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Supplementary Table 5. Reported spatiotemporal expression data in wild-type plants  

 

 JVM AVM IM FM References 

AGL24 0 1 1 1 (Yu et al., 2002; Gregis et al., 2009) 

AP1 0 0 0 1 (Parcy et al., 1998; Immink et al., 2012) 

AP2 1 1 0 1 (Würschum et al., 2006; Wollmann et al., 2010) 

AP2-like 1 0 0 1 
(Schmid et al., 2003; Jung et al., 2007, 2014; Mathieu et 

al., 2009) 

CO * * * NI (Takada and Goto, 2003; An et al., 2004) 

GA 1 0 1 0 (Andrés et al., 2014; Yamaguchi et al., 2014) 

FLC 1 0 0 NI 
(Michaels and Amasino, 1999; Michaels et al., 2005; 

Klepikova et al., 2015) 

FD 1 1 1 1 (Abe et al., 2005) 

FCA NI NI NI NI  

FT * * * 0 
(Takada and Goto, 2003; Abe et al., 2005; Corbesier et 

al., 2007) 

FUL 0 1 1 0 
(Mandel and Yanofsky, 1995; Gu et al., 1998; Hyun et 

al., 2016) 

LFY 0 0 0 1 (Blazquez et al., 1997; Parcy et al., 1998; Reddy, 2008) 

MIR156 1 0 1 1 (Wang et al., 2008, 2009) 

MIR172 0 1 1 0 (Wollmann et al., 2010; Hyun et al., 2016) 

PNY NI NI 1 * 
(Smith and Hake, 2003; Bao et al., 2004; Smaczniak et 

al., 2012; Bencivenga et al., 2016) 

SOC1 0 0 1 * 
(Samach et al., 2000; Gregis et al., 2009; Immink et al., 

2012) 

SPL3 0 * 1 * 
(Wang et al., 2009; Wu et al., 2009; Porri et al., 2012; Xu 

et al., 2016) 

SPL9 0 1 1 0 
(Wang et al., 2009; Wu et al., 2009; Hyun et al., 2016; 

Xu et al., 2016) 

SVP 1 1 0 1 (Hartmann et al., 2000; Gregis et al., 2009) 

TFL1 * 1 1 0 (Liu et al., 2013; Baumann et al., 2015) 

XAL2 NI 1 1 1 
(Schmid et al., 2005; Winter et al., 2007; Garay-Arroyo 

et al., 2013; Pérez-Ruiz et al., 2015) 

 

Expressed/active (1), not expressed/inactive (0). Either present or absent (*), no information (NI). 
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