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Unigenes{t-COGHH & Lb X 55 732

[A] RNA processing and modification

eggNOG classification [B] Chromatin structure and dynamics
[€] Energy production and conversion
[D] Cell cycle control, cell division, chromosome partitioning
[E] Amino acid transport and metabolism
[F] Nucleotide transport and metabolism
[G] Carbohydrate transport and metabolism
[H] Coenzyme transport and metabolism
[1] Lipid transport and metabolism
[1] Translation, ribosomal structure and biogenesis
[K] Transcription
[L] Replication, recombination and repair
4000 - [M] Cell wall/membrane/envelope biogenesis
[N] Cell motility
[O] Posttranslational modification, protein turnover, chaperones
[P] Inorganic ion transport and metabolism
[Q] Secondary metabolites biosynthesis, transport and catabolism
2000 4 [R] General function prediction only
[S] Function unknown
[T] Signal transduction mechanisms
[U] Intracellular trafficking, secretion, and vesicular transport
[V] Defense mechanisms
0 [W] Extracellular structures

(ABIICIDIEFIIGIH [ 141K MINIONPYQIRISIT{UIVIWIX (2] [x] Undetermined

i [Y] Nuclear structure
Function Class [Z] Cytoskeleton
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Distribution of transcript changes in drought stress sample comared with control sample
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The expression level of all-unigenes in leaf. The expression level of all-unigenes in root.
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KEGG enrichment analysis ( p value<0.05)

leaf

Nucleotide Metabolism

Metabolism of Terpenoids and Polyketides
Translation

Replication and Repair

Cell Growth and Death

root

Carbohydrate Metabolism

Energy Metabolism

Lipid Metabolism

Amino Acid Metabolism

Metabolism of Other Amino Acids
Metabolism of Terpenoids and Polyketides
Biosynthesis of Other Secondary Metabolites
Xenobiotics Biodegradation and Metabolism
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leaf: control & PEG
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Frequency of SSRs in A.Mongolicus

Motif Repeat Numbers Total (%)
Length 5 6 7 8 9 10 >10

Mono- - - - - - 2182 3945 6127  44.21%
Di- - 975 653 598 536 455 186 3403 24.55%
Tri- 2010 1246 617 44 - - - 3917 28.26%
Tetra- 317 47 - - - - - 364 2.63%
Penta- 48 - - - - - - 48 0.35%
Total 2375 2268 1270 642 536 2637 4131 13859

Frequency of di- and tri-nucleotide in SSR repeats motifs in A.Mongolicus

Repeat Motif 5 6 7 8 >8

AC/GT = 178 119 69 162 528 3.81%
AG/CT = 589 402 428 731 2150 15.51%
AT/AT = 205 132 101 284 722 5.21%

3 - - - 3 0.02%
258 188 81 4 - 531 3.83%
495 387 164 5 - 1051 7.58%
212 172 122 4 - 510 3.68%
175 97 35 5 - 312 2.25%
ACG/CGT 35 13 4 1 - 53 0.38%
ACT/AGT 59 34 27 7 - 127 0.92%
AGC/CTG 178 79 61 6 - 324 2.34%
209 92 36 5 - 342 2.47%
297 148 80 5 - 530 3.82%
CCG/CGG 92 36 7 2 - 137 0.99%
Total 2010 2221 1270 642 1177 7320

1450% 16.03% 9.16%  4.63%  8.49% 52.82%
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