Toxins 2018, 10, x; doi:

S1 of S1

Supplementary Materials: Transcriptomic Analysis of the

Spider Venom Gland Reveals Venom Diversity and
Species Consanguinity

Zhaotun Hu, Bo Chen, Zhen Xiao, Xi Zhou and Zhonghua Liu

JFTX-3.6

EF Ry
5§Q<:\++’h \a)
DAUTS
N B
5 3 RO
& SQ '\+‘ A9
Kk e
DPTACH
Kk a0
NS +2
3?“ ‘/\.‘?.)6 c
o ‘\ﬁﬂ“‘\%l
Y 1 ) ).f?“\/\_\.;b‘g; A
o &l JFFTT);:\S
& JJFTX"T 34
(0] » 99 ilg\’))((?“
JFTX-7.2
JFTX-30 o % & 99— JFTX-26
JFTX-93 R L JFTX-26.1
JF;PE:;? 99 D
JFTR-22-
N\ ~oFTe2 kd ® e
| R
Aty
M Foas ®

65

Figure 1. Phylogenetic tree of putative toxin precursors from S. jiafu venom

glands. The phylogenetic analysis was conducted by using the neighbor-joining
method of the MEGA 7 software package.



