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Table S1. Description of genes inferred to have been under positive selection in caecilian
evolution (w* for sites under positive selection on the foreground branch, 2a and 2b sites;
NR database = Non redundant protein database; F = foregut; H = heart; K = kidney; L =
liver; Lu = lung; M = muscle; S = skin; Sp = spleen; T = testis).

Foreground Gene Gene GO terms Tissue Xenopus gene ID GUIDANCE2 o»* FDR
branch name description expression alignment g-value
score
Gymnophiona acot? acyl-CoA G0:0005737; | F, H,K,L, | ENSXETG00000000057 | 0.961946 107.57442 | 0.081956824
thioesterase 2 G0:0006631; Lu, S, T
G0:0006637;
G0:0016790;
G0:0047617
Gymnophiona wdrl WD repeat - Sp, F, H, K, | ENSXETG00000000629 | 0.996539 999 0.060673056
domain 1 L, Lu, M,
S, T




Gymnophiona

slc34a2

solute carrier
family 34
member 2

G0:0005436;
G0:0005737;
G0:0005886;
G0:0005903;
G0:0015321,
G0:0016020;
G0:0016021,
G0:0016324;
G0:0030643,;
G0:0031982;
G0:0035435;
G0:0035725;
G0:0044341

K, Lu, S

ENSXETG00000000954

0.996627

8.33671

0.081956824

Gymnophiona

sod3

superoxide

dismutase 3

G0:0004784,
G0:0005507;
G0:0005615;
G0:0005737;
G0:0006801,;
G0:0008270;
G0:0016491,;
G0:0019430;
G0:0046872;
G0:0055114

H, K, Lu,
ST

ENSXETG00000002122

0.991515

143.96716

0.075170199

Gymnophiona

col4a2

collagen type
IV alpha 2

chain

G0:0005201;
G0:0005576;
G0:0005578;
G0:0005581;
G0:0005604

Sp, F, H, K,
Lu, M, T

ENSXETG00000002635

0.984184

98.85225

0.082470139

Gymnophiona

akrlal

aldo-keto
reductase
family 1
member Al

G0:0008106;
G0:0016491;
G0:0055114

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000003499

0.999892

300.07976

0.060673056

Gymnophiona

als2cl

ALS2 C-

terminal like

F, K, Lu, S,
T

ENSXETG00000003686

0.997792

54.6686

0.050457662

Gymnophiona

nupl155

nucleoporin
155kDa

G0:0000972;
G0:0005643;
G0:0006405;
G0:0006606;
G0:0006913;
G0:0017056;
G0:0036228,;
G0:0044611

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000004785

0.998422

40.12923

0.081956824

Gymnophiona

c100rf35

chromosome
10 open
reading frame
35

G0:0016020;
G0:0016021

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000006461

0.997727

418.15868

0.082538498




Gymnophiona ddx17 DEAD-box G0:0000166; Sp, F, H, K, | ENSXETG00000006900 1 999 0.035291841
helicase 17 G0:0003676; L, Lu, S, T
G0:0004004;
G0:0004386;
G0:0005524;
G0:0010501;
G0:0016787;
G0:0045893
Gymnophiona adamts7 | ADAM G0:0004222; K, L, Lu, S, | ENSXETG00000007838 0.997315 22.57471 0.045769604
metallopeptida | GO:0005578; | T
se with G0:0006508;
thrombospond | GO:0008233;
in type 1 motif | GO:0008237;
7 G0:0008270;
G0:0031012;
G0:0046872
Gymnophiona sultlcl uncharacteris- | GO:0008146; | F, K, L, Lu, | ENSXETG00000009265 | 0.993079 87.87366 | 0.050457662
ed in Ensembl | GO:0016740 S
database;
Sulfotransfera
se 1C1-like
protein (from
NR database)
Gymnophiona nckipsd NCK - Sp, F, H, K, | ENSXETG00000009319 | 0.995934 59.17284 | 0.088559456
interacting L, Lu, M,
protein with ST
SH3 domain
Gymnophiona esytl extended G0:0008289; | Sp, F, H, K, | ENSXETG00000009481 | 0.996099 55.12752 | 0.021371019
synaptotagmin | GO:0016020; L, Lu, S, T
-like protein 1 | G0O:0016021;
G0:0031227;
G0:0044232
Gymnophiona msn moesin G0:0003779; Sp, F, H, K, | ENSXETG00000009770 | 0.999842 4.80253 0.075170199
G0:0005737; | L,Lu, S, T
G0:0005856;
G0:0008092;
G0:0019898
Gymnophiona aqp9 aquaporin 9 G0:0005215; | L, Lu, M,S | ENSXETG00000010861 | 0.997696 999 0.03351781
G0:0005372;
G0:0006833;
G0:0015105;
G0:0015168;
G0:0015204;
G0:0015698;
G0:0015793;
G0:0016020;




G0:0016021,
G0:0071918

Gymnophiona

slc22a31

solute carrier
family 22
member 31

G0:0008514;
G0:0015711,
G0:0016020;
G0:0016021,;
G0:0022857;
G0:0055085

F, K, L, Lu,
S

ENSXETG00000011276

0.996889

178.82387

0.071653906

Gymnophiona

rph3a

rabphilin 3A

G0:0005509;
G0:0005544;
G0:0005886;
G0:0006886;
G0:0006906;
G0:0016020;
G0:0017137,
G0:0017158;
G0:0019905;
G0:0030276;
G0:0046872;
G0:0048791;
G0:0070382;
G0:0098793

K, Lu, T

ENSXETG00000011467

999

3.09E-36

Gymnophiona

lamcl

laminin
subunit

gamma 1

G0:0001654;
G0:0005604;
GO0:0007411;
G0:0007420;
G0:0007517;
G0:0007519;
G0:0007634;
G0:0030903;
G0:0031290;
G0:0048570;
G0:0048731;
G0:0048854;
G0:0050908;
G0:0061053;
G0:0070831

Sp, F H, K,
Lu M, T

ENSXETG00000012525

0.998305

23.15197

0.060673056

Gymnophiona

tet2

tet
methylcytosin
e dioxygenase
2

G0:0030097;
G0:0030099;
G0:0030218;
G0:0060319;
G0:0070989;
G0:0098508

Sp, F, K, L,
Lu, M, S

ENSXETG00000014101

0.99575

100.54979

0.081956824

Gymnophiona

gstcd

glutathione S-
transferase C-

terminal

G0:0005737

Sp, F K L,
Lu, S, T

ENSXETG00000014108

0.99632

131.16589

0.081956824




domain

Gymnophiona nup153 nucleoporin G0:0001525; | F, K, Lu, ENSXETG00000014197 | 0.991718 999 0.045769604
153kDa G0:0005622; M,S T
G0:0006405;
G0:0006606;
G0:0008139;
G0:0008270;
G0:0017056;
G0:0046872
Gymnophiona gdpd5 glycerophosph | GO:0006629; | Sp, H, L, ENSXETG00000015053 | 0.996516 31.09229 | 0.082470139
odiester G0:0008081; Lu, M, S, T
phosphodieste | GO:0008889;
rase domain G0:0016020;
containing 5 G0:0016021
Gymnophiona tacc2 transforming G0:0000226; F, H, Lu, ENSXETG00000015587 | 0.989159 103.81618 | 0.081956824
acidic coiled- G0:0005737; M,S, T
coil G0:0008283;
containing G0:0015630;
protein 2 G0:0021987
Gymnophiona kihdc10 | kelch domain | - Sp, F, H, K, | ENSXETG00000016301 | 1 56.55156 | 0.066797583
containing 10 L, Lu, M,
S, T
Gymnophiona golgal golgin Al G0:0005794 F, H K, ENSXETG00000016840 | 0.997726 50.29481 | 0.042081125
Lu,M,S, T
Gymnophiona pigr polymeric G0:0016020; F, K, L, Lu, | ENSXETG00000017102 | 0.988724 54.9727 0.081956824
immunoglobul | GO:0016021 S
in receptor
Gymnophiona gigyfl GRB10 - F, K, L, Lu, | ENSXETG00000018415 | 0.98933 63.29151 | 0.000103512
interacting S
GYF protein 1
Gymnophiona cul9 cullin9 G0:0006511; | Sp,F, K,L, | ENSXETG00000018504 | 0.998546 47.26087 | 0.071653906
G0:0008270; | Lu,S, T
G0:0031625;
G0:0046872
Gymnophiona cdhr2 cadherin G0:0005509; | Sp,F, K, ENSXETG00000019629 | 0.991436 52.04677 | 0.00251902
related family | GO:0005886; Lu, T
member 2 G0:0007155;
G0:0007156;
G0:0016020;
G0:0016021
Gymnophiona hprtl hypoxanthine G0:0009116 F, K, L, Lu, | ENSXETG00000019768 | 1 19.00688 0.081956824
phosphoribosy M, ST
Itransferase 1
Gymnophiona cgn cingulin G0:0003774; | F, K, L, Lu, | ENSXETG00000020726 | 0.996984 39.28213 | 0.045769604
G0:0016459 S, T
Gymnophiona itga3 integrin G0:0007155; | F,H, K, L, | ENSXETG00000021920 | 0.997466 32.10395 | 0.045769604




subunit alpha G0:0007229; Lu, S, T
3 G0:0008305;
G0:0016020;
G0:0016021
Gymnophiona p2ryll purinergic G0:0001973; Sp, K, L, ENSXETG00000022059 0.985115 40.28705 0.045769604
receptor P2Y G0:0004871, Lu, T
G-protein G0:0004930;
coupled 11 G0:0007165;
G0:0007186;
G0:0007200;
G0:0016020;
G0:0016021;
G0:0023041;
G0:0035589;
G0:0045028;
G0:0045031
Gymnophiona ptprh protein G0:0004725; F, K, L, Lu, | ENSXETG00000022920 0.997601 184.64403 | 0.021371019
tyrosine G0:0006470; | S
phosphatase G0:0016020;
receptor type G0:0016021,;
H G0:0016311;
G0:0016791;
G0:0035335
Gymnophiona spen spen family G0:0000166; | Sp, F, H, K, | ENSXETG00000023114 | 0.996525 64.05463 0.081956824
transcriptional | GO:0000398; L, Lu, M,
repressor G0:0003676; ST
G0:0005634
Gymnophiona gsox1 quiescin G0:0003756; | F,L,S, T ENSXETG00000023156 | 0.990129 105.32195 | 0.021371019
sulfhydryl G0:0005615;
oxidase 1 G0:0016020;
G0:0016021;
G0:0016491;
G0:0016971;
G0:0016972;
G0:0030173;
G0:0045454;
G0:0055114
Gymnophiona vwf von G0:0005578; | F, H, K, Lu | ENSXETG00000023591 | 0.996418 999 0.060673056
Willebrand G0:0007155;
factor G0:0007596;
G0:0007599
Gymnophiona cdk12 cyclin- G0:0004672; | Sp,F, K, L, | ENSXETG00000023695 | 1 4.32061 0.060673056
dependent G0:0005524; Lu, S, T
kinase 12 G0:0006468
Gymnophiona tbrg4 transforming G0:0004672; Sp, F, H, K, | ENSXETG00000023866 | 0.999515 999 0.057479166
growth factor G0:0006468 L, Lu, M,




beta regulator ST
4
Gymnophiona tcfl19 transcription - Sp, F, K, ENSXETG00000024079 | 0.979246 999 0.081956824
factor 19 Lu,M,S, T
Gymnophiona spgll spatacsin G0:0007399; Sp, F, H, K, | ENSXETG00000025297 0.994661 93.96152 0.077360076
vesicle G0:0007409 L, Lu, M,
trafficking ST
associated
Gymnophiona rps13 ribosomal G0:0003735; | Sp, F, H, K, | ENSXETG00000026454 | 0.980159 999 0.081956824
protein S13 G0:0005730; L, Lu, M,
G0:0005840; | S, T
G0:0006412;
G0:0022627;
G0:0070181
Gymnophiona gsto2 glutathione S- | GO:0004364; | F, K, L, M, | ENSXETG00000026602 | 0.992991 204.42538 | 0.082470139
transferase G0:0005737; | T
omega 2 G0:0008152
Gymnophiona tnrcéa trinucleotide G0:0000166; | Sp, F, K,L, | ENSXETG00000030437 | 0.999903 7.70315 0.069829147
repeat G0:0000289; Lu, S, T
containing 6A | GO:0003676;
G0:0017148;
G0:0035278
Gymnophiona cp ceruloplasmin | G0O:0004322; H, L ENSXETG00000031159 | 0.997173 61.27401 0.082470139
G0:0005507;
G0:0005634;
G0:0005737;
G0:0006825;
G0:0006879;
G0:0016491;
G0:0046872;
G0:0055114
Gymnophiona acadvl acyl-CoA G0:0003995; | Sp,F, H, K, | ENSXETG00000031271 | 1 87.2058 0.001074924
dehydrogenas | GO:0008152; L, Lu, M,
e very long G0:0016491; ST
chain G0:0016627;
G0:0050660;
G0:0055114;
G0:0060322
Gymnophiona coll6al uncharacteris- | GO:0005615; Sp, F, H, K, | ENSXETG00000033245 | 0.994107 999 0.077360076
ed in Ensembl | GO:0005178; Lu,M,S, T
database; G0:0007155;
collagen type G0:0031012;
XVlalpha 1 G0:0005201;
chain (from G0:0030198;
NR database) G0:0033627;
G0:0051894




Gymnophiona coll7al collagen type G0:0005578; S ENSXETG00000033563 0.997395 136.30841 | 0.009786183
XVl alpha 1 G0:0016020;
chain G0:0016021
Gymnophiona slc18al uncharacteris- | GO:0005887; | F,K,S, T ENSXETG00000033569 | 0.996987 139.35786 | 0.045769604
ed in Ensembl | GO:0006837;
database; G0:0015222;
chromaffin G0:0015842;
granule amine | G0O:0016020;
transporter G0:0016021;
(from NR G0:0055085;
database) G0:0098793
Teresomata fam3b family with - F, K, L, Lu, | ENSXETG00000005180 | 0.992889 998.98757 | 0.058383372
sequence S
similarity 3
member B
Teresomata aoc3 amine oxidase | GO:0005507; | F, K, L, Lu, | ENSXETG00000012588 | 0.997341 998.99982 | 0.068228787
copper G0:0007601,; M
containing 3 G0:0008131;
G0:0009308;
G0:0016020;
G0:0016021;
G0:0016491;
G0:0046872;
G0:0048038;
G0:0055114
Teresomata mbd5 methyl-CpG G0:0003677; | Sp, F, H, K, | ENSXETG00000018214 | 0.997288 998.99978 | 0.049582247
binding G0:0003682; L, Lu, M,
domain G0:0005634; | S, T
protein 5 G0:0010369
Teresomata hgs hepatocyte G0:0005622; | Sp, F, H, K, | ENSXETG00000019701 | 0.99836 999 0.039962285
growth factor- | GO:0006886; L, Lu, M,
regulated G0:0046872 ST
tyrosine
kinase
substrate
Teresomata maspl mannan- G0:0001755; K LT ENSXETG00000019757 | 0.975646 482.51659 | 2.34E-22
binding lectin | G0:0001867;
serine G0:0004252;
peptidase 1 G0:0005509;
G0:0005576;
G0:0005615;
G0:0005737;
G0:0006508;
G0:0006956;
G0:0008233;
G0:0008236;




G0:0016787,
G0:0046872

Teresomata

pcdh?7

protocadherin
7

G0:0005509;
G0:0005886;
G0:0007155;
G0:0007156;
G0:0016020;
G0:0016021

Sp, F, H, K,
Lu, S, T

ENSXETG00000022281

0.999992

999

0.032846913

Teresomata

tnc

tenascin C

G0:0007155;
G0:0031012;
G0:0042127

F, K, Lu,
M, S

ENSXETG00000023938

0.999483

557.19204

3.94E-05

Teresomata

sypll

synaptophysin
-like protein 1

G0:0005215;
G0:0008021;
G0:0016020;
G0:0016021;
G0:0030285

Sp, F, K, L,
Lu,M,S, T

ENSXETG00000025677

0.992631

999

0.039962285

Rhinatrema

bivittatum

plppl

phospholipid
phosphatase 1

G0:0005886;
G0:0005887;
G0:0006629;
G0:0006644;
G0:0007165;
G0:0008195;
G0:0016020;
G0:0016021;
G0:0016311,;
GO0:0042577;
G0:0046839

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000000375

0.999783

998.96886

0.087167945

Rhinatrema

bivittatum

mtg2

mitochondrial
ribosome-
associated
GTPase 2

G0:0000287;
G0:0003924;
G0:0005525

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000002001

0.998786

38.67929

0.034033894

Rhinatrema

bivittatum

clic3

chloride
intracellular

channel 3

G0:0005254;
G0:0006821,;
G0:1902476

F,Lu, S, T

ENSXETG00000003974

0.99807

998.98992

0.05538756

Rhinatrema

bivittatum

cenpa

centromere

protein A

G0:0000775;
G0:0000776;
G0:0000777;
G0:0000786;
G0:0003677;
G0:0005634;
G0:0005694;
G0:0046982

Sp, S, T

ENSXETG00000005197

0.999214

999

0.05538756

Rhinatrema

bivittatum

atpla2

ATPase
Na+/K+
transporting

alpha 2

G0:0000166;
G0:0001947;
G0:0001966;
G0:0005391;

F H K,
Lu,M,S, T

ENSXETG00000008125

0.999961

48.43624

0.079634778




polypeptide G0:0005524;
G0:0005623;
G0:0006811;
G0:0006813;
G0:0006814;
G0:0007368;
G0:0007507;
G0:0007519;
G0:0010248;
G0:0016020;
G0:0016021;
G0:0016787;
G0:0046872;
G0:0051480;
G0:0060047;
G0:0061371;
Rhinatrema rcnl reticulocalbin | GO:0005509 Sp, F, K, L, | ENSXETG00000008174 | 0.995089 58.64572 | 0.087167945
bivittatum 1 Lu,M,S, T
Rhinatrema nuf2 NUF2; G0:0000775; | Sp, H, K, ENSXETG00000010463 | 0.993007 11.1057 0.087167945
bivittatum NDCB80 G0:0007507 Lu,M, T
kinetochore
complex
component
Rhinatrema col5a2 collagen type G0:0005201 Sp, F, H, K, | ENSXETG00000010784 | 0.998895 259.99922 | 0.011840021
bivittatum V alpha 2 L, Lu, M,
chain S, T
Rhinatrema rpl13a ribosomal G0:0003729; | Sp,F, K, L, | ENSXETG00000014144 | 1 5.33779 7.96E-15
bivittatum protein L13a G0:0003735; Lu,M,S, T
G0:0005840;
G0:0006412;
G0:0015934;
G0:0022625;
G0:0030529
Rhinatrema rcc2 regulator of G0:0001755 Sp, F, K, ENSXETG00000014793 | 0.999976 998.99973 | 0.032134195
bivittatum chromosome Lu, S, T
condensation
2
Rhinatrema anxa2 annexin A2 G0:0004859; | F, H,K,L, | ENSXETG00000015289 | 0.998053 83.87076 | 0.08170457
bivittatum G0:0005509; Lu,M,S, T
G0:0005544;
G0:0008092;
G0:0043086
Rhinatrema anxa6 annexin A6 G0:0001778; Sp, F, H, ENSXETG00000015832 | 0.998564 23.63599 0.067225054
bivittatum G0:0005509; Lu, M, T
G0:0005544
Rhinatrema hdgf hepatoma- - Sp, F, K, L, | ENSXETG00000018516 | 0.998676 99.10972 | 0.072192303

10




bivittatum derived Lu,M,S, T
growth factor
Rhinatrema yipfl Yipl domain GO0:0005794; Sp, F, H, K, | ENSXETG00000019983 0.998483 999 0.000519394
bivittatum family G0:0016020; L, Lu, M,
member 1 G0:0016021; ST
G0:0017137
Rhinatrema tbc1d31 TBC1domain | - Sp, F, H, K, | ENSXETG00000023189 0.997757 310.36313 | 0.037596663
bivittatum family L, Lu, M,
member 31 ST
Rhinatrema parpl4.2 | poly (ADP- G0:0000166; Sp, F, H, K, | ENSXETG00000023399 0.986106 827.88309 | 0.08170457
bivittatum ribose) G0:0003676; L, Lu, M,
polymerase G0:0003950; ST
family G0:0016740;
member 14 G0:0016757
gene 2
Rhinatrema tnc tenascin C G0:0007155; | F, K, Lu, ENSXETG00000023938 | 0.999483 105.06599 | 0.064561005
bivittatum G0:0031012; M, S
G0:0042127
Caecilia + agp3 aquaporin 3 G0:0005215; F, K, Lu, ENSXETG00000002151 | 1 998.99918 | 0.094399642
Typhlonectes G0:0016020; M, S
G0:0016021
Caecilia+ fadd Fas associated | GO:0007165; | F,H, K, L, | ENSXETG00000003799 | 0.989481 52.29035 | 0.050859898
Typhlonectes via death G0:0042981; Lu,M,S, T
domain G0:0043065
Caecilia + efempl EGF G0:0005006; | F, H, K, Lu | ENSXETG00000006076 | 0.997067 14.04564 | 0.007001
Typhlonectes containing G0:0005509;
fibulin-like G0:0007173;
extracellular G0:0031012
matrix protein
1
Caecilia + utplda UTP14A G0:0005730; | Sp, F, H, K, | ENSXETG00000007465 | 0.996442 22.93783 | 0.094399642
Typhlonectes small subunit G0:0006364; L, Lu, M,
processome G0:0030490; ST
component G0:0032040
Caecilia + parp9 poly(ADP- G0:0003950 F,H, K, L, | ENSXETG00000007985 | 0.99344 999 0.094399642
Typhlonectes ribose) Lu, S, T
polymerase
family
member 9
Caecilia + enpp3 ectonucleotide | GO:0003676; | Sp, F, K, L, | ENSXETG00000008244 | 0.998141 998.99977 | 0.094399642
Typhlonectes pyrophosphata | GO:0003824; Lu,M,S, T
se/ G0:0004528;
phosphodieste | GO:0004551;
rase 3 G0:0005044;
G0:0006898;
G0:0006955;

11




G0:0008152;
G0:0016020;
G0:0016021,
G0:0016787;
G0:0030247,
G0:0046872;
G0:0090305

Caecilia +

Typhlonectes

ybx1

Y-box binding

protein 1

G0:0003676;
G0:0003677;
G0:0003723,;
G0:0006355;
G0:0008190;
G0:0045947;
G0:0048025;
G0:0050686;
G0:0051236;
G0:1900364

Sp, F,H K,
L, Lu, M,
S, T

ENSXETG00000013436

999 0.050859898

Caecilia +

Typhlonectes

acatl

acetyl-CoA
acetyltransfera

sel

G0:0003824;
G0:0008152;
G0:0016740;
G0:0016746;
G0:0016747

F.H K L,
M,S, T

ENSXETG00000014477

999 0.094399642

Caecilia +
Typhlonectes

ax|

AXL receptor
tyrosine

kinase

G0:0000166;
G0:0004672;
GO:0004713;
G0:0005524;
G0:0006468;
G0:0016020;
G0:0016021;
G0:0016301;
G0:0016310;
G0:0016740;
G0:0018108

F, K, Lu, S,

ENSXETG00000018708

0.992414

41.86018 | 0.053497776

Caecilia +
Typhlonectes

pfn2

profilin 2

G0:0003779;
G0:0030036;
G0:0030833

F.H KL,
Lu,M, T

ENSXETG00000020090

0.994974

999 6.92E-05

Caecilia +

Typhlonectes

exog

endo/
exonuclease
(5-3)
endonuclease
G-like

G0:0003676;
G0:0016787,
G0:0046872

Sp, F K, L,
Lu,M,S, T

ENSXETG00000021000

0.999065

999 0.094399642

Caecilia +
Typhlonectes

tmem27

transmembran

e protein 27

G0:0006508;
G0:0008237;
G0:0008241;
G0:0016020;
G0:0016021

ENSXETG00000022466

0.996767

999 0.01469052
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Caecilia + scarb2 scavenger G0:0004872; Sp, F, H, K, | ENSXETG00000024116 0.996537 53.04016 0.004245511
Typhlonectes receptor class | GO:0005764; L, Lu, M,
B member 2 G0:0016020; ST
G0:0016021
Caecilia + itghl integrin G0:0004872; Sp, F, H, K, | ENSXETG00000026716 0.99625 376.16418 | 0.006565164
Typhlonectes subunitbetal | GO:0007155; Lu,M,S, T
G0:0007160;
G0:0007229;
G0:0008305;
G0:0016020;
G0:0016021
Caecilia + ano9 uncharacteris- | GO:0016020; | F, K, Lu, S | ENSXETG00000031447 | 0.996781 217.23189 | 0.094399642
Typhlonectes ed in Ensembl | GO:0016021;
database; G0:0046983,;
anoctamin-9- G0:0061588
like protein
(from NR
database)
Caecilia dsc3 desmocollin 3 | GO:0002159; | F, S, T ENSXETG00000004721 | 0.991111 21.38483 | 0.019034822
tentaculata G0:0005509;
G0:0005886;
G0:0007155;
G0:0007156;
G0:0007507;
G0:0016020;
G0:0016021;
G0:0055113;
G0:0060027
Caecilia agl amylo-alpha- G0:0004134; H, K, L, M, | ENSXETG00000013185 | 0.999656 11.74808 0.011498941
tentaculata 1, 6- G0:0004135; | S
glucosidase, G0:0003824;
4-alpha- G0:0005978;
glucanotransf | GO:0005980
erase
Caecilia ppil4 peptidylprolyl | GO:0000166; | Sp, F, H, K, | ENSXETG00000021385 | 0.998125 999 0.052032424
tentaculata isomerase like | GO:0000413; L, Lu, S, T
4 G0:0003676;
G0:0003755;
G0:0006457
Caecilia pfkp phosphofructo | GO:0003872; | Sp, F, H, K, | ENSXETG00000021922 | 0.997169 998.99901 | 2.13E-08
tentaculata kinase; G0:0005524; L, Lu, S, T
platelet G0:0005737;
G0:0006002;
G0:0006096;
G0:0061615
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Caecilia

tentaculata

tubgcp6

tubulin
gamma
complex
associated

protein 6

G0:0000226;
G0:0000922;
G0:0000923;
G0:0005200;
G0:0005737;
G0:0005813;
G0:0005815;
G0:0005856;
G0:0005874,
G0:0007020;
G0:0008274;
G0:0031122;
G0:0043015;
G0:0051011;
G0:0051298;
G0:0051415;
G0:0090307

Sp, F, H, K,
L, Lu, M,
S, T

ENSXETG00000022264

0.99996

998.99915 | 0.019034822

Caecilia

tentaculata

man2al

mannosidase;
alpha class 2A

member 1

G0:0000139;
G0:0003824;
G0:0004553;
G0:0004559;
G0:0005975;
G0:0006013;
G0:0006491,;
G0:0006517;
G0:0008270;
G0:0016020;
G0:0016021,;
G0:0030246

Sp, F, K L,
Lu, S, T

ENSXETG00000026530

0.997602

998.9581 7.40E-13

Caecilia

tentaculata

trmt10c

tRNA
methyltransfer
ase 10C

G0:0005739;
G0:0008033

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000029921

0.984885

16.75471 0.071059442

Typhlonectes

compressicauda

2

coagulation
factor 2

thrombin

G0:0004252;
G0:0005509;
G0:0005576;
G0:0006508;
G0:0007596;
G0:0008233;
G0:0008236;
G0:0016787

ENSXETG00000001982

0.992934

39.56098 | 0.082333407

Typhlonectes

compressicauda

col4al

collagen type
IV alpha 1

G0:0005201;
G0:0005576;
G0:0005578;
G0:0005581,;
G0:0005604

Sp, F, H K,
Lu M, T

ENSXETG00000002637

0.987688

30.19389 | 0.082333407

Typhlonectes

slc30a10

solute carrier

G0:0005385;

F, K, L, Lu,

ENSXETG00000002721

0.990615

50.94049 | 0.026827163

14




compressicauda family 30 G0:0005886; ST
member 10 G0:0006812;
G0:0008324;
G0:0010043;
G0:0016020;
G0:0016021;
G0:0055085;
G0:0061088;
GO:0071577;
G0:0098655
Typhlonectes camkmt calmodulin- G0:0005737; Sp, F, H, K, | ENSXETG00000002754 0.997654 268.68298 | 0.095269185
compressicauda lysine N- G0:0018022; L, Lu, M,
methyltransfer | GO:0018025 ST
ase
Typhlonectes klkb1l kallikrein B1 G0:0004252; | L ENSXETG00000005867 | 0.991541 12.67365 | 0.095269185
compressicauda G0:0005576;
G0:0006508
Typhlonectes mios missing - Sp, F, H, K, | ENSXETG00000007293 | 0.999266 889.60098 | 0.072501743
compressicauda oocyte L, Lu, M,
meiosis S, T
regulator
homolog
Typhlonectes polr2a polymerase G0:0001055; F,H K L, ENSXETG00000012465 | 1 998.99995 | 0.000307004
compressicauda RNA I ggggggg;; Lu, S, T
G0:0005665;
G0:0006351;
G0:0006366;
G0:0016740;
G0:0016779
Typhlonectes prkag3 protein kinase | GO:0016301; | H, M, S ENSXETG00000013879 | 0.995087 998.99942 | 0.062065169
compressicauda AMP- G0:0016310
activated
gamma 3 non-
catalytic
subunit
Typhlonectes cwc22 cwc22 G0:0000398; | Sp, F, H, K, | ENSXETG00000014099 | 0.985994 114.97026 | 0.030115536
compressicauda homolog G0:0003723; L, Lu, M,
spliceosome- G0:0071006; ST
associated G0:0071013
protein
Typhlonectes atel arginyltransfer | GO:0004057; | Sp, F, H, K, | ENSXETG00000015591 | 0.991817 998.99868 | 0.035809617
compressicauda ase 1 G0:0005737, L, Lu, M,
G0:0016598; | S, T
G0:0016740;
G0:0016746
Typhlonectes myh4 myosin heavy | GO:0000166; | H, M, S ENSXETG00000016248 | 0.997726 998.99998 | 0.003513682
compressicauda chain 3 G0:0003774;
embryonic G0:0003779;
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skeletal G0:0005524;
muscle G0:0016459
Typhlonectes thoc5 THO complex | - Sp, F, H, K, | ENSXETG00000016419 1 998.99992 | 0.095269185
compressicauda 5 L, Lu, M,
ST
Typhlonectes arhgap3 | Rho GTPase G0:0005096; | Sp, F, H, K, | ENSXETG00000017543 | 0.998082 999 0.095269185
compressicauda | 3 activating G0:0005938; L, Lu, S, T
protein 33 G0:0007165;
G0:0007264,
G0:0015629;
G0:0035091;
G0:0043547
Typhlonectes fra7 uncharacteris- | GO:0001775; H, L ENSXETG00000018913 | 0.924565 999 0.05271803
compressicauda ed in Ensembl | GO:0001971;
database; G0:0005576
freeze-
responsive
liver protein
(from NR
database)
Typhlonectes clen3 chloride G0:0005216; | Sp, F, K, L, | ENSXETG00000023146 | 1 998.99997 | 0.030115536
compressicauda channel G0:0005247; Lu, S, T
voltage- G0:0005623;
sensitive 3 G0:0005887;
G0:0006811;
G0:0006821;
G0:0016020;
G0:0016021;
G0:0034220;
G0:0045794;
G0:0055085;
G0:0072320;
G0:1902476
Typhlonectes fam13a | family with G0:0007165 Sp, F, K, ENSXETG00000023661 | 0.999469 273.35518 | 0.086409921
compressicauda sequence Lu,M,S, T
similarity 13
member A
Typhlonectes adgrg6 adhesion G G0:0004888; | Sp, K, L, ENSXETG00000030163 | 0.997114 269.96578 | 0.086409921
compressicauda protein- G0:0004930; Lu,M,S, T
coupled G0:0007166;
receptor G6 G0:0007186;
G0:0016020;
G0:0016021
Typhlonectes dsg2 desmoglein 2 G0:0005509; | F, K, L, Lu, | ENSXETG00000034243 | 0.994103 16.30646 | 0.035809617
compressicauda G0:0005886; ST
G0:0007155;
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G0:0007156;

G0:0016020;
G0:0016021
Microcaecilia pinx1 PIN2/TERF1 G0:0003676; | Sp, F, H, K, | ENSXETG00000000688 | 0.989023 109.0809 | 0.00136397
interacting G0:0005730; L, Lu, M,
telomerase G0:0010521; | S, T
inhibitor 1 G0:0051974
Microcaecilia col4a2 collagen; type | GO:0005201; | Sp,F, H, K, | ENSXETG00000002635 | 0.984184 56.26914 | 0.052045712
IV alpha 2 G0:0005576; Lu, M, T
G0:0005578;
G0:0005581;
G0:0005604
Microcaecilia fam3b family with - F, K, L, Lu, | ENSXETG00000005180 | 0.992889 67.2091 0.002717397
sequence S
similarity 3
member B
Microcaecilia igsec2 1Q motif and G0:0005086; | Sp, F, H, K, | ENSXETG00000007177 | 1 1.86049 5.17E-41
Sec7 domain 2 | GO:0030036; Lu,M, T
G0:0032012;
G0:0043547
Microcaecilia ddx24 DEAD-box G0:0000166; | Sp, F, H, K, | ENSXETG00000010314 | 0.992942 70.67374 | 0.089979786
helicase 24 G0:0003676; L, Lu, M,
G0:0004004; | S, T
G0:0004386;
G0:0005524;
G0:0010501;
G0:0016787
Microcaecilia mrps7 mitochondrial | GO:0006412 Sp, F, H, K, | ENSXETG00000012510 | 0.995197 999 0.052045712
ribosomal L, Lu, M,
protein S7 ST
Microcaecilia elovl5 ELOVL fatty G0:0005783; F, K, L, Lu, | ENSXETG00000015994 | 0.99995 742.62964 | 0.058323282
acid elongase G0:0005789; T
5 G0:0006629;
G0:0006631;
G0:0006633;
G0:0006636;
G0:0009922;
G0:0016020;
G0:0016021;
G0:0016740;
G0:0019367;
G0:0019368;
G0:0030425;
G0:0030497;
G0:0042759;
G0:0042761,
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G0:0042995;
G0:0043025;
G0:0097447,
G0:0102336;
G0:0102337;
G0:0102338

Microcaecilia

cabb

mitochondrial
carbonic

anhydrase VB

G0:0004089;
G0:0005739;
G0:0006730;
G0:0008270;
G0:0046872;
G0:2000021

F, K, L, Lu,
S

ENSXETG00000016594

0.995546

95.57838

0.00136397

Microcaecilia

yesl

YES proto-
oncogene 1
Src family

tyrosine

kinase

G0:0000166;
G0:0004672;
G0:0004713;
G0:0004715;
G0:0005102;
G0:0005524;
G0:0006468;
G0:0007169;
G0:0016301;
G0:0016310;
G0:0016477,
G0:0016740;
G0:0030154;
G0:0031234;
G0:0034334;
G0:0038083;
G0:0042127,
G0:0045087;
G0:0045859;
GO:0046777;
G0:0060027

FH KL
Lu, S, T

ENSXETG00000019176

2.81761

8.07E-05

Microcaecilia

baspl

brain
abundant
membrane
attached
signal protein
1

Sp, F K, L,
Lu,M,S, T

ENSXETG00000021380

0.999947

999

0.021733743

Microcaecilia

tspan36

tetraspanin 36

G0:0005887;
G0:0007166;
G0:0016020;
G0:0016021;
G0:0043473

Sp, F, K, L,
Lu, T

ENSXETG00000022371

0.999233

543.60023

0.052045712

Microcaecilia

acpl

acid

phosphatase 1

G0:0003993;
GO:0004725;

Sp, F, H, K,
L, Lu, M,

ENSXETG00000027987

0.999933

366.58784

0.052045712
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G0:0004726; ST
G0:0005737;
G0:0006470;
G0:0035335
Microcaecilia plg uncharacteris- | G0O:0004252; L ENSXETG00000033306 0.998386 998.99948 | 0.022116997
ed in Ensembl | GO:0006508;
database; G0:0008233;
plasminogen G0:0008236;
(from NR G0:0016787
database)
Microcaecilia coll2al collagen type G0:0005615 K, L, Lu, ENSXETG00000003603 0.995985 136.70977 | 9.56E-35
unicolor Xllalpha 1 M, S, T
Microcaecilia cat2 catalase gene G0:0004096; | F, K, L ENSXETG00000003981 | 0.994703 56.00761 | 0.000183547
unicolor 2 G0:0004601;
G0:0005739;
G0:0005777;
G0:0006979;
G0:0016491;
G0:0020037;
G0:0042542;
G0:0042744,
G0:0046872;
G0:0055114;
G0:0098869
Microcaecilia fabp2 intestinal fatty | GO:0005215; F, M, S ENSXETG00000004045 | 0.9946 999 0.002260627
unicolor acid binding G0:0005504;
protein 2 G0:0008289
Microcaecilia lamp2 lysosomal- G0:0005764; | F,H,K,L, | ENSXETG00000004476 | 0.984011 998.9942 | 0.001628235
unicolor associated G0:0005765; Lu,M,S, T
membrane G0:0016020;
protein 2 G0:0016021
Microcaecilia dhx36 DEAH-box G0:0000166; | Sp, F, H, K, | ENSXETG00000007768 | 1 27.42023 | 0.067761385
unicolor helicase 36 G0:0003676; L, Lu, S, T
G0:0004004;
G0:0004386;
G0:0005524;
G0:0005737;
G0:0006396;
G0:0008026;
G0:0016787
Microcaecilia sptlc3 serine G0:0003824; | Sp, F, H, K, | ENSXETG00000008083 | 0.99893 296.87483 | 0.002260627
unicolor palmitoyltrans | GO:0008152; L, Lu, S, T
ferase long G0:0009058;
chain base G0:0016020;
subunit 3 G0:0016021;
G0:0016740;
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G0:0030170

Microcaecilia

unicolor

erbb3

erb-b2
receptor
tyrosine

kinase 3

G0:0000166;
G0:0004672;
GO:0004714;
G0:0004716;
G0:0005524;
G0:0005622;
G0:0006468;
G0:0007169;
G0:0016020;
G0:0016021,
G0:0018108;
G0:0023014;
G0:0035556

F, K, Lu, S,

ENSXETG00000009463

0.993945

15.59687

0.087485616

Microcaecilia

unicolor

pihld2

PIH1 domain

containing 2

FH K L
Lu, S, T

ENSXETG00000010194

0.999678

658.6695

0.01025015

Microcaecilia

unicolor

col5a2

collagen type
V alpha 2
chain

G0:0005201

Sp, F, H, K,
L, Lu, M,
ST

ENSXETG00000010784

0.998895

999

0.014683217

Microcaecilia

unicolor

tarbp2

TAR RNA
binding
protein 2

G0:0003723;
G0:0003725;
G0:0005737;
G0:0006417;
G0:0016442;
G0:0030422;
G0:0030423;
G0:0031047;
G0:0031054;
G0:0035197,;
G0:0035198;
G0:0035280;
G0:0042803;
G0:0046782

Sp, F H, K,
L, Lu, M,
ST

ENSXETG00000012644

0.997025

999

0.022252093

Microcaecilia

unicolor

cypl7al

cytochrome
P450 family
17 subfamily

A member 1

G0:0004497;
G0:0004508;
G0:0005506;
G0:0006694;
G0:0007548;
G0:0016491;
G0:0016705;
G0:0020037;
G0:0042448;
G0:0046872;
G0:0047006;
GO:0047442;
G0:0055114;

KT

ENSXETG00000015229

0.999271

42.68226

0.061514343
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G0:1903449

Microcaecilia

unicolor

cybrdl

cytochrome b

reductase 1

G0:0000293;
G0:0010039;
G0:0016020;
G0:0016021,;
G0:0031526;
G0:0055114

F, H, KL,
Lu, T

ENSXETG00000018825

0.993126

999

0.024919723

Microcaecilia

unicolor

fyn

FYN proto-
oncogene Src
family
tyrosine

kinase

G0:0000166;
GO0:0004672;
G0:0004713;
G0:0004715;
G0:0005102;
G0:0005524;
G0:0006468;
G0:0007169;
G0:0016301;
G0:0016310;
G0:0016477;
G0:0016740;
G0:0030154;
G0:0031234;
G0:0038083;
G0:0042127,
G0:0045087

Sp, K, L,
Lu, T

ENSXETG00000021344

0.998836

840.37469

1.65E-06

Microcaecilia

unicolor

srpk3

SRSF protein

kinase 3

G0:0000245;
G0:0004672;
G0:0004674;
G0:0005524;
G0:0005634;
G0:0005737;
G0:0006468;
G0:0035556;
G0:0050684

Sp, F H, K,
L, Lu, M,
ST

ENSXETG00000023173

0.997665

998.99805

1.62E-08

Microcaecilia

unicolor

Stx3

syntaxin 3

G0:0000149;
G0:0005484;
G0:0005622;
G0:0005886;
G0:0006886;
G0:0006887;
G0:0008021,;
G0:0016020;
G0:0016021,;
G0:0016081;
G0:0016192;
G0:0031201;
G0:0031629;

F, K, L, Ly,
ST

ENSXETG00000023730

0.995624

176.41269

0.002516965
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G0:0048278;
G0:0061025;
G0:0098793
Microcaecilia plg uncharacteris- | GO:0004252; | L ENSXETG00000033306 | 0.998386 46.69779 | 0.024919723
unicolor ed in Ensembl | GO:0006508;
database; G0:0008233,;
plasminogen G0:0008236;
(from NR G0:0016787
database)
Microcaecilia tmprss2 | uncharacteris- | GO:0004252; FKLT ENSXETG00000000063 | 0.991227 58.0989 0.093774823
dermatophaga ed in Ensembl | GO:0006508;
database; G0:0008233,;
transmembran | GO:0008236;
e protease G0:0016020;
serine 2-like G0:0016021;
protein (from G0:0016787
NR database)
Microcaecilia pacsinl | uncharacteris- | GO:0005768; | H, Lu, M, ENSXETG00000000295 | 0.998401 477.93978 | 0.094598672
dermatophaga ed in Ensembl | GO:0030100 ST
database;
protein kinase
C and casein
kinase
substrate in
neurons 1-like
protein (from
NR database)
Microcaecilia dnajc21 | Dnal heat G0:0003676; | Sp, F, H, K, | ENSXETG00000000706 | 0.995016 82.97368 | 0.081176472
dermatophaga shock protein G0:0008270; L, Lu, M,
family G0:0046872 S, T
Microcaecilia mrcl mannose G0:0004888; F, K, L, Lu | ENSXETG00000001366 | 0.994313 31.14407 0.008226138
dermatophaga receptor C G0:0005887;
type 1 G0:0007165;
G0:0016020;
G0:0016021
Microcaecilia hsdl2 hydroxysteroi | - F, K, L, Lu, | ENSXETG00000002228 | 0.99907 149.55633 | 0.027606049
dermatophaga d M,S, T
dehydrogenas
e like 2
Microcaecilia mmp2 matrix G0:0001945; | Sp, F, H, K, | ENSXETG00000002801 | 1 56.88637 | 0.027606049
dermatophaga metallopeptida | GO:0004222; Lu,M,S, T
se 2 G0:0006508;
G0:0008233;
G0:0008237;
G0:0008270;
G0:0016787;
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G0:0031012;
G0:0031290;
G0:0046872

Microcaecilia

dermatophaga

Icat

lecithin-
cholesterol
acyltransferas

e

G0:0006629;
G0:0008374

K.L,T

ENSXETG00000003085

0.999844

262.6812

0.063274157

Microcaecilia

dermatophaga

rockl

Rho-
associated
coiled-coil
containing
protein kinase
1

G0:0000166;
G0:0004672;
G0:0004674,
G0:0005524;
G0:0005622;
G0:0006468,;
G0:0007266;
G0:0016301;
G0:0016310;
G0:0016740;
G0:0017048;
G0:0017049;
G0:0030036;
G0:0035556;
G0:0046872;
G0:0051492;
G0:0051493;
G0:2000114

Sp, F,H K,
L, Lu, S, T

ENSXETG00000003151

0.998392

19.86355

0.094598672

Microcaecilia

dermatophaga

tead4

TEA domain
family

member 4

G0:0001085;
G0:0003677;
G0:0003700;
G0:0005634;
G0:0005667;
G0:0006351;
G0:0006355;
G0:0035329;
G0:0043565;
G0:0044212,
G0:0045944;
G0:0048568

H, K, Lu,
M, T

ENSXETG00000003395

0.99279

37.88286

0.013817142

Microcaecilia

dermatophaga

coll2al

collagen type
Xll alpha 1

G0:0005615

K, L, Lu,
M,S, T

ENSXETG00000003603

0.995985

16.58674

0.072180873

Microcaecilia

dermatophaga

cyp8bl

cytochrome
P450 family 8
subfamily B

member 1

G0:0004497;
G0:0005506;
G0:0005783;
G0:0005789;
G0:0008397;
G0:0016020;
G0:0016021;

K LS

ENSXETG00000006173

0.99555

4.79268

0.027234823
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G0:0016491;
G0:0016705;
G0:0020037;
G0:0046872;
G0:0055114
Microcaecilia adamtsl | ADAM G0:0004222; | F, K, L, Lu, | ENSXETG00000006882 | 0.997414 60.36062 | 0.073264625
dermatophaga 3 metallopeptida | GO:0005578; M, T
se with G0:0006508,;
thrombospond | GO:0008237;
in type 1 motif | GO:0008270;
13 G0:0031012;
G0:0046872
Microcaecilia inmt uncharacteris- | G0O:0008168; K, L M,S ENSXETG00000008551 | 0.988956 999 0.094598672
dermatophaga ed in Ensembl | G0O:0032259
database;
indolethylami
ne N-
methyltransfer
ase (from NR
database)
Microcaecilia pdgfd platelet G0:0005161; | F, H, K, ENSXETG00000010500 | 0.998821 999 0.098652291
dermatophaga derived G0:0005615; Lu, M, S
growth factor G0:0007596;
D G0:0008083;
G0:0008284;
G0:0014068;
G0:0016020;
G0:0030335;
G0:0031954;
G0:0043406;
G0:0048008;
G0:0070374
Microcaecilia rad5lap | RAD51 G0:0003690; | F, K, L, Lu, | ENSXETG00000011389 | 0.996857 998.99536 | 0.080010268
dermatophaga 1 associated G0:0003697; M, S, T
protein 1 G0:0003723;
G0:0005634;
G0:0006281
Microcaecilia asahl N- G0:0005764; | Sp,F, K,L, | ENSXETG00000012463 | 0.991958 10.4016 0.001107763
dermatophaga acylsphingosi G0:0006629 Lu, S, T
ne
amidohydrolas
el
Microcaecilia tarbp2 TAR RNA G0:0003723; | Sp, F, H, K, | ENSXETG00000012644 | 0.997025 999 0.085852866
dermatophaga binding G0:0003725; L, Lu, M,
protein 2 G0:0005737; ST
G0:0006417;
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G0:0016442;
G0:0030422;
G0:0030423;
G0:0031047,
G0:0031054;
G0:0035197,
G0:0035198;
G0:0035280;
G0:0042803;
G0:0046782

Microcaecilia

dermatophaga

lyz

lysozyme

G0:0003796

Sp, F

ENSXETG00000013041

34.81264

0.025923145

Microcaecilia

dermatophaga

cfp

complement
factor

properdin

Sp, H, K,
L, Lu

ENSXETG00000013748

0.983925

999

0.092276399

Microcaecilia

dermatophaga

tm2d2

TM2 domain

containing 2

G0:0016020;
G0:0016021

Sp. R K L
Lu M, ST

ENSXETG00000015155

0.999926

383.93701

0.094598672

Microcaecilia

dermatophaga

tripll

thyroid
hormone
receptor
interactor 11

G0:0005622

Sp, F H, K,
L, Lu, M,
ST

ENSXETG00000015833

0.998107

94.95153

0.032016564

Microcaecilia

dermatophaga

cersé

ceramide

synthase 6

G0:0003677;
G0:0005634;
G0:0005783;
G0:0016020;
G0:0016021;
G0:0046513,;
G0:0050291

FH K L
Lu, S, T

ENSXETG00000016207

0.993737

13.45155

0.072180873

Microcaecilia

dermatophaga

golgal

golgin Al

G0:0005794

FH K,
Lu,M,S, T

ENSXETG00000016840

0.997726

392.3178

0.009081857

Microcaecilia

dermatophaga

tspan9

tetraspanin 9

G0:0005887;
G0:0007166;
G0:0016020;
G0:0016021

Sp, F, H, K,
Lu,M,S, T

ENSXETG00000016985

162.49378

0.080010268

Microcaecilia

dermatophaga

tcf712

transcription
factor 7-like 2

G0:0003677;
G0:0005634;
G0:0005667;
G0:0006357;
G0:0008013;
G0:0016055;
G0:0021986;
G0:0035462;
G0:0043565;
G0:0044212;
G0:0044333;
G0:0060070;

Sp, F, K, L,
Lu, S, T

ENSXETG00000018735

0.993536

999

1.13E-07
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G0:0060729;
G0:2001237
Microcaecilia rplp2 ribosomal G0:0002181; Sp, F, H, K, | ENSXETG00000019024 0.989878 1.90298 0.027234823
dermatophaga protein large G0:0003735; L, Lu, M,
P2 G0:0005622; ST
G0:0005840;
G0:0006414,
G0:0022625;
G0:0030529;
G0:0043009
Microcaecilia aldhlal aldehyde G0:0008152; K LT ENSXETG00000019615 0.998999 999 0.027606049
dermatophaga dehydrogenas | GO:0016491;
e 1 family G0:0016620;
member Al G0:0018479;
G0:0055114
Microcaecilia pfkp phosphofructo | GO:0003872; | Sp, F, H, K, | ENSXETG00000021922 | 0.997169 323.77006 | 4.59E-05
dermatophaga kinase platelet | GO:0005524; L, Lu, S, T
G0:0005737;
G0:0006002;
G0:0006096;
G0:0061615
Microcaecilia fam3c family with G0:0005576; | Sp, F, H, K, | ENSXETG00000022730 | 0.995627 108.57494 | 0.032016564
dermatophaga sequence G0:0007275 L, Lu, S, T
similarity 3
member C
Microcaecilia folrl folate receptor | GO:0005542; | F, H, K, L, | ENSXETG00000023968 | 0.995358 63.04414 | 0.094598672
dermatophaga 1 G0:0008517; Lu, M, S
G0:0015884
Microcaecilia sox17a SRY-box 17 G0:0003677; | Sp, F, K, ENSXETG00000025005 | 0.991178 88.54354 1.37E-08
dermatophaga alpha G0:0005634; Lu, M, S
G0:0006351;
G0:0006355;
G0:0007275;
G0:0007369;
G0:0007492;
G0:0008013;
G0:0016055;
G0:0035469;
G0:0043565;
G0:0045893;
G0:0045944;
G0:0061371;
G0:0070121
Microcaecilia nsll MIS12 G0:0000070; | Sp, F, H, K, | ENSXETG00000030886 | 0.999939 228.51919 | 0.027606049
dermatophaga kinetochore G0:0000444 L, Lu, S, T
complex
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component

Microcaecilia

dermatophaga

zcche2

zinc finger
CCHC
domain

containing 2

G0:0003676;
G0:0008270;
G0:0035091

F, K, L, Lu,
M, S, T

ENSXETG00000032980

0.997395

999

0.037285469
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