20 B. oleracea =1 =1 s
100 B. rapa
100 B. napus
S 94 A. thali
o LLP C.papaya
P,S " .
R. communis Eudicots
99
67 E G. max
100 V. radiata
4 10m 12 .
HMN W 100 S. latifolia Angios perms
pr l_ll:n carota Spermatophytes
64 LEES v rapacum
99 D.E,GLKLPRTY e
— V. vinifera =
HMNSW S. polyrhiza =]
M8 T P. dactylifera

100 HR 100 ———O. sativa indica
100 00| MSW7 O. sativa japonica
= AP < Monocots
— T. aestivum

C.F.
100

'z

M.P, W S. bicolor

100 MP 7 wxurians

100 LLL Z. mays

A.trichopoda 7] Basal Angiosperms

HMN

C. taitungensis ] Gymnos perms

S Il
Figure S2. Phylogenetic analysis of chloroplast-derived tRNA genes losing and transferring to
the mitochondrion in land plants. The capital letters at the nodes and the branches denote the
corresponding amino acids encoded by chloroplast-like tRNA genes in mitochondrial genomes.
A: Alanine; C: Cysteine; D: Aspartic acid; E: Glutamic acid; F: Phenylalanine; G: Glicine; H:
Histidine; I: Isoleucine; K: Lysine; L: Leucine; M: Methionine; N: Asparagine; P: Proline; Q:
Glutanine; R: Arginine; S: Serine; T: Threonine; V: Valine; W: Tryptophan; Y: Tyrosine. The
number at the nodes represent bootstrap values. The phylogenetic tree is constructed by the
maximum likelihood (ML) method with the model GTR + G + 1.



