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Fig. S1. Spider silk-producing glands transcriptome. Length distribution of contigs obtained from
Trinity algorithm divided into (A) transcripts overall, (B) transcripts that have a match to the NCBI
non-redundant database and (C) transcripts without a match to the NCBI non-redundant database.

Biological process Molecular function
600 A B
2000
anc 1500
H £
"2 II 81000
500
FEELSESS ¢°°&"" 0
& W ‘Ro T O O S O © S @@ P
c“é“":;@":;@éo“’ c“%‘“\\‘ \Q‘%ﬁ‘b\) 5 \*?;p LELE S *‘ & é‘-* 0%& S @
A o % \‘(\’0 & $ @ S0 ¢ & Q Y‘ s 0 e
‘ﬁ\“&fé 2 @Q@@ 25& QJ@*&@@"‘{?;‘Q{’@&-&@ Q‘dghva\"”é\@{@\o@"\c Q‘t;&'ﬁca ‘\o@\ooe‘io@ov%?
§§ Q\D\ Q&:?;\h é)@:\é' & (’P\?} \é\ \\)\'ﬁi@,"&g\a Qﬁ& F & o‘gss\‘:gpo,‘;" Q\,ﬂ\' @6}:,1’ o° @@’h@@ (#)r;\@ ‘:ﬁb(’@,: <P @Pég\'bés&
& By N &P PR Y 0 T P P FFEe & o
5" ¥ & ¢ ) A SN §
O 00@ & IS \o\*tpﬁ%o@ \:)\« s 00@2; @2@069 fopfgiede @Qeﬁ,,«ed_ i
> P § W 5 ! < g
$ 40 & Sed &
& & & ag K
& 00'5’“h & Cellular component &
c
750
-500 I
IIIII----______
& @ i+ +
&# ‘éf ’y %;&@* (& g &%
&, & L) \\\’ Yy faf
) 3 @ N
& v A &
LOPIRL YL
EP O STl 0 P SESSE
S P COFEE S TP, & ¢
X FEFOET G
& Ths® @ & [} I
S e g &
& P
_Qh

Fig. S2. Gene Ontology (GO) terms classification. The most abundant Gene ontology (GO)
categories for (A) biological process, (B) molecular function, and (C) cellular component in N.
clavipes silk-producing glands transcriptome.
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Fig. S3. Clusters of Orthologous Groups (COG) database. Distribution of COG (Clusters of
Orthologous Groups) functional annotation in N. clavipes silk-producing glands transcriptome.
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Fig. S4. Multiple sequence alignment viewer of protein sequences (fragments) of orthologous
genes annotated as spidroins between N. clavipes silk-producing glands and P. tepidariorum
spiders. (A) Major ampullate spidroin 1, conserved residues are colored in yellow; and (B) Minor
ampullate spidroin 1, conserved residues are colored in green. Highly conserved residues are
marked with an asterisk for all alignments.



A. geniculata  ____| THLLSTVALMS|

S. mimosarum g ICIQST, TIPALLTPDQYGNSWDSQDPDYVDISIE BABINiol ; 3 MNSM IGRA! 1T DV
:; f;e‘l:’:':l‘s MLIRTEKLT POG] PLDDILEGNGLVS? E M i
e, orum GVHEYFTDFE s B
Bph ----MisAFWRVIEISFTLGLPYSH BvHEYFTHFE N A MH A T

P

mlmosarum LS LSAGABLL
. hesperus A 58
Tepjdarforum = ) H ISSIPISSMRPLE)

ip

. geniculata
. mimosarum

P
Tenidari

ip

. mimosarum
hesperus
Tspldarinlum

'p

mlmosarum
. hesperus
2 Te pldan’umm

_z'bl"-tnb ,ztr-u;h zorod 2oro0> _Z'br'-wh ;
3
o
B
i
“

ip

A.
S. mimosarum
L. hesperus

P. Tepidariorum
N o

ip

A. geniculata
S. mimosarum
L. hesperus

P. Tepidariorum
N. clavipes

A. geniculata
S. mi

L. hesperus

P. Tepidariorum

ip

A

S. mimosarum EA FGAR ) A STT: L.PAS .-
L. hesperus N S o T

P. Tepidariorum A ! NKLYST! P2 E SEN- - i »
N i e

Fig. S5. Multiple sequence alignment viewer. Protein sequence (fragments) alignment of
orthologous gene annotated as spidroin protein Sp-1339 that is shared among all five species of
spiders analyzed. Conserved residues are colored in green; and highly conserved residues are
marked with an asterisk.
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Fig. $6. Multiple sequence alignment viewer of protein sequences (fragments) of orthologous
genes annotated as spidroins between N. clavipes silk-producing glands and two species of
insects. (A) Spidroin protein Sp-5803 shared with B. mori; and (B) Tubuliform spidroin protein
TuSp shared with A. mellifera. Conserved residues are colored in green; and highly conserved
residues are marked with an asterisk.



