S = W B o o

y
-
-

aug_scvl leest g2887

MR R

aug scvl leest g571

*

*

aug_scvl leest g2888
100

80
60
10
20

0

@Q—\‘@t@é@

%

aug scvl leest g572 ¥

50

40

30

aug_scvl leest p2889 3k
80

60
40

20

MRRE P Yriees

aug scvl leest g5310 aug scvl leest g5311

60
50
40

30
20
10

0

50

40
30

20

10

0

60
50
40
30
20
10

0

25
20

R

Yy

¥

aug_scvl_leest g7116

éﬁqﬁ

Xy

¥

aug_scvl_leest gl0785

E

seigey

aug_scvl leest g6793

@Q‘L‘@

Yy

&

aug_scvl leest g5720

3
E

SRR

*

*

R

aug scvl leest g7117

150

100

_J

0

Prigey

aug_scvl leest g5758

+s Ay

aug_scvl_leest g6794
100

80

60
40
20

0

> A

Q

Y

-

&

aug_scvl leest 22020
600

500
400
300
200
100

4
A
"

%
%

&

trieey Trigey

aug_scvl leest gl10783 % aug_scvl_leest g10784

15

10

0

tiiesy SRR

aug_scvl_leest 25759 * aug_scvl leest g6792

200
150
100

50

0

SRR

TEASSy

aug_scvl leest g12045 ¥ aug_scvl_leest gl2046

4 L

— ] [
= =
i — in

0 0

Tiieey MR IR

*

aug_scvl leest 22021 aug_scvl leest g2022

80
60
10
20

0

TRASFS

50

40

30

20

10

0

$eipey

Supplementary Figure S5. Expression levels of 24 genes containing or close to
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trait-associated markers identified previously or detected in both years in
shiitake strain L54. Data here are from our unpublished RNA-seq data. Gene
expression levels were normalized by RPKM (reads per kilo base per million mapped
reads). M: Mycelium incubated in 12 hours light/12 hours dark; P: Primordium; Y:
Young fruiting body; MB: Mature fruiting body before sporulation; MS: Mature
fruiting body during sporulation; MA: Mature fruiting body after sporulation. * Genes
with a >2-fold expression change between M and P stages.



