Suppl. Table 1. Mitochondrial genome features of Stylosanthes

S. hamata S. viscosa S. pilosa S. capitata S. scabra S. macrocephala S. capitata RS024 S. guianensis S. seabrana
Total size (bp) 503,967 353,136 433,649 456,448 492,899 350,377 345,666 468,896 523,870
Size of coding regions 39,000 35,478 35,772 35,130 38,484 32,690 21,760 35,892 37,896
(bp)
Size of protein-coding 43,500 42,643 37,355 34,338 40,699 36,565 34,630 44,041 43,821
regions (bp)
Size of rRNA (bp) 5,042 5,042 5,038 2,945 5,042 5,042 5,047 5,033 5,042
Size of tRNA (bp) 1,336 1,347 1,665 1,601 1,422 1,275 1,150 1,561 1,413
Size of intergenic regions 416,179 271,902 357,050 382,107 406,738 276,311 269,804 380,816 435,298
(bp)
No. of different genes 33 33 33 31 33 30 32 32 32
No. of different protein- 47 46 47 42 47 45 47 47 47
coding genes
No. of different tRNA 16 16 16 15 15 15 15 16 16
genes
No. of different rRNA 3 3 3 1 3 3 3 3 3

genes




No. of different 5 3 4 4 5 3 1 5 5
duplicated genes
No. of different genes 6 6 6 5 6 5 7 6 6
with introns
Overall % GC content 44.9 45.1 452 45.0 45.1 45.2 453 45.0 44.9
% GC content in protein-
coding regions

46.4 46.4 45.7 458 46.5 453 46.0 46.3 46.4
% GC content in 46.5 46.5 46.1 46.2 46.5 45.9 454 46.6 46.6
intergenic regions
% GC content in rRNA 52.1 52.1 52.0 51.1 52.1 52.1 44.0 52.1 52.1
% GC content in tRNA 51.5 52.2 49.1 49.7 52.4 52.2 49.5 52.1 52.1




Suppl. Table 2. Genes of Stylosanthes mitochondrial genomes.

GENE GROUP GENE NAME
S. hamata S. viscosa S. scabra S.capitata CG S. pilosa S. macrocephala  S. capitata 24 S. seabrana S. guianensis
Transfer RNAs  trnA-UGC, trnD-cp, trnE, trnD-cp, trnE, trnD-cp, trnE, trnA, trnD-cp, trnD-cp, trnE, trnD-cp, trnE, trnD-cp, trnE, trnD-GUC,
trnD-cp, trnE, trnF, trnfM, trnF, trnfM (3x),  trnF, trnfM (2x),  trnE, trnF, trnF, trnfM (2x),  trnF, trnfM (2x),  trnF, trnfM (2x),  trnE-UUC, trnF-
trnF, trnfM (2x),  trnG, trnH, trnl, trnG, trnH, trnl, trnG, trnH, trnl,  trnfM, trnG, trnG, trnH, trnl, trnG, trnH, trnl, trnG, trnH- GAA, trnF-
trnG, trnH, trnl,  trnK (2X), trnM- trnK (2x), trnM- trnK (2x), trnM- trnH, trnl, trnK,  trnK; trnM-cp, trnK , trnM-cp, GUG, trnl, trnK GAA, trnfM
trnK (2x), trnM-  cp, trnN-cp, trnP cp, trnN-cp, trnP - ¢p, trnN-cp, trnP - trnM-cp , trnN- trnN-cp, trnP trnN-cp, trnP, (2x), trnM-cp, (2x), trnG-GCC,
cp, trnN-cp, (2x), trnQ, trnS,  (2x), trnQ, trnS,  (2x), trnQ, trnS,  c¢p, trnP (2x), (2x), trnQ, trnS,  trnQ, trnS, trnN-GUU, trnP - trnH-GUG, trnl,
trnP, trnQ, trnS,  trnW-cp, trnY. trnW-cp, trnY. trnY trnQ, trnS, trnW-cp, trnY trnW-cp, trnY. (2x), trnQ-UUG,  trnK-UUU (2x),
trnW-cp, trnY. trnW-cp (2x), trnS, trnY, trnY-  trnM-CAU,
trnY GUA. trnN-GUU, trnP
(3x), trnP-UGG,
trnQ-UUG,
trnS-GCU,
trnW-CCA,
trnY-GUA.
RNA 5, rrnl8, 5, rrnl8, rrn5, rrnl8, rrn26 rrn5, rrnl8, rrn5, rrnl8, ren5, rrnl8, rn26. rrn5S, rrnl8,
polymerase rrn26. rn26. rmz26. rm26 rm26 rm26. rm26.
Ribossomal rpsi, rps3 (2x), rpsi, rps3 (2x), rpsl, rps3, rps4,  rpsl, rps3, rps4,  rpsl, rps3 (2x), rpsd, rps3 (2x), rpsi, rps3, rpsé, rpsi, rps3 (2x), rpsi, rps3 (2x),
Protein small rps4, rpsio, rps4, rpsio, rps10, rpsi2, rps10, rpsi2, rps4, rpsi2, rps4, rpsl0, rpsl0, rpsi2, rps4, rps10, rps4, rps10,
subunit rpsl2 (2x), rpsi2. rpsl4. rpsl4 rpsl4 rpsl2 rps19. rpsi2 (3x), rpsl2, rpsl4.
rpsl4. rpsl4.
Ribossomal rpl5, rpl16. rpl5, rpl16. rpl5, rpl16. rpl5, rpl16 rpl5, rpl16 rpl5, rpl16 rpl5, rpl16. rpl5, rpl16. rpl5, rpl16.
Protein large
subunit
ATP synthase atp4, atp6, atp8,  Atp4, atp6, atp8,  Atp4, atp6, atp8,  Atp4, atp6, atp8,  Atp4, atp6, atp8,  Atp4, atp6, atp8,  atp4, atp6, atp8, Atp4, atp6, atp8,  Atp4, atp6, atp8,
atp9, atpA. atp9, atpA. atp9, atpA. atp9. atp9, atpA atp9, atpA atp9, atpA. atp9, atpA. atp9, atpA.
Maturase matR matR matR matR matR matR matR matR matR
Complex | nad3, nad4L, nad3, nad4L, nad3, nad4L, nad3, nad4L, nad3, nad4L, nad3, nad4L, nad3, nad4L, nad3, nad4L, nad3, nad4,
(NADH nadé, nad?, nadeé, nad7, nadeé, nad7, nadé, nad7, nadé, nad7, nadé, nad7, nadé, nad?, nadé, nad?, nadé, nad?,
dehydrogenase) nad9 nad9 nad9 nad9 nad9 nad9 nad9 nad9 nad9
Complex 11 sdh4 sdh4 sdh4 (2x) sdh4 sdh4 sdh4 sdh4 sdh4 sdh4




Complex 111 cob cob cob _ cob cob cob - cob

(Ubichinol

cytochrome ¢

redutase)

Complex IV cox1, cox2, cox1, cox2, cox1, cox2, cox1, cox2, coxl, cox2 (2x),  coxl, cox2, cox1, cox2, cox1, cox2, cox1, cox2 (2x),

(cytochrome ¢ cox3. cox3. cox3 (2x). cox3. cox3 cox3 cox3. cox3. cox3.

oxidase)

Other genes ccmB, cecmC, ccmB, cecmC, ccmB, ccmC, ccmB, ccmC, ccmB, ccmC, ccmB, ccmC, ccmB, ccmC, ccmB, ccmC, ccmB, ccmC,
ccmFc, ccmFn, ccmFc, ccmFn, ccmFc, ccmFn, ccmFc, ccmFn, ccmFc, ccmFn, ccmFn, tatC. ccmFc, ccmFn, ccmFc, ccmFn, ccmFc, ccmFn,

tatC.

tatC.

tatC.

tatC.

tatC.

tatC.

tatC.

tatC.




Suppl. Table 3. Plastome features of Stylosanthes.

S. hamata  S. viscosa S. scabra  S. capitata CG  S. pilosa  S. macrocephala  S. capitata S. seabrana  S.guianensis
RS024

Total size in 156,502 156,244 156,502 156,490 156,058 156,451 156,636 156,499 156,785
bp
LSCsizeinbp 86,047 85,912 86,004 86,054 85,732 86,090 85,448 85,973 85,529
SSCsizeinbp 18,749 18,710 18,734 18,733 18,713 18,719 18,756 18,739 18,758
IR lengthinbp 25,853 25,811 25,852 25,851 25,806 25,821 25,829 25,853 25,874
Size of coding 75,984 75,897 75,921 75,009 74,964 75,036 75,981 70,500 76,544
regions in bp
Size of 96,683 96,704 96,758 98,121 97,449 98,171 96,759 91,318 95,082
protein-coding
regions in bp
Size of IRNA 9,062 9,062 9,062 9,062 9,062 9,062 9,062 9,062 9,062
in bp
Size of tRNA 2,735 2,737 2,735 2,737 2,735 2,735 2,735 2,735 2,735
in bp
Size in bp of 22,693 22,313 22,171 22,483 22,500 23,493 31,397 28,097 19,179
intergenic
regions
No. of 105 113 107 111 112 105 106 105 106
different genes
No. of 76 79 76 73 73 72 75 75 76
different
protein-coding
genes
No. of 29 31 29 29 30 29 22 30 31
different tRNA
genes
No. of 4 4 4 4 4 4 4 4 4
different
rRNA genes
No. of 12 12 12 12 12 12 12 12 12

different genes




duplicated by
IR

No. of 8 8 8 8 7 7 7 8 7
different genes

with introns

Overall % GC 36,6 36,6 36,6 36,6 36,6 36,6 36,5 36,6 36,4
content

% GC content 37,8 37,8 37,8 37,8 37,8 37,8 37,8 37,8 37,8
in protein-

coding regions

% GC content 38,5 38,5 38,5 38,5 38,6 38,6 38,6 38,6 38,1
in IGSs

% GC content 55,5 55,5 55,5 55,5 55,5 55,5 55,5 55,5 49,5
in rRNA

% GC content 53,2 532 532 53,2 53,2 53,2 532 53,2 39,4

in tRNA




Suppl. Table 4. Genes of Stylosanthes chloroplast genomes.

. S. capitata . S. S. capitata . .
Gene group S. hamata S. viscosa S. scabra GC S. pilosa macrocephala  RS024 S. seabrana S. guianensis
trnA-UGC trnA-UGC trnA-UGC trnA-UGC tmA-UGC trnA-UGC trnA-UGC trnA-UGC
(2x), trnC- (2x), trnC- (2x), trnC- (2x), trnC- (2x), trnC- (2x),trnC- (2x), trnC-
(2x), trnC- trnA-UGC (2x)
GCA, trnD- GCA, trnD- GCA, trnD- GCA, trnD- GCA trnD- GCA, trnD- trnC-GCA " GCAtrnD- GCA, trnD-
GUC, trnE- GUC, trnE- GUC, trnE- GUC, trnE- GUCl tnE- GUC, trnE- trnD-GUCl GUC, trnE- GUC, trnE-
UUC, trnF- UUC, trnF- UUC, trnF- UUC, trF- UUCl trnE- UUC, trnF- trnE-UUC’ UUC, trnF- UUC, trnF-
GAA, trnfM-  GAA, trnfM-  GAA, trnfM-  GAA, trnfM- GA A’ trnfM- GAA, trnfM- tIE-GA A‘ GAA trnfM- GAA, trnfM-
CAU, trnG- CAU, trnG- CAU, trnG- CAU, trnG- CAUl tnG- CAU, trnG- trnfM-CAU CAU,trnG- CAU, trnG-
UCC, trnH- UCC, trnH- UCC, trnH- UCC, trnH- UCC. trnH- UCC, trnH- tmnG-UCC. UCC,trnH- UCC, trnH-
GUG, trml- GUG, trml- GUG, trl- GUG, trnl- GUG, trnl- GUG, tml- trnH-GUG’ tri- GUG,trnl- GUG, tml-
CAU (2x), CAU (2x), CAU (2x), CAU (2x), c AU‘(Zx) CAU (2x), CAU (2%) 't mi- CAU (2x), CAU (2x),
trnl-GAU trnl-GAU trnl-GAU trnl- tml-G AUl trnl-GAU GAU (2x)l trnl- trnl-GAU
(2x), trnK- (2x), trnK- (2x), trnK- GAU(2x), (2X), trK- (2x), trnK- tm K-UUlj GAU(2x),trnK-  (2x), trnK-
UUU, trnL- UUU, trnL- UUU, trnL- trnK-UUU, UUU trnL- UUU, trnL- tL- uuu,trnlL- UUU, trnL-
CAA (2x), CAA (2x), CAA (2x), trnL-CAA CA A’ 2x) CAA (2x), CAAE@X), trL- CAA(2x),trnL-  CAA (2x),
Protein trnL-UAA, trnL-UAA, trnL-UAA, (2x), trnL- trnL-U AG‘ trnL-UAA, UAA trnyll- UAA trmL- trnL-UAA,
svnthesis and Transfer trnL-UAG, trnL-UAG, trnL-UAG, UAA, trnL- trnM-CALj trnL-UAG, UAG ’th_ UAG,trnM- trnL-UAG,
DyNA RNAS trnM-CAU, trnM-CAU, trnM-CAU, UAG, trnM- trnN-GUU’ trnM-CAU, CAU ’trnN- CAU,trnN- trnM-CAU,
replication trnN-GUU trnN-GUU trnN-GUU CAU, trnN- (2x), tmP- trnN-GUU GUU k2x) tmp.  GUU trnN-GUU
P (2x), trnP- (2x), trnP- (2x), trnP- GUU (2x), UG G tmo- (2x), trnP- UGG th‘_ (2x),trnP- (2x), trnP-
UGG, trnQ- UGG, trnQ- UGG, trnQ- trnP-UGG, UUGl tNR- UGG, trnQ- UUG ’trnR- UGG, trnQ- UGG, trnQ-
UUG, trnR- UUG, trnR- UUG, trnR- trnQ-UUG, ACGl tmR- UUG, trnR- ACG(éx) tnR- UUG,trR- UUG, trnR-
ACG (2x), ACG (2x), ACG (2x), trnR-ACG ACG’ tR- ACG (2x), ey trné- ACG(2x),trnR-  ACG (2x),
trnR-UCU, trnR-UCU, trnR-UCU, (2x), trnR- UCUl tnS- trnR-UCU, GCU ’trnS- UCU,trnS- trnR-UCU,
trnS-GCU, trnS-GCU, trnS-GCU, UCU, trS- GCUl tns- trnS-GCU, GGA ’trnS- GCU,trnS- trnS-GCU,
trnS-GGA, trnS-GGA, trnS-GGA, GCU, trnS- GG A, tns- trnS-GGA, UGA YtrnT- GGAtrnS- trnS-GGA,
trnS-UGA, trnS-UGA, trnS-UGA, GGA, trnS- UG A’ trnT- trnS-UGA, GGU ’trnT- UGAtmT- trnS-UGA,
trnT-GGU, trnT-GGU, trnT-GGU, UGA, trnT- G GU‘ tnT- trnT-GGU, UGU ! trnv/- GGU,trnT- trnT-GGU,
trnT-UGU, trnT-UGU, trnT-UGU, GGU, trnT- UGUl trnv- trnT-UGU, GAC i2x) trv- uGU,trnV- trnT-UGU,
trnV-GAC trnV-GAC trnV-GAC UGU, trnV- G ACl(Zx) trnV-GAC UAC trnW- GAC trnV-GAC
(2x), trnV- (2x), trnV- (2x), trnV- GAC (2x), trnV-U AC‘ (2x), trnV- cC Al trny- (2x),trnV- (2x), trnV-
UAC, trnW- UAC, trnW- UAC, trnW- trnV-UAC, tMW-CC A UAC, trnW- GU A UAC, trnW- UAC, trnW-
CCA, trnY- CCA, trnY- CCA, trnY- trnW-CCA, tmy-GU A’ CCA, trnY- CCA Y- CCA, trnY-
GUA GUA GUA trnY-GUA GUA GUA GUA




Ribossomal rrl6 (2x), rrl6 (2x), rmi6 (2x), rrnl6 (2x), rrml6 (2x), rrmi6 (2x), rrml6 (2x), rrnl6 (2x), rrml6 (2x),
RNAs (165 23 (2x), 23 (2x), rm23 (2x), rrn23 (2x), 23 (2x), rm23 (2x), 23 (2x), 23 (2x), 23 (2x),
23S 455 éS) rr4.5 (2x), rrm4.5 (2x), rm4.5 (2x), rrm4.5 (2x), rrm4.5 (2x), rm4.5 (2x), 4.5 (2x), rrn5  rrnd.5 (2x), rrm4.5 (2x),
B rrn5 (2x) rrn5 (2x) rrn5 (2x) rrn5 (2x) rrn5 (2x) rrn5 (2x) (2x) rrn5 (2x rrn5 (2x)
rps2, rps3, rps2, rps3, rps2, rps3,
ps4, rps7 rps4, rps7 rps4, rps7 rps2, rps3, rps2, rps3, rps2, rps3, ps2, 1ps3, rpsé, rps2, rps3, rps2, rps3,
. rps4, rps7 rps4, rps7 rps4, rps7 rps4, rps7 (2x),  rps4, rps7
Ribossomal (2x), rps8, (2x), rps8, (2x), rps8, rps7 (2x), rps8,
> (2x), rps8, (2x), rps8, (2x), rps8, rps8, rpsll, (2x), rps8,
Protein small rpsll, rpsl2 rpsll, rpsi2 rpsll, rpsi2 rps11,rpsl2(2x),
- rpsli, rpsl4, rpsll, rpsl4,  rpsli, rpsi4, rpsi2 (2x), rpsll, rpsi4,
subunit (2x), rps14, (2x), rpsi4, (2x), rpsi4, rpsl4, rpsis,
rpsls, rpsis, rpsl15, rpsl8,  rpsl5, rpsis, rpsl4, rpsis, rps15, rpsis,
rpsl5, rps18,  rpslb, rpsl8,  rpsib, rpsls, r0s19 ros19 ros19 rps18, rps19 ros18. 10s19 rosl9
rps19 rps19 rps19 P P P Psie, 1P P
rpl2, rpl14, rpl2, rpl14, rpl2, rpll4, rpl2 (2x), rpl2 (2x), rpl2 (2x), rpl2, rpl14, rpl2, rpl14, :p:i,erplm,
Ribossomal rpl16, rpl20, rpl16, rpl20, rpl16, rpl20, rpl14, rpl16, rpl14, rpl16, rpl14, rpl16, rpl16, rpl20, rpl16, rpl20, rplzolr 122
Protein large rpl23 (2x), rpl23 (2x), rpl23 (2x), rpl20, rpl23 rpl20, rpl23 rpl20, rpl23 rpl23 (2x), rpl23 (2x), rpI23](gx) '
subunit rpl32, rpl33, rpl32, rpl33, rpl32, rpl33, (2x), rpl32, (2x), rpl32, (2x), rpl32, rpl32, rpl33, rpl32, rpl33, rpl32 ] |3‘3
rpl36 rpl36 rpl36 rpl33, rpl36 rpl33, rpl36 rpl33, rpl36 rpl36 rpl36 rEIEGl ples,
Subunits (a, B,
B', B") of the
DNA- rpoA, rpoB, rpoA, rpoB, rpoA, rpoB, rpoA, rpoB, rpoA, rpoB, rpoA, rpoB, rpoA, rpoB, rpoA, rpoB, rpoA, rpoB,
dependent rpoC1, rpoC2  rpoC1l, rpoC2 rpoC1l, rpoC2 rpoCl, rpoC2  rpoC1l, rpoC2 rpoC1l, rpoC2  rpoC1l, rpoC2 rpoC1, rpoC2 rpoC1, rpoC2
RNA
polymerase
psaA,psaB, psaA,psaB, psaA,psaB, psaA, psaB, psaA, psaB, psaA, psaB, psaA, psaB psaA, psaB, psaA, psaB,
Photosystem | psaC, psal, psaC, psal, psaC, psal, psaC, psal, psaC, psal, psaC, psal, saCl sal ’saJ psaC, psal, psaC, psal,
psal psal psal psal psal psal psat, psal, p psal psal
psbA, pshB, psbA, psbB, psbA, psbB, psbA, psbB, psbA, pshB, psbA, pshB, psbA, pshB, psbA, pshB, psbA, psbB,
pshC, pshD, psbC, pshD, psbC, pshD, psbC, pshD, psbC, pshD, psbC, pshD, psbC, pshD, pshC, pshD, psbC, pshD,
psbE, psbF, psbE, psbF, psbE, psbF, psbE, psbF, psbE, psbF, psbE, psbF, psbE, psbF, psbE, psbF, psbE, psbF,
Photosystem psbH, psbl, psbH, psbl, psbH, psbl, psbH, psbl, psbH, psbl, psbH, psbl, psbH, psbl, psbH, psbl, psbH, psbl,
] psbJ, psbK, psbJ, psbK, psbJ, psbK, pshJ, psbK, psbJ, psbK, psbJ, psbK, psbJ, psbK, psbJ, psbK, psbJ, psbK,
psbL, psbM, psbL, psbM,  psbL, psbM,  psbL, psbM, psbL, psbM,  psbL, psbM, psbL, psbM, psbL, psbM, psbL, psbM,
psbN, psbT, psbN, psbT, psbN, psbT, psbN, psbT, psbN, psbT, psbN, psbT, psbN, psbT, psbN, psbT, psbN, psbT,
psbZ psbZ psbz psbz psbZ psbZ psbZ psbzZ psbZ




Cvthochrome petA, petB, petA, petB, petA, petB, petA, petB, petA, petB, petA, petB, petA, petB, petA, petB, petA, petB,
b/)fl complex petD, petG, petD, petG, petD, petG, petD, petG, petD, petG, petD, petG, petD, petG, petD, petG, petD, petG,
P petL, petN petL, petN petL, petN petL, petN petL, petN petL, petN petL, petN petL, petN petL, petN
atpA, atpB, atpA, atpB, atpA, atpB, atpA, atpB, atpA, atpB, atpA, atpB, atpA, atpB, atpA, atpB, atpA, atpB,
ATP synthase  atpE, atpF, atpE, atpF, atpE, atpF, atpE, atpF, atpE, atpF, atpE, atpF, atpE, atpF, atpE, atpF, atpE, atpF,
atpH, atpl atpH, atpl atpH, atpl atpH, atpl atpH, atpl atpH, atpl atpH, atpl atpH, atpl atpH, atpl
ndhA, ndhB ndhA, ndhB ndhA, ndhB ndhA, ndhB ndhA, ndhB ndhA, ndhB ndhA, ndhB ndhA, ndhB ndhA, ndhB
(2x), ndhC, (2x), ndhC, (2x), ndhC, (2x), ndhC, (2x), ndhC, (2x), ndhC, (2x), ndhC, (2x), ndhC, (2x), ndhC,
. NADH- ndhD, ndhE, ndhD, ndhE, ndhD, ndhE, ndhD, ndhE, ndhD, ndhE, ndhD, ndhE, ndhD, ndhE, ndhD, ndhE, ndhD, ndhE,
Photosynthesis  gepygrogenase  ndhF, ndhG,  ndhF,ndhG,  ndhF,ndhG,  ndhF,ndhG,  ndhF,ndhG, ndhF,ndhG,  ndhF, ndhG, ndhF, ndhG, ndhF, ndhG,
ndhH, ndhl, ndhH, ndhl, ndhH, ndhl, ndhH, ndhl, ndhH, ndhl, ndhH, ndhl, ndhH, ndhl, ndhH, ndhl, ndhH, ndhl,
ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK ndhJ, ndhK
Large subunit
RUBISCO rbcL rbcL rbcL rbcL rbcL rbcL rbcL rbcL rbcL
Acetyl-CoA accD accDh accD accD accDh accD accDh accD accD
carboxylase
Cyghochrome CCSA CCSA CCSA CCSA ccsA ccsA ccsA ccsA ccsA
¢ biogenesis
Maturase matK matK matK matK matK matK matK matK matK
ATP-
dependent clpP clpP clpP clpP clpP clpP clpP clpP clpP
Miscellaneous  protease
Inner
membrane cemA cemA cemA cemA cemA cemA cemA cemA cemA
protein
Pseudogene ﬁ"”gt‘mgal ycfl, yef2 ycfl, yef2 yefl, yef2 ycfL (3x), ycfl (3x), VLB YO o0 ot yeft 20, yefz YT @0,
unknown C%’ﬁ) roplast (2x), ycf3, (2x), ycf3, (2x), ycf3, ycf2 (2x), ycf2 (2x), (2x), ycf3, %,ZX) ycf3; yycf4 {ZX) ycfé yycf4 ycf2 (2x),
function ycf4 ycf4 ycf4 ycf3, ycfa ycf3, ycfa ycfa ' ' ' ' ycf3, ycfa

ORFs




