120 A
100 -
80 .
)
‘a}_} BG
5%
o HA
| -
& T
]
20 - ¢
0 1 T T T T T
L= ] o L= ] o L= ] uy L= ] =t
w wn [=] wn m - - 1
— - - 1 1 1 1 -
A 1 1 - w - wny
L= ~ o ~ i
(=] uy
- Sequence occurrence
120 B
100 -
— 80
&
-~ nG
o 60 -
0 40 - -
u
20 - ¢
0 .
L= ] L+ ] o L+ ] ()] un (=] I
o P~ [+ <t ~ -l — 1
o~ ~ 1 1 1 1 1 —l
A 1 o o o - uy
8 [Ts] o} - —
i Sequence occurrence

Figure S1. Percentage of first bases in read sequences with/without adaptor tagged. (A) read
sequences with 1-4 occurrences has A, T, C, G constitution as the genome base composition (more
evident in B), however, A and G comprised more than 90% of the first base for the sequences occurred
more than 11 times, and there was never a T or C base for sequences occurred more than 100 times. (B)
read sequences with 1-4 occurrences has A, T, C, G constitution as the genome base composition. A and
G comprised more than 90% of the first base for the sequences occurred more than 100 times, and there
was never a T or C base for sequences occurred more than 280 times.



