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Supplemental Figure 1. Transcripts of Glyma.07G057300.

(a) Alignments of four predicted transcripts of Glyma.07G057300. (b) Confirmation of transcripts of Glyma.07G057300.1 and Glyma.07G057300.4.
Glyma.07G057300.1 was amplified using primers CDS1-F and NGG-R. Glyma.07G057300.4 was amplified using CDS4-F and NGG-R.
Glyma.07G057300.CDS2 was not detected by sequencing of the PCR products amplified using NGG-F and 3'UT-R.



