Nonstructural proteins NS7b and NS8 are likely to be phylogenetically associated with evolution of 2019-nCoV 
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Figure S1. The order-disorder propensity of nonstructural protein 7b of 2019-nCoV. The line on the top of the figure indicates the length of the sequence. Red and blue colored bar indicates disorder and order propensity of the protein, respectively. The final bar with light blue color on the top of the order-disorder tendency chart is the pfam site.
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Figure S2. The secondary structure prediction of nonstructural protein 7b of 2019-nCoV. In the jnetpred, the line and red bar indicate coil and helix structure, respectively
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Figure S3. The alignment of 2019-nCoV, BatCoV RaTG13, and Bat-SARS-like coronavirus nonstructural protein 7b sequences exhibited three polymorphism sites.


image1.PNG
10 20 30 40

e ———————
s < HIV1: PFII 1->42 PF11395 3.7e-29 85.7%

order/disorder tendency

20
18
16
14
12
10
08
06
04
02
00

0 5 10 15 20 25 30 35 40




image2.jpg
- EIESESEERAMSE - displayed below (details on acronyms used)

0 2 3
jp_ezFOc141-43 M1 ELSLIDFYLCFLAFLLFLVLIML1 | FWFSLELODHNETCHA
Lupss 21 8 s 2
st} :
Lipeaze
INETCONE
5268999008899900889990988990060 113414088500
NETSOLZS - 5-888888- - 85 Je--sssEs-s 5y
NETSOLS iy -
NETsOL0 &

L e —————




image3.jpeg
2019-nCoV

M

SLIDFYLCFLAFLLFLVLIMLIIFWESLELQDHNET

BatCoV RaTG13

M

SLIDFYLCFLAFLLFLVLIMLIIFWEFSLELQDHNET

BAT-SL-CoVZC45

M

SLIDFYLCFLAFLLFLVLIMLIIFWFSLELQDHNET

BAT-SL-CoVZXC21

M

EIEIEIE:

SLIDFYLCFLAFLLFLVLIMLIIFWFSLELQDHNET

HA
HA
HA
HA




