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using S-RNase allele PCR amplification, RT-PCR and RACE technology, the S-RNase gene of Xinjiang wild

almond was studied, in order to further study for the Xinjiang wild almond molecular mechanism of self-

incompatibility. The results showed that six new self-incompatibility S-RNase genes were successfully cloned from

the pistils of the wild almond from five natural populations different individuals sample, which were named PtS,,
(GeneBank accession number; KJ755352), PtS,; (GeneBank accession number; KJ755353), PtS,, (GeneBank
accession number: KJ755354), PtS;; (GeneBank accession number: KJ755355), PtS,, (GeneBank accession
number: KJ755356) and PtS;; (GeneBank accession number: KJ755357) ;and the six new genes were analyzed by

bioinformatics study. These studies provided basic information for the further study of molecular mechanism of

self-incompatibility in Xinjiang wild almond.

Keywords : Prunus tenella ;natural population;self-incompatibility; S-R Nase gene;clone and identification
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Table 1 Annotation of transcription factor differently expressed in L. chinensis transcriptome
2EHS HEKE RIBER RiBER Pig A TR
Gene ID Length/bp Fold change Expressed type P value Transcription factor
GW_rep_c96824 479 13.38 up 0. 000 593 22 C3HL
GW rep 16839 1647 13.30 w 0. 000 593 89 NAC
GW rep 57879 568 13.30 w 0. 000 593 89 DRFL1b
GW_rep_c13208 815 13.27 up 0. 000 594 31 TaHDZip
GW_rep_c56264 496 13. 10 up 0. 000 595 00 C3HL
GW_rep_c63146 761 13.06 up 0. 000 597 93 TaHDZip
GW rep 8104 660 13.03 w 0. 000 626 02 AP2
GW_rep_c69963 483 13.03 up 0. 000 626 02 C3HL
GW_rep_c55318 434 12. 38 up 0. 000 646 34 C3HL
GW _rep 59071 648 12. 38 up 0. 000 646 34 BB HT
GW_rep_c74383 707 12. 38 up 0. 000 646 34 zipper protein HOX
GW_rep_c97715 449 12. 32 up 0. 000 679 12 AP2
GW rep_c80530 1073 12. 30 w 0.000 679 12 WRKY
GW_rep_c59654 461 12.21 up 7. 55E-05 C3HL
GW_rep_c69398 691 12. 15 up 9. 24E-06 C3HL
GW rep 71157 463 11.92 w 0.000 731 93 C3HL
GW rep 57416 745 11.78 w 0. 000 816 86 DRFL1b
GW_rep_cl18371 600 1178 up 0. 000 816 86 MADS-box
GW_rep_c85882 861 11. 69 up 0. 000 953 20 NAC
GW rep cl1216 828 11. 69 w 0. 000 953 20 NAC
GW_rep_cl7134 801 —3.00 down 0.003 657 74 MADS-box
GW_rep_c66216 471 —3.00 down 0. 003 657 74 MYB
GW rep 28206 810 —3.00 down 0. 003 657 74 MYB
GW_rep_c21871 803 —3.00 down 0.003 657 74 NAC
GW_rep_c13035 565 —3.00 down 0. 003 657 74 NAC
GW_c20025 563 —2.94 down 4. 84E07 PHD finger
GW_c19080 517 —2.94 down 4. 84E-07 KEFRT
GW_rep_cb4544 802 —2.91 down 5. 95E-05 zipper protein HOX
GW_rep_c56067 651 —2.91 down 5. 95E-05 AP3
GW _rep 32097 885 —2.91 down 5. 95E05 WRKY
GW._rep 81929 355 —2.81 down 0.000 131 60 WRKY
GW_rep_c85758 565 —2.81 down 0. 000 131 60 WRKY
GW_c12702 596 —2.81 down 0. 000 131 60 WRKY
GW._rep 17466 1802 —2.81 down 0.000 131 60 AP4
GW_rep_c71496 531 —2.81 down 0. 000 131 60 C3HL
GW_c40903 693 —2.81 down 0. 000 131 60 X1
GW_rep_c76913 786 —2.81 down 0. 000 131 60 zipper protein HOX
GW_rep_c7366 740 —2.81 down 0. 000 131 60 S1I
GW _rep 10406 744 —2.71 down 0. 008 203 42 WRKY
GW_c8057 1695 —2.71 down 0. 008 203 42 WRKY
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Table 2 Primer sequences of validated genes
173 R TRIE 3 1#G-3) B3l G-3
Gene ID Transcription factor family Forward primer Reverse primer
GW _rep_c59654 C3HL GOGTGCTCAAGATCTTCCTC TGACAACAAACCATGGCTCG
GW_rep_c69398 C3HL GGOGTCCTCAAGATCTTCCT CCACTACTGGCACCACTACA
GW _rep 85882 NAC ATGGTACTTCTTCTCCCCGC CTCGTGCATGATCCAGTTGG
GW _rep _cl11216 NAC CTCCTAGGGCTCTCACCATG ACTACCCCTCCGTTCCTACT
GW_rep_c78444 WRKY TGCCCTGTCAAGAAGAAGGT TTGATGGAGAAGGAGCACG
GW_rep_c59533 WRKY GGACACACTAGCTACGGGAG ACGGGGTTACTACAAGTGCA
GW_rep_c50431 WRKY GACATTGTTAGCTCGGCCTG CTCCCTGCTCCTTTTCTTGC
GW _rep_c26094 WRKY TTGAGTACTACTGCTGCCCG TGGACGCCTAACAGAACTCC
GW _rep_c21871 NAC TGACGACAACTTCCACCTCA CAGTGATGTCATGGTGCTGG
GW_rep_c13035 NAC ACAGGGAGATCTTCAAGCCC TTGAACACCTTGCACACCAC
GW _rep_c96693 C3HL GOGTGCTCAAGATCTTCCTC CGATTACACCGAGGACCAGA
GW_rep c83991 C3HL CATCAGCAGCCTCCCTATCA ATGCTTCAGGAGGTCACGAA
UBC GGGAAAGGATTGACAGATTGA CTCAATCTCGTGTGGCTGAA
s o WEHEARSK, PR B WRKY £ 5B 7 50 22
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Fig. 4 Validation of different expressed transcription
factors by gqRT-PCR
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Transcription Factor Identification and Analysis in Leymus chinensis Transcriptome

DONG Yuanyuan' ,LI Xiaowei' , YAO Na' ,LIU Xiuming' ,CHEN Huan® ,LI Haiyan'*
(1. Engineering Research Center of Bioreactor and Pharmaceutical Development, Ministry of Education, Jilin Agricultural University,
Changchun, Jilin 130118;2, College of Life Sciences,]Jilin Agricultural University,Changchun,Jilin 130118)

Abstract ; Leymus chinensis (Trin. ) Tzvel. plays an important role in protection of natural environment, Roche-454
massive parallel pyrosequencing technology was employed to identify transcription factor,and gene expression in
the saline-alkaline stress response of L. chinesis. The results indicated that a total of 104 105 Unigenes were
obtained. 243 transcription factors belong to 38 transcription factor family were obtained by BLASTx according to
Nr database. Among them, 97 TFs were obtained in control sample, 213 TFs were obtained in saline-alkaline
stress sample and 67 TFs were co-expressed in both samples. Compared with control, 138 TFs were differently
expressed. Data analysis revealed that different expressed WRKY , C3HL, NAC induced saline-alkali response in
leaves of L. chinesis. The basis for further exploring molecular response mechanism to saline-alkali stress in
Leymus chinensis was established.

Keywords : transcriptome ; Leymus chinensis s transcription factor;saline-alkaline stress;high-sequencing
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