
●

●

●

●

●

●

●

●

●●

●

●

●

●

●

R = 0.87 , p = 2.8e−05

0

1

2

0 200 400 600
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp52799_c0_seq2

●

●

●

●

●

●

●

●

●

●

●●

●

●
●

R = 0.96 , p = 1.8e−08

0.0

0.5

1.0

0 250 500 750 1000
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp54702_c0_seq1

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

R = 0.82 , p = 0.00016

1

2

3

4

100 200 300 400
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp57216_c0_seq3

●
●

●
●

●

●

●

●

●

●

●●●

●

●

R = 0.97 , p = 8.7e−10

0.0

0.5

1.0

1.5

500 1000
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp57550_c0_seq1

●

●

●

●

●

●

●

●

●

●

●●●
●

●

R = 0.97 , p = 3.2e−09

0

2

4

0 250 500 750 1000 1250
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp58512_c0_seq4

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

R = 0.8 , p = 0.00036

1

2

3

250 500 750 1000 1250
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp59681_c0_seq3

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

R = 0.63 , p = 0.011

0.000

0.025

0.050

0.075

0 100 200 300 400 500
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp61743_c0_seq2

●

●

●

●

●

●
●●

●
●

●

●

●

●

●

R = 0.86 , p = 4.2e−05

0

1

2

3

4

0 1000 2000 3000
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp64408_c0_seq3

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

R = 0.5 , p = 0.057

2

4

6

1500 2000 2500 3000 3500
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp65298_c0_seq5

● ●

●

●

●

●
●

●

●
●

●

●

●

●

●

R = 0.58 , p = 0.022

0.0

0.1

0.2

0.3

0.4

0 25 50 75 100
Normalized Counts (RNA−Seq)

Fo
ld

 C
ha

ng
e 

(2
^(
−d

el
ta

C
t))

 (q
PC

R
) 

Fraxinus_pennsylvanica_120313_comp66173_c0_seq21

Figure S2. Corelation of qPCR validation to RNA seq experiment. Normalize counts of RNA-Seq compared to Fold change 
of qPCR results of eleven selected genes. R value is shown on each chart.


