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Introduction
Maize is the most widely used forage crop in dairy 

cow feeding, and maize silage often comprises the 
largest part of roughage in dairy cows diets. Maize 
is a popular forage crop because it is easy to grow 
and high yielding, and because its silage is easy to 
preserve, very palatable, with high intake in animals, 
and high energy content. Maize is well adapted to 
mechanization from planting to harvest, but also for 
animal feeding.

The end of milk quotas in the European Union 
(EU) has increased the competition between milk 
production systems, with more or less intensive and 
rearing conditions, and between countries having 
variable social and environmental legislations, thus 
inducing variable production costs. In the EU, 58% 
of milk production takes place in only four countries 
(Germany 22%, France 17%, United-Kingdom 10%, 
and Netherlands 9%), including also in these latter 
countries significant variation for milk yield per cows, 
ranging from 8,700 in the Netherlands to 6,500 kg per 

Abstract
Maize silage is widely used and comprises the largest part of roughage in dairy cows diets. However, the 

biological conversion of cell wall carbohydrates into fermentable sugars by rumen microorganisms is hindered 
by their embedding with lignins, as well as by p-hydroxycinnamic acid cross-linkages between wall components. 
The use of mutants inducing high cell wall digestibility, such as brown-midrib mutants and especially bm3, is a 
relevant alternative strategy in breeding silage maize for feeding value, somehow easier than stacking numerous 
favorable genomic locations with weaker effects. To date, six brown-midrib mutations have been described, but 
feeding value experiments with dairy cattle have mostly involved the bm3 mutation, which had appeared until now 
the most promising. A synthesis of 36 published articles on dairy cow feeding with regular and bm3 maize silages, 
allowing 43 and 42 comparisons for intake and milk production, respectively, highlighted an average extra intake 
by 1.16 kg per cow per day and an average extra milk production by 1.26 kg per cow per day for cows fed diets 
based on bm3 silages. The primary benefit of the bm3 mutation in dairy cattle feeding is thus an increased silage 
intake, allowing lower giving of costly concentrates in animal diets. In addition to genes inducing the brown-midrib 
phenotype, including the recently identified bm5 and bm6 mutations, a survey of genes involved in secondary wall 
assembly pointed out several putative targets to be considered in the monolignol and ferulate pathways, as well 
as several of their upstream regulators. Searches for mutants can be based on the transposon-tagging strategy, 
but also through gene deregulation, and especially gene editing with the development of the CRISPR/Cas9 tech-
nologies. The greater understanding of cell assembly and secondary wall lignification in maize together with the 
identification of a set of key-genes and their spatio-temporal regulations will allow moving from a limited number 
of brown-midrib mutants to a larger panel of genetic resources for silage maize improvement, with reduced nega-
tive side-effects.

cow per year in France. Moreover, only 18% of dairy 
cows belong to herds with more than 100 animals in 
France, while it is nearly 45% in Germany and the 
Netherlands, and 75% in the United-Kingdom. The 
most intensive and efficient system is currently the 
one of Denmark, with cows yielding an average 9,800 
kg per cow per year and 87% of herds comprising 
more than 100 cows (4% of EU milk production). 
Conversely, the less intensive ones are still those of 
Eastern Europe, but 7% of EU milk is nevertheless 
produced in Poland with animal yielding an average 
3,400 kg per cow per year. In July 2016, milk was 
bought 270 € t-1 to French producers, but 315 € t-1 in 
early 2017, this latter price being nevertheless lower 
than production costs.

Facing an excess of milk production in the EU, 
the reduction of production costs in dairy farming 
is an inescapable requirement, whatever all regula-
tory conditions. In France, the higher production ex-
penses are related to labor costs (25%), followed by 
mechanization and feeding costs (23 and 21%, re-
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spectively). Lowering mechanization expenses have 
surely to be considered. However, feeding costs are 
a privileged target for expense reduction, as new 
feeding approaches can be managed in short term 
strategies. The use of grazing in dairy cow feeding 
can contribute to lowering corresponding costs, but 
meadow growth only occurs in spring and autumn. 
Moreover, grazing management is all the more com-
plex as herds are greater. Maize silage is thus widely 
used for cattle feeding during winter and summer 
seasons, but also as a complementary resource with 
high energy content in cow diets during year more or 
long periods.

Maize breeding for silage use first focuses on 
yield, standability, and biotic and abiotic stress tol-
erance. Energy content, estimated as whole plant or 
cell wall (in vitro) digestibility is most often a second-
ary breeding target, taken into account when all oth-
er traits have been considered. As a consequence, 
while huge improvements have been achieved for 
other traits during the last fifty years, only limited in-
creases have been observed for cell wall digestibility 
or energy value, even with a (little) decline in some 
cases. In addition to variable selection pressures be-
tween agronomy and feeding traits, this situation also 
results from partial antagonisms between these traits. 
A higher stover digestibility is related to reduced ligni-
fication and cross-linkages in the cell wall, with pos-
sible detrimental effects on agronomic traits, includ-
ing disease and pest tolerance.

A synthesis of in vivo cell wall digestibility and 
energy values of maize hybrids registered between 
1958 and 2002 has thus shown the decrease of cell 
digestibility across periods of breeding (Barrière et al, 
2004a; Barrière et al, 2005). The NDFD (in vivo Neu-
tral Detergent Fiber Digestibility) of early and medium 
early hybrids registered in France between 1958 and 
1980 was equal to 51.1%, while it declined down to 
45.7% in investigated hybrids registered between 
1999 and 2002. The corresponding UFL (French en-
ergy forage unit for milk production, 1 UFL = 7.11 
MJ) values decreased from 0.92 UFL to 0.87 UFL in 
hybrids registered in the two corresponding periods 
(complementarily, means UFL values were equal to 
0.91, 0.89, and 0.88 in the 1981 - 1988, 1989 - 1993, 
and 1994 - 1998 periods, respectively). However, the 
whole dry-mater (DM) yield that was equal to 12.5 t 
ha-1 for hybrids registered during the 1958-1980 pe-
riod reached 18.1 t ha-1 in hybrids registered during 
the 1999 - 2002 period. No very significant changes 
in whole plant grain content (average value 44.5%) 
were observed, but together with yield improvement, 
there were simultaneously major improvements in re-
sistance to stalk lodging and stalk rotting, and toler-
ance to biotic and abiotic stresses.

As a consequence, changes in French registration 
rules of forage maize were set up since the end of 
the 1990 years. In addition to whole plant yield and 
standability criteria, newly registered hybrids must 

satisfy to a threshold in UFL value which is calculated 
through a regression based on whole plant enzymatic 
solubility («M4 model», Dardenne et al, 1993). The de-
crease in maize hybrid energy value has thus been 
stopped, and high yielding modern hybrids have cur-
rently an UFL value close to the one of hybrids of the 
1980 - 1990 years, nearing 0.89 - 0.90 UFL, still low-
er of the one of old hybrids that greatly contributed 
to the silage maize development, such as Inra258, 
LG11, Inra240, or Fronica (UFL values equal to 0.94, 
0.91, 0.94, and 0.91, hybrids registered in 1958, 1970, 
1972, and 1974, respectively). A similar genetic drift 
towards lower energy values was observed in north-
ern European countries, and changes of registration 
rules since 1986 in the Netherlands allowed recover-
ing modern hybrids with energy values nearly equal 
to the one of LG11.

Investigations with sheep in digestibility crates 
(Barrière et al, 2004a) have shown that silage maize 
energy value is first related to cell wall digestibility (r2 
= 0.59) and secondly to grain content (r2 = 0.29), but 
not to cell wall content (r2 = 0.05). Moreover, starch 
content higher than 30% in the diet can induce rumen 
acidosis with negative effects on cow health and milk 
production. In addition to agronomy traits, the main 
target in silage breeding is thus cell wall digestibil-
ity. Several QTL analyses have established that cell 
wall digestibility is a highly multifactorial trait, primar-
ily related to lignin content, lignin structure, and feru-
late cross-linkages. These biochemical and physical 
characteristics are governed by complex cascades of 
regulation during the secondary wall assembly and 
its lignification. Breeding for improved energy value 
is also made more complex by the fact that lignins 
and cross-linkages provide stiffness to tissues and 
vessels, contributing to plant standability, water and 
nutriment conduction, and biotic and abiotic stress 
tolerance. A possible breeding strategy is then to 
investigate mutant or deregulated genes for which 
significant induced improvements of plant cell wall 
digestibility have been proved or are expected, and 
secondly to breed the introgression of the more ef-
ficient ones in genetic backgrounds minimizing their 
possible negative effects on other agronomic traits. 
In maize and other grasses (most often C4 grasses), 
several brown-midrib mutations have been described 
and investigated, showing for some of them great po-
tential in maize feeding value improvement. In addi-
tion, the role of numerous genes has been shown in 
the secondary cell wall assembly, which consequent-
ly can be considered as targets for mutation or de-
regulation in breeding program for improved feeding 
value of silage maize. After reviewing data illustrating 
the interest of brown-midrib mutants in maize breed-
ing for improved feeding value, the similar interest of 
searching for mutations in genes involved at key po-
sitions in secondary wall biosynthesis and assembly 
will be presented and discussed
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Maize brown-midrib mutations
Maize brown-midrib mutants exhibit a reddish-

brown pigmentation of the leaf midrib and stalk pith, 
associated with lignified tissues, that becomes vis-
ible since the plants have about five expanded leaves 
(Figure 1). Leaf pigmentation fades as the plant 
matures but remains in the stalks. The first brown-
midrib mutants were described and investigated suc-
cessively by Kiesselbach (1922), Eyster (1926), and 
Jorgenson (1931). The latter established that these 
three brown-midrib mutations were «due to identical 
factors» and that the corresponding «brown-midrib 
character» segregated as «a simple Mendelian reces-
sive» trait. This gene was later named bm1, when a 
second non allelic mutant was described by Burnham 
and Brinks (1932) which was named bm2. A little lat-
er, two other genes inducing the brown-midrib phe-
notype were described as bm3 (Emerson, 1935) and 
bm4 (Burnham, 1947). As the bm1 gene, the bm2, 
bm3, and bm4 genes originated from natural muta-
tions and segregated as simple Mendelian recessive 
traits. No new maize brown-midrib mutations were 
characterized for nearly 60 years after the Burnham’s 
paper (1947), despite the mention of additional natu-
ral brown-midrib mutants in the MaizeGDB database. 
Recent allelic tests of these latter mutants highlighted 
the three novel bm5, bm6 and bm7 loci (Haney et al, 
2008; Ali et al, 2010). However, the bm7 mutant was 
little latter shown to be allelic to bm1 (Barrière et al, 
2013).

Two brown-midrib mutations have been shown to 
alter genes of the monolignol pathway. The bm1 mu-
tation, assigned to maize chromosome 5 (bin 5.04), 
upstream the centromere (Jorgenson, 1931), affects 
the ZmCAD2 (Zm00001d015618, pos 101.49 Mbp) 
gene (Halpin et al, 1998). The bm3 mutation, assigned 
to maize chromosome 4 (bin 4.05), upstream the cen-
tromere, affects the ZmCOMT (Zm00001d049541, 
pos 33.82 Mbp) gene (Vignols et al, 1995).

Two other brown-midrib mutations were shown 
to alter genes involved in metabolisms occurring up-
stream phenylpropanoid and monolignol pathways. 
The bm2 mutation, located on maize chromosome 1 
(bin 1.11), affect a methylenetetrahydrofolate reduc-

	

Figure 1 - Brown-midrib line F7803bm1

tase (MTHFR, Zm00001d034602, pos 297.61 Mbp) 
gene (Tang et al, 2014). The MTHFR gene encodes 
a protein which is involved in the methylation of ho-
mocysteine to generate methionine, thus allowing 
the subsequent production S-adenosyl-methionine 
(SAM), that is used as methyl donor for ZmCOMT 
(and other OMT) activity. The bm4 mutation, located 
on chromosome 9 (bin 9.07), affects a folylpolyglu-
tamate synthase (FPGS, Zm00001d048514, pos 
157.62 Mbp) gene (Li et al, 2015), of which encoded 
protein acts upstream of the MTHFR and catalyzes 
the polyglutamylation of tetrahydrofolate (THF). It has 
indeed been shown that polyglutamylated folates are 
in plants the preferred substrates of folate-dependent 
enzymes.

The bm6 mutation is not fully characterized. How-
ever, this mutation has been mapped to a 180 kb re-
gion of bin 2.01, in which ten genes were present (Chen 
et al, 2012). Among these ten putative candidates, 
only four have Arabidopsis orthologs significantly ex-
pressed in stems (genecat.mpg.de database), com-
prising a CCCH zinc finger (Zm00001d001952, pos 
3.43 Mbp), a PHD finger-like (Zm00001d001951, pos 
3.42 Mbp), an ubiquitin-like (Zm00001d001949, pos 
3.42 Mbp), and IQ calmodulin (Zm00001d001953, 
pos 3.44 Mbp) encoding genes. Proteins of these 
four families play important roles in the regulation 
of many processes. More especially, several CCCH 
zinc finger genes have also been shown to colocal-
ize with lignin and/or cell wall degradability QTLs in 
RIL progenies of Arabidopsis (Chavigneau et al, 2012) 
and maize (Barrière et al, 2016). In addition, three 
genes (GRMZM2G046852, GRMZM2G511859, and 
GRMZM2G342107) for which no functional annota-
tion was available in Chen et al (2012) are no longer 
present in the B73 AGPv4 assembly.

The gene (or determinant) underlying the bm5 
mutation is still unknown. This mutation has been 
mapped in bin 5.04, near the centromere of which 
physical position is given between markers located at 
89 and 140 Mbp (MaizeGDB database, IBM2 neigh-
bors map). However, based on biochemical investi-
gations, the bm5 mutant plants exhibited traits corre-
sponding to CCR deficiency hallmarks in their lignins 
(Méchin et al, 2014). It could thus be hypothesized 
that the bm5 mutation could likely affect either a CCR 
enzyme also involved in monolignol biosynthesis or a 
(specific) upstream regulation factor of CCR enzymes. 
Complementarily, but less probably, the bm5 muta-
tion could affect another enzyme linked to the mono-
lignol pathway and inducing similar lignin changes as 
those observed in CCR deficient plants. In maize, the 
ZmCCR1 (Zm00001d032152, bin 1.07, pos 214.57 
Mbp) gene is considered to encode the enzyme pri-
marily involved in the CCR activity during monolignol 
biosynthesis. Moreover, a brown coloration of mid-
ribs, husks, and stems was shown in RNAi down-reg-
ulated ZmCCR1 plants, with reduced lignin content 
(Park et al, 2012). It has been similarly shown that 
lignified tissues of CCR-deficient poplars or tobaccos 
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Effects of brown-midrib mutations on maize 
cell wall traits

The consequences of the bm1 mutation on maize 
lignin content and structure were first described forty 
years after the description of the mutation (Kuc and 
Nelson, 1964; Gee et al, 1968). Mature maize bm1 
plants have a lignin content that is reduced by 10 
to 20%, a slight decrease in ferulic acid esters and 

display an orange-brown coloration. However, other 
CCR and CCR-like/DFR proteins could also have a 
CCR activity, all the more as lignin content is only re-
duced in ZmCCR1 mutant or down-regulated plants 
(Tamasloukht et al, 2011; Park et al, 2012). Among 
the 12 ZmCCR1 closer paralog genes, only the CCR-
like/DFR protein encoded by the ZmCCR3 gene 
(Zm00001d015513, bin 5.04, pos 94.71 Mbp) has the 
complete NWYCY motif which has been shown as 
essential for CCR activity (Lacombe et al, 1997; Esca-
milla-Treviño et al, 2010; Pan et al, 2014). In addition, 
both the ZmCCR1 and ZmCCR3 genes were shown 
significantly expressed in maize elongating inter-
nodes (Bosch et al, 2011). Conversely, the ZmCCR2 
(Zm00001d019669, bin 7.02, pos 49.32 Mbp) gene is 
considered to be mostly involved in response to bi-
otic and abiotic stresses and preferentially expressed 
in root. The ZmCCR3 gene could thus be considered 
as a possible candidate underlying the bm5 mutation. 
However, if this hypothesis was the true one, it could 
also be assumed that it would already have been es-
tablished. In addition, the ZmCCR3 gene, which is 
located in fairly close position of the ZmCAD2 gene 
(bm1 mutation, pos 101.49 Mbp), is also quite close 
to the Zm4CL1 (Zm00001d015459, pos 91.46 Mbp) 
gene in bin 5.04, of with sorghum ortholog is disrupt-
ed in the sorghum brown-midrib bmr2 mutation (Sa-
ballos et al, 2012). No CCR deficiency markers have 
been investigated in bmr2 sorghum mutants (and are 
probably not expected).

Different mutation events could have occurred 
for each brown-midrib mutant. At least two different 
mutation events underlay the bm3 mutants (Vignols 
et al, 1995; Morrow et al, 1997), both likely related 
to transposon activities. Five different events were 
shown underlying bm1 mutants (Barrière et al, 2013). 
Two events correspond to insertions of two and four 
bases, disrupting the reading frame, respectively. 
One SNP in an area encoding a between-species 
conserved amino acid motif of the ZmCAD2 enzyme, 
and another SNP in an area encoding the conserved 
amino acid motif involved in the binding of the zinc 
ion at the catalytic site of the ZmCAD2 enzyme, were 
shown in two other bm1 origins. Finally, an insertion 
of a (retro-) transposon element in the exon 2 was 
also shown for a recently described bm1 origin. To 
date, no allelism variations have seemingly been in-
vestigated for the bm2 and bm4 brown-midrib muta-
tions (and the bm5 and bm6 related genes are still 
unknown).

substantially reduced contents (about 40%) in p-cou-
maric esters and ferulate ethers (Provan et al, 1997; 
Barrière et al, 2004b). The frequency of p-hydroxy-
phenyl (H), guaiacyl (G) and syringyl (S) thioacidoly-
sis monomers was similar in bm1 and normal plants, 
showing that the bm1 mutation does not specifically 
affect one of the lignin units. However, the reduced 
recovery of thioacidolysis monomers reveals that 
the frequency of lignin units involved only in b-O-4 
bonds was about 50% lower in bm1 plants than in 
lignins of normal plants, indicating that lignins of bm1 
plants were substantially enriched in carbon-carbon 
inter-unit linkages (Halpin et al, 1998; Barrière et al, 
2004b). Lignins of bm1 plants are also typified by a 
substantial incorporation of coniferaldehyde and, to 
a lower extent, of sinapaldehyde and p-hydroxybenz-
aldehyde into the polymer (Jacquet, 1997; Kim et 
al, 2002; Kim et al, 2003; Barrière et al, 2004b). This 
notable incorporation of p-hydroxy-cinnamaldehyde-
derived compounds in bm1 lignins was in agreement 
with mutations of the ZmCAD2 gene.

Most investigations on maize brown-midrib mu-
tants, including those on cell wall biochemical traits, 
have focused on bm3 plants, probably because the 
bm3 mutation allows the greater improvements in 
cattle feeding value, at least before the discovery of 
bm5 and bm6 mutants of which in vivo feeding value 
is not yet investigated. Kuc and Nelson (1964) first 
established that the frequency of syringyl (S) units 
was heavily reduced in bm3 lignified cell wall. They 
also suspected the occurrence of additional, but not 
yet identified units, that were shown latter to be 5-hy-
droxy-guaiacyl units (Lapierre et al, 1988), involved 
in novel benzodioxane lignin structures (Ralph et al, 
2001). Maize bm3 plants had a lignin content reduced 
by 25% to 40%, but lignins in bm3 mutant appear 
to inhibit proportionally more cell-wall digestibility 
than normal lignin (Thorstensson et al, 1992). This 
fact is likely related to a higher frequency of conif-
eraldehyde units in the polymer and more inter-unit 
linkages (Grabber et al, 1998). Despite the ZmCOMT 
gene, which encodes the enzyme primarily involved 
in the formation of S lignin units via methylation of 
5-hydroxyconiferaldehyde, is completely deficient in 
bm3 maize, S lignin units are heavily depleted, but 
not absent in bm3 lignins. S units may therefore origi-
nate from another enzymatic activity, but not from 
CCoAOMT which have strict affinity for CoA esters. 
Lignins of bm3 mutant plants also have fewer p-cou-
marate esters, a reduction consistent with the pref-
erential acylation of S units by p-coumaric acid. In 
addition, bm3 plants are not altered in their content 
of alkali-releasable ferulic acid (Barrière et al, 2004b).

Reduced lignin content by nearly 17%, nearly no 
change in p-coumarate and ferulate ester levels, and 
a significant decrease in ether ferulate levels were 
observed in bm2 plants (Barrière et al, 2004b). In 
addition, the frequency of b-O-4-linked G units was 
reduced in bm2 plants, whereas the frequency of b-
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Effects of brown-midrib mutations on cell wall 
related gene expression

O-4-linked S units was not affected (Chabbert et al, 
1994; Barrière et al, 2004b). A similar trend for lignin 
content was observed in bm4 plants, with a reduced 
frequency of b-O-4-linked G units, no changes in p-
coumarate and ester ferulate levels, and a tendency 
towards a reduction of ether ferulate levels. In addi-
tion, thioacidolysis of bm2 and bm4 lignins did not 
reveal any incorporation of unusual units, in contrast 
to bm3 and bm1 lignins. Lignins and p-hydroxycinna-
mates of bm2 and bm4 mutants thus have similari-
ties that could possibly be consecutive of mutations 
located upstream the monolignol pathway. In addi-
tion, both bm2 and bm4 lines have poor vigor, at least 
after backcrossing in early germplasm, together with 
poor pollination.

Based on plants grown in glasshouse and with 
stems harvested at grain maturity, the lignin content 
in the cell wall of bm5 mutants was reduced by nearly 
15% (Méchin et al, 2014). The bm5 mutation was also 
found to significantly reduce the level of p-coumarate 
esters by nearly 25% while a higher level of measur-
able ferulate was shown in bm5 plants, that could 
originate either from a higher level of ferulic acid 
linked to arabinoxylans and/or from the reduced lig-
nin content of bm5 plants. In addition, lignins of bm5 
plants have i) an increased frequency of resistant 
inter-unit bonds mainly involving guaiacyl (G) units, 
ii) an increased frequency of free-phenolic G units in 
lignins and iii) the release after thioacidolysis of the 

Only a few investigations have seemingly been 
devoted to comparative gene expression in brown-
midrib maize plants, with data available for only a 
not exhaustive subset of genes involved in monoli-
gnol biosynthesis and polymerization (Guillaumie et 
al, 2007; Guillaumie et al, 2008). As expected, the 
ZmCAD2 and ZmCOMT genes are very significantly 
under-expressed in bm1 and bm3 mutant lines, re-
spectively (Table 1). The ZmSAMS1, involved in the 
methyl donor pathway for OMT enzymes, as well as 
the SBP1 ZRP4-like OMT of which role is not estab-
lished, are over-expressed in bm3 plants. This latter 
OMT could contribute to syringyl alcohol biosynthe-
sis, as it was shown that S units were only reduced to 

Table 1 - Comparative expression in brown-midrib young plants of main genes involved in monolignol biosynthesis and po-
lymerization.

Gene	 Gene name	 chr-pos	 F2bm1/F2	 F2bm2/F2	 F2bm3/F2	 F2bm4/F2

ZmPAL	 Zm00001d017274	 5-191.41	 1.61	 3.66	 0.93	 4.06

ZmC4H1	 Zm00001d009858	 8-85.45	 -	 -	 -	 -

Zm4CL1	 Zm00001d015459	 5-91.46	 0.89	 1.20	 1.77	 3.22

ZmHCT1	 Zm00001d017186	 5-188.27	 1.05	 1.19	 1.72	 2.01

ZmC3H1	 Zm00001d043174	 3-190.63	 -	 -	 -	 -

ZmC3H2	 Zm00001d038555	 6-159.79	 -	 -	 -	 -

ZmCCoAOMT1	 Zm00001d036293	 6-82.19	 0.50	 0.74	 1.23	 1.52

ZmCCoAOMT2	 Zm00001d045206	 9-16.08	 -	 -	 -	 -

ZmCCR1	 Zm00001d032152	 1-214.57	 -	 -	 -	 -

ZmF5H1	 Zm00001d032468	 1-227.65	 -	 -	 -	 -

ZmCOMT	 Zm00001d049541	 4-33.82	 0.66	 1.43	 0.17	 1.60

ZmCAD2	 Zm00001d015618	 5-101.49	 0.38	 1.36	 2.02	 2.82

ZRP4-SBP1-OMT	 Zm00001d004689	 2-131.24	 0.77	 1.58	 2.28	 3.95

ZRP4-OMT	 Zm00001d029359	 1-67.31	 0.80	 2.54	 1.10	 3.27

ZmSAMS1	 Zm00001d040697	 3-58.92	 0.63	 1.68	 2.42	 2.63

Laccase	 Zm00001d042906	 3-183.58	 0.34	 0.28	 1.00	 0.55

PAL - Phenylalanine/tyrosine ammonia lyase, C4H - Cinnamate-4-hydroxilase, 4CL - 4-Coumarate-CoA ligase, HCT 
- Hydroxycinnamoyl-CoA shikimate/quinate hydroxycinnamoyl transferase, C3H - p-Coumaroyl-shikimate/quinate 3-hy-
droxylase, CCoAOMT - Caffeoyl-CoA O-methyltransferase, CCR - Cinnamoyl-CoA reductase, F5H - Ferulate-5-hydroxylase, 
COMT - Caffeic acid O-methyltransferase, CAD - Cinnamyl alcohol dehydrogenase, SAMS - S-adenosyl-methionine synthe-
tase, ZRP4 - Zea root preferential, SBP1 - Saffener binding protein1. Gene chromosome and position as Mbp in the maize 
B73 reference genome, genome assembly AGPv4; italicized ratio indicated that brown-midrib and regular F2 values were 
not significantly different; - = not available data, data from Guillaumie et al, 2007.

«AG» 1,2,2-trithioethylguaiacol marker in unusually 
high levels, indicating the incorporation of free ferulic 
acid into lignins (Méchin et al, 2014), all traits pre-
viously observed in plants with CCR deficiency. The 
enzymatic cell wall digestibility of bm5 plant stems 
was found very significantly improved (INRA Lusig-
nan unpublished data). In bm6 plants cropped and 
harvested in similar conditions as bm5 ones, lignin 
content was only reduced by 9%, but cell wall digest-
ibility was nevertheless significantly improved (INRA 
Lusignan unpublished data).



62 ~ M21

Barrière 6

Maydica electronic publication - 2017

nearly 40% of regular lignins in bm3 lignins (Barrière 
et al, 2004b). In Arabidopsis, a species without maize 
ZRP4-like OMT orthologs (even if definite conclu-
sion cannot obviously be drawn), S lignins are almost 
missing in the AtOMT1 mutant (Goujon et al, 2003). 
The ZmPAL gene was highly over-expressed in bm2 
and bm4 plants, which both are affected upstream 
this entry gene of the monolignol pathway. Based 
on this subset of genes, the bm4 mutation induced 
the most numerous gene deregulations with over-ex-
pression of Zm4CL1, ZmHCT1, ZmCAD2, two ZRP4-
OMT, and ZmSAMS1 genes. In addition, one Atlac17 
ortholog laccase was shown under-expressed in 
bm1 and bm2 plants. In Arabidopsis, Atlac17, with 
Atlac4, has been shown to significantly contribute to 
the constitutive lignification of floral stems (Berthet et 
al, 2011). Similarly, Bdlac5, a Brachypodium Atlac17 
ortholog, has also been shown significantly involved 
in monolignol polymerization (Wang et al, 2015). Sev-
eral Arabidopsis Atlac17 orthologs are present in the 
maize genome, but their respective roles in monoli-
gnol polymerization are still unknown, with possibly 
differential spatio-temporal regulations.

Feeding value of maize bm3 hybrids based 
on measurements with sheep in digestibility 
crates

The effect of maize brown-midrib mutations on 
feeding value was first evidenced by Barnes et al 
(1971). Since this date, many studies were made 
with brown-midrib plants, and most often with bm3 
plants, which proved very early to be powerful mod-

els in investigating variations in maize cell wall di-
gestibility and feeding value in cattle, most often 
dairy cattle. Because comparison of large number of 
genotypes is not possible in experiments with dairy 
cattle, a study of cell wall digestibility in regular and 
bm3 isogenic hybrids has then been done based on 
measurements with wethers in digestibility crates 
(Barrière et al, 2004a). Considering 31 maize hybrids 
(and 87 measurements) including 24 registered hy-
brids between 1958 and 1993 and 7 experimental 
hybrids, the improvement of cell wall digestibility in 
their isogenic bm3 counterparts ranged from 0.9 to 
15.8 percentage points, with an average improve-
ment equal to 8.6 percentage points (average NDFD 
values equal to 49.7% and 58.3% in regular and bm3 
hybrids, respectively). The average grain content of 
bm3 hybrids was only reduced by 1 percentage point 
(42.2% and 41.2%, respectively), while the average 
whole plant dry-matter yield was reduced by nearly 
2 t ha-1, from 14.9 to 12.9 t ha-1 in regular and bm3 
hybrids. There was also a tendency to a greater ef-
ficiency of the bm3 mutation for cell wall digestibility 
improvement when corresponding regular hybrids 
were of lower cell digestibility (Table 2). Energy value 
improvements were limited in bm3 isogenic hybrids 
of Inra258 and Inra240, which are both of high energy 
value in their regular forms. However, improvement 
was great in Dk265bm3, even if the Dk265 regular 
hybrid is also of high energy value.

Breeding lines in bm3 background is illustrated by 
the two INRA Lusignan lines F7026bm3 (Iodent and 
F113bm3 related, released in 1996) and F7067bm3 
(BSSS and F7026bm3 related, released in 2003). The 
latter line allowed producing experimental hybrids 

Table 2 - Comparison of normal and bm3 hybrids for digestibility and agronomic traits.

	 OMD(%)	 NDFD (%)	 Yield (t ha-1)	 UFL (/kg DM)	 Grain (%)	

Inra258 (registered in 1958)	 72.9	 55.0	 12.0	 0.94	 42.0
Inra258bm3	 74.5	 60.6	 11.3	 0.97	 44.7
LG11 (registered in 1970)	 71.0	 50.2	 12.5	 0.91	 43.7
LG11bm3	 74.0	 60.4	 11.5	 0.96	 43.3
Inra240 (registered in 1972)	 72.6	 56.1	 12.3	 0.94	 48.2
Inra240bm3	 74.8	 57.0	 11.9	 0.98	 42.6
Puma (registered in 1982)	 71.1	 48.8	 12.5	 0.91	 46.1
Pumabm3	 73.0	 54.1	 11.5	 0.94	 41.3
Dekalb265 (registered in 1987)	 71.8	 51.4	 13.8	 0.92	 45.0
Dekalb265bm3	 75.8	 62.1	 12.5	 0.99	 42.3
Rh162 (registered in 1990)	 67.6	 43.4	 17.1	 0.85	 43.6
Rh162bm3	 72.6	 55.8	 14.4	 0.93	 40.9
Rh185 (registered in 1994)	 70.9	 48.7	 15.2	 0.91	 49.0
Rh185bm3	 73.7	 57.4	 11.0	 0.95	 48.3
F618 x F271	 68.2	 47.0	 17.1	 0.85	 42.1
F618bm3 x F271bm3	 72.6	 57.0	 14.8	 0.93	 39.3
F7026bm3 x F2bm3	 73.6	 59.4	 12.5	 0.95	 45.3
F7067bm3 x F2bm3	 73.8	 58.8	 14.4	 0.96	 47.8
(F7 x F2) x B52	 66.3	 46.9	 17.4	 0.74	 29.3
(F7bm3 x F2bm3) x B52bm3	 71.1	 55.3	 12.8	 0.93	 28.1
H28 x W401	 67.1	 47.8	 18.7	 0.79	 32.8
H28bm3 x W401bm3	 72.5	 63.6	 16.5	 0.92	 31.5

OMD - in vivo organic matter digestibility, NDFD - in vivo NDF digestibility with NDF neutral detergent fiber, UFL - French for-
age energy value for milk production, with 1 UFL = 7.11 MJ (INRA Lusignan unpublished data).
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of which whole plant yield fitted well with the aver-
age silage production in most of French dairy cow 
rearing, and also corresponded with water resource 
availabilities. In addition, bm3 hybrids are similarly of 
great interest for late maize germplasm of which cell 
wall digestibility is also often lower than the one of 
earlier genotypes, a fact that could also contribute to 
explain a greater development of bm3 hybrids in the 
USA than in (northern) Europe markets. High cell wall 
digestibility and energy value improvements were 
thus shown in the bm3 isogenics of the (F7 x F2) x 
B52 and H28 x W401 (medium) late hybrids, of which 
regular forms are of low cell wall digestibility and en-
ergy value, with however a great yield decrease in 
the bm3 form of the (F7 x F2) x B52 hybrid. The low 
cell wall digestibility of the B52 line is also related to 
the great tissue stiffness of this line which is a well-
known resource for European corn borer tolerance.

The efficiency of the bm3 mutation in the im-
provement of cell wall digestibility was also highlight-
ed through a comparison of hybrids derived from the 
regular MBS847 x F2 hybrid, which was registered in 
France in 1984 as Adonis (Table 3). The correspond-
ing bm3 isogenic hybrid has an in vivo cell digest-
ibility (NDFD) increased by nearly 8 percent points 
and an energy value increased by 0.07 UFL kg-1 DM. 
An intermediate improvement was obtained in the 
regular three-way hybrid including the Wisconsin line 
W117, which has been shown to be a parent giving 
progenies with significantly improved feeding values. 
An unexpected result was related to the still improved 
and very high feeding value of the bm3 three-way hy-
brid, which reached an energy value equal to 1.01 
UFL that is the one of barley grains. This also leads 
to suspect that the quality traits of W117 are not only 
related to lignin content, but likely also to differenc-
es in lignin structures, in type and frequency of cell 
wall cross-linkages, or possibly in still other unknown 
traits.

Table 3 - Comparison of MBS847 x F2 normal and bm3 related hybrids for digestibility and agronomic traits.

	 OMD(%)	 NDFD (%)	 Yield (t ha-1)	 UFL (/kg DM)	 Grain (%)	

MBS847 x F2 (or Adonis)	 70.4	 48.7	 16.2	 0.90	 45.5

MBS847bm3 x F2bm3	 73.9	 56.2	 13.5	 0.97	 42.2

(MBS847 x W117) x F2	 73.7	 53.9	 15.3	 0.94	 46.2

(MBS847bm3 x W117bm3) x F2bm3	 73.9	 60.7	 13.0	 1.01	 40.8

legend indentical to the one of Table 2 (INRA Lusignan unpublished data).

Feeding value of bm3 hybrids based on ex-
periments with dairy cattle

The (possible) improvement in performances of 
cattle fed brown-midrib maize plants was quite only 
investigated with the maize bm3 mutant, because, 
compared to other maize brown-midrib mutants, 
the maize bm3 mutant appeared to be especially 
improved in cell wall digestibility, at a greater extent 
than the bm1 mutant, and because the agronomic 
traits are much depressed in bm2 and bm4 plants. 

Most of the studies with bm3 maize silage have been 
conducted on dairy cows which are among the ru-
minant livestock the animals with the highest energy 
and nutrient requirements.

The first experiments with dairy cattle are likely 
those done by Colenbrander et al (1972, 1973) on 
heifers. They noted higher intake and body weight 
gain in animals fed bm3 silage, compared with those 
fed regular genotypes. The first published compari-
son of regular and bm3 maize silages fed to lactat-
ing cows is likely the one by Frenchick et al (1976), 
and then, 36 articles can be found in different journals 
from 1976 to 2017, most often in the Journal of Dairy 
Science. These articles gathered 44 comparisons 
of dairy cattle feeding with regular and bm3 silages. 
However, no experiments were seemingly published 
during the 12 successive years between 1987 and 
1998 (Figure 2, Table 4).

Whereas the higher efficiency of bm3 silage 
maize for cattle feeding has been clearly estab-
lished through the experiments with lactating cows 
published between 1976 and 1986, breeders were 
simultaneously disappointed by the reduced yield, 
and also the lodging susceptibility, sometimes lower 
disease and pest tolerance, and reduced tolerance 
to dry conditions of bm3 hybrids. The recent and re-
newed interest in bm3 hybrids for dairy cattle feed-
ing is related to the great improvements in agronomic 
values of maize germplasm during the last 25 years, 
making possible to bred bm3 hybrids with yield and 
biotic and abiotic stress tolerances, approaching that 
of regular hybrids. In addition, the genetic drift to-
wards lower feeding values of the parental lines used 
in modern medium early, medium late, and late hy-

	Figure 2 - Number of yearly published articles between 1976 
and 2017 reporting comparisons of dairy cow performances 
when fed regular or bm3 maize silages.
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Table 4 - Feeding efficiency of bm3 maize silage in dairy cattle, from experiments published between 1976 and 2017.
Reference	 Year	 Hybrid	 Silage %	 Forage %	 Intake	 Intake	 FCM	 FCM	 ADG
			   N/bm3	 N/bm3	 N	 bm3 - N	 (4%) N	 bm3 - N	 bm3 - N	

Frenchick et al	 1976	 isogenic	 49/49	 59/59	 20.0 (TMR)	 0.9	 18.9	 0.7	 88
Rook et al	 1977	 isogenic	 60/60	 60/60	 18.0 (MZS)	 1.1	 34.0	 - 0.1	 14
Rook et al	 1977	 isogenic	 85/85	 85/85	 17.6 (MZS)	 2.6	 22.0	 0.7	 42
Keith et al	 1979	 isogenic	 60/60	 60/60	 21.6 (TMR)	 0.4	 24.3	 0.9	 na
Keith et al	 1979	 isogenic	 75/75	 75/75	 21.4 (TMR)	 0.6	 24.5	 0.8	 na
Sommerfeldt et al	 1979	 isogenic	 55/57	 55/57	 17.8 (MZS)	 0.7	 22.5	 -0.7	 106
Block et al	 1981	 isogenic	 65/65	 65/65	 19.6 (TMR)	 2.3	 28.8	 0.6	 1244
Stallings et al	 1982	 isogenic	 49/47	 49/47	 16.5 (MZS)	 0.6	 18.8	 -0.6	 80
Hoden et al	 1985	 isogenic	 80/80	 80/80	 16.2 (MZS)	 1.0	 22.2	 0.7	 165
Hoden et al	 1985	 isogenic	 78/86	 78/86	 17.2 (MZS)	 1.7	 21.6	 1.7	 115
Weller and Phipps	 1986	 isogenic	 70/70	 70/70	 10.9 (MZS)	 0.6	 15.3	 3.3	 90
Oba and Allen	 1999	 isogenic	 45/45	 56/56	 23.5 (TMR)	 2.1	 37.9	 2.4	 100
Bal et al	 2000	 not	 32/40	 47/60	 28.4 (TMR)	 0.0	 38.6	 0.5	 40
Oba and Allen	 2000	 isogenic	 32/36	 40/44	 23.9 (TMR)	 0.8	 32.9	 1.2	 300
Oba and Allen	 2000	 isogenic	 51/56	 64/69	 21.5 (TMR)	 1.4	 33.1	 3.0	 20
Ballard et al	 2001	 not	 31/31	 50/50	 na	 na	 33.1	 2.2	 na
Tine et al	 2001	 isogenic	 60/60	 60/60	 22.8 (TMR)	 2.4	 31.0	 2.0	 170
Barrière et al	 2003	 isogenic	 75/75	 75/75	 20.0 (MZS)	 2.6	 na	 na	 na
Moreira et al	 2003	 not	 40/40	 75/75	 17.6 (TMR)	 1.9	 32.1	 1.4	 na
Qiu et al	 2003	 isogenic	 41/41	 51/51	 25.0 (TMR)	 1.2	 33.5	 0.6	 na
Qiu et al	 2003	 isogenic	 50/51	 63/64	 23.5 (TMR)	 3.3	 32.9	 2.1	 na
Barrière et al	 2004c	 isogenic	 76/76	 76/76	 22.2 (MZS)	 1.3	 na	 na	 na
Cherney et al	 2004	 not	 60/57	 67/64	 21.8 (TMR)	 0.9	 35.0	 2.1	 na
Cherney et al	 2004	 not	 60/60	 67/67	 20.9 (TMR)	 1.8	 34.9	 2.2	 na
Ebling and Kung	 2004	 not	 42/42	 60/60	 23.4 (TMR)	 1.5	 37.7	 1.9	 na
Taylor and Allen	 2005	 isogenic	 38/38	 48/48	 23.6 (TMR)	 1.6	 39.0	 2.3	 200
Weiss and Wyatt	 2006	 not	 55/55	 55/55	 25.0 (TMR)	 0.2	 36.6	 -0.8	 na
Gehman et al	 2008	 not	 49/54	 53/58	 20.1 (TMR)	 1.0	 37.3	 3.4	 na
Kung et al	 2008	 not	 45/45	 55/55	 26.9 (TMR)	 - 0.1	 44.9	 1.0	 250
Castro et al	 2010	 not	 40/40	 56/56	 24.7 (TMR)	 1.3	 35.7	 0.7	 210
Holt et al	 2010	 not	 31/31	 57/57	 26.5 (TMR)	 1.2	 33.7	 -2.0	 na
Jung et al	 2011	 isogenic	 41/42	 52/52	 31.4 (TMR)	 0.1	 44.4	 2.5	 na
Barlow et al	 2012	 not	 36/36	 52/52	 22.4 (TMR)	 0.6	 32.3	 3.0	 na
Ramirez et al	 2012	 not	 40/40	 55/55	 23.6 (TMR)	 1.4	 28.2	 1.0	 na
Stone et al	 2012	 not	 40/42	 56/58	 18.1 (TMR)	 2.0	 45.7	 2.5	 na
Holt et al	 2013	 not	 35/35	 60/60	 24.7 (TMR)	 1.1	 37.0	 0.9	 70
Akins and Shaver	 2014	 not	 40/40	 60/60	 23.9 (TMR)	 0.5	 39.3	 0.5	 0
Gorniak et al	 2014	 not	 50/50	 50/50	 22.5 (TMR)	 - 1.0	 32.3	 - 1.3	 0
Gorniak et al	 2014	 not	 73/73	 73/73	 19.8 (TMR)	 0.0	 27.1	 2.4	 161
Ferraretto et al	 2015b	 not	 43/42	 66/65	 26.4 (TMR)	 1.7	 47.0	 1.0	 0
Lim et al	 2015	 not	 35/35	 59/59	 29.8 (TMR)	 0.8	 46.4	 1.9	 na
Lim et al	 2015	 not	 35/50	 59/59	 29.8 (TMR)	 0.0	 46.1	 1.5	 na
Genero et al	 2016	 not	 54/54	 54/54	 24.8 (TMR)	 1.5	 31.8	 0.1	 na
Hassanat et al	 2017	 not	 59/59	 65/65	 25.8 (TMR)	 1.6	 34.1	 2.5	 na
									       
mean	 -	 -	 51/52	 61/61	 22.4	 1.16	 32.5	 1.26	 158
mean isogenic	 -	 -	 59/60	 63/64	 20.7	 1.40	 27.5	 1.27	 195
mean not isogenic	 -	 -	 45/46	 58/59	 24.0	 0.90	 36.4	 1.26	 146

comparisons between isogenic or not isogenic hybrids are noted isogenic and not, respectively; percentage of silage in the 
diet with normal and bm3 hybrids (N/bm3); percentage of total forage in the diet with normal and bm3 diets (N/bm3); intake 
as kg/day in normal diets, and intake differences between bm3 and normal diets, diets given to cows either as total mixed 
ration (TMR) or separately for maize silage (MZS) and concentrates; fat corrected milk yield (4% FCM) in normal diets, and 
differences in milk yield between bm3 and normal diets; average daily gain (ADG) differences between bm3 and normal 
diets given as g per day; na are not available data

brids strengthened the interest of breeding for qual-
ity traits, including using strategies based on brown-
midrib mutations, and especially bm3.

Data for intake, milk production, and body weight 
variations given in the 36 articles have been synthe-
sized (Table 4), allowing 43 and 42 comparisons for 
intakes and milk productions, respectively, and 22 
comparisons for weight average daily gain variations 
(ADG). According to experiments, diets were given to 
cows either as total mixed rations (TMR), or with sep-
arate giving of maize silage and concentrates (MZS), 
but total diet values are given in table 4. Milk produc-
tions were adjusted if necessary to 4% fat corrected 
milk (FCM) according to the formula FCM4% = [0.4 x 
milk + (15 x milk x fat)], with milk as kg and fat content 

as percentage.
Average percentages of silage and total forage 

given in cow diets were the same in normal maize 
based diets (51% and 61%, respectively) and bm3 
maize based diets (52% and 61%, respectively). 
However, according to experiments, the proportion 
of silage in the diet, which were nearly similar within 
each experiment for normal and bm3 hybrids, ranged 
between 30% and 85%.

Average intake was 1.16 kg per cow per day high-
er in cows fed bm3 diets. Intakes of bm3 diets were 
equal or lower than the one of normal diet only in five 
experiments with correlative lower milk production 
with the bm3 diet in only one experiment compar-
ing not isogenic hybrids. In 15 experiments (out of 
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43), intakes of cow fed bm3 diets were at least 1.5 kg 
per cow per day higher than those of cows fed nor-
mal silage diets. Average milk yield was 1.26 kg per 
cow per day higher in animals fed bm3 diets and was 
lower than in regular hybrids only six times (out of 42). 
Every time this trait was recorded, increase of body 
weight was observed in cattle fed bm3 silage, with an 
average daily gain reaching 158 g per cow per day. In 
another data synthesis, Ferraretto and Shaver (2015) 
pointed out a 1.1 kg per cow per day greater intake of 
dry matter and a 1.5 kg per cow per day greater milk 
yield for cows fed bm3 diets. In addition, differences 
in diet intakes appeared higher in experiments com-
paring isogenic hybrids than in experiments with not 
isogenic hybrids. However, these latter experiments 
most often corresponded to more recent investiga-
tions, with different maize germplasm but also more 
performing cows having with the regular diet an in-
take 3.3 kg per cow per day higher than in isogenic 
and older experiments. Differences in milk production 
between regular and bm3 diets were nearly similar 
in isogenic and not isogenic investigations, despite 
the fact that milk yields were 8.9 kg per cow per day 
higher in more recent and not isogenic maize hybrid 
experiments than in older ones.

The primary benefit of the bm3 mutation in dairy 
cattle feeding is an increased silage intake. The 
greater efficiency of bm3 hybrids is thus all the more 
valorized as maize silage is a more significant in-
gredient in the diet. Moreover, a similar addition of 
concentrate supplements to regular and bm3 maize 
silages reduced the advantage of bm3 maize over 
regular maize to a significant level, reducing the bm3 
silage extra intake. Most comparisons done since 
2005 were based on bm3 diets comprising less than 
45% maize silage, thus leading very likely to under-
estimates of bm3 silage interest. In addition, substitu-
tion of concentrates by bm3 corn silage will be all the 
more possible as energy values of best bm3 experi-
mental hybrids have been shown nearly equal to 1.00 
UFL (7.11 MJ), a value similar to the one of small grain 
cereals and only a little lower than that of corn grain 
(1.10 UFL or 7.72 MJ).

The regulation of cow appetite when they are fed 
corn silages is considered, above all, a result of phys-
ical regulations, as palatability traits are probably of 
very limited importance in properly prepared silages. 
Intake limitation results from the positive relationship 
between feed bulk density and ruminal physical fill. 
When the rumen has reached its maximum physi-
cal fill, digestion and movement of digesta out of the 
rumen must occur before cow could get new intake 
capacities. Intake of forage is thus mainly controlled 
by the time the forage is retained in the rumen (Min-
son and Wilson, 1994; Jung and Allen, 1995). Chew-
ing during eating and ruminating is responsible for 
most of this particle breakdown in chopped forages 
(Minson and Wilson, 1994). Variations in time spent 
chewing and ruminating due to variation in tissue 

mechanical resistance, and variations in tissue de-
gradability and degradation rate by rumen micro-or-
ganisms, both explain silage intake variation in dairy 
cattle probably at a similar extent. Higher tissue fri-
ability and higher cell wall degradability thus underlie 
the higher energy value of bm3 hybrids.

Comparisons involving the other different maize 
brown-midrib genes with meat or dairy cattle are very 
rare. In one experiment with fattening bulls, a bm1 
hybrid was slightly more efficient than its normal 
counterpart, but much lower efficient than its bm3 
counterpart (Barrière et al, 1994). On the contrary, 
bmr6 sorghum, which are also CAD2 mutants, have 
a significant development in southern Europe but the 
average energy value of ensiled sorghum is signifi-
cantly lower than the one of maize silage. The inter-
est in cattle feeding of bm2 and bm4 corn hybrids 
has seemingly not been investigated, but these two 
genes have seemingly too great depressive effects 
on plant vigor together with a limited improvement 
of cell wall digestibility. The use of the two recently 
discovered bm5 and bm6 alleles should be consid-
ered as a promising strategy in silage maize breed-
ing. Preliminary results have indeed shown that these 
two mutants and especially bm5 induced important 
increases in in vitro cell wall digestibility, possibly 
higher than what is observed with bm3 plants.

Perspectives in bm3 and brown-midrib hybrid 
breeding and use in dairy cattle feeding

Cancellation of milk quotas and milk market lib-
eralization in the EU strengthen the necessity of re-
ducing cost production, including feeding costs. The 
availability of bm3 hybrids on the seed market in 
the USA, especially developed by the Mycogen and 
Pioneer companies, has proved the possible breed-
ing and use of the bm3 mutation for cell wall digest-
ibility and feeding value improvement in commercial 
hybrids, at least for late or medium late hybrids. In 
EU, most maize hybrids used for silage are early and 
medium early hybrids. The lack of development of 
bm3 hybrids in European countries could relate to 
the higher cell wall digestibility of early germplasm in 
comparison to late genetic backgrounds. However, 
current early dent lines are most often related to the 
Iodent group and early flint are often introgressed 
of BSSS or other late origins, with in addition the 
increasing importance of early dent hybrids. These 
genetic changes, occurring at the expense of older 
Minnesota and Wisconsin dent and European flint 
germplasms, contributed to the lower energy value 
of modern early hybrids in comparison to those reg-
istered before 1975 and could thus strengthen the 
interest of breeding early bm3 (and brown-midrib) si-
lage maize hybrids.

However, brown-midrib maize hybrids are still 
relegated to theoretical purposes in the EU, as 
their improved nutritional qualities are currently not 
considered to overcome the (supposed) associ-
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ated deficiencies including reduced yield, increased 
lodging, and increased diseases, pests, and stress 
susceptibilities. Nevertheless, targeted plant breed-
ing of bm3 elite lines will very likely allow continued 
improvements in yield of bm3 maize silage, as it is 
shown with the recently released bm3 US hybrids. 
The greater susceptibility to lodging of bm3 plants, 
which is generally assumed, is indeed not established 
and is likely not true, all the more as lodging suscep-
tibility is primarily related to insufficient root growth. 
The first bm3 experimented hybrids corresponded to 
reconversions of old normal hybrids that were sus-
ceptible to lodging, thus giving a poor reputation of 
brown-midrib germplasm. Conversely, a higher inci-
dence of stalk breakage at grain maturity (after silage 
harvest) in bm3 plants compared with normal ones 
often exists and an average 22% decrease in crush-
ing strength has been shown in old bm3 hybrids in 
comparison to their normal counterparts (Zuber et al, 
1977). This latter fact is an illustration of the genetic 
determinant of bm3 silage intake by cows, likely cor-
responding to the higher friability during chewing of 
bm3 tissues. A negative consequence of the greater 
softness of bm3 tissues is possibly the greater sus-
ceptibility of bm3 maize to borers. Several colocaliza-
tions between QTLs for cell wall digestibility and for 
stalk tunnelling tolerance to European and Mediterra-
nean corn borers have thus been shown in investiga-
tions with normal hybrids (Barrière and Courtial, un-
published data). However, not all brown-midrib genes 
or not all other cell wall mutants could be considered 
as inducing significant higher borer susceptibility.

Only combined selection within bm3 germplasm 
will aim at reducing these negative correlations with 
the progressive accumulation of genetic factors en-
hancing pest tolerance without too much unfavour-
able effects on quality traits. With normal lines of 
good standability, giving hybrids with potential farm 
yields higher or equal to 14-16 t ha-1, it is conceivable 
to breed related bm3 lines giving hybrids whose yield 
will be reduced by only 1 to 3 t ha-1, but whose cell 
wall digestibility will be increased by 6 to 12 percent 
points (Tables 2 and 3). The lower maize yield, associ-
ated with a higher silage intake, will necessitate a little 
larger cropping area in order to satisfy animal feeding 
needs, a disadvantage economically overcome by 
the significant reduction of energy concentrates used 
in the diets. In addition, the choice of using lower 
yielding hybrids of higher feeding value could con-
tribute to more friendly environmental conditions of 
plant cropping and cattle rearing. The water need of 
plants is linked to its yield and plant yields have to be 
adjusted to present and future water availability and 
a reduced water requirement nearly equal to 25 mm 
ha-1 is possible per each t ha-1 reduced yield.

Breeding “brown-midrib-like” hybrid based on 
monolignol gene disruption or deregulation

Searches for lower lignin contents and modified 
structures, and improved cell wall degradability, both 
for cattle rearing or industrial purposes have been 
also investigated through transgenic approaches, es-
pecially in dicotyledonous forage (alfalfa) and woody 
species (poplar), in addition to those developed in 
Arabidopsis. Down- or up-regulation of many of the 
genes involved in monolignol and wall carbohydrate 
biosynthesis, as well as with genes regulating sec-
ondary wall assembly, have allowed obtaining plants 
with reduced lignin contents, altered lignin composi-
tions and structures, modified cellulose organization 
and crystallinity, and modified hemicelluloses and 
pectins (Abramson et al, 2010).

In maize, in addition to the nonsense brown-mid-
rib mutations of the ZmCOMT and ZmCAD2 genes, 
numerous other genes should be considered as tar-
gets of interest in the monolignol and p-hydroxycin-
namic acid pathways and their upstream regulation. 
While ZmCOMT and ZmCAD2 are undoubtedly the 
main 5-OH-coniferaldehyde-O-methyltransferase 
and cinnamyl alcohol dehydrogenase involved in 
the monolignol pathway, lignin composition and oc-
currence in bm1 and bm3 mutant plants prove the 
existence of alternative OMT and CAD activities, 
either through paralog (CAD) or other OMT encod-
ing genes. At least eleven enzymes are necessary 
to catalyse the different steps from phenylalanine to 
monolignols, plus at least three others with are spe-
cific of the pathway from feruloyl-CoA to feruloylated 
arabinoxylans. Search for all genes of the monolignol 
pathway, mainly based on the B73 sequence, has 
correlatively established that one or most often sev-
eral paralogs exist for each enzymatic step, except 
for ZmCOMT (Courtial et al, 2013). The respective im-
portance of each paralogs, as well as their possible 
spatio-temporal regulation is not fully elucidated, but 
several other genes than ZmCOMT and ZmCAD2 are 
likely relevant target in breeding for improved cell wall 
degradability.

Variable consequences on phenolic compounds 
are likely induced by mutations at each step of the 
lignin pathway, and not all are probably associated 
with a brown-midrib phenotype as for ZmCOMT and 
ZmCAD2. The old INRA line F4, bred at INRA Ver-
sailles in the late 1940’s in the variety «Etoile de Nor-
mandie», does no exhibit a brown-midrib phenotype 
but this line is typified by a high cell degradability 
in per se value, equal or even higher than the ones 
of bm3 lines. Comparative gene expression inves-
tigations have shown that, in the below-ear inter-
node at silking stage, the ZmPAL gene (ZmPAL3a, 
Zm00001d017274) had an expression reduced in F4 
to 18% of the expression value observed in the refer-
ence line F2, in which this gene was highly expressed 
(Guillaumie, 2006). The role of the ZmPAL gene un-
der-expression in the high digestibility of the F4 line 
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needs further investigations at least because several 
ZmPAL paralogs are present in the maize genome. 
However, as a tentative conclusion, deregulation of 
ZmPAL gene(s) could probably be an efficient strat-
egy in maize breeding for an improved feeding value, 
especially as PAL enzymes catalyze the first step of 
the monolignol pathway.

The search for the best target genes in silage 
maize breeding has also been considered through 
transgenic gene deregulation. First transgenic cell 
wall investigations dealt with the ZmCOMT gene 
and corroborated data obtained in bm3 plants. Re-
duced content in lignins, reduced S units, together 
with higher cell wall digestibility was shown in Zm-
COMT-antisense progenies (Piquemal et al, 2002; He 
et al, 2003), with an effect of the genetic background 
in which the ZmCOMT-antisense event was intro-
gressed (Pichon et al, 2006). ZmCAD2 down-regulat-
ed plants, with less severely reduced enzyme activity 
than in bm1 plants, did not exhibited the brown-mid-
rib phenotypes and had very little reduction in lignins, 
but nevertheless had altered lignin biosynthesis and 
more degradable midribs and stems (Fornalé et al, 
2012). ZmCCR1 down-regulated plants had reduced 
lignin content by nearly 8% and improved NDF in 
vitro digestibility by nearly 30%. In addition, down-
regulated plants exhibited a brown (to dark reddish) 
coloration in leaf midribs and stems (Park et al, 2012), 
while no natural ZmCCR1 mutant has been described, 
based on investigations in collections of brown-
midrib mutants. Down-regulated ZmCCoAOMT1 
(Zm00001d036293) plants had a 22.4% decrease in 
lignin content and had lignins with a 57.1% higher 
S/G ratio, with reduced S content (Li et al, 2013). The 
latter result could corroborate a priority biosynthesis 
of G unit from feruloyl-CoA, after a ZmCCoAOMT1-
catalyzed methylation of caffeoyl-CoA, while S units 
could originate from activity of another ZmCCoAOMT 
enzyme(s). However, it was also suggested by Guo 
et al (2001), based on CCoAOMT down-regulated 
alfalfa, that CCoAOMT enzymes could only partly 
contribute to S unit biosynthesis, which could thus 
originate from 3-O-methylation of caffeoyl aldehyde 
after a CCR-catalyzed reduction of caffeoyl-CoA. No 
alteration of lignin content was shown in plant mid-
ribs and only very little reduction in stems of ZmC3H1 
(Zm00001d043174) down-regulated plants, a result 
that was related to the regular expression of the C3H2 

(Zm00001d038555) gene (Fornalé et al, 2015). How-
ever, a 1.5 fold to 4.0 fold increase in lignin H mono-
mer was observed, in agreement with the position of 
C3H genes in the monolignol pathway.

In addition to EMS chemical mutagenesis and 
TILLING strategies, the transposon-tagging ap-
proach (transposon mutagenized plants) is also in 
maize a promising strategy in the search for genes 
inducing significant improvements in cell wall digest-
ibility. A ZmCCR1 such obtained mutant had thus an 
improved cell wall digestibility by 120%, with reduced 

releases of H and G monomers and increased release 
of S monomers after thioacidolysis (Tamasloukht et 
al, 2011). This ZmCCR1 mutation resulted from the 
Mu transposon insertion in the first intron and only 
induced an incomplete down-regulation of the ZmC-
CR1 gene, possibly explaining that no brown-midrib 
phenotype was observed, contrarily to what was 
shown in the Park et al (2012) experiments. In addi-
tion, transposon-mutagenized mutants of the ZmC-
CoAOMT2 and ZmC4H1 genes were shown with an 
improved cell wall digestibility by 108 and 112%, re-
spectively, while the cell wall digestibility of a ZmG-
6DH mutant was reduced to 90% of that of the iso-
genic normal line (INRA and Génoplante unpublished 
data).

Transcription factors as possible targets in 
breeding “brown-midrib-like” hybrids

In addition to genes of the monolignol pathway, 
upstream regulators and especially several MYB and 
NAC genes which are cell wall specific transcription 
factors should be considered as putative targets, all 
the more as members of these gene families were 
shown colocalizing with lignin and/or cell wall de-
gradability QTLs (Courtial et al, 2014; Barrière et al, 
2015; Barrière et al, 2016).

The ZmMYB42 (or ZmMYB073, Zm00001d053220, 
bin 4.09, pos 220.72 Mbp) gene could thus be con-
sidered as a promising targets. This ZmMYB42 gene 
is orthologous to EgMYB1 which encodes a negative 
regulator of lignin related genes (Legay et al, 2001) 
and it was shown to repress the phenylpropanoid 
pathway in Arabidopsis transformed plants (Sonbol et 
al, 2009). In addition, the ZmMYB46 (or ZmMYB146, 
Zm00001d023931, bin 10.03, pos 29.36 Mbp) is or-
tholog of AtMYB46, AtMYB83, and EgMYB2 which 
were shown to be the master genes regulating as 
activator numerous genes involved in the secondary 
wall biosynthesis (Goicoechea et al, 2007; Zhong et 
al, 2007; Kim et al, 2014; Ko et al, 2014). This Zm-
MYB46 transcription factor closely colocalized with 
cell wall digestibility QTL having a Lod value equal 
to13.7 (Barrière et al, 2008; Barrière et al, 2016).

Among NAC transcription factors, which act as 
master regulators of expression of several transcrip-
tion factors and/or genes involved in secondary cell 
wall biosynthesis (Zhong et al, 2011), the ZmSWN2 
(Zm00001d049678, bins 4.04, pos 39.73 Mbp), Zm-
SWN4 (Zm00001d002934, bin 2.03, pos 27.12 Mbp), 
ZmSWN5 (bin 1.01, Zm00001d027459, pos 5.71 
Mbp), and ZmSWN6 (Zm00001d002828, bin 2.03, 
pos 24.00 Mbp) genes could be preferential targets 
for deregulation and searches for mutants, based on 
their role in different species and in maize their colo-
calizations with cell wall digestibility QTLs in several 
RIL progenies (Barrière et al, 2015).
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Ferulate related genes as possible target in 
breeding “brown-midrib-like” hybrids

Cross-linkages through ferulate and diferulate 
bridges greatly impede cell wall carbohydrate degra-
dation and their role have been «tentatively estimated 
to account for nearly one half of the inhibitory effects 
of lignin on cell wall fermentation» (Grabber et al, 
2009). Ferulic units are primarily esterified to glucuro-
no-arabinoxylans, and lignins and arabinoxylans are 
secondarily bridged through ferulate ether-linkages 
at the b-position of G units. Ferulate linked to ara-
binosyl side-chains of arabinoxylans also provides 
the way for bridging between polysaccharide chains. 
Over 50% of wall ferulates can undergo dehydro-
dimerization/trimerization and arabinoxylans are thus 
extensively cross-linked by ferulate di/trimerization in 
mature secondary walls (Grabber et al, 2004). In ad-
dition, ferulates were also shown to be esterified to 
coniferyl and sinapyl alcohols and thus incorporated 
in the lignin polymer (Karlen et al, 2016), but the pos-
sible effect of this incorporation, as well as possible 
genetic variation in the intensity of incorporation, are 
still unknown.

Illustrating the efficiency of breeding for ferulate 
related traits, the sfe mutant, which was identified 
after screening a set of nearly 12,000 transposon-
mutagenized plants, had a 50% reduction of feru-
late ester concentration in seedling leaf tissue (Jung 
and Phillips, 2010). The sfe mutant was backcrossed 
in the W23 line. The silages of the two progenies 
W23sfeM04-4 and W23sfeM04-21 were then fed to 
dairy cows (Jung et al, 2011). Ferulate esters and 
ethers were reduced by 15 and 25% in W23sfe si-
lages compared to W23 silages, respectively. No 
clear changes were shown in lignin content with a 
tendency to a little higher content in W23sfeM04-4 
in comparison with W23 and W23sfeM04-21. Feru-
late ethers were reduced to 76 and 73% of the W23 
value in W23sfeM04-4 and W23sfeM04-21, respec-
tively. No changes were shown in cell wall xylose and 
arabinose contents. Similarly, cell wall digestibility 
was the same in W23sfeM04-21 and in W23, but the 
one W23sfeM04-4 appeared a little lower (Jung et 
al, 2011). Diet intake, containing nearly 39% maize 
silage, were greater by 1.6 kg per cow per day for 
cows fed W23sfe silages than for those fed W23 si-
lage (21.8 kg per cow per day), while milk produc-
tion (3.5% FCM) was 1.2 and 2.3 kg per cow per day 
greater for cows fed diets with W23sfeM04-4 and 
W23sfeM04-21 silages, respectively, than for cows 
fed diets with W23 silage (41.8 kg per cow per day). 
These results would strengthen a more significant 
role of the current alteration of ferulate cell wall cross-
linkages on intake by dairy cattle (and correlatively on 
milk yield) than on plant digestibility, possibly through 
induced modifications of tissue stiffness and friabil-
ity. The genetic determinant underlying the sfe muta-
tion is still unknown. However, the obtained results 
in dairy cow feeding with sfe silages highlighted that 

intake variation in cattle might be driven by a simple 
maize determinant which is not brown-midrib and 
seemingly not monolignol-related (even if the mono-
genic character of the sfe mutation is not definitely 
established).

In search for silage maize having higher feeding 
value in dairy cows, results obtained with the low 
ferulate sfe mutant also confirm the priority interest 
of understanding the pathway between feruloyl-CoA 
and feruloylated arabinoxylans, together with the 
upstream regulation of arabinoxylan feruloylation 
and ferulate cross-linkages. All available results 
strengthened a feruloyl-CoA origin of linked ferulate 
and that the ferulate transfer to arabinoxylans or 
UDP-arabinose is catalyzed by an enzyme encoded 
by a member of the BAHD family (clade A). In rice, 
down-regulation of such BAHD genes was associ-
ated with a 19% reduced ferulate release from leaves 
of deregulated plants relative to the control (Piston 
et al, 2010). In Brachypodium, RNAi lines under- and 
over-expressing the BAHD Bradi2g43520 (BdAT1) 
gene showed decreased (up to 35%) and increased 
(up to 47%) releases of ferulate monomers and di-
mers from stem tissues, respectively (Buanafina et al, 
2016). Considering expression in maize stems and 
in the ferulate-rich pericarp tissue, five members of 
the BAHD family could be considered in maize, in-
cluding in the subgroup I the two BdAT1 orthologs 
[Zm00001d044475 (bin 3.09, pos 229.13 Mbp) and 
Zm00001d011349 (bin 8.05, pos 147.54 Mbp)], two 
BAHD of the subgroup III [Zm00001d037619 (bin 
6.05, pos 132.05 Mbp) and Zm00001d009960 (bin 
8.03, pos 92.43 Mbp)] and one BAHD of the subgroup 
IV [Zm00001d039535 (bin 3.02, pos 7.48 Mbp)], this 
latter one being one of the most probable candidate 
(Chateigner-Boutin et al, 2016). Genomic positions 
of these five maize ZmBAHD genes in the maize ge-
nome corresponded to a common genomic area lo-
cated of the ancestral grass chromosome 5 (Murat 
et al, 2010). This fact could thus indicate that the five 
maize genes originated from a unique ancestral grass 
gene. In order to increase cell wall digestibility and/
or reducing stem stiffness, any of these five consid-
ered ZmBAHD genes could be a relevant target for 
deregulation (and mutation). In addition, ferulic acid 
oxidative coupling appeared driven by peroxidase(s), 
with nine genes having a high expression in the maize 
ferulate-rich pericarp tissue (Chateigner-Boutin et al, 
2016). However, occurrence and frequency of feru-
late cross-linkages in maize secondary wall do cer-
tainly not only depend on BAHD or peroxidase gene 
activities, and other genes and mechanisms (Hatfield 
et al, 2017) should be considered. Anyway, despite 
the limitations of current solvolytic methods in etheri-
fied ferulate estimates (Grabber et al, 2000) and de-
spite it could be questioned how their release and ob-
served content is not (fully) free of lignin content and 
structure, the correlation between etherified ferulate 
release and cell wall degradability was always shown 
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to be negative, both in maize and in other grasses, 
with effect on intake and digestibility in dairy cattle.

Conclusions
The biological conversion of cell wall carbohy-

drates, mainly located in the secondary lignified plant 
cell walls, into fermentable sugars by rumen microor-
ganisms, is hindered by their embedding with lignins, 
as well as by p-hydroxycinnamic acid cross-linkages 
between wall components. Improvement of maize 
energy value for dairy cow feeding can be based on 
breeding lines with high cell wall degradability val-
ues. QTL and GWA investigations have shown that 
cell wall digestibility is a quantitative trait involving 
numerous genomic locations. Moreover, respective 
effects of each determinant often depend on the con-
sidered genetic backgrounds, with possible variable 
negative effects on plant agronomic value. The use 
of mutants of high cell wall digestibility is thus a rel-
evant alternative strategy in breeding silage maize for 
improved feeding value. A mutant gene, as well as a 
transgene gene, with major effect on cell wall degrad-
ability can indeed be easily and rapidly backcrossed 
in elite germplasm using specific markers, with simul-
taneous breeding against unfavorable effects.

Silage made from bm3 hybrids, and very likely of 
other brown-midrib and numerous «brown-midrib-
like» hybrids, allows an increased voluntary intake by 
dairy cattle, together with and increased and faster 
cell wall digestion, as compared with non-improved 
maize silage. High-producing dairy cows have most 
often a negative energy balance during the early pe-
riod and peak of lactation, because their voluntary 
intake is not sufficient to satisfy the high energy de-
mands corresponding to their milk production. The 
higher intake and digestibility of brown-midrib geno-
types allow reducing the energy disequilibrium during 
the beginning of lactation and also allow formulating 
diets with higher forage to concentrate ratio. These 
characteristics of brown-midrib hybrids let to reduce 
the giving of costly energy concentrates, and to lower 
the starch content in the diet, thus contributing to 
reduce the risks of subacute ruminal acidosis (with 
consequently reduced veterinary costs). The higher 
feeding value of brown-midrib hybrids could be par-
tially offset by the still lower yield associated with this 
trait. However, current communications given by US 
companies selling bm3 hybrids show a similar yield in 
these hybrids as in normal hybrids of similar earliness. 
Moreover, forage yield has now to be strongly relat-
ed to water availability, with reduced interest of still 
greater yields, but focusing now on hybrid tolerance 
to hot and dry periods, in addition to greater feed-
ing value. Despite the little supply of land possibly 
requested for forage production, the brown-midrib(-
like) traits have been shown to be beneficial for farm-
ers, due to concentrates and extra costs saving, and 
higher milk production. In addition, it has been shown 
that feeding cows with brown-midrib silages does not 

increase methane emissions despite their higher fiber 
digestibility as compared to regular silages. More-
over, methane production was lower for cows fed the 
bm3 diets when it was based on gross energy intakes 
or on milk yields. (Schwarm et al, 2015; Hassanat et 
al, 2017). If taking simultaneously into account the 
reduced need of energy concentrates, feeding cows 
with brown-midrib hybrids can thus lead to reduced 
environmental costs per animal or milk unit.

Despite the large development of herbicide and 
insect tolerant transgenic maize hybrids on large 
seed markets, maize transgenic genotypes with im-
proved cell wall digestibility and energy value have 
been only investigated in experimental conditions, 
without commercial development. The lack of release 
of cell wall genetically modified hybrids on the dif-
ferent seed markets could be related to the facts i) 
that transgenic plants are currently restricted in sev-
eral world areas, including EU, with costly regulatory 
hurdles, ii) that, in addition, registration rules and/or 
marketing objectives of maize for silage use do not 
take sufficiently into account the hybrid feeding val-
ue, iii) that cell wall degradability of maize silages has 
an average higher value than that of dicotyledonous 
forages developing secondary cambium, and iv) that 
the current pedigree ways of breeding had allowed 
preserving maize hybrid energy value, even if no real 
improvement was attained in comparison to hybrids 
of the 1980’ and that feeding value of several older 
European varieties was higher than the one of the 
currently cropped hybrids.

The development of the CRISPR/Cas9 editing 
technology allowing targeted modifications, together 
with the use of tissue-specific promoters and para-
log-specific down-regulations, will allow impairing 
the monolignol or ferulate biosynthesis, and likely car-
bohydrate changes, in specific tissues or cell-types. 
Such strategies should allow the release of plants 
having similar improved cell wall degradability and/or 
intake in cow than with brown-midrib lines, but with-
out at least a part of negative side-effects possibly 
linked to these mutations. It was thus suggested that 
plants can tolerate large decreases in lignin content 
when decreases are targeted to specific cell types 
(Chabannes et al, 2001; Jung et al, 2012), especially 
when preserving vessel lignification in order to avoid 
collapse risks during hot and dry periods. Moreover, 
an improved edited or transgenic (including brown-
midrib) hybrid would not always require that both pa-
rental lines be homozygous for the modified gene as 
it is the case in (natural) recessive mutations.

Frequent critical opinions of both corn breeders 
and farmers regarding brown-midrib plants will prob-
ably soon significantly change. The greater under-
standing of cell assembly and lignification together 
with the identification of a set of key-genes and their 
spatio-temporal regulations will allow moving from a 
limited number of brown-midrib mutants to a larger 
panel of genetic resources for silage maize improve-
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ment, with reduced negative side-effects. These pro-
gresses should provide the release of new hybrids 
fitting well with energy needs of dairy cows in envi-
ronmentally sustainable conditions of rearing.

Acknowledgements
ProMaïs, Génoplante, and Biogemma members 

involved in maize cell wall cooperative networks, 
teams of INRA Nantes, INRA INA AgroParisTech, 
INRA CNRGV Castanet-Tolosan, and LRSV CNRS 
Université Paul Sabatier Castanet-Tolosan are greatly 
thanks for their investments and supports in numer-
ous maize projects contributing to this article.

References
Abramson M, Shoseyov O, Shani Z, 2010. Plant cell 

wall reconstruction toward improved lignocel-
lulosic production and processability, Plant Sci 
178: 61-72

Akins MS, Shaver RD, 2014. Influence of corn silage 
hybrid type on lactation performance by Holstein 
dairy cows. J Dairy Sci 97: 7811-7820

Ali F, Scott P, Bakht J, Chen Y, Lübberstedt T, 2010. 
Identification of novel brown midrib genes in 
maize by tests of allelism. Plant Breeding 129: 
724-726

Bal MA, Shaver RD, Al-Jobeile H, Coors JG, Lauer 
JG, 2000. Corn silage hybrid effects on intake, 
digestion, and milk production by dairy cows. J 
Dairy Sci 83: 2849-2858

Ballard CS, Thomas ED, Tsang DS, Mandevu P, 
Sniffen CJ, Endres MI, Carter MP, 2001. Effect 
of corn silage hybrid on dry matter yield, nutrient 
composition, in vitro digestion, intake by dairy 
heifers, and milk production by dairy cows. J 
Dairy Sci 84: 442-452

Barlow JS, Bernard JK, Mullis NA, 2012. Production 
response to corn silage produced from normal, 
brown midrib, or waxy corn hybrids. J Dairy Sci 
95: 4550-4555

Barrière Y, Argillier O, Chabbert B, Tollier MT, Mon-
ties, 1994. Breeding silage maize with brown-
midrib genes. Feeding value and biochemical 
characteristics. Agronomie 14: 15-25

Barrière Y, Emile JC, Surault F, 2003. Genetic varia-
tion of silage maize ingestibility in dairy cattle. 
Anim Research 52: 489-500

Barrière Y, Emile JC, Traineau R, Surault F, Briand 
M, Gallais A, 2004a. Genetic variation for organic 
matter and cell wall digestibility in silage maize. 
Lessons from a 34-year long experiment with 
sheep in digestibility crates. Maydica, 49: 115-126

Barrière Y, Ralph J, Méchin V, Guillaumie S, Grab-
ber JH, Argillier O, Chabbert B, Lapierre C, 2004b. 
Genetic and molecular basis of grass cell wall 
biosynthesis and degradability. II. Lessons from 
brown-midrib mutants. CR Biologie 327: 847-860

Barrière Y, Dias-Goncalvès G, Emile JC, Lefèvre B, 

2004c. Higher ingestibility of the DK265 corn si-
lage in dairy cattle. J Dairy Sci 87: 1439-1445

Barrière Y, Alber D, Dolstra O, Lapierre C, Motto M, 
Ordas A, van Waes J, Vlasminkel L, Welcker C, 
Monod JP, 2005. Past and prospects of forage 
maize breeding in Europe. I. The grass cell wall as 
a basis of genetic variation and future improve-
ments in feeding value. Maydica 50: 259-274

Barrière Y, Thomas J, Denoue D, 2008. QTL map-
ping for lignin content, lignin monomeric compo-
sition, p-hydroxycinnamate content, and cell wall 
digestibility in the maize recombinant inbred line 
progeny F838 x F286. Plant Sci 175: 585-595

Barrière Y, Chavigneau H, Delaunay S, Courtial 
A, Bosio M, Lassagne H, Derory J, Lapierre C, 
Méchin V, Tatout C, 2013. Different mutations 
in the ZmCAD2 gene underlie the maize brown-
midrib1 (bm1) phenotype with similar effects on 
lignin characteristics and have potential interest 
for bioenergy production. Maydica 58: 6-20

Barrière Y, Courtial A, Soler M, Grima-Pettenati J, 
2015. Toward the identification of genes under-
lying maize QTLs for lignin content, focusing on 
colocalizations with lignin biosynthetic genes and 
their regulatory MYB and NAC transcription fac-
tors. Mol Breeding 35: 87

Barrière Y, Courtial A, Chateigner-Boutin AL, Denoue 
D, Grima-Pettenati J, 2016. Breeding maize for 
silage and biofuel production, an illustration of a 
step forward with the genome sequence. Plant 
Sci 242: 310-329

Berthet S, Demont-Caulet N, Pollet B, Bidzinski P, 
Cézard L, Le Bris P, Borrega N, Hervé J, Blondet 
E, Balzergue S, Lapierre C, Jouanin L, 2011. Dis-
ruption of LACCASE4 and 17 results in tissue-
specific alterations to lignification of Arabidopsis 
thaliana stems. Plant Cell 23: 1124-1137

Block E, Muller LD, Griel LC, Garwood JR, Garwood 
DL, 1981. Brown-midrib3 corn silage and heat-
extruded soybeans for early lactating dairy cows. 
J Dairy Sci 64: 1813-1825

Bosch M, Mayer CD, Cookson A, Donnison IS, 2011. 
Identification of genes involved in cell wall bio-
genesis in grasses by differential gene expression 
profiling of elongating and non-elongating maize 
internodes. J Exp Bot 62: 3545-3561

Buanafina MM, Fescemyer HW, Sharma M, Shearer 
EA, 2016. Functional testing of a PF02458 homo-
logue of putative rice arabinoxylan feruloyltrans-
ferase genes in Brachypodium distachyon. Planta 
243: 659-674

Burnham CR, 1947. Maize Genetics Cooperation 
Newsletter 21: 36

Burnham CR, Brinks RA. 1932. Linkage relations of a 
second brown-midrib gene (bm2) in maize. J Am 
Soc Agron 24: 960-963

Castro JJ, Bernard JK, Mullis NA, Eggleston RB, 
2010. Brown midrib corn silage and Tifton 85 ber-
mudagrass in rations for early-lactation cows. J 



62 ~ M21

brown-midrib genes as model in silage maize breeding 15

Maydica electronic publication - 2017

Dairy Sci 93: 2143-2152
Chabannes M, Ruel K, Yoshinaga A, Chabbert B, 

Jauneau A, Joseleau JP, Boudet AM, 2001. In situ 
analysis of lignins in transgenic tobacco reveals 
a differential impact of individual transformation 
on the spatial patterns of lignin deposition at the 
cellular and subcellular levels, Plant J 28: 271-282

Chabbert B, Tollier MT, Monties B, Barrière Y, Argil-
lier O, 1994. Biological variability in lignification of 
maize - Expression of the brownmidrib bm2 mu-
tation. J Sci Food Agric 64: 455-460

Chateigner-Boutin AL, Ordaz-Ortiz JJ, Alvarado C, 
Bouchet B, Durand S, Verhertbruggen Y, Barrière 
Y and Saulnier L, 2016. Developing pericarp of 
maize: A model to study arabinoxylan synthesis 
and feruloylation. Front Plant Sci 7: 1476

Chavigneau H, Goué N, Courtial A, Jouanin L, Rey-
mond M, Méchin V, Barrière Y, 2012. QTL for flo-
ral stem lignin content and degradability in three 
recombinant inbred line (RIL) progenies of Arabi-
dopsis thaliana and search for candidate genes 
involved in cell wall biosynthesis and degradabil-
ity. OJGen 2: 7-30

Chen Y, Liu H, Ali F, Scott MP, Ji Q, Frei UK, Lübber-
stedt T, 2012. Genetic and physical fine mapping 
of the novel brown midrib gene bm6 in maize (Zea 
mays L.) to a 180 kb region on chromosome 2. 
Theor Appl Genet 125: 1223-1235

Cherney DJR, Cherney JH, Chase LE, Cox WJ, 2004. 
Milk production in high producing dairy cows as 
influenced by corn silage quality. Prof Anim Sci 
20: 302-311

Colenbrander VL, Lechtenberg LF, Bauman LF, 
Muller LD, Rhykerd CL, 1972. Nutritive value of 
brown midrib corn silage. J Anim Sci 35: 1113

Colenbrander VL, Lechtenberg LF, Bauman LF, 1973. 
Digestibility and feeding value of brown midrib 
corn stover silage. J Anim Sci 37: 294-295

Courtial A, Soler M, Chateigner-Boutin AL, Reymond 
M, Méchin V, Wang H, Grima-Pettenati J, Barrière 
Y, 2013. Breeding grasses for silage feeding value 
or capacity to biofuel production: An updated list 
of genes involved in maize secondary cell wall 
biosynthesis and assembly. Maydica 58: 67-102

Courtial A, Méchin V, Reymond M, Grima-Pettenati J, 
Barrière Y, 2014. Colocalizations between several 
QTLs for cell wall degradability and composition 
in the F288 x F271 early maize RIL progeny raise 
the question of the nature of the possible underly-
ing determinants and breeding targets for biofuel 
capacity. Bioenerg Res 7: 142-156

Dardenne P, Andrieu J, Barrière Y, Biston R, Demar-
quilly C, Femenias N, Lila M, Maupetit P, Rivière 
F, Ronsin T, 1993. Composition and nutritive 
value of whole maize plants fed fresh to sheep. 
II. Prediction of the in vivo organic matter digest-
ibility. Ann Zootech 42: 251-270

Ebling TL, Kung L Jr, 2004. A comparison of pro-
cessed conventional corn silage to unprocessed 

and processed brown midrib corn silage on in-
take, digestion, and milk production by dairy 
cows. J Dairy Sci 87: 2519-2526

Emerson RA, 1935. Cornell Univ Agric Exp Stn, Mem-
oir 180

Escamilla-Treviño LL, Shen H, Uppalapati SR, Ray 
T, Tang Y, Hernandez T, Yin Y, Xu Y, Dixon RA, 
2010. Switchgrass (Panicum virgatum) possesses 
a divergent family of cinnamoyl CoA reductases 
with distinct biochemical properties. New Phytol 
185: 143-155

Eyster WH. 1926 Chromosome VIII in maize. Science 
64: 22

Ferraretto LF, Shaver RD, 2015. Effects of whole-
plant corn silage hybrid type on intake, digestion, 
ruminal fermentation, and lactation performance 
by dairy cows through a meta-analysis. J Dairy 
Sci 98: 2662-2675

Ferraretto LF, Fonseca AC, Sniffen CJ, Formigoni A, 
Shaver RD, 2015. Effect of corn silage hybrids 
differing in starch and neutral detergent fiber di-
gestibility on lactation performance and total-tract 
nutrient digestibility by dairy cows. J Dairy Sci 98: 
395-405

Fornalé S, Capellades M, Encina A, Wang K, Irar 
S, Lapierre C, Ruel K, Joseleau JP, Berenguer 
J, Puigdomènech P, Rigau J, Caparrós-Ruiz D, 
2012. Altered lignin biosynthesis improves cel-
lulosic bioethanol production in transgenic maize 
plants down-regulated for cinnamyl alcohol dehy-
drogenase. Mol Plant 5: 817-830

Fornalé S, Rencoret J, Garcia-Calvo L, Capellades M, 
Encina A, Santiago R, Rigau J, Gutiérrez A, del 
Río JC, Caparros-Ruiz D, 2015. Cell wall modifi-
cations triggered by the down-regulation of Cou-
marate 3-hydroxylase-1 in maize. Plant Sci 236: 
272-282

Frenchick GE, Johnson DG, Murphy JM, Otterby D, 
1976. Brown midrib corn silage in dairy cattle ra-
tion. J Dairy Sci 59: 2126-2129

Gee MS, Nelson OE, Kuc J, 1968. The abnormal 
lignins produced by the brown-midrib mutants 
of maize. II. Comparative studies on normal and 
brown-midrib-1 dimethylfornamide lignins. Arch 
Biochem Biophys 123: 403-408

Gehman AM, Kononoff PJ, Mullins CR, Janicek BN, 
2008. Evaluation of nitrogen utilization and the ef-
fects of monensin in dairy cows fed brown midrib 
corn silage. J Dairy Sci 91: 288-300

Genero GA, Cangiano CA, Raimondi JP, Roig JM, 
Gagliostro GA, 2016. Replacing conventional with 
brown midrib corn silage in a total mixed ration: 
the impact on early and late lactation dairy cow 
intake, milk yield and composition, and milk fatty 
acids profile. Anim Prod Sci 56: 1136-1143

Goicoechea M, Lacombe E, Legay S, Mihaljevic S, 
Rech P, Jauneau A, Lapierre C, Pollet B, Ver-
haegen D, Chaubet-Gigot N, Grima- Pettenati J, 
2005. EgMYB2, a new transcriptional activator 



62 ~ M21

Barrière 16

Maydica electronic publication - 2017

from Eucalyptus xylem, regulates secondary cell 
wall formation and lignin biosynthesis. Plant J 43: 
553-567

Gorniak T, Meyer U, Hackelsperger F, Dänicke S, 
2014. Effects of a Brown-midrib corn hybrid on 
nutrient digestibility in wethers and on dry matter 
intake, performance, rumen and blood variables 
in dairy cows. J Anim Physiol Anim Nutr (Berl) 98: 
300-309

Goujon T, Sibout R, Maba B, Nussaume L, Bechtold 
N, Lu F, Ralph J, Pollet B, Mila I, Charpentier JP, 
Barrière Y, Lapierre C, Jouanin L, 2003. A new 
Arabidopsis mutant deficient in the expression 
of O-methyltransferase 1: Impact on lignin and 
sinapic esters. Plant Mol Biol 51: 973-989

Grabber JH, Ralph J, Hatfield RD, 1998. Severe in-
hibition of maize wall degradation by synthetic 
lignins formed with coniferaldehyde. J Sci Food 
Agric 78: 81-87

Grabber JH, Ralph J, Hatfield RD, 2000. Cross-link-
ing of maize walls by ferulate dimerization and 
incorporation into lignin. J Agric Food Chem 48: 
6106-6113

Grabber JH, Ralph J, Lapierre C, Barrière Y, 2004. 
Genetic and molecular basis of grass cell-wall de-
gradability. I. Lignin-cell wall matrix interactions. 
CR Biologie 327: 455-465

Grabber JH, Mertens DR, Kim H, Funk C, Lu F, Ralph 
J, 2009. Cell wall fermentation kinetics are im-
pacted more by lignin content and ferulate cross-
linking than by lignin composition. J Sci Food Ag-
ric 89: 122-129

Guillaumie S, 2006. Identification et études 
d’expression de gènes connus ou putativement 
impliqués dans l’élaboration et la variabilité de 
digestibilité des parois du maïs fourrage. Ph D 
Université de Poitiers, UFR des sciences fonda-
mentales et appliquées

Guillaumie S, Pichon M, Martinant JP, Bosio M, Goff-
ner D, Barrière Y, 2007. Differential expression 
of phenylpropanoid and related genes in brown-
midrib bm1, bm2, bm3, and bm4 young near-iso-
genic maize plants. Planta 226: 235-250

Guillaumie S, Goffner D, Barbier O, Martinant JP, Pi-
chon M, Barrière Y, 2008. Expression of cell wall 
related genes in basal and ear internodes of silk-
ing brown-midrib-3, caffeic acid O-methyltrans-
ferase (COMT) down-regulated, and normal maize 
plants. BMC Plant Biol 26: 8-71

Guo D, Chen F, Inoue K, Blount JW, Dixon RA, 2001. 
Downregulation of caffeic acid 3-O-methyltrans-
ferase and caffeoyl CoA 3-O-methyltransferase in 
transgenic alfalfa: Impacts on lignin structure and 
implications for the biosynthesis of G and S lignin. 
Plant Cell 13: 73-88

Halpin C, Holt K, Chojecki J, Oliver D, Chabbert B, 
Monties B, Edwards K, Barakate A, Foxon GA, 
1998. Brown-midrib maize (bm1) - a mutation 
affecting the cinnamyl alcohol dehydrogenase 

gene. Plant J 14:  545-553
Haney LJ, Hake S, Scott MP, 2008. Allelism testing 

of Maize Coop Stock Center lines containing un-
known brown midrib alleles. Maize Genetics Co-
operative Newsletter 82: 4-5

Hassanat F, Gervais R, Benchaar C, 2017. Methane 
production, ruminal fermentation characteristics, 
nutrient digestibility, nitrogen excretion, and milk 
production of dairy cows fed conventional or 
brown midrib corn silage. J Dairy Sci, in press

Hatfield RD, Rancour DM, Marita JM, 2017. Grass 
cell walls: A story of cross-linking. Front Plant Sci 
7: 2056

He X, Hall MB, Gallo-Meagher M, Smith RL, 2003. 
Improvement of forage quality by downregulation 
of maize O-methyltransferase. Crop Sci 43: 2240-
2251

Hoden A, Barrière Y, Gallais A, Huguet L, Journet M, 
Mourguet M, 1985. Le maïs brown-midrib plante 
entière. III Utilisation sous forme d’ensilage par 
des vaches laitières. Bull Tech CRZV Theix, INRA 
60: 43-58

Holt MS, Williams CM, Dschaak CM, Eun JS, Young 
AJ, 2010. Effects of corn silage hybrids and di-
etary nonforage fiber sources on feed intake, di-
gestibility, ruminal fermentation, and productive 
performance of lactating Holstein dairy cows. J 
Dairy Sci 93: 5397-5407

Holt MS, Eun JS, Thacker CR, Young AJ, Dai X, 
Nestor KE Jr., 2013. Effects of feeding brown 
midrib corn silage with a high dietary concentra-
tion of alfalfa hay on lactational performance of 
Holstein dairy cows for the first 180 days of lacta-
tion. J Dairy Sci 96: 515-523

Jacquet G, 1997. Structure et réactivité des lig-
nines de graminées et des acides phénoliques 
associés: développement des méthodologies 
d’investigation. PhD thesis, Université Aix-Mar-
seille III

Jorgenson LR, 1931. Brown midrib in maize and its 
lineage relations. J Am Soc Agron 23: 549-557

Jung HG, Allen MS, 1995. Characteristics of plant cell 
wall affecting intake and digestibility of forages by 
ruminants. J Anim Sci 73: 2774-2790

Jung HG, Phillips RL, 2010. Putative seedling ferulate 
ester (sfe) maize mutant: morphology, biomass 
yield, and stover cell wall composition and rumen 
degradability. Crop Sci 50: 403-418

Jung HG, Mertens D, Phillips RL, 2011. Effect of 
reduced ferulate-mediated lignin/arabinoxylan 
cross-linking in corn silage on feed intake, digest-
ibility, and milk production. J Dairy Sci 94: 5124-
5137

Jung HG, Samac DA, Gautam S, 2012. Modifying 
crops to increase cell wall digestibility. Plant Sci 
185-186: 65-77

Karlen SD, Zhang C, Peck ML, Smith RA, Padmak-
shan D, Helmich KE, Free HC, Lee S, Smith BG, 
Lu F, Sedbrook JC, Sibout R, Grabber JH, Runge 



62 ~ M21

brown-midrib genes as model in silage maize breeding 17

Maydica electronic publication - 2017

TM, Mysore KS, Harris PJ, Bartley LE, Ralph J, 
2016. Monolignol ferulate conjugates are naturally 
incorporated into plant lignins. Sci Adv 14;2:10

Keit EA, Colenbrander VF, Lechtenberg VL, Bauman 
LF, 1979. Nutritional value of brown midrib corn 
silage for lactating dairy cows. J Dairy Sci 52: 
788-792

Kim H, Ralph J, Lu F, Pilate G, Leplé JC, Pollet B, 
Lapierre C, 2002. Identification of the structure 
and origin of thioacidolysis marker compounds 
for cinnamyl alcohol dehydrogenase deficiency in 
angiosperms. J Biol Chem 277: 47412-47419

Kim H, Ralph J, Lu F, Ralph SA, Boudet AM, MacK-
ay JJ, Sederoff RR, Ito T, Kawai S, Ohashi H, 
Higuchi T, 2003. NMR analysis of lignins in 
CAD-deficient plants. Part 1. Incorporation of 
hydroxycinnamal¬dehydes and hydroxybenzal-
dehydes into lignins. Org Biomol Chem 1: 158-
281

Kim WC, Kim JY, Ko JH, Kang H, Han KH, 2014. 
Identification of direct targets of transcription fac-
tor MYB46 provides insights into the transcrip-
tional regulation of secondary wall biosynthesis. 
Plant Mol Biol 85: 589-599

Kiesselbach TA, 1922. Corn investigations. Nebr Ag-
ric Exp Sta Res Bull 20: 51-52

Ko JH, Jeon HW, Kim WC, Kim JY, Han KH, 2014. 
TheMYB46/MYB83-mediated transcriptional reg-
ulatory program is a gatekeeper of secondary wall 
biosynthesis. Ann Bot 114: 1099-1107

Kuc J, Nelson OE, 1964. The abnormal lignins pro-
duced by the brown-midrib mutants of maize. 
Arch Biochem Biophys 105: 103-113

Kung L Jr, Moulder BM, Mulrooney CM, Teller RS, 
Schmidt RJ, 2008. The effect of silage cutting 
height on the nutritive value of a normal corn 
silage hybrid compared with brown midrib corn 
silage fed to lactating cows. J Dairy Sci 91:1451-
1457

Lapierre C, Tollier MT, Monties B, 1988. A new type 
of constitutive unit in lignins from the corn bm3 
mutant. CR Acad Sci Paris Ser III 307: 723-728

Lacombe E, Hawkins S, Van Doorsselaere J, Pique-
mal J, Goffner D, Poeydomenge O, Boudet AM, 
Grima-Pettenati J, 1997. Cinnamoyl CoA reduc-
tase, the first committed enzyme of the lignin 
branch biosynthetic pathway: cloning, expression 
and phylogenetic relationships. Plant J 11: 429-
441

Legay S, Sivadon P, Blervacq AS, Pavy N, Baghdady 
A, Tremblay L, Levasseur C, Ladouce N, Lapierre 
C, Séguin A, Hawkins S, Mackay J, Grima-Pette-
nati J, 2001. EgMYB1, an R2R3 MYB transcrip-
tion factor from Eucalyptus negatively regulates 
secondary cell wall formation in Arabidopsis and 
poplar. New Phytol 188: 774-786

Li X, Chen W, Zhao Y, Xiang Y, Jiang H, Zhu S, Cheng 
B, 2013. Downregulation of caffeoyl-CoA O-
methyltransferase (CCoAOMT) by RNA interfer-

ence leads to reduced lignin production in maize 
straw. Gen Mol Biol 36: 540-546

Li L, Hill-Skinner S, Liu S, Beuchle D, Tang HM, Yeh 
CT, Nettleton D, Schnable PS, 2015. The maize 
brown midrib4 (bm4) gene encodes a functional 
folylpolyglutamate synthase. Plant J 81: 493-504

Lim JM, Nestor KE Jr, Kung L Jr, 2015. The effect of 
hybrid type and dietary proportions of corn silage 
on the lactation performance of high-producing 
dairy cows. J Dairy Sci 98: 1195-1203

Méchin V, Laluc A, Legée F, Cézard L, Denoue D, 
Barrière Y, Lapierre C, 2014. Impact of the brown-
midrib bm5 mutation on maize lignins. J Agric 
Food Chem 62: 5102-5107

Minson DJ, Wilson JR, 1994. Prediction of intake as 
an element of forage quality. Pages 533 - 563 in 
Forage Quality, Evaluation, and Utilization. GC 
Fahey ed, Am Soc Agron, Inc, Madison, WI

Moreira VR, Santos HS, Satter LD, Sampaio IBM, 
2003. Feeding high forage diets to lactating dairy 
cows. Arquivo Brasileiro Medicina Veterinaria 
Zootecnia 55: 197-202

Morrow SL, Mascia P, Self KA, Altschuler M, 1997. 
Molecular characterization of a brown midrib 3 
deletion mutation in maize. Mol Breeding 3: 351-
357

Murat F, Xu JH, Tannier E, Abrouk M, Guilhot N, Pont 
C, Messing J, Salse J, 2010. Ancestral grass 
karyotype reconstruction unravels new mecha-
nisms of genome shuffling as a source of plant 
evolution. Genome Res 20: 1545-1557

Oba M, Allen MS, 1999. Evaluation of the importance 
of the digestibility of neutral detergent fiber from 
forage. Effects on dry matter intake and milk yield 
of dairy cows. J Dairy Sci 82: 589-596

Oba M, Allen MS, 2000. Effect of brown midrib 3 mu-
tation in corn silage on productivity of dairy cows 
fed two concentrations of dietary neutral deter-
gent fiber, 1. Feeding behavior and nutrient utili-
zation. J Dairy Sci 83: 1333-1341

Pan H, Zhou R, Louie GV, Mühlemann JK, Bomati EK, 
Bowman ME, Dudareva N, Dixon RA, Noel JP, 
Wang X, 2014. Structural studies of cinnamoyl-
CoA reductase and cinnamyl-alcohol dehydro-
genase, key enzymes of monolignol biosynthesis. 
Plant Cell 26: 3709-3727

Park SH, Mei C, Pauly M, Ong RG, Dale BE, Sabzikar 
R, Fotoh H, Nguyen T, Sticklen M, 2012. Down-
regulation of maize Cinnamoyl-Coenzyme-A Re-
ductase via RNA interference technology causes 
brown midrib and improves ammonia fiber expan-
sion-pretreated conversion into fermentable sug-
ars for biofuels. Crop Sci 52: 2687-2701

Pichon M, Deswartes C, Gerentes D, Guillaumie 
S, Lapierre C, Toppan A, Barrière B, Goffner D, 
2006. Variation in lignin and cell wall digestibility 
in caffeic acid O-methyltransferase down-regulat-
ed maize half-sib progenies in field experiments. 
Mol Breeding 18: 253-261



62 ~ M21

Barrière 18

Maydica electronic publication - 2017

Piquemal J, Chamayou S, Nadaud I, Beckert M, Bar-
rière Y, Mila I, Lapierre C, Rigau J, Puigdomenech 
P, Jauneau A, Digonnet C, Boudet AM, Goffner 
D, Pichon M, 2002. Down-regulation of caffeic 
acid O-methyltransferase in maize revisited using 
a transgenic approach. Plant Physiol 130: 1675-
1685

Piston F, Uauy C, Fu L, Langston J, Labavitch J, Dub-
covsky J, 2010. Down-regulation of four putative 
arabinoxylans feruloyltransferase genes from 
family PF02458 reduces ester-linked ferulate con-
tent in rice cell walls. Planta 231: 677-691

Provan GJ, Scobbie L, Chesson A, 1997. Characteri-
sation of lignin from CAD and OMT deficient bm 
mutant of maize. J Agric Food 73: 133-142

Qiu X, Eastridge ML, Wang Z, 2003. Effects of corn 
silage hybrid and dietary concentration of forage 
NDF on digestibility and performance by dairy 
cows. J Dairy Sci 86: 3667-3674

Ralph J, Lapierre C, Lu F, Marita JM, Pilate G, van 
Doorsselaere J, Boerjan W, Jouanin L, 2001. NMR 
evidence for benzodioxane structures resulting 
from incorporation of 5-hydroxyconiferyl alco-
hol into lignins of O-methyl-transferase-deficient 
poplars. J Agric Food Chem 49: 86-91

Ramirez HAR, Nestor K, Tedeschi LO, Callaway TR, 
Dowd SE, Fernando SC, Kononoff PJ, 2012. The 
effect of brown midrib corn silage and dried distill-
ers’ grains with solubles on milk production, nitro-
gen utilization and microbial community structure 
in dairy cows. Can J Anim Sci 92: 365-380

Rook JA, Muller LD, Shank DB, 1977. Intake and di-
gestibility of brown midrib corn silage by lactating 
dairy cows. J Dairy Sci 60: 1894-1904

Saballos A, Sattler SE, Sanchez E, Foster TP, Xin 
Z, Kang C, Pedersen JF, Vermerris W, 2012. 
Brown midrib2 (Bmr2) encodes the major 
4-coumarate:coenzyme A ligase involved in lig-
nin biosynthesis in sorghum (Sorghum bicolor (L.) 
Moench). Plant J 70: 818-830

Schwarm A, Schweigel-Röntgen M, Kreuzer M, Ort-
mann S, Gill F, Kuhla B, Meyer U, Lohölter M, 
Derno M, 2015. Methane emission, digestive 
characteristics and faecal archaeol in heifers fed 
diets based on silage from brown midrib maize as 
compared to conventional maize. Arch Anim Nutr 
69: 159-176

Sommerfeldt JL, Schingoethe DJ, Muller LD, 1979. 
Brown midrib corn silage for lactating dairy cows. 
J Dairy Sci 62: 1611-1618

Sonbol FM, S. Fornalé, M. Cappellades, A. Encina, 
S. Tourino, J.L. Torres, P.Rovira, K. Ruel, P. Puig-
domenech, J. Rigau, D. Caparrós- Ruiz, 2009. The 
maize ZmMYB42 represses the phenylpropanoid 
pathway and affects the cell wall structure, com-
position and degradability in Arabidopsis thaliana. 
Plant Mol Biol 70: 283-296

Stallings CC, Donaldson BM, Thomas JW, Rossman 
EC, 1982. In vivo evaluation of brown-midrib corn 

silage by sheep and lactating dairy cows. J. Dairy 
Sci 65: 1945-1949

Stone WC, Chase LE, Overton TR, Nestor KE, 2012. 
Brown midrib corn silage fed during the peripartal 
period increased intake and resulted in a persis-
tent increase in milk solids yield of Holstein cows. 
J Dairy Sci 95: 6665-6676

Tamasloukht B, Lam MS-JWQ, Martinez Y, Tozo K, 
Barbier O, Jourda C, Jauneau A, Borderie, G, 
Balzergue S, Renou JP, Huguet S, Martinant JP, 
Tatout C, Lapierre C, Barrière Y, Goffner D, Pi-
chon M, 2011. Characterization of a cinnamoyl-
CoA reductase 1 (CCR1) mutant in maize: effects 
on lignification, fibre development, and global 
gene expression. J Exp Bot 62: 3837-3848

Tang HM, Liu S, Hill-Skinner S, Wu W, Reed D, Yeh 
CT, Nettleton D, Schnable PS, 2014. The maize 
brown midrib2 (bm2) gene encodes a methylene-
tetrahydrofolate reductase that contributes to lig-
nin accumulation. Plant J 77: 380-392

Taylor CC, Allen MS, 2005. Corn grain endosperm 
type and brown midrib 3 corn silage. Feeding be-
haviour and milk yield of lactating dairy cows. J 
Dairy Sci 88: 1425-1433

Thorstensson EMG, Buxton DR, Cherney JH, 1992. 
Apparent inhibition to digestion by lignin in nor-
mal and brown midrib stems. J Sci Food Agric 59: 
183-188

Tine MA, McLeod KR, Erdman RA, Baldwin RL, 2001. 
Effects of brown midrib corn silage on the energy 
balance of dairy cattle. J Dairy Sci 84:885-895

Vignols F, Rigau J, Torres MA, Capellades M, Puig-
domenech P, 1995. The brown midrib 3 (bm3) 
mutation in maize occurs in the gene encoding 
caffeic acid O-methyltransferase. Plant Cell 7: 
407-416

Wang Y, Bouchabke-Coussa O, Lebris P, Antelme S, 
Soulhat C, Gineau E, Dalmais M, Bendahmane A, 
Morin H, Mouille G, Legée F, Cézard L, Lapierre 
C, Sibout R, 2015. LACCASE5 is required for lig-
nification of the Brachypodium distachyon culm. 
Plant Physiol 168: 192-204

Weller RF, Phipps RH, 1986. The feeding value of 
normal and brown midrib-3 maize silage. J Agric 
Sci 106: 31-35

Weiss WP, Wyatt DJ, 2006. Effect of corn silage hy-
brid and metabolizable protein supply on nitrogen 
metabolism of lactating dairy cows. J Dairy Sci 
89: 1644-1653

Zhong R, Richardson EA, YeZH, 2007. The MYB46 
transcription factor is a direct target of SND1 and 
regulates secondary wall biosynthesis in Arabi-
dopsis, Plant Cell 19: 2776-2792

Zhong R, Lee C, McCarthy RL, Reeves CK, Jones 
EG, Ye ZH, 2011. Transcriptional activation of 
secondary wall biosynthesis by rice and maize 
NAC and MYB transcription factors. Plant Cell 
Physiol 52: 1856-1871

Zuber MS, Colbert TR, Bauman LF, 1977. Effect of 



62 ~ M21

brown-midrib genes as model in silage maize breeding 19

Maydica electronic publication - 2017

brown midrib-3 mutant in maize (Zea mays L.) on 
stalk strength. Zeitschrift fur Pflanzenzuchtung 
79: 310-314


