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Dalbergia bariensis

156,544 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB

SSC

LSC
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Dalbergia cochinchinensis

156,576 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB

SSC

LSC
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Dalbergia fusca

156,033 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB

SSC

LSC
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Dalbergia hupeana

155,829 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB

SSC

LSC
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Dalbergia nigra

155,330 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB

SSC

LSC
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Dalbergia odorifera

156,064 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB
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LSC
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Dalbergia oliveri

156,697 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB
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LSC
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Dalbergia tonkinensis

156,087 bp

polycistronic transcripts
origin of replication
ribosomal RNAs
transfer RNAs
ORFs
hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
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LSC
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