
431 Iiﬁﬁﬁ;zslizogs 9_Speleonectes tyrosine--trna cytoplasmic-like 225 7.10E-80 74.60%  containing compound metabolic process; ; IPR002547; IPRO12340; IPR023617; PTHR 11946 (PANTHER)
— — F:nucleotide binding
DMPC15170921_Speleonectes . ; IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
432 lumensis 0 trypsin 3 163 281E-56  76.40% - (GENE3D), PTHR24276 (PANTHER)
433 DMPCISIT0987 Speleonectes . 416 firinogen-related protein 2 114 191E-24 68.40% | receptor binding; Ciextracellular space; IPR002181; IPRO14715; IPR020837; PTHR19143 (PANTHER)
tulumensis 2 P:signal transduction
434 Dtll\lﬁiigsliz1835781’61‘30““‘65 hemaggl“tmmf:;‘::%iyete aggregation 436 393p40  6120% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
435 Dt{‘lﬁiissliz1243—5"61"0““‘“ dermatopontin 3 100  5.26E-09 63.13% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15171055_Speleonectes . N IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
436 tulumensis 0 kazal-type protease inhibitor 112 3.18E-14 56.50% - (PANTHER), SSF100895 (SUPERFAMILY)
437 Dtll\ﬁi;sliz1(1)60—81"’1““6““ peptidase s8 and sedolisin 193 294E-22 6830%  F:peptidase activity IPR007280
438 Dtﬁggelsslizl?gI—Spele"“ems dermatopontin 3 150  9.98E-20 60.60% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15171218 Speleonectes h-2 class ii histocompatibility antigen o . . . IPR0O00716; TPR022339; PTHR14093:SF6 (PANTHER), SignalP-
439 tulumensis 1 samma chain 110 1.64E-08 66.00% P:multicellular organismal development NN(euk) (SIGNALP), tmhmm (TMHMM)
IPRO01506; [PR024079; PTHR24543 (PANTHER),
440 Dtﬁﬁielssliz1324—51’3160““63 nas-15 protein 217 1.32B-25 60.90%  F:hydrolase activity PTHR24543:SF85 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — SSF55486 (SUPERFAMILY)
441 Dtll\:grielssliz1?39—51’6160““‘“ anti-lipopolysaccharide factor 155 208E29 67.50% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
P:cellular homeostasis; P:regulation of . . . - :
442 DMPC151‘712537Speleonectes thioredoxin 1 165 1.48E-51 83.80%  biological process; F:electron carrier activity; IPR005746; IPRO12336; IPRO13766; IPRO17937; SignalP
_tulumensis_0 . S, . NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
DMPC15171262_Speleonectes  aldehyde dehydrogenase mitochondrial- o . . T . IPRO15590; IPR016161; IPRO16163; PTHR11699 (PANTHER),
443 tulumensis 2 like 213 2.98E-45 85.50% F:catalytic activity; P:metabolic process PTHR11699:SF46 (PANTHER), tmhmm (TMHMM)
DMPC15171342_Speleonectes . . R ] . . IPRO01461; IPR001969; IPR021109; PTHR 13633:SF84
444 tulumensis 2 aspartic proteinase 130 4.59E-34 65.70% C:cytoplasmic membrane-bounded vesicle (PANTHER), SignalP-NN(euk) (SIGNALP)
445 DMPCISITI360_Spelconcctes NA 151 ] IPRO00566; IPRO11038; IPRO12674; SignalP-NN(euk)
tulumensis_2 (SIGNALP), tmhmm (TMHMM)
DMPC15171417_Speleonectes s o . . IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
446 tulumensis 1 oocyte protease inhibitor-1 precursor 133 1.04E-09 68.10% P:metabolic process (TMHMM)
447 DMPCISI71448 Spelconccies NAL 16 ] IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312

tulumensis 2

(PANTHER), SSF100895 (SUPERFAMILY)




DMPC15171476_Speleonectes

IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)

inhili _ 0, - o F- ; Vi
448 tulumensis 0 saxiphilin precursor 126 7.17E-11  65.20% P:proteolysis; F:peptidase activity 2 (SIGNALP)
449 DMPCISITIS03 Speleoncctes  pemocyanin subunit type 1 precursor 128 12458 75.30% - 0 IPRO05203; IPRO13788; IPRO14756
C:cytoplasm,; F:catalytic activity; P:lipid
DMPC15171706_Speleonectes . o . 5 . IPRO15590; IPR0O16161; IPR016163; PTHR11699 (PANTHER),
450 tulumensis_1 retinal dehydrogenase 1 169  3.77E-63  81.30% metabol.lc Process, P.secondary metabolic 5 PTHR11699:SF46 (PANTHER)
process; P:metabolic process
DMPCI15171725_Speleonectes . . o IPR005204; IPR013788; PTHR11511:SF23 (PANTHER), SignalP-
451 tulumensis 2 hemocyanin subunit type 1 precursor 145 4.08E-53  68.20% - 0 NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15171826_Speleonectes . . N o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
452 tulumensis 0 kazal-type serine proteinase inhibitor 4 126 9.63E-16  54.60% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
453 Dtll‘ﬁri;slizl?27—51’61““8““ plasminogen activator spa 89  3.80E-08 56.80%  F:catalytic activity 1 PTHR24272 (PANTHER), PTHR24272:SF11 (PANTHER),
- - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15171832_Speleonectes .. o C:Golgi cisterna membrane; F:transferase IPR008428; G3DSA:3.90.550.10 (GENE3D), PTHR12369:SF5
454 tulumensis 2 chondroitin sulfate synthase 1 120 8.21E-25  68.30% activity, transferring hexosyl groups 2 (PANTHER), SignalP-NN(euk) (SIGNALP)
455 Dtll\l’griigsliz1342—Spele°“e°tes ~-NA--- 297 - 0 IPR001283; IPRO14044; IPRO18244; tmhmm (TMHMM)
DMPC15171843 Speleonectes . . . . o IPR003961; IPR013783; PTHR10579 (PANTHER),
456 tulumensis 1 chloride channel calcium activated 2-like 553 5.30E-21  55.20% - 0 PTHR10579:SF8 (PANTHER), tmhmm (TMFMM)
IPR000562; IPR013806; PTHR22803 (PANTHER),
457 Dtlvfpﬁisslizlf47—5pele"“e°‘es - NA-- 141 ; 0  PTHR22803:SF17 (PANTHER), SignalP-NN(euk) (SIGNALP),
—u — tmhmm (TMHMM)
45y DMPCISITIOAO Speleonectes  coqysteroid-regulated 16 kda protein 220 25216 5430% - 0 IPRO03172; IPRO14756; PTHR11306 (PANTHER)
P:signal transduction; F:protein binding;
C:endoplasmic reticulum; C:cell; P:regulation of
DMPC15171986_Speleonectes biological process; P:cellular protein IPRO13126; G3DSA:2.60.34.10 (GENE3D), PTHR19375
459 . - er-type hsp70 149 1.13E-43  75.40% . . S . 10 (PANTHER), PTHR19375:SF1 (PANTHER), SSF100920
tulumensis_0 modification process; P:response to stress;
- — oaihic: 53, FLres X (SUPERFAMILY)
C:protein complex; P:multicellular organismal
development; F:nucleotide binding
460 DMPC15172053_Speleonectes NA-- 145 ) 0 IPRO11038; IPR0O12674; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 1 (TMHMM)
IPR0O01254; IPR001314; IPR009003; IPRO18114;
461 Dﬁiﬁ;jﬁ?s 6_Speleonectes trypsin-like serine proteinase 2 265 2.19E-40 54.10% - 0  G3DSA:2.40.10.10 (GENE3D), PTHR24276 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
DMPC15172075_Speleonectes s . . o . s IPR0O01304; IPR016186; IPR016187; IPR0O18378; PTHR22802
462 tulumensis 2 mannose-binding protein a-like 120 6.60E-14  54.50% F:carbohydrate binding 1 (PANTHER)
463 DMPCIS 172107 Spetconcctes dermatopontin 2 141 339E-10 5930% - 0 IPR026645; tmhmm (TMHMM)
464 Dtll‘lﬁi;sli?f6—81”160“6““ hemagglutinin a?;‘c"z;’rcyte aggregation 435 35016 57.50% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
s . IPR0O01254; IPR001314; IPR009003; IPRO18114;
465 DthpﬁissliZzém—Speleo“ec‘es chymotrypsin-like elz“;tase family member )¢ | |SE.19 56.90%  Ficatalytic activity 1| G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
e — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
466 D&’{iﬁiﬁ;?éllfSpele‘meCtes g1ycosyt‘;l;ngr’l}iljzg}ylggfjs‘;"l'lmked 116  2.56E-13 55.50%  F:carbonate dehydratase activity 1 IPROO1148; IPR023561; SignalP-NN(euk) (SIGNALP)
467 DMPCI5172216_Speleonectes epididymal secretory protein el precursor 153  1.03E-26  55.80%  C:extracellular region 1 IPRO03172; IPRO14756; PTHR11306 (PANTHER), SignalP-

tulumensis 2

NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15172265_Speleonectes

P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological

IPR000626; IPR002906; IPR019954; IPR0O19955; IPR019956;

468 . ubiquitin-40s ribosomal protein s27a 153 2.07E-56  96.70% 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
_tulumensis_1 process; P:cell death; P:cellular component
5 i SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
DMPC15172267_Speleonectes . . . o IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
469 tulumensis 2 serine proteinase stubble-like 123 8.30E-19 53.40% - 0 PTHR24268 (PANTHER)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
470 Dtﬁ/griizsli?fs 7_Speleonectes .1 type serine proteinase inhibitor 4 134 1.O3E-12  64.00% - 0 (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
471 DMPC]51‘72383_Speleonectes hemagglutinin amebocyte aggregation 280 338E-12  6530% - 0 tml (TMHMM)
tulumensis 0 factor
472 DMPC15172398 Speleonectes inactive hydroxysteroid dehydrogenase- 194 344E-57  72.00% ) 0 IPR002198; IPR002347; IPR016040; PTHR24316 (PANTHER),
tulumensis 0 like protein 1 : il PTHR24316:SF68 (PANTHER), SSF51735 (SUPERFAMILY)
F:peptidase inhibitor activity; F:serine-type
DMPC15172464 Speleonectes endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
473 . P protein 146  5.17E-21  53.50%  region; P:negative regulation of peptidase 6 ’ SRl ’
_tulumensis_2 AR . Lo (TMHMM)
activity; P:cell-matrix adhesion; F:calcium ion
binding
F:structural molecule activity; F:protein kinase
DMPC15172474 Speleonectes . ) o activity; C:cytoskeleton; C:protein complex; IPR0O07110; IPRO13783; IPR020675; IPR020682; PF13895
474 lumensis_ stretchin- isoform s IST 3.52E-42 - 86.70% b cllular protein modification process; 6 (PFAM), SSF48726 (SUPERFAMILY)
F:nucleotide binding
475 DMPCI5172502_Speleonectes ferritin gfl 112 9.52E23 86.70%  Liccllular homeostasis; Fcatalytic activity; IPR001519; IPR008331; IPR009040; IPR00907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
I .lJCPI,lU C IImnonor ﬂ,\all\/ll_y, T .DULIIIC‘I,_YPC
476 DMPClS1.72555_Speleonectes ame: full=saxiphilin short=sax flags: 196 1.60E-19  50.80% end'opc.ept}dase 1.nh1b1tor agtmty; C:e)}tracellular 4 IPRO00716; PTHR12352 (PANTHER), tmhmm (TMHMM)
_tulumensis_2 precursor region; P:negative regulation of peptidase
TPR0O00668; TPR0O13128; TPR025660; IPR025661;
477 Dtll\l’{iiigsl;zfolfSpele"“eC‘es cathepsin | 120 923E-59 7840% - 0 G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
- - (PANTHER), SSF54001 (SUPERFAMILY)
478 Dtﬁ’g Iiii:;zgzg—sl’ele"“e“es —NA-— 100 - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
479 Dxiﬁisslizzgs 4 Speleonectes sifa preprohormone 131 127E-17  7450% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15172754 Speleonectes ATl . ATl . o IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
480 tulumensis 1 ame: full=trypsin-1 ame: full=trypsin i 143 6.99E-31 72.40% - 0 (GENE3D), PTHR24256 (PANTHER)
481 Dt{‘ﬁriisslizzg“I—Spele‘m““’s sjchgc02838 protein 214 273E-42 5930%  Fcatalytic activity 1 IPRO01547; IPRO13781; IPRO17853
agy DMPCIS 172331 Speteonectes sulfakinin-like peptide 238 176E-16  62.50%  Ciextracellular region I IPROI3152; tmhmm (TMHMM)
4g3 PMPCIS172948 Speleonectes e domain-containing protein 1~ 139 3.01E-34  59.70%  F:hydrolase activity 1 IPRO13781; IPRO17853; PTHR11177 (PANTHER)

tulumensis 1




DMPC15173039_Speleonectes

nidogen and related basement membrane

IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-

- 0, -
484 tulumensis 0 protein 284 3.90E-12- 47.60% NN(euk) (SIGNALP), tmhmm (TMHMM)
485 Dtll\l’gﬁissliz3(1)62—51’31“’““‘65 astakine variant 1 212 917E20 62.00% - G3DSA:2.10.80.10 (GENE3D)
DMPC15173080_Speleonectes . . . } o F:receptor binding; C:extracellular space; IPR002181; IPR014715; IPR014716; IPR020837; PTHR19143
486 tulumensis_1 carcinolectin 5b partial 141 3.39E-38  67.90% P:signal transduction (PANTHER)
P:oxidation-reduction process; F:oxidoreductase
activity; F:N,N-dimethylaniline monooxygenase
DMPC15173109_Speleonectes . L . A € monoc IPR020946; G3DSA:3.50.50.60 (GENE3D), PTHR23023
487 tulumensis, 2 dimethylaniline monooxygenase 289  7.50E-35 57.70% ac':tlv_lty, F.mon_ooxyge_naseVactwlty3 F.NADP (PANTHER), SSF51905 (SUPERFAMILY)
binding; F:flavin adenine dinucleotide binding;
F:nucleotide binding
DMPC15173121_Speleonectes } N ] o IPR001254; IPR009003; G3DSA2.40.10.10 (GENE3D),
488 tulumensis 2 trypsin 143 1.05E-51 72.00% F:catalytic activity PTHR24259 (PANTHER)
P:lipid metabolic process; F:hydrolase activity;
DMPCI15173162_Speleonectes L 5 a ) o F:catalytic activity; F:triglyceride lipase activity; IPR000734; IPR001024; TPR002331; IPR008976; IPR0O13818;
489 _tulumensis_1 pancreatic lipase-related protein 3-like 255 3.94E-45 51.00% C:extracellular region; F:retinyl-palmitate G3DSA:3.40.50.1820 (GENE3D), SSF53474 (SUPERFAMILY)
esterase activity
490 Dﬁiﬁ;ﬁgﬂ? (l)Gngpele"“eCtes vitelline membraniif(‘;ter layerprotein I- 159 350505 5340% - IPR005515; PTHR18841:SFO (PANTHER)
401 DMPCISI73264 Spelconcctes NAL . ] IPR000566; IPRO11038; IPRO12674; SignalP-NN(euk)
tulumensis 1 (SIGNALP), tmhmm (TMHMM)
497 DMPCI5173276_Speleonectes histone -like 145 3.56E-64 098.00%  C-chromosome; F:DNA binding; P:organelle IPR000558; IPR007125; IPRO09072
tulumensis 2 organization; C:nucleus
DMPC15173346_Speleonectes . ; IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
493 lumensis 2 trypsin 3 154 2.13E-58  78.00% - (GENE3D), PTHR24256 (PANTHER)
494 Dtll\:grielssliz3(5)20—51’6160““‘“ dermatopontin 2 105 1.62E-08 6430% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
495 Dtﬁ’gri;i:l?f 27_Speleonectes trypsin-like serine proteinase | 158  149E-27 74.00% - PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
IPR001254; IPR009003; G3DSA2.40.10.10 (GENE3D),
496 Dtﬁﬁiissli? f 64_Speleonectes trypsin-like serine proteinase 1 111 121B-21 6570% - PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP)
497 Hﬁiielssliz3(5)73—51’6160“"’“63 hemocyanin subunit type 2 134 9.04E-77 67.10% - IPR005203; IPRO13788; IPR014756
IPRO01254; IPRO013 14; IPR009003; IPRO18114;
498 Dtll\l/{lljriiflsli?gGlispeleonectes plasminogen activator spa 293 7.08E-59 57.80% F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24276 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
499 Dtﬁ’g Iiizsli??z—smleone“es —NA--- 159 - IPR002172; PTHR24652 (PANTHER), tmhmm (TMHMM)
. o . IPRO00668; IPRO13128; IPR025660; IPR025661;
500 Dtlvfprielssli??73—51”160““‘“ cathepsin I-like 230 537E-47  87.00% Frg?e);lsdasz:gll)‘(])lht}; ; I;f;:g:m metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — P S P (PANTHER), SSF54001 (SUPERFAMILY)
DMPCI15173689_Speleonectes thioredoxin-dependent peroxide o . . . IPR0O00866; TPR012336; PTHR10681 (PANTHER),
S0L " lumensis 0 mitochondrial-like 78 S92E-13 7840%  Fcatalytic activity PTHR10681:SF44 (PANTHER)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
502 Dt{‘lﬁiissliz3(6)99—51’61"0““‘“ kazal-type serine proteinase inhibitor 4 146  8.14E-15 57.50% - (PANTHER), PTHR10913:SF21 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
IPR0O01254; IPR001314; IPR009003; IPRO18114;
503 DMPCIS173707_Speleonectes plasma kallikrein-like 365 2.92B-48 55.80%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

_tulumensis_2

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15173711_Speleonectes

pacifastin-related serine protease inhibitor

F:peptidase inhibitor activity; P:negative

IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm

~ o,
504 tulumensis 0 precursor 139 2.16E-09  33.14% regulation of peptidase activity (TMHMM)
505 Dﬁ’gﬁiﬂf?1—Spele°“e°‘es hemagglutinin a}‘;zt’;“yte aggregation 57 G 40E16 56.80% - IPR026645; SignalP-NN(euk) (SIGNALP)
506 Dtl:{igiisli?gl I_Speleonectes i lipopolysaccharide factor isoform 7~ 137 1.75E-27  67.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
507 Hﬁiielssliz3386—51’6160“"’“63 dermatopontin 2 103 131E-08 61.86% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
508 Dtll\l’{l}:ﬁigsli?gz9751’61‘30"““35 —NA--- 147 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15174081_Speleonectes . . N ] . IPR009003; G3DSA2.40.10.10 (GENE3D), PTHR24261
509 tulumensis 2 serine protease 56-like 263  5.61E-10 54.50% F:catalytic activity (PANTHER), PTHR24261:SF9 (PANTHER)
DMPC15174195_Speleonectes . R IPR004991; IPR023307; SignalP-NN(euk) (SIGNALP),
510 tulumensis 0 secreted salivary gland 364 491E-26 47.10% - SSF56973 (SUPERFAMILY)
511 DMPCI5174233 Speleonectes soma ferritin 113 9.03E-28 88.90%  L-ccllularhomeostasis; F:catalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
51, DMPCISI74318 Speleonectes NAL 3 ] TPR000566; IPRO11038; IPRO12674; SignalP-NN(euk)
tulumensis 1 (SIGNALP), tmhmm (TMHMM)
DMPC15174320 Sheleonectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
513 tulumensis 2 P serine protease homolog 93 precursor 110 8.20E-13 66.50%  F:hydrolase activity (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
- — (PANTHER), SignalP-NN(euk) (SIGNALP)
F:protein kinase activity; F:receptor activity; IPR000719; IPR001245; IPR011009; G3DSA:1.10.510.10
514 D&‘:{Eﬁ551;4‘2‘05—81’61“““‘“ tyrosine-protein kinase dnt 70  5.84E-33  89.00%  P:cellular protein modification process; (GENE3D), PTHR24416 (PANTHER), PTHR24416:SF85
- — F:nucleotide binding (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15174483_Speleonectes . . . o F:ATP binding; P:chaperone mediated protein IPR009724; IPR010448; PTHR10760:SF2 (PANTHER), tmhmm
S15 tulumensis 2 torsin family protein 206 3.93E-25 67.50% folding requiring cofactor (TMHMM)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
516 Dtll\l’gﬁigsli?gg“fsmle"“ecws serine protease 134 323E-20 6820%  Fpeptidase activity (GENE3D), PTHR24260 (PANTHER), SignalP-NN(cuk)
- — (SIGNALP), tmhmm (TMHMM)
F:metal ion binding; P:proteolysis;
DMPC15174512_Speleonectes . o F:metallopeptidase activity; F:hydrolase activity; IPR001506; IPR006026; IPR024079; PTHR10127 (PANTHER),
ST lumensis 2 cre-nas-15 protein 273 952B-64 36.70% i ion binding; Frpeptidase activity: SignalP-NN(euk) (SIGNALP), SSF55486 (SUPERFAMILY)
F:metalloendopeptidase activity
518 D&\l/{ll';‘riéssli?g_’)5_Speleonectes neutral protease precursor 149  5.58E-12  67.40%  F:peptidase activity SignalP-NN(euk) (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
519 DtN{PIi ! r51 1i74§ 42_Speleonectes  l.type serine proteinase inhibitor 4 197 5.39E-25  56.70% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
~tuiumensis_ SSF100895 (SUPERFAMILY)
DMPC15174656_Speleonectes ‘ R IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
520 umensis 0 trypsinogen 2 165 3.16E-50  69.40% - (GENE3D), PTHR24276 (PANTHER)
IPR0O01254; IPR001314; IPR009003; IPRO18114;
521 Dtﬁ’griisslg“?77—51’61“’““‘“ serine protease 99 1.89E-15 61.40%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
P:carbohydrate metabolic process; F:cation
DMPC15174718_Speleonectes ) } o binding; F:catalytic activity; F:hydrolase IPR006048; IPR013780; IPR015902; PTHR10357:SF26
S22 lumensis_1 alpha-amylase | 189 276E-37  3640% . iivity: P:metabolic process; F:hydrolase (PANTHER), SSF51011 (SUPERFAMILY)
activity, acting on glycosyl bonds
IPR001254; IPR009003; G3DSA2.40.10.10 (GENE3D),
523 Dt{‘lﬁi;sli??9—51”1"0“““’3 trypsin partial 154 890E-12 63.40%  F:peptidase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
524 DMPC15174744_Speleonectes PREDICTED: peroxiredoxin-4-like 7 LOSE-15  93.00% P:metabolic process; F:antioxidant activity; IPR012336; IPR019479; PTHR10681 (PANTHER),

tulumensis 2

F:catalytic activity

PTHR10681:SF46 (PANTHER)




DMPC15174854_Speleonectes

F:nucleic acid binding; F:zinc ion binding;

IPR007087; IPR013087; IPR015880; PTHR11389 (PANTHER),

1 1 1 - 0,
525 ilumensis 2 zine finger protein draculin 67 126E-11 - 65.10% (i cellular: P-biological process 4 DPF13894 (PFAM), SSF57667 (SUPERFAMILY)
F:transmembrane signaling receptor activity;
F:receptor activity; C:integral to membrane; F:G- . .
526 DMPC151.7489978peleonectes latrophilin 2-like 189  1.14E-13  59.70% protein coupled receptor activity; C:membrane; 7 B e AL G LRV Eea )
_tulumensis_2 . . (SIGNALP), tmhmm (TMHMM)
P:cell surface receptor signaling pathway; P:G-
protein coupled receptor signaling pathway
DMPC15174987_Speleonectes . o P:carbohydrate metabolic process; F:binding; IPR000602; IPR0O11330; IPR027291; PTHR11607 (PANTHER),
tulumensis ) | :hydrolase activity : , SignalP- eul
527 1 s 0 lysosomal alphamannosidase 170 1.15E-36  70.50% Fehvdrol 3 PTHR11607:SF3 (PANTHER), SignalP-NN(euk) (SIGNALP)
ame: full=annulin ame: full=protein- . . . .
528 DMPClS1.750247$peleonectes glutamine gamma-glutamyltransferase 141 597637 69.90% B 0 IPR008958; TPR0O13783; IPR023608; PTHR11590:SF16
tulumensis_2 . (PANTHER)
— - ame: full=transglutaminase
529 Dtll\:ﬂ;riirslsllzs (1)6275?61‘30““‘65 vitellogenin 1 146 641E-17 51.80% - 0  IPR001846; PTHR11339 (PANTHER)
530 DMPCISI75068 Speleonectes  aldehyde dehydrogenase mitochondrial- |y | jso o g0 00 ;;zg’(ﬁllis“;0fe::t‘a}‘}fi:ﬁg’“ymzt;g’;ic 5 IPROIS590; IPROI6161; TPRO16163; PTHR11699 (PANTHER),
tulumensis_0 like : s P s Y PTHR11699:SF46 (PANTHER)
- - process; P:metabolic process
TPR006076; G3DSA:3.50.50.60 (GENE3D), PTHR10961
531 Dtlvfpriissliz5;05—51’3160“““"5 1oc558601 protein 126 8.83E-29 79.70%  P:metabolic process; F:catalytic activity 2 (PANTHER), PTHR10961:SF7 (PANTHER), SSF51905
—u — (SUPERFAMILY)
C:nucleoplasm; P:signal transduction;
DMPC15175179 Speleoncctes P:response to stress; P:DNA metabolic process; IPR000626; IPR002906; IPR019954; IPR019955; IPR019956;
532 tulumensis 0 P ubiquitin-40s ribosomal protein s27a-like 141  1.66E-51 90.10%  P:translation; F:binding; P:metabolic process; 11  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - F:structural molecule activity; C:endosome; SSF54236 (SUPERFAMILY)
C:ribosome; C:cytosol
533 Dtll\l/gﬁisslizs 303—51”160“"’““ Selen‘“m'd;pri‘;‘}gzz egl“t"‘th“’“e 113 161E-33  78.40% - 0 IPRO00SSY; IPRO12336
T .}JCPI.IU(IBU TIIoTor dbl.lVll.y, T .bUllllU'Lpr
534 DMPC151.75317ispeleonectes ame: full=saxiphilin short=sax flags: 130 3.50E-20  52.30% end_opt?pt.ldase 1_nh1b1t0r ac_t1v1ty; C:ey.(tracellular 4 IPR000716; IPR022339; SignalP-NN(cuk) (SIGNALP)
_tulumensis_1 precursor region; P:negative regulation of peptidase
535 DMPCIS175323 Speleoncctes soma ferritin 112 190E-32 88500 | ccllularhomeostasis; Frcatalytic activity; 5 IPR001519; IPRO0S331; IPRO09040; IPR00907S; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPC15175381_Speleonectes . o o . . R s IPR002547; IPR012340; PTHR11946 (PANTHER),
536 tulumensis 1 aminoacyl-trna synthetase auxiliary 198  9.60E-65 82.80% F:catalytic activity; F:RNA binding 2 PTHR11946:SF3 (PANTHER)
537 DMPC151.7 5587 Speleonectes NA—- 139 B 0  IPR004911
tulumensis_0
P:cellular homeostasis; P:regulation of . ) e
538 DMPC151A75643_Speleonectes thioredoxin 1 134 1.32E-26 82.60%  biological process; F:electron carrier activity; 5 IPR005746; IPRO12336; IPRO13766; SignalP-NN(euk)
tulumensis_2 . . . (SIGNALP)
- = F:catalytic activity; P:metabolic process
ame: full=hemagglutinin amebocyte
539 Dtﬁ’ffrgisslizs?S—Spele"“e“es ageregation factor ame: full=18k-laf flags: 128  4.99E-09 55.00% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMEHMM)
- — precursor
540 Dtll\l’{l}:ﬁ;gsl;s?7fSpele°“°°teS hemagglutinin a‘;;z:’:r"yte aggregation y1g 40E.10 60.10% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
I, pepuuast oo acuvity, 17.5CTIc=ty pc
541 DMPC15175782_Speleonectes ame: full=saxiphilin short=sax flags: 131 496E21  53.30% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor ' =77 region; P:negative regulation of peptidase (TMHMM)
542 Dtll\l/gﬁisslizs (7)94—Spele°“e°tes hemocyanin subunit type 1 precursor 174  126E-109 73.80% - 0  IPR005203; IPRO13788; IPRO14756
543 DMPCISI75831_Speleonectes clastase 164 140E-28 56.90%  F:hydrolase activity I IPROI3856; IPR023612; SSF55486 (SUPERFAMILY)

tulumensis 1




DMPC15175843_Speleonectes

IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

544 lumensis 1 trypsin-like serine proteinase 1 114 9.59E-12 52.70% PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15175844 Speleonectes glyceraldehyde-3-phosphate o F:nucleotide binding; P:carbohydrate metabolic

545 tulumensis 2 dehydrogenase 129 2.06E-09  84.63% process; F:catalytic activity; P:metabolic process IPRO20831

546 Dgﬂ;i;isl;s ?44781"’1““6“65 Selen‘“m'd;;f)’;‘izzz egl“tathlone 131  2.25E-46  77.10% - IPRO0088Y; IPRO12336; PTHR11592:SFO (PANTHER)
DMPC15175960_Speleonectes . . N ] . IPR007657; PTHR20961 (PANTHER), PTHR20961:SFO

547 tulumensis 1 duf563 domain protein 135  1.55E-41 61.80% F:transferase activity (PANTHER)

DMPC15176054_Speleonectes . ; o . IPR0O01630; IPRO15943; IPR017986; IPR019775; PTHR 15653

548 tulumensis 0 aael015320- partial 175 3.57E-88  85.80% F:protein kinase activity (PANTHER), PTHR 15653:SF0 (PANTHER)
DMPC15176085_Speleonectes ; ] T IPR000308; IPR023409; IPR023410; PTHR 18860:SF0

549 tulumensis 0 14-3-3 zeta 151  1.68E-90 94.60%  C:cytoplasm; F:protein binding (PANTHER)

F:metal ion binding; P:oxidation-reduction
559 DMPCI5176139 Speleonectes superoxide dismutase 289 19527 s52.30%  Process; Froxidoreductase activity; Fantioxidant IPRO01424; IPRO18152; IPR024134
_tulumensis_0 activity; P:superoxide metabolic process;
F:superoxide dismutase activity
551 DMPC15176193_Speleonectes hypothetical protein 147 637E-14  58.17% ) IPR001747; IPRO15816; IPR015819; PTHR13769 (PANTHER),
tulumensis 0 DAPPUDRAFT 332702 : e SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
ame: full=hemagglutinin amebocyte

552 Dﬁ’gﬁiﬁg%14—Spele°“e°‘es aggregation factor ame: full=18k-laf flags: 116  9.82E-08 57.00% - IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
- - precursor
DMPC15176330_Speleonectes - . o TPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm

553 tulumensis 0 anti-lipopolysaccharide factor 144 1.22E-30 68.10% - (TMHMM)

554 Dtll‘lﬁiizsliz6386—81’6160“6““ si:dkey- protein 99  8.56E-09 68.89% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

555 Dtll\:grielssliz6‘1‘09—51’6160““‘“ hemocyanin subunit type 1 precursor 134 6.08E-65  76.90% - IPR005203; IPRO13788; IPR014756

. : . IPRO01189; IPRO19831; IPRO19832; IPRO19833;

556 D::ﬁiéi:;6‘1‘24751’61““6““ m‘t°°h°nd“aldri‘;i‘1‘§zzzse superoxide 222 3.69E-77 85.00% - G3DSA:1.10.287.990 (GENE3D), PTHR 11404:SF5

- - (PANTHER), tmhmm (TMHMM)
IPR0O01254; IPRO01314; IPR009003; IPRO18114;

557 Dt{‘lﬁiissliz6‘2‘25—51’61"0““‘“ plasminogen activator spa 322 6.82B-69 57.70% - G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
- = SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

558 DMPCIS176426 Speleonectes soma ferritin 121 682E-36 8480%  L-ccllularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347

tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPC15176430 Speleonectes .. . o P:cellular homeostasis; F:catalytic activity; IPR0O01519; IPR008331; IPR009040; IPR009078; IPR012347,
559 tulumensis 0 ferritin peptide 250 1.66E-37  88.00% F:binding; P:ion transport; P:metabolic process IPR014034
560 Dtﬁﬁriissli?ggI—Spele‘m“tes ferritin 3 heavy chain protein copy ¢ 146 1.75E-39 7820%  F:binding IPR001519; IPR008331; IPR009040; IPR009078; IPR012347
N T o IPR000626; IPR019954; IPR019955; IPR019956;

561 Dtlvfprgigsliz6‘1‘94—Spele°“e°tes 60s ribosomal protein 140 148 4.06E-47 97.90% g;trr‘:rf:l‘;’t‘il:r’lF'mcmral molecule activity; G3DSA:3.10.20.90 (GENE3D), PTHR 10666 (PANTHER),
S - ' SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
DMPC15176527 Sneleoncctes IPR000072; G3DSA:2.10.90.10 (GENE3D), PTHR21719

562 tulumensis 2 P pvi3 cg34378-pd 204 2.77E-09 58.60%  F:growth factor activity; C:membrane (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- — SSF57501 (SUPERFAMILY)

DMPC15176545 Speleonectes . o F:catalytic activity; C:mitochondrion; IPR015590; IPR0O16160; IPRO16161; IPRO16163; PTHR11699

563 tulumensis 0 pyrroline-5-carboxylate dehydrogenase 354 1.26E-129 82.50% P:biosynthetic process; ; P:metabolic process (PANTHER), PTHR11699:SF52 (PANTHER)

o . IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10

564 DMPCIS176630_Speleonectes  chymotrypsin-like elastase family member ) 3 665 13 6030%  F:hydrolase activity (GENE3D), PTHR24275 (PANTHER), PTHR24275:SF2

_tulumensis_1

2a

(PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15176654 Speleonectes

IPR000626; IPR019954; IPR019955; IPR019956;

565 lirensis O isoform cra_b 152 5.80E-45 96.60% - 0 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — SSF54236 (SUPERFAMILY)
566 Dtﬁgﬁelssliz6(7)03—51”160“"’“63 —NA--- 142 - 0 IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER)
IPRO01623; IPRO18253; PTHR24078 (PANTHER),
567 Dﬁiﬁiﬁgﬁ6147781’6’1““6““ cg7872 cg7872-pa 148 324E-49 81.00%  P:protein metabolic process; Fprotein binding 2 PTHR24078:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
568 Dtll‘lﬁiizsliz6194—81’6160“6““ egf-like rcegsf;;i’:gd;iggﬁg‘lhl(l‘: domain- 136 $73E-16 63.80%  Picell adhesion 1 IPRO00421; IPR008979; IPR027060; PTHR 10127 (PANTHER)
. . ; IPRO00668; IPRO13128; IPR025660; IPR025661;
569 Dtlvfpri;fsliz6320—51’31“’““‘“ cathepsin | 194 121E-45 87.20% Frgzg;da}f‘z:gg)‘z ; Prf;’st:m metabolic 3 G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — P o P (PANTHER), tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
DMPC15176869_Speleonectes . T R IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
570 tulumensis 0 kazal-type serine proteinase inhibitor 2 90 1.54E-12  57.80% - 0 (PANTHER), SSF100895 (SUPERFAMILY )
DMPC15176949_Speleonectes . . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
STL ilumensis 1 serine-type enodpeptidase 78 SAE-26LT70% ity Frcatalytic activity 3 PTHR24276 (PANTHER), SignalP-NN(euk) (SIGNALP)
572 DMPC15177022_Speleonectes frasl-related extracellular matrix protein 1- 146 2.56E-14  52.20% ) 0 IPR0O01304; IPR0O16186; IPRO16187; PTHR22802 (PANTHER),
tulumensis 1 like ) oHe SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:hydrolase activity, hydrolyzing O-glycosyl
573 DMPCISI77077_Speleonectes  yiioce domain-containing protein 1 165 7.37E-14 6120v  compounds; Prcarbohydrate metabolic process; ¢ pryp 1177 (PANTHER)
_tulumensis_0 F:cation binding; F:catalytic activity; P:chitin
catabolic process; F:chitinase activity
DMPC15177078 Soeleoncctes IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
574 limensis 0 P proclotting enzyme 236  4.15B-39 73.50%  F:peptidase activity 1 (GENE3D), PTHR24268 (PANTHER), PTHR24268:SF28
—UIumensts_ (PANTHER)
IPRO01223; IPRO11583; IPRO13781; IPRO17853;
575 thfpﬁgsliz7(1’87751’61““““ chitinase partial 198  256E-78  70.60% - 0 G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
i — SSF54556 (SUPERFAMILY)
IPRO01239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
DMPC15177108_Speleonectes . — . . PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
576 tulumensis2 serine protease inhibitor kazal-type 6-like 150  1.80E-07 67.75% - 0 SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
DMPC15177133_Speleonectes . o N IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
577 tulumensis 1 kazal-type serine proteinase inhibitor 4 117 1.50E-09 52.20% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
T .PUPI[UQDU TIImoTor a\.uvuy, T .DUJII[C‘LY}JC
578 DMPC151.7719lispeleonectes ame: full=saxiphilin short=sax flags: 130 112E-16  52.10% end_opt?ptTdase 1_nh1b1t0r ac_t1v1ty; C:e)}tracellular 4 IPR000716; IPR022339; SignalP-NN(cuk) (SIGNALP)
_tulumensis_1 precursor region; P:negative regulation of peptidase
579 DMPCI5177307_Speleonectes soma ferritin 111 688E-30 86.00% L -ccllularhomeostasis; F:catalytic activity; 5 IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
580 Hﬁiielssliz7395—51’3160“"’“63 hemaggl“““mf:;f:‘l’&yete aggregalion 419 | 24E-12 62.60% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15177435_Speleonectes . . ; , R . G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
581 tulumensis 2 lipase 3-like 268 1.51E-41 71.90% F:hydrolase activity; P:lipid metabolic process 2 PTHR11005:SFO (PANTHER), SSF53474 (SUPERFAMILY)
DMPC15177483_Speleonectes . o , IPR003599; IPR007110; IPRO13098; IPR013783; IPR020675;
582 lumensis 0 low quality protein: titin-like 225 331E-54 85.00% - O PTHR22964:SF3 (PANTHER), SSF48726 (SUPERFAMILY)
DMPC15177513_Speleonectes - } ; IPRO03172; IPR014756; PTHR11306 (PANTHER), SignalP-
583 tulumensis 1 epididymal secretory protein el 146 7.79E-19  60.50% - 0 NN(euk) (SIGNALP)
DMPC15177529 Speleonectes . o . o - IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
584 tulumensis 1 prophenoloxidase-activating enzyme 2 123 7.85E-08 64.78% F:peptidase activity 1 (GENE3D), PTHR24275 (PANTHER)
DMPC15177545_Speleonectes . s
585 - 14-3-3 protein 97  647E-24 76.30%  F:protein binding 1 IPR000308; IPR023410; PTHR18860:SFO (PANTHER)

tulumensis 1




DMPC15177768_Speleonectes

586 tulumensis 2 sifa preprohormone 153 1.81E-17 74.50% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
g7 DMPCISIT7818 Spelconccies NA 02 IPR000566; IPRO11038; IPRO12674; SignalP-NN(euk)
tulumensis 1 B (SIGNALP), tmhmm (TMHMM)
P:oxidation-reduction process; F:oxidoreductase
DMPC15177855_Speleonectes . ‘ . adatior 1on process; £ ‘ IPR008972; IPRO11706; PTHR11709 (PANTHER),
588 tulumensis_ multicopper oxidase 143 1.08E-19 61.80% zfltlldvlllg, F:copper ion binding; F:metal ion PTHR11709:SF8 (PANTHER)
sg9 DMPCI5177908 Speleoncctes —NA--- 104 - PTHR22897 (PANTHER)
tulumensis 0
590 Dtll\l/ffrgissl:gs 7_Speleonectes simila to cg9796 157 333E21 62.90% - IPRO04911; SignalP-NN(euk) (SIGNALP)
s91 DMPCI5178012_Speleonectes —NA-- 244 - IPRO08160; PTHR24023 (PANTHER)
tulumensis 0
9, DMPCISI78020_Spelconcctes NA %0 IPR009003; G3DSA:2.40.10.10 (GENE3D), PTHR24252
tulumensis 0 ) (PANTHER)
593 DMPCISI78098 Speleonectes —NA--- 121 - IPRO01283; IPRO14044
tulumensis 2
DMPC15178135_Speleonectes . o F:catalytic activity; P:multicellular organismal IPR0O01395; IPR023210; PTHR11732:SF34 (PANTHER), SignalP:
594 tulumensis 2 aldo-keto partial 122 9.62E-24  74.50% development NN(euk) (SIGNALP)
DMPC15178312_Speleonectes - N IPR001007; PTHR11339 (PANTHER), PTHR11339:SF42
5 ulumensis 2 PREDICTED: mucin-5B 403 SOIE-08  4267% - (PANTHER), tmhmm (TMHMM), SSF57603 (SUPERFAMILY)
DMPC15178316_Speleonectes  hemocyte protein-glutamine gamma- Fimetal ion binding; P:peptide cross-linking; IPR008958; IPRO13783; IPR023608; PTHR 11590:SF17
596 . 290  3.70E-38 72.10%  F:protein-glutamine gamma-glutamyltransferase
_tulumensis_2 glutamyltransferase activity (PANTHER)
DMPC15178340_Speleonectes . . . o P:negative regulation of phosphatase activity; IPR002110; IPR020683; PTHR24179 (PANTHER),
37 ulumensis 2 dysferlin-interacting protein I 163 3.54E-52 68.60% g osphatase binding PTHR24179:SF2 (PANTHER)
IPR001254; IPRO01314; IPR009003; IPRO18114;
598 D::{Eﬁigsl;sfs 8_Speleoncctes rypsinogen 2 380 430E-62 59.00% - G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15178381_Speleonectes (1;15;;)::1(;}]}3]15 lé;FI');Z)r(itrrlzfeuuelirn?(? trelxtidase IPRO01254; IPRO09003; IPRO18114; G3DSA:2.40.10.10
599 e261_op Kallikrein-2 isoform 1 117 139E-14  54.20% assemply; £- type endopeptidase (GENE3D), PTHR24264 (PANTHER), SignalP-NN(euk)
_tulumensis_1 activity; P:extracellular matrix organization;
C:extracellular region (EIGALI)
600 DMPCISIT8394 Speleoncctes protein 435 121E24  7020% - SignalP-NN(euk) (SIGNALP)
tulumensis 5
DMPCI15178467 Speleonectes s o F:peptidase activity; P:protein metabolic TPR0O00668; TPR013128; G3DSA:3.90.70.10 (GENE3D),
01 lumensis 0 cathepsin I-like 131 SSTE-59 BO80% 1 Cess; P:catabolic process PTHR12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
602 Dtﬁﬁriissliz8369—51’61"0“6““ anti-lipopolysaccharide factor isoform 7 153 222B-16  61.90% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
603 DMPCISLTE03 I_Speleonectes i inopolysaccharide factor isoform 7~ 151 340E-30  66.90% - IPR024509; IPR024716
T IPR007087; IPRO13087; IPR015880; PTHR11389 (PANTHER),
604 Dtll‘lﬁi;sliz8247—81’6160“6““ zinc finger protein 670 129 2.14E-17  54.90% g'fi‘;‘t"rfc‘:li;‘ib‘ndlng’ Fzinc jon binding; PTHR11389:SF382 (PANTHER), PF12874 (PFAM), PF13465
- - : (PFAM), SSF57667 (SUPERFAMILY)
605 DMPCISIT8648 Speleoncctes neutral ceramidase 180  1.02E-52 6230% - IPRO06823
tulumensis 1
DMPC15178654_Speleonectes ) . . N IPR004878; PTHR21522:SF20 (PANTHER), SignalP-NN(euk)
606 tulumensis 1 hypothetical protein YQE 03041, partial 183  1.14E-55 86.50% - (SIGNALP), tmhmm (TMHMM)
IPR000668; IPRO13128; IPR025660; IPR025661;
607 DMPCI5178662_Speleonectes cathepsin | 154 7.70E-49 76.60%  F:peptidase activity G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149

_tulumensis_1

(PANTHER), SSF54001 (SUPERFAMILY)




DMPC15178672_Speleonectes

IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10

. ) o o ..
608 tulumensis 2 serine protease 126 1.03E-13  67.30% F:peptidase activity (GENE3D), PTHR24265 (PANTHER)
TPR0O01223; TPR0O13781; IPR0O17853; G3DSA:2.40.10.10
609 DMPCISLTE727 Spelconcctes chitinase 126 43307 60.00% - (GENE3D), PTHR11177 (PANTHER), PTHR11177:SF31
~tuiumensts_ (PANTHERY), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15178741 Speleonectes . s . B o F:serine-type endopeptidase inhibitor activity; IPR000215; IPR023796; G3DSA:2.30.39.10 (GENE3D),
610 tulumensis 2 serine protease inhibitor serpin-4 165 2.26E-21  52.40% P:proteolysis; F:peptidase activity G3DSA:3.30.497.10 (GENE3D)
611 Dtﬁgﬁelssliz8175—51”160“"’“63 anti-lipopolysaccharide factor isoform 7~ 132 5.30E-16  64.70% - IPR024509; IPR024716; SignalP-NN(cuk) (SIGNALP)
612 DMPCIS178827 Speleonectes NA 51 i IPRO01881; G3DSA:2.10.25.10 (GENE3D), PTHR24040
tulumensis_5 (PANTHER), SSF57196 (SUPERFAMILY)
DMPC15178833 Spelconectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
613 tulumensis 2 P clipd]1 protein 151  9.66E-14  59.40% F:hydrolase activity (GENE3D), PTHR24268 (PANTHER), PTHR24268:SF28
-~ — (PANTHER)
614 Dtll\lﬁielsslizgf6—Spele°“e°‘es —NA-- 107 - no IPS match
DMPC15178844 Speleonectes . B o P:proteolysis; F:serine-type endopeptidase IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
015 lumensis 2 trypsin 130 404E-25 - 61.10%  ivity: Frcatalytic activity PTHR24276 (PANTHER)
DMPC15178966_Speleonectes .. . o . A IPR001680; IPR015943; IPR017986; IPR0O19775; PTHR22848
616 tulumensis 2 wd40 repeat-containing protein smul 283 3.47E-139 92.10% C:nucleus; C:cytoplasm (PANTHER)
. . F:transferase activity; F:binding; F:catalytic
617 Dtll\l’gﬁigsli??3751’61‘30“““ dbh-like monooxygenase protein ! 156 4.84E-12 6520%  activity; P:nucleobase-containing compound IPR000945; IPRO08977; IPRO14784; PF03712 (PFAM)
- - s metabolic process
IPR001254; IPR001314; TPR009003; IPRO18114;
618 Dtﬁ’g Iiiisli?g“z—s‘pele"“e“es clotting factor b-like 451  7.16E-45 64.60%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24256 (PANTHER),
- - tmhmm (TMHMM)
DMPC15179092_Speleonectes . o C:chromosome; F:DNA binding; P:organelle IPR005818; IPR005819; IPR011991; PTHR11467 (PANTHER),
61 lumensis 2 histone h1 284 431E-33  8740% o onization; Conucleus PTHR11467:SF0 (PANTHER), SSF46785 (SUPERFAMILY)
P:oxidation-reduction process; F:oxidoreductase
DMPC15179137_Speleonectes o . xidation-reaue cess; T-oxidotecucta IPRO00866; IPRO12336; PTHR10681 (PANTHER),
620  tulumensis_0 peroxiredoxin 1-like 100  4.45E-20 61.40% :zg::g, F:antioxidant activity; F:peroxiredoxin PTHR10681:SF45 (PANTHER)
. . . . Co . . IPR002198; IPR002347; IPR016040; IPR020904; PTHR24322
621 Dth{PIi;ISI 1i79}56ispeleonectes 3—oxoacyl—acyl—carlrilli:r—protem reductase- 176 1.55E-64  82.60% ?;atall},tiicdac]?i\;;;}i]ﬁ P:metabolic process; (PANTHER), PTHR24322:SF0 (PANTHER), PF13561 (PFAM),
—UImensis_ ¢ -ucieotide g SSF51735 (SUPERFAMILY)
622 Dtll‘lﬁiizsli?éOg—smle"“ecws anti-lipopolysaccharide factor 137 127E29 69.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPCI15179211_Speleonectes . . o P:cellular homeostasis; F:catalytic activity; IPR001519; IPR008331; IPR009040; IPR009078; IPR012347;
623 tulumensis 0 ferritin h subunit 94 SI4E-16 79.70% F:binding; P:ion transport; P:metabolic process PTHR11431:SF14 (PANTHER)
T .pcpuu C IHIIToIor dbllVlly, T .bUllllU'lpr
624 DMPC15179255 Speleonectes ame: full=saxiphilin short=sax flags: 146 133E21  51.60% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor ' P77 region; Pinegative regulation of peptidase (TMHMM)
625 DMPCISI79318 Speleoncctes soma ferritin 114 132827 8830y | ccllularhomeostasis; Frcatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
. . . IPR001254; IPR001314; IPR009003; IPRO18114;
626 DMPCI5179374_Speleonectes serine protease 338 1.90E-28 56.80%  Lproteolysis; Fiserine-type endopeptidase G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

_tulumensis_0

activity; F:catalytic activity; F:peptidase activity

tmhmm (TMHMM)




DMPC15179402_Speleonectes

P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological

IPR000626; IPR002906; IPR019954; IPR0O19955; IPR019956;

627 . ubiquitin-40s ribosomal protein s27a 150  1.08E-59  96.20% 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
_tulumensis_0 process; P:cell death; P:cellular component
> i SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
DMPC15179423 Speleoncctes ame: full=hemagglutinin amebocyte
628 tulumensis 2 P aggregation factor ame: full=18k-laf flags: 138  8.13E-08 57.00% - 0  IPR026645
- — precursor
629 DMPC15179428 Speleonectes NA-— 301 ) 0 IPR003961; IPR0O13783; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 0 (TMHMM)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
630 Dtﬁﬁrielssli?f6—Spele°“e“es —NA—- 91 . 0 (PANTHER), SignalP-NN(euk) (SIGNALP), SSF100895
-~ — (SUPERFAMILY)
631 Dtll\lﬁielssli?g74—Spele°“e°‘es ~NA--- 75 - 0  IPRO01424; IPR024134
P:oxidation-reduction process; F:oxidoreductase
DMPC15179683 Speleonectes . o G . . . IPR016040; PTHR24322 (PANTHER), PTHR24322:SF57
632 tulumensis_3 protein 132 8.58E-16 67.30% ii;rtlldvllltl}g/, P:metabolic process; F:nucleotide 4 (PANTHER), SSF51735 (SUPERFAMILY)
633 DMPCIS179705_Speleonectes carcinolectin 5a isoform 155 110E-17 6930% | receptor binding; Ciextracellular space; 3 IPR002181; IPRO14715; IPR020837; PTHR 19143 (PANTHER)
tulumensis 1 P:signal transduction
634 DMPCISITOTIS Speleoncctes i lipopolysaccharide factor isoform 7 136 690E28  67.60% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
P:cell redox homeostasis; F:electron carrier . . -
635 DMPC151‘79722_Speleonectes thioredoxin 1 100 1.11E-20  79.30% activity; P:glycerol ether metabolic process; 4 IPRO05746; IPRO12336; IPRO13766; SignalP-NN(euk)
tulumensis_1 DS . - (SIGNALP)
- - F:protein disulfide oxidoreductase activity
P:proteolysis; P:metabolic process;
636 Dtﬁfriissli?zs 0_Speleonectes matrix metalloproteinase-17 115 744E-21 70.60%  C:extracellular matrix; F:zinc ion binding; 5 IPR002477; PTHR10201 (PANTHER)
- - F:metalloendopeptidase activity
DMPCI15179764_Speleonectes . . . . o . . .. IPR001254; TPR009003; IPR018114; G3DSA:2.40.10.10
637 tulumensis 1 clip-domain serine family d 129  2.46E-15 67.70% F:peptidase activity 1 (GENE3D). PTHR24265 (PANTHER)
638 DMPCISLTOTTT Speleoncctes dermatopontin 2 141 456E-20 6130% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
639 Dtﬁﬁielssli?ZSO—Spele‘mems lipase 3-like 142 5.00E-39 70.10%  F:hydrolase activity; P:lipid metabolic process 2 PTHRI11005:SF0 (PANTHER), tmhmm (TMHMM), SSF53474
-~ — (SUPERFAMILY)
P:low-density lipoprotein particle remodeling;
P:lipid catabolic process; P:plasma lipoprotein
particle oxidation; P:lipid oxidation; F:calcium-
640 DMPCI15179782 Speleonectes platelet-activating factor acetylhydrolase- 7 L1SE-09  55.70% independent phospholipase A2 activity; C:low- 10 IPRO05065

_tulumensis_2

like

density lipoprotein particle; F:1-alkyl-2-
acetylglycerophosphocholine esterase activity;
F:phospholipid binding; P:positive regulation of
monocyte chemotaxis; C:extracellular space




DMPC15179801_Speleonectes

IPR000562; IPR001254; IPR009003; IPR0O13806;

641 tulumensis 0 ---NA--- 107 - G3DSA:2.40.10.10 (GENE3D), PTHR22918 (PANTHER),
- - PTHR22918:SFO (PANTHER)
DMPCI15179899 Speleonectes . . . o IPR012336; IPR019479; PTHR10681 (PANTHER),
642 tulumensis 0 thioredoxin peroxidase 148  5.88E-39  89.20% - PTHR10681:SF44 (PANTHER)
DMPCI15179972_Speleonectes . o . L IPR0O01304; IPR016186; IPRO16187; IPRO18378; PTHR22802
643  tulumensis_2 galactose-specific c-type 349  9.14E-19 54.30%  F:protein binding (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
644 Dt{‘lﬁiizsli?g80—Spele°“e°tes plasminogen activator spa 103 2.32E20 63.30% - PTHR24257 (PANTHER), SignalP-NN(euk) (SIGNALP),
-~ — tmhmm (TMHMM)
DMPC15179994 Speleonectes . L . o F:nucleic acid binding; F:zinc ion binding; IPR007087; IPR013087; IPR015880; PTHR24403 (PANTHER),
645 ulumensis 1 ras-responsive element-binding protein I 158 4.52E-19  63.10% ¢ ojos; Cuintracellular PF13465 (PFAM), SSF57667 (SUPERFAMILY)
646 DMPClS1.800087Spe1e0nectes ame: full=saxiphilin short=sax flags: 130 448E-11  58.60% P-proteolysis; F:peptidase activity IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
tulumensis 0 precursor (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
647 Dt{‘lﬁiisslizo?65—5"61"0“““’3 kazal-type serine proteinase inhibitor4 119 7.90E-14  56.70% - (PANTHER), PTHR10913:SF21 (PANTHER), SSF100895
-~ — (SUPERFAMILY)
648 Hﬁiielssligo?86—51’6160“"’“63 —-NA-- 123 - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:protein metabolic process;
P:biological process; C:plasma membrane;
DMPC15180122_Speleonectes .- o X P PN D, . IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
649 tulumensis_2 cyclophilin ovcyp-2 135  2.71E-34  85.00% F.prgtem 'blndlng, C..pla.stld, P:cellular pr.ote.m (PANTHER), tmhmm (TMHMM)
modification process; C:extracellular region;
F:catalytic activity
TPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
650 DthPrii ssliioé%—sl’ele"“e“es kazal-type serine proteinase inhibitor4 126 9.83E-11  74.00% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
e - (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPCI15180129_Speleonectes . . o TPR005204; TPR0O13788; PTHR11511:SF23 (PANTHER), SignalP-
651 tulumensis 2 hemocyanin subunit 2 precursor 141  4.45E-14  70.00% - NN(euk) (SIGNALP), tmhmm (TMHMM)
C:nucleolus; C:nucleoplasm; P:regulation of
. . . . biological process; P:cell cycle; F:binding;
652 Hﬁgﬁissligois 8_Speleonectes ribosome b“;lg:r‘rﬁj protein bopl 221 135B-99 79.40%  P:nucleobase-containing compound metabolic IPRO01680; IPRO15943; IPR017986; PTHR 17605 (PANTHER)
- - g process; P:cell differentiation; P:multicellular
organismal development
DMPC15180165 Speleoncctes IPR0O01254; TPR009003; TPRO18114; G3DSA:2.40.10.10
653 tulumensis 2 P transmembrane protease serine 2 109  4.22E-18 71.60%  F:hydrolase activity (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM)
654 Hﬁiﬁiisiioé73fSp°1°°ne°tes hemocyanin subunit type 2 precursor 121 391E-41 7130% - IPR005203; IPRO13788; IPR014756
655 Dtﬁgrielrslsligo(z)“—sl’ele"“e“eS anti-lipopolysaccharide factor isoform 7 128 134E-10  72.60% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
656 Dtll\l/{l}l’iégsliiO?7378peleonectes fertilization envelope outer layer protein 145  3.40E-15 54.10% - IPR0O05515; PTHR18841:SFO (PANTHER)
DMPC15180312_Speleonectes . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR001314; IPR009003; IPRO18114;
57 " ilumensis 1 trypsin 165 2.57E-25  62.30%  livity: Fcatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER)
T .lJCPlanbC Tmnoror acuyv ll‘y 5 I7.5CT lllC‘I,_yPC
658 DMPCI15180331_Speleonectes ame: full=saxiphilin short=sax flags: 140 142E-18  52.30% endopeptidase inhibitor activity; C:extracellular TPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_2 precursor ' =77 region; P:negative regulation of peptidase (SIGNALP)
DMPC15180360 Speleoncctes P:oxidation-reduction process; F:oxidoreductase IPR002198; IPR002347; IPR016040; IPR020904; PTHR24322
659 P GF16338 231  3.95E-60 65.70% activity; P:metabolic process; F:nucleotide (PANTHER), PTHR24322:SF0 (PANTHER), SignalP-NN(euk)

_tulumensis_2

binding

(SIGNALP), SSF51735 (SUPERFAMILY)




DMPC15180428_Speleonectes

660 tulumensis 0 predicted protein 159  2.25E-07 50.00% - 0  no IPS match
661 DMPC1S 180464 Spelconcctes dermatopontin 2 138 868E-13 61.00% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15180501 Speleonectes . . o . . . s . .. IPR002130; IPR020892; IPR024936; G3DSA:2.40.100.10
662 tulumensis 2 peptidylprolyl isomerase a 158  4.31E-43  71.60% P:protein metabolic process; F:catalytic activity 2 (GENE3D), PTHR11071 (PANTHER)
F:peptidase activity; C:extracellular space;
DMPC15180524 Speleonectes P o . X . o . . IPR000718; IPR018497; IPR024079; PTHR11733:SF26
663 tulumensis_0 neprilysin isoform b 113 1.28E-25 66.10% IC’..};re(;ltem metabolic process; P:catabolic process; 5 (PANTHER), tmhmm (TMEMM), SSF55486 (SUPERFAMILY)
DMPC15180582 Spelconectes IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
664 ulumensis 2 P plasminogen activator spa 120 1.12E-17  67.40% P:metabolic process; F:catalytic activity 2 (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP)
665 23’{5&2:2037 1_Speleonectes hemaggl““mnf:;‘:r"_ﬁife aggregation 14y eRE 09 6130% - 0 IPRO26645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
666 Dtﬁﬁriissliio?SS—Spele"“e“eS si:dkey- protein 140 340E22 61.90% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
N . o IPRO00626; IPR019954; IPR019955; IPR019956;
667 Dtll\l’gﬁisliiog34751’6160“6““ 60s ribosomal protein 140 131 1I8E-47 98.50% g_'trr‘:r‘l’:lzg:r’f'mc“al molecule activity; 3 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - ) SSF54236 (SUPERFAMILY)
668 DMPCI5180835_Speleonectes soma ferritin 111 1.69E-30 8630%  L-ccllularhomeostasis; Frcatalytic activity; 5 IPROO1S19; IPRO08331; IPRO09040; IPRO0907S; IPRO12347
tulumensis_2 F:binding; P:ion transport; P:metabolic process
S IPR000560; G3DSA:3.40.50.1240 (GENE3D), PTHR20963
669 Dxiﬁissliiofs 3_Speleonectes multiple lr}‘l‘(’)sslt‘;lg{’a"slglih"sr’hate 315 6.65E-72 61.80%  F:hydrolase activity 1 (PANTHER), PTHR20963:SF8 (PANTHER), SSF53254
- - phosp (SUPERFAMILY)
P:cell cycle; P:signal transduction;
P:biological _process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; C:cytosol; C:nucleoplasm;
P:protein metabolic process; P:catabolic process;
DMPC15181005 Speleoncctes P:regulation of biological process; P:cell death; IPR000626; IPR019954; IPR019955; IPR019956;
670 tulumensis 1 P ubiquitin ¢ 166  4.63E-113 100.00%  F:protein binding; C:plasma membrane; 23 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - C:mitochondrion; ; C:endosome; P:cellular SSF54236 (SUPERFAMILY)
component organization; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
P:cellular protein modification process;
P:transport
671 Dtll\l’giigslii1(1)30751’61‘30““‘35 —NA--- 127 - 0  IPRO02413; IPRO14044
IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
672 Dtﬁfriissliglgs 8_Speleonectes carboxypeptidase a 121  9.14E24 66.60%  F:hydrolase activity 1 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- - SSF53187 (SUPERFAMILY)
673 DMPCI5 1481204_Speleonectes chh xo- variant 4 173 3.67E-27  70.10% F:nguropeptlde hormone activity; C:extracellular 2 IPRO00346; IPROO1166
tulumensis 0 region
P:oxidation-reduction process; P:glucose
metabolic process; F:oxidoreductase activity;
F:oxidoreductase activity, acting on the aldehyde
674 DMPC15181210_Speleonectes glyceraldehyde-3-phosphate 142 3.83E27 60.40% or oxo group of donors, NAD or NADP as 3 IPR016040; IPR020828; IPR020831; SSF51735

_tulumensis_0

dehydrogenase

acceptor; F:nucleotide binding;
F:glyceraldehyde-3-phosphate dehydrogenase
(NAD+) (phosphorylating) activity; F:NAD
binding; F:NADP binding

(SUPERFAMILY)




DMPC15181244 Speleonectes

675 tulumensis 1 dermatopontin 3 94 3.80E-08 61.17% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPCI15181357_Speleonectes . o T .. G3DSA:3.60.21.10 (GENE3D), PTHR22953 (PANTHER),
676 tulumensis 4 purple acid 132 9.16E-39  74.00% F:binding; F:hydrolase activity PTHR22953:SF0 (PANTHER)
P:proteolysis; F:peptidase activity; F:peptidase
g77 DMPCISISISS3 Speleoncctes o orotease inhibitor-1 precursor 139 3.63E-11  58.20%  mhibitoractivity Fiserine-type endopeptidase IPR000716; PTHR12352 (PANTHER)
_tulumensis_1 inhibitor activity; C:extracellular region;
P:negative regulation of peptidase activity
DMPC15181586_Speleonectes . o IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
78 " ulumensis 2 trypsin 138 2.56E-25  62.60% - PTHR24265 (PANTHER)
DMPCI15181659 Speleonectes . . o . . .. IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
679 tulumensis 2 trypsin partial 110 1.61E-10 54.20% F:catalytic activity PTHR24259 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15181665_Speleonectes P . o F:peptidase inhibitor activity; P:negative IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm
680 tulumensis 2 pacifastin light chain 366 L13E-15 51.60% regulation of peptidase activity (TMHMM)
681 DMPClS1.81725_Speleonectes hemagglutinin amechyte aggregation 148 291E-14  61.50% - IPRO26645
tulumensis 0 factor-like
P:defense response; P:carbohydrate metabolic .
682 DMPCI5181762_Speleonectes hyaluronidase precursor 161  1.04E-27 61.40%  process; F'hyglurononglucoszzlminidase activity; IPRO13785; IPRO17853; IPRO18155; SignalP-NN(euk)
_tulumensis_2 ’ : ) RO ’ (SIGNALP), tmhmm (TMHMM)
F:catalytic activity
683 DMPCISIBIT77 Spelconcctes oot L 146 292E-09 50.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:lipid metabolic process; F:hydrolase activity, TPR000073; G3DSA:3.40.50.1820 (GENE3D), PTHR11005
684 Dtll\l/{l}l’ﬁésslii1;927Speleonectes lipase 3 124 3.41E-34 66.20% acting on ester bonds; F:hydrolase activity; (PANTHER), PTHR11005:SF0 (PANTHER), tmhmm
- - P:lipid catabolic process (TMHMM), SSF53474 (SUPERFAMILY)
DMPC15181862 Spelconectes IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
685 tulumensis 2 P testicular serine protease 3 121 4.60E-11  63.80% F:peptidase activity (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP), tmhmm (TMHMM)
DMPC15181868 Speleonectes A o . P . .. IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
686 tulumensis 2 saxiphilin precursor 127 1.59E-10  63.00% P:proteolysis; F:peptidase activity (SIGNALP)
DMPC15181880_Speleonectes . o . . IPR0O01506; IPR006026; IPR024079; PTHR10127 (PANTHER),
687 tulumensis 0 hatching enzyme 130 6.82E-30 61.80% F:hydrolase activity SSF55486 (SUPERFAMILY)
688 DMPCI5181945 Speleonectes soma ferritin 119 1398-32 90.10%  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15181983 Speleonectes F:chitin binding; P:chitin metabolic process; IPR001846; IPR002919; IPR014853; G3DSA:2.10.25.10
689 tulumensis 0 P GJ13839 498  7.36E-27 46.10% P:cell adhesion; C:extracellular region; (GENE3D), PTHR11339 (PANTHER), PTHR11339:SF26
e 15 F:receptor binding; P:signal transduction (PANTHER)
IPRO13128; IPR013201; G3DSA:3.90.70.10 (GENE3D),
690 DtN{PE ! r51 1i82}3275pele°“e°tes ~NA-—- 132 - PTHR12411:SF149 (PANTHER), SignalP-NN(euk) (SIGNALP),
~tuiumensis_ tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
61 DMPC15182179_Speleonectes membrane metallo-endopeptidase-like 1- 176 6.66E-61 81.30% F:peptidase activity; P:protein metabolic IPR000718; IPR018497; IPR024079; PTHR11733:SF48
tulumensis_0 like ) U process; P:catabolic process (PANTHER), tmhmm (TMHMM), SSF55486 (SUPERFAMILY)
692 Dtﬁﬁriissli??83—Speleone“es b i‘gg;’}gﬁ;ﬁ?rgg%z 239 2.68E-56 55.30%  P:lipid transport; F:lipid transporter activity IPR001747; IPRO11030; PTHR23345 (PANTHER)
. . R . . IPR000668; IPR013128; IPR025661; G3DSA:2.40.50.170
693 DtN{Pi ! r51 ligzgngsl’ele"“ems cathepsin L-like 174 245E22  87.40% Fr'pep“fla}f? aft;“fiy ; Pr'pmtem metabolic (GENE3D), PTHR12411:SF149 (PANTHER), tmhmm
—tuiumensis_ process; 1.catabolic process (TMHMM), SSF54001 (SUPERFAMILY)
P:proteolysis; P:cell proliferation;
694 Dtﬁ’g Iiiislizzg”—sl’ele"“wes isoform a 187 287E-12 4430%  F:metalloendopeptidase activity; IPR006586; IPR024079; SSF55486 (SUPERFAMILY)
- - C:cellular component
go5 DMPCISIB2S04 Speleoncctes i 1oopolysaccharide factor isoform 7 154 LS9E-29  67.40% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)

tulumensis 1




DMPC15182585_Speleonectes

P:biological_process; C:lysosome; P:transport;

IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-

1di 1 - 0, . 1 3 3 . . 3 3 3 .
696 _tulumensis_1 epididymal secretory protein el 126 4.81E-15 59.50% F:p.r(?tem. blpdlng, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
697 Dtﬁgﬁelssli??4—Spele°“e°tes anti-lipopolysaccharide factor 144 1.02E29 67.60% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
69 DMPCI13 182678 Speleoncctes anti-lipopolysaccharide factor 131 167E27 6720% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15182725 Speleonectes P:regulation of transcription, DNA-dependent; IPR007087; IPR013087; IPR015880; PTHR24377 (PANTHER),
699 tulumensis 0 P zinc finger protein 836 99  9.95E-25 61.90%  P:transcription, DNA-dependent; F:zinc ion PTHR24377:SF0 (PANTHER), PF13465 (PFAM), SSF57667
- - binding; C:nucleus; F:DNA binding (SUPERFAMILY)
. . e L T IPR007087; IPR013087; IPR015880; PTHR11389 (PANTHER),
700 Dtlvfpﬁissliiz?5—Spele°“e°‘es oocyte zine finger protein 20 79 220E-12 62.10% E‘,‘l‘q“illzlcs'f‘%‘.’i:t‘;i‘;hg’lzf‘m on binding; PTHR11389:SF381 (PANTHER), PF13465 (PFAM), PF13912
—u — ‘nucieus; L v (PFAM), SSF57667 (SUPERFAMILY)
701 D:::{Eﬁigsli?? 1 Speleonectes —NA--- 163 - IPR004169; SSF57059 (SUPERFAMILY)
DMPC15182852_Speleonectes . o P:cell adhesion; F:chitin binding; P:chitin IPR001007; IPR006207; PTHR11339 (PANTHER),
702 umensis 1 isoform a 273 L3LE-17 - 43.80% o bolic process: Crextracellular region PTHR11339:SF42 (PANTHER), SSF57603 (SUPERFAMILY)
IPR002937; IPR011032; PR00419 (PRINTS), G3DSA:3.50.50.60
DMPC15182853_Speleonectes o . (GENE3D), PTHR10742 (PANTHER), PTHR10742:SF22
703 lumensis_2 amine oxidase 228 144E-23 S8.70% - (PANTHER), SignalP-NN(euk) (SIGNALP), SSF51905
(SUPERFAMILY)
704 Dggﬁ;islizzgs 5_Speleonectes beta-galactosidase bga35a 306 127E-25 61.70%  F:hydrolase activity IPR001944; IPR008979; PTHR23421:SF14 (PANTHER)
P:biological_process; C:lysosome; P:transport; .
DMPC15182859 Speleonectes L . o X . o S . IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
705 _tlumensis_2 epididymal secretory protein el 137 2.12E-20  58.10% F:p.r(?teln. blpdlng, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
706 DMPClS1.82897_Speleonectes female neotenic-specific protein 3 143 9.96E-13 55.00% - tmhmm (TMHMM)
tulumensis 2
DMPC15182935_Speleonectes N o } ) e } IPR000716; IPR022339; PTHR 14093:SF6 (PANTHER), SignalP-
707 tulumensis 1 mhc class ii-associated invariant chain 118  1.79E-07 66.67% P:multicellular organismal development NN(euk) (SIGNALP), tmhmm (TMHMM)
F:serine-type endopeptidase inhibitor activity;
F:peptidase inhibitor activity; P:negative . . . g
708 DMPClS1.83026ispeleonectes tfpia protein 199  2.49E-10  62.30% regulation of endopeptidase activity; P:blood EIOARER MDA 1N LR (IR ), B 1S
_tulumensis_0 . . . NN(euk) (SIGNALP)
coagulation; C:extracellular region; P:negative
regulation of peptidase activity
C:cytoplasm; F:kinase activity; P:metabolic
709 DMPCI5183058 Speleonectes phosphoglycerate kinase 102 9.65E-40 81.10%  Process; Fnucleotide binding; Picarbohydrate IPR001576; TIPRO15824; TPRO15901
_tulumensis_1 metabolic process; P:generation of precursor
metabolites and energy; P:catabolic process
710 DMPC15183094_Speleonectes zinc finger protein 79 212E-10  65.70% Ciintracellular; F:binding IPR007087; IPR013087; IPR015880; PTHR24387 (PANTHER),

tulumensis 0

SSF57667 (SUPERFAMILY)




DMPC15183168_Speleonectes

P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological

IPR000626; IPR002906; IPR019954; IPR0O19955; IPR019956;

711 . ubiquitin-40s ribosomal protein s27a 146 5.38E-52  97.00% 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
_tulumensis_0 process; P:cell death; P:cellular component
> i SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
712 DMPCISIS3I2 Speleoncctes i lipopolysaccharide factor isoform 7 135 428E-26  67.50% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15183323 Speleonectes . o . .. IPR025733; G3DSA:3.60.21.10 (GENE3D), PTHR22953
713 tulumensis 0 isoform a 127  1.29E-16  76.20% F:hydrolase activity 1 (PANTHER), PTHR22953:SF0 (PANTHER)
IPRO11038; IPR0O12674; PTHR10612 (PANTHER),
714 Dtﬁ/fpﬁelssli3(3)44—51’6160““‘“ —NA-- 144 . 0 PTHRI10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP),
—UIUmensIs_ tmhmm (TMHMM)
DMPC15183350_Speleonectes - o . — . .. IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
715 tulumensis 0 saxiphilin precursor 111 9.28E-11  65.10% P:proteolysis; F:peptidase activity 2 (SIGNALP)
DMPC15183355_Speleonectes  isoamyl acetate-hydrolyzing esterase 1 B o . .. IPR001087; IPR013831; PTHR14209 (PANTHER), SSF52266
716 tulumensis 1 homolog 126 6.31E-25 76.30% F:hydrolase activity 1 (SUPERFAMILY)
. . R . . IPR000668; IPR013128; IPR025660; IPR025661;
77 Dtl\/fprielssli?;gg—sl’ele"““‘es cathepsin | 194  578E-31  85.40% Frgzgssda;i:t‘:g)‘htyc ; I;f;:;:m metabolic 3 G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
. — P al P (PANTHER), tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
DMPC15183401_Speleonectes . . o TPR003172; TIPR0O14756; PTHR11306 (PANTHER), SignalP-
718 tulumensis 1 epididymal secretory protein el 145  4.13E-16  58.80% - 0 NN(euk) (SIGNALP)
P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological_process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
P:translation; F:binding; C:nucleoplasm;
DMPCI5183410,Spelconectes Preqution of bilogiea proves Prel deury . [PRO00626; IPROIS9S4; [PROI99SS; IPRO19956,
MY T ubiquitin ¢ 172 2 TAE-68 99.60% L e et 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
~ulu — protemn & el P . SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:cellular protein
modification process; P:nucleobase-containing
compound metabolic process; C:ribosome;
C:cytosol; P:transport
ame: full=hemagglutinin amebocyte
720 Dtll\ﬁﬁisslii3‘2‘87—51”1“’““‘“ ageregation factor ame: full=18k-laf flags: 107  2.85E-07 58.00% - 0 IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
- - precursor
IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
721 Dtll\lgﬁigslﬁ3390781’61‘30“6“‘35 plasminogen activator spa 121 248E-17 69.30%  F:hydrolase activity 1 (GENE3D), PTHR24252 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM)
722 DMPC15183553_Speleonectes anti-lipopolysaccharide factor 151  6.89E-30 67.70% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm

tulumensis 1

(TMHMM)




DMPC15183558_Speleonectes

723 tulumensis 0 stereocilin 229  1.67E-15 50.00% - IPR026061; IPR026664
724 DMPCI5 1.83577_Speleonectes hemagglutinin amebocyte aggregation 106 568522 6520% - IPRO26645
tulumensis 1 factor
DMPC15183616_Speleonectes L : . IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
725 tulumensis 2 anti-lipopolysaccharide factor 222 1.09E-33  73.60% - (TMHMM)
DMPC15183652_Speleonectes . . o IPR000896; IPR002227; IPR005203; IPR008922; IPR0O13788;
726 tulumensis 1 hemocyanin subunit type 2 precursor 170 1.63E-108 74.60% - IPRO14756: PTHR11511:SF4 (PANTHER)
727 Dtll\l/{l}l’rgigslii329478peleonectes female neotenic-specific protein 3 136 5.66E-10  57.00% - no IPS match
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
728 Dtﬁiissli? Igl—Spele‘me“es kazal-type serine proteinase inhibitor 4 111 2.98E-11  66.00% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPC15183820_Speleonectes hypothetical protein o
729 tulumensis 0 CAPTEDRAFT 177616 131 5.28E-07 69.00% - IPR005065
730 Dtll\l’gﬁiislii3378751’61‘30““‘65 cell adhesion 103 1.23E-09 92.83%  F:calcium ion binding PTHR10913 (PANTHER), PTHR10913:SF18 (PANTHER)
731 Dt{‘lﬁiissli??40—5"61"0““‘“ peroxiredoxin 1 isoform 1 114 136E-12 5550% - PTHR10681 (PANTHER), PTHR10681:SF46 (PANTHER)
DMPC15184040_Speleonectes . . .. o . .. IPR002110; IPR020683; PTHR24123 (PANTHER),
732 tulumensis 0 ankyrin repeat domain-containing 124 9.16E-33  91.70% F:hydrolase activity PTHR24123:SF0 (PANTHER), tmhmm (TMHMM)
IPR0O01254; IPR001314; IPR009003; IPR0O18114;
733 D&‘:{Eﬁ55124245—81’61“““‘“ proclotting enzyme 115 2.82E-25 7820% - G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
- — PTHR24268:SF28 (PANTHER)
F:peptidase inhibitor activity; F:serine-type
734 DMPC15184210_Speleonectes ame: full=saxiphilin short=sax flags: 148 649E-15  49.40% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_0 precursor ’ e region; P:negative regulation of peptidase (TMHMM)
activity; P:proteolysis; F:peptidase activity
DMPC15184317 Speleonectes . o . A . .. IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
735 tulumensis 2 nidogen 1 92 5.03E-11 64.60% P:proteolysis; F:peptidase activity (SIGNALP)
. . . IPR000742; IPR002049; IPR013032; PR00011 (PRINTS),
736 Di‘ﬁiég:ﬁ“g72—51’61"0“““’3 mult‘plgo‘zﬁ;‘iiﬁgni tgeri‘r’l“{toh_ﬁf;or'hke 106  4.19E-32  66.50% - G3DSA:2.170.300.10 (GENE3D), PTHR24035 (PANTHER),
- — p PTHR24035:SF3 (PANTHER), SSF57196 (SUPERFAMILY)
737 D&\l/{lljriizslii?;lll_Speleonectes ame: full=conoporin-cn1 flags: precursor 132 1.01E-09 56.00% - IPR015926
738 DMPC151.8449478peleonectes NA-- 155 ) 10 IPS match
tulumensis 2
IPR002198; IPR016040; PTHR24320 (PANTHER),
739 Dtﬁﬁriisslii“f3—Spele"“e“es GJ10839 190  3.76E-23  74.70%  P:metabolic process; F:catalytic activity PTHR24320:SF0 (PANTHER), SignalP-NN(euk) (SIGNALP),
-~ — tmhmm (TMHMM), SSF51735 (SUPERFAMILY)
P:regulation of transcription, DNA-dependent;
DMPC15184550 Speleoncctes F:nucleic acid binding; P:transcription, DNA- IPR007087; IPR013087; IPR0O15880; PTHR24382 (PANTHER),
740 tulumensis 0 P zinc finger protein 187 157  4.28E-15 58.70% dependent; P:viral reproduction; F:zinc ion PTHR24382:SF0 (PANTHER), PF13465 (PFAM), SSF57667
- - binding; C:nucleus; F:sequence-specific DNA (SUPERFAMILY)
binding transcription factor activity
741 Dﬁﬁig:ﬁ“f 84_Speleoncetes anti-lipopolysaccharide factor 137 124E27 66.90% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
P:proteolysis; F:serine-type endopeptidase
742 DMPC15184598 Speleonectes der p 3 allergen 121 836E-10  52.20% activity; F:serine-type peptidase activity; TPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),

_tulumensis_1

F:hydrolase activity; F:catalytic activity;
F:peptidase activity

PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER)




DMPC15184635_Speleonectes

IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

. ) o )
743 ulumensis 1 trypsin 4 145 2.58E-16  61.70% O PTHR24264 (PANTHER)
744 Dtll\ﬁﬁisslii“g65—51”1“’““‘“ hemagglutinin a}‘;zt’;’:yte aggregation 35 33gp 13 210% - 0 IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
DMPC15184675_Speleonectes . . o . o . G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
745 tulumensis 2 lipase 3-like 125  5.04E-18  73.50% F:hydrolase activity; P:lipid metabolic process 2 PTHR11005:SFO (PANTHER)
B S . . IPR000668; IPRO13128; G3DSA:2.40.50.170 (GENE3D),
746 Dtﬁ/fpﬁelssli“fgz—Spele"“e“eS cathepsin I-like 157 1.55E-12 90.30% Frgzgzlsda}fi:gg‘fyc ; Prf;:;zm metabolic 3 PTHRI2411:SF149 (PANTHER), tmhmm (TMHMM), SSF54001
~tulumensis_ process; £ °p (SUPERFAMILY)
747 DMPCIS184691_Speleonectes soma ferritin 119 1.06E-34 8650%  L-ccllular homeostasis; F:catalytic activity; 5 IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15184708_Speleonectes  multiple epidermal growth factor-like o . IPR002165; PTHR10574 (PANTHER), PTHR10574:SF11
748 tulumensis 1 domains protein 8-like 78 432E-24 7220% Creell ! (PANTHER)
DMPC15184749 Speleonectes . o P:cellular homeostasis; P:regulation of IPR012336; IPR013766; PTHR18929 (PANTHER), tmhmm
749 tulumensis 1 isoform ¢ 131 1.95E-51  90.80% biological process; F:catalytic activity 3 (TMHMM)
750 Dﬁﬁﬁiﬁ;ﬁ“g13781’61‘30“““35 hemagglutinin a’fzzz;’r"yte aggregation y5e ) 49E-10  55.30% - 0  IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
751 Dﬁfﬁg:ﬁ“g64—5"61"0““‘“ —-NA--- 138 - 0  IPRO08197; PTHR19441 (PANTHER)
F:peptidase activity; P:cell cycle; F:protein
binding; P:cellular protein modification process;
P:signal transduction; F:structural molecule
activity; P:biological_process; P:response to
stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
DMPC15184913 Speleoncetes P:translation; F:binding; C:nucleoplasm; IPR000626; IPR019954; IPR019955; IPR019956;
752 tulumensis 0 P ubiquitin-60s ribosomal protein 140-like 112 3.82E-37 95.20%  P:protein metabolic process; P:catabolic process; 30 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - P:regulation of biological process; P:cell death; SSF54236 (SUPERFAMILY)
P:cellular component organization; C:plasma
membrane; F:catalytic activity; P:protein
transport; ; C:endosome; F:nucleotide binding;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; C:ribosome; C:cytosol; P:transport
I .pcpuuab\: TIIoIor dbllVlly’ T .bUllllU'lpr
753 DMPC15184925 Speleonectes ame: full=saxiphilin short=sax flags: 130 135E-20  52.90% endopeptidase inhibitor activity; C:extracellular 4 IPR0O00716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor ' 7% region; P:negative regulation of peptidase (TMHMM)
DMPC15185027 Speleonectes o f : . IPR001283; IPR002413; [PR014044; IPR018244; SignalP-
754 tulumensis 0 ves g 5 allergen 375  2.96E-41 53.20% C:extracellular region 1 NN(euk) (SIGNALP), tmhmm (TMHMM)
755 DMPCI5 1485077_Speleonectes hemagglutinin amechyte aggregation 119 521E26  6470% - 0 IPRO26645
tulumensis 2 factor-like
756 Dﬁﬁfiéﬁ:}? ?80751’61““6“65 vitellogenin g‘::;‘lilt‘;’;h superoxide 809 4.01E-42 43.60%  P:lipid transport; F:lipid transporter activity 2 IPRO01846; IPRO15255; IPRO15818; IPRO15819
DMPC15185083_Speleonectes . . o P:proteolysis; F:hydrolase activity; .
757 tulumensis 2 peptidase thermolysin 154 3.97E-07 64.00% F:metalloendopeptidase activity 3 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
758 DMLC19 183099 Speleonectes  pemocyanin subunit type 2 precursor 152 183E17 BL6T% - 0 IPR005203; IPRO13788; IPRO14756; tmhmm (TMHMM)
P:response to stress; F:electron carrier activity;
P:cellular homeostasis; P:regulation of . ) e
759 DMPC15185230_Speleonectes thioredoxin- isoform a 129 2.73E-21  83.70%  biological process; P:metabolic process; 8 IPR005746; IPRO12336; IPRO13766; SignalP-NN(euk)

_tulumensis_0

P:multicellular organismal development;
C:nucleus; F:catalytic activity

(SIGNALP)




DMPC15185245_Speleonectes

P:proteolysis; F:serine-type endopeptidase

760 tulumensis 0 serine protease precursor 152 1.25E-17 59.40% activity; P:negative regulation of catalytic IPR007280; SignalP-NN(euk) (SIGNALP)
- - activity; F:identical protein binding
761 Dtﬁgﬁisslﬁs (2)5 9_Speleonectes anti-lipopolysaccharide factor 145 133E-28 67.40% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15185326 Speleonectes . o IPR001254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
762 lumensis 1 trypsin 2 175 5.12E-27 78.90% - (GENE3D), PTHR24256 (PANTHER)
DMPC15185358 Speleonectes . . . o . . .. IPR000889; IPR012336; PTHR11592:SFO (PANTHER), tmhmm
763 tulumensis 0 glutathione peroxidase 7-like 137 1.65E-27 68.70% F:catalytic activity (TMEIMM)
764 Dtll\l/flIl’rgfl:zslii5383_Speleonectes neuropeptide precursor protein 234 793E-17 7540% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
765 Dtﬁ’g Ii;flsllzs (3)90—31"’1“““‘“ astakine variant 1 118  6.00B-08 72.25% - G3DSA:2.10.80.10 (GENE3D)
P:lipid metabolic process; F:hydrolase activity;
DMPC15185474_Speleonectes . R ) o F:catalytic activity; F:triglyceride lipase activity; TPR000734; TPR001024; TPR002331; IPR008976; IPRO13818;
766 _tulumensis_0 triglyceride lipase 281 9.25E-45  51.60% C:extracellular region; P:lipid catabolic process; G3DSA:3.40.50.1820 (GENE3D), SSF53474 (SUPERFAMILY)
F:retinyl-palmitate esterase activity
DMPC15185483_Speleonectes - ) ; . IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
767 tulumensis 1 epididymal secretory protein el 136 1.26E-15 61.60% P:transport NN(euk) (SIGNALP), tmhmm (TMHMM)
768 Dtﬁﬁr?lelzsslizs gzg—Spele‘me“es hemagglutinin a‘f‘;zt’;’rcyte aggregalion 40 121E-14 59.50% - IPR026645; SignalP-NN(euk) (SIGNALP)
P:cellular homeostasis; F:binding; P:regulation
769 DMPC15185620_Speleonectes ferritin h subunit 87  436E-19 9680y  Of biological process; Pcell proliferation; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
_tulumensis_2 F:catalytic activity; P:ion transport;
C:mitochondrion; P:metabolic process
P:lipid metabolic process; F:hydrolase activity,
DMPC15185677_Speleonectes . o . . e G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
770 tulumensis 1 lipase 3 138 2.57E-21  66.20% acting on ester‘bonds, F:hydrolase activity; PTHR11005:SF0 (PANTHER)
- - P:lipid catabolic process
771 Dtﬁ/griirslslzsggj 1_Speleonectes female neotenic-specific protein 3 129 5.73E-10  58.75% - no IPS match
772 DMPCI5185840_Speleonectes soma ferritin 107 5.67E-23 8670% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
773 Dﬁﬁﬁiﬁf 265—51’61"0““‘“ hemaggl“t‘“‘nfzgsk‘l’ge ageregAon 41y 550E13  6420% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
774 DMPC15185887_Speleonectes dehydrogenase reductase sdr family 11 6.99E37 72.20% IPR002198; IPR016040; PTHR24322 (PANTHER),
tulumensis 0 member 11-like T v T PTHR24322:SF7 (PANTHER), SSF51735 (SUPERFAMILY)
DMPC15185900 Speleonectes - ) . IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
775 tulumensis 1 epididymal secretory protein el 142 5.66E-19  60.50% - NN(euk) (SIGNALP)
P:biological_process; C:lysosome; P:transport; .
DMPC15185995_Speleonectes L . . o X . o e . IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
776 tulumensis_0 epididymal secretory protein el isoform 1 147 2.07E-23  56.20% EEE?EL?;:;& P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR007087; IPR013087; IPRO15880; PTHR24382 (PANTHER),
777 DthPiiflslfgs 0_Speleonectes zinc finger protein 271-like 134 272E31 63.70% - PTHR24382:SF0 (PANTHER), PF13465 (PFAM), SSF57667
—tu — (SUPERFAMILY)
DMPC15186163_Speleonectes hypothetical protein o
778 tulumensis 0 DAPPUDRAFT 308544 113 5.64E-07 72.00% - IPR004911
DMPC15186166_Speleonectes . . o F:nucleic acid binding; F:zinc ion binding; IPR007087; IPR013087; IPR015880; PTHR11389 (PANTHER),
" wulumensis 2 Zine finger protein 25 130 129E-25  6080% (& iniracellular; P:biological process PF13465 (PFAM), SSF57667 (SUPERFAMILY)
DMPCI5186255 Spelconcctes IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
780 —>P kazal-type serine proteinase inhibitor 4 130 3.49E-17 57.90% - (PANTHER), PTHR10913:SF21 (PANTHER), SignalP-NN(euk)

_tulumensis_0

(SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)




DMPC15186271_Speleonectes

glycosyl-phosphatidylinositol-linked

IPR001148; IPR018338; IPR023561; SignalP-NN(euk)

- 0 R

781 tulumensis 2 carbonic anhydrase 314 143E-86  60.50% 0 (SIGNALP)

P:regulation of biological process; P:cell death;
P:biological_process; ; P:cellular component
organization; C:mitochondrion; P:response to . . .
782 DMPClS1.862997Spe1e0nectes superoxide dismutase 127  1.45E-22  82.50% stress; F:binding; P:multicellular organismal 14 IPROOT189; .IPR019831’ G3DSA:1.10.287.990 (GENE3D),
tulumensis_0 . PTHR11404:SF5 (PANTHER)
- - development; P:metabolic process; P:cell
differentiation; F:catalytic activity; P:cell
proliferation; P:mitochondrion organization
F:peptidase inhibitor activity; F:serine-type
DMPC15186441_Speleonectes . . . o endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
783 _tulumensis_0 fibronectin type iii domain protein 217 679E-12. 48.10% region; P:negative regulation of peptidase > NN(euk) (SIGNALP), tmhmm (TMHMM)
activity; F:calcium ion binding

784 DMPCI 186462 Speleonectes e e 178 230E-61 56.10% P:lipid transport; F:lipid transporter activity 2 IPRO0I846; IPRO14853; PTHR11339 (PANTHER)

785 DMPC15186489 Speleonectes NA 38 0 IPR002350; G3DSA:3.30.60.30 (GENE3D), SSF100895

tulumensis 1 B (SUPERFAMILY)

786 DMPCI5186493 Speleonectes ferritin h subunit 97 330E20 09240% Liccllularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO0S331; IPRO09040; IPR00907S; IPRO12347

tulumensis 1 F:binding; P:ion transport; P:metabolic process

787 DMPCI5186517_Speleonectes ferritin gfl 115 152633 87.60% | -cellularhomeostasis; Ficatalytic activity; 5 IPROO1S19; IPRO08331; IPRO09040; IPRO0907S; IPRO12347

tulumensis_1 F:binding; P:ion transport; P:metabolic process

788 Dtﬁ’riissli?f 21_Speleonectes phzcst;’;‘gg}:;gfaesgyfg‘r’gﬁsﬁgiﬁi . 122 9.93E-16 63.70%  Cicytoplasm; Ficatalytic activity 2 IPRO17850; IPR024873; tmhmm (TMHMM)

789 DMPCIS 186546 Spelconcctes dermatopontin 2 363 271E39  59.90% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

IPR000668; IPR013128; IPR025661; G3DSA:3.90.70.10

790 Dﬁﬁig;ﬁ 32_Speleonectes cathepsin 1 150  8.93E-72  79.40% - 0 (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
-~ — (SUPERFAMILY)

791 Hﬁﬁigsﬂiézs 4_Speleonectes si:dkey- protein 106 7.77E-10  60.60% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

T .pcpuuqbc TIIoInor Clbl.lVll.y, T .bUllllU'LleC
792 DMPC15186817_Speleonectes ame: full=saxiphilin short=sax flags: 134 268E-19  52.40% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' e region; P:negative regulation of peptidase (SIGNALP)
DMPC15186867_Speleonectes . o 'L - .. IPR0O01254; IPR001314; IPR009003; IPR0O18114;
793 ilumensis 2 chymotrypsin a 159 3.39E-35  59.40%  Fhydrolase activity ! G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER)
IPR0O01611; TIPR003591; G3DSA:3.80.10.10 (GENE3D),

794 2%5&3;?6369—51’6le"“e“es leucine rich repeat protein 338 131B-19 53.20% - 0 PTHR24367 (PANTHER), PF13504 (PFAM), PF13855 (PFAM),
- - SMO00364 (SMART), SSF52058 (SUPERFAMILY)
DMPC15186873_Speleonectes . . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

795 ulumensis 1 plasminogen activator spa 103 6.14E-08 = 62.67%  ‘ivity; F:catalytic activity 3 PTHR24265 (PANTHER), tmhmm (TMHMM)

296 DMPCI5186896 Speleonectes o NA. . ] o IPR002350; G3DSA:3.30.60.30 (GENE3D), SignalP-NN(euk)

tulumensis 2 (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
IPR001239; TPR002350; G3DSA:3.30.60.30 (GENE3D),

297 DMPCISIB7018 Speleoncctes NAL 163 i o PTHR2I312 (PANTHER), PTHR21312:SF8 (PANTHER),

_tulumensis_1 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
T .pcpuuabc TIIoIor abuvuy, T .bUllllU'lpr

708 DMPC15187119_Speleonectes ame: full=saxiphilin short=sax flags: 141 132E-17  51.50% endopeptidase inhibitor activity; C:extracellular 4 IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)

_tulumensis_2 precursor ' =77 region; P:negative regulation of peptidase (SIGNALP)
P:E)iofogical _process; C:lysosome; P:transport; . . .
799 DMPCI5187182_Speleonectes epididymal secretory protein el isoform 1 126  2.77E-18 59.60%  F:protein binding; P:response to biotic stimulus; 6 IPR003172; IPRO14756; PTHR11306 (PANTHER), SignalP-

_tulumensis_1

F:lipid binding

NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15187262_Speleonectes

ame: full=saxiphilin short=sax flags:

F:peptidase inhibitor activity; F:serine-type
endopeptidase inhibitor activity; C:extracellular

IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm

800 tulumensis 0 precursor 160 5.44E-23  52.90% region; P:negative rt?gulatlop of peptldgse ) (TMHMM)
- - activity; P:cell-matrix adhesion; F:calcium ion
binding
DMPCI15187365 Speleonectes serine-threonine kinase receptor- o F:receptor activity; F:kinase activity;
801 tulumensis 1 associated protein 72 0.63E-13  86.40% P:metabolic process PTHR 19877 (PANTHER)
802 Dtﬁfriissliz7(3)82—5"61"0““‘“ vitelline mﬁ‘;‘lzﬁgz ‘;‘r‘;ﬁ:ﬁr protein 1131 434509 5533%  P:vitelline membrane formation IPR005515; PTHR18841:SFO (PANTHER)
IPR001223; IPR002557; IPR0O13781; IPRO17853;
803 thfpﬁiflslii7;84751’61““““ chitinase 1 precursor 266 1.02E-46 55.80% - G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
i — PTHR11177:SF30 (PANTHER), SSF54556 (SUPERFAMILY)
IPR0O01254; TPR009003; IPRO18114; G3DSA:2.40.10.10
804 D::ﬁiéi:ﬁ7;9878p°1°°“e°tes plasminogen activator spa 96  4.11E-12 63.80% - (GENE3D), PTHR24257 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
805 Dﬁiﬁiﬁfgs 3_Speleonectes brasiliensin precursor 160 8.49E-24 53.10% - (PANTHER), PTHR10913:SF21 (PANTHER), SSF100895
-~ — (SUPERFAMILY)
DMPC15187538_Speleonectes . . o P:proteolysis; F:hydrolase activity; .
806 tulumensis 1 peptidase thermolysin 164  4.48E-07 64.00% F:metalloendopeptidase activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPRO11038; IPR012674; PTHR10612 (PANTHER),
807 DtN{PIi ! r51 118785 2_Speleonectes —NA-- 144 - PTHR10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP),
—UIumensis_ tmhmm (TMHMM)
DMPCI15187711_Speleonectes . . o P:proteolysis; F:transferase activity; F:peptidase PTHR12283 (PANTHER), PTHR12283:SFO (PANTHER),
808 tulumensis 0 glutaminyl-peptide cyclotransferase 163  2.28E-13  58.00% activity tmhmm (TMHMM)
809 Dtﬁgﬁelsslgz13—Spele°“e°tes anti-lipopolysaccharide factor isoform 7~ 140 4.24E-31  68.20% - IPR024509; IPR024716; SignalP-NN(cuk) (SIGNALP)
IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
810 Dtlvfpri;i ﬂ?;“oﬁpele"“ems trypsin 202 9.52E-23 5430%  F:catalytic activity PTHR24265 (PANTHER), SignalP-NN(euk) (SIGNALP),
—UIUMensIS_ tmhmm (TMHMM)
811 Dﬁﬁigé:ﬁ7;63—81”160“6““ dermatopontin 2 107 320E-09 6240% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. . . 5. . IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
g1y DMPCISISTSI8 Speleonectes 4o orolvl cis-trans isomerase 5 124 1.19E-36  90.90%  ©:protein metabolic process; Picellular protein (PANTHER), PTHR11071:SF63 (PANTHER), SignalP-NN(euk)
_tulumensis_1 modification process; F:catalytic activity (SIGNALP)
g13 DMPCI 187840 Spelconcctes venom allergen 3 152 5.60E21 5120%  Ciextracellular region IPRO01283; IPR002413; IPRO14044
814 DtIl\l/{lljriissliz7252_Speleonectes glucan pattern-recognition lipoprotein 283  2.76E-16 46.50%  P:lipid transport; F:lipid transporter activity no IPS match
815 DMPCI15187972_Speleonectes alpha-galactosidase alpha-n- 135  3.95E-56  83.70% P:carbohydrate metabolic process; F:hydrolase IPRO00111; IPR002241; IPR013785; IPR0O17853; PTHR11452
tulumensis 1 acetylgalactosaminidase ) U activity; F:binding (PANTHER)
DMPC15188029 Speleonectes . . . o F:peptidase activity; P:protein metabolic IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10
816 llumensis 0 intestinal trypsin 4 precursor 114 163E-17 - BLI0% 0 ess: P-catabolic process (GENE3D), PTHR24256 (PANTHER)
DMPC15188077 Spelconectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
817 tulumensis 1 P plasminogen activator spa 150  9.16E-21  59.80%  F:peptidase activity (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM)
gig DMPCISISSIS Speleonectes  hemagglutinin amebocyle aggregation 143y ggp 15 57.30% - IPR026645; SignalP-NN(euk) (SIGNALP)
DMPC15188223 Speleonectes AT . ) o ) IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
819 tulumensis 2 ame: full=carboxypeptidase b 249  5.24E-97 69.10% (PANTHER), SSF53187 (SUPERFAMILY)
820 DMPCI15188266_Speleonectes aldh9ala protein 140  5.02E-60 77.10% F:catalytic activity; P:metabolic process IPROI5590; IPRO16161; IPRO16162; PTHR11699 (PANTHER),

tulumensis 1

PTHR11699:SF47 (PANTHER)




DMPC15188433_Speleonectes

821 tulumensis 1 female neotenic-specific protein 3 152 4.22E-10  60.00% - no IPS match
C:cytoplasm; F:nucleotide binding;
822 DMPC15188464 Speleonectes glyceraldehyde-3-phosphate 241 5.90E-47  90.80% P:carbohydrate metabolic process; P:generation IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
_tulumensis_1 dehydrogenase ’ ouse of precursor metabolites and energy; P:catabolic SSF55347 (SUPERFAMILY)
process; F:catalytic activity; P:metabolic process
DMPC15188569 Speleonectes . o . . .. IPR0O01254; IPR009003; IPR018114; G3DSA:2.40.10.10
823 tulumensis 1 chymotrypsin a 150  1.16E-23  65.20% F:peptidase activity (GENE3D), PTHR24275 (PANTHER)
824 Dtﬁgﬁelsslﬁg?4—Spele°“e°te3 —NA--- 281 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
825 DMPCI15188726 Speleonectes NA-— 137 ) IPR002350; G3DSA:3.30.60.30 (GENE3D), SignalP-NN(euk)
tulumensis 2 (SIGNALP), SSF100895 (SUPERFAMILY)
DMPC15188811_Speleonectes s . . o IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
826 tulumensis 2 hyaluronan-binding protein 2-like 126  1.07E-10  57.10% - PTHR24272 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15188821_Speleonectes  cd74 major histocompatibility class ii ) o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
827 tulumensis 1 invariant chain a 134 4.30E-08 67.67% P:multicellular organismal development NN(euk) (SIGNALP)
DMPC15188883 Spelconectes IPR002933; G3DSA:3.40.630.10 (GENE3D), PTHR11014
828 tulumensis 2 P GL15638 234 1.49E-56 75.40%  P:metabolic process; F:peptidase activity (PANTHER), PTHR11014:SF15 (PANTHER), SSF53187
-~ — (SUPERFAMILY)
829 Dtﬁﬁrielssli??S—Spele"“e“es hemaggl“tmmf:;‘g:ﬁge ageregation 437 18022 61.10% - IPR026645; SignalP-NN(euk) (SIGNALP)
830 DMPCI15189192_Speleonectes ame: full=venom protein 302 flags: 143 123E-10  65.00% P:regulation of cell growth; F:insulin-like TPR0O00867; TPR0O11390; PS51257 (PROFILE), SignalP-NN(euk)
tulumensis 1 precursor ) U growth factor binding; C:extracellular region (SIGNALP), tmhmm (TMHMM)
DMPC15189221 Speleonectes  cd74 major histocompatibility class ii o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
831 tulumensis 0 invariant chain a 106 1.95E-07 65.67% P:multicellular organismal development NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15189251 Spelconectes IPR003598; IPR003599; IPR007110; IPR013098; IPR013783;
832 e 3 T P neuroglian-like isoform 2 113 197E-33 80.70% - PTHR10489 (PANTHER), PTHR 10489:SF132 (PANTHER),
—HEnsIS- SSF48726 (SUPERFAMILY)
DMPC15189384 Speleonectes . . . o TPR0O00866; TPR012336; PTHR10681 (PANTHER),
833 tulumensis 0 thioredoxin peroxidase 109  1.31E-27 81.70% - PTHR10681:SF50 (PANTHER)
DMPC15189399 Speleoncetes IPR0O01254; IPR001314; IPR009003; IPR0O18114;
834 tulumensis 0 P chymotrypsin-like protease ctrl- partial 128  1.67E-17 56.10%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
DMPC15189486 Spelconectes IPRO11697; IPR0O15527; G3DSA:3.40.50.880 (GENE3D),
835 wulumensis 0 P gamma-glutamyl hydrolase 265 1.11E-68 65.50%  F:peptidase activity; P:metabolic process PTHR11315:SFO (PANTHER), tmhmm (TMHMM), SSF52317
v — (SUPERFAMILY)
g36 DMrC19189497 Spelconectes mite allergen tyr p 7 409 228E-18 47.90% - TPR020234; SignalP-NN(euk) (SIGNALP)
IPR000639; G3DSA:3.40.50.1820 (GENE3D), PTHR 10992
837 thﬁi;:i?f 08_Speleonectes epoxide hydrolase 4 485 7.88E-97 60.50%  Ficatalytic activity (PANTHER), PTHR10992:SF98 (PANTHER), PF12697 (PFAM),
-~ — tmhmm (TMHMM), SSF53474 (SUPERFAMILY)
1. pepuuast miomur acuvity, 17.5CTIc=ty pc
838 DMPC15189516_Speleonectes ame: full=saxiphilin short=sax flags: 148 2.29E-19  49.50% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' U7 region; P:negative regulation of peptidase (SIGNALP), tmhmm (TMHMM)
DMPCI15189591_Speleonectes . . o IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
839 ulumensis 0 carboxypeptidase b-like 98 396E30 7270% - (PANTHER), SSF53187 (SUPERFAMILY)
DMPC15189592_ Speleonectes o . o . I IPRO01623; IPRO18253; PTHR24078 (PANTHER),
840 tulumensis 2 cysteine string 122 4.00E-31 95.20% P:protein metabolic process; F:protein binding PTHR24078:SF7 (PANTHER), tmhmm (TMHMM)
DMPC15189606_Speleonectes . . . o . . . - s IPR001623; PTHR24078 (PANTHER), PTHR24078:SF6
841 tulumensis 1 -like protein subfamily ¢ member 11 94 2.61E-30  89.20% P:protein metabolic process; F:protein binding (PANTHER)
g4 DMPCISI89639 Speleonectes  hemagglutinin amebocyte aggregation 119 ¢ 31515 60.00% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 2

factor




DMPC15189681_Speleonectes

IPR005203; IPR013788; IPR014756; SignalP-NN(euk)

. . ) o )
843 tulumensis 0 hemocyanin subunit 1 89  3.42E-15 81.33% 0 (SIGNALP), tmhmm (TMHMM)
844 DMPCIS 189698 Spelconcctes cg3556 ¢g3556-pa 242 1.60E-23 52.80%  P:cobalamin transport; F:cobalamin binding 2 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR000626; IPR019954; IPR019955; IPR019956;
845 Dtll‘lﬁriiisli?g()s—sl’ele"““tes ubiquitin-40s ribosomal protein s27a-like 141 1.09E-50 97.40% - 0  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
846 DMPC15189727 Speleonectes NA- 38 } 0 IPR002181; IPR014715; PTHR19143 (PANTHER),
tulumensis 0 PTHR19143:SF46 (PANTHER)
P:lipid metabolic process; F:hydrolase activity,
DMPC15189728_Speleonectes . . . ces - actt G3DSA:3.40.50.1820 (GENE3D), PTHR 11005 (PANTHER),
847 tulumensis_0 lipase 3 130 1.82E-36  67.10% act_lng on ester.bonds, F:hydrolase activity; 4 PTHR11005:SF0 (PANTHER), tmhmm (TMHMM)
P:lipid catabolic process
P:protein metabolic process; P:cellular protein . . .
848 DMPC151‘89914ispeleonectes peptidyl-prolyl cis-trans isomerase e 384 4.58E-92 90.20% modification process; F:RNA binding; 5 IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
_tulumensis_0 . A . .o PTHR11071 (PANTHER)
F:catalytic activity; F:nucleotide binding
849 Dtll‘lﬁri55129243—51’61“““‘“ anti-lipopolysaccharide factor 133 572E29  69.60% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
P:biological process; F:binding; C:cell;
P:response to abiotic stimulus; F:peptidase
850 DMPCI15189976_Speleonectes membrane metallo-endopeptidase (neutral 265 421E-12  59.00% activity; P:protein metabolic process; P:catabolic 12 IPR000718; IPR018497; IPR024079; SSF55486
_tulumensis_1 cd10) isoform cra_a ’ U process; ; F:protein binding; P:multicellular (SUPERFAMILY)
organismal development; C:cytoplasm;
C:plasma membrane
DMPC15189996_Speleonectes . R B o F:lipid binding; P:transport; F:transporter IPRO11038; IPR0O12674; IPR022272; PTHR10612 (PANTHER),
851 lumensis 0 apolipoprotein d-like isoform 2 154 863E21 6160% o 3 PTHR10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP)
. . R . . IPR002933; IPR0O11650; G3DSA:3.40.630.10 (GENE3D),
852 DthPriissliiog84—Spele°“e°‘es cytosolic non-specific dipeptidase-like 207 2.36E-98  78.90% Frgzggsda;i:t‘:l‘ﬁhtyc ; Prf;’;:‘“ metabolic 3 PTHRI11014 (PANTHER), PTHR11014:SF15 (PANTHER),
-~ - process; £ P SSF53187 (SUPERFAMILY)
DMPC15190145_Speleonectes hypothetical protein o . . . TPR002018; G3DSA:3.40.50.1820 (GENE3D), PTHR11559
853 " ulumensis 2 DAPPUDRAFT 305141 117 624E-14  58.00%  F:carboxylic ester hydrolase activity ! (PANTHER), SSF53474 (SUPERFAMILY)
DMPC15190216_Speleonectes . o R IPR004169; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
854 tulumensis 0 u8-agatoxin-aola-like isoform 1 152 2.20E-32  75.00% - 0 SSF57059 (SUPERFAMILY)
DMPC15190273_Speleonectes . o IPR002687; PTHR10894 (PANTHER), SSF89124
855 tulumensis 0 nucleolar protein 5 118 6.58E-58 87.40% - 0 (SUPERFAMILY)
DMPC15190292 Speleonectes s ) o . - . .. IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
856 tulumensis 0 saxiphilin precursor 148  4.50E-11  62.20% P:proteolysis; F:peptidase activity 2 (SIGNALP), tmhmm (TMEMM)
P:proteolysis; P:cell proliferation;
DMPC15190293_Speleonectes . o . i . L IPR001590; IPR006586; IPR024079; PTHR11905 (PANTHER),
857 _tulumensis_2 isoform a 273 7.10E-38  49.00% F..metalloendopeptldase activity; 4 PF13574 (PFAM), SSF55486 (SUPERFAMILY)
C:cellular_component
1PR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
858 Hh/fpﬁisslizogs 2_Speleonectes < NA-- 146 ; 0 (PANTHER), SignalP-NN(cuk) (SIGNALP), SSF100895
—u — (SUPERFAMILY)
IPR0O01254; TPRO01314; TPR009003; IPRO18114;
859 Dtll\lgriisslizo?83fSpele°“e°tes plasminogen activator spa 153 1.95E-21 55.40%  F:hydrolase activity | G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
860 Dtll‘lﬁiisslizogoI—SPeleone‘“es —NA-- 149 . 0 PTHR24268 (PANTHER), PTHR24268:SF30 (PANTHER),
-~ — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. . s . . IPR000668; IPR013128; IPR025661; G3DSA:2.40.50.170
g61 DMPCIS190466_Speleonectes cysteine protease family 183 1.68E-16 91.10% | :peptidase activity; P:protein metabolic 3 (GENE3D), PTHR12411:SF149 (PANTHER), tmhmm

_tulumensis_1

process; P:catabolic process

(TMHMM), SSF54001 (SUPERFAMILY)




DMPC15190494_Speleonectes

phosphatidylethanolamine-binding protein

IPR008914; PTHR11362 (PANTHER), PTHR11362:SFO

- 0, -
862 tulumensis 1 homolog -like 146 1.63E-16  68.40% (PANTHER)
863 ]Z)tll\l/flIl’ﬁizsliiog04_Speleonectes extracellular alkaline serine protease 161  6.22E-20 64.60% F:peptidase activity IPR007280; SignalP-NN(euk) (SIGNALP)
, . ; IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
864 Dtlﬁﬁriiislizof12—Spele°“e°tes serine protease 175  6.78E-09 55.20% ant’irv"itte‘,’lg,sC‘Z’t;'szlgcet‘itzge endopeptidase PTHR24260 (PANTHER), PTHR24260:SF33 (PANTHER),
- - y; Freatalyt y SignalP-NN(euk) (SIGNALP)
865 Dtﬁfriisslzog97—Spel"°“°°t“ ferritin 3-like protein 125 944E-22 73.80%  F:binding IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
866 DMPCI5190737_Speleonectes histone h2a 183 203E-60 97.00%  C-chromosome; F:DNA binding; P:organelle IPRO02119; IPRO07125; IPR009072; PTHR23430 (PANTHER)
tulumensis 2 organization; C:nucleus
867 Dtﬁ’g Ii;flslizogs 0_Speleonectes dermatopontin 2 147  7.63E-19 59.00% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
868 DtﬁgﬁelsslizoggI—Spele"“ems hemocyanin subunit type 1 precursor 188  1.92E-82 69.70% - IPR005203; IPRO13788; IPR014756
. IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
869 Dtll\ﬂig:izo;83fs‘pele°“e°tes female rep“’li‘;;t;v;;ga“ protease 146 4.96E-20 7030%  Fipeptidase activity (GENE3D), PTHR24275 (PANTHER), SignalP-NN(euk)
- — gleant_ (SIGNALP), tmhmm (TMHMM)
DMPC15190802_Speleonectes ‘ ; IPRO00118; PTHR12274 (PANTHER), PTHR12274:SF0
870 tulumensis 0 granulins precursor 179 2.69E-15 55.50% - (PANTHER), tmhmm (TMHMM)
871 Dx:ﬁig:iz0(9)43_Speleonectes anti-lipopolysaccharide factor 150  6.31E-31  67.20% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
872 Dtﬁiigslizogs 6_Speleonectes Otogelin, partial 261 3.56E-09 4833% - no IPS match
DMPC15190968_Speleonectes i N IPR001519; IPRO08331; IPR009040; IPR009078; IPR012347;
873 " ulumensis 0 ferritin 282 394E-20 84.00% - IPRO14034; tmhmm (TMHMM)
. . . F:transferase activity, transferring phosphorus- .
874 DMPC151_91 122 Speleonectes  uncharacterized a.arf .domam-contammg 193 633E-27  68.50% containing groups; F:ATP binding; F:protein PTHR10566 (PANTHER), PTHR10566:SF24 (PANTHER),
_tulumensis_1 protein kinase 1 . 2 5 . . tmhmm (TMHMM)
kinase activity; P:protein phosphorylation
DMPC15191135 Speleonectes cytochrome b5-like heme steroid binding Frheme binding; Fimolecular_function; IPRO01199; PTHR10281 (PANTHER), PTHR 1028 1:SF4
875 . . .. . 140 4.85E-20 66.90%  P:biological process; C:extracellular region;
tulumensis_2 domain containing protein (PANTHER)
- = C:cellular component
B . L IPRO06689; IPR024156; IPR027417; G3DSA:3.40.50.300
g76 DMPCISIONISY Speleoneetes 4 iy ovlation factor-like protein I-like 123 521E-51  84.50% O nracellular; Fnucleotide binding; P:signal (GENE3D), PTHR11711 (PANTHER), PTHR11711:SF41
tulumensis 0 transduction
- - (PANTHER)
P:lipid metabolic process; F:hydrolase activity;
DMPCI15191194_Speleonectes Lo . o F:catalytic activity; F:triglyceride lipase activity; IPR000734; IPR013818; G3DSA:3.40.50.1820 (GENE3D),
877 ulumensis 0 pancreatic lipase-related protein 1 355 LA4SE-30 56.90% (o iracellular region; Fretinyl-palmitate PTHR11610:SF32 (PANTHER), SSF53474 (SUPERFAMILY)
esterase activity
DMPCI5191217 Soeleoncetes IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
878 tulumensis 1 P serine protease 160  5.54E-17 63.30% F:hydrolase activity (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
- — (PANTHER)
879 Dtll‘lﬁi;sliz1564—81’61“““‘“ soma ferritin 117 238B-22 86.50% - IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
880 Dﬁﬁi; ssli21391_5peleonectes copper Chalzi"irs‘t’:l‘st:‘s’z superoxide 204 337E-33  72.00% - IPR0O01424; IPR024134; IPR024142
gg1 DMPCI5191349_Speleonectes histone -like 196  697E-65 99.60% O chromosome; F:DNAbinding; Prorganclle IPR002119; IPR007125; IPRO09072; PTHR23430 (PANTHER)
tulumensis 2 organization; C:nucleus
] o IPR000974; IPRO01916; IPR019799; IPR023346;
ggy DMPCIS191354 Speleonectes lysozyme precursor 197 112E-47  6460%  Lysozymeactivity; P:cell wall macromolecule G3DSA:1.10.530.10 (GENE3D), PTHR 11407 (PANTHER),

_tulumensis_2

catabolic process

SignalP-NN(euk) (SIGNALP)




DMPC15191361_Speleonectes

883 dermatopontin 3 106 3.73E-08 60.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
gg4 DMPCIS191374 Speleonectes glutathione peroxidase 6 143 L1IE-15 72209 [-catalyticactivity; Fiantioxidant activity; IPRO008S9; IPRO12336
tulumensis 2 P:response to stress; P:metabolic process
F:nucleotide binding; C:Golgi apparatus;
DMPC15191529_Speleonectes . . . , e ot apparatus, | IPR005225; IPRO06689; IPR024156; [PR027417;
885 tulumensis_2 adp-ribosylation factor 4 155  1.60E-54 92.10% E;:ngilﬁm’ P:signal transduction; P:protein G3DSA:3.40.50.300 (GENE3D), PTHR11711 (PANTHER)
P:biological_process; C:lysosome; P:transport; .
DMPC15191563 Speleonectes . .. o . -bIofogical_process p =oran _ IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
886  tulumensis_0 epididymal secretory protein el isoform 1 138 1.14E-19  60.10% ]Izﬁ;(i;egix‘:)&?:gmg, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
_ . IPR001223; IPRO13781; IPRO17853; PTHR11177 (PANTHER),
gg7 DMPCIS191603_Speleonectes chitinase partial 125 5.60E-41 81.60% | -hydrolaseactivity; Fibinding; P:carbohydrate PTHR11177:SF31 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_0 metabolic process; P:catabolic process
tmhmm (TMHMM)
888 Dtll\l’gﬁgsliz1267751’61““““ neutral ceramidase b 225 5.18E-69 6840% - IPRO06823
DMPC15191690_Speleonectes . ; ] . IPR0O01254; IPRO01314; IPR009003; IPRO18114;
889 lumensis 2 trypsin 145 6.29E-57  77.00%  F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24259 (PANTHER)
890 Dﬁﬁi; sslizlggl—Speleone“eS venom allergen 5-like 198 1.86E-09 58.80%  Ciextracellular region IPR0O01283; IPR002172; IPR014044; IPR023415
P:cellular homeostasis; P:regulation of . . . - :
891 DMPC151.91869_Speleonectes thioredoxin 1 147  2.54E-52 83.30% biological process; F:electron carrier activity; WPIRIL D616 LKL G, AR eieg WARDIT 275 gl
_tulumensis_1 ) . S . NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
IPR000742; IPRO13032; G3DSA2.10.25.10 (GENE3D),
892 Dtﬁriisslzlfn—Spele"“e“es —NA- 134 . PTHR24838 (PANTHER), tmhmm (TMHMM), SSF57196
- — (SUPERFAMILY)
IPR004843; G3DSA:3.60.21.10 (GENE3D), PTHR22953
893 D}’Fﬁiﬁ:ﬁ1386—51’61“’““‘“ purple acid 105 9.11E-45 8330%  F:binding; F:hydrolase activity (PANTHER), PTHR22953:SF0 (PANTHER), SSF56300
. — (SUPERFAMILY)
894 Dtll\l’griissliz1396—Spele°“e°tes protein b8 104  289E-11  61.60% - G3DSA:2.10.80.10 (GENE3D)
DMPC15191924_Speleonectes . . N IPR003172; IPRO14756; PTHR11306 (PANTHER), SignalP-
895 tulumensis 2 ecdysteroid-regulated protein 151  1.30E-13  50.40% - NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR001314; IPR009003; IPRO18114;
896 Dtlvfpﬁisslii1841—51’31“’““‘65 proclotting enzyme 135 158E-26 61.90%  F:peptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
—u — PTHR24268:SF28 (PANTHER), SignalP-NN(euk) (SIGNALP)
897 DMPCI15191960 Speleonectes peptidyl-prolyl cis-trans cyclophilin-type 159 6.15E-21  83.40% P:protein metabolic process; P:cellular protein TPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
tulumensis 1 family ) e modification process; F:catalytic activity (PANTHER)
898 D&‘:{Eﬁisslfﬁg%—smleone“es —NA--- 93 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15192027_Speleonectes o R IPR000742; IPRO13032; G3DSA2.10.25.10 (GENE3D),
8% ulumensis 1 protein shifted-like 239 3TIE-AL7620% - PTHR24838 (PANTHER), SSF57196 (SUPERFAMILY)
DMPC15192073_Speleonectes ; - . IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
900 tulumensis 1 mast cell protease 6 198  1.03E-58  73.60% F:peptidase activity PTHR24268 (PANTHER), PTHR24268:SF68 (PANTHER)
. o . IPRO00668; IPRO13128; G3DSA:2.40.50.170 (GENE3D),
901 Dtll\lgﬁelsslizzg78—Spele°“e°te3 cathepsin | precursor 154 127E-13 90.10% Frgzggsda;i:f;ghtyc ; Prf;:::m metabolic PTHR12411:SF149 (PANTHER), tmhmm (TMHMM), SSF54001
- — P - P (SUPERFAMILY)
ooy PMPCIS 192183 Spelconcctes dermatopontin 3 106 1SOE-12 64.10% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
993 DMPCI5192231_Speleonectes trypsin partial 124 2.04E-11 64.90%  F:peptidase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),

_tulumensis_0

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15192327_Speleonectes

P:cellular homeostasis; F:catalytic activity;

904 . soma ferritin 123 1.16E-27  88.90% T 5. . IPR0O01519; IPR008331; IPR009040; IPR009078; IPR012347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
905 DMPC151.92413_Speleonectes NA- 107 } IPR024509
tulumensis 1
906 I)tll\l/{lIl’ri;ssli22g727Speleonectes salivary hyaluronidase 167 66IE-11  60.90%  Ficatalytic activity IPRO13785; IPRO17853; IPRO18155; tmhmm (TMHMM)
T .lJCPlanbC IIoTor abll\/ll_y, T .DCllllC_LyPC
907 DMPC15192530_Speleonectes ame: full=saxiphilin short=sax flags: 130 2.80E-13  48.90% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
_tulumensis_0 precursor ' U7 region; P:negative regulation of peptidase NN(euk) (SIGNALP)
908 DMPCI5 1.92596_Speleonectes gamma—mterfgron-mdumble lysosomal 127 250E-10  66.10% ) IPRO04911
tulumensis 2 thiol reductase
DMPC15192602_Speleonectes r . ) o P:protein metabolic process; P:cellular protein IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
909 lumensis 0 ensangp00000031746-like protein 107 384E-57  88.20% | Gification process: F:catalytic activity (PANTHER), PTHR11071:SF41 (PANTHER)
DMPC15192615_Speleonectes s o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
910 tulumensis 1 kazal-type protease inhibitor 99 6.20E-13  57.30% - (PANTHER), SSF100895 (SUPERFAMILY)
r .}JlULClll mIctaouIic le\anb, r .1U5ulauuu T
g1 DMPCISI695 Speleonectes (0 oo tidase clade b member 6 151 5.75E-19  70.00%  Diological process; Picatabolic process; IPRO00215; IPR023796; G3DSA:3.30.497.10 (GENE3D)
_tulumensis_2 F:enzyme regulator activity;
912 Dﬁiﬁiﬁ??7—8196160“6““ coiled-coil domain-containing protein 75 159  1.57E-31  66.00%  F:nucleic acid binding IPR000467; PTHR21032 (PANTHER)
DMPCI15192764 Speleonectes . o IPR001254; TPR009003; IPR018114; G3DSA:2.40.10.10
913 tulumensis 0 serine protease homolog 93 precursor 94 7.84E-09  71.00% - (GENE3D), PTHR24265 (PANTHER)
DMPC15192901_Speleonectes . . . o IPR002313; IPR004364; IPR006195; IPR018150;
14 tulumensis 2 lysine--trna ligase-like 140 L42E-55  93.30% G3DSA:3.30.930.10 (GENE3D), SSF55681 (SUPERFAMILY)
1. pepuuast mimomur acuvity, 17.5CTIc=ty pc
DMPC15192903_Speleonectes ame: full=saxiphilin short=sax flags: endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
915 . 133 3.18E-21 53.40% . . . .
_tulumensis_1 precursor region; P:negative regulation of peptidase (TMHMM)
31 DMPCISISS0T Speleoncic enos B SESEAS 7860 Feaalyc acivie IPRO0094T; PRUZDRI0, GIDSAS 2020120 (GENED),
ame: full=zinc metalloproteinase
disintegrin contains: ame: full=snake
gr7 DMPCISIOI097 Speleoncctes (oo, metalloproteinase short=svmp 188 2.59E-00 5480% - IPR002870; PTHR11905 (PANTHER), tmhmm (TMHMM)
~tulumensis_2 contains: ame: full=disintegrin flavoridin
flags: precursor
DMPCI15193112_Speleonectes . s o P:proteolysis; F:peptidase activity; F:serine-type IPR000215; TPR023796; G3DSA:2.30.39.10 (GENE3D),
N8 lumensis 0 serine protease inhibitor 174 6TBE-18  5730% . jopeptidase inhibitor activity G3DSA:3.30.497.10 (GENE3D), PTHR11461:SF71 (PANTHER)
DMPC15193211_ Speleonectes . .. . o IPR001478; G3DSA:2.30.42.10 (GENE3D), PTHR 19964
919 tulumensis 2 pdz domain-containing protein 2 288  5.27E-38  76.60% - (PANTHER), PTHR 19964:SF22 (PANTHER)
920 Dtﬁﬁriissli?? 1 Speleonectes sitdkey- protein 151 6.67E-24 61.80% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
921 DMPClS1.93238_Speleonectes serine protease inhibitor 199 281E-13  63.80% F:serme-type endope_phdase 1ph_1b1tor activity; IPR000215; TPR023795; IPR023796; G3DSA:2.30.39.10
tulumensis 2 P:proteolysis; F:peptidase activity (GENE3D)
922 Dtﬁ’g §i1518123337—8p61°°“e“es dermatopontin 3 131 4.64E-11  59.80% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15193368_Speleonectes . o C:chromosome; F:DNA binding; P:organelle IPR005818; IPR005819; IPR0O11991; PTHR11467 (PANTHER),
23 ulumensis 1 histone 1 386 292826 81.80%  canization; Cinucleus PTHR11467:SF0 (PANTHER), SSF46785 (SUPERFAMILY)
924 Dtll\l’gﬁigsli?glszpele"“e“eS 27 kda hemolymph protein 125 2.98E-14 54.40%  Ciextracellular region gﬁg‘?g;ﬁf”mww (PANTHER), PTHR20997:SF0
95 DMPCI5193474_Speleonectes soma ferritin 118 3.87E-31 8940y  Licellular homeostasis; Fcatalytic activity; IPR001519; IPRO08331; IPR009040; IPR00907S; IPRO12347

tulumensis 0

F:binding; P:ion transport; P:metabolic process




DMPC15193478 Speleonectes

IPR006597; IPR011990; PTHR11102 (PANTHER),

926 tulumensis 2 selll protein 348  1.54E-91 81.40% F:hydrolase activity PTHR11102:SF26 (PANTHER), tmhmm (TMHMM), SSF81901
— — (SUPERFAMILY)
. . .. . . [T . . IPR0O01611; IPR003591; G3DSA:3.80.10.10 (GENE3D),
927 DthfPriirSISlii3380_Speleonectes leucine-rich repeat-lt.:l(():tammg protein 47- 160 415E21  65.10% ECEI\I;A P;ﬁ;i;lﬁifl;ﬁgﬁfﬁlr;—éliﬁ?illgase PTHR23155 (PANTHER), PF13855 (PFAM), SM00364
tulu . ! vity; £ y g vity (SMART), SSF52058 (SUPERFAMILY)
IPR001254; TPR009003; TPR0O18114; G3DSA:2.40.10.10
928 Dtll\l’gﬁ;gslz3370751’61‘30“6““ serine protease 100 531E-09 64.10%  Fpeptidase activity (GENE3D), PTHR24260 (PANTHER), PTHR24260:SF3
- — (PANTHER)
IPR0O01254; IPR001314; TPR009003; IPRO18114;
929 Dtﬁ’g Iiiisli?fog—sl’ele"“e“es cationic trypsin-3-like 238 7.92E-17 60.60% - G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
-~ — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15193629 Speleonectes P:carbohydrate metabolic process; P:generation
930 tulumensis 0 P phosphoglycerate kinase 187 4.25E-94 86.40%  of precursor metabolites and energy; P:catabolic IPR001576; IPR015901
- - process; P:metabolic process; F:kinase activity
F:peptidase inhibitor activity; F:serine-type
DMPC15193639 Speleonectes  ame: full=saxiphilin short=sax flags: . cndopeptidase inhibitor activity; C:extracellular IPR000716; [PR022339; SignalP-NN(euk) (SIGNALP), tmhmm
931 . 132 1.90E-21 53.00% region; P:negative regulation of peptidase
_tulumensis_0 precursor . . . L. (TMHMM)
activity; P:cell-matrix adhesion; F:calcium ion
binding
DMPC15193718 Speleonectes L . o . . .. IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
932 tulumensis 2 trypsin-like serine protease 439  1.39E-17 53.70% F:catalytic activity PTHR24260 (PANTHER)
. . P:proteolysis; F:metallopeptidase activity;
DMPC15193759_Speleonectes membrane metallo-endopeptidase-like 1- o : R : IPR000718; IPR018497; IPR024079; SSF55486
933 tulumensis, 2 like 103 8.49E-24  59.60% iltli}\//(iitr;lase activity; F:metalloendopeptidase (SUPERFAMILY)
DMPC15193794 Speleonectes . . . o . 1 IPR007087; IPR013087; IPRO15880; PTHR24382 (PANTHER),
934 tulumensis 2 zinc finger protein 502-like 127 4.90E-09 63.70% C:intracellular; F:binding PTHR24382:SF0 (PANTHER), SSF57667 (SUPERFAMILY)
. IPR002198; IPR002347; IPR016040; IPR020904; IPR027052;
935 Dt{‘lﬁriissli??39—5"61"0““‘“ dehyd“’ge“af;r;%‘;tzse sdr family 403  8.79E-108 75.00%  P:metabolic process PTHR24322 (PANTHER), PF13561 (PFAM), tmhmm
-~ — (TMHMM), SSF51735 (SUPERFAMILY)
DMPC15193840_Speleonectes . o . . .. IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
936 tulumensis 2 serine protease p127 122 2.70E-15 58.80% F:catalytic activity PTHR24260 (PANTHER)
P:cellular protein modification process;
C:nucleus; P:protein metabolic process;
937 DMPC15193844 Speleonectes peptidylprolyl isomerase-like 1-like 97 243E-18  90.60% P:reproduction; P:behavior; P:regulation of IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
_tulumensis_0 isoform 1 ' PP biological process; F:catalytic activity; (PANTHER), PTHR11071:SF41 (PANTHER)
P:nucleobase-containing compound metabolic
process
938 Dt{‘lﬁielsslz3382—Speleone“es anti-lipopolysaccharide factor isoform 7~ 136 1.57E-26  63.70% - IPR024509; IPR024716
C:cytoplasm; P:organelle organization; P:cell
DMPC15194027 Speleonectes . : ) o cycle; P:transport; F:hydrolase activity; IPR0O01680; IPR015943; IPR017252; IPR017986; IPR019775;
939 ulumensis_1 lissencephaly-1 homolog 216 3.03E-49 9140% b logical process; C:eytoskeleton: C:protein PTHR22847 (PANTHER), tmhmm (TMHMM)
complex
940 D&‘:{Eﬁ55124840—51’61“““‘“ hemocyanin subunit type 2 precursor 83 3.02E-33 7200% - IPR005203; IPRO13788; IPRO14756
DMPC15194104_Speleonectes . . o T L IPRO01715; IPR001997; IPR003096; PTHR 18959 (PANTHER),
941 tulumensis 2 calponin transgelin 184  2.13E-63  90.20% F:actin binding; P:cytoskeleton organization PTHR18959:SF3 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15194122 Speleonectes o . . IPR016040; PTHR24322 (PANTHER), PTHR24322:SF57
942 tulumensis 2 C-factor 136 1.23E-19  67.60% P:metabolic process (PANTHER), SSF51735 (SUPERFAMILY)
943 DMPCIS5194177_Speleonectes soma ferritin 116 828E-24 8840y  L-ccllularhomeostasis; Fcatalytic activity; IPR001519; IPRO08331; IPR009040; IPR00907S; IPRO12347

tulumensis 2

F:binding; P:ion transport; P:metabolic process




DMPC15194181_Speleonectes

IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),

. ) o )
M4 lumensis 1 mantle protein 9 134 1.03E-08  67.75% SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
945 DMPCIS194194 Speleonectes prosalusin-like isoform 1 157 142E-14 61.70% | -ATPbinding; P:chaperone mediated protein IPRO10448; PTHR 10760:SF2 (PANTHER), tmhmm (TMHMM)
tulumensis 1 folding requiring cofactor
DMPC15194201_Speleonectes - } . ; IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm

946 tulumensis 1 anti-lipopolysaccharide factor isoform 7 250  6.69E-29  68.30% - (TMHMM)

047 DMPC15194252_Speleonectes NA- 130 } IPR0O08160; PTHR24023 (PANTHER), PTHR24023:SF164

tulumensis 0 (PANTHER), SignalP-NN(euk) (SIGNALP)

948 Hﬁﬁﬁiﬁ;’;“gs 9 Speleonectes hemaggl““n‘nf::t‘:ki’iiyete ageregAon 45y H26E-24  63.90% - IPR026645; SignalP-NN(euk) (SIGNALP)

. IPR001254; IPR001314; IPR009003; IPRO18114;
949 Dtﬁirielsslg‘i’04—Spele°“e“es female repmi‘;;t;";;gw protease 147  6.04E-21 57.60%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- - gleant_ SignalP-NN(euk) (SIGNALP)
DMPC15194309 Speleonectes alkyl hydroperoxide reductase thiol o . . .. IPR000866; IPR012336; IPR019479; IPR024706; PTHR 10681
50 ulumensis 1 specific antioxidant mal allergen 159 L46E-55  6680%  Featalytic activity (PANTHER), PTHR10681:SF51 (PANTHER)
P:cellular homeostasis; P:regulation of . . -
951 DMPCIS 1‘943 10_Speleoncctes thioredoxin 1 121 1.94E-22  83.00% biological process; F:electron carrier activity; WETRIL Doy i63 ALSLIABIEE INARMI 53 i gm NNz
tulumensis_1 . . . (SIGNALP)
- - F:catalytic activity; P:metabolic process
952 DMPC15194321_Speleonectes  discoidin domain-containing receptor 2- 109 9.06E-10  63.40% ) IPR001245; IPR011009; G3DSA:3.30.200.20 (GENE3D),
tulumensis 0 like ) e PTHR24416 (PANTHER), PTHR24416:SF84 (PANTHER)
G3DSA:3.50.50.60 (GENE3D), PTHR10742 (PANTHER),

953 Dtl\/fPrgizsli?;SS_Speleonectes protoporphyrinogen oxidase-like 131  3.51E-11  73.60% P:metabolic process; F:catalytic activity PTHR10742:SF16 (PANTHER), PF13450 (PFAM), tmhmm
—tu — (TMHMM), SSF51905 (SUPERFAMILY)
DMPC15194457_Speleonectes Lo o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131

954 tulumensis 1 kazal-type protease inhibitor 185  5.62E-15 54.60% - (PANTHER), SSF100895 (SUPERFAMILY )
DMPC15194466_Speleonectes . o P:carbohydrate metabolic process; F:catalytic IPR002198; IPR002347; IPR0O16040; PTHR24311 (PANTHER),

955 " ilumensis 0 I-xylulose reductase-like 126 6.13E-42 72.80%  ivity: Cicell PTHR24311:SFO (PANTHER), SSF51735 (SUPERFAMILY)

956 ]Z)tll\l/flIl’ﬁissli?g@_Speleonectes female neotenic-specific protein 3 153 5.53E-11  57.00% - tmhmm (TMHMM)

957 DMPC15194578 Speleonectes hypothetical protein 131 2.40E-08  64.00% ) IPR024079; PTHR13723 (PANTHER), PTHR13723:SF38
_tulumensis_5 DAPPUDRAFT 303360 ’ U (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15194582_Speleonectes . o . R . .. IPR000716; PTHR12352 (PANTHER), PTHR12352:SF3

958 tulumensis 0 oocyte protease inhibitor-1 precursor 123 3.63E-09 64.40%  P:proteolysis; F:peptidase activity (PANTHER), SignalP-NN(euk) (SIGNALP)

P:biological_process; F:transferase activity;
DMPC15194588 Speleonectes . . o : . > . > TPR003598; IPR003599; IPR007110; IPR0O13098; IPR013783;

959 tulumensis_2 projectin short variant 239  9.40E-22 52.70% P:anatomical structure mprphogenesm, PTHR 10489 (PANTHER), SSF48726 (SUPERFAMILY)

F:structural molecule activity; C:cytoplasm
P:ecdysis, chitin-based cuticle; P:neuropeptide
960 Dtll\lﬁi;sliz“fzsfsl’eleone“es eclosion hormone-like 276  247E-15 62.70%  signaling pathway; F:ecdysis-triggering IPR006825; tmhmm (TMHMM)
- - hormone activity
DMPC15194681 Speleonectes . . o C:ribosome; F:structural molecule activity; IPR000630; IPR008037; IPR020862; G3DSA:3.30.1490.10
%61 lumensis 2 40s ribosomal protein s15a 150 120E-12° 75.10% - L lation (GENE3D), SignalP-NN(euk) (SIGNALP)
I .lJCPIJUaDC HHIIoToT actav ll_y 5 17.5CT lllc‘l_ypc
DMPC15194733_Speleonectes . ) o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
962 _tulumensis_0 protein 139 3.62E-17  52.00% region; P:negative regulation of peptidase (SIGNALP), tmhmm (TMHMM)
F:peptidase inhibitor activity; F:serine-type
963 DMPC15194764_Speleonectes protein 130 190E-12  51.90% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)

_tulumensis_0

region; P:negative regulation of peptidase
activity; P:proteolysis; F:peptidase activity

(SIGNALP)




DMPC15194800_Speleonectes

F:carbohydrate binding; P:extracellular matrix
organization; P:positive regulation of apoptotic
process; P:positive regulation of keratinocyte
migration; F:metalloendopeptidase activity;

IPR000562; IPR013806; PTHR22918 (PANTHER),

964 tulumensis_0 matrix metalloproteinase-9 360 5.79E-16  52.10% P_.skglet.al .system d§velopme_nt, .F.zmc ion 13 PTHR22918:SF0 (PANTHER), SignalP-NN(euk) (SIGNALP)
binding; P:embryo implantation;
C:proteinaceous extracellular matrix;
C:extracellular matrix; P:proteolysis; P:collagen
catabolic process; C:extracellular space
DMPC15194809_Speleonectes . o IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
965 " lumensis 2 trypsin 151 2.96E-25  65.20% - O PTHR24276 (PANTHER), SignalP-NN(euk) (SIGNALP)
966 DMPCI5194921_Speleonectes ferritin subunit 106 344E-21 8050%  Licellularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
967 DMPC1S 14072 Speleoncctes peroxidase-like isoform 2 284 LS2ESS  6330% - 0 IPR002007; IPRO10255; IPRO19791; PTHR11475 (PANTHER)
DMPC15195045_Speleonectes . . . o . IPR002126; IPR015919; IPR020894; PTHR24027 (PANTHER),
968 tulumensis 1 fat tumor suppressor-like protein partial 155 6.43E-27 63.50% C:cell 1 tmhmm (TMHMM)
DMPCI15195111_Speleonectes o . . . . s IPR000308; IPR023409; IPR023410; PTHR18860:SFO
969 tulumensis 0 14-3-3 zeta 249  2.31E-86 75.20% F:protein domain specific binding 1 (PANTHER)
DMPC15195138 Speleonectes . o . . IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
970 tulumensis 0 serine protease 19 111 3.44E-08 65.14% F:hydrolase activity 1 PTHR24260 (PANTHER)
P:anatomical structure morphogenesis; P:cellular . .
971 DMPCI5 1495 179_Speleonectes terribly reduced optic isoform ad 131  2.10E-25 64.00%  component organization; C:lipid particle; 4 IPR002172; PTHR 10529 (PANTHER), SignalP-NN(euk)
_tulumensis_3 ) . . (SIGNALP)
C:proteinaceous extracellular matrix
DMPCI15195219 Speleonectes S o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
972 lumensis 2 tripsin i-pl 160 1.03E-25  48.80% activity; F:hydrolase activity; F:catalytic activity 4 pTHR24272 (PANTHER)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
973 DMPC15195412_Speleonectes kazal-type serine protease inhibitor 1 122 2.95E-00  66.60% } 0 PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
_tulumensis_1 serpin ’ Yo SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
IPR0O01254; IPR001314; TPR009003; IPR0O18114;
974 Dtlvfpriisslizs ‘I‘ZI—Spele"“e“es proclotting enzyme 201  1.51B-65 69.00%  F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
—u — PTHR24268:SF28 (PANTHER)
975 DMPCIS193923 Speleonectes  hemocyanin subunit type 1 precursor 165 387E-79 62.20% - 0 IPR005203; IPRO13788; IPRO14756
. . . D . IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
976 DMPCISI95455 Speleoncctes 0010000003 1746-like protein 69  221E-17 99.40v  L:Proteinmetabolic process; Picellular protein 3 (PANTHER), PTHR11071:SF41 (PANTHER), tmhmm
_tulumensis_3 modification process; F:catalytic activity (TMHMM)
DMPC15195470_Speleonectes . . o IPR005203; IPR013788; IPR014756; PTHR11511:SF4
977 tulumensis 0 hemocyanin subunit type 1 precursor 147  5.04E-91 70.10% - 0 (PANTHER)
978 DMPCIS195516_Speleonectes ligand of numb protein x 2-like 377 189E-66 62.80%  F:metal ion binding; F:zinc ion binding ,  IPRO01478; G3DSA:2.30.42.10 (GENE3D), PTHR19964
tulumensis 1 (PANTHER)
979 Dtﬁiiisslizs gOS—SPele"“e“"'s anti-lipopolysaccharide factor 144 142E30 67.60% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
g8 DMPCISI93633 Speleonectes i lipopolysaccharide factor 145 670E31 68.10% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
981 Dtﬁﬁrig:izs f“sfSpele"neCtes b :ggﬁgﬁ?%’rgggoo 144 220E09 4950% - 0 IPRO20234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:proteolysis; P:extracellular matrix
982 DMPCI15195652_Speleonectes cationic trypsin-3-like 118 3.11B-14  53.40% disassembly; F:serine-type endopeptidase 5 IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

_tulumensis_2

activity; P:extracellular matrix organization;
C:extracellular region

PTHR24250 (PANTHER), SignalP-NN(euk) (SIGNALP)




DMPC15195693_Speleonectes

F:lysozyme activity; P:cell wall macromolecule

IPR000974; IPR001916; IPR019799; IPR023346;

» 0,
983 ilumensis 0 lysozyme precursor 149 2.15B-45  67.20% ¢ bolic process 2 G3DSA:1.10.530.10 (GENE3D), PTHR 11407 (PANTHER)
984 DMPCISI95712 Speleonectes ferritin 3-like protein 128 400E-25 80.50%  Licellularhomeostasis; Ficatalytic activity; 5 IPRO01S19; IPRO0S331; IPR009040; IPRO0Y0TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15195872 Speleoncctes ame: full=serine protease inhibitor IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
985 tulumensis 2 P dipetalogastin short=dipetalin flags: 126 4.57E-11 59.70% - 0 (PANTHER), PTHR10913:SF21 (PANTHER), SignalP-NN(euk)
- — precursor (SIGNALP), SSF100895 (SUPERFAMILY)
986 Dﬁﬁﬁiﬁf 238—51’61"0“““’5 hemocyanin subunit type 1 precursor 154 5.72BE-69 69.10% - 0  IPR005203; IPRO13788; IPR0O14756
. IPR000560; G3DSA:3.40.50.1240 (GENE3D), PTHR20963
987 thfpﬁiflsliz5847751’6160“““ m“lt‘pl"illonsoig‘gspe"iy_ﬁigsf’hate 275 1.71E-41 60.00%  F:hydrolase activity | (PANTHER), PTHR20963:SF8 (PANTHER), tmhmm
i — phosp (TMHMM), SSF53254 (SUPERFAMILY)
988 th’gri;gslizs 248751’61‘30“6““ —NA—- 68 - 0  IPR002119; IPR007125; IPR009072; PTHR23430 (PANTHER)
989 DMPCI5195966_Speleonectes glutathione peroxidase 1 203 397E-37 82109  Lcatalyticactivity; Fiantioxidant activity; 4 IPR000889; IPR012336; PTHR11592:SF0 (PANTHER)
tulumensis 2 C:cytoplasm; P:response to stress
990 Dtll\l’grgissliz5378—Spele°“e°tes anti-lipopolysaccharide factor isoform 7~ 154 LISE-16  60.50% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15196033_Speleonectes .. o P:biological process; P:regulation of biological IPR001791; IPR00898S5; IPR013320; PTHR10574 (PANTHER),
P lumensis 0 laminin a 2L 6.88E-57  63.50% s 2 PTHRI10574:SF56 (PANTHER)
IPR001179; IPRO02048; IPRO18247; IPR023566;
992 DMPCI15196035_Speleonectes peptidyl-prolyl cis-trans isomerase tkbp14- 197  3.68E-63  72.80% P:protein metabolic process; F:calcium ion 2 G3DSA:3.10.50.40 (GENE3D), PTHR10516:SF20 (PANTHER),
_tulumensis_0 like ’ OV binding SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF54534
(SUPERFAMILY)
_ IPR000436; G3DSA:2.10.70.10 (GENE3D), PTHR 19325
993 Dtﬁ’g §i1518126863—3pele°“e“°s p;l‘t’;‘a)‘z;ilszg‘::if;‘g;‘gﬁegep%fj;i . 153 4.10E-12 54.60%  F:carbohydrate binding; F:hydrolase activity 2 (PANTHER), PTHR19325:SF43 (PANTHER), tmhmm
- — ] (TMHMM)
DMPC15196080_Speleonectes . ; - . IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
994 tulumensis 2 chymotrypsin a 149 9.92E-21 67.20% F:peptidase activity 1 (GENE3D), PTHR24275 (PANTHER), tmhmm (TMHMM)
995 Dtll\ﬁﬁissli6286—51’31“’““‘“ astakine variant 2 148 2.96E-11  61.60% - 0 G3DSA:2.10.80.10 (GENE3D)
DMPC15196111_Speleonectes . o ] ; _ o . G3DSA:3.40.50.1820 (GENE3D), PTHR 11005 (PANTHER),
996 tulumensis 1 lipase 3-like 135 3.99E-33  69.80% F:hydrolase activity; P:lipid metabolic process 2 PTHR11005:SF0 (PANTHER), SSF53474 (SUPERFAMILY)
a chain crystal spectroscopic and catalytic C:cell; C:protein complex; P:reproduction;
properties of cobalt copper nickel and P:regulation of biological process; F:peptidase . .
997 DMPClS1.96130_Spe1eonectes mercury derivatives of the zinc 147  4.27E-09 69.60% activity; F:binding; C:cytoplasmic membrane- 10 IPRO01506; IPR024079; PTHR24543 (PANTHER),
_tulumensis_1 ; ) naing, \-cyto moranc- PTHR24543:SF85 (PANTHER), SSF55486 (SUPERFAMILY)
endopeptidase a correlation of structure bounded vesicle; P:biological_process; P:protein
and proteolytic activity metabolic process; C:plasma membrane
998 Dtﬁ’g §i23i26i77—8peleone“es ferritin 109 8.80E-40 77.80% - 0  IPRO01519; IPRO08331; IPRO09040; IPRO0O907S; [PRO12347
999 Dtﬁgﬁelsslizé}80—51”160“"’“63 si:dkey- protein 117 1.30B-09 60.20% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPRO13126; G3DSA:2.60.34.10 (GENE3D), PTHR19375
1000 DthPIi;fl 12630878"61““6““ cgdl47 108 9.00E-41 94.00%  Finucleotide binding I (PANTHER), PTHR19375:SF1 (PANTHER), SignalP-NN(euk)
—UIUmensIs_ (SIGNALP), SSF100920 (SUPERFAMILY)
1001 DMPC]51.96224_Speleonectes chh xo- variant 4 145 191E22  74.10% F:n.europeptlde hormone activity; C:extracellular 5 IPROO1166
tulumensis 2 region
T.CHTUICTSICIUT Ulllulllsj T . CITUICSICIUT
homeostasis; C:lysosome; F:enzyme binding;
1002 DMPCI5196317_Speleonectes codysteroid-regulated protein 149 2.05E-08 58.40%  P:cholesterol efflux; Presponse to virus; 8  IPRO03172; IPRO14756; PTHR11306 (PANTHER)

_tulumensis_2

P:intracellular cholesterol transport;

al 1.1




DMPC15196408_Speleonectes

1003 tulumensis 1 female neotenic-specific protein 3 140  4.61E-10 58.50% - 0  tmhmm (TMHMM)
1004 DYVPCIS 196428 Spelconectes ancylostoma secreted 123 65TE-07 5100% - 0 IPRO14044; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR006652; IPR015915; PR0O0501 (PRINTS), PTHR24414
1005 Dtﬁ/griizsli?gs 9_Speleoncctes kelch-like protein 18-like 359  4.90E-73 80.40% - 0 (PANTHER), PTHR24414:SF0 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP), tmhmm (TMHMM), SSF117281 (SUPERFAMILY)
zinc finger protein 271 (zinc finger protein
7) (zinc finger protein znfphex133) . . e L T IPR007087; IPRO13087; IPR0O15880; PTHR11389 (PANTHER),
1006 D}’Fig:ﬁ? I_Speleonectes . icin-barr virus-induced zinc finger 119 1.75B-23  64.10% g‘.‘ilr‘:tcrfS;IaCIL‘jrb‘“d‘“g’ F:zinc ion binding; 3 PTHRI1389:SF381 (PANTHER), PF13465 (PFAM), SSF57667
- - protein) (znf-eb) (ct-z zinc finger UPERFAMILY
w in) (znf-cb 48) (zinc fi ' u S A
protein
DMPC15196562_Speleonectes o ; . o - IPRO00716; PTHR 12352 (PANTHER), SignalP-NN(euk)
1007 tulumensis 0 oocyte protease inhibitor-1 precursor 116  7.61E-11  65.40% P:proteolysis; F:peptidase activity 2 (SIGNALP)
DMPCI15196615_Speleonectes . . . o IPR0O00866; IPR012336; PTHR10681 (PANTHER),
1008 tulumensis 2 thioredoxin peroxidase 126 1.19E-62  69.00% - 0 PTHR10681:SF44 (PANTHER)
DMPCI15196698_Speleonectes L. . . o . .. TIPR001254; TPR009003; IPRO18114; G3DSA:2.40.10.10
1009 tulumensis 2 trypsin-like serine proteinase 2 133 1.56E-11  58.80% F:hydrolase activity 1 (GENE3D), PTHR24276 (PANTHER). tmhmm (TMHMM)
DMPC15196769 Speleonectes . o . I IPR001304; IPR016186; IPR016187; PTHR22802 (PANTHER),
1010 tulumensis 2 perlucin 5 138 8.80E-12  49.70% F:protein binding 1 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
C:Golgi cisterna membrane; C:membrane;
DMPCI15196778 Speleonectes core 1 glycoprotein-n-acetylgalactosamine o F:transferase activity, transferring hexosyl
ton _tulumensis_1 3-beta- 1-like 93 2.58E-07  74.00% groups; F:transferase activity, transferring 4 IPRO03428
glycosyl groups
1012 Dtll\l/{lll’riiz:g6§027Speleonectes ame: full=conoporin-cnl flags: precursor 229  5.28E-27 52.20% - 0  IPR009104; IPR015926
1013 Dtﬁﬁielssliz6§42—Spele°“e°tes —NA--- 128 - 0 noIPS match
1014 DMPCI15196855 Speleonectes membrane metallo-endopeptidase-like 1- 143 127E-54  75.20% ) 0 IPR0O00718; IPRO18497; IPR024079; PTHR11733:SF24
tulumensis 1 like : U (PANTHER), tmhmm (TMHMM), SSF55486 (SUPERFAMILY)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1015 Dt{‘lﬁiisslz6289—5"61"0““‘“ trypsin 7 128 3.57E-35 7220%  F:peptidase activity 1 (GENE3D), PTHR24256 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
IPR0O01916; IPR023346; G3DSA:1.10.530.10 (GENE3D),
1016 Dtﬁ/fprielssliz6?06—51’6160““‘“ lysozyme precursor 127 1.19E-09 80.00% - 0 PTHRI11407 (PANTHER), PTHR11407:SF2 (PANTHER),
v — tmhmm (TMHMM)
F:peptidase activity; P:cell cycle; F:protein
binding; P:cellular protein modification process;
P:signal transduction; F:structural molecule
activity; P:biological_process; P:response to
stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
DMPC15196910 Speleonectes P:translation; F:binding; C:nucleoplasm; IPR000626; IPR019954; IPR019955; IPR019956;
1017 P ubiquitin-60s ribosomal protein 140-like 125  9.15E-43  98.80%  P:protein metabolic process; P:catabolic process; 30 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),

_tulumensis_0

P:regulation of biological process; P:cell death;
P:cellular component organization; C:plasma

membrane; F:catalytic activity; P:protein

transport; ; C:endosome; F:nucleotide binding;

C:cytoplasmic membrane-bounded vesicle;

P:nucleobase-containing compound metabolic

process; C:ribosome; C:cytosol; P:transport

SSF54236 (SUPERFAMILY)




DMPC15197036_Speleonectes

serine protease inhibitor dipetalogastin

IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913

1018 umensis 2 precursor 137 735E-15 51.60%  P:proteolysis; F:peptidase activity (PANTHER), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
1019 DMPCI5 1497049_Speleonectes hemagglutinin amechyte aggregation 130 LI6E-25 64.10% - IPRO26645
tulumensis 2 factor-like
1020 Dtll\l’gﬁiisli";7564751’61‘30““&5 hemocyanin subunit type 2 precursor 129 1.92E-70  68.60% - IPR005203; IPRO13788; IPRO14756
1021 Dtﬁiiés:zgl1—Spele°“e°“”s hemaggl“tmmf:;‘g:‘fge aggregation 43¢ 12313 57.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1022 121\1/{5&;25127517_Spe1eonectes dermatopontin 3 103 9.50E-08 59.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15197246_Speleonectes o N IPR002687; IPRO12976; PTHR10894 (PANTHER), SSF89124
1023 tulumensis 0 nucleolar protein 56-like 370  2.76E-125 90.80% - (SUPERFAMILY)
1024 DMPC15197339 Speleonectes NA 105 IPR002047; IPR010475; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 0 ] (TMHMM)
DMPC15197414_Speleonectes . ; IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1025 lumensis 1 trypsin 3 129 2.04E-40  80.60% - (GENE3D), PTHR24256 (PANTHER)
1026 DMPCI5197448_Speleoncctes NAL 155 ] IPRO11038; IPRO12674; PTHR10612 (PANTHER),
tulumensis_1 PTHR10612:SF4 (PANTHER)
1027 ]Z)tll\l/flIl’rgissliz7365_Speleonectes dermatopontin 3 102 S5.75E-08 6529% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15197503_Speleonectes . . . o F:nucleic acid binding; P:biological process; IPR007087; IPR013087; IPR015880; PTHR11389 (PANTHER),
1028 7 jumensis 0 oocyte zinc finger protein 6-like 280 3.85E-28  58.90% i ion binding: Crintracellular PF13465 (PFAM), SSF57667 (SUPERFAMILY)
1029 Dtﬁgﬁelssliz7(5)05—51’6160“"’“63 —NA-- 216 - no IPS match
DMPCI15197516_Speleonectes S . o F:peptidase inhibitor activity; P:negative IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm
1030 tulumensis 2 pacifastin light chain 130 5.10E-07  53.00% regulation of peptidase activity (TMHMM)
1031 DMPCIS197531 Speleonectes ferritin subunit 104 198B20 87.10%  Lccllularhomeostasis; Ficatalytic activity; IPR001519; IPRO08331; IPR009040; IPR00907S; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
1032 121\1/{5&;25127340_Spe1eonectes protein 145 645E-17 58.60%  Ciextracellular region IPRO01283; IPRO14044
1033 Dtll\l/gri;isliz7205_Speleonectes female neotenic-specific protein 3 125  6.24E-12  53.80% - no IPS match
DMPCI15197655_Speleonectes S . . o F:binding; P:metabolic process; F:catalytic IPR0O01189; IPR0O19831; G3DSA:1.10.287.990 (GENE3D),
1034 tulumensis 1 superoxide dismutase mitochondrial 163 1.65E-20 ~ 79.50% activity; P:biological process PTHR11404:SF5 (PANTHER)
1035 Dtll\l’gﬁiisli??9751"*‘1‘30“““35 hemocyanin subunit type 1 precursor 109 6.20E-53  69.50% - IPR005203; IPRO13788; IPRO14756
1036 Dt{‘lﬁiisslz7;40—51"*1"0“8““ anti-lipopolysaccharide factor 134 332E-12 7380% - IPR024509; IPR024716
- . - . ] IPRO00668; IPRO13128; IPRO15643; IPR025660; IPR0O25661;
1037 Dtlvfpﬁgsliz7832751"’“160“““ cathepsin b 273 1.86E-98  82.40% gjgg{g"}cr;"‘taf:gfccsgr;ce:S;i};;lcsaetztc’i’ilvlf process; G3DSA:3.90.70.10 (GENE3D), tmhmm (TMHMM), SSF54001
—tulumensis_ -biological_process; Fipep ty (SUPERFAMILY)
1038 DMPC15198045_Speleonectes hypothetical protein 168 1.11E26  65.80% F:catalytic activity; P:metabolic process; IPR000945; IPR005018; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 2 BRAFLDRAFT 123613 ) oue P:primary metabolic process (TMHMM)
DMPC15198058_Speleonectes . . o ; IPR001580; IPRO08985; [PR009033; PTHR11073:SF2
1039 tulumensis 0 low quality protein: calreticulin-like 127 1.19E-46  85.40% - (PANTHER)
DMPCI15198119_Speleonectes . o . . .. TIPR001254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1040 tulumensis 0 serine 27 precursor 141  2.45E-12  63.10% F:peptidase activity (GENE3D), PTHR24275 (PANTHER)
1041 Dtll‘lﬁiizsliz8504—81’6160““‘“ hemocyanin subunit type 1 precursor 92 8.16E-51 71.00% - IPR005203; IPRO13788; IPR014756
1042 DMPCI5198256_Speleonectes bone morphogenetic protein 7 116 S.62E-10 54300 Lgrowth factoractivity; Pgrowth; IPRO15615; PTHR11848:SF55 (PANTHER)

tulumensis 0

C:extracellular region




DMPC15198322_Speleonectes

IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),

. o i " i o )
1043 tulumensis_| serine protease inhibitor kazal-type 6-like 106 1.35E-08 63.75% SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
TPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
1044 Dthpﬁigslizg‘z“8fsl’ele°“e°tes kazal-type serine proteinase inhibitor 4 132 1.44E-16 56.20% - (PANTHER), PTHR10913:SF21 (PANTHER), SignalP-NN(euk)
—UmeEnsis (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
IPR0O01223; TPR0O13781; IPR017853; G3DSA:3.10.50.10
1045 Dtll\lﬁri;slizggzlfSpele"“e"tes chitinase partial 191 5.12E-42  67.00% - (GENE3D), PTHR11177 (PANTHER), SSF54556
-~ — (SUPERFAMILY)
DMPC15198663_Speleonectes . o . R . .. IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
1046 tulumensis 1 nidogen 1 122 4.81E-09 64.10% P:proteolysis; F:peptidase activity (SIGNALP)
P:oxidation-reduction process; P:cellular iron
DMPCI15198677 Speleonectes .. . o ion homeostasis; F:oxidoreductase activity; IPRO01519; IPR0O08331; IPR009040; IPR0O09078; IPR012347;
1047 _tulumensis_2 secreted ferritin g subunit 210 S.10E-17 - 57.80% F:transition metal ion binding; F:ferric iron PTHR11431:SF2 (PANTHER), tmhmm (TMHMM)
binding; P:iron ion transport
1048 Dtll\l’griéisliz8883781’““““‘“ hemaggl““n‘nf:;‘::‘l’iife aggregation 437 371E09  52.90% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15198702 Spel " IPR003598; IPR003599; IPR007110; IPR0O13098; IPRO13783;
1049~ PEICOneetes  pasciclin ii transmembrane isoform 269 7.22B-08 52.25% - PTHR19831 (PANTHER), tmhmm (TMHMM), SSF48726
—u — (SUPERFAMILY)
DMPCI15198730_Speleonectes ~ gamma-interferon-inducible lysosomal o IPR004911; PTHR13234:SF4 (PANTHER), SignalP-NN(euk)
1050 jumensis 2 thiol reductase 158 1.94E-32 60.10% - (SIGNALP)
1051 Dtﬁ’g Iiizslizgrg—sl’eleo“e“es vitellogenin 1 110 6.72E-17 5650% - IPR001846; PTHR 11339 (PANTHER)
DMPC15198771 Speleonectes P:proteolysis; F:metallocarboxypeptidase TPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR 11705
1052 ulumensis 0 P ame: full=carboxypeptidase b 160 1.04E-20 52.60% activity; F:carboxypeptidase activity; F:zinc ion (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
v — binding SSF53187 (SUPERFAMILY)
1053 Dtll\lfflIl’riiYSISliZ821300_Spe1e0nectes folate receptor alpha precursor 118  8.56E-17 81.80% F:receptor activity IPR004269; IPR018143; PTHR10517:SF3 (PANTHER)
DMPC15198880_Speleonectes n-acetylglucosamine-1-phosphotransferase o . .. PTHR12630 (PANTHER), PTHR12630:SF2 (PANTHER),
1054 _tulumensis_1 subunit gamma precursor 13 167E-15  68.80%  Ftransferase activity PF13015 (PFAM)
1055 Dtﬁﬁielsslii8?83—51’3160“"’““ —-NA-- 124 - IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP)
DMPC15198932 Speleonectes . o TPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1056 " lumensis 4 trypsin 157 491E-11 - 72.90% - PTHR24276 (PANTHER), SignalP-NN(euk) (SIGNALP)
P:proteolysis; F:peptidase activity;
1057 PMPC15199040_Speleonectes serine protease 149 782E-15 6290% | metalloendopeptidase activity; Fiserine-type IPR007280; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
_tulumensis_1 endopeptidase activity; P:negative regulation of
catalytic activity; F:identical protein binding
1058 DMPCI5199144_Speleonectes prolyl 3-hydroxylase 2-like 132 LI1E-19 8230% | binding; Fcatalytic activity; P:metabolic PTHR14049 (PANTHER), PTHR14049:SF1 (PANTHER)
tulumensis 0 process
1059 Dtll\l’griéi:i?i74fSp°1°°ne°tes loc495415 protein 180  9.64E-56 69.60%  Ciextracellular region IPRO01283; IPR014044; IPR018244
. . . IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
1060 DMPC15199238 Speleonectes trypsin 171 3.76E-29  62.00% P:proteolysis; F:serine-type endopeptidase (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)

_tulumensis_0

activity; F:catalytic activity

(SIGNALP)




DMPC15199255 Speleonectes

F:peptidase activity; P:cell cycle; F:protein
binding; P:cellular protein modification process;
P:signal transduction; F:structural molecule
activity; P:biological_process; P:response to
stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
P:translation; F:binding; C:nucleoplasm;

IPR000626; IPR019954; IPR019955; IPR019956;

1061 tulumensis 0 60s ribosomal protein 140 149  5.49E-46 97.30% P:protein metabolic process; P:catabolic process; 30 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - P:regulation of biological process; P:cell death; SSF54236 (SUPERFAMILY)
P:cellular component organization; C:plasma
membrane; F:catalytic activity; P:protein
transport; ; C:endosome; F:nucleotide binding;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; C:ribosome; C:cytosol; P:transport
DMPC15199256 Spelconectes IPR004843; IPR025733; G3DSA:3.60.21.10 (GENE3D),

1062 tulumensis 2 P iron zinc purple acid phosphatase-like 208  4.53E-101 81.50% F:binding; F:hydrolase activity 2 PTHR22953 (PANTHER), PTHR22953:SF0 (PANTHER),
_ — SSF56300 (SUPERFAMILY)

1063 Dtll\l’griizsli?f87—Spele°“e°tes ~-NA--- 148 - 0  IPRO08197; PTHR19441 (PANTHER)

1064 Dt{\l’{lfl’ri;zsli?‘lBS_Sp cleonectes apolipophorin, putative 368 1.37E-24 50.80%  P:lipid transport; F:lipid transporter activity 2 tmhmm (TMHMM)

DMPC15199471_Speleonectes . . . o IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071

1065 tulumensis 0 peptidyl-prolyl cis-trans isomerase e 212 1.39E-10 81.70% - 0 (PANTHER), PTHR11071:SF72 (PANTHER)

P:biological process; C:lysosome; P:transport; .
DMPC15199540_Speleonectes . » ) . -DI070BICAL_PrOCess > Lotran , IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1066  tulumensis_0 niemann-pick type c2 130 2.68E-14  59.50% F.p'rgten} blpdlng, P:response to biotic stimulus; 6 NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
1067 Dﬁiﬁ;gff 44 Speleonectes muscle-specific protein 20 137 3.77E-48  75.60% - 0 IPRO01715; IPR001997; IPR003096; PTHR18959 (PANTHER)
1068 DMPCI15199585_Speleonectes NA 128 0 IPR002119; IPR009072; PTHR23430 (PANTHER), tmhmm
tulumensis 0 e B (TMHMM)
DMPC15199620 Spelconectes IPR0O01254; IPR001314; TPR009003; IPRO18114;

1069 tulumensis 2 P chymotrypsin-like protease ctrl- partial 126  4.32E-17 57.50%  F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
-~ — SignalP-NN(euk) (SIGNALP)
DMPC15199725_Speleonectes . . - o F:carbohydrate binding; P:multicellular IPR001304; IPR016186; IPR016187; PTHR22802 (PANTHER),

1070 tulumensis 1 seminal fluid protein isoform a 154 9.86E-13  50.60% organism reproduction; C:extracellular space 3 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

1071 DYPCIS 159730 Speleonectes 4k yrin repeat domain-containing 119 6.52E-38 7400%  Fhydrolase activity I IPRO02110; IPR020683; PTHR24123 (PANTHER)

1072 th’{lii;isli?zs 8_Speleoncctes anti-lipopolysaccharide factor 156  3.66E30 67.10% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)

1073 Dtﬁgrielssli?Z%—Spele"“e“es —NA-- 487 - 0 IPR006207; tmhmm (TMHMM)

P:transport; C:Golgi apparatus; C:protein
complex; C:cytoplasmic membrane-bounded
1074 DMPCI15199926_Speleonectes coatomer alpha 169 243E-35 76.40% ~ Vesicle Fprotein kinase activity; Picellular 10 IPRO10714; PTHR19876 (PANTHER)
_tulumensis_0 protein modification process; P:organelle
organization; F:transferase activity; P:protein
transport; F:structural molecule activity
DMPC15199948 Speleonectes deformed epidermal autoregulatory factor o . s IPR000770; IPR010919; IPR024119; PTHR10237:SFO
1075 tulumensis 2 1-like 148  2.33E-19 54.20% F:DNA binding 1 (PANTHER)
1076 DMPCIS199961_Speleonectes ~-NA--- 124 - 0 IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 1




DMPC15199980_Speleonectes

wingless-type mmtv integration site

F:receptor binding; P:multicellular organismal
development; P:Wnt receptor signaling pathway;

1077 . 142 4.42E-17 63.10% . . 5 IPR0O05817; tmhmm (TMHMM)
_tulumensis_1 member 8 precursor C:proteinaceous extracellular matrix;
C:extracellular region
DMPCI15199993_Speleonectes . o IPR001254; IPR001314; IPR009003; TPRO18114;
1078 lumensis 1 trypsinogen 2 209 16IE-40  65.70% - 0 G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER)
F:hydrolase activity, hydrolyzing O-glycosyl
DMPC15200012_Speleonectes . o D ; . IPRO13781; IPR017853; PTHR10066 (PANTHER),
1079  tulumensis_0 beta lysosomal variant 300 3.18E-45 58.30% C(.)mpounQS, I".c?rb.ohydrat'e met.a‘t.)ohc process; 4 PTHR10066:SF12 (PANTHER)
F:cation binding; F:catalytic activity
1080 Dtﬁﬁriisszigoi46—Spele°“e“es dermatopontin 3 101 3.01E-07 58.00% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1081 Dtll\:gﬁisszigoé73—Spele°“e°tes low affinity 1m“rle“c“e"’;‘fcl)‘;b“h“ epsilonf 434 340E-14 s280% - 0 IPRO01304; IPRO16186; IPRO16187; PTHR22802 (PANTHER)
1082 Dﬁiﬁiﬁgoi80—SP‘:1°°“e“°S si:dkey- protein 124 473E-10  60.10% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15200367_Speleonectes . . o C:cytoskeleton; C:protein complex; F:motor IPR002928; IPR009053; PTHR 13140 (PANTHER),
1083 " twlumensis 0 myosin heavy chain SI7. 238E-161 OLIO%  octivity 3 PTHRI3140:SF106 (PANTHER), SignalP-NN(euk) (SIGNALP)
C:cytoskeleton; C:protein complex; F:structural
DMPC15200438 Speleconectes molecule activity; C:lipid particle; P:cellular IPR000626; IPR001975; IPR019955; IPR019956;
1084 tulumensis 0 P anopheles stephensi ubiquitin 133 1.82E-60 98.20%  protein modification process; P:protein 10  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - metabolic process; P:catabolic process; SSF54236 (SUPERFAMILY)
C:ribosome; C:cytosol; P:translation
P:proteolysis; F:metallopeptidase activity;
1085 ]Ziﬁ/gﬁiﬁfi(;ogl3_Speleonectes metalloprotease 155  1.15E-07 58.22% F:peptidase activity; F:metalloendopeptidase 4 no IPS match
- - activity
DMPC15200625_Speleonectes PREDICTED: hypothetical protein o IPR001478; G3DSA:2.30.42.10 (GENE3D), PTHR11324
1086 tulumensis 1 LOC100122506 125 9.98E21  63.10% - 0 (PANTHER)
. e . . IPR000668; IPR013128; IPR025660; G3DSA:3.90.70.10
1087 Dtﬁiielsszigo?3—Spele°“e°tes cysteine proteinase inhibitor precursor 115 7.62E-32  87.50% Fﬁ,ﬂiﬁ?ifﬁ;ﬁﬁi "‘Crt(‘)‘c':gs I;P?tzglaiezziliw 4 (GENE3D), PTHR12411:SF43 (PANTHER), SSF54001
- — process; £ process; F:pep ty (SUPERFAMILY)
1088 Dtll\lgﬁelsszigo?3—Spele°“e°te3 hemaggl“““mf:(‘:‘t‘gk‘l’&y;e aggregalion 56 ) 74E-13 58.70% - 0  IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15200856 Speleonectes . o . . .. IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1089 tulumensis 1 plasma kallikrein 174 6.77E-19  58.40% F:catalytic activity 1 (GENE3D). PTHR24272 (PANTHER)
P:viral reproduction; P:cell cycle; P:metabolic
process; P:regulation of biological process;
C:protein complex; C:intracellular;
P:biological_process; P:signal transduction;
P:cell death; P:mitochondrion organization;
1090 DMPC15200858 Speleonectes  26s proteasome non-atpase regulatory 119 456E-34  69.30% C:cytoskeleton; ; P:response to stress; C:cytosol; 24 IPR002110; IPR020683; PTHR24199 (PANTHER),
_tulumensis_1 subunit 10 isoform 2 ’ R C:nucleoplasm; F:protein binding; P:protein PTHR24199:SFO (PANTHER)
metabolic process; P:catabolic process; ; P:cell
growth; P:cellular component organization;
P:nucleobase-containing compound metabolic
process; P:protein transport; P:cellular protein
modification process
G3DSA:3.10.129.10 (GENE3D), PTHR 12475 (PANTHER),
1091 Dtﬁﬁielsszigog14—Spele°“e“es upf0670 protein cgd666-like 222 520B-31 54.60% - 0  PF13279 (PFAM), tmhmm (TMHMM), SSF54637
-~ — (SUPERFAMILY)
1092 DMPC15200952_Speleonectes serine protease 161 1.85E-12 68.30% F:peptidase activity 1 IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10

tulumensis 0

(GENE3D), PTHR24260 (PANTHER)




DMPC15200961_Speleonectes

P:carbohydrate metabolic process; F:hydrolase

IPR001223; IPR013781; IPR017853; PTHR11177 (PANTHER),

1093 tulumensis 1 chitinase 2 151 1.75E-20 66.70% activit 2 PTHRI11177:SF31 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - ¥ tmhmm (TMHMM)
DMPC15200995_Speleonectes immunoglobulin i-set domain containing o . .. IPR007110; IPR0O13098; IPR013783; IPR020675; SSF48726
1094 tulumensis 1 protein 146  8.45E-11  56.30% F:hydrolase activity 1 (SUPERFAMILY)
DMPC15201008 Speleonectes . . o IPR005203; IPR0O13788; IPR014756; SignalP-NN(euk)
1095 tulumensis 2 hemocyanin subunit type 1 precursor 142 9.21E-35 72.00% - 0 (SIGNALP)
DMPC15201018 Speleonectes . . o IPR005203; IPR0O13788; IPR014756; PTHR11511:SF4
1096 tulumensis 2 hemocyanin subunit type 1 precursor 116  2.04E-39 70.20% - 0 (PANTHER)
1097 DMPCI3201047 Speleonectes —NA— 189 - 0 IPR00099S; IPR00S9SS; PTHR23282 (PANTHER)
P:protein metabolic process; F:catalytic activity; IPRO13126; G3DSA:1.20.1270.10 (GENE3D),
DMPC15201073_Speleonectes . o R, A ’ G3DSA:2.60.34.10 (GENE3D), PTHR19375 (PANTHER),
1098 ilumensis 2 heat shock 70 kda protein 402 6.A42E-126 92.80% E;fer;’tzi:‘;d;ﬁge’s :r};‘.‘fnl:f;;i‘;'zmrd;:egs’s ®  PTHR19375:SF1 (PANTHER), tmhmm (TMHMM), SSF100920
Tesp o P (SUPERFAMILY), SSF100934 (SUPERFAMILY)
DMPC15201214_Speleonectes . o . R . .. IPR0O00716; PTHR12352 (PANTHER), PTHR12352:SF3
1099 tulumensis 1 oocyte protease inhibitor-1 precursor 86 5.14E-11  65.30% P:proteolysis; F:peptidase activity 2 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15201287_Speleonectes . . . ) o P:metabolic process; F:antioxidant activity; IPR012336; IPR019479; G3DSA:3.30.1020.10 (GENE3D),
11007 lumensis 1 thioredoxin peroxidase 221 LSOE-41 - 95.10% ¢ oalyiic activity 3 PTHRI0681 (PANTHER), PTHR10681:SF46 (PANTHER)
1101 Dtﬁﬁrielsszig1(3)85—51’6160““‘“ sifa preprohormone 116  1.14B-17 74.50% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
102 Dtll\l’grgiﬁsziglf%—Spele"“ems vitellogenin 1 95  411E-16 57.78% - 0 IPROOIS46
1103 DﬁiﬁiﬁgI‘I‘OI—SPGIC"“eCteS ferritin 117 8.18E-39 7830% - 0 IPRO01519; IPRO08331; IPRO09040; IPR00907S; IPR012347
T .lJllUbPllUlllebC A dbllVll_y, T . Carciullin 1o1r
DMPC15201422_Speleonectes o . o binding; P:lipid catabolic process; .
1104 tulumensis_1 group iii secreted phospholipase 301  431E-34  47.70% P-phospholipid metabolic process: F:hydrolase 5 IPRO01211; IPR0O16090
DMPC15201518 Speleoncctes IPR003119; IPR0O07856; IPR008138; IPRO08139; IPRO08373;
1105 tulumensis 0 P saposin-related protein 191  3.75E-60  78.50% C:lysosome; P:lipid metabolic process 2 IPRO11001; PTHR11480 (PANTHER), PTHR11480:SF3
- — (PANTHERY), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:cytoskeletal protein binding; P:anatomical
structure morphogenesis; P:cellular component
organization; P:cell differentiation;
DMPC15201627_Speleonectes - o P:multicellular organismal development; IPR002110; IPR020683; PTHR24123 (PANTHER),
1106~ jumensis 2 ankyrin isoform x 214 449E-72 9100% b i oskeleton organization; Crcell; 12 PTHR24123:SF0 (PANTHER), PF13637 (PFAM)
C:cellular_component; P:signal transduction;
P:cellular homeostasis; F:structural molecule
activity; C:plasma membrane
DMPC15201637_Speleonectes . . o F:lipid binding; P:transport; F:transporter IPR000566; IPR003057; IPR011038; IPR012674; PTHR10612
107 jumensis 0 apolipoprotein d 277 13932 5630% | ivity 3 (PANTHER), PTHR10612:SF4 (PANTHER)
. . . . . . IPR006212; TPR009030; G3DSA:2.10.220.10 (GENE3D),
1108 Dtlvfpﬁilffigl186—51”1“’““‘65 cysteine-rich with eglf'hke domainprotein o0 01E 25 6640%  Ficalcium ion binding | PTHR24838 (PANTHER), PTHR24838:SF29 (PANTHER),
S - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
T .PUPI[UQDC TIImoTor acuyv ll.y 5 17.5CT ulc-typc
DMPC15201820_Speleonectes . ) o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1109 _tulumensis_1 protein 139 TAIE-19  52.90% region; P:negative regulation of peptidase 4 (SIGNALP)
o IPRO12336; IPRO13766; PTHR18929 (PANTHER),
1119 DMPC15201842 Speleonectes protein disulfide isomerase 231 6.62E-44 57.60%  F:catalytic activity | PTHRI8929:SF32 (PANTHER), SignalP-NN(euk) (SIGNALP),

_tulumensis_2

tmhmm (TMHMM)




DMPC15201883_Speleonectes

1111 tulumensis 0 dermatopontin 3 216  2.42E-38  59.90% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15202148 Speleonectes . o IPR001254; IPR001314; IPR009003; IPRO18114;
T2 lumensis 2 trypsin 3 230 1.56E-80  73.30% - 0 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER)
1113 th’{l};i;ﬁgzgs 4_Speleonectes  ame: mll:saxg’rz‘cllllrr‘;)};"ﬁsax flags: 128  9.84E-08 46.67% - 0  IPR000716; IPR022339; PTHR 14093:SF3 (PANTHER)
IPR000169; IPR000668; IPR0O13128; IPR013201;
DMPC15202321_Speleonectes . o . R . . .. G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
1114 tulumensis_2 cathepsin | 269  3.52E-83 69.10%  P:proteolysis; F:cysteine-type peptidase activity 2 (PANTHER), SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM),
SSF54001 (SUPERFAMILY)
1115 DMPCI5202335 Speleonectes 3 (o cretory phospholipase a2 189 2.44E-54 64.00% | phospholipase A2 activity; F:calcium fon 3 IPRO01211; IPRO16090; PTHR12253:SF5 (PANTHER)
tulumensis 0 binding; P:lipid catabolic process
DMPC15202409 Speleonectes . o . .. IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1116 tulumensis 0 isoform a 169  6.74E-20 53.10% F:hydrolase activity 1 PTHR24268 (PANTHER)
DMPC15202471_Speleonectes i . o IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm
1117 tulumensis 1 pacifastin-related peptide precursor 131 7.04E-07 61.00% - 0 (TMHMM)
DMPC15202579 Speleonectes IPR0O00152; IPR000742; IPR005515; IPR013032; IPR020864;
1118 tulumensis 0 P fertilization envelope outer layer protein 252 1.24E-14 55.00% - 0  IPR023413; IPR024731; PTHR18841:SFO (PANTHER),
- - SSF57196 (SUPERFAMILY)
C:cytoplasm; P:anatomical structure
morphogenesis; P:regulation of biological
DMPC15202674 Speleonectes . . . .. . o process; P:growth; P:behavior; P:reproduction; IPR012336; IPR013766; IPR017937; PTHR18929 (PANTHER),
119 _tulumensis_2 thioredoxin domain-containing protein 1 420 3.06E-54  83.40% P:cellular homeostasis; P:cellular protein 1 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
modification process; P:biological process;
F:catalytic activity; C:cell
1120 Dtll\l’{l}ﬁigszigz?SfSpeleO"“‘eS mitochondrial famsanese superoxide 109 3.17E-13  81.70% - 0 IPRO01189; IPRO19831; PTHR11404:SF5 (PANTHER)
121 Dﬁiﬁiﬁgzg65—51’61"0““‘“ venom allergen 5 107 8.06E-14  66.00% - 0 IPRO01283; IPRO14044
IPRO13126; G3DSA:2.60.34.10 (GENE3D), G3DSA:3.30.420.40
DMPC15202791 Speleonectes . o . . s Do (GENE3D), PTHR19375 (PANTHER), PTHR19375:SF1
1122 tulumensis_2 dnak protein 244 5.59E-99  83.60% F:nucleotide binding; P:response to stress 2 (PANTHER), SSF100920 (SUPERFAMILY), SSF53067
(SUPERFAMILY)
1123 Dtﬁ’g Iiizszigz?ls—sPeleone“es peritrophic membrane protein 2 171 151E-10 57.50%  P:metabolic process; F:catalytic activity 2 IPR002557; PTHR23301 (PANTHER)
DMPC15202850_Speleonectes o F:nucleic acid binding; F:zinc ion binding; IPR007087; IPR013087; IPR015880; PTHR10042 (PANTHER),
124 4 lumensis 0 carly growth response 374 394E-89  63.30%  Cinracellular 3 PF13465 (PFAM), SSF57667 (SUPERFAMILY)
P:protein metabolic process; C:endoplasmic
1125 Dtll\lgri;gszigzg(’ I_Speleonectes calreticulin 125 1.03E-59 91.10% reticulum; F:carbohydrate binding; F:calcium 5 IPR001580; IPR00898S; IPRO13320; IPRO18124
- - ion binding; F:protein binding
1126 Dﬁiﬁiﬁ?g68—8196160“6““ h-2 class ii hg‘;ﬁﬁ:‘g’;;g‘my antigen 103 356E-08 65.80%  P:multicellular organismal development 1 IPR000716; IPR022339; PTHR14093:SF6 (PANTHER)
DMPC15202906_Speleonectes . . . o IPRO19166; PTHR14564 (PANTHER), PTHR 14564:SF0
127 tumensis 2 apolipoprotein o-like 325 3.05E-18  55.20% - O (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15202917_Speleonectes S . o F:peptidase inhibitor activity; P:negative IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm
1128 tulumensis_1 pacifastin light chain 394 LT3E-IS - 50.50% regulation of peptidase activity 2 (TMHMM)
DMPC15202972 Speleonectes IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
1129 tulumensis 0 P chymotrypsin-like protease ctrl- partial 116  1.20E-14 59.40% F:hydrolase activity 1 (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
1130 DMPC15203130_Speleonectes prophenol oxidase al 99 2.94E-17 80.70% F:catalytic activity; P:metabolic process 2 IPRO00896; [PR008922; IPRO13788; PTHRI1511:SF4

tulumensis 4

(PANTHER)




DMPC15203147_Speleonectes

P:proteolysis; F:serine-type endopeptidase
activity; F:serine-type peptidase activity;

1131  tulumensis_0 predicted protein 363  2.76E-07  44.00% F:hydrolase activity; Fcatalytic activity; 6  IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D)
F:peptidase activity
P:metabolic process; P:multicellular organismal
development; P:transport; P:regulation of
1132 DMPCIS203182 Speleonectes 0§ frizzled-related protein 4 168 247E-21 5380y  Dlological process; P:signal transduction; 10 TPROIS5526; IPR020067; IPR026556
_tulumensis_2 C:extracellular region; C:intracellular; P:cellular
component organization; P:cell differentiation;
P:response to endogenous stimulus
1133 th/g 5552123 (1)91—51’61"‘0““‘“ hemaggl“““mf:;‘;b_‘l)&fe ageregation 43¢ 18922 61.00% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
.. s IPR0O01506; IPR024079; PTHR10127 (PANTHER), SignalP-
1134 Dtll\l/flIl’riizSZi(;Zv197_Speleonectes mam'C;giﬁ‘;grgo?:;‘;‘“'hke 130 698E-07 48.00% - 0 NN(euk) (SIGNALP), tmhmm (TMHMM), SSF55486
= — (SUPERFAMILY)
1135 DMPC152.0323478pele0nectes ame: full=saxiphilin short=sax flags: 136 875E-11  60.00% P-proteolysis; F:peptidase activity 2 IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
tulumensis 0 precursor (SIGNALP)
IPR0O01254; IPR009003; IPR018114; G3DSA:2.40.10.10
1136 Di‘ﬁiisszig%s 9_Speleonectes serine protease 129  1.08E-19 68.90%  F:hydrolase activity 1 (GENE3D), PTHR24252 (PANTHER), SignalP-NN(euk)
— — (SIGNALP), tmhmm (TMHMM)
P:proteolysis; F:peptidase activity; F:peptidase
1137 DMPC15203296_Speleonectes ame: full=saxiphilin short=sax flags: 112 129E-10  56.50% inhibitor activity; F:serine-type endopeptidase 6 IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_2 precursor ' ’ inhibitor activity; C:extracellular region; (SIGNALP)
P:negative regulation of peptidase activity
113 DMPCI5203384 Speleonectes o NA 144 ] o IPROII038; IPROI2674; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis_1 (TMHMM)
P:oxidation-reduction process; F:heme binding;
1139 Dtﬁgrielsszig3398—51’3160“"’““ chorion peroxidase 121  6.08E-20 63.90%  F:oxidoreductase activity; P:response to 5 IPR002007; IPRO10255; PTHR 11475 (PANTHER)
- - oxidative stress; F:peroxidase activity
1140 25{5&;3;23;13—Speleonecws phospholipase a2 132 9.65E-20 64.50%  F:hydrolase activity; P:lipid metabolic process 2 }gf{((;)](\)]f]i}l;) IPRO13090; IPR016090; SignalP-NN(euk)
P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological_process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
P:translation; F:binding; C:nucleoplasm;
FCIS203568 St N i ntolc pees sl oo IRO1ons: PROI9SS R0l
1141 tulumensis 1 60s ribosomal protein 140 132 1.03E-42  94.40% F:protein binding; P:cellular com[,)or;ent ’ 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - . - . SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:cellular protein
modification process; P:nucleobase-containing
compound metabolic process; C:ribosome;
C:cytosol; P:transport
DMPC15203595_Speleonectes . P:protein metabolic process; P:catabolic process; IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
142 fumensis 1 isoform ¢ 97 269E-49 96.60% b eptidase activity; C:plasma membrane *  PTHR24258 (PANTHER), PTHR24258:SF3 (PANTHER)
C:cytoskeleton; C:protein complex; F:structural
DMPC15203661 Speleoncctes molecule activity; C:lipid particle; P:cellular IPR000626; IPR001975; IPR019954; IPR019955; IPR019956;
1143 - anopheles stephensi ubiquitin 134 297E-80 96.50%  protein modification process; P:protein 10  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),

_tulumensis_1

metabolic process; P:catabolic process;
C:ribosome; C:cytosol; P:translation

SSF54236 (SUPERFAMILY)




DMPC15203713_Speleonectes

C:cytosol; C:cytoskeleton; C:protein complex;
P:cellular protein modification process;
P:protein metabolic process; F:enzyme regulator

IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),

1144 _tulumensis_1 cyclophilin 1 132 1.20E-38 85.80% a<.:t1v1t}./, P.anatomlca! structure morphog'en'esm, 12 PTHR11071 (PANTHER), SignalP-NN(euk) (SIGNALP)
P:multicellular organismal development; P:cell
death; C:nucleus; F:catalytic activity;
C:nucleoplasm
1145 Dtﬁiigszi?Zzszpele"“e“es b :gggg?;g%’rgtg?z S 153 428E-09 50.50% - 0 IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1146 DtﬁﬁriisszigﬁgI—Spele"“e“es lectin e 152 115E-08 59.00% - 0 IPRO01304; IPRO16186; IPRO16187; PTHR22802 (PANTHER)
DMPC15203812_Speleonectes . o . . .. TIPR001254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1147 tulumensis 2 isoform a 198  1.22E-25 57.20% F:peptidase activity 1 (GENE3D), PTHR24268 (PANTHER)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1148 Dt{‘lﬁiésszig3272—51’61"0“6““ trypsinogen 2 104 1.58E-24 67.60% - 0 (GENE3D), PTHR24257 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM)
1149 Dtﬁﬁielsszig“f9—Spele°“e“es hemagglutinin a‘f‘;i:’;’rcyte aggregalion 447 396E-08  59.40% - 0  IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1150 Dtll\l’{l}:gsszi(s’“}27751’6160“““ dermatopontin 2 139 7.64E-18  6030% - 0 IPRO2664S; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1151 Dtll‘lﬁi;szig“}63—51’61“““‘“ peptidase 8 and sedolisin 170 1.54E-22  68.50%  F:peptidase activity 1 IPR007280; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
T IPR007087; IPRO13087; IPR015880; PTHR 11389 (PANTHER),
1152 Dtlvfprgisszig‘%OO—Spele"“e"teS zinc finger 119 1.09E-19  64.60% gfi‘;‘;ﬁ;f‘°lﬁb‘“d‘“g’ F:zinc ion binding; 3 PFI13465 (PFAM), PF13894 (PFAM), SSF57667
—u — ' v (SUPERFAMILY)
IPR007484; G3DSA:3.40.630.10 (GENE3D), PTHR 12283
153 Dtll\l’gﬁigszig“;07751’6160“““"5 glutaminyl-peptide cyclotransferase 118  479E-35 71.00%  P:proteolysis; F:peptidase activity 2 (PANTHER), PTHR12283:SF0 (PANTHER), SSF53187
- — (SUPERFAMILY)
1154 Dtﬁ’g Iiizszi(s)“?s—smleone“es protein lec- isoform b 306  9.58E-31 52.00%  F:binding 1 IPR001079; IPRO0898S; IPRO13320; PTHR 11346 (PANTHER)
DMPC15204408_Speleonectes . R o . S IPR001623; IPRO18253; PTHR24078 (PANTHER),
1155 tulumensis 1 subfamily member 9 142 8.61E-42 80.70%  P:protein metabolic process; F:protein binding 2 PTHR24078:SF16 (PANTHER)
P:lipid metabolic process; F:hydrolase activity;
DMPC15204492_Speleonectes L . . o : . AN, A Lo IPR000734; IPR013818; G3DSA:3.40.50.1820 (GENE3D),
1156  tulumensis_0 pancreatic triacylglycerol lipase-like 260  1.81E-59  59.70% F:catalytic act1v1ty3 F:triglyceride lipase activity; 5 SSF53474 (SUPERFAMILY)
C:extracellular region
1157 Dﬁiﬁiﬁg“?9—8196160“6““ anti-lipopolysaccharide factor isoform 7 144 1.34E-21  67.60% - 0  TPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
1158 Dﬁ’gﬁégiﬂ“g19—51’6160““‘“ nucleobindin 1 171 277E-35  67.40% - 0  PTHR19237 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15204534_Speleonectes } . ; IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1159 tulumensis 1 ecdysteroid-regulated protein 153 2.58E-26  58.10% - 0 NN(euk) (SIGNALP)
IPRO13126; IPRO18181; G3DSA:3.30.420.40 (GENE3D),
DMPC15204565_Speleonectes . o P:protein metabolic process; F:protein binding; PTHR19375 (PANTHER), PTHR19375:SF1 (PANTHER),
1160~ tumensis 2 dnak protein 188 9.53E-17  8430%  p. 1 cleotide binding 3 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF53067
(SUPERFAMILY)
F:transmembrane signaling receptor activity;
DMPC15204578 Speleoncctes F:receptor activity; C:integral to membrane; F:G- IPR000832; IPR017981; PTHR12011 (PANTHER),
1161 tulumensis 2 P g-protein coupled receptor mth2-like 283  6.63E-41 58.20%  protein coupled receptor activity; C:membrane; 7  PTHRI12011:SF12 (PANTHER), SignalP-NN(euk) (SIGNALP),
- = P:cell surface receptor signaling pathway; P:G- tmhmm (TMHMM)
protein coupled receptor signaling pathway
1162 DMPC15204727_Speleoncctes annexin x 158 336E-25 80.80%  F:calcium ion binding; F:lipid binding 2 IPR001464; IPRO18252; IPRO18502; tmhmm (TMHMM)

tulumensis 2




DMPC15204768 Speleonectes

IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705

1163 tulumensis 2 carboxypeptidase b-like 169  1.46E-45 64.50% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- - SSF53187 (SUPERFAMILY)
1164 Dtﬁgﬁelsszig“169—51”160“"’“63 ame: full=conoporin-cnl flags: precursor 127  6.18E-14  56.00% - IPRO15926
1165 DMPC15204845_Speleonectes ferritin-1 heavy chain 91 1.02E-19 91.00% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
U . . IPR000626; IPR002906; IPR019954; IPR019955; IPR019956;
1166 Dtﬁﬁielsszig“g17—Spele°“e°tes ubiquitin r‘bos"“‘rﬁt&rﬁte‘n s27afusion 150 5 91p70  96.90% - G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
— — P SSF54236 (SUPERFAMILY)
1167 Dtll\:grielsszig5876—51’6160““‘“ hemocyanin subunit type 2 precursor 180 5.49E-121 71.00% - IPR005203; IPRO13788; IPRO14756
P:biological process; C:lysosome; P:transport;
1168 Dﬁ’gﬁ;ﬁigs gsgﬁpele"ne“es niemann-pick type c2 122 245B-25 57.60%  F:protein binding; P:response to biotic stimulus; IPR003172; IPRO14756; PTHR 11306 (PANTHER)
- — F:lipid binding
1169 Dﬁiﬁiﬁgs ?07—51’61"‘0“6““ si:dkey- protein 120 1.78E-13  57.90% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1170 Dﬁﬁi; 3;25 ;16—51”1“’““‘“ hemocyanin subunit 1 155  2.02E-38 68.80% - IPR005203; IPRO13788; IPR0O14756
1171 DMPC15205361_Speleonectes apolipoprotein a-i-binding 98 1.55E-30 7620% | .pinding; Fcatalytic activity; Finucleotide IPR004443; PTHR13232 (PANTHER)
tulumensis_4 binding
P:cellular homeostasis; P:regulation of . . . . .
1172 DMPCI 5205374_Speleonectes protein disulfide-isomerase a6-like 153 6.04E-48 81.00% biological process; F:electron carrier activity; IPRO05746; IPR005788; IPRO12336; IPRO13766; IPRO17937;
tulumensis_2 . .. . PTHR18929 (PANTHER)
- = F:catalytic activity; P:metabolic process
P:response to stress; P:lipid metabolic process;
173 DMPCI 52.053807Speleonectes glutathione peroxldase. 4 (phospholipid 378 281E-33  82.50% meulnce.llula? Qrg.am.sma.ll d;velopm;qt; ' IPRO00889; IPRO12336; PTHR11592:SF0 (PANTHER)
_tulumensis_0 hydroperoxidase) F:catalytic activity; F:antioxidant activity;
C:mitochondrion; P:metabolic process
IPR0O01254; IPR001314; IPR009003; IPRO18114;
1174 Dtﬁﬁi;szigs fzz—SPele"“e“es plasminogen activator spa 137  154E-18 56.50% - G3DSA:2.40.10.10 (GENE3D), PTHR24250 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
1175 Hﬁﬁigfgs ?5 3_Speleonectes . -I-type serine proteinase inhibitor4 113 2.77E-12 55.60% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPC15205673_Speleonectes . . . . o IPR001548; TPR002000; PTHR10514:SF16 (PANTHER),
1176 tulumensis 2 angiotensin-converting enzyme-like 231  1.39E-41 68.90% - tmhmm (TMHMM), SSF55486 (SUPERFAMILY)
DMPC15205704_Speleonectes o ; ] ; I ) IPR000716; IPR022339; PTHR 14093:SF6 (PANTHER), SignalP-
1177 tulumensis 1 mhc class ii-associated invariant chain 116  3.64E-08 67.00% P:multicellular organismal development NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15205735_Speleonectes . . . o IPR001548; PTHR10514:SF16 (PANTHER), SignalP-NN(euk)
1178 tulumensis 2 angiotensin converting enzyme 130  6.59E-45 76.70% - (SIGNALP), SSF55486 (SUPERFAMILY)
DMPC15205911_ Speleonectes . . o IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
179 lumensis 1 serine protease 56-like 252 T14E-10050.50% - PTHR24261 (PANTHER), PTHR24261:SF9 (PANTHER)
DMPC15205922_Speleonectes L . . o P:lipid metabolic process; F:hydrolase activity; IPR000734; IPR013818; G3DSA:3.40.50.1820 (GENE3D),
1180 tulumensis 0 pancreatic triacylglycerol lipase-like 141 185E-10  38.10% F:catalytic activity; C:extracellular region SSF53474 (SUPERFAMILY)
1181 DMPCI5205978_Speleonectes NA- 270 } 10 TIPS match
tulumensis 5
1182 Dtﬁﬁrﬁ;ﬁ(s)s gsgﬁpele"nec‘es sifa preprohormone 154 2.10E-17 74.50% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1183 DMPC15205992 Speleonectes  urokinase-type plasminogen activator 150 1.46E-07 68.50% F:peptidase activity; P:protein metabolic IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
tulumensis 2 precursor ) Y0 process; P:catabolic process PTHR24265 (PANTHER)
1184 DMPC15205994 Speleonectes NA-- 128 ) TPR000010; G3DSA:3.10.450.10 (GENE3D), SignalP-NN(euk)

tulumensis 1

(SIGNALP), SSF54403 (SUPERFAMILY)




P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological_process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction; C:cytosol;
C:nucleoplasm; P:protein metabolic process;

P:catabolic process; P:regulation of biological IPR000626; IPR019955; IPR019956; G3DSA:3.10.20.90

DMPC15206045_Speleonectes

1185 tulumensis 1 60s ribosomal protein 140 122 5.02E-42  96.70% process; P:cell death; F:protein binding; 25 (GENE3D), PTHR10666 (PANTHER), SSF54236
- - C:plasma membrane; ; C:endosome; P:cellular (SUPERFAMILY)
component organization; C:ribosome;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:translation; P:transport
DMPC15206124 Soeleoncctos IPRO16040; IPR020828; IPR020829; IPR020830; IPR02083 1
1186 wulumensis 1 P glyceraldhyde-3-phosphate dehydrogenase 124 4.59E-38  93.20% - 0  G3DSA:3.30.360.10 (GENE3D), tmhmm (TMHMM), SSF51735
—tuiumensts_ (SUPERFAMILY)
1187 Dtﬁ/ffrgisszig6?“8—5"61‘3"““&5 anti-lipopolysaccharide factor isoform 7~ 136 5.62E-18  65.10% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
IPR001254; IPR001314; IPR009003; IPRO18114;
1188 D&‘:{EﬁiﬁgGfsg—smle‘m“tes fibrinolytic enzyme 125 2.02E-16 59.20%  F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
1189 Dtﬁﬁriisszigﬁi04—51"*160“8““ soma ferritin 106 6.98E-23 87.30% - 0  IPR001519; IPRO08331; IPRO09040; IPRO0O907S; IPRO12347
1199 DMPCISZ6IL3_Spelconectes glutathione peroxidase 150 241E-18  86.60% - 0 IPR000S89; IPRO12336; tmhmm (TMHMM)
IPR001254; IPR001314; IPR009003; IPRO18114;
1191 Dﬁiﬁiﬁgﬁ45—51’61"'0““‘“ suppressor of tumorigenicity protein 14~ 302  5.94E-39 51.80%  F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), G3DSA:4.10.1220.10
- — (GENE3D), PTHR24265 (PANTHER)
1192 Dtﬁﬁielsszig6‘1‘00—51’3160“"’““ copper Cha%eirs(r’;‘jti‘s’z superoxide 138 531E-55 79.20% - 0  TPR001424; TPRO18152; IPR024134
DMPC15206401 Speleonectes selenium-dependent glutathione o IPR0O00889; TPR0O12336; PTHR11592:SFO (PANTHER), SignalP-
1193 tulumensis 0 peroxidase 131 636E-27 62.50% - 0 NN(euk) (SIGNALP)
1194 D&‘:{Eﬁ;ﬁgngo—SPeleone“es b i‘ggg}gﬁ?ﬁ“g?goz 199 1.20E-49 64.80% - 0 IPRO15255; IPRO15817; IPRO15819; PTHR13769 (PANTHER)
DMPC15206429_Speleonectes . N IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
195 4 lumensis 2 trypsin 3 125 2.38E-35 75.90% - O (GENE3D), PTHR24256 (PANTHER)
F:peptidylglycine monooxygenase activity;
1196 DMPC15206441_Speleonectes peptidyl-glycine alpha-amidating 230 8.09E-17  61.20% P:oxidation-reduction process; P:peptide 6 IPRO11042; PTHR10680 (PANTHER), PTHR10680:SF11
_tulumensis_1 monooxygenase ' “77% metabolic process; F:copper ion binding; (PANTHER)
C:membrane; F:monooxygenase activity
1197 Hﬁiielsszig6‘2‘43—51’3160“"’“63 dermatopontin 3 135  2.18E-09 63.78% - 0  IPR026645; tmhmm (TMHMM)
DMPC15206479_Speleonectes ) R . o . IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1198 tulumensis 0 nidogen 1 78 1.40E-10  65.90% P:proteolysis; F:peptidase activity 2 (SIGNALP)
DMPC15206554_Speleonectes . . ; IPR000834; G3DSA :3.40.630.10 (GENE3D), PTHR11705
1199 tulumensis 1 carboxypeptidase b-like 159  5.51E-39  78.60% - 0 (PANTHER), SSF53187 (SUPERFAMILY)
DMPC15206585_Speleonectes hypothetical protein o .
1200 5 e DAPPUDRAFT. 312473 151 236E-08 68.67% - 0  IPRO14044; tmhmm (TMHMM)
1201 DMPCI15206658_Speleonectes ferritin 3-like protein 145 227622 77.60%  Liccllularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
1202 DMPCI15206695_Speleonectes soma ferritin 115 438E-33 87.50%  Loccllularhomeostasis; Fcatalytic activity; IPR001519; IPR008331; IPR009040; IPR00907S; IPRO12347

tulumensis 1

F:binding; P:ion transport; P:metabolic process




DMPC15206773_Speleonectes

1203 tulumensis 3 vitellogenin 1 302  1.04E-41 53.10% - 0 IPRO01747; IPR011030; PTHR23345 (PANTHER)
DMPC15206871_Speleonectes . . . o P:metabolic process; F:catalytic activity; IPR000866; IPR012336; PTHR10681 (PANTHER),
1204 % lumensis 0 thioredoxin peroxidase 131 9.30E-36 80.10% ., Jiioxidant activity 3 PTHR10681:SF46 (PANTHER), SignalP-NN(cuk) (SIGNALP)
DMPC15206884 Speleonectes o ) ] L G3DSA:2.140.10.30 (GENE3D), PTHR 11731 (PANTHER),
1205 " jumensis 3 dipeptidyl peptidase 4 195 470E-31 75.80% O PTHRI1731:SF23 (PANTHER), tmhmm (TMHMM)
F:hydrolase activity, hydrolyzing O-glycosyl . ) e
1206 DMPCI5296979_Speleonectes endoglycoceramidase-like protein 156  2.04E-22 64.40%  compounds; P:carbohydrate metabolic process; 4 GRS 7 S0 St PSS 0 BER RIS L)
_tulumensis_1 o AT . .. (SIGNALP), tmhmm (TMHMM)
F:cation binding; F:catalytic activity
1207 DMPCIS207921 Speleonectes sizdkey- protein 97  491E08 6480% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP)
P:proteolysis; F:serine-type endopeptidase
1208 Dti\l/{lfl’riisfi(;7892_Speleonectes serine protease precursor 149  4.80E-16 58.80% activity; P:negative regulation of catalytic 4 IPR007280; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- - activity; F:identical protein binding
1209 DMPCI1 520716 1_Speleonectes ~ hemagglutinin amebocyte aggregation 178 736E-30  60.50% - 0 IPRO26645
tulumensis 1 factor
1219 DMPCI5207163_Speleonectes aldo-keto reductase 114 194821 76.70%  ©oxidation-reduction process; Froxidoreductase 3 ypp 1395, pRO23210; PTHR11732:SF34 (PANTHER)
tulumensis 2 activity; C:cellular component
1211 Dﬁ’gﬁiﬁg?s 0_Speleonectes hemaggl““mnf:;‘iﬁife aggregation 41 01E22  59.90% - 0  IPR026645; SignalP-NN(euk) (SIGNALP)
DMPC15207398_Speleonectes . . . . o IPR0O07110; IPR013098; IPR013783; PTHR10489 (PANTHER),
1212 umensis 1 low quality protein: hemicentin-2 9  T6BE-08  3520% - O PTHR10489:SF25 (PANTHER), SSF48726 (SUPERFAMILY)
T .pcpuuab\: TIIIoIor dbl.lVll.y, I .bUllllU'lpr
DMPC15207466_Speleonectes P ) o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1213 _tulumensis_0 oocyte protease inhibitor-2 precursor 125 7A7E-14  48.90% region; P:negative regulation of peptidase 4 (SIGNALP)
P:regulation of biological process; P:ion
transport; P:generation of precursor metabolites
and energy; P:response to abiotic stimulus;
C:plastid; C:extracellular region;
P:biological_process; F:protein binding;
P:biosynthetic process; P:protein transport;
P:lipid metabolic process; C:ribosome;
C:organelle; C:thylakoid; P:carbohydrate
1214 DMPC15207498 Speleonectes peptidyl-prolyl cis-trans isomerase cyp20- 141 134E35  63.40% metabolic process; P:metabolic process; 29 TPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
_tulumensis_2 3 ’ e P:response to stress; P:catabolic process; ; (PANTHER)
P:secondary metabolic process; P:response to
biotic stimulus; P:anatomical structure
morphogenesis; P:multicellular organismal
development; P:cell differentiation; F:catalytic
activity; P:response to endogenous stimulus; ;
P:cellular protein modification process;
P:nucleobase-containing compound metabolic
process
IPRO11038; IPR0O12674; IPR022272; PTHR10612 (PANTHER),
1215 thfpﬁiflszig7340751’6160“6“65 apolipoprotein d 119  726E-16 61.30% - 0  PTHRI10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP),
i — tmhmm (TMHMM)
IPR0O01506; IPR024079; PTHR24543 (PANTHER),
1216 Dtll\lﬁri;szig7(5)74731"’1““6““ blastula protease 10 152 261E-08 58.40% - 0  PTHR24543:SF85 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - SSF55486 (SUPERFAMILY)
1217 DMPC15207606_Speleonectes —NA--- 108 - 0 SignalP-NN(euk) (SIGNALP)

tulumensis 2




DMPC15207643_Speleonectes

IPR0O01563; G3DSA:3.40.50.1820 (GENE3D), PTHR11802:SF6

1218 tulumensis 0 serine carboxypeptidase family protein 194  7.90E-56 64.70% F:hydrolase activity (PANTHER), SSF53474 (SUPERFAMILY)
DMPC15207671_Speleonectes . . S o F:lipid binding; P:transport; F:transporter IPRO11038; IPR0O12674; IPR022272; PTHR10612 (PANTHER),
1219 lumensis 2 apolipoprotein d-like isoform 1 155 182E-41 6330%  Chivity PTHR10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP)
1220 23’5:&2;2733 I Speleonectes glutathione peroxidase 6 113 3.32E-09 71.33%  F:catalytic activity; F:antioxidant activity IPR000889; IPRO12336
DMPC15207750_Speleonectes s o . R . .. IPR000716; PTHR 12352 (PANTHER), SignalP-NN(euk)
1221 tulumensis 1 saxiphilin precursor 112 7.90E-11 66.20% P:proteolysis; F:peptidase activity (SIGNALP)
DMPC15207755_Speleonectes . . . o P:proteolysis; F:serine-type endopeptidase IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1222 tulumensis 2 serine proteinase stubble-like 144 8.10E-21  63.60% activity; F:catalytic activity PTHR24268 (PANTHER)
DMPC15207759 Speleonectes . . .. o . . .. IPR000742; IPR013032; G3DSA:2.170.300.10 (GENE3D),
1223 tulumensis 1 egf-like domain-containing 147  5.94E-30 65.30%  F:catalytic activity PTHR24035 (PANTHER), PTHR24035:SF3 (PANTHER)
1224 Df:ﬁﬁiﬁfg7;88—51’31“’““‘“ hemaggl““mnf:;‘:::ﬁiyete aggregation 135 ) sgp |5 56.60% - IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
F:metal ion binding; P:regulation of
. o . . IPR007087; IPR015880; PTHR11389 (PANTHER),
1225 Dﬁiﬁiﬁg7(9)25—51’61"0“8““ zinc finger protein 235 136 147E-12  54.40% :;1‘:;;“‘_’;‘,’l‘)‘i’oi)Ni‘;‘liepf&‘fS’:’FF_ Z‘;‘izlle;fl acid PTHR11389:SF378 (PANTHER), PF13465 (PFAM), PF13894
-~ - incing; r-vlological_p o (PFAM), SSF57667 (SUPERFAMILY)
binding; C:intracellular
T .PC})[IUGDC IIoTuor abll\/ll_y, T .DCllllC‘lyPC
1226 DMPC15207991_Speleonectes ame: full=saxiphilin short=sax flags: 126  491E-15 50.20% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' <77 region; P:negative regulation of peptidase (SIGNALP)
1227 DMPC15208111_Speleonectes NA-- 145 _ IPRO11038; IPR0O12674; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis_0 (TMHMM)
S
1228 -0 2SP pancreatic lipase related protein 1 200 24747 63.50% O pment; F:hydrolase activity; (GENE3D), SignalP-NN(euk) (SIGNALP), SSF53474
_tulumensis_1 P:response to endogenous stimulus; F:protein
;res : (SUPERFAMILY)
binding; P:metabolic process
1229 DMPCI1 5298 190_Speleonectes  hemagglutinin amechyte aggregation 112 S13E-09 62.90% - IPRO26645
tulumensis 0 factor-like
1230 Dﬁiﬁiﬁggi927S‘pele°ne°tes hemagglutinin agz]t’;’rcyte aggregation o8 1 58E-07  58.00% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1231 DMPC15208217_Speleonectes ~ PREDICTED: uncharacterized protein 524 491E-10  40.00% IPR000436; G3DSA:2.10.70.10 (GENE3D), PTHR19325
tulumensis 2 LOC100175254 o U ) (PANTHER), tmhmm (TMHMM)
1232 DMPCISZ08247. Speteoncctes ferritin 3-like protein 122 1.00E23 7640%  Fibinding IPRO01519; IPRO08331; IPR009040; IPRO0907S; IPRO12347
DMPC15208329 Speleonectes . . o . . o . .. IPR002198; IPR002347; IPR016040; PTHR24317 (PANTHER),
1233 tulumensis 0 peroxisomal trans-2-enoyl- reductase-like 190  1.93E-57 74.20%  P:metabolic process; F:catalytic activity PTHR24317:SF0 (PANTHER), SSF51735 (SUPERFAMILY)
I .lJCPIJUaDC IIoTor ﬂ,\all\/ll_y’ T .DUllllC‘l_yPC
1234 DMPC15208350_Speleonectes ame: full=saxiphilin short=sax flags: 148 131E21  53.30% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor ' =77 region; P:negative regulation of peptidase (TMHMM)
DMPC15208430 Speleonectes . o F:peptidase activity; P:protein metabolic IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1235 tulumensis 2 serine protease 161 2.45E-11  69.90% process; P:catabolic process PTHR24265 (PANTHER)
DMPC15208434_Speleonectes . . . .. .
1236 tulumensis 2 parkinson disease 7 domain-containing 108  6.04E-35 74.00% C:extracellular region G3DSA:3.40.50.880 (GENE3D), PTHR31141 (PANTHER)
1237 DMPC15208443_Speleonectes NA 0 IPR001254; TPR009003; IPR018114; G3DSA:2.40.10.10
tulumensis 2 B (GENE3D), PTHR24259 (PANTHER)
1238 Dtll\lﬁri;szig8‘2‘49731"’1““6““ anti-lipopolysaccharide factor isoform 7 149 1.13E-25  71.90% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15208616_Speleonectes . . o o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
1239 tulumensis 1 kazal-type serine proteinase inhibitor 4 95 5.23E-10  55.70% - (PANTHER), SSF100895 (SUPERFAMILY)
1240 DMPCI5208690_Speleonectes 14-3-3 zeta 114 321E-16 81.70% - IPR000308; IPR023410; PTHR18860:SFO (PANTHER)

tulumensis 2




DMPC15208693_Speleonectes

hla class ii histocompatibility antigen

1241 tulumensis 0 samma chain-like isoform 2 161  2.78E-10  63.50% P:proteolysis; F:peptidase activity 2 IPR0O00716; PTHR12352 (PANTHER)
. . o ; IPR000072; G3DSA:2.10.90.10 (GENE3D), PTHR11633
1242 DthPriisSzig8;02—51’6160“3““ pdgf-and Vegf'erfli‘;‘:)‘: factor I-like 197 1.66E37  56.90% félgf gf"?;gi"t‘g ;";xg;:posnwe regulation of 3 b\ NTHER), PTHR11633:SF4 (PANTHER), SSF57501
o — precu vision, &- (SUPERFAMILY)
1243 Hﬁﬁﬁiﬁgs? I Speleonectes dermatopontin 2 125 701E-13 57.70% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1244 Dt{‘ﬁriisszig8;78—5"61"0““‘“ —NA--- 144 - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. - . F:binding; P:mitochondrion organization;
1245 Dtll\:{lll’ﬁirSISZi(s)8;837$pele0nectes mltochon?rr;f.llsllcljzzggtsllr;tr’lsrrlitrembrane 118  2.62E-43 84.50%  P:protein transport; C:mitochondrion; C:protein 5 IPR004217; PTHR19338 (PANTHER)
- = complex
. . . o IPRO16040; PTHR24316 (PANTHER), PTHR24316:SF1
1246 Dtll\l’griiiszig821;7975”1““6“65 epidermal retinol dehydrogenase 2 109 1.74E-17  76.70% g;ﬁﬁ%‘ﬁi‘gﬁgﬁl& Fcatalytic activity; 3 (PANTHER), SignalP-NN(euk) (SIGNALP), SSF51735
- - : £ (SUPERFAMILY)
‘ . . ) IPR000668; IPRO13128; IPR025660; IPR0O25661;
1247 Dt{‘lﬁiisszigg?O—Speleonec“’s ale o 1 allergen 154 4.07E-74  80.40% Frgiggsda;i:f;l‘;‘htyc ; Pr'(f)’crg;:m metabolic 3 G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
- - P o P (PANTHER), SSF54001 (SUPERFAMILY)
1248 25{5&2;2835 6_Speleonectes 5 -nucleotidase-like 115 829E-37 73.00% - 0 IPRO06179; IPRO08334; PTHR11575:SF7 (PANTHER)
DMPC15208958 Speleonectes ) . } o F:carbohydrate binding; P:carbohydrate IPR000322; PTHR22762:SF7 (PANTHER), SSF51011
1249 tulumensis 1 neutral alpha-glucosidase ab 148 3.88E-27  74.30% metabolic process; F:hydrolase activity 3 (SUPERFAMILY)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
1250 Dtﬁiielsszig8?86—51’6160““‘“ serine protease inhibitor kazal-type 6-like 135  6.97E-09 67.33% - 0 PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), SSF100895 (SUPERFAMILY)
T.arnatolrmicdar suuacwurc lllUlpllUgCllcblb, Tr.clliarar
component organization; P:cell differentiation;
P:multicellular organismal development;
P:signal transduction; P:response to endogenous
DMPC15209000 Speleonectes D biologionl prooess Prochlar proten IPRO13783; PTHR24416 (PANTHER), PTHR24416:SFIS 1
1251 R —>P fibroblast growth factor receptor 3-iiic 114 2.44E-13  70.10% brojogical_p - P 19 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
_tulumensis_0 modification process; P:embryo development;
eSS . SSF48726 (SUPERFAMILY)
F:carbohydrate binding; P:regulation of
biological process; P:cell proliferation;
P:metabolic process; F:receptor activity;
F:protein kinase activity; F:protein binding;
DMPC15209010_Speleonectes N . N ] T IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1252 tulumensis 1 epididymal secretory protein el 155  1.86E-11  65.00% P:transport; F:binding; C:intracellular 3 NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15209033_Speleonectes N ) R IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1253 tulumensis 1 epididymal secretory protein el 128  4.30E-19  60.50% - 0 NN(euk) (SIGNALP)
1254 25{5&2;2925 9_Speleonectes glutathione peroxidase 1 131 125E-19  83.00% - 0 IPRO00889; IPRO12336; tmhmm (TMHMM)
1255 Dtll\l’{l}:iigszi??OfSpeleO"“‘eS sulfakinin-like peptide 186 421E-13  65.80%  Ciextracellular region 1 IPROI3152
1256 DMPCI5209181_Speleoncctes histone h2a 258 122E74 92709  C-chromosome; F:DNA binding; P:organelle 4 IPR002119; IPR007125; IPR009072; PTHR23430 (PANTHER)
tulumensis 1 organization; C:nucleus
DMPC15209224_Speleonectes . . N ] o IPR001254; IPRO01314; IPR0O09003; IPRO18114;
1257 tulumensis 1 clotting factor b-like 258 5.37E-18  55.00% F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER)
1258 DMPC15209238_Speleonectes prophenoloxidase activating factor 122 3.86E-42 72.40% F:peptidase activity 1 IPRO0I254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

tulumensis 1

PTHR24268 (PANTHER), PTHR24268:SF68 (PANTHER)




DMPC15209294 Speleonectes

C:cytosol; C:protein complex; F:catalytic
activity; F:binding; P:carbohydrate metabolic

IPR000941; IPR020809; IPR020810; G3DSA:3.20.20.120

_ 0,
1259 _tulumensis_1 enolase 173 2.20E-105 90.60% process; P:generation of precursor metabolites (GENE3D), SSF51604 (SUPERFAMILY)
and energy; P:catabolic process
DMPC15209303_Speleonectes . . o P:oxidation-reduction process; F:oxidoreductase 1PR012349; PTHR13343 (PANTHER), PTHR13343:SF4
1260 jumensis 1 protein creg2-like 189 L33E-15  71.60% activity; F:FMN binding; C:cellular component 4 (PANTHER), PF13883 (PFAM)
DMPC15209322 Speleonectes . . o IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1261 7 Jumensis 0 serine proteinase 122 S.69E-13  33.60% - O PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
P:biological_process; C:lysosome; P:transport; . . .
1262 DMPC15209372_Spele0nectes epididymal secretory protein el precursor 149 2.80E-17 58.00%  F:protein binding; P:response to biotic stimulus; 6 IPRO03172; IPRO14756; PTHR11306 (PANTHER), SignalP-
_tulumensis_2 I NN(euk) (SIGNALP)
F:lipid binding
F:low-density lipoprotein particle binding;
C:integral to membrane; C:membrane; P:lipid
metabolic process; P:lipid transport;
P:endocytosis; P:transport; C:perinuclear region
DMPC15209398 Speleonectes . o . . . IPR002172; IPR023415; PR00261 (PRINTS), PTHR12106
1263  tulumensis 2 sortilin-related receptor 154  232E-13  46.40% of cytoplasm., P..multlcelhlxlar 'organlsn.lal - 14 (PANTHER), PTHR12106:SF7 (PANTHER)
development; C:low-density lipoprotein particle;
F:receptor activity; F:protein binding;
P:cholesterol metabolic process; P:steroid
metabolic process
1264 Dtll\lgﬁelsszigg?99—Spele°“e°te3 si:dkey- protein 106 225E-09 6133% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15209466_Speleonectes . . . o F:carbohydrate binding; P:multicellular IPR001304; IPR016186; IPR016187; PTHR22802 (PANTHER),
1265 tulumensis_1 seminal fluid protein isoform a 147 3.25E-12 49.80% organism reproduction; C:extracellular space 3 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15209478 Spelconectes IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
1266 R P carboxypeptidase a 118  4.07E-17 65.50% C:extracellular region; F:peptidase activi 2 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
tulumensis_0 ypep & pep v &
- - SSF53187 (SUPERFAMILY)
. o o IPR000626; IPR019954; IPR019955; IPR019956;
1267 DthPﬁilfszi?gz“—Spele"“e“es ubiquitin-40s ribosomal protein s27a-like ~ 119 4.35E-42  95.00% g;‘:ﬁ;‘;‘t‘::n F:structural molecule activity; 3 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
—u — : SSF54236 (SUPERFAMILY)
1268 DMPCISZ09537. Spelconectes alpha-carbonic anhydrase 177 499E37  64.80% - 0 IPROO1148; IPR023561
1269 DMPC1 52.09538_Speleonectes hemagglutinin amebocyte aggregation 258 232E-23  67.30% R 0 IPRO26645
tulumensis_0 factor
1270 Dﬁﬁi; 2;29;8 1Speleoncetes 4 ocyanin subunit type 1 precursor 155 720E-82  69.10% - 0 IPR005203; IPRO13788; IPRO14756
IPRO13126; G3DSA:2.60.34.10 (GENE3D), G3DSA:3.30.420.40
DMPC15209670_Speleonectes o P:protein metabolic process; F:protein binding; (GENE3D), PTHR19375 (PANTHER), PTHR19375:SF1
1271 lumensis 2 molecular chaperone 172 3.10E-60  84.90% ¢ leotide binding; P:response to stress 4 (PANTHER), SSF100920 (SUPERFAMILY), SSF53067
(SUPERFAMILY)
IPR0O01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1272 Dtﬁ/fprielssziggg88—51’6160““‘“ serine protease 119 453E-10 61.00%  F:peptidase activity 1 (GENE3D), PTHR24256 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP)
1273 PMPCIS209708 Speleonectes  hemagglutinin amebocyte aggregation 135 750514 6030% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; IPR001314; IPR009003; IPRO18114;
1274 thﬁiisszigggs 6_Speleonectes clotting factor b-like 340  7.59E-47 53.90%  F:catalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
1275 DMPC15209768 Speleonectes  low-density lipoprotein receptor-related 287  7.82E-09 64.20% F:calcium ion binding; C:integral to membrane; 3 IPR002172; IPR023415; PTHR10529 (PANTHER),

tulumensis 0

protein 2-like

C:membrane

PTHR10529:SF151 (PANTHER), tmhmm (TMHMM)




DMPC15209776_Speleonectes

IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10

1276 tulumensis 1 late trypsin 319 6.16E-39  57.80% F:catalytic activity 1 (GENE3D), PTHR24260 (PANTHER), SignalP-NN(euk)
— — (SIGNALP)
1277 Dtﬁgﬁelssziggg96—Spele°“e°tes fasciclin-like protein precursor 155 4.04E-19 5733% - 0 IPRO00782; PTHR10900 (PANTHER)
P:cellular component organization; P:regulation
of biological process; P:cell proliferation;
C:endosome; F:protein binding; C:lysosome;
P:cell death; P:signal transduction; F:receptor
binding; C:endoplasmic reticulum; P:cell
differentiation; P:multicellular organismal
cd74 antigen (invariant polypeptide of development; P:response to stress; P:protein
1278 Dxﬁﬁisi(;g? 1_Speleonectes major histocompatibility class ii antigen- 124 4.57E-10 72.40%  metabolic process; P:biological_process; 28 IPR000716; IPR022339
- - associated) isoform cra_d P:cellular protein modification process;
P:biosynthetic process; P:lipid metabolic
process; F:receptor activity; C:cell; P:protein
transport; C:Golgi apparatus; C:plasma
membrane; P:behavior; P:response to external
stimulus; C:protein complex; P:transport;
F:enzyme regulator activity
1279 Dtll‘lﬁiizszilso?70—8196160“6““ hemagglutinin a?;‘c"'t’;cyte aggregation 435 S41E16 6020% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15210130_Speleonectes L . o IPR001478; G3DSA:2.30.42.10 (GENE3D), PTHR23116
1280 tulumensis 0 PREDICTED: similar to harmonin 226 2.75E-37  70.50% - 0 (PANTHER), PTHR23116:SF12 (PANTHER)
IPR0O00668; IPR0O13128; IPR025660; IPR025661;
1281 Dtll\lﬁri;szilsoé93731"’1““6“65 cathepsin 1 141  1.02E-66 79.60% - 0  G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
- = (PANTHER), SSF54001 (SUPERFAMILY)
1282 DMPC15210220_Speleonectes - NA--- 37 R 0 G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER),
tulumensis 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15210247_Speleonectes . . . . o F:peptidase activity; P:protein metabolic IPRO11650; G3DSA:3.40.630.10 (GENE3D), PTHR11014
1283 tulumensis 0 cytosolic non-specific dipeptidase 145 1.33E-60 82.20% process; P:catabolic process 3 (PANTHER), PTHR11014:SF15 (PANTHER)
DMPC15210250_Speleonectes . . o . . IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1284 tulumensis 2 clotting factor g beta subunit precursor 215 9.06E-17  60.50% F:hydrolase activity 1 PTHR24265 (PANTHER)
DMPC15210290_Speleonectes . . o IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
1285 tulumensis 1 ecdysteroid-regulated protein 191  4.87E-30 59.50% - 0 NN(euk) (SIGNALP)
DMPC15210322 Speleonectes o . .. TIPR001254; TPR001314; TIPR009003; IPRO18114;
1286 " lumensis 0 26kda protease 263 5.66E-45  58.80%  F:hydrolase activity ! G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER)
1287 D&‘:{Eﬁisszilsog94—51’61“““‘“ adhesive plaque matrix protein 163 7.04E-17  55.00% - 0 SignalP-NN(euk) (SIGNALP)
1288 DNPC 1321045 0_Speleonectes  hemagglutinin "“fzzt’;’:yte aggregation 3 ge3pq| §5.40% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:electron carrier activity; P:cellular
DMPC15210489 Speleonectes .. . o homeostasis; P:regulation of biological process; IPR005746; IPR005788; IPR012336; IPR0O13766; IPR0O17937;
1289 lumensis 1 protein disulfide isomerase 278 TT8E-39 87.00% b ctabolic process; F-catalytic activity: 7 PTHR18929 (PANTHER), PTHR18929:SF32 (PANTHER)
F:transferase activity; C:endoplasmic reticulum
DMPC15210503_Speleonectes . . o IPR002928; PTHR13140 (PANTHER), PTHR13140:SF106
1290 tulumensis 0 myosin heavy chain 124 6.04E-38  89.00% - 0 (PANTHER)
T .pcpuuqbc TIITIIoInor Clbl.lVll.y, I .bUllllU'LleC
1291 DMPC15210620 Speleonectes ame: full=saxiphilin short=sax flags: 133 143E-16  53.20% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_2 precursor ’ U region; P:negative regulation of peptidase (TMHMM)
1297 DMPCI5210733 Speleonectes . joooolysaccharide factor isoform 7 146 3.03E-20  63.70% - 0  IPR024509; IPR024716

tulumensis 1




DMPC15210821_Speleonectes

C:intracellular; F:nucleotide binding; P:signal

IPR005225; IPR006689; IPR024156; IPR027417;

1293 tulumensis 0 adp-ribosylation factor-like protein 1-like 128  9.45E-65 99.10% transduction G3DSA:3.40.50.300 (GENE3D), PTHR11711 (PANTHER),
- - PTHR11711:SF41 (PANTHER)
IPR000169; IPR000668; IPR0O13128; IPR013201; IPR025660;
DMPC15210925_Speleonectes . o TPR025661; G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
1294 lumensis 1 cathepsin | 608 6.08E-129 71.90% - (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
SSF54001 (SUPERFAMILY)
1295 I)tl:l/{llzriiszilo?487Speleonectes female neotenic-specific protein 3 144  6.48E-11 55.14% - no IPS match
1296 Drﬁ/{iriisszilsl(0)36—5"6160“6““ neutral ceramidase 307 4.56E-25 6120% - IPRO06823
1297 Dtll\:grgijélsl(2’84—51""160“6“65 hemagglutmmf::::rb_ﬁiye‘e aggregation 113 4.06E-11  61.70% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15211093_Speleonectes dehydrogenase reductase sdr family o . . IPR002347; IPR016040; PTHR24322 (PANTHER),
1298 lumensis 1 member 11-like 159 7.79E-30  76.10%  P:metabolic process PTHR24322:SF7 (PANTHER), SSF51735 (SUPERFAMILY)
DMPC15211133 Speleonectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1299 ulumensis 1 P serine protease 129 1.75E-20  65.10% F:peptidase activity (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP), tmhmm (TMHMM)
DMPC15211354 Speleonectes IPR0O01254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
1300 tulumensis 2 p kallikrein-2 isoform 1 125 1.60E-13 54.90%  F:peptidase activity (GENE3D), PTHR24259 (PANTHER), SignalP-NN(euk)
- — (SIGNALP)
IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1301 D&‘ﬁiiézszllsl ;02—51’8160“““’5 hyaluronan-binding protein 2-like 115 442E-12 53.80% - PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP),
— — tmhmm (TMHMM)
1302 DMPCI15211617_Speleonectes NA- 47 } IPR001304; IPRO16186; IPR0O16187; IPR0O18378; PTHR22802
tulumensis 2 (PANTHER), tmhmm (TMHMM)
1303 DMPCIS211627 Spelconectes preproneuropeptide f i 128 395E-18  65.00% - IPR001955; IPR020392; tmhmm (TMHMM)
1304 DMPC15211739_Speleonectes soma ferritin 108 844E-30 88.40%  L-cellularhomeostasis; Ficatalytic activity; IPR001519; IPRO08331; IPR009040; IPR009078; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPCI15211791_Speleonectes . . o C:extracellular region; P:multicellular IPRO15526; IPR020067; IPR026559; SignalP-NN(euk)
1305 tulumensis 2 frizzled-related protein 2 122 2.38E-27  77.30% organismal development; P:signal transduction (SIGNALP), tmhmm (TMHMM)
DMPC15211793 Speleonectes . o . . .. IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1306 tulumensis 2 trypsin 7 157  7.18E-30  75.80% F:peptidase activity (GENE3D), PTHR24256 (PANTHER)
DMPC15211927_Speleonectes . o . . .. IPRO13785; IPR017853; IPR0O18155; SignalP-NN(euk)
1307 tulumensis 1 hyaluronidase precursor 158  1.07E-22  59.20% F:catalytic activity (SIGNALP), tmhmm (TMHMM)
1308 DMPCI5211978_Speleonectes soma ferritin 11 3.07B-31 8840  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPR009040; IPRO090TS; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
IPR0O01254; IPR001314; IPR009003; IPRO18114;
1309 Dtll‘lﬁi;szils2(1“8—51”1“““‘“ plasminogen activator spa 328  7.7E-69 57.70% - G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
- - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
T .PIIUDPIIUIIPGDU A a\/ll\/lly, I.Carcrullr 1oir
DMPC15212051_Speleonectes . . o binding; P:lipid catabolic process; IPR0O01211; IPR013090; IPR016090; SignalP-NN(euk)
1310 _tulumensis_2 phospholipase a2-like 141 6.01E-I5 — 62.80% P:phospholipid metabolic process; (SIGNALP)
e IPR001254; IPR001314; IPR009003; IPRO18114;
1311 Dtlvfprgisszilszg6S—Spele"“e"tes plasminogen activator spa 216 828E-32 57.10%  Fecatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
e = SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
C:cytoplasm; F:nucleotide binding;
; ’ . = . IPR016040; IPR020828; IPR020829; IPR020830; IPR020831;
1312 DMPC15212135_Speleonectes glyceraldehyde-3-phosphate 284 2.01E-130 84.60% P:carbohydrate metabolic process; P:generation G3DSA:3.30.360.10 (GENE3D), SSF51735 (SUPERFAMILY),

_tulumensis_0

dehydrogenase

of precursor metabolites and energy; P:catabolic
process; F:catalytic activity; P:metabolic process

SSF55347 (SUPERFAMILY)




DMPC15212183_Speleonectes

IPR0O18998; PTHR12439 (PANTHER), PTHR12439:SF6

. 3 o . . .
1313 tulumensis 0 placental protein 11 137  5.57E-29  68.50% F:hydrolase activity, acting on ester bonds (PANTHER), SSF142877 (SUPERFAMILY)
P:biological_process; C:lysosome; P:transport; .
DMPC15212221_Speleonectes Lo . o : R S, S . IPR003172; IPR014756; PTHR 11306 (PANTHER), SignalP-
1314 tulumensis_2 epididymal secretory protein el precursor 152 7.78E-26  56.80% F.p_ro_telq blpdmg, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
1315 DMPCIS% 12227 Speleonectes NA-— 310 ) 10 IPS match
tulumensis_1
DMPC15212275_Speleonectes . . o . . . . s IPR001623; IPR018253; PTHR24078 (PANTHER),
1316 tulumensis 1 dnaj homolog subfamily ¢ member 9 124 1.17E-37  83.00% P:protein metabolic process; F:protein binding PTHR24078:SF16 (PANTHER)
P:proteolysis; P:cell proliferation;
1317 Dtlvfpﬁgszilszf79751’6160“““ isoform f 162 1.59E-09 42.00%  F:metalloendopeptidase activity; IPRO06586; IPR024079
i - C:cellular component
1318 Dﬁiﬁiﬁ;?gzSfSpele"“eCtes —NA--- 124 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
T .PIIUDPIIUIIPGDU A a\/ll\/lly, I.Carcrullr 1oir
DMPC15212439_Speleonectes . . o binding; P:lipid catabolic process; IPR0O01211; IPR013090; IPR016090; SignalP-NN(euk)
1319 _tulumensis_1 phospholipase a2-like 155 SOIE-I7 - 58.80% P:phospholipid metabolic process; (SIGNALP)
1320 DMPC15212613_Speleonectes NA- 333 } 10 TIPS match
tulumensis 1
DMPC15212626_Speleonectes . . VT ) o . L IPR0O01199; PTHR10281 (PANTHER), PTHR10281:SF4
1321  tulumensis_0 low quality protein: neuferricin-like 285 4.10E-62 61.70%  F:heme binding (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:chitin catabolic process; F:hydrolase activity,
1322 DMPCIS212733 Speleonectes o\ iooce domain-containing protein I-like 122 5.12E-17 63.10%  Lydrolyzing O-glycosyl compounds; PTHR11177 (PANTHER), tmhmm (TMHMM)
_tulumensis_2 P:carbohydrate metabolic process; F:cation
binding; F:catalytic activity; F:chitinase activity
1323 D o212 74 Speleonectes - selenum-epencen elutathione 134 837E-49 7880% - IPR000889; IPRO12336; PTHR11592:SF0 (PANTHER)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
DMPC15212875_Speleonectes . o PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
1324 lumensis 1 mantle protein 9 148 142B-08  6475% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
1325 Dtll\:grielsszilsz?5—Spele°“e°‘es 14-3-3 protein 248 3.20E97 79.20%  Fiprotein binding IPR000308; IPR023410; PTHR18860:SFO (PANTHER)
1326 DMPC1921 2043 Speteonectes —NA-- 86 - IPRO00S67; IPRO11390
DMPC15212961_Speleonectes . o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
1327 tulumensis 2 kazal-type protease inhibitor 100  1.62E-12  57.20% - (PANTHER), SSF100895 (SUPERFAMILY)
DMPC15213014_Speleonectes —aldehyde dehydrogenase mitochondrial- o . . R . IPRO15590; IPR0O16161; IPRO16163; PTHR11699 (PANTHER),
1328 tulumensis 0 like 129 3.55E-64 85.70% F:catalytic activity; P:metabolic process PTHR11699:SF46 (PANTHER)
1329 DMPC152. 13046_Speleonectes o NA—- 129 ) IPRO26645
tulumensis_0
DMPC15213182_Speleonectes . . o IPR0O01211; IPR0O13090; IPR016090; PTHR12253:SF7
1330 tulumensis 2 group 3 secretory phospholipase a2-like 147  5.57E-44  60.00% - (PANTHER)
IPR000668; IPR0O13128; G3DSA:3.90.70.10 (GENE3D),
1331 Dﬁiﬁiﬁ? i 86_Speleonectes cathepsin | 106 8.88E-29 72.60% - PTHR12411:SF149 (PANTHER), tmhmm (TMHMM), SSF54001
-~ — (SUPERFAMILY)
DMPC15213236_Speleonectes o IPRO13126; G3DSA:1.20.1270.10 (GENE3D), PTHR19375
1332 7 lumensis 2 heat shock cognate 70 145 389E-39  91.80% - (PANTHER), SSF100934 (SUPERFAMILY)
1333 DMPC15213304_Speleonectes  isoamyl acetate-hydrolyzing esterase 1 147 578E26  6830% - IPR001087; IPR013831; PTHR14209 (PANTHER), SSF52266

tulumensis 1

homolog

(SUPERFAMILY)




DMPC15213349_Speleonectes

IPR005204; IPR013788; PTHR11511:SF23 (PANTHER), SignalP-

. . ] .
1334 tulumensis 2 hemocyanin subunit type 1 precursor 138 8.84E-48  69.10% 0 NN(euk) (SIGNALP), tmhmm (TMHMM)
1335 Dtll\ﬁﬁisszilsz'fg1—Spele°“e°‘es hypothetical protein, partial 336 520E-08 47.50% - 0 noIPS match
1336 DMPCI5213470_Speleoncctes NA 7 ] o IPRO00941; IPRO20810; G3DSA:3.20.20.120 (GENE3D),
tulumensis 2 SSF51604 (SUPERFAMILY)
P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological_process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
R
1337 990 SP ubiquitin-40s ribosomal protein s27a 136 6.55E-47 97.50% . o\aDOUIC Process, T.reg g 27  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
_tulumensis_0 process; P:cell death; P:cellular component
3, 1 ; SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
1338 DMPCIS213553 Speleonectes 364 orotein c6orf211 homolog 128 420E22 6130% Fmolecular_function; P:biological process; 3 IPR002791; PTHR12260 (PANTHER)
tulumensis 1 C:cellular component
DMPC15213629_Speleonectes . . . R ] . o . G3DSA:3.40.50.1820 (GENE3D), PTHR10992 (PANTHER),
1339 tulumensis 0 abhydrolase domain-containing protein 9 65 5.77E-15  90.10% P:metabolic process; F:hydrolase activity 2 PTHR10992:SF98 (PANTHER), SSF53474 (SUPERFAMILY)
- o ) IPRO00668; IPRO13128; IPR025661; G3DSA:2.40.50.170
1340 Dtlvfpﬁisszils3269—Spele°“e°tes cathepsin I-like 122 6.13E20  86.00% Frg?e’;lsda;i;’gl‘)‘(’)‘htyc ; Pr‘})’;g;:m metabolic 3 (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
v — P al P (SUPERFAMILY)
1341 Hﬁﬁﬁiﬁl3;29731’61‘30““‘65 soma ferritin 119 522E26 7730%  F:binding I IPRO0I519; IPRO0S331; IPRO09040; IPROO90TS; IPRO12347
DMPC15213733_Speleonectes . N ] . IPRO00118; PTHR12274 (PANTHER), PTHR12274:SF0
1342 tulumensis 2 grn protein 149  4.18E-08 46.89% P:axon extension 1 (PANTHER)
1343 DMPCIS2I3742 Speleonectes anti-lipopolysaccharide factor 135 667E-12 7240% - 0 IPRO24509; IPR024716
1344 Dtﬁﬁﬁizszi?gsS—SPele"“e“es dermatopontin 2 271  3.70B-27 57.30% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1345 DMPCI5213872_Speleonectes soma ferritin 124 490E-32 87.10%  Licellular homeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15213911_Speleonectes o R IPRO02110; IPRO20683; PTHR24152 (PANTHER),
1346 7 lumensis 2 myotrophin-like isoform 2 143 4.80E-52 81.80% - O PTHR24152:SF0 (PANTHER), SignalP-NN(cuk) (SIGNALP)
1347 Dtﬁ/flljriisszi?gs 7_Speleonectes hemaggl““?;;gf‘;g;ﬁﬁifggregat“’“ 147 3.14E26  62.00% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15213986_Speleonectes . N ] o ) IPR012394; IPRO15590; IPRO16161; IPRO16163; PTHR11699
1348 tulumensis 0 aldehyde dehydrogenase 3-1 variant b 292 5.42E-74  72.30% F:catalytic activity; P:metabolic process 2 (PANTHER), tmhmm (TMFMM)
IPR000626; IPR019954; IPR019955; IPR019956;
1349 D&‘:{Eﬁisszils“}86—81’61“““‘“ isoform cra_b 121 121E-46 97.70% - 0  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
IPR007087; [PRO13087; IPRO15880; PTHR23223 (PANTHER),
1350 Hﬁirielsszils‘%07—51’6160“"’“63 transcription factor sp5 286  1.50B-32 83.40% - 0 PTHR23223:SF14 (PANTHER), PF13465 (PFAM), SSF57667
- — (SUPERFAMILY)
1351 DMPC15214232 Speleoncetes d-dopachrome decarboxylase-a 197 1.07E-16 57.10% - 0 IPRO01398; IPRO14347; G3DSA:3.30.429.10 (GENE3D)

tulumensis 2




DMPC15214342_Speleonectes

IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10

1352 tulumensis 1 ---NA--- 152 - 0  (GENE3D), PTHR24250 (PANTHER), PTHR24250:SFO
— — (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15214367_Speleonectes o . o IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
1353 tulumensis 2 anti-lipopolysaccharide factor 133 1.14E-25 68.90% - 0 (TMHMM)
F:phospholipase A2 activity; F:calcium ion
DMPC15214380_Speleonectes . ) o binding; P:lipid catabolic process; . .
1354  tulumensis_0 phospholipase a2 145  1.40E-18  65.60% P:phospholipid metabolic process; F:hydrolase 6  IPR0O01211; IPR0O13090; IPR016090
activity; C:extracellular region
. . R . . IPR000668; IPR013128; IPR025661; G3DSA:2.40.50.170
1355 Hﬁgrigszils“;s 3_Speleonectes cathepsin I-like 161 2.11E22  87.40% Frgiggsda;i:gxhtyc ; Prfcr;’::m metabolic 3 (GENE3D), PTHR12411:SF149 (PANTHER), tmhmm
- — P S P (TMHMM), SSF54001 (SUPERFAMILY)
1356 Dﬁﬁi; 2;14‘5‘88—51’61“““‘“ protein 140 8.57E-09 7233% - 0 noIPS match
DMPC15214497_Speleonectes o . . o IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1357 " ilumensis 2 trypsin-like serine proteinase 1 128 14527 64.90% - O PTHR24264 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15214500_Speleonectes . . o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
1358 tulumensis 1 kazal-type proteinase inhibitor 146 1.55E-15 56.40% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
ame: full=hemagglutinin amebocyte
1359 Dﬁﬁﬁiﬁl“i“ﬁsmle"““ws aggregation factor ame: full=18k-laf flags: 167  3.19E-11  69.80% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- - precursor
1360 Dtll\l’griéiszils“g69fSp°1°°ne°tes i-type lysozyme 270 1.28E-36  64.10%  F:lysozyme activity 1 IPRO08597; IPRO18247
1361 Hﬁiielsszils“g14—Spele°“e°tes dermatopontin 2 225 6.33E-40  59.70% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15214630 Speleonectes .. o IPR001223; TPR002557; IPR0O13781; IPRO17853; PTHR11177
1362 tulumensis 0 chitinase 1 176 1.99E-30  52.00% - 0 (PANTHER)
I, pepuuast mimoIur acuvity, 17.5CTIc=ty pc
DMPC15214659_Speleonectes . o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1363 _tulumensis_0 protein 134 2.10E-18 ~ 51.80% region; P:negative regulation of peptidase 4 (SIGNALP), tmhmm (TMHMM)
I .PC})[IUGDC HIIIoToT abll\/ll_y, T .DCIIIIC‘I,_)’PC
1364 DMPCI1 521 4698_Speleonectes protein 145 4.05E-19 52.70% endlop(?ptfdase 1'nh1b1t0r a9t1v1ty; C:e)'(tracellular 4 IPRO00716; PTHR12352 (PANTHER)
_tulumensis_2 region; P:negative regulation of peptidase
DMPC15214721_Speleonectes . . o A. . - . IPR001747; IPR011030; IPRO15816; IPRO15819; PTHR23345
1365 tulumensis 0 vitellogenin 2 431  1.70E-40 46.30% P:lipid transport; F:lipid transporter activity 2 (PANTHER)
DMPC15214932_Speleonectes . . o IPR005204; IPR013788; PTHR11511:SF23 (PANTHER), SignalP-
1366 tulumensis 2 hemocyanin subunit type 1 precursor 149 3.54E-69 68.50% - 0 NN(euk) (SIGNALP), tmhmm (TMHMM)
F:unfolded protein binding; P:protein folding;
F:heat shock protein binding; . .
1367 DMPCI1 521 5020 Speleonectes #NAME? 211 2.65B-25 52.80% F:molecular function; C:membrane; 3 IPR001623; PTHR24078 (PANTHER), PTHR24078:SF22
tulumensis_0 . - . (PANTHER), tmhmm (TMHMM)
- — P:biological _process; P:spermatogenesis;
C:cellular component
DMPC15215075_Speleonectes . o F:actin binding; F:calcium ion binding; F:lipid IPR001464; IPR018252; IPR018502; PTHR10502:SF23
1368 . jumensis 0 annexin x 223 6.28E-50 7240% 4 ing 3 (PANTHER), tmhmm (TMHMM)
DMPC15215188_Speleonectes . o IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1369 tulumensis 0 proclotting enzyme 202 1.28E-27 60.50% - 0 (GENE3D). PTHR24275 (PANTHER)
F:hydrolase activity, hydrolyzing O-glycosyl
1370 DMPCI5215273_Speleonectes neutral alpha-glucosidase ab-like 349 125E-33 66209  Compounds; Fcarbohydrate binding; ) 4 IPR000322; PTHR22762:SF7 (PANTHER)
_tulumensis_2 P:carbohydrate metabolic process; F:catalytic
activity
1371 PMPC15215274_Speleonectes dermatopontin 2 114 1.32E-09 58.00% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 1




ame: full=prohormone-1 contains: ame:

DMPC15215323_Speleonectes full=brain peptide lIrnqldigdlq contains:

1372 7S ame: full=brain peptide lrnqldigdl 118 121E-24 73.80% - 0  tmhmm (TMHMM)
- = contains: ame: full=brain peptide
sywkqcafnavscf-amide flags: precursor
1373 DMPCIS% 15329 Speleonectes  hemagglutinin amebocyte aggregation 176 1.59E-32  61.00% ) 0 IPRO26645
tulumensis_0 factor
P:defense response; F:hydrolase activity;
P:metabolic process; P:carbohydrate metabolic . . . .
DMPC15215334_Speleonectes . ) o . L. L IPRO13785; IPR0O17853; IPRO18155; PTHR11769:SF8
1374 . hyaluronidase precursor 225 1.15E-49 56.80%  process; F:hyalurononglucosaminidase activity; 8
_tulumensis_1 . . (PANTHER)
F:hydrolase activity, acting on glycosyl bonds;
F:catalytic activity; C:extracellular region
1375 Dtll\lﬁi;gszlls SOLSpele"“eCtes —NA--- 120 - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1376 Dtﬁ/gr(ljlisszilss ggl—Spele‘me“es glyc"Syl;l;l;ngl’fi‘jﬁilylgf;‘?l'llnked 238 2.06E-26 65.60% - 0  IPRO01148; IPR023561; SignalP-NN(euk) (SIGNALP)
DMPC15215574_Speleonectes nad-dependent glyceraldehyde-3- o . . R . TPR020829; TPR020831; G3DSA:3.30.360.10 (GENE3D),
1377 tulumensis 0 phosphate dehydrogenase 124 1.55E-19  89.60% F:catalytic activity; P:metabolic process 2 SSF55347 (SUPERFAMILY)
1378 DMPC152.1 5587_Speleonectes  hemagglutinin amebocyte aggregation 104 127622 6130% - 0  IPR0O26645
tulumensis_2 factor
1379 Dtll\lﬁiis:ilss gGZ—Spele"“e“eS hemaggl“““‘nf:::::‘l’&y;e aggregalion 143 936E-22  62.00% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:biological process; C:lysosome; P:transport; .
DMPC15215671 Speleonectes . .. - ) . 10 OFlca._Process > £ A , IPR003172; IPRO14756; PTHR11306 (PANTHER), SignalP-
1380  tulumensis_2 epididymal secretory protein el isoform 1 137 4.59E-22  59.30% F.p'rgten} blpdlng, P:response to biotic stimulus; 6 NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
1381 Dtﬁiiisszllss gOI—SPele"ne“"'s dermatopontin 3 101 353E-09 6343% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; TPR009003; IPRO18114; G3DSA:2.40.10.10
1382 Dtlvfprgisszils5;84—51’616"“6““ plasminogen activator spa 132 262E-22 63.00%  Fpeptidase activity | (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP), tmhmm (TMHMM)
F:receptor activity; F:transferase activity; .
DMPC15215790_Speleonectes . ) ) . : act S IPR002172; IPR023415; PTHR10529 (PANTHER), SignalP-
1383 tulumensis_0 lipophorin receptor 94 1.41E-12  70.40% g’tcr:ﬁsport, P:cellular component organization; NN(euk) (SIGNALP)
1384 Dtﬁ’g Ii;flszllss g“oﬁpelwne“es dermatopontin 223 3.07E-08 64.00% - no IPS match
IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1385 DthPrielzrslszilsS 35 8_Speleonectes trypsin 3 120 4.11B-17  59.30% - (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
1386 Dtll\l’gﬁ;szils5204751’61‘30“““ prophenoloxidase activating factor 120 278E27 6540% - (GENE3D), PTHR24268 (PANTHER), PTHR24268:SF63
- — (PANTHER)
1387 DMPC15216196_Speleonectes hemocyanin subunit type 2 precursor 95 382E-27  89.90% B IPR0O00896; IPR008922; TPR013788; PTHR11511:SF20

tulumensis 0

(PANTHER)




DMPC15216380_Speleonectes

P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological

IPR000626; IPR002906; IPR019954; IPR0O19955; IPR019956;

1388 tulumensis 0 ubiquitin-40s ribosomal protein s27a 150  1.09E-57 97.20% rocess: Prcell death: P:cellular component 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — process; £ > tieetiu ponent SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
1389 DMPCISZIGH Spelconectes anti-lipopolysaccharide factor 145 180E29 67.10% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1390 Dﬁﬁﬁ;ﬁfff8—Spele°“e°tes trypsin-like serine proteinase | 115 267E-12 5690% - 0  PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
I pCpuuast nnnonur acuvity, r.S5Crimc=typc
1391 DMPC15216449 Speleonectes ame: full=saxiphilin short=sax flags: 143 775E-20  52.20% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
_tulumensis_2 precursor ’ U region; P:negative regulation of peptidase NN(euk) (SIGNALP)
IPR000172; G3DSA:3.50.50.60 (GENE3D), PTHR 11552
1392 Dtlvfpﬁilfszils6?42—51’31“’““‘65 glucose dehydrogenase 194 236E26 72.60% - 0 (PANTHER), PTHR11552:SF10 (PANTHER), SignalP-NN(cuk)
-t - (SIGNALP), tmhmm (TMHMM), SSF51905 (SUPERFAMILY)
1393 DMPCIS216595 Speleonectes  pp by gy hypothetical protein 97 355609 78.00% - 0 tmhmm (TMHMM)
tulumensis 2
DMPC15216626_Speleonectes A . o P:cellular homeostasis; F:catalytic activity; IPR001519; IPR008331; IPR009040; IPR009078; IPR012347;
1394 tulumensis 2 ferritin mitochondrial 88 1.66E-18 ~ 87.80% F:binding; P:ion transport; P:metabolic process > tmhmm (TMHMM)
F:peptidase inhibitor activity; F:serine-type
1395 DMPClS;l67267$pe1e0nectes ame: full=saxiphilin short=sax flags: 234 5.0SE-12 57.10% end_opzlept.ldase 1_nh1b1t0r ac'tmty; C:ey.;tracellular 6  IPRO00716; PTHR12352 (PANTHER)
_tulumensis_1 precursor region; P:negative regulation of peptidase
activity; P:proteolysis; F:peptidase activity
P:oxidation-reduction process; F:heme binding;
DMPC15216782_Speleonectes . . o F:oxidoreductase activity; P:response to IPR002007; IPR010255; PTHR11475 (PANTHER), tmhmm
1396 _tulumensis_0 chorion peroxidase 209 224E-42 - 63.20% oxidative stress; F:peroxidase activity; 7 (TMHMM)
F:carbohydrate binding; P:cell adhesion
1397 Dtll\lgﬁelsszilséf12—Spele°“e°te3 hemagglutinin a‘f‘;‘c’:’;cyte aggregalion 435 34E.13  55.70% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1398 Dtll\l’gﬁigszilnglsl’ele"“ems glutathione peroxidase 303 1.89E-37 6340%  Ficatalytic activity 1 IPRO00S8Y; IPRO12336; PTHR11592:SF0 (PANTHER)
DMPC15216873_Speleonectes . o IPR001254; IPR001314; IPR009003; IPRO18114;
1399 lumensis 0 trypsinogen 2 162 2.82E-29  64.10% - O G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER)
DMPC15216878 Speleonectes . .
1400 ulumensis 0 hemocyanin subunit type 1 precursor 135 2.73E-84 68.80% - 0 IPR005203; TPR013788; IPR014756
B . o IPR000626; IPR019954; IPR019955; IPR019956;
1401 Dt{\l/{lfl’riiszilf?l_Speleonectes 60s ribosomal protein 140 98  537E-47 97.00% g;;:l‘l)ssl‘:t‘i‘:;lF'Stm“uml molecule activity; 3 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - ) SSF54236 (SUPERFAMILY)
1402 DMPCI1 521 6908 _Speleonectes  hemagglutinin amebocyte aggregation 105 229E-14 57.20% - 0 IPRO26645
tulumensis 1 factor
1403 DMPCI5216941_Speleonectes ferritin-1 heavy chain 92 388E-22 90.60% | ccllularhomeostasis; F:binding; Fcatalytic 5 IPROO1S19; IPRO08331; IPRO09040; IPRO0907S; IPRO12347

tulumensis 2

activity; P:ion transport; P:metabolic process




DMPC15216956_Speleonectes

galactosamine (n-acetyl)-6-sulfate

C:lysosome; F:binding; P:metabolic process;

IPR000917; IPR017849; IPR017850; PTHR10342 (PANTHER),

1404 . 120 447E-23  94.40% o o PTHR10342:SF27 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_2 sulfatase F:hydrolase activity tmhmm (TMFMM)
1405 Dxiﬁisszilségs 8_Speleonectes dermatopontin 3 182 7.85E-15 61.20% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1406 Dtll\lﬁiigszil6366781’61‘30““‘65 dermatopontin 2 134 734E-12  54.70% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1407 Dtﬁfriisszils6?83—51’61"0“““’3 anti-lipopolysaccharide factor isoform7 133 1.45E-24  68.10% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15217041_Speleonectes I ] N , o . IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1408 tulumensis 0 oocyte protease inhibitor-1 precursor 106  8.01E-11  66.90% P:proteolysis; F:peptidase activity (SIGNALP)
DMPCI15217219 Soeleoncetes IPR000152; IPR000742; IPRO13032; G3DSA:2.10.25.10
1409 tulumensis 1 P protein 94 3.10E-11 80.40%  C:extracellular region; F:calcium ion binding (GENE3D), PTHR24048 (PANTHER), PTHR24048:SF15
- — (PANTHER), SSF57196 (SUPERFAMILY)
1410 Dtﬁﬁriisszilj?6—Spele"“e“es nidogen 1 76 215E-10 67.60%  Piproteolysis; F:peptidase activity IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP)
P:proteolysis; F:peptidase activity;
1411 Dtll\l/{l}l’ﬁégszils7;0078pe1e0nectes metalloprotease 139 4.57E-07 57.40% F:metalloendopeptidase activity; SignalP-NN(euk) (SIGNALP)
- — F:metallopeptidase activity
1412 23’{5&2;18784lfSpele"“eC‘es ferritin 3-like protein 134 137E-25 7680%  F:binding IPRO01519; IPRO08331; IPR009040; IPRO0907S; IPRO12347
DMPC15217465_Speleonectes . . N IPR002181; IPRO14715; IPRO14716; IPR020837; PTHR19143
1413 tulumensis 0 carcinolectin5b-4 216 1.53E-50 66.90% - (PANTHER)
IPR000742; IPRO13032; G3DSA2.10.25.10 (GENE3D),
1414 DtN{PIi ! r51 2i1 7‘1‘72731’61‘30“6“‘35 wnt inhibitory factor 1 precursor 111 7.73E-49 83.90% - PTHR24838 (PANTHER), PTHR24838:SF30 (PANTHER),
~tuiumensis_ SSF57196 (SUPERFAMILY)
1415 DMPCI5217495 Speleonectes probable reductase 122 6.10E-16 74.60% | oxidation-reduction process; F:oxidoreductase IPRO01395; IPR023210; PTHR11732:SF34 (PANTHER)
tulumensis_0 activity; C:cellular_component
. IPR002198; IPR002347; IPR016040; PTHR24322 (PANTHER),
1416 Dtﬁ/fprielrff157;24—51’31%““‘“ dehyd“’ge“afsefi‘:r";‘se sdr family 312 1.70B-33  71.70%  P:metabolic process PTHR24322:SF27 (PANTHER), tmhmm (TMHMM), SSF51735
—tuiumensts_ (SUPERFAMILY)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1417 thfpﬁgszils7325751’6160“““ aael013299- partial 139 1.57E-22 6030%  F:catalytic activity (GENE3D), PTHR24260 (PANTHER), SignalP-NN(cuk)
i — (SIGNALP)
IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1418 Dtll\lﬁri;szils7f4578p°1°°“e°tes transmembrane protease serine 6- partial 141 1.52E-12  50.75% - (GENE3D), PTHR24259 (PANTHER), SignalP-NN(euk)
- — (SIGNALP)
IPR007087; IPRO13087; IPRO15880; PTHR24382 (PANTHER),
1419 Dt{‘lﬁiisszil:fﬁI—Speleonec“’s zinc finger protein 248-like 80 3.08E-16 64.00% - PTHR24382:SF0 (PANTHER), PF13465 (PFAM), SSF57667
- — (SUPERFAMILY)
P:biological_process; C:lysosome; P:transport;
1420 Dxpﬁisszilﬂs 6_Speleoneetes . ;4idvmal secretory protein el precursor 147 1.01E-23  59.00%  F:protein binding: P:response to biotic stimulus; IPR003172; IPRO14756; PTHR 11306 (PANTHER)
—u — F:lipid binding
1421 Dtll\l/ffrgisszils7364—Spele°“e°tes carcinolectin 5a partial 162 134E-32  59.40% - IPR002181; IPRO14716; PTHR19143 (PANTHER)
DMPC15218054_Speleonectes . o P:protein metabolic process; P:behavior; IPR001623; IPR018253; PTHR24078 (PANTHER),
1422 7 Jumensis 2 subfamily member 9 124 742E-38  8240% L iein binding PTHR24078:SF16 (PANTHER)
DMPCI15218111_Speleonectes . . o P:proteolysis; F:hydrolase activity;
1423 tulumensis 0 peptidase m4 thermolysin 119  232E-07 62.63% F:metalloendopeptidase activity no IPS match
1424 DMPCIS218195_Speleoncctes protein lothal giant larvae-like 165 R96E4S  8A70% - IPR001680; IPRO15943; IPR017986; IPR0O19775; PTHR10241

tulumensis 0

(PANTHER), PTHR10241:SF10 (PANTHER)




DMPC15218226_Speleonectes

IPR009003; G3DSA:2.40.10.10 (GENE3D), PTHR24264

1425 7 lumensis 1 —NA-- 88 B 0 (PANTHER)
DMPC15218227 Speleonectes . . o IPR005203; IPR013788; IPR014756; SignalP-NN(euk)
1426 tulumensis 2 hemocyanin subunit type 1 precursor 150 447E-56 72.20% - 0 (SIGNALP)
P:biological_process; P:regulation of biological
process; P:protein transport; P:cytoskeleton
organization; P:cell cycle; P:transport; P:cellular
component organization; P:cell-cell signaling;
C:cell; P:response to external stimulus; P:signal
transduction; P:response to abiotic stimulus;
F:cytoskeletal protein binding; P:reproduction;
P:behavior; P:organelle organization; P:ion
DMPC15218313_Speleonectes . o transport; P:growth; C:cytoskeleton; C:protein IPR002048; IPR011992; IPR018247; PTHR23050 (PANTHER),
1427 _tulumensis_0 calmodulin 199 5.84E-101 100.00% complex; C:microtubule organizing center; 34 SSF47473 (SUPERFAMILY)
P:cell death; C:plasma membrane; P:anatomical
structure morphogenesis; F:protein kinase
activity; P:embryo development;
C:cellular_component; F:nucleotide binding;
P:cell differentiation; P:multicellular organismal
development; F:protein binding; C:intracellular;
F:calcium ion binding; P:cellular protein
modification process
DMPC15218369 Speleonectes hypothetical protein o e e .. IPR001747; IPRO15816; IPR015819; PTHR23345 (PANTHER),
1428 tulumensis 0 DAPPUDRAFT 332702 312 530E-73 62.00%  P:lipid transport; F:lipid transporter activity 2 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1429 Dtﬁifliiszilg‘l“ I_Speleonectes 11 cvanin subunit type 1 precursor 143 649E-58 69.70% - 0  IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER)
1430 DMPC15218415_Speleonectes  gamma-interferon-inducible lysosomal 135 2.64E-11  55.80% ) 0 IPR004911; PTHR13234:SF7 (PANTHER), SignalP-NN(euk)
tulumensis 2 thiol reductase ) U (SIGNALP), tmhmm (TMHMM)
1431 Dtl:gﬁisszils8343—51’61““3““ dermatopontin 2 104 277E-08 62.14% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1. pepuuast mimoIur abuvuy, T.5CTIIC=ty pT
1432 DMPC15218559_Speleonectes ame: full=saxiphilin short=sax flags: 127 167E-15  50.30% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_2 precursor ' e region; P:negative regulation of peptidase (SIGNALP)
P:regulation of biological process; P:protein
transport; F:protein binding; P:protein metabolic
DMPC15218611_Speleonectes . . . o process; C:nuclear envelope; C:cell; IPR001623; PTHR24078 (PANTHER), PTHR24078:SF10
1433 _tulumensis_0 “like protein subfamily ¢ member | o7 6.63E-15  8440% C:endoplasmic reticulum; P:catabolic process; 12 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:enzyme regulator activity; F:DNA binding;
P:translation; P:biological process
DMPC15218665 Speleonectes o F:lysozyme activity; P:cell wall macromolecule IPR0O01916; IPR023346; G3DSA:1.10.530.10 (GENE3D),
1434 7 lumensis 1 lysozyme precursor 116 232B-12° 60.60% ¢ holic process > PTHR11407 (PANTHER), PTHR11407:SF2 (PANTHER)
DMPC15218669 Speleonectes . o ) s IPR001304; IPRO16186; [PR0O16187; PTHR22802 (PANTHER),
1435 tulumensis 0 perlucin 5 153 1.22E-12  50.30% F:protein binding 1 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15218694_Speleonectes o IPR0O01283; IPR014044; SignalP-NN(euk) (SIGNALP), tmhmm
1436 tulumensis 2 allergen 5 155 1.35E-18 53.60% - 0 (TMHMM)
DMPC15218695_Speleonectes . o . Lo IPR001304; IPR016186; IPR0O16187; PTHR22802 (PANTHER),
1437 tulumensis 0 perlucin 5 152 3.64E-11 47.20% F:carbohydrate binding 1 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1438 DMPCI5218813_Speleonectes soma ferritin 117 8.70B-36 89.00% .cellularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
1439 DMPCI5218848 Speleonectes  hemagglutinin amebocyte aggregation 149 935 11 62409 - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 1

factor-like




DMPC15218869_Speleonectes

1440 "0 S —-NA-- 247 - IPRO08197; PTHR 19441 (PANTHER)
1441 DMPC15218879_Speleonectes alkyl hydroperoxide reductase thiol 154 341E-59  81.00% P:metabolic process; F:catalytic activity; IPR0O00866; IPR012336; IPR024706; PTHR10681 (PANTHER),
tulumensis 0 specific antioxidant mal allergen ) ] ue F:antioxidant activity PTHR10681:SF51 (PANTHER)
‘ ‘ IPRO01611; IPRO03591; IPR0O25875; G3DSA:3.80.10.10
1442 Dt{‘lﬁiisszils8280—51’61"0““‘“ protein Ph"sl’hatasehieregul“tory subunit 75| 45E26 8730% - (GENE3D), PTHR 10588 (PANTHER), PTHR 10588:SF96
- — (PANTHER), SM00365 (SMART), SSF52058 (SUPERFAMILY)
DMPC15218930_Speleonectes . : . N ] . IPR000209; IPR002884; IPR008979; IPRO15500; IPR023828;
1443 tulumensis 2 pc3-like endoprotease variant a-like 460  4.45E-98 61.20% F:hydrolase activity PTHR10795:SF155 (PANTHER)
F:peptidase inhibitor activity; F:serine-type
1444 DMPC15219005_Speleonectes ame: full=saxiphilin short=sax flags: 133 345E-00  58.60% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_1 precursor ' PP region; P:negative regulation of peptidase (SIGNALP)
activity; P:proteolysis; F:peptidase activity
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1445 Dgﬁi;gi??2—Spele°“e°‘es —NA--- 177 - (GENE3D), PTHR24259 (PANTHER), PTHR24259:SF33
~tuiumensts_ (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1446 Hﬁ/{iﬁgé?gz6751’6160“““ i-type lysozyme partial 240 891E21  66.90%  Filysozyme activity IPRO08597; PTHR11195:SF12 (PANTHER)
o . IPR000566; IPRO11038; IPRO12674; IPR022272; PTHR10612
1447 DMPCI5219030_Speleoncctes apolipoprotein d 182 146E-38 61.70% | -lipid binding; Pitransport; F:transporter (PANTHER), PTHR10612:SF4 (PANTHER), SignalP-NN(euk)
tulumensis_2 activity
- — (SIGNALP)
_ . . IPR001254; IPR001314; IPR009003; IPRO18114;
1448 Dtll\:grielsszilsg?33—Spele°“e°‘“ trypsinogen 3 155 225E23  55.50% i{’irv"ite‘.’lg.s;:l’tj‘ﬁ;‘;‘:{itvyﬁe endopeptidase G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER),
- . ty; Fcatalyt Y SignalP-NN(euk) (SIGNALP)
1449 DMPC152_19114_Speleonectes gamma—mterfe_ron-mdumble lysosomal 166 127634 54.60% - IPRO04911
tulumensis 2 thiol reductase
1450 Dtﬁ’g Iiizszils9}63—8peleonwes anti-lipopolysaccharide factor isoform 7~ 128 1.95E-23  67.00% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
. S . F:nucleic acid binding; C:nucleoplasm; IPR007087; IPR013087; IPR0O15880; PTHR24402 (PANTHER),
1451 Dﬁ’gﬁiﬁ;ﬁ03—Spele°“e°‘es low quality protein: zinc finger protein 1704 135 49 76.90%  C:protein complex; C-nucleolus; F:protein PTHR24402:SF42 (PANTHER), PF13465 (PFAM), tmhmm
- - binding; P:regulation of biological process; (TMHMM), SSF57667 (SUPERFAMILY)
1452 Dtll\l’griiﬁszilsg’g12—Spele°“e°tes —NA--- 140 . IPR002110; IPR020683; PTHR24125 (PANTHER)
1453 Dﬁiﬁiﬁ?;ls—smle"““tes PREDIC{%% llgy()%ﬁ?‘f%al protein 158 128E-07 6133% - SSF57501 (SUPERFAMILY)
DMPC15219374_Speleonectes . N IPR0O01254; IPRO01314; IPR009003; G3DSA:2.40.10.10
1454 " jumensis 2 trypsinogen 2 157 6.95E-42 66.40% - (GENE3D), PTHR24259 (PANTHER)
1455 D::ﬁfi;ﬁ;lggzOfSpele"“eCtes anti-lipopolysaccharide factor isoform 7 155 2.05E-29  67.90% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
IPR001254; IPRO01314; IPR009003; G3DSA:2.40.10.10
1456 2%5&2;159‘1‘36—Spele°“e°tes trypsinogens 1 161 121E23 57.50%  F:hydrolase activity (GENE3D), PTHR24272 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM)
T .lJCPIJUaDC TIIToTor ﬂ,\all\/ll_y, T .DUllllU-l_yPC
DMPC15219493_Speleonectes . ) o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1457 _tulumensis_0 protein 139 6.03E-18  51.90% region; P:negative regulation of peptidase (SIGNALP), tmhmm (TMHMM)
1458 Dtﬁ’{l}:ﬁéi:i?gl I_Speleonectes —NA—- 95 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1459 DMPC15219585_Speleonectes dehydrogenase reductase sdr family 130 9.58E-37 77.10%  P:metabolic process IPR002198; IPR016040; PTHR24322 (PANTHER),

tulumensis 2

member 11-like

PTHR24322:SF7 (PANTHER), SSF51735 (SUPERFAMILY)




DMPC15219631_Speleonectes

1460 tulumensis 2 ---NA--- 137 - 0  IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP)
1461 DMPCIS2I9T30_Spelconectes bola-like protein 3 141 168E-10 79.80%  Cextracellular region I PTHRI2735 (PANTHER), PTHR12735:SF1 (PANTHER)
ame: full=venom allergen 5 ame:
1462 DMPC]5219755_Speleonectes full=antigen 5 ame: full=cysteine-rich 160 3.58E-07 65.00% - 0 IPRO0I283: IPRO14044
_tulumensis_2 venom protein short=crvp ame:
allergen=pac c 3
1463 Dtll\l/flli‘flel:s:éO}02_Spele0nectes D :gg?}g}tlz;l,ﬁ rgge2H7103 549 1.12E-22  43.00%  P:lipid transport; F:lipid transporter activity 2 no IPS match
1464 Dtll\:{iiéi:éoél“ﬁpele"“e“es nucleobindin 1 169 2.92E31  67.70% - 0 PTHR19237 (PANTHER), SignalP-NN(euk) (SIGNALP)
1465 Dﬁfﬁiﬁéo}29—5"‘*1"0““‘“ coiled-coil domain-containing 203 227E-07 72.00% - 0  IPR026321; PTHR14735:SF0 (PANTHER), tmhmm (TMHMM)
P:biological_process; C:lysosome; P:transport; .
DMPC15220173 Speleonectes . . o : R S, S . IPR003172; IPR0O14756; PTHR11306 (PANTHER), SignalP-
1466 tulumensis_ niemann-pick type c2 123 5.47E-16  58.60% F.p_rqteu} blpdlng, P:response to biotic stimulus; 6 NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
1467 Dtll\l’griizszéogl9fSpele°“e°‘es anti-lipopolysaccharide factor 143 214E-13 71.60% - 0 IPR024509; IPR024716
1468 DMPC15220459_Speleonectes pacifastin light chain 157  484E-00 52.86% | -peptidaseinhibitor activity; Pnegative 2 IPR008037; IPR020862
tulumensis 2 regulation of peptidase activity
DMPC15220495_Speleonectes . . o P:proteolysis; F:metallocarboxypeptidase TPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR 11705
1469 tulumensis 2 carboxypeptidase b-like 134 LIBE-19  68.30% activity; F:carboxypeptidase activity; F:zinc ion 4 (PANTHER), SSF53187 (SUPERFAMILY)
DMPC15220535_Speleonectes L . o X S IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
1470 tulumensis 2 epididymal secretory protein el 139 3.57E-11  63.50% P:transport; F:binding; C:intracellular 3 NN(euk) (SIGNALP), tmhmm (TMHMM)
C:nucleoplasm; P:signal transduction;
. . . . P:response to stress; P:DNA metabolic process; TPR000626; TPR002906; TPR019955; IPR019956;
1471 Dtll\l’gﬁ;gsziiog52751’61‘30“6““ ubiquitin-40s “bosr‘(’)‘::i‘rllpmtem s27alike 44 565E-52 90.90%  Petranslation: Fbinding: P:metabolic process; 11 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - p F:structural molecule activity; C:endosome; SSF54236 (SUPERFAMILY)
C:ribosome; C:cytosol
P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
15220657 Spenscs
1472 : —>P ubiquitin-40s ribosomal protein s27a 152 9.32E-56  97.00% ) o, P . Eu s 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
_tulumensis_1 process; P:cell death; P:cellular component
5 : SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport
DMPC15220671_Speleonectes chymotrypsin-like elastase family member o . .. IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
M73 " ulumensis 0 2a-like 136 2.92E09 6180%  Fpeptidase activity ! (GENE3D), PTHR24275 (PANTHER)
DMPC15220740_Speleonectes . o . . .. IPR001254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1474 tulumensis 2 chymotrypsin 1 130 2.72E-15  65.90% F:peptidase activity 1 (GENE3D), PTHR24265 (PANTHER)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1475 DMPC15220830_Speleonectes trypsinogen 2 121 141E-12  72.00% - 0  PTHR24250 (PANTHER), SignalP-NN(euk) (SIGNALP),

_tulumensis_0

tmhmm (TMHMM)




DMPC15220872_Speleonectes

P:cellular homeostasis; F:catalytic activity;

1476 - soma ferritin 119 4.12B-35 87.50% eriutar hon ; 5 IPRO01519; IPRO08331; IPRO09040; IPRO0907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
1477 DMPCI5220935 Spelconccies ves g 5 allergen 154 264E21 5320% Cooxtracellular region | IPRO0I283; IPROI4044; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 2 (TMHMM)
T .Dlglldl wamnsuuccor d\allVlI,y, r.blglldl
transduction; C:intracellular; P:cellular protein
DMPC15220965_Speleonectes Z?;f;ﬂfl:l?nhlfgrflisseigﬁﬁorﬁtfaﬁiler?slel IPRO06689; IPR027417; GIDSA:3.40.50.300 (GENE3D),
1478 20700 adp ribosylation factor isoform a 131 3.94E24 95.10% naing, £y Gl 12 PTHRI11711 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_2 activity; P:multicellular organismal
tmhmm (TMHMM)
development; P:cellular component
organization; P:protein transport; F:nucleotide
1479 DMPC15221082_Spe1e0nectes isoform a 153 1.89E-20 82.20% F:.molecular_functlon; P:biological_process; 3 tmhmm (TMHMM)
tulumensis 1 C:cellular component
P:biological process; C:lysosome; P:transport; .
DMPC15221090_Speleonectes . .. L . -orological_process , £ -ran: , IPR0O03172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1480  tulumensis_0 epididymal secretory protein el isoform 1 150  2.74E-22  57.30% F:p'r(?telr{ blpdlng, P:response to biotic stimulus; 6 NN(euk) (SIGNALP), tmhmm (TMHMM)
F:lipid binding
1481 Dxfriisszé1;40—81’6160““‘“ —NA-- 119 . 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1482 Dtll\l’{igijéilé“zfsf’ele"ne“tes anti-lipopolysaccharide factor isoform 7 136 228E-21  72.00% - 0 IPR024509; IPR024716
1483 DMPC15221158_Speleonectes soma ferritin 121 246E-36  85.60%  Licellular homeostasis; Ficatalytic activity; 5 IPR001519; IPRO08331; IPR009040; IPR00907S; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
1484 Dﬁﬁi; 2;??88—5"61“““‘“ legs_rat amea;“él:fiel‘lli‘;lt“f; short=gal-5 )5 395527 5840%  F:carbohydrate binding 1 IPR001079; IPR008985; IPR013320; PTHR 11346 (PANTHER)
DMPC15221359_Speleonectes hypothetical protein o IPR002007; IPR010255; PTHR11475 (PANTHER), tmhmm
1485 lumensis 1 DAPPUDRAFT 196945 333 STTEST - 68.70% - O (TMHMM)
1486 Dtﬁﬁielsszé1387—51’3160“"’““ —NA--- 152 - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
1ag7 DMPC19221530_Spetconcctes prolyl 3-hydroxylase 2 195 S.10E-62 69.80% - 0 PTHRI3986 (PANTHER)
DMPC15221604_Speleonectes ‘ R IPR0O01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1488 7 lumensis 2 trypsinogen 2 314 242E-36 76.10% - - 0 (GENE3D), PTHR24256 (PANTHER), tmhmm (TMHMM)
1ago DMPCI5221645_Speleoncctes ";“;Zmﬁ‘:g:a;:i;“ "‘lmt‘;mf“i:fnr;’f‘:r‘zse 337 13647 T180% - o IPRO02931; IPRO0BOSS; IPROI3783; IPRO23608;
_tulumensis_1 gl ame'gfull= trar’fs‘;lu tai’ninase : Rt PTHR11590:SF16 (PANTHER), SSF54001 (SUPERFAMILY)
1490 Dtll\l’gﬁ;gszé1;73751’61‘30““‘“ ves g 5 allergen 28 188622 55.70%  Ciextracellular region I IPRO0I283; IPRO14044; IPRO18244
1491 PMPCIS221997 Speleoneetes g1 neotenic-specific protein 3 158 391E-12 54.00% - 0 tmhmm (TMHMM)
tulumensis 2
DMPC15222030_Speleonectes hypothetical protein ) IPR001073; IPR008983; PTHR22923 (PANTHER),
1492 lumensis 2 DAPPUDRAFT 241333 199 1.38E-07 4533% - O PTHR22923:SF1 (PANTHER)
1493 23’5&2;?235fSp°1°°ne°tes hemaggl““n‘nf:;‘::‘l’iife aggregation 131  2.89E-13  63.90% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1494 Hﬁiielsszézgg7—Spele°“e°tes nld"ge“'relate‘;'r’:"f:irem membrane 237 897E-08 45.00% - 0  IPR000716; IPR009168; tmhmm (TMHMM)
1495 Dtll\l’{l}:ﬁigszézizlfSpele""eCteS —NA--- 11 - 0 IPR003172; PTHR11306 (PANTHER)
P:anatomical structure morphogenesis; P:cellular
1496 DMPC15222220 Speleonectes collagen alpha type 323 123E-65  62.80% component organization; P:cell differentiation; 6 IPRO10515; IPR0O16186; IPR016187; PTHR24637 (PANTHER),

_tulumensis_1

P:multicellular organismal development;
C:nucleus; C:mitochondrion

PTHR24637:SF88 (PANTHER)




DMPC15222233_Speleonectes

P:proteolysis; F:metallocarboxypeptidase

IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705

1 i - 0,
1497 lumensis 1 carboxypeptidase al-like 141 103E-25  71.90%  Givity: Fzine ion binding (PANTHER), SSF53187 (SUPERFAMILY)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1498 Hh/fpﬁissziizfs 6_Speleonectes trypsin-like serine proteinase 1 83 173E-09 65.70% - PTHR24257 (PANTHER), SignalP-NN(euk) (SIGNALP),
i — tmhmm (TMHMM)
IPRO15338; G3DSA:3.90.550.10 (GENE3D), PTHR11062
1499 DtN{PIi;i zizzgosfsf’ele"““tes exostosin-2 127 241E-73  93.00%  Fitransferase activity; C:endoplasmic reticulum (PANTHER), PTHR11062:SF6 (PANTHER), SSF53448
—UImensIs_ (SUPERFAMILY)
DMPC15222396_Speleonectes - : . ; IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
1500 tulumensis 0 anti-lipopolysaccharide factor isoform 7 153 7.82E-29 67.20% - (TMHMM)
DMPC15222547 Speleonectes . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1501~ jumensis 2 trypsin-1 precursor 85 BBAE09 5540% jivity: Cextracellular region PTHR24276 (PANTHER), SignalP-NN(euk) (SIGNALP)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1502 Dﬁiﬁ;ﬁizf 33_Speleonectes serine protease 52-like 121 655E-17 63.00%  F:peptidase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. . o IPR000626; IPR019954; IPR019955; IPR019956;
1503 Dt{‘lﬁiisszézfsz—Speleonec“’s ubiquitin-40s ribosomal protein s27a-like 113 2.38E-50  96.40% g_':r‘:sssl‘;‘t‘i‘:f'“mcmal molecule activity; G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — ' SSF54236 (SUPERFAMILY)
IPR001223; G3DSA:3.10.50.10 (GENE3D), PTHR24833
1504 Dtﬁ/fprielsszézgOZ—Spele"“e“eS chitinase partial 56 271E-14  64.90% - (PANTHER), PTHR24833:SF3 (PANTHER), SSF54556
—u — (SUPERFAMILY)
1505 DMPC19222154, Speleonectes si:dkey- protein 115 349E08 61.60% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
, . ‘ o IPR001375; G3DSA:3.40.50.1820 (GENE3D), PTHR11731
1506 D:ﬁii;;?Z“—smle‘mecm aael007448- partial 258 1.69E-57 71.60% g‘l’;‘e’fl‘élryai: Fiserine-type peptidase activity; (PANTHER), PTHR11731:SF23 (PANTHER), SSF53474
- — : (SUPERFAMILY)
P:oxidation-reduction process; F:oxidoreductase
DMPC15222805 Speleonectes . . . . xidatior ‘ S F : IPRO16040; PTHR24316 (PANTHER), PTHR24316:SF1
1507 _tulumensis_2 epidermal retinol dehydrogenase 2-like 216 4.20E-37  69.50% ;?;ldvilnz, P:metabolic process; F:nucleotide (PANTHER), SSF51735 (SUPERFAMILY)
1508 Dtﬁ/ff:ﬁelsszéz?6—Spele°“e°m —NA-- 133 . IPR024276; tmhmm (TMHMM)
1509 D::gﬁiﬁ;?g75781’“60““‘“ hemocyanin subunit type 1 precursor 95 8.27E-47  76.30% - IPR005203; IPRO13788; IPRO14756
T .PCPUUODC TIIroTnor a\.uvu_y, 1°.5CT lllC—I.leC
1510 DMPCI5222902_Speleonectes ame: full=saxiphilin short=sax flags: 126 1.19E-20  50.20% endppeptldase 1'nh1b1t0r a§t1v1ty; C:e).(tracellular IPRO00716; PTHR 12352 (PANTHER)
_tulumensis_1 precursor region; P:negative regulation of peptidase
1511 Dﬁgﬁiﬁfﬁ?O—Spele"“e“es dermatopontin 3 125 6I8E-10 5630% - IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
1512 23’{5&2;?337fSp°1°°ne°tes si:dkey- protein 107 2.82E-09 61.17% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15222993_Speleonectes . o R IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
1513 tulumensis 0 kazal-type serine proteinase inhibitor 4 100  6.17E-14  66.00% - (PANTHER), SSF100895 (SUPERFAMILY)
DMPC15223001_Speleonectes . . S o F:lipid binding; P:transport; F:transporter IPRO11038; IPR0O12674; IPR022272; PTHR10612 (PANTHER),
1514 7 lumensis 2 apolipoprotein d-like isoform 2 154 2.64E-16  61.20% activity PTHR10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15223049_Speleonectes . o P:proteolysis; F:metallocarboxypeptidase IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
1515 tulumensis 1 carboxypeptidase b 202 2.17E-57  67.30% activity; F:carboxypeptidase activity; F:zinc ion (PANTHER), SSF53187 (SUPERFAMILY)
1516 DMPC15223133_Speleonectes female neotenic-specific protein 3 149  5.18E-09 58.67% - tmhmm (TMHMM)
tulumensis 0
1517 DMPC15223134 Speleonectes sulfakinin-like peptide 217 138E-15  6333% - IPRO13152; tmhmm (TMHMM)

tulumensis 2




DMPC15223138 Speleonectes

IPR001254; IPR001314; IPR009003; IPRO18114;

1518 7 oS proclotting enzyme 318 146B-32 52.00% - 0  G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- — SignalP-NN(euk) (SIGNALP)
P:response to external stimulus; P:response to
DMPC15223148_Speleonectes . . , onse to e Hus; X IPRO11038; IPRO12674; PTHR10612 (PANTHER),
1519 tulumensis_0 apolipoprotein d 372 2.83E-08 45.30% st.ress, _P.blologlca.l _p.rocess, P:regulation of 5 PTHR10612:SF4 (PANTHER)
biological process; C:cytoplasm
1529 DMPC15223202 Speleonectes 3 ecretory phospholipase a2 182 484E-52 7230% | :phospholipase A2 activity; F:calcium ion 3 IPROOI211; IPROI6090; PTHR12253:SF5 (PANTHER)
tulumensis 1 binding; P:lipid catabolic process
1521 Dﬁiﬁiﬁ?é75—8196160“6““ sifa preprohormone 105 8.74E-18 73.80% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15223276_Speleonectes . . N IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER), SignalP-
1522 tulumensis 2 hemocyanin subunit type 1 precursor 142 2.69E-63  68.00% - 0 NN(euk) (SIGNALP), tmhmm (TMHMM)
1523 Dtll\l’griizszé3228751’61‘30““‘“ —-NA--- 200 - 0  IPRO16179; tmhmm (TMHMM)
DMPC15223336_Speleonectes . R IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
1524 tulumensis 1 kazal-type protease inhibitor 107 1.15E-13  55.90% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
1525 DMPCI5223371_Speleonectes histone -like 130 8.66E-66 97.40%  C-chromosome; F:DNA binding; P:organclle 4 IPR000558; IPRO07125; IPRO090T2
tulumensis 0 organization; C:nucleus
DMPC15223495_Speleonectes ‘ R IPRO01254; IPRO01314; IPR009003; IPRO18114;
1526 jumensis 1 trypsinogen 2 140 1.50E-26 ~ 66.00% - 0 G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER)
1527 Dtll\lﬁielsszfg14—Spele°“e°‘“ dermatopontin 3 95  4.14B-08 6650% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- o . IPRO00G68; IPRO13128; IPR025660; IPRO25661;
1528 Hﬁiﬁiﬁiﬁ%lngpele"ne“es cathepsin | 216  1.65E-33  85.60% Frgzg‘sdalfec:gxﬁ ; Prfcrg;:m metabolic 3 G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
- — P S P (PANTHER), SSF54001 (SUPERFAMILY)
DMPC15223546_Speleonectes . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
15297 jumensis 1 trypsin 121 1.33E-29 - 62.00%  livity: Fcatalytic activity 3 PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER)
1530 Dﬁﬁi; 2521?? 34_Speleonectes epididymal secretory protein el 214  322B-19 59.90% - 0  IPR003172; IPR0O14756; PTHR11306 (PANTHER)
1531 Dﬁ;ﬁ;ﬁ?gs >_Speleonectes  hemagglutinin agz]t’;’rcyte aggregation 44 H61E-22  60.50% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15223668_Speleonectes . R ] . IPR000323; IPR000945; IPR008977; IPRO14784; PF03712
1532 tulumensis 0 dopamine beta hydroxylase 161  4.46E-35 60.20% F:catalytic activity 1 (PFAM)
DMPC15223674 Speleonectes . . o IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1533 " ilumensis 2 plasminogen activator spa 1 884E-23  64.80% - O PTHR24257 (PANTHER), SignalP-NN(euk) (SIGNALP)
T .blgllal uamnmsuuccer dl/l.lVll._)’, r.algual
transduction; C:intracellular; P:cellular protein
modification process; P:transport; P:cell-cell . . . .
DMPC15223688 Speleonectes signaling; F:hydrolase activity; F:transferase LU IEPPSRILE L EgUE 1 A UL 1
1534 S adp ribosylation factor isoform a 161 227E-57 92400 S N e  rmal 12 G3DSA:3.40.50.300 (GENE3D), PTHR11711 (PANTHER),
- -~ ¥; B g SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
development; P:cellular component
organization; P:protein transport; F:nucleotide
1535 Dtll\l’gﬁiiszi?143751’61‘30““‘65 insulin-like gr;’flvitll(’efgg‘t’;z‘“dmg Protein 516 707607 57.00% - 0 IPRO00867; IPRO11390; SignalP-NN(euk) (SIGNALP)
_ L - IPR000560; G3DSA:3.40.50.1240 (GENE3D), PTHR11567
1536 Dtﬁ/{ii;szf’ 386—51”160“8“65 lysosomal acid 133 LISE-12 64.10% f(‘)lr‘zd;‘r’;a;fo*‘r“;litzﬁt; 'I:ranSp"“’ Prcellular 3 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- — P & SSF53254 (SUPERFAMILY)
C:cytosol; C:protein complex; F:catalytic
1537 DMPC15223789 Speleonectes enolase 166 1.58E-65 95.00% activity; F:binding; P:carbohydrate metabolic 7 TPR000941; TPR020809; TPR020810; G3DSA:3.20.20.120

_tulumensis_2

process; P:generation of precursor metabolites
and energy; P:catabolic process

(GENE3D), SSF51604 (SUPERFAMILY)




DMPC15223816_Speleonectes

IPR002181; IPR014715; IPR014716; IPR020837; PTHR19143

. —1 - . - 0, -
1538 tulumensis 2 ame: full=techylectin-5a flags: precursor 305  7.02E-58  67.50% 0 (PANTHER)
DMPC15223859 Speleonectes . . o P:protein metabolic process; P:cellular protein IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
1539 ilumensis 1 ensangp00000031746-like protein 112 98IE-65  91.90% | dification process; Frcatalytic activity 3 PTHR11071 (PANTHER), PTHR11071:SF41 (PANTHER)
DMPC15223871 Speleconectes IPR025733; G3DSA:3.60.21.10 (GENE3D), PTHR22953
1540 tulumensis 0 P iron zinc purple acid phosphatase-like 207 4.14E-23  78.00%  F:binding; F:hydrolase activity 2 (PANTHER), PTHR22953:SFO (PANTHER), tmhmm
-~ — (TMHMM), SSF56300 (SUPERFAMILY)
1541 Dﬁfﬁiﬁ?g16—Spel"°“°°t"s bola-like protein 2-like 136 227E-35 81.00% - 0  IPR002634; PTHR12735 (PANTHER)
154, DMPC15223944 Speleoncctes NAL s i o IPRO0I254; IPRO0S003; G3DSA:2.40.10.10 (GENE3D),
tulumensis 2 PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
C:cytoplasm; F:nucleic acid binding; F:catalytic
1543 DMPCI5223983 Speleonectes o1 oo ¢ onhetase-like isoform 2 228 477635 78200  2ctivity Pnucleobase-containing compound 7 IPR002313; IPR004365; IPR012340; IPRO18150
_tulumensis_2 metabolic process; P:translation; ; F:nucleotide
binding
DMPC15223985_Speleonectes . o P:carbohydrate metabolic process; F:catalytic IPR001672; G3DSA:3.40.50.10490 (GENE3D), PTHR11469:SF0
154 tumensis 2 phosphoglucose isomerase 66 B30E-19 7680%  iivity 2 (PANTHER), SSF53697 (SUPERFAMILY)
1545 DMPC15224008 Speleoncctes NA 161 ] o IPROI2336; IPR019479; PTHR10681 (PANTHER), tmhmm
tulumensis 2 (TMHMM)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1546 Hﬁ/{iﬁégﬁ“g66—51’6160“"’“63 trypsin-like serine proteinase 1 131 3.77B-12 53.20% - 0 PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - tmhmm (TMHMM)
P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction; C:cytosol;
C:nucleoplasm; P:protein metabolic process;
DMPC15224083 Speleoncctes P:catabolic process; P:regulation of biological IPR000626; IPR019954; IPR019955; IPR019956;
1547 tulumensis 2 P 60s ribosomal protein 140 140  8.33E-43  97.40% process; P:cell death; F:protein binding; 25 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- = C:plasma membrane; ; C:endosome; P:cellular SSF54236 (SUPERFAMILY)
component organization; C:ribosome;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:translation; P:transport
S S . . IPR000668; IPR013128; IPR025660; IPR025661;
1548 Dﬁﬁﬁiﬁ:ﬁ“éOSfSpele"“ems cathepsin 12 154 S8IE31  85.10% Frﬂiﬁildaﬁiifiﬁfi ; Prfcrgst:‘“ metabolic 3 G3DSA:2.40.50.170 (GENE3D), PTHR12411:SF149
- — P o P (PANTHER), SSF54001 (SUPERFAMILY)
1549 Dtll\lﬁriiiszé“;Oszpele"ne“es anti-lipopolysaccharide factor 142 9.02E31 68.10% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
1550 2%5&;;24546—51”160““6S vitellogenin 2 128  477E-15 58.50% - 0 IPRO01747; IPRO11030; PTHR23345 (PANTHER)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
1551 Hﬁﬁﬁiﬁ?fs 7_Speleonectes mantle protein 9 159  2.16E-08 66.33% - 0 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- - SSF100895 (SUPERFAMILY)
DMPC15224269 Speleonectes glyceraldehyde-3-phosphate B o . . R . L IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
1552 jumensis 1 dehydrogenase 137 349E-35  65.10%  F:catalytic activity; F:nucleotide binding 2 PTHRI10836:SF4 (PANTHER), SSF55347 (SUPERFAMILY)
1553 DMPC15224283_Speleonectes lipophorin receptor isoform e 245  2.04E-10  58.30% C:plasma membrane 1 IPR002172; IPR023415; PR00261 (PRINTS), PTHR24652

tulumensis 2

(PANTHER), PTHR24652:SFO (PANTHER)




DMPC15224328 Speleonectes

IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),

. ) o .
1554 lumensis 2 mantle protein 9 150 1.21E-08 = 66.75% 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
1555 D:ﬁfﬁiﬁfé“gzS—Spele"“ems < NA-- 128 ; 0  SignalP-NN(euk) (SIGNALP)
1556 DMPC15224448 Speleonectes tissue factor pathway inhibitor 2 95 477B26 63.40%  scrine-type endopeptidase inhibitor activity; 5 1pp02953: [PRO20901; PTHR10083 (PANTHER)
tulumensis 2 C:extracellular space; P:blood coagulation
DMPC15224478 Speleonectes . . o IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
1557 tulumensis 1 carboxypeptidase b-like 228  S5.11E-52  68.70% - 0 (PANTHER), SSF53187 (SUPERFAMILY)
P:cellular homeostasis; P:regulation of
1558 Hﬁiﬁiﬁi“f6fSp°1°°ne°tes thioredoxin-like protein 189 2.72E-28 84.10%  biological process; F:electron carrier activity; 5 IPR005746; IPRO12336; IPRO13766; tmhmm (TMHMM)
- - F:catalytic activity; P:metabolic process
DMPC15224500_Speleonectes o F:lysozyme activity; P:cell wall macromolecule IPR001916; IPR023346; G3DSA:1.10.530.10 (GENE3D),
1559 ilumensis 0 lysozyme precursor 103 161E-25  64.80% ¢ bolic process 2 PTHR11407 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15224526_Speleonectes . . o P:lipid metabolic process; P:sphingolipid IPR007856; IPR008138; IPR008139; IPRO11001; PTHR11480
1560 tulumensis 2 proactivator polypeptide 135 L18E-20 35.10% metabolic process; C:lysosome 3 (PANTHER), PTHR11480:SF3 (PANTHER)
1561 DMPCIS224361_Speteonectes A P o 147 10IE-07 5200% - 0 IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1562 Dtﬁﬁrielsszé“g10—Spele°“e°tes —-NA--- 12 - 0 IPR007233; tmhmm (TMHMM)
DMPC15224619 Speleonectes o . S . IPR0O01916; IPR019799; IPR023346; G3DSA:1.10.530.10
1563 tulumensis 2 lysozyme ¢ precursor 138 4.76E-12  73.20% F:hydrolase activity; P:metabolic process 2 (GENE3D), PTHR11407 (PANTHER)
IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1564 Dﬁiﬁiﬁ?f%—SPeleO“e“es trypsin-like serine proteinase 1 154 1.74E22  66.40% - 0 PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
-~ — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction; C:cytosol;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological IPR000626; IPR019954; IPR019955; IPR019956;
1565 Dtlvfpﬁgszé‘?OfSpele"“eCtes 60s ribosomal protein 140 115 1.64E-41 96.90%  process; P:cell death; F:protein binding: 25 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — C:plasma membrane; ; C:endosome; P:cellular SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
component organization; C:ribosome;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:translation; P:transport
1566 DMPCI1 5224747_Speleonectes hemagglutinin amebocyte aggregation 252 57826 61.50% - 0 IPRO26645
tulumensis 0 factor
1567 Dtll\l’gﬁizszii“;62781’6’1““6““ vitellogenin 2 231 9.01E27 53.00% - 0 IPRO01747; IPRO11030
DMPC15224786_Speleonectes . o F:hydrolase activity; P:carbohydrate metabolic IPR001223; IPR002557; IPR013781; IPR017853; PTHR11177
1568 tulumensis 1 isoform h 380 3.70E-29  68.50% process 2 (PANTHER), tmhmm (TMHMM)
1569 Dtll\l’gﬁgszii“g14751’6160“““ oxidase peroxidase 195  247E-53  66.10% - 0 IPR002007; IPRO10255; PTHR11475 (PANTHER)
1570 Dﬁiﬁiﬁé“gs 2_Speleonectes  y. 1ocyanin subunit type 2 precursor 181  237E-19 82.00% - 0 IPR005203; IPR013788; IPRO14756
1571 DMPC15224867 Speleoncetes ; jipopolysaccharide factor 204 1.O9E-19  66.50% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)

tulumensis 1




DMPC15224898 Speleonectes

ame: full=saxiphilin short=sax flags:

I, pepuuast oI acuvity, 17.5CTIc=ty pc
endopeptidase inhibitor activity; C:extracellular

IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)

_ 0,
1572 _tulumensis_0 precursor 150 5.50E-2030.80% region; P:negative regulation of peptidase (SIGNALP), tmhmm (TMHMM)
DMPC15224945_Speleonectes . . o IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
1573 tulumensis 1 ecdysteroid-regulated 16 kda protein 186  5.85E-17 54.50% - NN(euk) (SIGNALP)
DMPC15224971 Speleonectes . o . s o . IPR0O01304; IPR0O16186; IPR016187; PTHR22802 (PANTHER),
1574 tulumensis 2 perlucin 5 155  1.91E-11  49.30% F:carbohydrate binding; P:cell adhesion SignalP-NN(euk) (SIGNALP)
1575 Dtﬁfriisszé“gsI—Speleonec“’s h-2 class ii hglzm‘l’;nf;;ﬁ‘hty antigen 45 130E-08 67.60% - IPR000716; IPR022339
1576 Dtll\l/flIl’rgfl:lfSZi??94_Speleonectes alkaline serine exoprotease a 152 4.50E-13  62.50%  F:peptidase activity IPR007280; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15225135_Speleonectes . . o B .. IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
1577 tulumensis 2 carboxypeptidase b-like 155  7.56E-26  69.10% F:peptidase activity (PANTHER), SSF53187 (SUPERFAMILY)
1578 Dtﬁgﬁisszés ;4O—Spele°“e°tes hemocyanin subunit type 1 precursor 157  1.65E-63 70.10% - IPR005203; IPRO13788; IPRO14756
1579 DMPCIS223186 Spetconcctes diuretic hormone class 2-like 124 227E-10 63.00% - tmhmm (TMHMM)
P:cellular homeostasis; P:regulation of . ) ) s
1580 DMPC15225195_Speleonectes thioredoxin 1 133 3.22E-42 84.00%  biological process; F:electron carrier activity; IO B SVIDERIE G SO Bl AL LIRS
_tulumensis_2 . . PR . NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
DMPC15225216_Speleonectes . . o . . . IPR000889; IPR012336; PTHR11592:SF0 (PANTHER), SignalP-
1581 tulumensis 1 glutathione peroxidase 374  241E-58 64.20% F:catalytic activity NN(euk) (SIGNALP), tmhmm (TMHMM)
F:phospholipase A2 activity; F:calcium ion
DMPC15225286_Speleonectes . . o binding; P:lipid catabolic process; IPR0O01211; IPR0O13090; IPR016090; SignalP-NN(euk)
1582 _tulumensis_2 phospholipase a2-like 227 1.02E-25 50.30% P:phospholipid metabolic process; (SIGNALP), tmhmm (TMHMM)
C:extracellular region; F:hydrolase activity
1583 DMPCI3225298 Speleonectes i piide related neuropeptides-like 148 2.43E-16 75.90% - tmhmm (TMHMM)
tulumensis 1 Pep
IPR001254; IPR001314; IPR009003; TPRO18114;
1584 Dﬁiﬁiﬁ:ﬁ5306751’61‘30“6“‘35 trypsinogen 2 229 107E-78  70.50% - G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER),
- — PTHR24264:SFO (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15225308_Speleonectes ‘ . R IPR005204; IPRO13788; PTHR11511:SF19 (PANTHER), SignalP-
1585 tulumensis 2 hemocyanin subunit type 1 precursor 152 9.71E-25 78.20% - NN(euk) (SIGNALP), tmhmm (TMHMM)
P:biological_process; C:lysosome; P:transport; .
DMPC15225483_Speleonectes L . o X . o S . IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
1586 tulumensis_0 epididymal secretory protein el precursor 139 1.11E-17  59.80% Eﬁgﬁfgix?;:gmg, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
. T . IPR020946; G3DSA:3.50.50.60 (GENE3D), PTHR23023
1587 Dtlvfpﬁissziis 219-SPeleonectes  avin.dependent monooxygenase fino3b 100 1.99E-26  70.20% E{flgtiflly“c activity; F:binding; Finucleotide (PANTHER), PTHR23023:SF4 (PANTHER), SSF51905
o - & (SUPERFAMILY)
P:metabolic process; F:catalytic activity;
DMPC15225581_Speleonectes ectonucleotide pyrophosphatase o C:integral to membrane; F:hydrolase activity; . . .
1588 _tulumensis_1 phosphodiesterase family member 6 114 3.57E-23  51.40% C:membrane; P:lipid catabolic process; IPRO02591; IPRO17849; IPRO17850; IPR024873
C:plasma membrane
DMPC15225607_Speleonectes o . . IPR001283; IPR002413; IPR014044; SignalP-NN(euk)
1589 tulumensis 0 ves g 5 allergen 239  2.45E-24  50.90% C:extracellular region (SIGNALP), tmhmm (TMEMM)
a chain crystal spectroscopic and catalytic
properties of cobalt copper nickel and IPR0O01506; IPR006026; IPR024079; PTHR24543 (PANTHER),
1599 DMPC15225642 Speleonectes mercury derivatives of the zinc 149 939E-19 53.40%  F:peptidase activity PTHR24543:SF85 (PANTHER), SignalP-NN(euk) (SIGNALP),

_tulumensis_0

endopeptidase a correlation of structure
and proteolytic activity

tmhmm (TMHMM), SSF55486 (SUPERFAMILY)




DMPC15225643_Speleonectes

P:anatomical structure morphogenesis; P:cellular
component organization; P:cell differentiation;
P:multicellular organismal development;

IPR008993; IPR018933; G3DSA:2.40.50.120 (GENE3D),

1591 _tulumensis_1 netrin- partial 150  8.20E-13  78.90%  F:receptor blndlng, 'C.;')rotema.ceous . ) 10 PTHR 10574 (PANTHER), PTHR10574:SF44 (PANTHER)
extracellular matrix; P:regulation of biological
process; P:biological process; C:Golgi
apparatus; P:cell proliferation
DMPC15225649_Speleonectes o . . IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1592 tulumensis 2 26kda protease 122 9.66E-16  60.40% F:hydrolase activity 1 PTHR24265 (PANTHER)
DMPC15225693_Speleonectes . . o IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
1593 tulumensis 0 ecdysteroid-regulated 16 kda protein 146 3.05E-13  55.60% - 0 NN(euk) (SIGNALP)
DMPC15225706_Speleonectes . o . . TPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1594 tulumensis 1 serine protease 82 precursor 118  141E-11  59.75% F:hydrolase activity 1 PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
. . S . . IPR001461; IPR001969; IPR012848; IPR021109;
1595 DMPCI15225810_Speleoncctes cathepsin d 134 6.36E-45 78.50% | Peptidaseactivity; Pprotein metabolic 3 PTHRI13683:SF84 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_1 process; P:catabolic process
tmhmm (TMHMM)
. . . F:peptidyl-prolyl cis-trans isomerase activity; IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
1596 Dtﬁﬁﬁirslszés §14—Spele°“e°tes pept‘dysl'zrglﬁy: icslz'ztra“:_fﬁ(‘;d"psm' 121 896E-33 73.90%  P:protein folding; P:protein peptidyl-prolyl 4 PTHR11071 (PANTHER), PTHR11071:SF168 (PANTHER),
- - P ym isomerization; F:isomerase activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. P:biological_process; F:binding; C:organelle;
1597 Dtll\lfflIl’ﬁiYSIsZiiS?l_Speleonectes ir?g;::t?;ﬂntﬁ?i;zr?zl:iaosr‘f;ogigz-l 141 3.97E-10 66.80% C:intracellular; P:primary metabolic process; 6 no IPS match
- — & P C:cytoplasm
IPR001613; IPR002937; G3DSA:3.50.50.60 (GENE3D),
DMPC15225971 Speleonectes . . ) o C:mitochondrion; F:oxidoreductase activity; G3DSA:3.90.660.10 (GENE3D), PTHR10742 (PANTHER),
1598 lumensis 1 amine oxidase 408 2.10E-41 - 63.10% b 4 samine catabolic process 3 PTHR10742:SF5 (PANTHER), tmhmm (TMHMM), SSF51905
(SUPERFAMILY), SSF54373 (SUPERFAMILY)
. . R . . IPR000668; IPR013128; IPR025661; G3DSA:2.40.50.170
1599 Dtﬁ/{iigszés ?78—Spele°“e°tes cathepsin | precursor 142 1.03B-22  87.20% Frgiggsda;i:gxhtyc ; Prf;’::m metabolic 3 (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- - P S P (SUPERFAMILY)
1600 Dﬁ’gﬁ;ﬁ?g%—smle"““‘es phzcst;’;lggll:;zf;gyfg‘t’gﬁsﬁgiﬁi s 121 1.62B-25 56.80%  P:metabolic process; F:catalytic activity 2 IPR002591; IPRO17850; IPR024873
DMPC15226057_Speleonectes o . . o IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1601 lumensis 2 trypsin-like serine proteinase 1 129 4.33E-13 52.50% - O PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
P:proteolysis; F:serine-type endopeptidase
1602 Dtll\l/flljﬁel:s:é6278_Spele0nectes serine protease precursor 156 2.45E-18 59.90% activity; P:negative regulation of catalytic 4 TPR007280; SignalP-NN(euk) (SIGNALP)
- = activity; F:identical protein binding
DMPC15226183_Speleonectes . . o F:peptidase activity; P:protein metabolic IPR000718; IPR018497; IPR024079; PTHR11733:SF31
1603 tulumensis 2 endothelin-converting enzyme 190 3.80E-86  83.40% process; P:catabolic process 3 (PANTHER), SSF55486 (SUPERFAMILY)
P:oxidation-reduction process; F:heme binding;
DMPC15226214 Speleonectes o X . U . IPR002007; IPR010255; PTHR11475 (PANTHER),
1604  tulumensis_0 GM15238 131 6.73E-12 59.90% efl‘;iejﬁinse to oxidative stress; F:peroxidase 4 PTHR11475:SF7 (PANTHER), tmhmm (TMHMM)
DMPC15226362 Speleonectes  cd74 major histocompatibility class ii o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
1605 tulumensis 1 invariant chain a 126  1.37E-07 67.67% P:multicellular organismal development 1 NN(euk) (SIGNALP)
. e a o IPR001223; IPR0O13781; IPR017853; PTHR11177 (PANTHER),
1606 DMPC15226378 Speleonectes chitinase partial 112 6.79E-19 87.00% | :hydrolaseactivity; F:binding; P:carbohydrate ,  prpyp11177.5F31 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_2 metabolic process; P:catabolic process
tmhmm (TMHMM)
1607 DMPC15226407_Speleoncctes NA 150 ] o IPROI1038; IPROI2674; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis_0 (TMHMM)
P:biological_process; C:lysosome; P:transport; . ) .
1608 DMPC15226433_Speleonectes epididymal secretory protein el isoform 1 143 1.90E-23  57.90%  F:protein binding; P:response to biotic stimulus; 6 IPRO03172; IPRO14756; PTHR11306 (PANTHER), SignalP-

_tulumensis_2

F:lipid binding

NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15226450_Speleonectes

1609 7 oS —-NA-- 107 - IPR026645; SignalP-NN(euk) (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21179
1610 Dtlvfpriisszi?f3—Spele°“e°tes —-NA-- 136 - (PANTHER), PTHR21179:SFO (PANTHER), SSF100895
—u — (SUPERFAMILY)
C:extracellular region; F:catalytic activity; . . . .
1611 DMPC152.265677Speleonectes glutathione peroxidase 7 115  8.38E-33  77.60% F:antioxidant activity; P:response to stress; WARL IO R WADIAE6E FNALANISOREED (PR INRLEL), arel o
_tulumensis_0 . NN(euk) (SIGNALP)
P:metabolic process
1612 DMPC19226623 Speleoncctes e P o 146 120E-08 50.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
- o . IPRO00668; IPRO13128; IPR025660; IPR025661;
1613 Dtlvfpﬁisszi??9—Spele°“e°‘es cathepsin | 160 4.10E-39  85.50% Frgzgssda}f‘z:gg)‘z ; Prf;:st:m metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — P o P (PANTHER), SSF54001 (SUPERFAMILY)
DMPC15226707 Speleonectes . . o IPR003172; IPR0O14756; PTHR11306 (PANTHER), SignalP-
1614 tulumensis 1 epididymal secretory protein el precursor 153 1.86E-26  58.10% - NN(euk) (SIGNALP)
. o . IPRO00668; IPRO13128; IPR025661; G3DSA:2.40.50.170
1615 Di‘ﬁiég;f;13—Sp61°°“°°“’s cathepsin | 36 627E-13  87.10% Frgzggsda;‘i:f;l‘;‘htyc ; Pr'(f)’crg::m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — P S P (SUPERFAMILY)
1616 Hﬁiﬁiﬁ6(7)72—51’6160“"’“63 dermatopontin 3 105  3.58E-07 58.60% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1617 DMPC15226781_Speleonectes membrane metallo-endopeptidase-like 1- 112 547620 71.10% P:proteolysis; F:hydrolase activity; IPR000718; IPR018497; IPR024079; PTHR11733:SF31
tulumensis 1 like ) U F:metalloendopeptidase activity (PANTHER), SSF55486 (SUPERFAMILY)
DMPC15226810_Speleonectes . N o IPRO01304; IPRO16186; IPR016187; PTHR22802 (PANTHER),
1618 . lumensis 1 perlucin 5 146 1.0SE-11  50.00%  F:binding SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1619 DMPC1S226861 Spelconectes dermatopontin 2 111 224E-08 6125% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1620 Dt ﬁiﬁiﬁ;ﬁ%osfs‘pel““e“es —NA--- 140 - IPRO01283; IPRO14044
1621 Hﬁgriisszi?gs 6_Speleonectes muscle-specific protein 20 141  2.14E-46  74.40% - IPRO01715; IPR001997; IPR003096; PTHR 18959 (PANTHER)
1622 D::{Eﬁ;fé7(1)64751’61‘30““‘“ hemagglutinin a‘;;i’(;’rcyte ageregation 354 1 50p.38  60.50% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15227175_Speleonectes o . ; ] o IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1623 tulumensis 0 epididymal secretory protein el 153 4.54E-11  63.80% P:transport; F:binding; C:intracellular NN(euk) (SIGNALP), tmhmm (TMHMM)
P:cell redox homeostasis; F:electron carrier . . . .
1624 DMPC1522721S_Speleonectes thioredoxin 2 123 1.67E-24  70.70% activity; P:glycerol ether metabolic process; IPRO05746; [PRO12336; IPR013766; PTHR10438:SF13
_tulumensis_2 DS . - (PANTHER)
F:protein disulfide oxidoreductase activity
IPRO13128; IPRO13201; G3DSA:3.90.70.10 (GENE3D),
1625 DtN{PIﬁ ! 151 ﬁ”?gﬁpelemems cathepsin | 151  349E-14 59.50% - PTHR12411:SF149 (PANTHER), SignalP-NN(euk) (SIGNALP),
—UImensis_ tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
1626 DMPC15227325 Speleoncctes glutathione peroxidase 1 108 3.09E-34 79.60% L catalyticactivity; Fantioxidant activity; IPR000889; IPR012336; PTHR11592:SFO (PANTHER)
tulumensis 0 P:response to stress; P:metabolic process
1627 DMPC15227360_Speleonectes ankyrin repeat and sam domain-containing 162 3.87E-56  89.90% ) IPR002110; IPR020683; PTHR24178 (PANTHER),
tulumensis 1 protein la-like ) THe PTHR24178:SF1 (PANTHER), SignalP-NN(cuk) (SIGNALP)
DMPC15227404_Speleonectes . N IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1628 . lumensis 0 trypsin 3 174 S.13E-41 - 7450% - (GENE3D), PTHR24256 (PANTHER)
1629 Dtﬁﬁriisszf‘l”S—Spele"“e“es microfibrillar-associated protein 1-like 197  7.26E-16  79.00% - IPR009730; PTHR15327:SFO (PANTHER)
IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
1630 DMPCI15227418_Speleonectes serine proteinase stubble-like 196 3.03E-45 5570%  F:catalytic activity (GENE3D), PTHR24268 (PANTHER), SignalP-NN(euk)

_tulumensis_1

(SIGNALP)




DMPC15227420_Speleonectes

ame: full=isotocin-neurophysin it 1
contains: ame: full=isotocin short=it

F:neurohypophyseal hormone activity;

_ 0, . .
1631 _tulumensis_1 contains: ame: full=neurophysin it 1 flags: 149 78TE-10 64.50% C:extracellular region [PRO00981; PTHR11681:SF0 (PANTHER), tmhmm (TMHMM)
precursor
1632 DMPC15227429 Speleonectes NA- 50 B IPR0O01672; G3DSA:3.40.50.10490 (GENE3D), PTHR11469:SF0
tulumensis 2 (PANTHER)
1633 DMPC15227486_Speleonectes  pkhd domain-containing transmembrane 130 171E-68 84.60% B IPR005123; PTHR14650 (PANTHER), PTHR14650:SFO
tulumensis 2 protein c17orf101 homolog ) v (PANTHER)
. o o IPR000626; IPR019954; IPR019955; IPR019956;
1634 Dtlvfpriisszfi 55_Speleonectes 60s ribosomal protein 140 124 521E43  96.20% g;;‘:lfssl‘;t‘;:r’lF'smcm"al molecule activity; G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - ' SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)
1635 DMPC15227565_Spe1e0nectes secreted protein, putative 253  2.16E-43  82.80% F:cytoskeletal protein binding; C:cell IPR001050; IPR003585; PTHR10915:SF1 (PANTHER), tmhmm
tulumensis 1 (TMHMM)
DMPC15227586_Speleonectes . . o IPR000896; IPR008922; IPR013788; PTHR11511:SF20
1636 tulumensis 5 hemocyanin subunit type 1 precursor 146  2.42E-44 84.50% - (PANTHER)
IPR001506; IPR024079; PTHR10127 (PANTHER), SignalP-
1637 Dtlvfpﬁisszé7f08—5pele°“e°‘es zine proteinase mpel 152 6.26E-10 4850% - NN(euk) (SIGNALP), tmhmm (TMHMM), SSF55486
—u — (SUPERFAMILY)
P:signal transduction; P:anatomical structure
1638 DMPC1 522789 1_Speleonectes short isoform ¢ 125 177E-18  61.50% morphogenesis; P:multicellular organismal IPRO10895
_tulumensis_2 development; P:embryo development;
P:reproduction; P:cell differentiation
DMPC15227961 Speleonectes L . o IPR003599; IPR007110; IPR013098; IPR013783; IPR020675;
1639 tulumensis 0 projectin short variant 244  8.13E-83  75.30% - SSF48726 (SUPERFAMILY)
1640 ]Z)tll\l/flIlﬁ;fSZé7288_Speleonectes phospholipase a2 146 6.09E-17 66.20%  F:hydrolase activity; P:lipid metabolic process IPR0O01211; IPRO16090
DMPC15228058 Speleonectes cytochrome b5 domain-containing protein 3 o . Lo IPR001199; PTHR10281 (PANTHER), SignalP-NN(euk)
1641 " - oot ) 152 L.1IE-12  62.70%  F:heme binding (SIGNALP), tmhmm (TMHMM)
. . R . . IPR000668; IPR013128; IPR025660; G3DSA:3.90.70.10
1642 Dtﬁ/fprielsszég}35—51’6160““‘“ ale o 1 allergen 157  4.95E-63  78.90% Frgzggsda;i:gmtyc ; I;f;:g:m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
-~ — process; £ p (SUPERFAMILY)
C:cytoplasm; F:nucleotide binding;
1643 DMPC15228196_Speleonectes glyceraldehyde 3-phosphate 144 119E-70  93.30% P:carbohydrate metabolic process; P:generation IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
_tulumensis_0 dehydrogenase ' =77 of precursor metabolites and energy; P:catabolic SSF55347 (SUPERFAMILY)
process; F:catalytic activity; P:metabolic process
DMPC15228211 Speleoncctes IPR000917; IPR017849; IPR017850; IPR024607; PTHR10342
1644 tulumensis 0 P arylsulfatase b 157  5.46E-42  74.20% F:catalytic activity (PANTHER), PTHR10342:SF19 (PANTHER), SignalP-NN(euk)
— — (SIGNALP), tmhmm (TMHMM)
IPR013126; G3DSA:1.20.1270.10 (GENE3D),
1645 Dtll\lgﬁelsszégg15—Spele°“e°te3 heat shock protein 70 387 5.85E-132 93.90%  F:nucleotide binding G3DSA:2.60.34.10 (GENE3D), PTHR19375 (PANTHER),
- — SSF100920 (SUPERFAMILY), SSF100934 (SUPERFAMILY)
. . R . . IPR000668; IPR013128; IPR025660; IPR025661;
1646 Izh’fpriigsziig?O—Spele"“ems cathepsin 1 109 1.44E-33  83.30% Frﬁiﬁildaﬁiifiﬁlﬁ ; Diprotein metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — P o P (PANTHER), SSF54001 (SUPERFAMILY)
1647 Dtll\lﬁiigszi8348751’61‘30““‘65 —NA--- 150 - IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER)
IPR001254; IPR001314; IPR009003; IPRO18114;
1648 Dtﬁﬁielsszé8?6—51’3160“6““ trypsin 2 158 4.20E-24 57.20%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1649 DMPC15228343_Speleonectes endothelin-converting enzyme 1 209 1.50E-68 72.80% } IPR000718; IPR018497; IPR024079; PTHR11733:SF26

tulumensis 0

(PANTHER), SSF55486 (SUPERFAMILY)




DMPC15228357_Speleonectes

IPR012336; IPR013766; PTHR18929 (PANTHER), SignalP-

1650 tulumensis 0 protein disulfide-isomerase a4-like 373 1.72E-102 73.20% P:cell redox homeostasis 1 NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15228360_Speleonectes stromal cell-derived factor 2-like protein 1- o T .. IPR0O16093; IPR027005; G3DSA:2.80.10.50 (GENE3D), SignalP-
1651 tulumensis 1 like isoform 1 110 5.63E-28 74.80% C:cell; F:transferase activity 2 NN(euk) (SIGNALP)
IPR0O01254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
1652 Dﬁiﬁiﬁigi78—Spel"°“e°tes trypsin 102 286E-17 6690% - 0 (GENE3D), PTHR24257 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP), tmhmm (TMHMM)
DMPC15228380_Speleonectes glyceraldehyde-3-phosphate o IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
1653 lumensis 1 dehydrogenase 160 2.29E-27  89.10% - 0 SSFss347 (SUPERFAMILY)
P:cell redox homeostasis; F:electron carrier . . . .
1654 DMPCI15228449_Speleonectes glutaredoxin-3 100 217E-13  60.80% activity; F:protein disulfide oxidoreductase 3 IPRO04480; IPRO12336; IPRO13766; PTHR10293:SF17
_tulumensis_1 activity (PANTHER)
DMPC15228482 Speleonectes . B o P:proteolysis; F:hydrolase activity; F:cysteine- IPR000668; TPR013128; G3DSA:3.90.70.10 (GENE3D),
1655 " lumensis 2 cathepsin | 108 3IBE-21 - 62.10% /1 beptidase activity: F-peptidase activity 4 PTHRI12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
1. pepuuast oI acuvity, 17.5CTIc=ty pc
DMPC15228492_Speleonectes . o endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1656 _tulumensis_0 protein 148 3.15E-2030.20% region; P:negative regulation of peptidase 4 (SIGNALP)
DMPC15228527 Speleonectes  cd74 major histocompatibility class ii o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
1657 tulumensis 1 invariant chain a 145  7.67E-08 67.00%  P:multicellular organismal development 1 NN(euk) (SIGNALP), tmhmm (TMHMM)
1658 Dtﬁiiéﬁiigi 41_Speleonectes galectin partial 205 6.73E27 60.70%  F:carbohydrate binding 1 IPR001079; IPRO0898S; IPRO13320; PTHR11346 (PANTHER)
1659 Dtﬁﬁielsszé8(6)67—51’3160“"’““ hemaggl“tmmf:;‘g:ﬁ?ge aggregalion 413 50SE1 62.30% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
T .PUPI[UQDC TIImoTor a\.uvuy, T .DUJlllc‘lleC
1660 DMPC15228681_Speleonectes ame: full=saxiphilin short=sax flags: 133 417E-19  52.30% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; PTHR12036 (PANTHER), PTHR12036:SF5
_tulumensis_2 precursor ' =%’ region; P:negative regulation of peptidase (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
o IPRO02181; IPRO14716; PTHR19143 (PANTHER),
1661 Dﬁﬁﬁ;ﬁé8286—81’61"0“8““ carcinolectin 5a partial 188 128E-12 66.50% - 0 PTHRI19143:SF47 (PANTHER), SignalP-NN(euk) (SIGNALP),
-~ — tmhmm (TMHMM)
. - s IPR000626; IPR019955; IPR019956; G3DSA:3.10.20.90
1662 Dtﬁﬁielssziig;14—Spele°“e“es 60s ribosomal protein 140 131 1.1IE-46  98.10% g_'tr::r‘l’ssl‘;‘t‘i‘:r’lF'Stmm’ral molecule activity; 3 (GENE3D), PTHR10666 (PANTHER), SSF54236
-~ — : (SUPERFAMILY)
DMPC15228770_Speleonectes s o . R . .. IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1663 tulumensis 2 oocyte protease inhibitor-1 precursor 120 2.16E-08 63.40% P:proteolysis; F:peptidase activity 2 (SIGNALP)
P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological_process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction; C:cytosol;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological IPR000626; IPR019954; IPR019955; IPR019956;
1664 Dtﬁiielsszég?4—Spele°“e°tes 60s ribosomal protein 140 129  347E-42  9530%  process; P:cell death; F:protein binding; 25 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - C:plasma membrane; ; C:endosome; P:cellular SSF54236 (SUPERFAMILY)
component organization; C:ribosome;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:translation; P:transport
IPR013128; IPR013201; G3DSA:3.90.70.10 (GENE3D),
1665 Dﬁﬁigi’;ﬁ8?85—51’61"0““‘“ cathepsin 1 123 1.28E-13  63.80% - 0 PTHR12411:SF149 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
1666 DMPC15229048 Speleonectes varible lymphocyte receptor 143 S71E-07  49.50% ) 0 IPR0O01611; G3DSA:3.80.10.10 (GENE3D), PTHR24365

tulumensis 0

(PANTHER), SSF52058 (SUPERFAMILY)




DMPC15229080_Speleonectes

IPR003859; G3DSA:3.90.550.10 (GENE3D), PTHR19300:SF5

P - 0, . w1
1667 = jumensis 2 beta 127 1.29E-20  71.70%  F:transferase activity ' (PANTHER), PF13733 (PFAM), SSF53448 (SUPERFAMILY)
1668 DMPC15229116_Speleonectes histone h2a 124 3.09E-47 9020%  Cichromosome; F:DNA binding; P:organelle 4 IPRO02119; IPRO07125; IPR009072; PTHR23430 (PANTHER)
tulumensis 2 organization; C:nucleus
1669 Hﬁiﬁéﬁ?i32}1’“‘“’““‘“ orcokinin precursor 127 37320 76.40% - 0 PTHR22283 (PANTHER)
DMPC15229218 Speleonectes s o . R . .. IPR000716; PTHR 12352 (PANTHER), SignalP-NN(euk)
1670 tulumensis 0 oocyte protease inhibitor-1 precursor 117 1.10E-10  63.90%  P:proteolysis; F:peptidase activity 2 (SIGNALP)
1671 DMPC15229316_Speleonectes NA-— 13 B 0 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis_0 (TMHMM)
DMPC15229369 Speleonectes  cd74 major histocompatibility class ii o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
1672 tulumensis 1 invariant chain a 133 4.00E-08 67.67%  P:multicellular organismal development 1 NN(euk) (SIGNALP)
C:nucleoplasm; P:signal transduction;
DMPC15229487 Speleonectes P:response to stress; P:DNA metabolic process; TPR000626; IPR002906; IPR019955; IPR019956;
1673 tulumensis 2 P isoform cra_b 149  6.17E-49 93.20%  P:translation; F:binding; P:metabolic process; 11  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- = F:structural molecule activity; C:endosome; SSF54236 (SUPERFAMILY)
C:ribosome; C:cytosol
P:proteolysis; F:metallopeptidase activity;
1674 D&\l/{lfl’riis;?ffO_Speleonectes virulence metalloprotease 286  9.63E-10 48.60%  F:hydrolase activity; F:peptidase activity; 5 IPR025711; tmhmm (TMHMM)
- - F:metalloendopeptidase activity
1675 Dtll\lﬁielsszéggzS—Spele"“ems hypothetical protein Phum_PHUMS596260 148 ~ 7.30E-08 73.00% - 0  SSF57501 (SUPERFAMILY)
1676 DMPC19229068 Speleonecles  unti tipopolysaccharide factor isoform 7 135 385E-090  58.30% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15229686_Speleonectes . . . o P:metabolic process; F:antioxidant activity; IPR000866; IPR012336; PTHR10681 (PANTHER),
1677 utumensis 1 peroxiredoxin 1-like 101 974E-36  87.70%  p caralytic activity 3 PTHRI0681:SF50 (PANTHER)
DMPC15229763_Speleonectes . o o P:proteolysis; F:serine-type endopeptidase TPR0O01254; TPR009003; TPRO18114; G3DSA:2.40.10.10
1678 ilumensis 2 prophenoloxidase activating factor 135 3.33B-09 57.60%  Givity: F:catalytic activity 3 (GENE3D), PTHR24265 (PANTHER)
P:cellular homeostasis; P:regulation of
DMPC15229917_Speleonectes . . o . . R . R IPR005746; IPR012336; IPR013766; PTHR10438:SF127
1679  tulumensis_2 thioredoxin 1 86  1.15E-20 83.10% b{ologlca.l proge§s,.F.leectron carrier activity; 5 (PANTHER), SignalP-NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
IPR0O01506; IPR024079; PTHR24543 (PANTHER),
1680 Dtﬁgﬁelsszégg“s—sl’ele"“e“es nas-15 protein 145 1.63E-23 60.60%  F:hydrolase activity 1 PTHR24543:SF85 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - SSF55486 (SUPERFAMILY)
IPR000668; IPR013128; IPR025660; IPR025661;
1681 DthPriisszi??7°—Spele°“e°tes cathepsin | 167 1.58E-56 78.60%  F:peptidase activity I G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — (PANTHER), SSF54001 (SUPERFAMILY)
1682 Dﬁiﬁiﬁ;?g90781’61‘30“““35 beta 1-like 2 178 6.63E-26  61.10%  F:hydrolase activity 1 IPR001944; PTHR23421:SF14 (PANTHER)
1683 DMPC15230023 Speleonectes ferritin 121 BO0E-23 88.50% Lccllularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO0S331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15230087_Speleonectes . o IPRO00118; PTHR12274 (PANTHER), PTHR12274:SF0
1684~ lumensis_2 gm protein 132 224E-13 - 5740% - O (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1685 Dﬁiﬁ;ﬁz Ogggfsf’ele"n“tes ““chsrrgfetf;‘lfiefa::rlf_?ﬁ(’;‘?;g'fg‘;’g"‘zmmg 121 L.I19E26 72.30%  Fitransferase activity | PTHRI10566 (PANTHER), PTHR10566:SF24 (PANTHER)
DMPC15230150_Speleonectes . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1686 tulumensis 0 trypsin 126 3.34E-20  54.00% activity; F:catalytic activity 3 PTHR24276 (PANTHER)
1687 DMPClSZ}Ol66_Spele0nectes hemagglutinin amechyte aggregation 114 970E-12  63.60% ) 0 IPRO26645
tulumensis_1 factor-like
1688 DMPC15230255_Speleonectes proclotting enzyme-like 256 1.06E-46 55.90% Fcatalytic activity 1 IPR0O01254; IPR001314; IPR009003; IPR0O18114;

tulumensis 1

G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER)




DMPC15230263_Speleonectes

P:biological_process; C:lysosome; P:transport;

1689 tulumensis 1 epididymal secretory protein el isoform 1 146  231E-17 55.40%  F:protein binding; P:response to biotic stimulus; IPR003172; IPR014756; PTHR 11306 (PANTHER)
- - F:lipid binding
1690 Dtﬁ/gﬁisszé 0?5 9_Speleonectss 1 cyanin subunit type 1 precursor 153 147E-37 7290% - IPR005203; IPRO13788; IPR014756
DMPC15230408_Speleonectes . ; , . IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1691 tulumensis 1 chymotrypsin a 204  1.74E-26  60.10% F:hydrolase activity (GENE3D), PTHR24275 (PANTHER), tmhmm (TMHMM)
DMPC15230431_Speleonectes S . . o F:binding; P:metabolic process; F:catalytic IPR001189; IPR019831; G3DSA:1.10.287.990 (GENE3D),
1692 tulumensis_2 superoxide dismutase mitochondrial 92 132B-19 77.10% activity; P:biological process PTHR11404:SF5 (PANTHER)
1693 DMPC15230517_Speleonectes serine-threonine kinase receptor- 132 3.01E-42  86.70% ) IPR001680; IPR015943; IPR017986; IPR019775; PTHR19877
tulumensis 2 associated ) U (PANTHER), SSF82171 (SUPERFAMILY)
1694 Dtﬁ’g Ii;iszfs 0;47—81"’1““6““ hemaggl“““‘nf:;‘::‘l’ige aggregation o7 7 71E14  64.00% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:cellular homeostasis; P:regulation of . . . s
1695 DMPC15230567_Spele0nectes thioredoxin 1 151  1.39E-52  83.30% biological process; F:electron carrier activity; DEIROTT 05 UL i ELADAIS ot (ARIYER T et
_tulumensis_0 . . S, . NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
1696 DMPC15230596_Speleonectes soma ferritin 105 327E-24 88.00% L-cellularhomeostasis; Ficatalytic activity; IPRO01519; IPRO0833 1; IPR009040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15230637_Speleonectes . o C:lysosome; P:protein metabolic process; IPR0O01461; IPR001969; IPR021109; PTHR13683:SF84
1697 tulumensis 0 cathepsin d 218 1.O3E-62 82.10% P:catabolic process; F:peptidase activity (PANTHER), tmhmm (TMHMM)
1698 Dtll\lﬁielssziiof46—5pele°“e°‘“ dermatopontin 2 133 3.17E-14 57.60% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1699 Dtll\lﬁi;ﬁz Ozzzfsmle"“ems hemagglutinin agzz;cyte aggregation 45 5 SSE13 56.50% - IPR026645; SignalP-NN(euk) (SIGNALP)
1700 Dtﬁﬁriisszlz 0(7)64—51’6160““‘“ glutathione peroxidase 1 124 1.75E25 7740% - TIPR000889; IPRO12336
1701 Dtll\l’griissziioZ77—Spele°“e°tes dermatopontin 2 250 143E-35  59.80% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1702 Dtﬁﬁi;z;z O;QZ—SPGI"'O““‘CS vitellogenin 1 89  124E-11  61.57% - IPR0O01846
DMPC15230839_Speleonectes . . N IPR005204; IPRO13788; PTHR11511:SF20 (PANTHER), SignalP-
1703 tulumensis 1 hemocyanin subunit type 1 precursor 147  1.23E-55 68.60% - NN(euk) (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
1704 Dﬁﬁﬁ;ﬁz ogs 2_Speleonectes . o1 type serine proteinase inhibitor 4 125 338E-13  59.50% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
- - (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
1705 Dtﬁii;;z OgOI—Spele"“eCtes si:dkey- protein 108 3.88E-10 59.70% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15230935_Speleonectes : N ] . . . IPR000917; IPRO17849; IPR017850; PTHR10342 (PANTHER),
1706 tulumensis 1 arylsulfatase b-like 118  4.63E-18 89.90% P:metabolic process; F:hydrolase activity PTHR10342:SF19 (PANTHER)
F:phospholipase A2 activity; F:calcium ion
1707 Dtﬁ’g Ii;iszfs 1(1)09—81"’160“6““ secretory phospholipase partial 140  3.96E-19 6230%  binding; F:hydrolase activity; P:lipid catabolic IPRO01211; IPRO16090; PTHR12253:SF1 (PANTHER)
- - process
IPR000668; IPRO13128; IPR025660; G3DSA:3.90.70.10
1708 Dtﬁfﬁisszi 1(1)17—51’6160“8“63 cathepsin 1 145  5.75E-67 78.00% - (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — (SUPERFAMILY)
- . - . IPR002130; IPR020892; IPR024936; G3DSA:2.40.100.10
1709 DMPC15231066_Speleonectes nk-tumor recognition protein 162 5.92E-63 88.60% | :protein metabolic process; Picellular protein (GENE3D), PTHR11071 (PANTHER), PTHR11071:SF130
_tulumensis_2 modification process; F:catalytic activity
(PANTHER)
1710 Dtll\l’griisszi1?99—Spele°“e°tes anti-lipopolysaccharide factor isoform 7~ 130 1.91E-27  68.50% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
171 DMPCI5231216_Speleonectes hepatopancreas partial 177 415E37 T390% - IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10

tulumensis 0

(GENE3D), PTHR24256 (PANTHER)




DMPC15231220_Speleonectes

ame: full=hemagglutinin amebocyte

1712 tulumensis 2 aggregation factor ame: full=18k-laf flags: 96  2.79E-07 67.00% - no IPS match
- - precursor
DMPC15231353_Speleonectes ectonucleotide pyrophosphatase o . . - . .. IPR002591; IPR017849; IPR017850; IPR024873;
1713 tulumensis 0 phosphodiesterase family member 6 138 1.43E-25  54.80% P:metabolic process; F:catalytic activity PTHR10151:SF15 (PANTHER)
DMPC15231475 Sneleoncctes IPR001254; IPR001314; IPR009003; IPRO18114;
1714 tulumensis 1 P transmembrane protease serine 4 281  1.59E-27 49.60% F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24258 (PANTHER),
—uIumensis_ SignalP-NN(euk) (SIGNALP)
1715 Dtﬁﬁi;z;z 1‘1‘83—81’61"'0“8““ selen‘“m'd;‘fre(;‘(‘iz;’; flumh“’ne 113 3.16E-33  78.90% - IPR00088Y; IPRO12336; PTHR11592:SF0 (PANTHER)
1716 Dtﬁ/f:riissii 1‘2‘95—51’6160““‘“ hemagglutinin a‘f‘;i’;’rcyte aggregation 46 35E23  59.10% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1717 Dtll\lﬁi;ﬁz lglgfsf’ele"ne“es dermatopontin 3 104 4.19E-08 6429% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1718 Dtﬁﬁriisszlz 1372—51’6160“8“63 anti-lipopolysaccharide factor 155  159E-30 68.10% - TIPR024509; IPR024716
DMPC15231607_Speleonectes . o C:chromosome; F:DNA binding; P:organelle TPR005818; IPR005819; IPR0O11991; PTHR11467 (PANTHER),
1719 lumensis 2 histone h1 123 149E-27 8250% anization; Conucleus PTHR11467:SFO (PANTHER), SSF46785 (SUPERFAMILY)
DMPC15231700_Speleonectes ~ hemagglutinin amebocyte aggregation .
1720 75 - oy 109  6.11E-08 59.00% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
Plinid metabolic process: F-hvdrolase activit IPR000073; IPR006693; G3DSA:3.40.50.1820 (GENE3D),
1721 DMPC15231715_Speleoncctes lipase 1 precursor 255  4.26E-60 65.60% ac;tizg on ester bost' F'h’yd.ro§1/ase activity; g LPNSLIKUUES (IR INAOSIE1 0, [ LU LRI (12 WA,
_tulumensis_0 : : Prlinid eatabolic aroesse ’ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF53474
:lipid catabolic process (SUPERFAMILY)
1722 Dﬁiﬁ;ﬁz IZGQSPCIC"“C‘CS si:dkey- protein 140 2.01E-10 54.50% - IPR026645; SignalP-NN(euk) (SIGNALP)
1723 Dtﬁ’riisszé 1237—51’31“““63 hemaggl““mnf:;‘g:ﬁzw aggregation 43¢ G113 63.70% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:cell redox homeostasis; F:electron carrier . . . .
1724 DMPCISZ}194078peleonectes thioredoxin 2 165 1.49E-30 69.80% activity; P:glycerol ether metabolic process; IPRO05746; IPRO12336; IPRO13766; PTHR10438:SF13
tulumensis_0 DS . . (PANTHER)
- - F:protein disulfide oxidoreductase activity
DMPC15231975_Speleonectes . 1 ) o F:peptidase activity; P:protein metabolic G3DSA:3.40.630.10 (GENE3D), PTHR12053 (PANTHER),
1725 7 jumensis 1 plasma glutamate carboxypeptidase-like 195 1.31E-46 = 70.80% oo . catabolic process PTHR12053:SF2 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15231985_Speleonectes  von willebrand factor d and egf domain- o U o IPR000742; IPR013032; G3DSA:2.170.300.10 (GENE3D),
1726 . lumensis 1 containing protein 112 2.33E-24  59.30%  F:calcium ion binding PTHR24044 (PANTHER), SSF57196 (SUPERFAMILY)
DMPC15232110 Speleonectes - o F:hydrolase activity; F:phosphoprotein IPRO01611; IPR003591; G3DSA:3.80.10.10 (GENE3D),
1727 " lumensis 0 membrane glycoprotein lig- 235 694E-08  48.00% < hatase activity PTHR24369 (PANTHER), SSF52058 (SUPERFAMILY)
1728 DMPC15232178_Speleonectes  multiple coagulation factor deficiency 289 1.05E21  65.00% ) IPR0O11992; IPR018247; PTHR23104 (PANTHER),
tulumensis_1 protein 2 homolog : il PTHR23104:SF0 (PANTHER), SSF47473 (SUPERFAMILY)
1729 DMPC15232232 Spelconectes dermatopontin 3 103 429E-08 59.13% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1730 Dﬁiﬁiﬁz 2537781’61“““‘“ dermatopontin 2 104 151E08 65.70% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
P:proteolysis; F:serine-type endopeptidase
1731 Dﬁ’gﬁgiﬁ“1—Spele°“e°‘es serine protease precursor 149 534E-16 5930% activity; P:negative regulation of catalytic IPR007280; SignalP-NN(euk) (SIGNALP)
- - activity; F:identical protein binding
N T o IPR000626; IPRO19954; IPR019955; IPR019956;
1732 DMPCI5232248 Speleonectes 60s ribosomal protein 140 151 S48E-42 96.00% O Tibosome; Fistructural molecule activity; G3DSA:3.10.20.90 (GENE3D), PTHR 10666 (PANTHER),

_tulumensis_2

P:translation

SignalP-NN(euk) (SIGNALP), SSF54236 (SUPERFAMILY)




DMPC15232279 Speleonectes

ame: full=venom allergen 5 ame:
full=allergen ves s v ame: full=antigen 5

IPR001283; IPR002413; IPR014044; SignalP-NN(euk)

- 0, -
1733 _tulumensis_2 short=ag5 ame: full=cysteine-rich venom 192 7.30E-18  61.50% (SIGNALP)
protein short=crvp ame: allergen=ves s 5
L . IPR0O01254; TPR009003; TPRO18114; G3DSA:2.40.10.10
1734 DthPriissziizf“lfSpele"“eCtes Chmo“yps‘“'hkezzl_‘iiﬁse family member 3¢} 35510 60.10%  F:hydrolase activity (GENE3D), PTHR24275 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP)
1735 Dtﬁﬁriiﬁizzgs 8 Speleonectes 4 ¢ homolog subfamily ¢ member 24 120 3.59E-14  6420%  F-binding IPRO01623; PTHR24078 (PANTHER)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
1736 Hﬁiﬁgﬁ 2330—51’61““"’“63 mantle protein 9 138 1.30E-08 67.00% - PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), SSF100895 (SUPERFAMILY)
_tulumensis_0 yal precu : 0% D » Fryauronongiu vity; NN(euk) (SIGNALP), tmhmm (TMHMM)
F:catalytic activity
1738 Dﬁ’{ﬁgij}?f 00_Speleonectes 1 scyanin subunit type 2 precursor 159 1.09E-27 77.80% - IPR005203; IPRO13788; IPRO14756; tmhmm (TMHMM)
1739 Dﬁﬁigsﬁ 2306—51’61"0““‘“ dermatopontin 2 124  4.00E-08 59.38% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1740 DYPC15232564 Spelconectes oxidase peroxidase 172 136E-51 6390% - IPR002007; IPRO10255; PTHR11475 (PANTHER)
DMPC15232588_Speleonectes ; IPR001283; IPR014044; SignalP-NN(euk) (SIGNALP), tmhmm
1741 tulumensis 2 venom allergen 5 150  2.09E-20 54.40% - (TMHMM)
. . e T IPR007087; IPR013087; IPR015880; PTHR24402 (PANTHER),
1742 Dxpriisfiiz? 90_Speleonectes zine finger 154  8.71E20 56.30% gfi‘r‘:;{:’;zlfclﬁbmdmg’ F:zinc ion binding; PTHR24402:SF54 (PANTHER), PF13894 (PFAM), SSF57667
. — ' v (SUPERFAMILY)
. . . IPR0O01254; TPR009003; TPRO18114; G3DSA:2.40.10.10
1743 DMPC15232692 Speleonectes clipb6 protein 116 8.63E-12 62.00% | proteolysis; Fiserine-type endopeptidase (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
_tulumensis_0 activity; F:catalytic activity (SIGNALP)
DMPC15232731_Speleonectes I ] R . o . IPRO00716; PTHR 12352 (PANTHER), SignalP-NN(euk)
1744 tulumensis 2 oocyte protease inhibitor-1 precursor 88 1.43E-10  66.90% P:proteolysis; F:peptidase activity (SIGNALP)
DMPC15232755_Speleonectes . . . . o F:metal ion binding; F:hydrolase activity; F:acid IPR008963; IPR0O15914; SignalP-NN(euk) (SIGNALP), tmhmm
1745 tulumensis 2 iron zinc purple acid phosphatase-like 118  2.88E-12  60.30% phosphatase activity (TMHMM)
1746 DMPCI15232757_Speleonectes soma ferritin 115 646E-34 8740%  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
C:cytoplasm; F:catalytic activity; P:lipid
DMPC15232764 Speleonectes . o . 5 . IPR0O15590; IPRO16161; IPR0O16163; PTHR11699 (PANTHER),
1747 tulumensis_1 retinal dehydrogenase 1 125  2.94E-51 81.30% metabol.lc Process, P.secondary metabolic PTHR11699:SF46 (PANTHER)
process; P:metabolic process
F:metal ion binding; P:proteolysis;
DMPC15232765_Speleonectes . o F:metallopeptidase activity; F:hydrolase activity; IPR0O01506; IPR006026; IPR024079; PTHR10127 (PANTHER),
1748 lumensis 2 nas-13 protein 272 463E-44 54.00%  pliion binding: Fopeptidase activity: SignalP-NN(cuk) (SIGNALP), SSF55486 (SUPERFAMILY)
F:metalloendopeptidase activity
1749 Dtll\l/{l}l’iégszi’??s97Speleonectes female neotenic-specific protein 3 116  1.80E-08 66.50% - no IPS match
DMPC15232922_Speleonectes hypothetical protein o . . .. IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1750 jumensis 2 DAPPUDRAFT 57749 129 9.02E-45  75.30%  Fipeptidase activity PTHR24260 (PANTHER), PTHR24260:SF33 (PANTHER)
P:oxidation-reduction process; F:oxidoreductase
DMPC15232926_Speleonectes . xIcatior . 5 : IPR002198; IPR002347; IPR016040; PTHR24311 (PANTHER),
1751 tulumensis_2 I-xylulose reductase 169  8.88E-54  69.20% agtlv_lty, P:metabolic process; F:nucleotide PTHR24311:SF0 (PANTHER), SSF51735 (SUPERFAMILY)
binding; C:cellular component
1757 PMPCI15232937 Speleonectes  hemagglutinin amebocyte aggregation 19 5 15p 08 60.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 0

factor




DMPC15233031_Speleonectes

IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

. . ) o . ..
1753 tulumensis 2 predicted protein 103 5.07E-07 61.50% F:hydrolase activity PTHR24265 (PANTHER)
IPR0O01916; TPR004000; TPR023346; G3DSA:1.10.530.10
1754 DthPriissziz3(1’76—Spele°“e°tes beta actin 132 691E-23 93.90%  Fnucleotide binding (GENE3D), G3DSA:3.30.420.40 (GENE3D), PTHR11937:SF93
—u — (PANTHER), SSF53067 (SUPERFAMILY)
. . F:hydrolase activity, hydrolyzing O-glycosyl
1755 Dtll\l/{lll’ri;zziz38857Spe1eonectes Bﬁ}ggfggl{,?r?;a 4 239  3.26E-35 51.40% compounds; P:carbohydrate metabolic process; IPRO13781
- - - F:cation binding; F:catalytic activity
DMPC15233111 Speleonectes F:sphingomyelin phosphodiesterase activity; IPR004843; G3DSA:3.60.21.10 (GENE3D), PTHR10340
1756 tulumensis 0 P sphingomyelin phosphodiesterase 262 1.64E-75 68.20%  F:hydrolase activity; P:sphingomyelin catabolic (PANTHER), PTHR10340:SF13 (PANTHER), SSF56300
- - process (SUPERFAMILY)
1757 DMPCI1 52}3 182_Speleonectes er degradatlon.-enhan-(nng alpha- 148 LI3E-25  86.50% C:c.elll; I.’:n.letab.ohc process; F:hydrolase IPRO01382; PTHR11742:SF11 (PANTHER)
tulumensis 0 mannosidase-like 1 activity; F:calcium ion binding
DMPC15233192 Spelconectes IPR007087; IPR013087; IPR015880; PTHR24402 (PANTHER),
1788 e, P zinc finger protein 271-like 140 7.07E-47 6830% - PTHR24402:SF42 (PANTHER), PF13465 (PFAM), SSF57667
- — (SUPERFAMILY)
C:mitochondrion; P:embryo implantation; . .
1759 DMPC]52.33202_Speleonectes grn protein 165  6.65E-11  49.00%  P:blastocyst hatching; P:positive regulation of IPRO00118; PTHR12274 (PANTHER), PTHR12274:5F0
_tulumensis_2 o . . (PANTHER)
epithelial cell proliferation
. . R . . IPR000668; IPR013128; IPR025661; G3DSA:2.40.50.170
1760 DMPC15233258 Speleonectes cathepsin 12 140 1.86E-29 82.10% | -Peptidase activity; Pprotein metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
_tulumensis_1 process; P:catabolic process (SUPERFAMILY)
P:cellular homeostasis; P:regulation of
DMPC15233334_Speleonectes . s . . o X . R . s IPR005746; IPR012336; IPR0O13766; IPR017937;
1761 tulumensis 0 thioredoxin-like protein 1-like 127  5.59E-42 88.10% blologlca_l process; F:electron carrier activity; PTHR10438:SF19 (PANTHER)
- — F:catalytic activity; P:metabolic process
1762 DMPCI15233422 Speleonectes ferritin h subunit 115 1.79B-19 89.80%  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15233477_Speleonectes glyceraldehyde-3-phosphate o . . R . IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),
1763 tulumensis 0 dehydrogenase 138 1.36E-12  84.90% F:catalytic activity; P:metabolic process SSF55347 (SUPERFAMILY)
IPR000169; IPR000668; IPR0O13128; IPR013201;
1764 Dtlvfprgisszii3‘2‘80—Spele°“e°tes cathepsin partial 134 226E-47 69.80%  F:hydrolase activity G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—tu — (PANTHER), SSF54001 (SUPERFAMILY)
DMPC15233504 Speleonectes o IPR021852; PTHR13341 (PANTHER), PTHR13341:SF3
1765 tulumensis 2 canopy homolog 2 precursor 258  7.22E-42  71.80% - (PANTHER), tmhmm (TMHMM)
IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1766 Dtﬁiﬁisszé 3364—51’61“““‘“ plasminogen activator spa 123 1.05E-21 63.80% - PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
— — SignalP-NN(euk) (SIGNALP)
1767 Dxiﬁisii 3200—51’3160“"’““ acyl- -binding protein 152 6.55E-40 81.20%  F:lipid binding IPR000582; IPRO14352; IPR022408; PTHR23310 (PANTHER)
DMPC15233659 Speleonectes L . . o F:nucleic acid binding; F:zinc ion binding; IPR007087; IPR013087; IPR015880; PTHR11389 (PANTHER),
1768~ ilumensis 0 pr domain zinc finger protein 16-like 103 176E-16 67.00% (i iacellular PF13465 (PFAM), SSF57667 (SUPERFAMILY)
1769 DMPCI15233727 Speleonectes soma ferritin 115 457E-24 88.30%  Liccllularhomeostasis; Fcatalytic activity; IPR001519; IPRO08331; IPR009040; IPR00907S; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15233826_Speleonectes . . o IPRO13785; IPR0O17853; IPRO18155; PTHR11769:SF8
1770 tulumensis 2 hyaluronidase ph-20-like 81 4.58E-10 55.30% - (PANTHER)
DMPC15233890_Speleonectes . o IPR001916; IPR023346; G3DSA:1.10.530.10 (GENE3D),
1771 lumensis 1 lysozyme c-like 102 7.77E-07  63.00% - PTHR 11407 (PANTHER), PTHR11407:SF2 (PANTHER)
1772 DMPC15233917_Speleonectes  a chain carbonic anhydrase ii complexed 337 403E37  59.20% P:biological_process; F:binding; C:cytoplasm; IPR0O01148; TPR0O18338; IPR023561; SignalP-NN(euk)
tulumensis 1 with 4- -n- haal eHe C:cell (SIGNALP)
1773 DMPC15233952 Speleonectes calreticulin 69 2 80F-08  76.00% B IPRO01580; TPR0O13320; PTHR11073:SF2 (PANTHER), SignalP-

tulumensis 1

NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15233955_Speleonectes

1774 S0 dermatopontin 3 103 4.06E-08 59.13% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; IPR001314; IPR009003; IPRO18114;
1775 DthPriisszi?gs 7_Speleonectes serine protease 181 391E-15 6130%  Fipeptidase activity G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER),
i — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. .. . F:zinc ion binding; P:peptidoglycan catabolic .
DMPC15233990_Speleonectes peptidoglycan recognition protein 3 short ) o TN KA. . IPR002502; IPR006619; IPR015510; SignalP-NN(euk)
1776  tulumensis_0 class 324 6.05E-56  63.40% gz(t)if/ei;s], F:N-acetylmuramoyl-L-alanine amidase (SIGNALP), tmhmm (TMHMM)
- o . IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1777 DMPCI5234069 Speleoneetes o iqace 1 and s6 chymotrypsin hap 144 8.24E-11  66.40% | peptidase activity; Piprotein metabolic (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
_tulumensis_2 process; P:catabolic process (SIGNALP)
DMPC15234204 Speleonectes . . o P:protein metabolic process; F:binding; IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
1778 ulumensis 0 peptidyl-prolyl cis-trans 300 229E-57  70.70% g atalytic activity (PANTHER), PTHR11071:SF22 (PANTHER)
T .PU}JI[UQDC TIIIToItoT a\.uvuy, T .DUllllC'LleC
1779 DMPC15234258 Speleonectes ame: full=saxiphilin short=sax flags: 147 897E-20  51.50% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12036 (PANTHER), PTHR12036:SF5
_tulumensis_0 precursor ' %7 region; P:negative regulation of peptidase (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15234310_Speleonectes o . | o IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
1780 tulumensis 2 anti-lipopolysaccharide factor 144  547E-21 65.60% - (TMHMM)
DMPC15234337_Speleonectes o . N ] IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1781 tulumensis 2 epididymal secretory protein el 145  1.74E-12  57.60% P:transport NN(euk) (SIGNALP)
. . L IPR000626; IPRO19954; IPR019955; IPR019956;
1782 Dtll\lgﬁissziz“gs 0_Speleonectes 60s ribosomal protein 140 125 8.55E-47  96.10% g;;:g:f;?:;fsmcmral molecule activity; G3DSA:3.10.20.90 (GENE3D), PTHR 10666 (PANTHER),
- — ' SSF54236 (SUPERFAMILY)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1783 2&5&2;24‘1‘87—Spele‘me‘“es —NA-- 92 . PTHR24264 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
DMPC15234511_Speleonectes . . R L . IPR0O01715; IPR001997; IPR003096; PTHR 18959 (PANTHER),
1784 tulumensis 1 calponin transgelin 153 1.13E-54 91.40% F:actin binding; P:cytoskeleton organization PTHR18959:SF3 (PANTHER), SignalP-NN(euk) (SIGNALP)
1785 DMPC15234517_Spele0nectes low affinity immunoglobulin epsilon fc 197 351E-17  50.10% F:carbohydrate binding TPR0O01304; TPR0O16186; IPRO16187; IPRO18378; PTHR22802
tulumensis 2 receptor (PANTHER)
DMPC15234535_Speleonectes ‘ } R IPR000562; IPRO13806; PTHR22918 (PANTHER),
1786 tulumensis 2 matrix metalloproteinase-9 104  8.41E-09 54.00% - PTHR22918:SF0 (PANTHER)
1787 ngfg;s:iﬁ 97_Speleoncctes Selemum'd;é’ri‘:}gzg egl“tath“’ne 129 1.82E-44 78.60% - IPR000889; IPRO12336; PTHR11592:SF0 (PANTHER)
- . ; IPR000668; IPRO13128; IPR025660; IPR025661;
1788 Dﬁﬁﬁ;ﬁi 4547751’61““6““ cathepsin | 158 1.94E-75  79.70% Frgzg‘sdalfi:g&‘l% ; Prfcr;’::m metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
- — P o P (PANTHER), SSF54001 (SUPERFAMILY)
chain crystal structure of engineered . .
1789 DMPC]5234692_Speleonectes northeast structural genomics consortium 159  6.29E-32  67.00%  F:catalytic activity IPRO02110; IPR020683; PTHR24188 (PANTHER), PF13637
_tulumensis_1 target (PFAM)
IPR007087; IPRO13087; IPRO15880; PTHR24382 (PANTHER),
1790 Dxpﬁiﬁi 4296—51’3160““‘“ zinc finger protein 251-like 118 1.66E-12  64.90% - PTHR24382:SF0 (PANTHER), PF13465 (PFAM), SSF57667
—UIUMEnsIs_ (SUPERFAMILY)
DMPC15234706_Speleonectes . R IPR000668; IPRO13128; G3DSA:3.90.70.10 (GENE3D),
1791 lumensis 1 cathepsin | 109 3.38E-17  78.30% - PTHR12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
1792 Dtﬁ’g Ii;iszfs 4112—81"31““6““ —-NA--- 177 - IPRO08197; PTHR 19441 (PANTHER)
. o . IPRO00668; IPRO13128; IPR025661; G3DSA:2.40.50.170
1793 D}’Fﬁiﬁ;ﬁ“;52—Spele°“e°‘es cathepsin I-like 150 1.51E22  87.40% Frgzgssda;i:t‘:g)‘htyc ; Prf;:::m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), tmhmm
. — P al P (TMHMM), SSF54001 (SUPERFAMILY)
1794 DMPCI5234810_Speleonectes beta-ig-h3 fasciclin 87 106E-12 5620% - IPR000782; PTHR10900 (PANTHER)

tulumensis 1




DMPC15234852_Speleonectes

P:chitin catabolic process; F:hydrolase activity,
hydrolyzing O-glycosyl compounds;

IPR001223; IPR011583; IPRO13781; IPR017853;

1795 . chitinase partial 178 4.07E-36  60.10% . @ G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
tulumensis_1 P:carbohydrate metabolic process; F:cation
- - ear ctabo’ie i . SSF54556 (SUPERFAMILY)
binding; F:catalytic activity; F:chitinase activity
DMPC15234877_Speleonectes : . . R IPR001254; IPR009003; G3DSA2.40.10.10 (GENE3D),
1796 tulumensis 1 serine protease like protein 153 4.64E-15 60.40% - PTHR24272 (PANTHER)
1797 Dtﬁ’g Ii;iszfs 4’1387—81"’1““6““ dermatopontin 2 138 234E-17  5890% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1703 DMPCI5234903_Speleoncctes NAL a1l ] IPR002172; IPR023415; PTHR24652 (PANTHER),
tulumensis 1 PTHR24652:SF0 (PANTHER)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1799 Dtlvfpri;i 2133 4?13781’6160“6“65 serine protease 52-like 126 844E-19 63.30%  Fipeptidase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
—uIumensis_ SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1800 DMPCI5234944 Speleoncetes  o1ny1e neotenic-specific protein 3 137 422E-10 54.14% - tmhmm (TMHMM)
tulumensis 2
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
1801 thpﬁigii 5(1’27—51’316"““‘“ serine protease inhibitor kazal-type 6-like ~ 285  3.24E-09 63.75% - (PANTHER), PTHR21312:SF8 (PANTHER), SignalP-NN(cuk)
S - (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPC15235164_Speleonectes ) N IPR0O01672; IPR023096; G3DSA:3.40.50.10490 (GENE3D),
1802 7 lumensis 2 phosphoglucose isomerase 244 LI3E-68  78.40% - PTHR11469:SF0 (PANTHER), SSF53697 (SUPERFAMILY)
1803 DMPC15235190_Speleonectes abhydrolase domain-containing protein 13- 207 LI2E-77 75.10% R G3DSA:3.40.50.1820 (GENE3D), PTHR12277 (PANTHER),
tulumensis 0 like : SUe PF12695 (PFAM), SSF53474 (SUPERFAMILY)
DMPC15235221_Speleonectes . N IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1804 . lumensis 0 trypsin 3 161 7.19E-56  76.80% - (GENE3D), PTHR24256 (PANTHER)
DMPC15235315_Speleonectes o R IPR001398; IPRO14347; G3DSA:3.30.429.10 (GENE3D),
1805 tulumensis 2 macrophage migration inhibitory factor 228 1.92E-39  68.40% - PTHR11954:SF4 (PANTHER)
DMPC15235331_Speleonectes o N o IPR007122; PTHR11977:SF6 (PANTHER), SSF55753
1806 tulumensis 2 protein flightless-1 96 1.81E-32  89.00% F:actin binding (SUPERFAMILY)
DMPC15235336_Speleonectes . o IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1807 tulumensis 1 trypsinogen 1 140  3.52E-30 71.60% - PTHR24256 (PANTHER)
1808 DMPC15235342_Speleonectes ferritin-1 heavy chain 114 585E21 88.90%  Liccllularhomeostasis; Fcatalytic activity; IPR001519; IPRO08331; IPR009040; IPR00907S; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
1809 D&\l/giiszi?;5;46_Speleonectes glutamate carboxypeptidase 142 1.44E-12 74.50%  C:cytoplasm; F:peptidase activity no IPS match
IPRO13126; G3DSA:3.90.640.10 (GENE3D), PTHR 19375
1810 Dtﬁ’g Ii;iszfs 3 ;32—31"’1““6““ heat shock cognate 70 protein 101 3.60E-42 95.10% - (PANTHER), PTHR19375:SF1 (PANTHER), SSF53067
- — (SUPERFAMILY)
DMPC15235609_Speleonectes - . N IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
18117 Jumensis 0 hyaluronan-binding protein 2 % 7T.00E-11 - 3570% - PTHR24276 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15235619_Speleonectes o . N IPR003599; IPR007110; IPRO13098; IPRO13783; PTHR25963
1812 tulumensis 2 myosin light chain smooth muscle 121 5.54E-30 68.10% - (PANTHER), SSF48726 (SUPERFAMILY)
P:carbohydrate metabolic process; P:generation
1813 Dtﬁﬁi;zszi 3 le—SPele"“e“es phosphoglycerate kinase 2 148 2.67E-31 88.50%  of precursor metabolites and energy; P:catabolic IPR001576; IPRO15901; PTHR 11406:SF1 (PANTHER)
- - process; P:metabolic process; F:kinase activity
1814 DMPC]5235626_Speleonectes n-acetylglucosamm?-1-phosph0transferase 88 7.96E-22  69.60% F:-transferase act1V{ty; C:Golgi apparatus; PTHR12630 (PANTHER), PTHR12630:SF2 (PANTHER)
tulumensis 2 subunit gamma C:extracellular region
1815 Dtll\l/ffrgissziisggS—Spele"“e"tes protein lethal giant larvac-like isoform |~ 294 494E-82  75.10% - PTHR10241 (PANTHER), PTHR10241:SF10 (PANTHER)
DMPC15235800_Speleonectes ) ; , o IPR001304; IPRO16186; IPR016187; PTHR22802 (PANTHER),
1816 tulumensis 0 perlucin 5 155  2.20E-12  48.70% F:carbohydrate binding SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1817 DMPCI5235840_Speleoncctes carboxypeptidase b-like 360 68OE1IS 6530% - IPRO00834; IPR003146; G3DSA:3.40.630.10 (GENE3D),

tulumensis 0

PTHR11705 (PANTHER), SSF53187 (SUPERFAMILY)




DMPC15235857_Speleonectes

IPR004911; PTHR13234:SF7 (PANTHER), SignalP-NN(euk)

. ] .
1818~ - o isoform e 152 1.81E-18 50.70% (SIGNALP)
1819 DMPC15235904_Speleonectes soma ferritin 116 217E-36 89.00% :cellularhomeostasis; Ficatalytic activity; IPRO01519; IPRO0833 1; IPR009040; IPRO090TS; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPC15236058_Speleonectes . B o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR001314; IPR009003; IPRO18114;
1820 7 jumensis 1 trypsin 156 18IE-28  63.50%  ivity: F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24276 (PANTHER)
1821 DMPC15236072_Speleonectes soma ferritin 114 136E-34 87.50% .cellularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15236124_Speleonectes . o IPR000118; PTHR12274 (PANTHER), PTHR12274:SF0
1822 tulumensis 0 grn protein 97  9.99E-09 62.00% - (PANTHER)
DMPC15236158_Speleonectes . . o P:response to abscisic acid stimulus; P:positive IPR0O01858; IPR008914; PTHR11362 (PANTHER),
1823 tulumensis 2 protein mother of ft and tf 1-like 172 1.64E-16  55.00% regulation of seed germination; C:nucleus PTHR11362:SF2 (PANTHER), tmhmm (TMHMM)
DMPC15236167_Speleonectes o ; IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1824 lumensis 1 kallikrein-11 isoform 2 175 987E-21  64.80% - (GENE3D), PTHR24275 (PANTHER), tmhmm (TMHMM)
1825 DMPC15236225 Speleonectes histone partial 126 207E-32 95.70%  C-chromosome; F:DNA binding; Prorganelle IPR002119; IPR007125; IPR009072; PTHR23430 (PANTHER)
tulumensis 1 organization; C:nucleus
1826 DMPCI1 5236246_Spe1e0nectes hemagglutinin amebocyte aggregation 140 298F-08 56.83% - IPRO26645
tulumensis 0 factor
1827 Dtll\:{l}l)tiirslszlzGT 05_Speleonectes —NA-- 111 - IPRO00716; PTHR 12352 (PANTHER)
P:biological_process; C:lysosome; P:transport;
1828 Dtﬁ/{lli’riisziiég15_Speleonectes epididymal secretory protein el precursor 200  2.60E-30 57.40%  F:protein binding; P:response to biotic stimulus; IPR003172; IPR014756; PTHR 11306 (PANTHER)
- = F:lipid binding
DMPC15236524_Speleonectes . . ; IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER), SignalP-
1829 tulumensis 1 hemocyanin subunit type 1 precursor 138 5.34E-49  69.50% - NN(euk) (SIGNALP), tmhmm (TMHMM)
1830 Dtll\l/{lljriigszi?i84ispeleonectes female neotenic-specific protein 3 152 9.68E-12 53.78% - no IPS match
_ . . IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1831 Dtﬁ’riisszé 6205—51’51“““‘“ SP14D1 160  7.74E-07  65.00% i‘t’;"ite‘_’le_S;Z’tj'S?;‘;‘;'i%'ilze endopeptidase PTHR24256 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - ty; Freatalyt y tmhmm (TMHMM)
1832 Dtﬁ/f:riissii 6(7)13—51”160““‘“ tsa family 166 135E-37 71.30%  Ficatalytic activity; F:antioxidant activity IPRO00866; IPRO12336; PTHR10681 (PANTHER)
1833 DMPCI15236737_Speleonectes ferritin gf1 111 878E-32 8920  L-ccllularhomeostasis; F:catalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
1834 DMPC15236912_Speleonectes ferritin-1 heavy chain 107 123E-18 92209  Licellular homeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15236991_Speleonectes . . . o TPR003146; TPR009020; PTHR11705 (PANTHER), SignalP-
1835 tulumensis 1 zinc carboxypeptidase a 1-like 145 3.73E-11  52.25% - NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15237028 Speleonectes . . ) IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
1836 tulumensis 0 carboxypeptidase b-like 178  8.65E-64 71.50% - (PANTHER), SSF53187 (SUPERFAMILY)
1837 Dtﬁ/f:riissii 7841—51”160““‘“ ferritin 3-like protein 125 1.98E-26 75.00%  F:binding IPRO01519; IPR008331; IPR009040; IPR009078; [PR012347
DMPC15237064_Speleonectes ) . it d } o P:hormone-mediated signaling pathway; IPR004169; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
1838 . ilumensis 2 u8-agatoxin-aola-like isoform 2 149 533E-33  T5.60% (. iracellular region SSF57059 (SUPERFAMILY)
P:response to stress; P:catabolic process;
DMPC15237147_Speleonectes . TESPONSE 10 SHESS, OIC PrOCess, | IPR002226; IPR010582; IPRO11614; IPRO18028; IPR020835;
1839 tulumensis 2 catalase 316  1.05E-105 82.30% F.b}n@mg, F.antlox}dant activity; F:catalytic PTHR11465:SF0 (PANTHER)
- = activity; P:metabolic process
IPRO13126; IPRO18181; G3DSA:3.30.420.40 (GENE3D),
1840 Dtlvfpﬁilfszé 7189—51’3160“““”5 heat shock 70 kda protein 14 132 239E-44 7380% - G3DSA:3.90.640.10 (GENE3D), PTHR19375 (PANTHER),
—u — PTHR19375:SF81 (PANTHER), SSF53067 (SUPERFAMILY)
1841 DMPC15237229 Speleoncctes testicular serine protease 3 120 19110 63.10%  Fpeptidase activity IPRO01254; IPR009003; IPRO18114; G3DSA:2.40.10.10

tulumensis 1

(GENE3D), PTHR24259 (PANTHER), tmhmm (TMHMM)




DMPC15237478 Speleonectes

P:metabolic process; F:catalytic activity;

IPR000917; IPR017849; IPR017850; G3DSA:3.30.1120.10

- 0, .

1842 _tulumensis 2 arylsulfatase b 232 3.50E-54 59.70% Fasulfuric ester hydrolase activity Eg:gf}i]gﬁ)PTHRlOMZ (PANTHER), PTHR10342:SF19

1843 DMPC15237631_Speleonectes soma ferritin 107 192E28 8920%  Licellular homeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347

tulumensis 0 F:binding; P:ion transport; P:metabolic process

1844 Hﬁﬁﬁiﬁz7f9075pele°“e°‘es hemocyanin subunit type 2 precursor 95  447E31 T1.60% - IPR005203; IPRO13788; IPRO14756

1845 Dﬁiﬁiﬁz 7109—51”1"0““‘“ lysosomal pro-x carboxypeptidase-like 151  1.52E-54 75.80%  F:peptidase activity IPR008758; PTHR11010:SF9 (PANTHER)

1846 Dtll\l/flIl’rgfl:lfSZi?SH;I7_Speleonectes glucan pattern-recognition lipoprotein 650 2.39E-17 46.67% - no IPS match
DMPC15237750_Speleonectes o . , o . IPRO00716; PTHR12036 (PANTHER), SignalP-NN(euk)

1847 tulumensis 0 oocyte protease inhibitor-1 precursor 88 2.66E-08  65.50% P:proteolysis; F:peptidase activity (SIGNALP), tmhmm (TMEHMM)

. . . b . IPRO01179; IPR023566; G3DSA:3.10.50.40 (GENE3D),

1848 Hh’fpriisszi 7;93—51’61“’““‘“ fk506-binding protein 2 119 4.94E-33  78.50% El‘g(rl‘i’;e;:ﬁrgﬁ‘afg’cl‘e"sgrgffstzlP'i"ceg“:‘tliari protein PTHR10516:SF134 (PANTHER), SignalP-NN(cuk) (SIGNALP),
—u — P s Freatalytic activity tmhmm (TMHMM), SSF54534 (SUPERFAMILY)
DMPC15237825_Speleonectes . L I o . TPR008914; PTHR11362 (PANTHER), PTHR11362:SF1

1849 tulumensis 2 39s ribosomal protein mitochondrial-like 307 2.26E-61 62.80% C:ribosome (PANTHER), SignalP-NN(euk) (SIGNALP)

. s . IPR001478; G3DSA:2.30.42.10 (GENE3D), PTHR22939

1850 DMPC15237902_Speleonectes serine protease mitochondrial 208 143E-14 68.80%  Liproteolysis; Fiserine-type endopeptidase (PANTHER), PTHR22939:SF12 (PANTHER), SignalP-NN(euk)
_tulumensis_1 activity; F:catalytic activity (SIGNALP)

1851 DMPC15238013_Speleonectes ~ mitochondrial manganese superoxide 199 5.59E-65 84.00% P:biological_process; F:binding; P:metabolic IPR0O01189; IPR019831; IPR019832; G3DSA:1.10.287.990

tulumensis 2 dismutase ) Ee process; F:catalytic activity (GENE3D), PTHR11404:SF5 (PANTHER)

1852 DMPCISZIROLS Speleonecles  pemocyanin subunit type 1 precursor 141 809E-76  76.00% - IPRO05203; IPRO13788; IPRO14756

1853 DMPCI5238109 Speleonectes  hemagglutinin amebocyte aggregation 145 | 5513 59509 - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis_2 factor
. . e . o IPR012336; IPR019479; G3DSA:3.30.1020.10 (GENE3D),

1854 DMPC15238147_Speleonectes peroxiredoxin-4 138 6.88E-40 97.00% L metabolic process; Fantioxidant activity; PTHR10681 (PANTHER), PTHR10681:SF46 (PANTHER),
_tulumensis_2 F:catalytic activity SignalP-NN(euk) (SIGNALP)

DMPC15238173 Speleonectes . o IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10

1855 lumensis 1 trypsin 3 131 2.12E-47  78.80% - (GENE3D), PTHR24256 (PANTHER)

1856 DMPC15238222 Speleonectes —NA--- 203 - IPR007947; PTHR11337 (PANTHER), tmhmm (TMHMM)

tulumensis_0
F:zinc ion binding; P:one-carbon metabolic

1857 DMPC15238268_Spe1e0nectes carbonic anhydrase 1 338 3.27E-34 67.10%  process; F:carbonate dehydratase activity; IPR0O01148; IPR0O18436; IPR023561

_tulumensis_0 . .
F:metal ion binding

1858 DMPC15238313ispeleonectes ame: full=saxiphilin short=sax flags: 19 777E-15  54.20% P:metabolic process IPR0O00716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm

tulumensis_1 precursor (TMHMM)

1859 DMPC15238328 Speleonectes - NA- 31 ) IPR009003; G3DSA:2.40.10.10 (GENE3D), PTHR24264
_tulumensis_1 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

P:biological_process; C:lysosome; P:transport; .
DMPC15238345_Speleonectes L . . o X P T SR . IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
1860 tulumensis_2 epididymal secretory protein el isoform 1 142 147E-21 59.10% llzﬁ;ciaeg:fé?:gmg, P:response to biotic stimulus; NN(euk) (SIGNALP), tmhmm (TMHMM)
1861 DMPC152.384077$pe1e0nectes pacifastin light chain 166 1.79E-08 53.50% F:peptl_dase 1nh1b1For act1v1vty.; P:negative TPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 2 regulation of peptidase activity (TMHMM)
DMPC15238448_Speleonectes e 1 . o F:peptidase inhibitor activity; P:negative IPR008037; IPR020862; SignalP-NN(euk) (SIGNALP), tmhmm
1862 tulumensis 0 pacifastin light chain 128 2.08E-08  53.33% regulation of pe.ptidase activity (TMHMM)
1863 DMPC15238620 Speleonectes . 406 i rinogen-related protein 2 154 163E-24 6870% L receptor binding; Ciextracellular space; IPR002181; IPRO14715; IPR020837; PTHR 19143 (PANTHER)

tulumensis 1

P:signal transduction




DMPC15238625_Speleonectes

1864 tulumensis 2 diuretic hormone class 2-like 215 1.09E-21 86.40% - no IPS match
DMPC15238735_Speleonectes . o o . S . IPRO13781; IPR0O15902; TPR0O17853; PTHR10357:SF26
1865 tulumensis_2 pancreatic alpha-amylase-like isoform 1 79 1.08E-18  75.60% F:hydrolase activity; P:metabolic process (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15238776_Speleonectes . . o F:peptidase activity; P:protein metabolic IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1866 tulumensis 1 transmembrane protease serine 12-like 325 1.47E-07 75.00% process: P:catabolic process PTHR24265 (PANTHER)
I .PllUDpllUlll}dbU A d\/ll\/lly, I . Carcrurllr 1o1r
DMPC15238829 Speleonectes . . o binding; P:lipid catabolic process; IPR0O01211; IPR0O13090; IPR016090; SignalP-NN(euk)
1867 _tulumensis_2 phospholipase a2-like 154 5.24E-16  62.50% P:phospholipid metabolic process; (SIGNALP), tmhmm (TMHMM)
1868 DMPCIS238853 Speleonectes —NA-— 153 ; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1869 DMPC19238894, Speleonectes  hemagglutinin Amebocyie ageregation 4 403800 60.60% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1870 Dtﬁﬁriisszlz 8(9)07—51’6160““‘“ anti-lipopolysaccharide factor isoform 7~ 143 1.04E-29  67.40% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
1871 DMPC15238912_Speleoncctes ferritin 3-like protein 136 1.08E-25 79.80% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPC15238974_Speleonectes von willebrand factor type egf and o IPR000436; G3DSA:2.10.70.10 (GENE3D), PTHR19325
1872 tulumensis 0 pentraxin domain-containing protein 1 438 L44E-10 42.30% B (PANTHER)
1873 Dtll\lﬁielssziig?85—Spele°“e°‘“ protein 158 4.09E-29 6230% - IPRO26645
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1874 Dﬁiﬁ;ﬁi 9?3751’61‘30“6““ serine protease 52-like 124 8.09E-19 63.10%  F:peptidase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1875 DMPC15239163_Speleonectes ~ mitochondrial manganese superoxide 119 1.55E27  87.50% F:binding; P:metabolic process; F:catalytic IPR0O01189; IPR0O19831; G3DSA:1.10.287.990 (GENE3D),
tulumensis 2 dismutase ) v activity PTHR11404:SF5 (PANTHER)
DMPC15239173_Speleonectes . . o . .. IPR001254; IPR001314; IPR009003; IPRO18114;
1876 tulumensis 2 chymotrypsinogen b-like 181  7.64E-29  59.00% F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24260 (PANTHER)
1877 Dﬁiﬁ;ﬁz 9372781’6160““‘“ hemaggl““mnf:ft‘::ﬁife ageregation s 939E22  6030% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1878 Dtﬁ’riisszé 9585—51’3160“"’““ si:dkey- protein 108  4.03E-10 59.70% - IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
DMPC15239332 Speleonectes . . o . TPR016093; TPR027005; G3DSA:2.80.10.50 (GENE3D), SignalP-
1879 tulumensis 0 probable er retained protein 111 3.19E-27 73.40% C:membrane NN(euk) (SIGNALP)
P:oxidation-reduction process; F:oxidoreductase
DMPC15239374_Speleonectes . , xication-recuc cess; L-oxidofecucta IPRO00866; IPRO12336; PTHR10681 (PANTHER),
1880  tulumensis_0 peroxiredoxin 1-like 118  2.79E-17  47.50% Zzgzig, F:antioxidant activity; F:peroxiredoxin PTHR10681:SF44 (PANTHER)
1881 Hﬁiiisszé 9§90—Spele°“e“es glutathione peroxidase 1 152 1.16E-22 84.00% - IPR000889; IPRO12336; tmhmm (TMHMM)
P:proteolysis; F:peptidase activity; F:peptidase
DMPC15239533_Speleonectes . ) o inhibitor activity; F:serine-type endopeptidase IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
1882 _tulumensis_0 cysteine protease 127 1.07E-09 66.80% inhibitor activity; C:extracellular region; (TMHMM)
P:negative regulation of peptidase activity
s . IPR001190; IPR002172; IPR017448; IPR023415; PR00261
1883 Dtﬁﬁiisszi 9349—51’3160“"’““ serine protease nudel 170 1.12E-19 51.50% i‘t’;"ite‘_’le_S;Z’tj'S?;‘;‘;'B’ilze endopeptidase (PRINTS), G3DSA:3.10.250.10 (GENE3D), PTHR10529
-~ — ty; Fucatalyt ¥ (PANTHER), PTHR10529:SF113 (PANTHER)
DMPC15239570 Speleonectes P:metabolic process; F:catalytic activity; IPR017850; G3DSA:3.30.1120.10 (GENE3D), PTHR 10342
1884 ulumensis 1 P n-acetylgalactosamine-6-sulfatase- partial 314  2.86E-61 71.20% F:sulfuric ester hydrolase activity; (PANTHER), PTHR10342:SF27 (PANTHER), tmhmm
- - C:cellular component (TMHMM)
1885 DMPC15239699_Speleonectes ferritin-1 heavy chain 96  5.19E-22 9180% | ccllularhomeostasis; F:binding; Fcatalytic IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347

tulumensis 0

activity; P:ion transport; P:metabolic process




DMPC15239719 Speleonectes

inactive hydroxysteroid dehydrogenase-

IPR002198; IPR002347; IPR016040; IPR020904; PTHR24316

1886 R . . 225  6.93E-79  75.40% P:metabolic process 1 (PANTHER), PTHR24316:SF68 (PANTHER), SSF51735
_tulumensis_0 like protein 1 (SUPERFAMILY)
DMPC15239744 Speleonectes . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR001314; IPR009003; TPRO18114;
1887 " utumensis 2 rypsin 143 865E-24  62.60%  itivity; Ficatalytic activity 3 G3DSA:2.40.10.10 (GENE3D), PTHR24276 (PANTHER)
DMPC15239797 Speleonectes . . . . ) o F:peptidase activity; P:protein metabolic IPR0O01563; G3DSA:3.40.50.1820 (GENE3D), SSF53474
1888 tulumensis 0 serine carboxypeptidase family protein 109  1.55E-16 73.40% process: P:catabolic process 3 (SUPERFAMILY)
DMPC15239899 Speleonectes o o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
1889 tulumensis 2 kazal-type protease inhibitor 133 3.22E-11  51.88% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
DMPC15239973_Speleonectes . . . . o . . - . .. IPRO11650; PTHR11014 (PANTHER), PTHR11014:SF15
1890 tulumensis 2 cytosolic non-specific dipeptidase 203  7.57E-74  79.20% P:metabolic process; F:peptidase activity 2 (PANTHER)
IPR0O01736; IPR025202; G3DSA:3.30.870.10 (GENE3D),
DMPC15239989 Speleonectes . . L . o F:binding; P:metabolic process; C:cell; PTHR21248 (PANTHER), PTHR21248:SFO (PANTHER),
1391 ) lumensis 1 mitochondrial cardiolipin hydrolase-like 160 6.26E-47  72.20% ¢ . 1viic activity: C:mitochondrion > SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF56024
(SUPERFAMILY)
1897 DMPCI15240030 Speleonectes Kazal-type protease inhibitor 118 282B-15 57.80% - 0 gﬁg‘?g;%)‘};gsl‘?)gggg?gggég}ﬁfg) PTHR2IT31
1893 DMPC152.400807Speleonectes gamma—1nterfe:ron—1nduc1ble lysosomal 461  211E-37  54.40% ) 0 IPRO04911; tmhmm (TMHMM)
tulumensis_2 thiol reductase
C:lysosome; F:peptidase activity; F:protein
binding; F:binding; P:protein metabolic process; IPR000169; IPR000668; IPR013128; G3DSA:3.90.70.10
1894 Dﬁfﬁﬁiﬁ;‘??6—Spele°“e°‘es cathepsin ¢ 167 2.10E-73 8030%  P:catabolic process; Pregulation of biological 11 (GENE3D), PTHR12411:SF17 (PANTHER), SSF54001
- - process; P:cell death; P:biological process; (SUPERFAMILY)
C:endoplasmic reticulum; C:Golgi apparatus
DMPC15240130 Speleoncctes C:cytoplasm; ; Fipeptidase activity; P:protein IPR0O01261; IPR002933; G3DSA:3.40.630.10 (GENE3D),
1895 tulumensis 1 P aminoacylase-1-like isoform 2 167 8.49E-71 77.60%  metabolic process; P:catabolic process; 6  PTHR11014 (PANTHER), PTHR11014:SF8 (PANTHER),
- - F:hydrolase activity SSF53187 (SUPERFAMILY)
DMPC15240164 Speleonectes . o IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10
1896 " ilumensis 1 trypsin 3 120 2.79E-37 7640% - O (GENE3D), PTHR24256 (PANTHER)
IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
1897 Dtll\l’{l}lﬁ;sszi‘;og70751’61‘30“““ trypsin partial 162 832E-10 70.60%  F:peptidase activity | (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
- — (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
1898 Dtﬁgri;szi‘;o?s 1_Speleonectes —NA-- 141 . 0 PTHR24268 (PANTHER), PTHR24268:SF30 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1. pepuuast miomur acuvity, 17.5CTIc=ty pc
DMPC15240312_Speleonectes ame: full=saxiphilin short=sax flags: endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
1899 . 125  3.44E-17 51.50% . . . . 4
_tulumensis_0 precursor region; P:negative regulation of peptidase (TMHMM)
1900 ]:)&\l/griel: 112;;0(?;68_Speleonectes long form-like 613 S.03E-167 86.90% Scztciztii);keleton; C:protein complex; F:motor 3 gi&?ég{;)PTHRI?’ 140 (PANTHER), PTHR13140:SF11
1901 DMPC15240374 Speleonectes fibrinogen ¢ domain-containing protein 1- 257  2.00E31  67.80% F:receptor binding; C:extracellular space; 3 IPR0O02181; IPR014715; IPR014716; IPR020837; PTHR19143
tulumensis_1 a-like ) U P:signal transduction (PANTHER), tmhmm (TMHMM)
DMPC15240428 Speleonectes . . s o . R . .. IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
1902 tulumensis 0 ovarian cysteine protease inhibitor 89 1.89E-10  64.20% P:proteolysis; F:peptidase activity 2 (SIGNALP)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1903 Dtﬁiiigsziio‘lw3781’61‘30“““35 trypsin 3 128 1.16E22 58.00% - 0 (GENE3D), PTHR24265 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM)
DMPC15240512_Speleonectes . o IPR0O01254; TPR009003; IPR018114; G3DSA:2.40.10.10
1904 7 lumensis 1 trypsinogen 2 126 8.20E-37 75.30% - O (GENE3D), PTHR24256 (PANTHER)
1905 DMPC15240522 Speleonectes o oovanin subunit type 1 precursor 123 16TE-75  69.50% - 0 IPR005203; IPRO13788; IPRO14756

tulumensis 0




DMPC15240533_Speleonectes

F:nucleic acid binding; F:zinc ion binding;

IPR007087; IPR013087; IPR015880; PTHR11389 (PANTHER),

1906 . zinc c2h2 type family protein 92 5.29E-16  66.40% . 3 PF13465 (PFAM), PF13894 (PFAM), PF13912 (PFAM),
_tulumensis_0 C:intracellular SSF57667 (SUPERFAMILY)
1907 ngﬁisfi‘;oi 83_Speleonectes  hemagglutinin a‘f‘;‘c’:’;cyte aggregation 157 )34E-18 59.20% - 0  IPR026645; SignalP-NN(euk) (SIGNALP)
DMPC15240589_Speleonectes  down syndrome cell adhesion molecule- o IPRO13098; IPR013783; PTHR10489 (PANTHER), SSF48726
1908 tulumensis 4 like protein cg42256-like 113 449E-24  64.80% - 0 (SUPERFAMILY)
DMPC15240880_Speleonectes s o . R . .. IPR000716; PTHR12036 (PANTHER), SignalP-NN(euk)
1909 tulumensis 0 oocyte protease inhibitor-1 precursor 75  2.99E-08 69.80% P:proteolysis; F:peptidase activity 2 (SIGNALP)
C:cytoskeleton; C:protein complex; F:structural
DMPC15240973 Speleoncctes molecule activity; C:lipid particle; P:cellular IPR000626; IPR001975; IPR019954; IPR019955; IPR019956;
1910 tulumensis 0 P anopheles stephensi ubiquitin 141 534E-64 98.90% protein modification process; P:protein 10  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - metabolic process; P:catabolic process; SSF54236 (SUPERFAMILY)
C:ribosome; C:cytosol; P:translation
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
DMPC15240975_Speleonectes . o PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
V1 rmensis 1 mantle protein 9 146 3.60E-08  67.67% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
1912 Dtll\:gﬁiflszi‘;1(1)30751’6160““5 hemaggl““g:g?;g;‘;ﬁi raggrega“o“ 251  143E25 59.30% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15241107_Speleonectes - T ) o P:proteolysis; F:serine-type peptidase activity; IPR001254; IPR001314; IPR009003; IPRO18114;
1913 7 lumensis 2 cationic trypsin-3-like 143 39IE-19 62.80% L} irolase activity: F:peptidase activity 4 G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER)
1914 DMPCISAII_Speleonectes  unii-lipopolysaccharide factor isoform 7 145 204E-30  66.60% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
P:cellular homeostasis; P:regulation of . . -
1915 DMPC15%41250_Speleonectes thioredoxin 1 108 1.31E-20 74.50%  biological process; F:electron carrier activity; 5 IPR005746; IPRO12336; IPRO13766; SignalP-NN(euk)
tulumensis_0 . s . (SIGNALP)
- - F:catalytic activity; P:metabolic process
IPR000626; IPR019954; IPR019955; IPR019956;
1916 Dtﬁfriisszi‘;lilg—Spele"“e“eS isoform cra_b 130 4.24E-38  98.00% - 0  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - SSF54236 (SUPERFAMILY)
DMPC15241391_Speleonectes . o IPR001254; TPR009003; IPR018114; G3DSA:2.40.10.10
17 utumensis 1 trypsin 3 157 194E-36 73.30% - O (GENE3D), PTHR24256 (PANTHER)
DMPC15241401_Speleonectes . . . o T . . IPRO11237; IPRO11249; PTHR11851 (PANTHER),
1918 tulumensis 1 insulin-degrading enzyme 127 1.65E-24  76.00% F:binding; F:catalytic activity 2 PTHR11851:SF64 (PANTHER)
1919 Dt{‘ﬁrii;’szi‘;1‘1”0—5"‘*1"0““‘“ hemaggl“t‘“‘nf:;‘(‘:rb_?&fe aggregalion 51 3Q6E-13 58.40% - 0 IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15241438 Speleoncctes P:oxidation-reduction process; F:oxidoreductase IPR002198; IPR002347; IPR016040; IPR020842; IPR020904;
1920 tulumensis 2 P estradiol 17-beta-dehydrogenase 8 199  1.61E-57 69.80% activity; P:metabolic process; F:nucleotide 4  PTHR24316 (PANTHER), PTHR24316:SF3 (PANTHER),
- = binding SSF51735 (SUPERFAMILY)
zinc finger protein 271 (zinc finger protein
1927 DMPC15241557_Speleoncctes (e7)st(;‘:1‘°baf‘§firnll’sr‘i$ﬂc$f§?§: 113n 3 )er 122 SOME.16 63.80v  Femucleic acid binding; Fizinc ion binding; 5 IPRO07087; IPRO13087; IPRO1S880; PTHR11389 (PANTHER),
_tulumensis_1 pr(I)Jtein) (2nf-cb) (ct-zfp48) (zinc ﬁngger ’ OV C:intracellular PF13465 (PFAM), SSF57667 (SUPERFAMILY)
protein
I .lJCPI,anbU IIoTor ﬂ,\all\/ll_y, T .DCLIIIC‘I,_YPC
1922 DMPC15241600_Speleonectes ame: full=saxiphilin short=sax flags: 147 680E-22  52.20% endopeptidase inhibitor activity; C:extracellular 4 IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_2 precursor ' <77 region; P:negative regulation of peptidase (TMHMM)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
1923 DMPC15241696_Speleonectes NA-— 142 ) 0 PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),

_tulumensis_1

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)




DMPC15241722_Speleonectes

P:proteolysis; F:serine-type endopeptidase

1924 tulumensis 0 serine protease precursor 147 3.80E-16 58.80% activity; P:negative regulation of catalytic IPR007280; SignalP-NN(euk) (SIGNALP)

- - activity; F:identical protein binding

DMPC15241800_Speleonectes . . N IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-
1925 tulumensis 1 ecdysteroid-regulated protein 153 1.07E-25 58.70% - NN(euk) (SIGNALP)

DMPC15241912 Speleonectes . . . o P:protein metabolic process; P:cellular protein IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
1926 tulumensis 0 peptidyl-prolyl cis-trans isomerase h 123 227E-56  93.80% modification process; F:catalytic activity PTHR11071 (PANTHER), PTHR11071:SF58 (PANTHER)

_ o . IPR001254; IPRO01314; IPR009003; G3DSA:2.40.10.10

1927 DMPCI5241977_Speleonectes serine protease 260 6.08E-23 55809 | proteolysis; Fiserine-type endopeptidase (GENE3D), PTHR24268 (PANTHER), SignalP-NN(euk)

_tulumensis_0 activity; F:catalytic activity

(SIGNALP)

1928 Dtll\l’griisszi‘;1398—51”16"““‘“ tachykinin precursor 110 112E-09 64.33% - SignalP-NN(euk) (SIGNALP)

DMPC15242008_Speleonectes atrial natriuretic peptide-converting } o . . .. IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
1929 " lumensis 0 enzyme 102 7.63E-35  81.30%  Fipeptidase activity PTHR24268 (PANTHER), PTHR24268:SF63 (PANTHER)
1930 Dtﬁﬁriisszi‘;z?s 3_Speleonectes dermatopontin 3 97  6.79E-08 67.20% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

DMPC15242154 Speleonectes — a disintegrin and metalloproteinase with o . . TPR0O01590; TPR024079; PTHR13723 (PANTHER), SSF55486
1931 tulumensis 0 thrombospondin motifs 18-like 126 5.21E-24  59.20% Frhydrolase activity (SUPERFAMILY)

DMPC15242187_Speleonectes - o ; IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
1932 tulumensis 0 cationic trypsin-3-like 150  3.77E-34 63.00% - (GENE3D), PTHR24259 (PANTHER)
1933 Dtll\lﬁielsszi‘;zz39—5"6160“““ 241536 cgd1536- partial 179 122E-10 7530% - no IPS match

ame: full=hemagglutinin amebocyte

1934 Dtll\l/{lIl’Ii;flSZi?f67Speleonectes aggregation factor ame: full=18k-laf flags: 70  8.04E-10 65.30% - no IPS match

- - precursor
1935 Dtll‘lﬁri;;fgzO—SPeleone“es hemocyanin subunit 1 155 243E-48 6820% - IPR005203; IPRO13788; IPR014756
1936 Dtﬁ/ff:rielsszi‘;zg“g—sl’ele"“e“es dentin matrix protein 4-like 107  3.34E-53  8520% - IPR009581; IPR024869; PTHR 12450:SF8 (PANTHER)
1937 Dﬁiﬁ;ﬁ:zi 96_Speleonectes 4+ homolog subfamily ¢ member 8-like 161 4.81E-69  89.40% - IPRO01623; PTHR15606 (PANTHER)
1938 Dtﬁﬁielsssz18—Spele°“e°tes prolyl 3-hydroxylase 2-like 218 231E-51 70.90%  F:catalytic activity PTHR 14049 (PANTHER)

T .PU}JL[UQDC TIIIToIoT auuvuy, T .DUllllU'Ly}JC

1939 DMPC15242622_Speleonectes ame: full=saxiphilin short=sax flags: 131 190E-20  53.50% endopeptidase inhibitor activity; C:extracellular IPR000716; PTHR12036 (PANTHER), PTHR12036:SF5

_tulumensis_0 precursor ' %7 region; P:negative regulation of peptidase (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

P:E)xi&ation-reduction process; F:heme binding;

1940 Dﬁﬁigé;‘fng—Spele"“eCtes chorion peroxidase 177 291E-47 61.60%  F:oxidoreductase activity; P:response to IPR002007; IPR010255; PTHR 11475 (PANTHER)

- - oxidative stress; F:peroxidase activity

. . IPR0O01254; IPRO01314; IPR009003; IPRO18114;

1941 DMPC15242780_Speleonectes trypsin 160 490E-26 5520%  Liproteolysis; Fiserine-type endopeptidase G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

_tulumensis_0

activity; F:catalytic activity

SignalP-NN(euk) (SIGNALP)




DMPC15242832_Speleonectes

P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological_process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction;
P:translation; F:binding; C:nucleoplasm;
P:protein metabolic process; P:catabolic process;
P:regulation of biological process; P:cell death;

IPR000626; IPR019954; IPR019955; IPR019956;

1942 70 0 ubiquitin ¢ 142 T6TE-82 99.00% Lo il somorent 27  G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
—uu — -protemn & b.eellu P . SSF54236 (SUPERFAMILY)
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:cellular protein
modification process; P:nucleobase-containing
compound metabolic process; C:ribosome;
C:cytosol; P:transport
1943 Dﬁgﬁiﬁ;‘:zg04—Spele°“e°‘es anti-lipopolysaccharide factor isoform 7~ 144 4.19E-30  68.30% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
, . . IPR001223; IPRO13781; IPRO17853; PTHR11177 (PANTHER),
1944 Dﬁiﬁiﬁ‘f?23—51":1"0“8““ chitinase 2 168  9.69E-26 67.30% i‘fﬁf}:‘)hydﬁte metabolic process; Fhydrolase b1y 11177.5F31 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - ¥ tmhmm (TMHMM)
1945 Dﬁfﬁiﬁi‘;z?S—Spele‘m““’s ankyrin repeat d"gﬁﬁ;gontammg PrOWeIN 199 6 63E-30  66.90% - 0  IPR002110; IPR020683; PTHR24193 (PANTHER)
1946 DMPCI5242961_Speleoncctes NAL o7 ] o IPRO007I6; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
tulumensis 2 NN(euk) (SIGNALP), tmhmm (TMHMM)
1947 Dtﬁ’g ﬁiﬁ;?g“—smlwnwes gamma““teiﬁg‘ir;;‘gg;:ge lysosomal 164 595p-30  s830% - 0  IPR004911; SignalP-NN(euk) (SIGNALP)
1948 Dtll\lgﬁelsszi‘;3(1)72—51”160“"’““ —NA-- 136 . 0 IPR003172; PTHR11306 (PANTHER)
1949 Dtll\ﬁﬁigszi‘:3278751’61‘30“6“‘35 vitellogenin 2 139 1.89E-12 47.80%  P:lipid transport; F:lipid transporter activity 2 IPRO15255; IPRO15819
P:lipid metabolic process; F:receptor activity;
C:nucleolus; F:catalytic activity; P:reproduction;
DMPC15243110_Speleonectes . , : us; biearalylic a ’ auction; IPR002198; IPR002347; IPRO16040; PTHR24310 (PANTHER),
1950  tulumensis_2 15-hydroxyprostaglandin dehydrogenase 170 4.27E-30 64.50% F:nucle_otld_e b_md.mg., P.51gqa1 trans@uctlc_)n, 11 PTHR24310:SF0 (PANTHER), SSF51735 (SUPERFAMILY)
F:protein binding; P:regulation of biological
process; P:cell cycle; C:cytoplasm
DMPC15243161_Speleonectes . . . R T IPR001623; PTHR24078 (PANTHER), PTHR24078:SF22
1951 tulumensis 2 dnaj homolog subfamily ¢ member 4-like 107  4.55E-16  70.10% F:protein binding 1 (PANTHER)
DMPC15243169 Speleonectes dehydrogenase reductase sdr family o . . IPR002198; IPR016040; PTHR24322 (PANTHER),
1952 4 jumensis 0 member 11-like 164 1.27E-45  75.40%  Pimetabolic process ! PTHR24322:SF7 (PANTHER), SSF51735 (SUPERFAMILY)
DMPC15243180_Speleonectes . . . o F:unfolded protein binding; P:protein folding; IPR001623; IPR018253; PTHR24077 (PANTHER),
1953 ilumensis 2 dnaj homolog subfamily b member 6-like 329 4.72E-62  63.80% by ok protein binding 3 PTHR24077:SF24 (PANTHER)
1954 Dﬁiﬁiﬁi3;95—813‘:1"0“8““ hemagglutinin ag‘c"'t’;cyte aggregalion 4 63E13 5630% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
_ o o IPR003961; IPR008963; IPR015914; PTHR22953 (PANTHER),
1955 DMPCI5243206 Speleonectes o 0 i oiole acid phosphatase-like 138 2.41E-31  67.40%  |.metal ion binding; Fhydrolase activity; Fracid 3 prpip)7953.9R0 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_2 phosphatase activity
tmhmm (TMHMM)
DMPC15243251_Speleonectes . : R . . IPR002198; IPR002347; IPRO16040; PTHR24316 (PANTHER),
1956 tulumensis 0 epidermal retinol dehydrogenase 2 295  5.58E-94  75.60% P:metabolic process 1 PTHR24316:SF1 (PANTHER), SSF51735 (SUPERFAMILY)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1957 Dﬁfﬁiﬁ??OS—SP‘*I"‘)“““’S trypsinogen 2 125 231E-32  67.90% - 0 (GENE3D), PTHR24264 (PANTHER), SignalP-NN(euk)
- - (SIGNALP)
1oy DMPCI5243343 Speleoncctes carboxypeptidase b-like 139 269E13 T610% - o G3DSA:3.40.630.10 (GENE3D), PTHR11705 (PANTHER),

tulumensis 0

SSF53187 (SUPERFAMILY)




DMPC15243390_Speleonectes

1959 tulumensis 2 ---NA--- 129 - no IPS match
DMPC15243394 Speleonectes Lo o IPRO01580; IPR008985; PTHR11073:SF2 (PANTHER), tmhmm
1960 tulumensis 2 calreticulin 296  1.10E-22  80.10% - (TMHMM)
DMPC15243474_Speleonectes ] ; ] ‘ IPR001283; IPR002413; IPRO14044; SignalP-NN(euk)
1961 tulumensis 2 ves g 5 allergen 158  1.57E-19 57.10% C:extracellular region (SIGNALP), tmhmm (TMHMM)
1962 Hﬁxiﬁéf 08_Speleonectes  hemagglutinin a‘f‘;i’:rcyte aggregalion 439 451E.14  61.80% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
1963 Dtﬁﬁrﬁiﬁfi?? I_Speleonectes orcokinin precursor 348 281E21 71.50% - PTHR22283 (PANTHER), tmhmm (TMHMM)
1964 DMPC15243653_Speleonectes clq and tumor necrosis factor-related 304 239E-09  46.80% ) IPR001073; IPR008983; PTHR22923 (PANTHER),
tulumensis 1 protein 2 ) OV PTHR22923:SF1 (PANTHER), tmhmm (TMHMM)
T . IIICtaourtic lJlU\aUDD, T . 1aeIcotuc Ulllullls,
P:reproduction; P:carbohydrate metabolic IPR000172; G3DSA:3.50.50.60 (GENE3D), PTHR11552
1965 Dtll\l/{l}l’ﬁig:ii387478peleonectes glucose dehydrogenase 115 4.28E-15 85.70%  process; P:multicellular organismal (PANTHER), PTHR11552:SF10 (PANTHER), tmhmm
- - development; F:catalytic activity; C:extracellular (TMHMM), SSF51905 (SUPERFAMILY)
1966 DMPC152.43697_Speleonectes hemagglutinin amebocyte aggregation 155 2.89E-22  62.40% - IPRO26645
tulumensis 2 factor
1967 Dtﬁgﬁelsszf137—51”160“"’“63 —-NA-- 87 - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15243747 Speleonectes . o IPR0O00118; PTHR12274 (PANTHER), PTHR12274:SFO
1968 tulumensis 1 granulin 163 9.09E-16  54.90% - (PANTHER)
. . . IPR002198; IPR002347; IPR016040; PTHR24316 (PANTHER),
1969 Dxigisszif;s 3_Speleonectes  inactive hydr‘l’i’l‘(ftig‘;;‘?nd‘;hydmgenase' 210 8.82B-70 71.40% - PTHR24316:SF68 (PANTHER), SignalP-NN(euk) (SIGNALP),
-~ — P SSF51735 (SUPERFAMILY)
. . s . . IPR000668; IPR013128; IPR025660; IPR025661;
1970 Dtlvfpﬁisszi:3§OS—Spele°“e°‘es cathepsin | 138 1I8E-64 79.60% Frg:gssda}fi:gg)‘htyc ; Prf;’st:m metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — P S P (PANTHER), SSF54001 (SUPERFAMILY)
1971 DMPCI15243810_Speleonectes heavy polypeptide 1 106 130E-20 90.70% | :ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15243830_Speleonectes o . . .. 5
1972 tulumensis 2 equistatin precursor 116  8.01E-11  60.60% P:proteolysis; F:peptidase activity IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP)
G3DSA:3.40.50.1820 (GENE3D), PTHR10992 (PANTHER),
1973 Dtlvfprgisszi‘:3368—51’616"“6““ epoxide hydrolase 122 805E-28 83.10%  P:metabolic process; F:hydrolase activity PTHR10992:SF98 (PANTHER), PF12697 (PFAM), SSF53474
—u — (SUPERFAMILY)
DMPC15243921 Speleonectes . o IPR0O01254; TPR009003; IPR0O18114; G3DSA:2.40.10.10
1974 tulumensis 2 serine protease 143 1.83E-30 66.10% - (GENE3D), PTHR24256 (PANTHER)
DMPC15243928 Speleonectes . . o . .. IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
1975 tulumensis 1 proclotting enzyme-like 216  7.80E-17 61.30% F:hydrolase activity (GENE3D), PTHR24272 (PANTHER)
DMPC15243995_Speleonectes .. . . . . o . . . IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-
1976 tulumensis 0 mhc class ii-associated invariant chain 93 9.15E-08  64.67% P:multicellular organismal development NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15244002_Speleonectes . R ] IPR002110; IPR020683; PTHR24161 (PANTHER),
1977 tulumensis 0 sans isoform a 189  2.34E-62  80.20% C:endosome PTHR24161:SF6 (PANTHER)
DMPC15244014_Speleonectes . o . . .. 1PR002347; IPR016040; PTHR24316 (PANTHER),
1978 tulumensis 2 carbonyl isoform b 115  298E-22 62.40% F:catalytic activity PTHR24316:SF44 (PANTHER), SSF51735 (SUPERFAMILY)
1979 DMPC15244039 Spetconcctes chorion peroxidase-like 385 SAGE-69  70.10% - IPR002007; IPRO10255; PTHR11475 (PANTHER)
DMPC15244094 Speleonectes . . . o IPR0O00866; IPR012336; PTHR10681 (PANTHER),
1980 tulumensis 2 thioredoxin peroxidase 121 1.87E-23  84.00% - PTHR10681:SF50 (PANTHER)
1981 DMPC15244154 Speleonectes 14.03.03 78 439E-12 82.60%  F:protein binding IPR000308; IPR023410; PTHR18860:SFO (PANTHER)

tulumensis 0




DMPC15244274_Speleonectes

IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-

1982 tulumensis 2 epididymal secretory protein el 114 6.54E-12  65.00% P:transport; F:binding; C:intracellular NN(euk) (SIGNALP), tmhmm (TMHMM)
1983 DMPC15244339 Speleonectes  mitochondrial import inner membrane 145 727E33  80.40% ) IPR004217; PTHR21535 (PANTHER), SignalP-NN(euk)
tulumensis 1 translocase subunit tim8 a ) e (SIGNALP)
DMPC15244422 Speleonectes . . . ) o F:receptor binding; C:extracellular space; IPR002181; IPR014715; IPR014716; IPR020837; PTHR19143
1984 tulumensis 1 carcinolectin b partial 282 8A49E-34  69.10% P:signal transduction (PANTHER), tmhmm (TMHMM)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
1985 Dtﬁ’fpriisj‘;“gz6—Spele°“e°“’s kazal-type serine proteinase inhibitor 4 128 3.69E-08 72.00% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(cuk)
—HHmensIs (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPC15244479 Speleoncctes F:hydrolase activity; P:carbohydrate metabolic IPR001223; IPRO11583; IPRO13781; IPR0O17853; PTHR11177
1986 tulumensis 2 P chitinase 1 precursor 201  6.94E-72 81.90% process; P:catabolic process; F:binding; (PANTHER), PTHR11177:SF30 (PANTHER), SignalP-NN(euk)
- — F:carbohydrate binding; C:extracellular region (SIGNALP), tmhmm (TMHMM)
DMPC15244524 Speleonectes . . . o IPR0O00866; IPR012336; IPR019479; IPR024706; PTHR10681
1987 tulumensis 1 thioredoxin peroxidase 166 1.40E-100 89.30% - (PANTHER), PTHR 10681:SF44 (PANTHER)
1988 Dtﬁﬁriisszi‘:‘?8—Spele"“e“es venom allergen 5-like 246 4.77E-18  49.80%  C:extracellular region IPRO01283; IPRO14044; IPR018244
P:oxidation-reduction process; P:cellular iron
DMPC15244563 Speleonectes .. . . o ion homeostasis; F:oxidoreductase activity; IPR0O01519; IPR008331; IPR009040; IPR009078; IPR012347;
1989 lumensis_2 ferritin 1-like protein a 619 S.79E-45  64.80% b nsition metal ion binding; F:ferric iron PTHR11431:SF5 (PANTHER)
binding; P:iron ion transport
P:oxidation-reduction process; F:heme binding;
1999 DMPC15244577_Speleonectes peroxidasin-like protein 149 128E-27 62.60%  L:responseto oxidative stress; Fiperoxidase IPR002007; IPRO10255; PTHR11475 (PANTHER)
_tulumensis_2 activity; F:oxidoreductase activity; F:catalytic
activity; F:FMN binding
1991 ]Z)tll\l/flIlﬁ;fSZiT;98_Speleonectes extracellular alkaline serine protease 149  4.54E-18 64.80%  F:peptidase activity IPR007280; SignalP-NN(euk) (SIGNALP)
IPR007087; IPR013087; IPR015880; PTHR24382 (PANTHER),
1992 Dﬁﬁigé‘;“gs 4 Speleonectes zinc finger protein 43-like 66  1.79E-17 73.40% - PTHR24382:SF0 (PANTHER), PF13465 (PFAM), SSF57667
- — (SUPERFAMILY)
DMPC15244754 Speleonectes . o . . . IPR015527; G3DSA:3.40.50.880 (GENE3D), PTHR11315:SF0
1993 tulumensis 2 gamma-glutamyl hydrolase-like 213 2.01E-21  69.40% F:catalytic activity (PANTHER), SSF52317 (SUPERFAMILY)
DMPC15244811_Speleonectes . o . . . IPR001254; IPR001314; IPR009003; TPRO18114;
1994 lumensis 2 trypsin 140 4.28E-57  77.70%  F:catalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24259 (PANTHER)
IPRO13126; G3DSA:2.60.34.10 (GENE3D), G3DSA:3.30.420.40
1995 D&‘:{Eﬁiﬁi‘;“?65—81’61“““‘“ heat shock protein partial 175  2.12E-93 9530%  F:nucleotide binding (GENE3D), PTHR 19375 (PANTHER), SSF100920
- - (SUPERFAMILY), SSF53067 (SUPERFAMILY)
DMPC15244955_Speleonectes . L o . . .. IPR0O01563; G3DSA:3.40.50.1820 (GENE3D), SignalP-NN(euk)
1996 tulumensis 1 vitellogenic-like precursor 163 2.54E-30  70.90% F:peptidase activity (SIGNALP), tmhmm (TMHMM), SSF53474 (SUPERFAMILY)
1997 DMPCIS244775_Spetconcctes A P o 149 9.83E-09 50.00% - TPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
DMPC15244977_Speleonectes . o PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
198 . lumensis 1 mantle protein 9 144 131E-08  67.67% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)
DMPC15244979 Speleonectes . . . . o P:protein metabolic process; P:cellular protein IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071
1999 llumensis 2 peptidyl-prolyl cis-trans isomerase h-like - 101~ 3.40E-21  85.00% modification process; F:catalytic activity (PANTHER), PTHR11071:SF58 (PANTHER)
DMPC15245035 Speleconectes IPR015590; IPR016160; IPRO16161; IPRO16162; PTHR11699
2000 tulumensis 1 P retinal dehydrogenase 1-like 157 1.23E-63 82.80%  F:catalytic activity; P:metabolic process (PANTHER), PTHR11699:SF46 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
2001 DMPC15245040_Speleonectes ~ h-2 class ii histocompatibility antigen 89  5.0SE-08 65.17%  P:multicellular organismal development IPR000716; IPR022339; PTHR14093:SF6 (PANTHER), SignalP-

tulumensis 2

gamma chain

NN(euk) (SIGNALP), tmhmm (TMHMM)




DMPC15245053_Speleonectes

P:cellular homeostasis; P:regulation of

IPR005746; IPR012336; IPR013766; PTHR10438:SF17

2002  tulumensis_0 thioredoxin 1 108 4.03E-26 79.50% bl.OIOgIC'd-l pro§e§s,'F.felectron carrier activity; (PANTHER), SignalP-NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
] o IPR001223; IPRO13781; IPRO17853; PTHR11177 (PANTHER),
2003 DMPC15245069_Speleonectes chitinase partial 100 5.63E-21 8250% hydrolaseactivity; Fibinding; P:carbohydrate PTHR11177:SF31 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_0 metabolic process; P:catabolic process
tmhmm (TMHMM)
2004 DMPC15245086_Spe1e0nectes ame: full=conoporin-cnl flags: precursor 361 891E22  51.10% ) TPR009104; TPR0O15926; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 0 (TMHMM)
2005 DMPCISZAS 112_Speleonectes glyceraldehyde-3-phosphate 173 2.22E-14  90.20% F:nuclef)u('ie b1nd¥ng; lf:({art.aol}ydrate n?etabollc IPRO20831; tmhmm (TMHMM)
tulumensis 0 dehydrogenase process; F:catalytic activity; P:metabolic process
2006 Dxﬁri;:i‘;s ;33—51”1“’““‘“ epididymal secretory protein el precursor 255  1.15E-09  58.00%  P:transport IPR003172; IPRO14756; PTHR 11306 (PANTHER)
DMPC15245138_Speleonectes . R . o . IPR000716; PTHR 12352 (PANTHER), SignalP-NN(euk)
2007 tulumensis 1 saxiphilin precursor 136 1.68E-10  68.30% P:proteolysis; F:peptidase activity (SIGNALP)
. o . IPRO00668; IPRO13128; IPR025660; IPR025661;
2008 Hﬁﬁigi‘;s §3O—Spele°“e°tes cathepsin | 123 447E-26  87.50% Frg:z‘sda;i:gl‘;‘htyc ; Prf;’::m metabolic G3DSA:2.40.50.170 (GENE3D), PTHR12411:SF149
- — P S P (PANTHER), SSF54001 (SUPERFAMILY)
] . . IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
2009 Dtlvfpriisszi‘:5586—51’3160“““35 PREDICTL%DC' Fggf’zﬂl’ﬁ‘gal protein 100 5.28E-07 65.00% - (PANTHER), SignalP-NN(euk) (SIGNALP), SSF100895
—u — (SUPERFAMILY)
2019 DMPC15245310_Speleoncctes histone h2a 208 448E-50 94.90v  Cchromosome; F:DNA binding; Prorganelle IPRO02119; IPRO07125; IPR009072; PTHR23430 (PANTHER)
tulumensis 0 organization; C:nucleus
IPR0O01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2011 Dtﬁﬁriisszi‘;s ;78—Spele°“e°tes serine protease 135 4.76E-20 60.00%  F:hydrolase activity (GENE3D), PTHR24260 (PANTHER), PTHR24260:SF27
- — (PANTHER)
T .PCP[IUGDC TIIToTor abll\/ll_y, T .Dcllllc-lypc
DMPC15245379_Speleonectes . o endopeptidase inhibitor activity; C:extracellular IPR0O00716; PTHR12036 (PANTHER), PTHR12036:SF5
2012 _tulumensis_2 protein 137 6.07E-18 = 51.50% region; P:negative regulation of peptidase (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15245522_Speleonectes . . . o . IPR0O01747; IPRO15816; IPRO15819; PTHR23345 (PANTHER),
2013 tulumensis 1 vitellogenin 2 157 2.73E-11  49.70% P:lipid transport; F:lipid transporter activity SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15245604_Speleonectes . . o P:metabolic process; F:antioxidant activity; IPR000866; IPR012336; PTHR10681 (PANTHER),
2014 7 lumensis 0 peroxiredoxin 4 272 L6OE-6L - 88.80% . alytic activity PTHR10681:SF46 (PANTHER), tmhmm (TMHMM)
- o . IPRO00668; IPRO13128; IPR025660; IPR025661;
2015 Dtlvfpﬁisszi‘:s flg—Spele"“e“es cathepsin | 153 8.02E-42  8420% Frg:gssda}fi:gg)‘htyc ; Prf;’st:m metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — P S P (PANTHER), SSF54001 (SUPERFAMILY)
DMPC15245647 Sneleoncctes IPR002198; IPR002347; IPR016040; PTHR24316 (PANTHER),
2016 tulumensis 1 P epidermal retinol dehydrogenase 2 152 2.29E-39 72.10%  P:metabolic process PTHR24316:SF1 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - tmhmm (TMHMM), SSF51735 (SUPERFAMILY)
5017 DMPCI5245749_Spelconectes NA 147 ] IPRO11038; IPRO12674; SignalP-NN(euk) (SIGNALP), tmhmm
tulumensis 1 (TMHMM)
2018 Hﬁﬁigi‘;s fOO—Spele"“e“es hemocyanin subunit type 2 precursor 176  1.82E-16 85.00% - IPR005203; IPRO13788; IPR014756; tmhmm (TMHMM)
2019 DMPC15245833_Speleoncctes protein 169 127E-17 75.00% | receptor binding; C:extracellular space; IPR002181; IPRO14715; IPR020837; PTHR19143 (PANTHER)
tulumensis 0 P:signal transduction
2020 Dtﬁﬁiissziis gOI—Spele‘meCtes anti-lipopolysaccharide factor isoform 7 126 7.41E-27  62.90% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15245937_Speleonectes . N IPR001254; IPR001314; IPR009003; IPRO18114;
2021 lumensis 0 trypsin 162 8.58E-24  58.30% - G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER)
IPRO01254; IPRO01314; IPR009003; IPRO18114;
2022 DMPCI15245988_Speleoncctes fibrinolytic enzyme 110 1.60E-15 60.20%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),

_tulumensis_0

SignalP-NN(euk) (SIGNALP)




DMPC15246049_Speleonectes

P:proteolysis; F:serine-type endopeptidase

IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

. . Y } o
2023 tulumensis 2 serine proteinase stubble-like 207 5.67E-32 55.80% activity; F:catalytic activity; F:hydrolase activity 4 PTHR24268 (PANTHER)
2024 DMPC13246138 Speleonectes protein spactzle 198 101E-09 5683% - 0 SSF57501 (SUPERFAMILY)
2025 DMPC15246085_Speleonectes NA-— 119 ) 0 IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
tulumensis_0 PTHR24259 (PANTHER)
P:response to external stimulus; P:anatomical
structure morphogenesis; P:multicellular
organismal development; P:response to stress;
P:response to abiotic stimulus; P:cell
proliferation; P:catabolic process; P:regulation
of biological process; P:cell death; P:cell
differentiation; P:biological process; P:cellular
2026 DMPC15246086_Speleoncctes glutathione peroxidase | 188 947E-59 79.50%  Protein modification process; Pinucleobase- 26 IPR000889; IPRO12336; PTHR11592:SF0 (PANTHER)
_tulumensis_1 containing compound metabolic process;
C:cytosol; F:catalytic activity; F:antioxidant
activity; P:growth; P:cellular homeostasis; ;
P:lipid metabolic process; F:enzyme regulator
activity; P:mitochondrion organization; F:protein
binding; P:regulation of gene expression,
epigenetic; P:signal transduction;
C:mitochondrion
IPR0O00668; IPR0O13128; IPR025660; IPR025661;
2027 2&&22;‘;6;12}1’“6"“6“‘35 cathepsin | 210 3.99E-78 79.80% - 0  G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
- = (PANTHER), SSF54001 (SUPERFAMILY)
DMPC15246180_Speleonectes . o . .. IPR0O01506; IPR024079; PTHR10127 (PANTHER), SSF55486
2028 tulumensis 2 cre-nas-8 protein 212 2.59E-11  60.60% F:hydrolase activity 1 (SUPERFAMILY)
IPR0O01254; IPR001314; IPR009003; IPRO18114;
2029 Dtlvfpri;fszi‘:6?3—51’31“’““‘“ plasminogen activator spa 135 6.76E27 59.80% - 0 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
—u — SignalP-NN(euk) (SIGNALP)
IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
2030 Dtll\l’gﬁiiszi‘:ﬁ?7781"*‘1‘30“@“‘35 carboxypeptidase b-like 147 329E-42 59.10% - 0 (PANTHER), SignalP-NN(cuk) (SIGNALP), SSF53187
- — (SUPERFAMILY)
F:electron carrier activity; P:cellular
DMPC15246251 Speleonectes L . . o homeostasis; P:regulation of biological process; IPR005746; IPR005788; IPR012336; IPRO13766; IPR0O17937,
2031 7 lumensis_2 protein disulfide-isomerase a3-like 333 LUHETL 82.90% b ctabolic process: F:catalytic activity: 7 PTHR18929 (PANTHER), PTHR18929:SF32 (PANTHER)
F:transferase activity; C:endoplasmic reticulum
DMPC15246322_Speleonectes o . o IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
2032 tulumensis 2 anti-lipopolysaccharide factor 102 4.56E-14 63.90% - 0 (TMHMM)
DMPC15246336 Speleonectes s o . - . .. IPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
2033 tulumensis 0 saxiphilin precursor 148  1.54E-10  63.70% P:proteolysis; F:peptidase activity 2 (SIGNALP)
DMPC15246347 Speleonectes . . o T . IPRO01715; IPR001997; IPR003096; PTHR18959 (PANTHER),
2034 tulumensis 1 calponin transgelin 184  9.74E-78  86.60% F:actin binding; P:cytoskeleton organization 2 PTHR18959:SF3 (PANTHER)
DMPC15246370_Speleonectes .. o P:cellular homeostasis; F:catalytic activity; IPR0O01519; IPR008331; IPR009040; IPR009078; IPR012347,
2035 tulumensis 0 ferritin 134 1.70E-31  80.60% F:binding; P:ion transport; P:metabolic process > SignalP-NN(euk) (SIGNALP)
DMPC15246381 Speleonectes . o IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10
2036 " lumensis 0 trypsinogen 2 116 4.14E-36  77.40% - O (GENE3D), PTHR24256 (PANTHER)
2037 DMPCI15246386_Speleonectes  hemagglutinin amebocyte aggregation 36 5 415 15 565006 - 0  IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 2

factor-like




DMPC15246387_Speleonectes

ame: full=saxiphilin short=sax flags:

P:proteolysis; F:peptidase activity; F:peptidase
inhibitor activity; F:serine-type endopeptidase

IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)

_ 0
2038 _tulumensis_0 precursor 136 7.75E-12 - 57.40% inhibitor activity; C:extracellular region; (SIGNALP)
P:negative regulation of peptidase activity
IPRO00668; IPRO13128; IPR025660; IPR025661;
2039 Dthpﬁissziiﬁ‘z‘lSfSpele"“eCtes cathepsin | 151 525E-69 7920% - G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
—u — (PANTHER), SSF54001 (SUPERFAMILY)
2049 DMPC15246499_Speleonectes soma ferritin 112 398B-33 8940% L-ccllularhomeostasis; Frcatalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
2041 DMPC15246513_Speleonectes mhc class ii-associated invariant chain 169 1.59E-07 67.00%  P:multicellular organismal development LOIEATRN AX0P2ERER S SN (G (U A B Ui
tulumensis 2 (TMHMM)
2042 DMPC15246594_Speleoncctes soma ferritin 149 489E-39 8370% | ccllularhomeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPR009040; IPRO090TS; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
IPRO13128; IPRO13201; G3DSA:3.90.70.10 (GENE3D), SignalP-
2043 Dﬁﬁigi’;‘;6270—51’61"0““‘“ cathepsin g-like 93 220B-08 69.00% - NN(euk) (SIGNALP), tmhmm (TMHMM), SSF54001
- — (SUPERFAMILY)
IPR001254; IPR001314; IPR009003; IPRO18114;
2044 Dtﬁiﬁelsszi‘;6;47—51’6160“"’“63 26kda protease 306 3.35B-47 56.00%  Ficatalytic activity G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
- = SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
. . . IPRO13126; IPRO18181; G3DSA:3.30.420.40 (GENE3D),
2045 DthPri 15246748 Spelconcctes heat shock protein 70 130 2.57E-32  88.90% gjﬁroﬁe“igetﬁ;‘gg process; Fprotein binding; PTHR19375 (PANTHER), PTHR19375:SF1 (PANTHER),
~tuiumensis_ -nucieotide & SignalP-NN(euk) (SIGNALP), SSF53067 (SUPERFAMILY)
DMPC15246760 Speleonectes . . o F:binding; P:metabolic process; F:peptidase IPR0O00585; TPR018487; PTHR10201 (PANTHER),
2046 7 lumensis 3 interstitial collagenase 155 LO3E-IL7400%  ivity PTHR10201:SF96 (PANTHER), tmhmm (TMHMM)
F:transferase activity; F:hydrolase activity; IPR001830; G3DSA:3.40.50.2000 (GENE3D), PTHR10788
2047 Dtﬁﬁielsszi‘;6308—51’3160““63 #NAME? 162 2.63E-63 79.80%  P:biosynthetic process; P:carbohydrate (PANTHER), PTHR10788:SF6 (PANTHER), SSF53756
- - metabolic process (SUPERFAMILY)
2048 Dtll\lﬁielsszi‘;6363—51’6160““‘“ ankyrin repeat protein partial 110 533E-14 61.50%  Ftransferase activity IPR002110; IPR0O20683; PTHR24198 (PANTHER)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
2049 Dtll\l’gﬁiiszi‘;6299751’““““‘“ kazal-type serine proteinase inhibitor4 114  3.95E-11  56.80% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
DMPC15247051_Speleonectes o . N ] . IPR0O01254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2050 tulumensis 2 trypsin-like serine proteinase 2 192 1.40E-31 60.40% F:hydrolase activity (GENE3D), PTHR24275 (PANTHER)
2051 Hﬁfﬁi 3;:7(1)36—51"’“1“’““‘“ anti-lipopolysaccharide factor 148 120E-34  73.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
2052 Dtll\l’gﬁizszifi69751”1“““‘65 alpha amylase 57 122B-11  8120% - IPRO15902; PTHR10357:SF26 (PANTHER)
. o . IPR0O00668; IPRO13128; IPR025660; G3DSA:3.90.70.10
2053 Dﬁgﬁigé‘ﬁ17—Spele°“e°tes cathepsin I-like 137  1.40E-50  83.80% Frgzggsdifi:gg)‘htyc ; Pr‘(‘)’;’::m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — P P P (SUPERFAMILY)
DMPC15247254_Speleonectes N IPRO01916; IPR023346; G3DSA:1.10.530.10 (GENE3D),
2054 lumensis 0 lysozyme precursor 103 1.79E-08  63.00% - PTHR11407 (PANTHER), PTHR11407:SF2 (PANTHER)
DMPC15247271 Soeleoncetes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2055 tulumensis 2 P serine protease 137 precursor 98  5.65E-16 62.80%  F:peptidase activity (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
- — (PANTHER), SignalP-NN(euk) (SIGNALP)
2056 DMPC15247311_Speleoncctes orcokinin precursor 206 2.56E-19  5138% - no IPS match

tulumensis 0




DMPC15247361_Speleonectes

C:cytoskeleton; C:protein complex; F:structural
molecule activity; C:lipid particle; P:cellular

IPR000626; IPR001975; IPR019954; IPR019955; IPR019956;

2057 tulumensis 0 ribosomal protein ubq 140e 174  8.98E-86 98.90%  protein modification process; P:protein 10 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - metabolic process; P:catabolic process; SSF54236 (SUPERFAMILY)
C:ribosome; C:cytosol; P:translation
. . . IPR001223; IPRO13781; IPR017853; G3DSA:3.10.50.10
2058 DtN{PIi;fl 2i47?7378pele°“e°tes chitinase 1 precursor 162 SA41E-67 72.90% aP'f;r}:Ohydrate metabolic process; Fhydrolase - Gp\E30) PTHR11177 (PANTHER), PTHR11177:SF30
—UImensis_ ctvity (PANTHER), SSF54556 (SUPERFAMILY)
T.CITUICSTICIUT Ulllullls, T . CIIUICSTICIOUT
homeostasis; C:lysosome; F:enzyme binding; .
DMPC15247375_Speleonectes o . o ) : o L IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
2059 tulumensis 0 epididymal secretory protein el 107 1.05E-15 61.40% P.?holesterol efflux; P:response to \flrus, 8 NN(euk) (SIGNALP), tmhmm (TMHMM)
P:intracellular cholesterol transport;
- 1PR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
2060 Dtlvfpriisszi‘:‘z”9—Spele°“e°tes kazal-type serine proteinase inhibitor 1 178 7.34E-23  52.90% - 0  (PANTHER), PTHR10913:SF21 (PANTHER), SSF100895
—u — (SUPERFAMILY)
IPR0O01254; TPR009003; IPRO18114; G3DSA:2.40.10.10
2061 Dﬁfﬁiﬁ;‘;7208781’61‘30“6“65 trypsinogen 2 105 271E24 68.00% - 0 (GENE3D), PTHR24264 (PANTHER), PTHR24264:SF0
- — (PANTHER), SignalP-NN(euk) (SIGNALP)
2062 DMPC15247509_Speleonectes soma ferritin 111 497627 8890y  |-cellularhomeostasis; Ficatalytic activity; 5 IPRO01519; IPRO08331; IPRO09040; IPRO0907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
2063 Dtll\lgﬁelsszi‘;7;76—51”160“"’““ —-NA-- 107 - 0  SignalP-NN(euk) (SIGNALP)
DMPC15247592 Speleonectes . . . o . . IPR002198; IPR002347; IPR016040; PTHR24316 (PANTHER),
2064 tulumensis 0 epidermal retinol dehydrogenase 2-like 203  1.50E-62 74.30% P:metabolic process 1 PTHR24316:SF1 (PANTHER), SSF51735 (SUPERFAMILY)
. . s . . IPR000668; IPR013128; IPR025660; G3DSA:3.90.70.10
2065 Dtﬁﬁrielsszfg14—Spele°“e“es cathepsin | precursor 156 2.15B-51  80.70% Frg?e);lsda;i:gxhtyc ; Prf;’::m metabolic 3 (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — P S P (SUPERFAMILY)
. . . . s IPRO13126; IPRO18181; G3DSA:3.30.420.40 (GENE3D),
2066 Dﬁgﬁiﬁi‘:7322—51’31“’““‘“ stress-70 mitochondrial 120 289E-25 91.10% gﬁ;‘;ﬁiﬁfgg‘gggfg process; Fiprotein binding; 3 pryR19375 (PANTHER), PTHR19375:SF1 (PANTHER),
- - ' £ SSF53067 (SUPERFAMILY)
N . o o } G3DSA:2.10.25.10 (GENE3D), PTHR24023 (PANTHER),
2067 DMPC152.4788678peleonectes collagen and cglglum—bm@mg f_:gf domain- 155  5.96E-43  64.60% F:binding; C:intracellular; P:protein metabolic 3 PTHR24023:SF13 (PANTHER), SignalP-NN(euk) (SIGNALP),
_tulumensis_0 containing protein 1-like process
tmhmm (TMHMM)
P:biological process; C:lysosome; P:transport; .
DMPC15247966_Speleonectes L . . o X P T e . IPR003172; IPR014756; PTHR11306 (PANTHER), SignalP-
2068  tulumensis_0 epididymal secretory protein el isoform 1 141 2.21E-20 58.20% Eﬁgﬁfg‘;})&ﬁi{;ng, P:response to biotic stimulus; 6 NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15248074_Speleonectes . o . . .. IPR001506; IPR006026; IPR024079; PTHR10127 (PANTHER),
2069 tulumensis 2 hatching enzyme 257 8.47E-41 64.00% F:peptidase activity 1 SSF55486 (SUPERFAMILY)
C:organelle; C:intracellular; P:metabolic
DMPC15248190 Speleoncctes process; P:regulation of biological process; TIPR004843; G3DSA:3.60.21.10 (GENE3D), PTHR 10340
2070 tulumensis 2 P sphingomyelin phosphodiesterase 197  7.29E-60  66.70% P:lipid metabolic process; F:hydrolase activity; 9  (PANTHER), PTHR10340:SF13 (PANTHER), SSF56300
- = P:signal transduction; C:cytoplasm; P:cellular (SUPERFAMILY)
protein modification process
DMPC15248228 Speleonectes . . o IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
2071 lumensis 1 trypsin partial 104 827E-09 58.80% - O PTHR24264 (PANTHER), SignalP-NN(euk) (SIGNALP)
P:embryo development; P:behavior;
2072 DMPC152.4825978peleonectes protein vit-4 171 957E-15  54.70% P:reproduction; P:regulatlpn of blologlcgl 6  IPRO0IS46
_tulumensis_1 process; P:growth; P:multicellular organismal
development
2073 DMPCI5248310_Speleoncetes —NA--- 292 - 0 IPR006207; tmhmm (TMHMM)

tulumensis 0




DMPC15248324 Speleonectes

IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

2074 tulumensis 1 serine protease 52-like 124 1.06E-18 63.10%  F:peptidase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
— — SignalP-NN(euk) (SIGNALP)
. . R . . IPR000668; IPR013128; IPR025661; G3DSA:2.40.50.170
2075 Dtlvfprielsszi‘;gf88—Spele°“e°‘es cysteine protease family 134 151E-16  85.00% FrEZEQLdaSiZfJL?K ; I;f;’;:‘“ metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
= - P P P (SUPERFAMILY)
DMPC15248403_Speleonectes . . . . o . . . IPRO17853; PTHR11177 (PANTHER), SignalP-NN(euk)
2076 tulumensis 0 chitinase domain-containing protein 1 197 1.74E-42  67.40% F:catalytic activity (SIGNALP)
2077 DMPC15248435_Speleonectes hypothetical protein 48 52695 62.20% B IPR003128; IPR007122; IPR007123; IPR0O15627;
tulumensis 1 DAPPUDRAFT 311761 ) U G3DSA:3.40.20.10 (GENE3D), SSF55753 (SUPERFAMILY)
P:proteolysis; F:peptidase activity; F:peptidase
2078 DMPC15248446_Speleonectes ame: full=saxiphilin short=sax flags: 132 249E-11  59.10% inhibitor activity; F:serine-type endopeptidase TPR0O00716; PTHR12352 (PANTHER), SignalP-NN(euk)
_tulumensis_0 precursor ' “77°inhibitor activity; C:extracellular region; (SIGNALP)
P:negative regulation of peptidase activity
2079 DMPC15248498 Speleonectes dehydrogenase reductase sdr family 166 1.71E-40  78.70% F:catalytic activity; P:metabolic process; IPR002198; IPR002347; IPR016040; PTHR24322 (PANTHER),
tulumensis_1 member 11-like ) U F:nucleotide binding PTHR24322:SF7 (PANTHER), SSF51735 (SUPERFAMILY)
DMPC15248562_Speleonectes S o F:binding; P:metabolic process; F:catalytic IPR001189; IPR019831; G3DSA:1.10.287.990 (GENE3D),
2080 tulumensis 0 manganese superoxide dismutase 98 7.33E-20 85.80% activity PTHR11404:SF5 (PANTHER)
2081 DMPC15248571 Speleonectes protein giant-lens-like 145 182E-73 7880% - IPR021633
tulumensis_0
. - tissue factor pathway mhibitor 2 precursor . - 90% :serine-type endopeptidase inhibitor activity ; ;
2082 D&‘:{Eﬁ;iisg% Speleonectes e £ hway inhibitor 2 259 5.84E-28 57.90%  Fseri dopeptidase inhibi ivi IPR002223; IPR020901; PTHR 10083 (PANTHER
2083 DMPC13248746 Speleonectes gly°°Sy1;2ﬁgzﬂ?:‘;ﬁﬁly‘g;’:s‘;°l'lmked 121 492E-14 5500%  Ficarbonate dehydratase activity IPRO01148; IPR023561; SignalP-NN(euk) (SIGNALP)
DMPC15248819 Speleonectes  ame: full= cytoplasmic ame: full=actin- ) o U IPR007122; IPR007123; G3DSA:3.40.20.10 (GENE3D),
2084 lumensis 1 depolymerizing factor short=adf 154 1.75E-53  69.80%  Factin binding PTHR11977:SF11 (PANTHER), SSF55753 (SUPERFAMILY)
2085 Dtﬁﬁielsszi‘;Sggo—Speleone“eS PREDICTED: zonadhesin-like 316  8.55E-10 50.00% - 1o IPS match
. o . ] G3DSA:3.40.630.10 (GENE3D), PTHR 11014 (PANTHER),
2086 Dﬁﬁﬁiﬁ;‘:”?s 3_Speleonectes 1 able carboxypeptidase pm20di-like 220 5.73E-47  70.30% Ej}:ﬂgfseeafi‘gg; l;'g‘;tab"“c process; PTHR11014:SF9 (PANTHER), tmhmm (TMHMM), SSF53187
- - : ypep Y (SUPERFAMILY)
o L . . IPR000169; IPR0O00668; IPR0O13128; G3DSA:3.90.70.10
2087 Dﬁiﬁiﬁ‘f?I—Spele‘m“tes cathepsin | 142 127E-57 81.90% Frﬁiﬁﬁldaﬁiif;?ﬁyc ; Prfcr;’;;’m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — P e P (SUPERFAMILY)
2088 Dﬁfﬁiﬁ;f?98—5"‘*1"0““‘“ dermatopontin 2 197 1.I19E-35 5920% - TPR026645
T .PC}JL[UQBC TIIroTor auuvuy, T .acuuc-t_y})c
2089 DMPC15249127 Speleonectes ame: full=saxiphilin short=sax flags: 146 3.62E-22  52.90% endopeptidase inhibitor activity; C:extracellular TPR000716; TPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor ' U7 region; P:negative regulation of peptidase (TMHMM)
DMPC15249131_Speleonectes . o IPR001254; IPR0O01314; IPR009003; G3DSA:2.40.10.10
2090 7 jumensis 1 trypsinogen 2 265 449E-53 60.30% - (GENE3D), PTHR24276 (PANTHER)
F:pigment binding; F:lipid binding;
DMPC15249237_Speleonectes . . o . - - IPR000566; IPR0O11038; IPR0O12674; PTHR10612 (PANTHER),
2091  tulumensis_0 apolipoprotein d 145  4.63E-09 47.25% g(;tei)‘(,ti@cellular region; P:transport; F:transporter PTHR10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15249255_Speleonectes . . o IPR0O01189; IPR019831; G3DSA:1.10.287.990 (GENE3D),
2092 tulumensis 0 manganese superoxide dismutase 116  1.06E-20 85.60% - PTHR11404:SF5 (PANTHER)
2093 DMPC15249295_Speleoncctes ferritin gfl 110 2.058-30 88.70%  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis_1 F:binding; P:ion transport; P:metabolic process
1. pepuuast miumur acuvity, 17.5CTIC=ty pT
2094 DMPC15249377_Speleonectes ame: full=saxiphilin short=sax flags: 148 1.84E21  52.00% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
. - B 0

_tulumensis_1

precursor

region; P:negative regulation of peptidase

(TMHMM)




DMPC15249380_Speleonectes

IPR000215; IPR023796; G3DSA:2.30.39.10 (GENE3D),

. o ] .
2095 tulumensis 2 serine protease inhibitor 153  8.43E-18 55.90% G3DSA:3.30.497.10 (GENE3D)
2006 DMPC15249433_Speleonectes histone partial 124 424E-32 98.00%  C-chromosome; F:DNA binding; P:organelle IPR002119; IPRO07125; IPR009072; PTHR23430 (PANTHER)
tulumensis 1 organization; C:nucleus
2097 DMPC152‘49436ispeleonectes hemagglutinin amebocyte aggregation 115  5.68E-09 63.90% ) IPRO26645
tulumensis 1 factor
2008 DMPC15249440_Speleonectes neuferricin-like isoform 3 279 375E-19 78.00%  Lonervous system development; F:heme binding; PTHR10281 (PANTHER)
tulumensis 1 C:extracellular region
2099 DMPCI3249912 Speleoneetes i tipopolysaccharide factor isoform 7 135 488E-29  68.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
2100 Dﬁﬁigi’;‘?;96—51’61"0“6““ dermatopontin 3 101 334E-08 57.00% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
5101 DMPCI5249758 Speleoncetes NA 146 IPRO11038; IPRO12674; SignalP-NN(cuk) (SIGNALP), tmhmm
tulumensis 2 e B (TMHMM)
2102 DMPC15249853_Speleonectes ferritin h subunit 110 7.178-20 91.60%  L-ccllular homeostasis; F:catalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15249916_Speleonectes - . N IPR002172; IPR023415; PTHR10529 (PANTHER),
2103 tulumensis 0 sortilin-related receptor-like 98 1.55E-07  76.00% - PTHR10529:SF116 (PANTHER)
IPR003961; IPRO13783; PTHR 10489 (PANTHER),
2104 23’{5&2;20233fSpele°“e°tes down syndrome cell adhesion molecule 137 1.81E-12  77.20%  F:nucleic acid binding PTHR10489:SF165 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
DMPC15250034 Speleonectes . o F:actin binding; F:calcium ion binding; F:lipid IPR0O01464; IPR018252; IPR018502; SignalP-NN(euk)
2105 tulumensis 1 annexin isoform a 433 9.12E-62  70.30% binding (SIGNALP)
2106 Dtﬁ/gﬁisszé 0864—51’3160“"’“63 hemaggl““mnf:ftfk‘l’&y;e aggregation g6 | 04E-08  64.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15250099 Speleonectes . . o IPR000896; IPR002227; TPR005203; IPR008922; IPR0O13788;
2107 tulumensis 1 hemocyanin subunit type 1 precursor 437 0 77.20% - IPRO14756
2108 Dﬁﬁgssﬁ 0(3)5 0_Speleonectes anti-lipopolysaccharide factor 144 829E-31 68.10% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15250392_Speleonectes . N - . IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2109 tulumensis 0 trypsin 7 152 8.15E-31 77.40% F:peptidase activity (GENE3D). PTHR24256 (PANTHER)
P:proteolysis; F:serine-type endopeptidase
2110 Dﬁ}iﬁiﬁi O‘l‘OO—Spele"“eCtes metalloprotease i 151 3.78E-18 58.80% activity; P:negative regulation of catalytic IPR007280; SignalP-NN(euk) (SIGNALP)
- - activity; F:identical protein binding
2111 Dtﬁiﬁisszé 0‘2‘28—51’6160““63 anti-lipopolysaccharide factor isoform 7 100 1.02E-08 ~ 56.30% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
2112 %’gﬁiﬁ;ﬁogz6—Spele°“e°tes anti-lipopolysaccharide factor 148 5.99E-29  66.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
DMPC15250536_Speleonectes . N ] . IPRO01254; IPRO01314; IPR009003; IPRO18114;
2113 tulumensis 2 proclotting enzyme 292 2.00E-60 57.90% F:hydrolase activity G3DSA-2.40.10.10 (GENE3D), PTHR24260 (PANTHER)
IPR002110; IPRO20683; PTHR24123 (PANTHER),
2114 Hh/fpﬁisszizogs 6_Speleonectes ankyrin uncd4 160 1.75E-38 87.70%  P:signal transduction; F:hydrolase activity PTHR24123:SF0 (PANTHER), SignalP-NN(cuk) (SIGNALP),
—u — tmhmm (TMHMM)
2115 Df:gﬁisszizofo“fsl’ele"“ems anti-lipopolysaccharide factor isoform 7~ 98 2.68E-12  61.80% - IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
C:cytosol; C:protein complex; F:catalytic
DMPC15250649 Speleonectes o activity; F:binding; P:carbohydrate metabolic IPR000941; IPR020810; G3DSA:3.20.20.120 (GENE3D),
2116 tulumensis 2 enolase 80 7.07E-21 - 92.20% rocess; P:generation of precursor metabolites SSF51604 (SUPERFAMILY)
_ _ p g p
and energy; P:catabolic process
2117 DMPC15250684_Speleonectes histone h2 z 79 178E-21 95.00%  C-chromosome; F:DNA binding; Prorganelle IPR002119; IPR007125; IPR009072; PTHR23430 (PANTHER)

tulumensis 2

organization; C:nucleus




DMPC15250705_Speleonectes

IPR001254; IPR001314; IPR009003; IPRO18114;

amg O 2gc:101788 protein 149  6.11B-29 60.10%  F:peptidase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
2119 DMPC15250730_Speleonectes guanine nucleotide-binding protein 231 943E-152 94.30% F:receptor activity; F:kinase activity; 3 IPR001680; IPR015943; IPR017986; IPR0O19775; IPR020472;
tulumensis 0 subunit beta-like protein ) oue P:metabolic process PTHR 19868 (PANTHER), PTHR19868:SFO (PANTHER)
2120 Dtll\lﬁﬁigszlz 0(7)70731’61‘30““‘65 - NA-— 123 . 0 no IPS match
2121 DMPC]5250787_Speleonectes hemagglutinin amebocyte aggregation 122 3.66E-13 61.60% - 0 IPRO26645
tulumensis 1 factor
5127 DMPCI5250845_Speleonectes semaphorin-2a-like isoform | 103 14SE.58 95.70% . o IPRO0I627; TPROIS943; IPRO27231; PTHRI1036:SF6
tulumensis 1 ) i (PANTHER)
. . IPRO01611; IPR003591; G3DSA:3.80.10.10 (GENE3D),
2123 Dtﬁiiisszé 025 2_Speleonectes le““‘éf)'ln“:;_rcegﬁi:‘;;?]f Caigi’;glﬁ‘l’i‘:h’gy 209 1.04B-55 77.50% - 0 PTHR23155 (PANTHER), PTHR23155:SF10 (PANTHER),
- — &P PF13855 (PFAM), SSF52058 (SUPERFAMILY)
2124 Di‘ﬁiégii 0207—51’6160““‘“ gamma"“te‘;fleii‘i‘ggl‘f;?ge lysosomal 146 5 18E29  60.70% - 0  IPR004911; SignalP-NN(euk) (SIGNALP)
DMPC15250939 Speleonectes . . s o TPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
2125 tulumensis 2 kazal-type serine proteinase inhibitor 4 114 293E-14 5530% - 0 (PANTHER), SSF100895 (SUPERFAMILY)
2126 Dtﬁﬁi;zszé 0(9)5 I Speleonectes vitellogenin 2 240 3.96E-32 50.50% - 0 IPROO1846
DMPC15251109_Speleonectes - ! N IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm
2127 tulumensis 0 anti-lipopolysaccharide factor 152 5.73E-31 67.20% - 0 (TMHMM)
— . - IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR 10913
2128 Dtﬁiiiiszé 1}63751’6&0“6““ follistatin-related protein 115 4.14B-24  68.50% ngl?f‘illg:r‘;ﬁ:‘:;f;‘I,C:mxgac(fl(li‘e‘iflgei‘;?n 4 (PANTHER), PTHR10913:SF13 (PANTHER), SignalP-NN(euk)
- — : > -embry P (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
2129 Dﬁ}iﬁiﬁi 1304—51’61"‘0“6““ hemagglutinin a?;z't’(frcyte aggregation 435 | 1SE13 61.90% - 0  IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
2130 Hﬁfﬁi 35212 1?“3—51”1“’““‘“ anti-lipopolysaccharide factor 145 228E-30 68.50% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
2131 DMPC15251416_Speleonectes  basement membrane-specific heparan 97 314E-15  71.40% ) 0 IPR007110; IPRO13783; PF13895 (PFAM), SSF48726
tulumensis 0 sulfate proteoglycan core ) e (SUPERFAMILY)
] o . _ IPR007867; G3DSA:3.50.50.60 (GENE3D), PTHR11552
2132 Dxiﬁizszé 1‘2‘42—51”160“"’““ glucose dehydrogenase 383 3.07B-17 80.30% Ejf:‘:f;f"id:clt’;ji‘:‘“g’ Pimetabolic process; 3 (PANTHER), PTHR11552:8F10 (PANTHER), tmhmm
- — rcatalyt Y (TMHMM), SSF51905 (SUPERFAMILY)
DMPC15251467_Speleonectes  probable serine carboxypeptidase cpvl o P:proteolysis; F:carboxypeptidase activity;
2133 tulumensis 0 precursor 7 2.63E-23  65.60% F:serine-type carboxypeptidase activity 3 noIPS match
5134 DMPCI5251484 Spelconectes NA 129 ] o IPRO0094I; IPR020810; G3DSA:3.20.20.120 (GENE3D),
tulumensis 0 tmhmm (TMHMM)
- o . IPR0O00668; IPRO13128; IPR025660; IPR025661;
2135 Dxpﬁisszii lfoz—Spele"“e“es cathepsin I-like 127 5.93E-25  85.80% Frﬁiﬁl‘sdaﬁiif;{)fﬁ ; I;f;:;:m metabolic 3 G3DSA:2.40.50.170 (GENE3D), PTHR12411:SF149
v — P ak p (PANTHER), SSF54001 (SUPERFAMILY)
IPRO01611; IPRO03591; IPR0O25875; G3DSA:3.80.10.10
2136 Dtﬁﬁiéiszlz lglofsf’ele"““tes leucine-rich repeat-containing protein 49 148 1.49E-54  78.90% - 0 (GENE3D), PTHR10588 (PANTHER), PTHR10588:SF5
- - (PANTHER), SM00365 (SMART), SSF52058 (SUPERFAMILY)
5137 DMPCI5251666_Spelconectes NA 108 ] o IPRO03172; PTHRI1306 (PANTHER), SignalP-NN(euk)
tulumensis 1 (SIGNALP), tmhmm (TMHMM)
DMPC15251709 Sneleoncctos IPRO15590; IPRO16160; IPRO16161; IPR016162; PTHR11699
2138 ulumensis 1 P mitochondrial aldehyde dehydrogenase 121 1.43E-48 81.30% F:catalytic activity; P:metabolic process 2 (PANTHER), PTHR11699:SF46 (PANTHER), SignalP-NN(euk)
- — (SIGNALP)
2139 DMPCIS251730 Speleonectes oy cieroid-regulated 16 kda protein 150 2.81E-12 55.10% - 0 IPRO03172; IPRO14756; PTHR11306 (PANTHER)

tulumensis 1




DMPC15251797_Speleonectes

hmet_bommo ame: full=hemocytin ame:

F:nucleic acid binding; F:carbohydrate binding;
P:cell adhesion; F:zinc ion binding; F:chitin

IPR001846; G3DSA:2.10.25.10 (GENE3D), PTHR11339

- 0,
2140 _tulumensis_2 full=humoral lectin flags: precursor 177 1.76E-18 30.60% binding; P:chitin metabolic process; 7 (PANTHER)
C:extracellular region
2141 DMPC15251878_Speleonectes NA-— 280 ) 0 IPR007947; PTHR11337 (PANTHER), SignalP-NN(euk)
tulumensis 2 (SIGNALP), tmhmm (TMHMM)
2142 Dtﬁ’g Ii;iszlz 1?5 0_Speleonectes  hemagglutinin azzz:)rcyte aggregation 5y 7S6E-11 61.60% - 0  IPR026645; SignalP-NN(euk) (SIGNALP)
P:cell cycle; P:signal transduction;
P:biological process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; C:cytosol; C:nucleoplasm;
R
2143 tulumensis 0 P ubiquitin family protein 201  3.42E-44  98.00% F: ri tcin binding: C g lasrrllja mem’bre;ne' . ? 22 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- — P & P o tmhmm (TMHMM), SSF54236 (SUPERFAMILY)
C:endosome; P:cellular component organization;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:transport
2144 DMPC15251990_Speleonectes NA 200 0 IPR008197; PTHR14131 (PANTHER), PTHR14131:SFO
tulumensis 1 ) (PANTHER)
2145 DMPC15252013_Speleonectes angiotensin-converting enzyme 186 101E-34 7930%  C-ccll Fipeptidase activity; Piprotein metabolic 4 1pp 001548; tmhmm (TMHMM), SSF55486 (SUPERFAMILY)
tulumensis 1 process; P:catabolic process
I .l}llprllUllpdbU[‘\ d\/ll\/lly’ 1. Carciurllr 1o1r
DMPC15252040_Speleonectes . o binding; P:lipid catabolic process; IPR0O01211; IPR013090; IPR016090; SignalP-NN(euk)
2146 _tulumensis_2 phospholipase a2 247 1.09E-38  62.50% P:phospholipid metabolic process; 3 (SIGNALP)
ame: full=prohormone-1 contains: ame: ‘
full=brain peptide lIrnqldigdlq contains:
2147 Dtlv{}ﬁ;rsl;z 2(1)097Speleonectes ame: full=brain peptide Irnqldigd] 162 125E32  76.90% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
i - contains: ame: full=brain peptide
sywkqcafnavscf-amide flags: precursor
DMPC15252162_Speleonectes . . o IPR013642; PTHR10579 (PANTHER), PTHR10579:SF7
2148 tulumensis 0 chloride channel accessory 2-like 156  1.09E-24 53.30% - 0 (PANTHER)
2149 DMPCl5252180_Speleonectes chh xo- variant 4 146 6.44E-09 68.78% F:n@uropeptlde hormone activity; C:extracellular 2 IPRO01166; tmhmm (TMHMM)
tulumensis 1 region
2150 DMPC152521857Speleonectes vascular endothelial growth factor 138 2.80E-13  46.50% FEATP I.demg; F :prote}n kinase activity; 3 IPRO13783; SSF48726 (SUPERFAMILY)
tulumensis_1 receptor 1-like P:protein phosphorylation
IPR001611; IPR003591; IPR026906; G3DSA:3.80.10.10
2151 Dxiﬁisiz 2§19—Spele°“e°tes cgl504 159 3.51E-66 78.60% - 0 (GENE3D), PTHR24367 (PANTHER), SM00365 (SMART),
- = SSF52058 (SUPERFAMILY)
2152 DMPC15252400_Speleonectes  na(+) h(+) exchange regulatory cofactor 210 2.87E-49  79.60% ) 0 IPR001478; G3DSA:2.30.42.10 (GENE3D), PTHR 14191

tulumensis 0

nhe-rf2-like

(PANTHER), PTHR14191:SF0 (PANTHER)




DMPC15252542_Speleonectes

T.ICSPUIIST TU TXICIIAl SUIITUIUS, T.alatomcar
structure morphogenesis; P:multicellular
organismal development; P:response to stress;
P:transport; P:reproduction; P:regulation of
biological process; P:biological process;
C:external encapsulating structure;
P:biosynthetic process; P:carbohydrate

IPR003859; G3DSA:3.90.550.10 (GENE3D), PTHR19300:SF5

- - 0, 1 . o .
2153 tulumensis_0 beta- -galactosyltransferase 1 72 2.87E-10 81.60% metabolic process; C.plasmg mgmbrane, 25 (PANTHER), PF13733 (PFAM)
P:cellular component organization; F:transferase
activity; C:cell; P:cell proliferation;
C:extracellular region; F:binding; F:cytoskeletal
protein binding; P:cell recognition; P:cellular
protein modification process; C:Golgi apparatus;
F:protein binding; P:cell differentiation; P:cell
A 41,
2154 DMPCI3392343 Speleoneetes 1o quality protein: reticulocalbin-2-like 64 SA4IE-17 85.60%  Ficaleium ion binding | PTHR10827 (PANTHER), PTHR10827:SF38 (PANTHER)
DMPC15252546_Speleonectes g ) o P:metabolic process; F:catalytic activity; IPR000917; IPR017849; IPR017850; PTHR10342 (PANTHER),
2155 tulumensis 1 arylsulfatase i-like 104 9.61E-18  64.40% F:sulfuric ester hydrolase activity 3 PTHR10342:SF19 (PANTHER)
DMPC15252556 Spelconectes IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2156 tulumensis 2 P cationic trypsin-3-like 120 4.44E-15 55.10% F:catalytic activity 1 (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
—tuiumensts_ (SIGNALP)
F:hydrolase activity; F:sphingomyelin
DMPC15252622_Speleonectes . . . o . PR . G3DSA:3.60.21.10 (GENE3D), PTHR10340 (PANTHER),
2157 tulumensis 1 sphingomyelin phosphodiesterase 113 431E-13  62.20% phosphf)dlesterase activity; P:sphingomyelin 3 PTHR10340:SF13 (PANTHER)
- - catabolic process
DMPC15252648 Speleonectes . s . o . . IPR001283; IPR002172; IPR014044; IPR018244; IPR023415;
2158 tulumensis 1 peptidase inhibitor partial 333  3.85E-15 57.40% C:extracellular region 1 PTHR10334:SF25 (PANTHER)
2159 Di‘ﬁiisszi 2;06—51’6160““‘“ extracellular cyanophycinase 172 2.04E-14 49.67% - 0  SignalP-NN(euk) (SIGNALP)
2160 DMPC15252762 Speleonectes si:dkey- protein 103 385E-09 6429% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
2161 Dﬁiﬁéﬁi 2;92—51”1"0“8““ plasminogen activator spa 98  6.86B-15 62.10% - 0 (GENE3D), PTHR24276 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
2162 Dtﬁ/fiﬁisszlz 2312—51”160“"’““ —NA-- 157 . 0 (PANTHER), PTHR21312:SF8 (PANTHER), SignalP-NN(euk)
— - (SIGNALP), SSF100895 (SUPERFAMILY)
P:cell cycle; P:metabolic process; P:signal
transduction; F:structural molecule activity;
P:biological_process; P:response to stress;
P:DNA metabolic process; P:reproduction;
P:viral reproduction; P:translation; F:binding;
DMPC15252844 _Speleonectes g:él;;f:ﬁasz;:sﬁrg?en ;T;:ﬁlogf blologieal IPR000626; IPRO19954; IPROL9953; IPRO19936;
2163 P ubiquitin-40s ribosomal protein s27a 132 1.11E-48 97.30% i P » Treg S 27 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),

_tulumensis_0

process; P:cell death; P:cellular component
organization; C:plasma membrane; P:protein
transport; ; C:endosome; C:cytoplasmic
membrane-bounded vesicle; P:nucleobase-
containing compound metabolic process;
C:ribosome; C:cytosol; P:cellular protein
modification process; P:transport

SSF54236 (SUPERFAMILY)




DMPC15252914 Speleonectes

ame: full=saxiphilin short=sax flags:

F:peptidase inhibitor activity; F:serine-type
endopeptidase inhibitor activity; C:extracellular

2164 tulumensis 0 eCUrSor 131 9.29E-22 52.20%  region; P:negative regulation of peptidase IPR000716; IPR022339
- - p activity; P:cell-matrix adhesion; F:calcium ion
binding
2165 DMPC13292917 Speleonectes Sele“‘“m'd]f;‘;‘;‘igzts glutathione 135 2.17B37 8020% - IPR000889; IPRO12336; PTHR11592:SF0 (PANTHER)
2166 Dt{‘ﬁrii;’szé 2278—51”1"0““‘“ soma ferritin 104 249E-22 84.10% - IPRO01519; IPR008331; IPR009040; IPRO09078; IPRO12347
2167 DMPC13253042 Speleoncctes  hemagglutinin amebocy(e aggregation 198 1 g35.08  57.10% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15253088_Speleonectes . . . o . . . e S IPR001623; IPR018253; PTHR24077 (PANTHER),
2168 tulumensis 1 dnaj homolog subfamily b member 11-like 138  1.30E-35  88.40% P:protein metabolic process; F:protein binding PTHR24077:SF14 (PANTHER), SignalP-NN(euk) (SIGNALP)
2169 DMPC15253091_Speleonectes - NA- 157 } IPR0O01199; PTHR10281 (PANTHER), PTHR10281:SF4
_tulumensis_2 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR025733; G3DSA:3.60.21.10 (GENE3D), PTHR22953
2170 Dtll\l’ggsszlz 3}35751’6160“6“65 iron zinc purple acid phosphatase-like 235 6.53E-58 79.40%  F:binding; F:hydrolase activity (PANTHER), PTHR22953:SF0 (PANTHER), tmhmm
- - (TMHMM), SSF56300 (SUPERFAMILY)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR10913
2171 Dtﬁ’g Iﬁ; 1518212 3 (1)46—81"’1“““‘“ kazal-type serine proteinase inhibitor 4 142 547E-17 58.80% - (PANTHER), PTHR10913:SF21 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
F:peptidase inhibitor activity; F:serine-type
P _ . endopeptidase inhibitor activity; C:extracellular . s
2172 DMPC152§3150_Speleonectes ame: full=saxiphilin short=sax flags: 149 371E21 51.70%  region; P:negative regulation of peptidase IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor A - Lo (TMHMM)
activity; P:cell-matrix adhesion; F:calcium ion
binding
C:cytosol; C:protein complex; F:catalytic
DMPC15253159 Speleonectes ) o activity; F:binding; P:carbohydrate metabolic IPR000941; IPR020810; G3DSA:3.20.20.120 (GENE3D),
2173 _tulumensis_0 enolase 218 1.26E-19 95.80% process; P:generation of precursor metabolites tmhmm (TMHMM), SSF51604 (SUPERFAMILY)
and energy; P:catabolic process
DMPC15253218 Speleonectes . . . o IPR0O00866; IPR012336; PTHR10681 (PANTHER),
2174 tulumensis 2 thioredoxin peroxidase 115 3.39E-35 86.60% - PTHR10681:SF50 (PANTHER)
DMPC15253238_Speleonectes hemocyte protein-glutamine gamma- o TPR008958; TPR0O13783; IPR023608; PTHR11590:SF17
2175 tulumensis 2 glutamyltransferase-like 261 1.0SE-64  72.50% - (PANTHER)
DMPC15253376_Speleonectes . . . o IPR000664; PTHR10241 (PANTHER), PTHR10241:SF10
2176 tulumensis 1 protein lethal giant larvae-like 188  7.53E-71  80.00% - (PANTHER)
DMPC15253406_Speleonectes . . o F:calcium ion binding; C:integral to membrane; IPR002172; TIPR023415; PR00261 (PRINTS), PTHR10529
2177 tulumensis 1 lipophorin receptor 240 3.10E-14  62.40% C:membrane; F:receptor activity (PANTHER), tmhmm (TMHMM)
DMPC15253421 Speleonectes . o . . .. IPR001254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
2178 lumensis 0 trypsin 183 348E-35 7830%  Frcatalytic activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER)
DMPC15253425_Speleonectes . . . . o T . IPR002126; IPR015919; IPR020894; PTHR24027 (PANTHER),
2179 tulumensis 5 low quality protein: protein dachsous-like 78 1.28E-21  71.90% C:cell; P:biological_process PTHR24027:SF53 (PANTHER)
2189 DMPC15253445_Speleonectes isoform a 95 9.06E-15 61.90% [:calcium ionbinding; C:integral to membrane; IPR002172; PR00261 (PRINTS), PTHR 10529 (PANTHER)
tulumensis 2 C:membrane
DMPC15253469_Speleonectes S o F:binding; P:metabolic process; F:catalytic IPR001424; IPR024134; SignalP-NN(euk) (SIGNALP), tmhmm
2181 tulumensis 0 superoxide dismutase 449  6.84E-43  82.70% activity (TMHMM)
DMPC15253488 Speleonectes . . o IPR005204; IPR013788; PTHR11511:SF23 (PANTHER), SignalP-
2182 tulumensis 2 hemocyanin subunit type 1 precursor 145  4.62E-46 68.80% - NN(euk) (SIGNALP), tmhmm (TMHMM)
2183 DMPC15253537_Speleonectes NA—- 5 B 10 IPS match

tulumensis 0




DMPC15253556_Speleonectes

epidermal retinol dehydrogenase 2

P:lipid metabolic process; P:secondary

IPR002198; IPR016040; PTHR24316 (PANTHER),

2184 tulumensis 2 isoform 2 109  2.91E-09 70.40% metabolic process; F:catalytic activity; P:cell 5  PTHR24316:SF1 (PANTHER), SignalP-NN(euk) (SIGNALP),
- = proliferation; C:endoplasmic reticulum SSF51735 (SUPERFAMILY)
IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
2185 Hh’fpriisszlz 3263—51’61“’““‘“ trypsin 2 158 3.69E-21 57.00%  Frhydrolase activity | (GENE3D), PTHR24272 (PANTHER), SignalP-NN(euk)
—u — (SIGNALP), tmhmm (TMHMM)
2186 DMPCI3253609 Speleoncetes i tipopolysaccharide factor isoform 7 125 SA4TE-12 S730% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
2187 Dtﬁﬁriisszé 3282—51’61"0““‘“ plasminogen activator spa 116  5.39B-11 55.60% - 0 (GENE3D), PTHR24275 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
2188 Dtﬁ’riisszé 3(7)34—51’3160“"’““ b i‘g%ﬁ‘gﬁrgggm 131 424E-08 52.00% - 0 IPR020234; SignalP-NN(euk) (SIGNALP)
DMPC15253927 Speleonectes . . o o . . . TIPR000664; IPR0O01680; IPR015943; IPR0O19775; PTHR10241
2189 tulumensis 0 protein lethal giant larvae-like isoform 2 131  1.89E-41 75.80% P:multicellular organismal development 1 (PANTHER), PTHR10241:SF21 (PANTHER)
IPR001254; IPR001314; IPR009003; IPRO18114;
2190 Diﬁiisszlz 3?5 4_Speleonectes secreted salivary gland 338  3.57E-42 54.90%  F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24275 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
. o o IPR000626; IPR019955; IPR019956; G3DSA:3.10.20.90
2191 Dxpriisszii 3(9)5 9_Speleonectes 60s ribosomal protein 140 119 1.63E-45 96.50% g;;‘:lfssl‘;‘t?:r’lF'S“m’ral molecule activity; 3 (GENE3D), PTHR10666 (PANTHER), SSF54236
—u — : (SUPERFAMILY)
. . P:proteolysis; F:metallocarboxypeptidase IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR 11705
2192 thfpﬁgsziz“?06751’6160“““ m‘dgc‘;fg‘fa“;atg dsapseec‘ﬁc 117 325B-15 59.80% activity; F:carboxypeptidase activity; F:zincion 4 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
i — ypep binding SSF53187 (SUPERFAMILY)
2193 Dtﬁﬁiiﬁz 4235731’61‘30““‘65 —NA--- 122 - 0 IPRO00716; IPR022339; PTHR14093:SF3 (PANTHER)
IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
2194 Hﬁiiisiz 4?“5—51’61““"’“63 trypsin 3 155 3.84E28 63.90% - 0 (GENE3D), PTHR24256 (PANTHER), SignalP-NN(euk)
- — (SIGNALP)
DMPC15254250_Speleonectes  26s proteasome non-atpase regulatory o " . IPR002110; IPR020683; PTHR24199 (PANTHER),
2195 lumensis 0 subunit 10 135 775E-42 67.10%  Pibiological process ' PTHR24199:SF0 (PANTHER)
2196 Df:ﬁfi;ﬁ;i 4(3)29731’61“““‘“ —NA--- 225 - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15254361_Speleonectes . . o . . Lo . IPR015590; IPR0O16160; IPRO16161; IPRO16163; PTHR11699
2197 tulumensis 1 aldehyde mitochondrial 301  5.90E-126 85.40% F:catalytic activity; P:metabolic process 2 (PANTHER), PTHR11699:SF46 (PANTHER)
. ] o o IPRO13126; G3DSA:3.30.30.30 (GENE3D), G3DSA:3.30.420.40
2198 Dtll\l/{lljriig:i?;74ispeleonectes heat shock relateg1 I7n()li<d)a protein (hsp 70 166 3.05E-38  61.70% E)/;'gslsmghél%; Fi;l:geotlde binding; P:response 4  (GENE3D), PTHR19375 (PANTHER), PTHR19375:SF1
- — y » eeytop (PANTHER), SSF53067 (SUPERFAMILY)
P:metabolic process; P:regulation of biological
process; P:cell cycle; C:protein complex;
C:intracellular; P:signal transduction; P:cell
death; P:mitochondrion organization;
2199 DMPC15254375_Speleonectes  26s proteasome non-atpase regulatory 123 $22E36  69.90% C:cytoskeleton; ; F:protein binding; P:cellular 20 IPR002110; IPR020683; PTHR24199 (PANTHER),
tulumensis_0 subunit 10 ’ U rotein modification process; P:response to PTHR24199:SFO (PANTHER)
i _ p p P
stress; C:cytoplasm; P:cell growth; P:cellular
component organization; P:protein metabolic
process; P:catabolic process; P:protein transport;
C:nucleus
oy . . w2 F:peptidyl-prolyl cis-trans isomerase activity; . .
2200 DMPC15254391_Speleonectes peptidyl-prolyl cis-trans isomerase-like 3 257 3.17E-46  62.50% P:protein folding; P:protein peptidyl-prolyl 4 IPR002130; G3DSA:2.40.100.10 (GENE3D), PTHR11071

_tulumensis_0

like

isomerization; F:isomerase activity

(PANTHER)




DMPC15254409_Speleonectes

P:cellular homeostasis; F:catalytic activity;

2201 ; soma ferritin 112 7.98B-29 88.80% e X ; 5 IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
IPR000742; IPRO01881; IPR013032; G3DSA:2.10.25.10
DMPC15254461_Speleonectes collagen and calcium binding egf domains o e (GENE3D), PTHR24023 (PANTHER), PTHR24023:SF13
2202 lumensis._ 1 1 208 473E-65  63.50%  F:binding ' (PANTHER), SignalP-NN(euk) (SIGNALP), SSF57196
(SUPERFAMILY)
2203 Dtll\l/gri;izi?;03_Speleonectes glucan pattern-recognition lipoprotein 574 145E-31 41.75%  P:lipid transport; F:lipid transporter activity 2 IPR020292
DMPC15254595_Speleonectes . ; N IPRO11001; IPR019345; PTHR12990 (PANTHER),
2204 " jumensis 2 armet-like protein 161 2.01E-37 79.30% - O PTHR12990:SF2 (PANTHER), tmhmm (TMHMM)
. S ) . IPR002198; IPR016040; PTHR24322 (PANTHER),
2205 DMPC15254634 Speleoncctes g 4 hain dehydrogencase reductase 97 9.64E-16 7930%  L-catalytic activity; Pimetabolic process; 3 PTHR24322:SF0 (PANTHER), tmhmm (TMHMM), SSF51735
tulumensis_1 F:nucleotide binding
- — (SUPERFAMILY)
IPRO01223; G3DSA:3.10.50.10 (GENE3D), PTHR11177
2206 Dﬁﬁig;ﬁ 4263—51’61"0““‘“ chitinase partial 74 271B-23  67.00% - 0 (PANTHER), PTHR11177:SF31 (PANTHER), SSF54556
- — (SUPERFAMILY)
2207 Dtﬁ’riisszé 4266—51’3160“"’““ b :gg?}gﬁ;gl?rgfé; A 155 8.98E-28 82.80%  Ficalcium ion binding 1 PTHR19237 (PANTHER)
P:anatomical structure morphogenesis;
2208 DMPC15254789_Speleonectes protein wnt-8b 174 2.10B-58 68.50% | .cmbryo development; P:regulation of 6  IPRO05817; IPROI13301; IPROIS161
_tulumensis_2 biological process; ; P:signal transduction;
P:multicellular organismal development
2209 Dﬁﬁigfg 4;90—51’61"0““‘“ ame: fulZf‘:r’lf:‘;tl’ligizrf‘_‘iI;annexm 236 3.67E-15 7830%  F:binding 1 IPRO01464; IPRO18252; IPRO18502
IPRO00834; G3DSA:3.40.630.10 (GENE3D), PTHR11532
2210 IDthPrgiflSziz“fOS—Spele‘mems carboxypeptidase d-like 149 723E-47  7520% - 0 (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
i — SSF53187 (SUPERFAMILY)
211 DMPC15254862 Speleonectes n-acetylglucosamine-1-phosphotransferase 9] 451E-16  64.80% F:transferase activity; C:Golgi apparatus; 3 IPR009011; PTHR12630 (PANTHER), PF13015 (PFAM),
tulumensis_4 subunit gamma-like ) oue C:extracellular region SignalP-NN(euk) (SIGNALP)
212 Diﬁi;’;z 4392—5"61"0““‘“ hemaggl“““‘nf:;‘grb_;’iife aggregalion 413 | 9E.11  63.50% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
2213 DMPC13254984 Speleonectes anti-lipopolysaccharide factor 152 179E-29 68.50% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
2214 Dﬁ}iﬁ;ﬁz 4(9)92—81’61"‘0“6““ chymotrypsin a 129 1.13E-08 73.75%  F:peptidase activity 1 PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM)
2215 DMPCI5254994 Speleonectes . fin-related peptide precursor 131 1.02E-16 49.00% | :peptidase inhibitor activity; Pnegative 2 IPR006552; IPRO08037; IPRO16307; IPR0O20862
tulumensis 4 regulation of peptidase activity
2216 DMPC15255062_Speleonectes NA-- 100 ) 0 IPR0O00716; TPR022339; PTHR14093:SF6 (PANTHER), SignalP-
tulumensis 2 NN(euk) (SIGNALP), tmhmm (TMHMM)
P:biosynthetic process; ; P:secondary metabolic . . . .
2217 DMPC]S%SS167_Speleonectes prophenoloxidase subunit 2 292 245E-22  72.10%  process; P:response to stress; F:catalytic activity; 6 IPR005203; IPRO13788; IPRO14756; PTHR11511:SF4
_tulumensis_1 ) - (PANTHER)
C:extracellular region
F:peptidase activity; P:cellular component
organization; P:anatomical structure
morphogenesis; P:embryo development; IPR001254; TPR009003; IPR018114; G3DSA:2.40.10.10
2218 DMPC15255169_Speleonectes serine protease hepsin 139 227E-09 55.40%  Piresponse to external stimulus; P:response to 11 (GENE3D), PTHR24268 (PANTHER), SignalP-NN(euk)

_tulumensis_2

abiotic stimulus; C:plasma membrane; F:ion
channel activity; P:metabolic process;
P:regulation of biological process; C:cell

(SIGNALP), tmhmm (TMHMM)




DMPC15255247 Speleonectes

IPR001254; IPR001314; IPR009003; IPRO18114;

2219 tulumensis 1 chymotrypsin-like protease ctrl- partial 155  5.66E-18 57.60%  F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15255285_Speleonectes . ; R IPR002928; PTHR 13140 (PANTHER), PTHR13140:SF106

2220 tulumensis 0 myosin heavy chain 124 6.04E-38  89.00% - 0 (PANTHER)

2221 Dﬁiﬁiﬁz 3 393731’61‘30“““35 dermatopontin 3 102 2.97E-08 60.50% - 0  SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

2222 Dt{‘ﬁrii;’szé 3 ?OS—Spele‘me“es Selen‘“m'd;frii‘izzz egl“tath“’ne 108  4.03E-27 7830% - 0 IPRO0088Y; IPRO12336
DMPC15255400_Speleonectes . . N IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER), SignalP-

2223 tulumensis 1 hemocyanin subunit type 1 precursor 144  4.96E-46 67.90% - 0 NN(euk) (SIGNALP)

2224 Dtﬁ’g Ii;iszlz 3 ‘2”7—81"31“““‘“ hemagglutinin agz]t’;’rcyte aggregation 56 501E-08  57.00% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15255534_Speleonectes P e R IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

2225 tulumensis 2 ame: full=trypsin-1 ame: full=trypsin i 128  1.81E-22  78.40% - 0 PTHR24256 (PANTHER)

2226 Hﬁﬁﬁiﬁz 5827751’61‘30““‘65 maltase- intestinal-like 179 6.85E-50 67.00% - 0 IPRO00322; IPRO17853; SSF51011 (SUPERFAMILY)

P:cell cycle; P:signal transduction; F:structural

molecule activity; P:biological process;

P:response to stress; P:DNA metabolic process;

P:reproduction; P:viral reproduction; C:cytosol;

C:nucleoplasm; P:protein metabolic process;

P:catabolic process; P:regulation of biological IPR000626; IPR019954; IPR019955; IPR019956;

2227 Dtll\l/ffﬁgszf?67—Spele°“e°tes 60s ribosomal protein 140 149 484E-42 98.70%  process; P:cell death; F:protein binding: 25 G3DSA:3.10.20.90 (GENE3D), PTHR 10666 (PANTHER),
- - C:plasma membrane; ; C:endosome; P:cellular SSF54236 (SUPERFAMILY)

component organization; C:ribosome;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:translation; P:transport
DMPC15255685_Speleonectes L R o o IPRO07122; IPR007123; G3DSA:3.40.20.10 (GENE3D),

2228 tulumensis 1 gelsolin-like allergen der f 16 231  2.22E-51 66.60% F:actin binding; P:cytoskeleton organization 2 SSF55753 (SUPERFAMILY)

o . o . . IPRO15590; IPRO16160; IPRO16161; IPR016162; IPRO16163;

2229 Dﬁiﬁ;ﬁz 3 Z“QSpele"neCtes alpha'zrz;ln%ig‘pe‘;ass"’e‘fﬁfedehyde 371 0 84.80% E;itcalley;f dicltali\rlllé}i;’l Pimetabolic process; 3 PTHRI11699 (PANTHER), PTHR11699:SF26 (PANTHER),
- — yarog : g tmhmm (TMHMM)

IPRO01254; IPRO01314; IPR009003; IPRO18114;

2230 Dﬁﬁig;ﬁ 3 ?22—51’61"0““‘“ proclotting enzyme 346 1.76E-30 59.10%  F:hydrolase activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24272 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)

2231 Dtﬁ’riisszé i 283—51”160“"’““ allergen 5 137 224E-19  56.70% - 0 IPR001283; IPRO14044; SignalP-NN(euk) (SIGNALP)

. o . IPRO01375; G3DSA:3.40.50.1820 (GENE3D), PTHR11731

2232 Hﬁﬁﬁiﬁz SH8T_Spelconcctes dipeptidyl peptidase 9 171 4.65E-78  85.80% Frgzgssdalfi:g&‘ltlyc ; Cr;f:ell’s Piprotein metabolic , p\ NTHER), PTHR11731:SF9 (PANTHER), SSF53474
- - P il P (SUPERFAMILY)

2233 Dﬁ’gﬁ;ﬁz 3 235781"’1““6“65 hemocyanin subunit type 2 precursor 141 8.08E-32 73.80% - 0  IPR005203; IPRO13788; IPR0O14756

IPRO01611; IPR003591; G3DSA:3.80.10.10 (GENE3D),

2234 Dtﬁpﬁisfii 6244—51’3160““‘“ calponin homology domain- chdc Irch 85  7.61E-21 76.80%  F:hydrolase activity 1 PTHR23155 (PANTHER), PTHR23155:SF10 (PANTHER),

. — SSF52058 (SUPERFAMILY)
T .PC}JL[UQBC TIIIToItoT auuvuy, T .ac)ulc-t_yyc
2235 DMPC15256085_ Speleonectes ame: full=saxiphilin short=sax flags: 144 765E-20  50.70% endopeptidase inhibitor activity; C:extracellular 4 TPR000716; TPR022339; SignalP-NN(euk) (SIGNALP), tmhmm

_tulumensis_0

precursor

region; P:negative regulation of peptidase

(TMHMM)




DMPC15256110_Speleonectes

hypothetical protein

IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

2236 tulumensis 1 DAPPUDRAFT 57749 169  1.46E-40 77.50% F:peptidase activity PTHR24260 (PANTHER), PTHR24260:SF33 (PANTHER),
- - - tmhmm (TMHMM)
DMPC15256113_Speleonectes . o P:proteolysis; F:serine-type endopeptidase IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D), SignalP-
2237 ulumensis 0 serine protease 193 6O2E-08  42.60%  itivity; Ficatalytic activity NN(euk) (SIGNALP), tmhmm (TMHMM)
. o . IPR001254; IPR0013 14; IPRO09003; G3DSA:2.40.10.10
2238 DMPC15256314_Speleoncctes setine proteinase stubble-like 238 467E-T4  67.30% | -proteolysis; Fiserine-type endopeptidase (GENE3D), PTHR24260 (PANTHER), PTHR24260:SF33
_tulumensis_2 activity; F:catalytic activity
(PANTHER)
2239 DMPCI3256357 Speleonectes e P o 180 8.09E-12 4630% - IPR020234; SignalP-NN(cuk) (SIGNALP)
2240 Dgf:ﬁigii 6339—51”160““‘“ allergen 5 161  345E-17 69.30% - IPRO01283; IPR002413; IPRO14044
2241 DMPC152.565497Speleonectes glycosyl—phosphatldyhnos1tol-11nked 131 110E-15  54.00% ) IPROO1148; IPR023561
tulumensis 2 carbonic anhydrase
2242 Dtﬁﬁflisiz Gf 64_Speleonectes neutral ceramidase-like 128  7.05E-25 71.00% - IPRO06823; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
2243 20276_5P phosphoglucose isomerase 140 5.97E-37  94.30% precurso tes erey; tcal (GENE3D), PTHR11469:SFO (PANTHER), SSF53697
_tulumensis_2 process; C:cytoplasm; F:catalytic activity;
. 3 (SUPERFAMILY)
P:biosynthetic process
P:positive regulation of killing of cells of other
organism; F:carbohydrate binding; P:positive
regulation of humoral immune response
2244 DMPC15256597_Speleonectes  low affinity immunoglobulin epsilon fc 302 5.75E-19  52.60% mediated by circulating immunoglobulin; IPR001304; IPR016186; IPR016187; IPR0O18378; PTHR22802
tulumensis_2 receptor ’ DUo P:positive regulation of nitric-oxide synthase (PANTHER), SignalP-NN(euk) (SIGNALP)
_ _ p p g yni g
biosynthetic process; P:positive regulation of
nitric-oxide synthase activity; C:external side of
plasma membrane
L . IPR0O01254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
2245 Dﬁ}iﬁ;ﬁz 6(6)5 3_Speleonectes - chymotry Ps‘n'hkezzl_"}islt(zse family member 20 5 6311 50.80%  Frhydrolase activity (GENE3D), PTHR24275 (PANTHER), SignalP-NN(euk)
-~ — (SIGNALP)
. . . IPR001254; IPR001314; IPR009003; G3DSA:2.40.10.10
2246 DMPCI15256680_Speleonectes serine protease 126 2.57E-27 59.40%  ©iproteolysis; Fiserine-type endopeptidase (GENE3D), PTHR24260 (PANTHER), PTHR24260:SF33
_tulumensis_2 activity; F:catalytic activity; F:peptidase activity (PANTHER)
DMPC15256690_Speleonectes . o . .. IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2247 tulumensis 2 trypsin 7 135 4.09E-20 74.60% F:hydrolase activity (GENE3D). PTHR24256 (PANTHER)
IPR0O01611; IPR003591; G3DSA:3.80.10.10 (GENE3D),
DMPC15256696_Speleonectes leucine-rich repeat and calponin homology o . .. PTHR23155 (PANTHER), PTHR23155:SF10 (PANTHER),
2248 7 lumensis_1 domain-containing protein 1-like 213 10SE-72 68.20%  F:hydrolase activity PF13504 (PFAM), SM00364 (SMART), SSF52058
(SUPERFAMILY)
DMPC15256710_Speleonectes . . . . o e IPR001452; G3DSA:2.30.30.40 (GENE3D), PTHR 11039
2249 tulumensis 2 lim and sh3 domain protein lasp-like 197  3.74E-27 86.20% F:binding (PANTHER)
2250 DMPC13256819 Speleonectes dermatopontin 2 331 230837 5920% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR001314; IPR009003; IPRO18114;
2251 Dtﬁfﬁisszé 6263—51’6160““‘“ serine protease 82 precursor 115 2.17B-16 59.50%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
-~ — SignalP-NN(euk) (SIGNALP)
DMPC15256868 Spelconectes IPR000152; IPR000742; IPR0O01881; IPR013032; IPR0O18097;
2252 ulumensis 2 P neurogenic locus notch protein 119  1.92E47 78.90% F:enzyme regulator activity G3DSA:2.10.25.10 (GENE3D), PTHR24047 (PANTHER),
. — PTHR24047:SFO (PANTHER), SSF57196 (SUPERFAMILY)
2253 DMPC15256935_Speleonectes hypothetical protein 151  1.03E-08 5025% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

tulumensis 0

DAPPUDRAFT 308200




DMPC15256957_Speleonectes

mitochondrial manganese superoxide

IPR001189; IPR019831; G3DSA:1.10.287.990 (GENE3D),

- 0 R
2254 tulumensis 1 dismutase 121 221E-18  85.50% PTHR11404:SF5 (PANTHER)
ame: full=plasminogen contains: ame:
full=plasmin heavy chain a contains: ame:
2255 DMPC15256998 Speleonectes  full=activation peptide contains: ame: 106 2.82E-09 73.10% IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
_tulumensis_2 full=plasmin heavy chain short form R Sue PTHR24264 (PANTHER)
contains: ame: full=plasmin light chain b
flags: precursor
5556 DMPCI5257007 Spelconectes NA 1o ] IPRO08197; PTHR19441 (PANTHER), SignalP-NN(euk)
tulumensis 1 (SIGNALP)
2257 Dtll\l/flljri; r?SZiz7(1)26_Speleonectes techylectin-5b isoform 225 6.79E-55 65.70% ) %}Eig(?ég;;)]PROMﬂS; IPR014716; IPR020837; PTHR19143
DMPC15257137_Speleonectes . o IPR000896; IPR008922; TPR013788; PTHR11511:SF20
2258 tulumensis 2 hemocyanin 2 149  1.06E-21 85.60% - (PANTHER), tmhmm (TMHMM)
. . g . . PR s IPR001680; IPR015943; IPR017986; IPR0O19775; IPR020472;
2259 DMPC1 5257225_Spe1e0nectes guanine nucleo?lde-bmfimg protein 315 5.68E-134 94.20% F:receptor‘ activity; F:kinase activity; PTHR19868 (PANTHER), PTHR 19868:SF0 (PANTHER),
_tulumensis_0 subunit beta-like P:metabolic process SignalP-NN(euk) (SIGNALP)
DMPC15257411_Speleonectes . . L o s .. IPR000719; IPR008271; IPR0O11009; G3DSA:1.10.510.10
2260 tulumensis 2 serine threonine-protein kinase mos 131  4.01E-18 57.20% F:kinase activity . . ” (GENE3D). PTHR23257 (PANTHER)
2261 PMPC15257460_Speleoncctes heavy polypeptide 1 117 264E-22 89.20%  -cellularhomeostasis; Ficatalytic activity; IPRO01519; IPRO08331; IPRO09040; IPRO090TS; IPRO12347
tulumensis_0 F:binding; P:ion transport; P:metabolic process
DMPC15257519 Speleonectes . . o . . IPR001007; IPR006207; PTHR11339 (PANTHER),
2262 tulumensis 1 gastric mucin 277  8.65E-18  43.90% P:cell adhesion PTHR11339:SF25 (PANTHER)
IPR000668; IPR0O13128; IPR025660; IPR025661;
DMPC15257529 Speleonectes . ) o F:peptidase activity; P:protein metabolic G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
2263 4 lumensis_0 cathepsin | 176 B2IE-40 75.10% o ess; Prcatabolic process (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
SSF54001 (SUPERFAMILY)
DMPC15257613_Speleonectes s o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
2264 tulumensis 1 kazal-type protease inhibitor 126 4.08E-16  51.70% - (PANTHER), SSF100895 (SUPERFAMILY)
2265 DMPCI3257083 Speleoncetes pemocyanin subunit type 1 precursor 191 1L09E-103 70.40% - IPR005203; IPRO13788; IPRO14756
2266 DMPC15257695_Speleonectes glyceraldehyde-3-phosphate 133 1.67E-31  85.50% F:nucleotide binding; P:carbohydrate metabolic IPR016040; IPR020828; IPR020831; SignalP-NN(euk)
tulumensis 1 dehydrogenase ) U process; F:catalytic activity; P:metabolic process (SIGNALP), SSF51735 (SUPERFAMILY)
DMPC15257723_Speleonectes —aldehyde dehydrogenase mitochondrial- o . . S . IPRO15590; IPR0O16161; IPRO16163; PTHR11699 (PANTHER),
2267 tulumensis 0 like 154  1.01E-54 85.00% F:catalytic activity; P:metabolic process PTHR11699:SF46 (PANTHER)
TPR000626; IPR019954; TPR019955; IPR019956;
2268 Dtll\lgﬁisszlz 7812 _Speleoncctes tpa_exp: ubiquitin 121 1.53E-78  100.00% - G3DSA:3.10.20.90 (GENE3D), PTHR 10666 (PANTHER),
- - SSF54236 (SUPERFAMILY)
2269 Dtﬁ’g Ii;iszlz 7535—81"’1““6““ boophilin-like protein 120 290E-09 58.30%  Fihydrolase activity IPR002223; IPR020901; PTHR10083 (PANTHER)
2279 DMPCI5257863 Speleonectes  hemagglutinin amebocyte aggregation 3¢ 1 595 15 63009 - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
tulumensis 2 factor-like
DMPC15257890 Speleonectes  ankyrin repeat and socs box protein 13- o . S IPR002110; IPR020683; PTHR24196 (PANTHER),
271 lumensis 0 like 177 449E-30  68.60%  F:protein binding PTHR24196:SF3 (PANTHER)
IPR000668; IPR013128; IPR025660; IPR025661;
2272 Dtﬁﬁiisszé 7274—51’3160“"’“63 cathepsin 1 152 5.61E-71 78.10% - G3DSA:3.90.70.10 (GENE3D), PTHR12411:SF149
-~ — (PANTHER), SSF54001 (SUPERFAMILY)
IPR0O01254; TPR009003; G3DSA:2.40.10.10 (GENE3D),
2273 DMPC15257996_Speleonectes chymotrypsinogen b-like 128 146E-15 5350% - PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP),

_tulumensis_2

tmhmm (TMHMM)




DMPC15258022_Speleonectes

P:proteolysis; F:metallocarboxypeptidase

IPR000834; G3DSA:3.40.630.10 (GENE3D), PTHR11705

2274 tulumensis 1 carboxypeptidase b-like 208 2.21E-49 68.30% activity; F:carboxypeptidase activity; F:zinc ion (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- — binding SSF53187 (SUPERFAMILY)
IPR0O01223; IPR002557; IPRO13781; IPRO17853;
2275 Dﬁpﬁiﬁsﬁ 8827—51’6160““‘“ chitinase partial 285  1.08E-58 67.20% - G3DSA:3.10.50.10 (GENE3D), PTHR11177 (PANTHER),
—u — SSF54556 (SUPERFAMILY)
DMPC15258133_Speleonectes . o TIPR001254; TPR001314; TPR009003; G3DSA:2.40.10.10
2276 lumensis 0 trypsin 144 297822 66.70% - (GENE3D), PTHR24265 (PANTHER)
IPR0O01254; IPRO01314; IPR009003; IPRO18114;
2277 Dﬁﬁig;ﬁ 8}5 4_Speleonectes trypsin 3 227  4.04B-31 51.50% - G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
DMPC15258162_Speleonectes . . N ] L . G3DSA:3.40.50.1820 (GENE3D), PTHR11005 (PANTHER),
2278 tulumensis 1 lipase 3-like 118  7.08E-30 71.50% F:hydrolase activity; P:lipid metabolic process PTHR11005:SFO (PANTHER), SSF53474 (SUPERFAMILY)
DMPC15258219 Speleonectes ) o F:lysozyme activity; P:cell wall macromolecule IPR000974; TPR001916; TPR019799; IPR023346;
2279 lumensis 2 lysozyme precursor 180 1.97E-45  64.80% . fabolic process G3DSA:1.10.530.10 (GENE3D), PTHR11407 (PANTHER)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21312
2280 Dt{‘lﬁiisszé ngl—Spele‘me“es GF20025 138  8.36E-08 68.00% - (PANTHER), PTHR21312:SF8 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
2281 Hﬁ;ﬁ;ﬁz 8599—51’61““"’“63 —-NA--- 140 - IPR0O01283; IPRO14044
2287 DMPC15258487_Speleoncctes pdz domain-containing protein 11 72 2.13B-00 73.80% | protein binding; C:cytosol; C:plasma PTHR14063 (PANTHER)
tulumensis 0 membrane
DMPC15258580_Speleonectes . R IPRO00668; IPRO13128; G3DSA:3.90.70.10 (GENE3D),
2283 7 lumensis 0 cathepsin | 128 1.32B-25  67.20% - PTHR12411:SF149 (PANTHER), SSF54001 (SUPERFAMILY)
DMPC15258587_Speleonectes . N IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
2284 tulumensis 2 kazal-type protease inhibitor 249  230E-24 51.40% - (PANTHER), SSF100895 (SUPERFAMILY)
2285 DMPC15258601_Speleonectes ferritin gfl 102 463E-25 86.60% | -ccllularhomeostasis; F:catalytic activity; IPRO01519; IPR008331; IPR009040; IPRO0907S; IPRO12347
tulumensis 0 F:binding; P:ion transport; P:metabolic process
DMPC15258620_Speleonectes . . N IPR005204; IPRO13788; PTHR11511:SF23 (PANTHER), SignalP-
2286 tulumensis 2 hemocyanin subunit type 1 precursor 150  1.38E-62  68.00% - NN(euk) (SIGNALP)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2287 Dﬁﬁﬁ;ﬁfg 823 I_Speleonectes Trypsin-1 107  8.54E-07 56.00% - (GENE3D), PTHR24275 (PANTHER), SignalP-NN(euk)
- — (SIGNALP)
DMPC15258664_Speleonectes e e R IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
2288 tulumensis 1 ame: full=trypsin-1 ame: full=trypsin i 184 3.36E-20 75.10% - PTHR24256 (PANTHER)
IPR001254; IPRO01314; IPR009003; G3DSA:2.40.10.10
2289 Dt“?ﬁiﬁfé 8;04—51’61“’““‘“ serine protease 150 475E-22 57.90%  Fipeptidase activity (GENE3D), PTHR24265 (PANTHER), SignalP-NN(cuk)
—u — (SIGNALP)
2290 Dtll\l’griisszlz 8132—Spele°“e°tes soma ferritin 98 7.40E-23 87.40% - IPRO01519; IPRO0833 1; IPRO09040; IPRO090TS; IPRO12347
2201 DMPCI3258810 Speleonectes o parhedteal provein 161  469E-09 50.00% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15258864 Speleonectes —aldehyde dehydrogenase mitochondrial- o . . S . IPRO15590; IPR0O16161; IPRO16163; PTHR11699 (PANTHER),
2292 tulumensis 2 like 210  1.43E-69 83.00% F:catalytic activity; P:metabolic process PTHR11699:SF46 (PANTHER)
2293 Dtll\l/{llzriizszizSg14ispe1eonectes female neotenic-specific protein 3 155 2.67E-11  53.67% - no IPS match
2294 Dtﬁ/gr(leisiz 8?40—51’6160“““ soma ferritin 122 543E-24 88.00% - IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347
2295 DMPC15259028_Speleonectes cytosolic non-specific dipeptidase-like 111 1.72E-28 75.30% P:metabolic process; F:peptidase activity G3DSA:3.40.630.10 (GENE3D), PTHR 11014 (PANTHER),

tulumensis 1

PTHR11014:SF15 (PANTHER), SSF53187 (SUPERFAMILY)




DMPC15259044 Speleonectes

IPRO13128; IPR013201; G3DSA:3.90.70.10 (GENE3D),

2296 -0 cathepsin | 142 7.84E-14 62.80% - PTHR12411:SF149 (PANTHER), SignalP-NN(euk) (SIGNALP),
- — tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
DMPC15259105_Speleonectes . o N IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

2297 tulumensis 0 hyaluronan-binding protein 2-like 96 3.79E-12  55.60% - PTHR24275 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15259127_Speleonectes . R IPRO01254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

2298 lumensis 2 trypsinogen 3 122 SATE-13 4480% - PTHR24264 (PANTHER), SignalP-NN(euk) (SIGNALP)

2299 Dtllﬁiisszé 9337—5"61"0““‘“ hemocyanin subunit type 2 precursor 125 2.17E-21  7520% - IPR005203; IPRO13788; IPR0O14756

2300 D::;ffﬁiﬁ;?i”—sl’ele"“ems hemocyanin subunit type 1 precursor 150 1.12E-59  67.80% - IPR005204; IPRO13788; PTHR11511:SF20 (PANTHER)

5301 DMPCI5259358 Spelconectes NA o1 ] IPRO13785; IPRO17853; IPRO18155; SignalP-NN(euk)

tulumensis 1 (SIGNALP)
- o . IPRO00668; IPRO13128; IPR025661; G3DSA:2.40.50.170

2302 D}’Ffi;ﬁ;ﬁ74—Spele°“e°‘es cathepsin I-like 185  1.59E-19  86.90% Frﬁiﬁlldaﬁiifﬁﬁyc ; Prf;:::m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), tmhmm
—u — P S P (TMHMM), SSF54001 (SUPERFAMILY)
DMPC15259391_Speleonectes : . N PTHR24316 (PANTHER), PTHR24316:SF1 (PANTHER),

2303 tulumensis 1 retinol dehydrogenase 10-b-like 87  3.94E-09 75.60% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15259424_Speleonectes . R o . o IPRO01623; [PRO18253; PTHR24078 (PANTHER),

2304 tulumensis 0 subfamily member 9 158  7.90E-43 81.20% P:protein metabolic process; F:protein binding PTHR24078:SF16 (PANTHER)

2305 Dgf:ﬁigfg 9‘1‘29—51”160““‘“ hemaggl“““‘nf:::::‘l’&y;e aggregation 434 3 EE1 60.50% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15259441_Speleonectes . . ; IPR005203; IPRO13788; IPRO14756; PTHR11511:SF18

2306 tulumensis 0 hemocyanin subunit type 1 precursor 96  2.70E-25 73.40% - (PANTHER)

DMPC15259461_Speleonectes . N ] . IPR0O01254; IPR009003; IPRO18114; G3DSA:2.40.10.10

2307 tulumensis 2 serine protease p127 323 1.04E-26  55.80% F:catalytic activity (GENE3D), PTHR24260 (PANTHER)

2308 Dg:gﬁiﬁi?f 10_Speleonectes ameffﬁl:};ﬁ?;zﬁf;ZZ;?;};ZS:W 164 6.59E-27 60.50%  F:catalytic activity IPRO13785; IPRO17853; IPRO18155

2309 DMPC15259513 Speleonectes mitochondrial manganese superoxide 108 195E-26  87.70% F:binding; P:metabolic process; F:catalytic IPR0O01189; IPR019831; G3DSA:1.10.287.990 (GENE3D),

tulumensis 1 dismutase ) U activity PTHR11404:SF5 (PANTHER)

2319 DMPC15259530_Speleonectes ferritin h subunit 91 3.54E20 92.60% Loccllularhomeostasis; Ficatalytic activity; IPRO01519; IPR008331; IPR009040; IPR009078; IPRO12347

tulumensis 2 F:binding; P:ion transport; P:metabolic process
DMPC15259534 Sneleoncctes IPRO07087; IPRO13087; IPRO15880; PTHR24375 (PANTHER),

2311 tulumensis 2 P transcriptional repressor ctcfl-like 135 1.06E-82 95.10% F:binding; C:intracellular; F:DNA binding PTHR24375:SF1 (PANTHER), PF13465 (PFAM), SSF57667
- — (SUPERFAMILY)

2312 Dﬁ}iﬁiﬁi 9f20—sl°el"‘°“e°tes protein shifted-like isoform 2 118  9.44E-49 85.10% - IPRO03306

2313 DMPCI3299732 Speleonectes dermatopontin 3 98 20709 6850% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

IPR001239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
DMPC15259738_Speleonectes . . PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),
23147 lumensis_ 2 mantle protein 9 148 1.36E-08  67.75% - SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)

2315 2%5&3;29I”—Spele"“ecms peptidase 8 553 subtilisin kexin sedolisin 148 1.37E-13  58.80%  F:hydrolase activity IPR007280; SignalP-NN(cuk) (SIGNALP)

DMPC15259923 Speleonectes . L . o F:binding; F:catalytic activity; P:metabolic IPR002198; IPR002347; IPR016040; IPR020904; PTHR24322

2316 tulumensis 0 linear gramicidin synthetase subunit d 121 224E-51 - 80.70% process; F:nucleotide binding (PANTHER), SSF51735 (SUPERFAMILY)
DMPC15259970_Speleonectes . . . ; . . IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),

2317 tulumensis 0 trypsin-like serine proteinase 1 90 1.43E-09  67.60% F:peptidase activity PTHR24264 (PANTHER), SignalP-NN(euk) (SIGNALP)

2318 DMPC15259995_Speleonectes dysferlin-interacting protein 1 150 372649 69.80% P:negative regulation of phosphatase activity; IPR002110; IPR020683; PTHR24179 (PANTHER),

tulumensis 0

F:phosphatase binding

PTHR24179:SF2 (PANTHER)




T pCpuUast IIIUTTUT aCtvIty, I.SCITIC-TypT

DMPC15260028 Speleonectes endopeptidase inhibitor activity; C:extracellular

S ) o . .
2319  tulumensis_0 equistatin precursor 107 6.76E-08  65.57% region; P:negative regulation of peptidase 4 IPR0O00716; IPR022339; tmhmm (TMHMM)
ame: full=venom allergen 5 ame:
2320 DMPC15260242_Speleonectes full=allergen ves vi v ame: full=antigen 5 11 5.82E-10  63.20% ) 0 IPR002413; IPR014044; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_0 short=ag5 ame: full=cysteine-rich venom ’ U (TMHMM)
protein short=crvp ame: allergen=ves vi 5
2371 DMPCI3260363 Speleoneetes o764 protein c16orfSo homolog 250 534E-09  6278% - 0 noIPS match
C:integral to membrane; C:membrane; P:lipid
metabolic process; P:lipid transport;
DMPC15260371_Speleonectes P:endocytosis; P:transport; C:low-density IPR002172; PRO0261 (PRINTS), PTHR 10529 (PANTHER)
2322 R P low density lipoprotein receptor-1 137 7.78E-18  61.00% lipoprotein particle; F:receptor activity; 12 ' ’ ’
tulumensis_0 : . tmhmm (TMHMM)
- - P:cholesterol metabolic process; P:steroid
metabolic process; F:calcium ion binding;
C:coated pit
DMPC15260470_ Speleonectes . . o IPR005203; IPR013788; IPR014756; PTHR11511:SF4
2323 tulumensis 1 hemocyanin subunit 6 145  3.40E-23  67.60% - 0 (PANTHER)
2324 Hﬁgiiségof 49_Speleonectes i lipopolysaccharide factor isoform 7~ 264 1.34E-19 72.00% - 0  IPR024509; IPR024716; SignalP-NN(cuk) (SIGNALP)
DMPC15260651_Speleonectes . o B .. IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
2325 lumensis 1 serine protease 120 1.70E-23  7470%  F:peptidase activity ! PTHR24268 (PANTHER), PTHR24268:SF68 (PANTHER)
I, pepuuast mioIun acuvity, 17.5CTIc=ty pc
2326 DMPC15260658 Speleonectes ame: full=saxiphilin short=sax flags: 147 2.46E-20  50.30% endopeptidase inhibitor activity; C:extracellular 4 IPR0O00716; PTHR12036 (PANTHER), PTHR12036:SF5
_tulumensis_1 precursor ’ U7 region; P:negative regulation of peptidase (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
2327 Dtﬁgﬁelsszi‘zof6—Spele°“e°tes dermatopontin 3 106 3.04E-08 57.38% - 0  IPR026645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
IPR0O01254; TPR001314; TPR009003; IPR0O18114;
2328 Dtll\l’griiﬁszigog“zfsf’ele"““tes trypsin 150 1.58E-59 76.70%  Fcatalytic activity 1 G3DSA:2.40.10.10 (GENE3D), PTHR24264 (PANTHER),
- - PTHR24264:SF0 (PANTHER)
DMPC15260922 Speleonectes . o . . .. IPR001254; IPR009003; IPR0O18114; G3DSA:2.40.10.10
2329 tulumensis 2 chymotrypsin a 147  1.06E-23  65.20% F:peptidase activity 1 (GENE3D), PTHR24275 (PANTHER)
DMPC15261051_Speleonectes ame: full=saxiphilin short=sax flags: o . - . .. IPR000716; PTHR12352 (PANTHER), SignalP-NN(euk)
2330 tulumensis 0 precursor 138 2.53E-12  55.10% P:proteolysis; F:peptidase activity 2 (SIGNALP)
IPR002172; TIPR023415; PTHR12106 (PANTHER),
2331 Dtll\l’{igiiszi??QSPeleo“eCtes protein isoform a 123 5.13E-08 74.14%  P:embryo development I PTHRI2106:SF7 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - tmhmm (TMHMM)
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2332 D&‘:{Eﬁéﬁgl 15 2_Speleonectes isoform a 175 9.70E-26 60.00%  F:peptidase activity 1 (GENE3D), PTHR24268 (PANTHER), PTHR24268:SF28
— — (PANTHER)
DMPC15261154_Speleonectes . o . . .. IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2333 tulumensis 1 chymotrypsin a 152 1.19E-23  65.20% F:peptidase activity 1 (GENE3D). PTHR24275 (PANTHER), tmhmm (TMEMM)
2334 DMPC13261358 Speleonectes dermatopontin 2 110 7.05E09 58.30% - 0 SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
C:cytoskeleton; C:protein complex; F:structural
DMPC15261373 Speleonectes molecule activity; C:lipid particle; P:cellular IPR000626; IPR001975; IPR019954; IPR019955; IPR019956;
2335 P ribosomal protein ubq 140e 139 1.22E-84 98.40%  protein modification process; P:protein 10 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),

_tulumensis_1

metabolic process; P:catabolic process;
C:ribosome; C:cytosol; P:translation

SSF54236 (SUPERFAMILY)




DMPC15261449 Speleonectes

F:protein kinase activity; F:receptor activity;
P:cellular protein modification process;

IPR000719; IPR001245; IPR008266; IPR011009; IPR020635;

2336 tulumensis 0 epidermal growth factor receptor 146  2.88E-42  88.60% Fenucleotide binding: C:cell: P:sienal G3DSA:1.10.510.10 (GENE3D), PTHR24416 (PANTHER),
- — ' : &, Licells Bisig PTHR24416:SF95 (PANTHER)
transduction
2337 Dtll\l/ffrgisszig1387—Spele°“e°tes mhe class ii a““gzg;ai;s"c‘ated invariant g7 349E.11  63.60%  P:proteolysis; F:peptidase activity IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP)
IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR25189
2338 D&‘:{Eﬁiﬁglgog—smle‘m“tes kazal-type serine proteinase inhibitor 4 137  237E-13  66.00% - (PANTHER), PTHR25189:SF0 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), tmhmm (TMHMM), SSF100895 (SUPERFAMILY)
T .lJCl]lanbC TIIronor a\.uvu_y, T .DCIIUC‘I._)’}JU
2339 DMPC15261615_Speleonectes ame: full=saxiphilin short=sax flags: 140 158E21  52.60% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_0 precursor ’ ue region; P:negative regulation of peptidase (TMHMM)
2340 DMPC15261654 Speleonectes ankyrin repeat and kh domain-containing 22 0 92.70% ) IPR002110; IPR020683; PTHR24139 (PANTHER),
tulumensis 2 protein 1 He PTHR24139:SF7 (PANTHER)
DMPC15261690 Sneleoncctes IPR000560; G3DSA:3.40.50.1240 (GENE3D), PTHR 11567
2341 tulumensis 0 P lysosomal acid phosphatase 197  3.38E-59 68.90% F:acid phosphatase activity (PANTHER), PTHR11567:SF26 (PANTHER), SignalP-NN(euk)
- — (SIGNALP), SSF53254 (SUPERFAMILY)
- o . IPRO00668; IPRO13128; IPR025660; G3DSA:3.90.70.10
2342 Dtﬁiielsszg1;06—51’6160““‘“ cathepsin | 143 1.62E-35  84.70% Frgzgssda;i:f;g‘htyc ; Prfcr;’::m metabolic (GENE3D), PTHR12411:SF149 (PANTHER), SSF54001
- — P S P (SUPERFAMILY)
DMPC15261726_Speleonectes . . S o F:lipid binding; P:transport; F:transporter IPRO11038; IPR0O12674; IPR022272; PTHR10612 (PANTHER),
2343 lumensis 0 apolipoprotein d-like isoform 2 102 489E-13  68.10%  chivity PTHR10612:SF4 (PANTHER), SignalP-NN(euk) (SIGNALP)
DMPC15261778_Speleonectes . . ; N , . IPR001563; G3DSA:3.40.50.1820 (GENE3D), SSF53474
2344 tulumensis 1 salivary fat body serine carboxypeptidase 209  7.12E-33  63.90% F:hydrolase activity (SUPERFAMILY)
e IPRO00834; G3DSA:3.40.630.10 (GENE3D), PTHR11705
2345 Dtﬁﬁielsszi?198—51’3160““63 Carbgfpa;—gfi‘;gz Z“lleﬁ:“ll. Zr‘:CCursor 129  8.02E-27 67.40%  C:extracellular region; F:peptidase activity (PANTHER), SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM),
- - ypep £5: P SSF53187 (SUPERFAMILY)
IPRO11001; IPR019345; PTHR12990 (PANTHER),
2346 DtlvfpﬁilfsziglgOO—Spele"“e“es armet-like protein 128 3.03E29 77.60% - PTHR12990:SF2 (PANTHER), SignalP-NN(cuk) (SIGNALP),
—u — tmhmm (TMHMM)
2347 Dtll\l’gﬁigszi‘z1373751’6160“3“65 —NA--- 140 - SignalP-NN(euk) (SIGNALP)
2348 DMPCI15262033 Speleonectes soma ferritin 113 946E-33 88.60% L ccllularhomeostasis; Fcatalytic activity; IPR001519; IPR008331; IPR009040; IPR00907S; IPRO12347
tulumensis 1 F:binding; P:ion transport; P:metabolic process
DMPC15262039_Speleonectes ; ; . ; IPRO00866; IPRO12336; IPR019479; PTHR10681 (PANTHER),
2349 tulumensis 1 thioredoxin peroxidase 255  3.68E-73  88.00% - PTHR10681:SF44 (PANTHER)
2350 2&55;2;2233S*Speleonemes hemocyanin subunit type 2 precursor 161  5.99E-16  83.00% - IPR005203; IPR013788; IPR014756; tmhmm (TMHMM)
IPRO01239; IPR002350; G3DSA:3.30.60.30 (GENE3D),
2351 DMPCIS262292 Speleonectes (oo tior kazal-type 6.like 157 139E.08  67.00% - PTHR21312 (PANTHER), PTHR21312:SF8 (PANTHER),

_tulumensis_2

SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM), SSF100895
(SUPERFAMILY)




DMPC15262378 Speleonectes

P:cell cycle; P:signal transduction; F:structural
molecule activity; P:biological_process;
P:response to stress; P:DNA metabolic process;
P:reproduction; P:viral reproduction; C:cytosol;
C:nucleoplasm; P:protein metabolic process;
P:catabolic process; P:regulation of biological

IPR000626; IPR019954; IPR019955; IPR019956;

2352 tulumensis 1 60s ribosomal protein 140 143 2.00E-42 97.80% process; P:cell death; F:protein binding; 25 G3DSA:3.10.20.90 (GENE3D), PTHR10666 (PANTHER),
- - C:plasma membrane; ; C:endosome; P:cellular SSF54236 (SUPERFAMILY)
component organization; C:ribosome;
C:cytoplasmic membrane-bounded vesicle;
P:nucleobase-containing compound metabolic
process; P:cellular protein modification process;
P:translation; P:transport
2353 DMPC15262423 Speleonectes ame: full= cytoplasmic ame: full=actin- 19 6.12E22  72.00% F:actin binding; P:response to abscisic acid 3 IPR007122; IPR007123; G3DSA:3.40.20.10 (GENE3D), SignalP-
tulumensis 0 depolymerizing factor short=adf ) U stimulus; P:cytoskeleton organization NN(euk) (SIGNALP), SSF55753 (SUPERFAMILY)
DMPC15262533_Speleonectes S o IPR002350; G3DSA:3.30.60.30 (GENE3D), PTHR21131
2354 tulumensis 0 kazal-type protease inhibitor 128  8.09E-15 53.20% - 0 (PANTHER), SSF100895 (SUPERFAMILY )
DMPC15262546_Speleonectes o o P:metabolic process; F:catalytic activity; IPR001424; IPR024134; SignalP-NN(euk) (SIGNALP), tmhmm
2355 tulumensis 0 superoxide dismutase soluble 127 3.51E-11  74.80% F-antioxidant activity 3 (TMHMM)
DMPC15262633_Speleonectes . . o P:protein metabolic process; P:cellular protein IPR002130; IPR020892; G3DSA:2.40.100.10 (GENE3D),
2356 " lumensis 1 ensangp00000031746-like protein 259 1.06E-94  9220% | dification process; Frcatalytic activity 3 PTHR11071 (PANTHER), PTHR11071:SF41 (PANTHER)
2357 Dtll\lﬁriiiszigzf“ofs‘pele"ne“es hemaggl““n‘nf:;‘::‘l’izte aggregation 434 5 06E-22  61.70% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP)
DMPC15262646_Speleonectes . o IPR005320; G3DSA:3.40.50.880 (GENE3D), SignalP-NN(euk)
2358 ulumensis 0 extracellular cyanophycinase 382 A0ETS 49.10% - O (SIGNALP), tmhmm (TMHMM), SSF52317 (SUPERFAMILY)
2359 DMPC|13262030 Speleonectes —NA-- 152 - 0 1o IPS match
P:cellular homeostasis; P:regulation of
DMPC15262656_Speleonectes . . o X . — . s IPR005746; IPR012336; IPR013766; IPR017937;
2360 tulumensis_2 thioredoxin 1 96  9.64E-18 81.80% bl.OIOgIC'd-l pr0§e§s,'F.felectron carrier activity; 5 PTHR10438:SF17 (PANTHER), SignalP-NN(euk) (SIGNALP)
F:catalytic activity; P:metabolic process
T .PllprllUllyabC gV d\,llVll_y, I CalrcIurir 1011
DMPC15262678_Speleonectes . . o binding; P:lipid catabolic process; IPRO01211; TPR0O13090; IPR016090; SignalP-NN(euk)
2361 _tulumensis_1 phospholipase a2-like 146 4.68E-16  62.80% P:phospholipid metabolic process; 3 (SIGNALP), tmhmm (TMHMM)
2362 Dtll\l’grgisszigzg86—Spele°“e°tes alkaline serine protease 153 8.08E-13 65.80%  F:peptidase activity I IPR007280; SignalP-NN(cuk) (SIGNALP)
2363 Dﬁiﬁiﬁ?gOO—SPGIC"“eCteS hemagglutinin a?;‘c"'t’;cyte aggregalion 19y S48E.37  57.40% - 0  IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
2364 DMPC15262855 Speleonectes  mitochondrial manganese superoxide 104 185E25 84.60% F:binding; P:metabolic process; F:catalytic 3 IPR0O01189; IPR0O19831; G3DSA:1.10.287.990 (GENE3D),
tulumensis 1 dismutase ) Yo activity PTHR11404:SF5 (PANTHER)
2365 Dtﬁﬁiéﬁ?infspeleonems hemocyanin subunit type 1 147 653E-71 75.70% - 0 IPR005203; IPRO13788; IPRO14756
2366 Dtﬁﬁriisszf?3—Spele"“e“es anti-lipopolysaccharide factor 128 198E-19 6150% - 0 IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP)
2367 Dtll\l/griisszigzgzS—Spele‘m“tes —NA-—- 157 - 0  IPR007233; SignalP-NN(euk) (SIGNALP)
F:phospholipase A2 activity; F:calcium ion
DMPC15262988 Speleonectes . o binding; F:hydrolase activity; P:lipid catabolic IPR0O01211; IPR0O13090; IPR0O16090; PTHR11716:SF2
2368 _tulumensis_0 group 10 secretory phospholipase a2 215 9.39E-08  49.57% process; P:phospholipid metabolic process; 6 (PANTHER)
C:extracellular region
2369 DMPC15263032_Speleonectes  hemagglutinin amebocyte aggregation 139 186E-13  57.00% - 0 IPRO26645; SignalP-NN(euk) (SIGNALP)

tulumensis 1

factor




DMPC15263049_Speleonectes

IPR024509; IPR024716; SignalP-NN(euk) (SIGNALP), tmhmm

. . } o )

2370 tulumensis 2 anti-lipopolysaccharide factor 142 6.33E-31 68.10% (TMHMM)

2371 DMPCI3363 172 Speleoncetes yme: full- heavy subunit short—ferritinh 122 479E-41  77.20% - IPRO01519; IPRO08331; IPRO09040; IPR00907S; IPRO12347

IPR002018; G3DSA:3.40.50.1820 (GENE3D), PTHR11559

2372 Dﬁiﬁiﬁ?;“I—Spele"““tes ace-paralogous acetylcholinesterase 155 244E-45 7490%  F:hydrolase activity (PANTHER), PTHR11559:SF33 (PANTHER), SSF53474
-~ — (SUPERFAMILY)

DMPC15263264 Speleonectes . . o . . .. IPR001254; IPR009003; IPR018114; G3DSA:2.40.10.10

2373 tulumensis 1 plasminogen activator spa 123 3.24E-20 60.30% F:peptidase activity (GENE3D), PTHR24265 (PANTHER)

IPRO13128; IPR013201; G3DSA:3.90.70.10 (GENE3D),

2374 DtN{PE ! r51 2i63f8275pele°“e°tes —NA-- 104 - PTHR12411:SF149 (PANTHER), SignalP-NN(euk) (SIGNALP),
~tuiumensis_ tmhmm (TMHMM), SSF54001 (SUPERFAMILY)
DMPC15263332_Speleonectes - ) ] ; . IPR003172; IPRO14756; PTHR 11306 (PANTHER), SignalP-

2375 tulumensis 1 epididymal secretory protein el 119  6.68E-16 59.50% P:transport NN(euk) (SIGNALP), tmhmm (TMHMM)

IPR0O01506; IPR024079; PTHR24543 (PANTHER),

2376 25{5&3;23‘2‘5 7_Speleonectes unnamed protein product 148  3.23E-07 61.00% - PTHR24543:SF85 (PANTHER), SignalP-NN(euk) (SIGNALP),
- - SSF55486 (SUPERFAMILY)

DMPC15263470_Speleonectes AT . . o F:receptor binding; C:extracellular space; IPR002181; IPR014715; IPR014716; IPR020837; PTHR19143

2377 tulumensis 1 ame: full=techylectin-5a flags: precursor 273 4.08E-47 60.40% Psional transduction (PANTHER)

\_/.lJlUl.Ullld\'UUub CXuacciiumar mauTx,
DMPC15263476_Speleonectes . B o F:structural molecule activity; F:hydrolase IPR002223; IPR020901; PTHR10083 (PANTHER), tmhmm

2378 _tulumensis_2 isoform g 452 273E-26 60.50% activity; P:cellular component organization; (TMHMM)

C:cytoplasm; F:nucleotide binding;

2379 DMPC15263514_Speleonectes glyceraldehyde-3-phosphate 138 9.86E-35  90.30% P:carbohydrate metabolic process; P:generation IPR020829; IPR020831; G3DSA:3.30.360.10 (GENE3D),

_tulumensis_1 dehydrogenase ' P79 of precursor metabolites and energy; P:catabolic SSF55347 (SUPERFAMILY)
process; F:catalytic activity; P:metabolic process

2380 DMPC13263733 Speleonectes AP o 153 2.82E-08 5200% - IPR020234; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

2381 Dtﬁ’g Ii;flszl?f 38_Speleonectes dermatopontin 2 148 2.75E-09 59.40% - IPR026645; tmhmm (TMHMM)

IPR0O01254; IPR001314; IPR009003; G3DSA:2.40.10.10

2382 D}’Fﬁiﬁ;ﬁ3396—51’61“’““‘“ trypsinogens 1 136 2.96E-18 56.70%  F:hydrolase activity (GENE3D), PTHR24265 (PANTHER), SignalP-NN(cuk)
—u — (SIGNALP)

2383 DMPC15263605_Spe1e0nectes mannosyl-ollgose_lcchaltlde -alpha- 104 231E26  78.80% F:.hydrolase activity; F:calcium ion binding; IPRO01382; PTHR11742:SF10 (PANTHER)

tulumensis_0 mannosidase ib C:cell
P:oxidation-reduction process; F:oxidoreductase
DMPC15263659 Speleonectes . . . o e . S . . IPR0O00866; IPR012336; PTHR10681 (PANTHER),
2384 tulumensis 2 thioredoxin peroxidase 130 3.89E-23  59.30% act}V}ty, F.antlox}dant actllvllty, F:peroxiredoxin PTHR10681:SF51 (PANTHER)
- - activity; F:peroxidase activity
1. pepuuast mimoTur acuvity, 17.5CTIC=ty pc

2385 DMPC15263697_Speleonectes ame: full=saxiphilin short=sax flags: 128 153E-18  51.50% endopeptidase inhibitor activity; C:extracellular IPR000716; IPR022339; SignalP-NN(euk) (SIGNALP), tmhmm
_tulumensis_1 precursor ' U7 region; P:negative regulation of peptidase (TMHMM)

DMPC15263754_Speleonectes . . o . . IPR0O01506; IPR024079; PTHR10127 (PANTHER), SSF55486

2386 tulumensis 0 zinc metalloproteinase nas-8 113 1.54E-12 57.80% F:hydrolase activity (SUPERFAMILY)

2387 th’gﬁéiszi?;s 7_Speleonectes hemaggl““n‘nf:;‘::‘l’iife aggregation 116 271B-12 63.30% - IPR026645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
DMPC15263818_Speleonectes e . o P:transport; F:lipid binding; F:transporter IPR000463; IPR000566; IPR0O11038; IPR0O12674; PTHR11955

2388 tulumensis 1 fatty acid binding protein 171  5.43E-48 79.20% activity (PANTHER)

2389 D::{Eﬁ;ﬁfg3520751’61‘30““‘“ hemagglutinin a‘;;i’;’rcyte aggregation 35y 93p 13 60.00% - IPRO26645; SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)

2399 DMPCI15263824_Speleonectes growth differentiation factor 8 172 742825 57.70% L growth factor activity; P:growth; IPRO01111; IPRO15615; PTHR11848:SF15 (PANTHER)

tulumensis 1

C:extracellular region




DMPC15263860_Speleonectes

P:proteolysis; F:serine-type endopeptidase

IPR001254; IPR001314; IPR009003; IPRO18114;

2391 ! factor d-like protein 340 544E-74  61.10% rOLe0’ys crine-type endopey . G3DSA:2.40.10.10 (GENE3D), PTHR24268 (PANTHER),
_tulumensis_2 activity; F:catalytic activity; F:peptidase activity PTHR24268:SF68 (PANTHER)
IPR001254; IPRO01314; IPR009003; IPRO18114;
2392 Dtﬁ/ff:rielsszi??39—51”160““‘“ serine protease 82 precursor 115 2.81B-16 59.80%  F:hydrolase activity G3DSA:2.40.10.10 (GENE3D), PTHR24265 (PANTHER),
- - SignalP-NN(euk) (SIGNALP)
DMPC15263965_Speleonectes . . o TPR003598; IPR003599; IPR007110; IPR0O13098; IPR013783;
2393 tulumensis 1 projectin short variant 274  5.81E-94 72.30% - SSF48726 (SUPERFAMILY)
T IPR007087; IPRO13087; IPRO15880; PTHR 11389 (PANTHER),
2394 Dﬁﬁigééﬁ“?9—Spele°“e°‘°s zinc c2h2 type family protein 117 337E-15  60.70% g’:ﬁéﬁ;ﬁibﬁgﬁi Figlnc ;;’Eezlsndmg’ PTHR11389:SF381 (PANTHER), PF13465 (PFAM), SSF57667
- - : » Frbiofogieal_p (SUPERFAMILY)
DMPC15264050_Speleonectes hypothetical protein o . . .. IPR002172; IPR023415; PTHR10529 (PANTHER), SignalP-
2395 " ulumensis 1 BRAFLDRAFT 120123 9% 1.60E-07  66.00%  Fipeptidase activity NN(euk) (SIGNALP)
2396 Dtll\l/{lll’ﬁigzi?(l)S57Spele0nectes hemaggl““m“f:;‘tl:rb_ﬁiyge aggregation 50 390E.09  60.90% - IPRO26645; SignalP-NN(cuk) (SIGNALP), tmhmm (TMHMM)
IPR001254; IPR009003; G3DSA:2.40.10.10 (GENE3D),
2397 Dtﬁﬁriisszg‘é86—51”1"0“““’3 trypsin partial 165 1.78E-15 60.70%  F:hydrolase activity PTHR24264 (PANTHER), PTHR24264:SF0 (PANTHER),
- — SignalP-NN(euk) (SIGNALP), tmhmm (TMHMM)
F:metal ion binding; P:proteolysis;
2398 DMPC15264249 Speleonectes zinc metalloproteinase nas-4-like isoform 118 648E-13  56.20% F:metallopeptidase activity; F:hydrolase activity; IPR0O01506; IPR024079; PTHR10127 (PANTHER), SSF55486
_tulumensis_2 1 e “77% " Fuzinc ion binding; F:peptidase activity; (SUPERFAMILY)
F:metalloendopeptidase activity
IPR001254; IPR009003; IPRO18114; G3DSA:2.40.10.10
2399 Dﬁiﬁiﬁ?és 7_Speleonectes plasminogen activator spa 132 159E-22 60.80%  F:peptidase activity (GENE3D), PTHR24260 (PANTHER), SignalP-NN(euk)
- - (SIGNALP), tmhmm (TMHMM)
‘ . , o . ] IPR002198; IPR002347; IPR016040; IPR020904; PTHR24322
2400 DMPC15264362_Speleonectes  3-oxoacyl-acyl-carrier-protein reductase- 232 128E-50  83.40% F:catalytic activity; P:metabolic process; (PANTHER), PTHR24322:SF0 (PANTHER), SignalP-NN(cuk)

_tulumensis_0

like

F:nucleotide binding

(SIGNALP), SSF51735 (SUPERFAMILY)
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