Zm00001d002064

Maize eFP Browser at bar.utoronto.ca  Zm00001d002064 Zm00001d002064
Winter et al.,, PLoS One 2(8):e718 Eirst intemode
Stelpflug et al,, Plant Genome 9(1). (EV";]“"" _vE)
Hoopes et al. (2018) Plant J. h o _“/7,
r‘_" [ mtgm |I ” IJV??J \l /, III
AT N \
| ! qudﬁ\ \\\k““‘” ‘lil*
Y W e w
Stemn and Stemn and | 1&
| SAM (V1) SAM (v3) ! [,
|

/Hmryﬁoot

J 6 DAS (GH)

~ Ao

\
)
p,

;-7;—'_."
%
o

j}
e

N s a 7 7N EONS hE 3 C A ”ZTE
Emerpence 1 silk >
Establishment Flowaring Yield _Ripening
Vegstative
VE v vz va V4 I vs Ve A Vo vialvie VIR0 1RSI Re| RSRe
Approx. DAS s | 5 57 o e | ne
™,
| IriFriature
5 Leaf (V8)
¢
Leaves (V1) | | e Tip of Stage 2
| = N ) Thirtsanth Thirtsenth Thirtesrith
i T : Lesf (v8) Leef (VT) Leaf (R2)
Topmoat } m—— g
pa Leaf (v3) AN . — =
{ | ( Elevenith
f \ Leaf (v8)
| ‘ [ ) —— Pericap
Base of Stage o .
‘ 2leal(D) | ] mmy / \;
'5) 1 | F—:_‘:f/; et
- Embryo ~ (\ o~
AR [
{J U | ! L)I L_’_I
Endosperm
Ve Y ™
‘C:' q O '\_;\' L_.zl [/_/I [
Soed o N
00000 O00NAN
| ) ! { |
Ll 1 [ SIS RIR I,
DAP 2 4 6 8 10 12 14 16 18 2 2 24
R1 R2 R3 R4
Vi Vi3
Crown rools
Ahsolute Node &~
24778 w
22300 5
19822 Crown roots .?
173 44 A o y
148 56 .
12389 B N
9911
7433
49 55
2477 X
oo -- =
i DAP = Days After Polination
! DAS = Days After Sowing

Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million map ped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genes
{Jiao et al,, 2017} was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) iMartin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million map ped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genes

{Jiao et al,, 2017} was quantified with Cufflinks {(v2.2.1} {Trapnel| et al., 2010}
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the 2. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPw4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM] gene expression values for Z. mays inbred B73 AGPw4 genes

{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) {Trapnell et al,, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)

{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million map ped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genes
{liao et al., 2017} was quantified with Cufflinks {(v2.2.1} {Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million map ped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genes
{Jiao et al,, 2017} was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM] gene expression values for Z. mays inbred B73 AGPw4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) {Trapnell et al,, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the 2. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPw4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPv4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million map ped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genes
{Jiao et al,, 2017} was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM] gene expression values for Z. mays inbred B73 AGPw4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) {Trapnell et al,, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FFKM) gene expression values for Z. mays inbred B73 AGPv4 genes
{Jiao et al, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM] gene expression values for Z. mays inbred B73 AGPw4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) {Trapnell et al,, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FFKM) gene expression values for Z. mays inbred B73 AGPv4 genes
{Jiao et al, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly {Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013}, Fragments Per Kilobase of transcript per Millicn mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPv4 genes
{Jiao et al, 2017) was quantified with Cufflinks (v2.2.1) {Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads we
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re aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jizao et al., 2017) with Bowtie2 (v2.2.3)

{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FFKM) gene expression values for Z. mays inbred B73 AGPv4 genes
(Jiao et al., 2017) was quantified with Cufflinks (v2.2.1) {Trapnell et al, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHatZ (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPv4 genes

{Jiao et al, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al,, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPv4 genes
{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) (Martin, 2011). All cleaned reads were aligned to the 2. mays inbred B73 AGPv4 genome assembly {Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for Z. mays inbred B73 AGPw4 genes

{Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al, 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) {(Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPEM) gene expression values for 2. mays inbred B73 AGPv4 genes
(liao et al., 2017} was quantified with Cufflinks (wv2.2.1) {Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al,, 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPKM) gene expression values for 2. mays inbred B73 AGPv4 genes
(Jiao et al, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) {(Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPEM) gene expression values for 2. mays inbred B73 AGPv4 genes
(liao et al., 2017} was quantified with Cufflinks (wv2.2.1) {Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {(Martin, 2011} All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017} with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilcbase of transcript per Million mapped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genas
(Jiao et al., 2017} was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {(Martin, 2011} All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017} with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) (Kim et al,, 2013). Fragments Per Kilcbase of transcript per Million mapped reads (FPEM) gene expression values for Z, mays inbred B73 AGPv4 genas
(Jiao et al., 2017} was quantified with Cufflinks (v2.2.1) (Trapnell et al., 2010).
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Adapters and low quality bases were removed using Cutadapt (v1.12) {Martin, 2011). All cleaned reads were aligned to the Z. mays inbred B73 AGPv4 genome assembly (Jiao et al., 2017) with Bowtie2 (v2.2.3)
{Langmead and Salzberg, 2012) and TopHat2 (v2.0.14) {(Kim et al., 2013). Fragments Per Kilobase of transcript per Million mapped reads (FPEM) gene expression values for 2. mays inbred B73 AGPv4 genes
(liao et al., 2017} was quantified with Cufflinks (wv2.2.1) {Trapnell et al., 2010).
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(Jiao et al,, 2017) was quantified with Cufflinks (v2.2.1) (Trapnell et al,, 2010).
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