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Supplement Table S1 

Primer Sequence 
attB1-USP AAAAAGCAGGCTTCATGGCTTCTACGGTTGATTC 
attB2-AtUSP-with-stop GAAAGCTGGGTTCAATCTTCAACAGAAAATTTGCC 
attB2-AtUSP-without-stop GAAAGCTGGGTATCTTCAACAGAAAATTTGCCA 
attB1-UDP-GlcDH AAAAAGCAGGCTTCATGGTGAAGATTTGCTGCAT 
attB2-UDP-GlcDH-with-stop GAAAGCTGGGTTATGCCACAGCAGGCAT 
attB2-UDP-GlcDH-without-stop GAAAGCTGGGTTGCCACAGCAGGCATGT 
attB1-UGPase AAAAAGCAGGCTTCATGCGTTATGCGGTATATTCTTT 
attB2-UGPase-with-stop GAAAGCTGGGTTCACAGATCCTCTGGACCGT 
attB2-UGPase-without-stop GAAAGCTGGGTCAGATCCTCTGGACCGTTGA 
attB1-adaptor GGGGACAAGTTTGTACAAAAAAGCAGGCTTC 
attB2-adaptor GGGGACCACTTTGTACAAGAAAGCTGGGT 
Salk_092647-T-DNA TGAGCAAGTGTGGATTTCTACTA 
Salk_030169-T-DNA ATTGTCTTCCATTTCGTGATCTG 
USP-WT-Salk_030169F ATTGTCTTCCATTTCGTGATCTG 
USP-WT-Salk_030169R TGAGCAAGTGTGGATTTCTACTA 
USP-WT-Salk_092647F GCTACAGGTAAACCGATCTTCTC 
USP-WT-Salk_092647R GCTCTTTCGCAGTCTTAATGTATG 
Salk-LB CGTGGACCGCTTGCTGCAACT 
pMiox4-F TAAGCTTCATAGTCGAGCAAGAAGTTCAA 
pMiox4-R TACTAGTCTTTTCGAAGAAAGGTTTTTAAAAGAG 
pLAT52-F TAAGCTTAATCAAATCAAAAAGAAAAATGA 
pLAT52-R TACTAGTTCTTTTATTAGAGATTTTTGTTTTGTTTT 
pUbq10-F TAAGCTTCTCTTATAAGTTACAAACC 
pUbq10-R TACTAGTCTTGATCACGGTAGAGAGAATTG 
 

Suppl. Fig. S1 (Gene expression) The AtGenexpress microarray dataset was analyzed for expression of 
genes involved in the recycling pathway to nucleotide sugars. The maximum value for the organs 
root, rosette leaves, shoot, flower and stamen was set to 100% and is represented as a heat map by 
dark blue squares.  

 

 

Suppl. Fig. S2  

Separation and staining of AGPs. Total AGPs were separated on an agarose gel and stained with 

Yariv. (1) wild type; (2) ara1-1; (3) kd-usp.  

 








