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Abstract: Millettia pinnata L. is a leguminous tree with great potential in biodiesel applications and also a typical
semi-mangrove. In this review, we presented several aspects about the recent research progress in molecular biology of M.
pinnata. We descrived several types of molecular markers used to assess the genetic diversity and phylogeny of this
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species, genome and transcriptome analyses based on high-throughput sequencing platform accomplished for this species,
and several gene and genomic sequences of this species isolated for further research. Finally, based on the current research

progress, we proposed some orientations for future molecular biology research on M. pinnata.
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polymorphic DNA RAPD)
(Inter simple sequence repeat ISSR)
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length polymorphism AFLP)
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Rl KERFAERHS FHRIEHAR
Table 1 Research based on molecular markers in
Millettia pinnata

Type of Nl.ll‘l’lbel‘ of  Origin of plant References
markers primer sets samples

ISSR 10 India [15]
ISSR 5 India [16]
ISSR 10 Australia, Malaysia [17]
AFLP 5 India [18]
?Efl:“LP 4,4 India [19]
AFLP 11 India [20]
i?IIjPD’ ISSR, 18,12, 4 India [21]
RAPD 18 India [22]
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2 REM LI RALFE cDNA  mDNA
cpDNA mtDNA
2.1 X 20 = . .
BEES 120 Lotus japonicus
22 . .
03] 300 MY Vigna radiata
Gresshoff
NCBI 22 RMEZ
36 bp 75 bp -
450Mb 2.2 Gb
TAGdb
(http://flora.acpfg.com.au/tagdb/) 28]
[25]
[8,17]
ISSR RNA 4
[llumina
108 598
606 bp (Unisequences)[zg]
23 815
Gresshoff [llumina
(cpDNA) (mtDNA)"** GO KEGG pathway
cpDNA 152 968 bp 8 rRNA
37 tRNA 83
GC 34.8% cpDNA
cpDNA 50 kb
6.5 kb
mtDNA 425718 bp
3  rRNA
24 tRNA 37
7 GC 45.0%
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