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Co-expression network of seed maturation
identifles MtABIS as a TF co-expressed with
transcripts linked to longevity
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ABI5: a transcription factor involved in ABA
signaling pathway and seed quality
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Seed longevity Is affected in Mtabi5 mutants
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Seed longevity Is affected in Mtabi5 mutants
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Characterization of seed longevity in abi5 EMS
mutants of pea
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Transcriptomic analysis of Mtabi5 during seed
development
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Transcriptomic analysis of Mtabi5 during seed
development
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RFO contents increase during Medicago seed
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Genes involved in RFO metabolism are

deregulated in MtABI5

fructose
Sucrose invertase &
16 24 40 DAP
UDP
glucose

glucose DAP

24
16 40
Myo-inositol
yo-inosito \ o

. H - --\.;____--D\
galactinol — sucrose aox,m oM
0~ \‘oPﬂH_ on

OH

16 24 40 DAP

EEE V0L |
raffinose .o o =
T [

16 24 40 DAP @

EEm Vs | e
stachyose &g/ﬁ

OH
o

OH
HO~ g,.o "
HO |< oy
OH \/
o]

\OH

verbascose

40 DAP Mtabi5

40 DAP WT

1
1
LEN]

1 1 1 1 1 1
1 1
bt Bd == D = Pl



Sucrose content

MtABIS is involved In raffinose oligosaccharide
family accumulation

Medicago
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PsSABI5 Is involved In raffinose oligosaccharide
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LEA proteins are deregulated in Mtabi5
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LEA proteins are deregulated in Mtabi5
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Seed dormancy Is not acquired during Mtabi5
seed development
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Seed dormancy Is not acquired during Mtabi5
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ABA metabolism and catabolism genes are
deregulated in Mtabi5
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ABA metabolism and catabolism genes are
deregulated in Mtabi5
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Characterization of longevity and RFO content In
Arabidopsis abi5-1

« abi5-1 mutant (Finkelstein, 1994): Ws background.
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Comparative analysis of phenotypes
of Arabidopsis abi5-1 and legume abi5-1
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Conclusion: Medicago seed maturation
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Characterization of MtABI5. Phylogenic tree showing the Arabidopsis ABI5
(AT2G36270) amino acid sequencealignement together with nine homologues
of Medicago identified based on Blast search on Medicago.org (Mt3.5)

—  Medtr8g047750 0.16732
t Medtr3g016390 0.18866
Medtrsg095290 0.2573
—  Medtr7g104860 0.17342
L~ Medtr6g017870 0.12497
Medtrag129920 0.23222
—  Medtr3q147720 0.22601
—  Medtr7g104480 0.19106
. AT2G36270 0.17736
——  Medtr2g107870 0.28423
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