T4g47970.2      GCGCCGTGCGGTGTGACGGCATTGGTGGCGCGGTGTGCGTCGCGGCACAC
T4g47970.1      GCGCCGTGCGGTGTGACGGCATTGGTGGCGCGGTGTGCGTCGCGGCACAC
                **************************************************
T 4g47970.2     AGCCGCACAGGCGCACAGCCAGGCAGCCAGCCCGTCGGTCTCCTCTCCTC
T 4g47970.1     AGCCGCACAGGCGCACAGCCAGGCAGCCAGCCCGTCGGTCTCCTCTCCTC
                **************************************************
T4g47970.2      TCCCCCTCGCGTTTTTTCTTTTCGCCTCCATCTTTGAACCTTCTCCTCGC
T4g47970.1      TCCCCCTCGCGTTTTTTCTTTTCGCCTCCATCTTTGAACCTTCTCCTCGC
                **************************************************
T4g47970.2      CTTCTTCTTCCTCCTCCTCCCTCCGCTCCGCTTCTCTCTGACCAATAATC
T4g47970.1      CTTCTTCTTCCTCCTCCTCCCTCCGCTCCGCTTCTCTCTGACCAATAATC
                **************************************************
T4g47970.2      TGGGCAAACCCCTCTCTCGCGCCTTCTCCCTCCCACCTCTATAAATCCCC
T4g47970.1      TGGGCAAACCCCTCTCTCGCGCCTTCTCCCTCCCACCTCTATAAATCCCC
                **************************************************
T4g47970.2      CTCCATTCCAATCCCACGGGCTCAGGCCGCGCCACCAGCAGCAGCACACA
T4g47970.1      CTCCATTCCAATCCCACGGGCTCAGGCCGCGCCACCAGCAGCAGCACACA
                **************************************************
T4g47970.2      GGGCGCGCCAGCTTTAGCGAGAGGGAGAGAGGGGGATTTTGGGCGGGGGA
T4g47970.1      GGGCGCGCCAGCTTTAGCGAGAGGGAGAGAGGGGGATTTTGGGCGGGGGA
                **************************************************
T4g47970.2      GCGATCGATGGCGAAGCTGTACGTGCAGGCGGTGCAGCCGGCGGATCTGA
T4g47970.1      GCGATCGATGGCGAAGCTGTACGTGCAGGCGGTGCAGCCGGCGGATCTGA
                **************************************************
T4g47970.2      ACAAGAACACGGAGTGGTTCATGTACCCCGGGGTGTGGACGACCTACATC
T4g47970.1      ACAAGAACACGGAGTGGTTCATGTACCCCGGGGTGTGGACGACCTACATC
                **************************************************
T4g47970.2      CTCATCCTCTTCTTCTCCTGGCTGCTCGTCCTCTCCGTCTTCGGCTGCAC
T4g47970.1      CTCATCCTCTTCTTCTCCTGGCTGCTCGTCCTCTCCGTCTTCGGCTGCAC
                **************************************************
T4g47970.2      CCCCGGCATGGCGTGGACGTTCGTCAACCTCGCCCACTTCGCGATGACAT
T 4g47970.1     CCCCGGCATGGCGTGGACGTTCGTCAACCTCGCCCACTTCGCGATGACAT
                **************************************************
T4g47970.2      ACCATTTTTTTCACTGGAAGAAGGGAACTCCGTTTGCTGATGACCAGGGG
T 4g47970.1     ACCATTTTTTTCACTGGAAGAAGGGAACTCCGTTTGCTGATGACCAGGGG
                **************************************************
T4g47970.2      ATGTATAATAGATTGACTTGGTGGGAGCAAATGGACAATGGGAAGCAGCT
T4g47970.1      ATGTATAATAGATTGACTTGGTGGGAGCAAATGGACAATGGGAAGCAGCT
                **************************************************
T4g47970.2      TACTCGCAACAGAAAATTTCTGACCGTGGTTCCTTTGGTCCTGTAAG-AA
T4g47970.1      TACTCGCAACAGAAAATTTCTGACCGTGGTTCCTTTGGTCCTATACTTGA
                ****************************************** **    *
T4g47970.2      TAAATCTGT-TGCGATTGATTTTCCTTTTCACTACAGCATTGAAAATATG

T4g47970.1      TAGCCTTGCACACGACAGATTATCAACATCCTATGCTCTTCCTCAACACC

                **    **    ***  **** **    **       * *    ** *  

T 4g47970.2     GATGATGAT-TGATTCTACATAGCCAGTAAGTAGTAACTAGTAAATGGTT
T 4g47970.1     ATTGCAGTTGTTGTGCTGGTTGTTGCAAAACTACCGAACATGCACAAGGT
                  **  * * *  * **   *       ** **   *  *   *   * *
T 4g47970.2     TCAGACTTTCAGTAGGTATGCAAGGAATTAACATATAGC--TCTGATGTT
T 4g47970.1     CCGGATCTTTGGAATCAATGCTGGCAACTAGGCGGCAGCATCCCACGGTT
                 * **  **  * *   ****  * ** **      ***   *    ***
T4g47970.2      TGTTACCGGCATAGT--CACA---GACTCACAGTAGATA-TACA------

T4g47970.1      TGTTATCACTACCATGCTTCATTTGAGTGGCAGGAAACAGTATACCTAGT

                ***** *   *   *    **   ** *  *** * * * ** *      

T4g47970.2      --------------------------------------------------

T 4g47970.1       TCTGAATGGATAACCAGAGTGAGTAGTTTTTAAGAGCTGTTAGTAGATGA

T 4g47970.2      --------------------------------------------------

T4g47970.1       CATGTAATCATTGTACAGAGCTAAAGGCATGGAAATGATGTTGTTCAGCA

T4g47970.2      --------------------------------------------------

T4g47970.1       TCTAGTGAACACACTTCTTTAGGCTCTTATCCCACCAAAAAGAAACTTTA

T4g47970.2      --------------------------------------------------

T4g47970.1       TTTTGCTGTTAATGTTGTTATATATGTGCTCTTGTTCAAGTGTATGTCAC

T4g47970.2      --------------------------------------------------

T4g47970.1       ATGTGTGTCTTATGGAGAATAATTTTTTGTGTACGTAATGTGAGGCAGGA

T4g47970.2      --------------------------

T4g47970.1       AAGACAATATGCCTACTCATATCGCT
Figure S2. Sequence alignment of the two transcripts of Os04g47970.
The sequences were obtained from GRAMENE rice database.
























