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Figure S1. Expression pattern in nodules of bacterial and NCR genes. A. Schematic drawing of a Medicago nodule
organized in functional zones. The meristem is bacteria-free and contains dividing cells allowing the organ to grow.
In the early infection zone, bacteria proliferate in infection threads (green lines) and are released by endocytosis
inside cells derived from the meristem. In the late infection zone and the so-called interzone, the bacteria
differentiate into bacteroids. The fixation zone contains the fully differentiated, nitrogen-fixing bacteroids. The
pictures show bacteria inside the nodule cells and are presented at the same scale (bar is 1 um) allowing to
appreciate the transformation of the bacteria. B. Against the backdrop of a changing landscape of NCR peptides
(rainbow colors representing schematically peptides appearing and disappearing at different stages of symbiotic
cell differentiation), the bacterial functions described in this study are critical at distinct stages of the bacteroid
differentiation process. It should be noted that the functions that are essential in early stages, such as LpsB and
BacA, can also be important in later stages of the bacteroid differentiation. However, the phenotypic analysis of the
corresponding mutants cannot reveal these putative late roles. C,D. The relative expression profile (% of total) of
the studied bacterial genes IpsB, IpxXL, rooH1, yejF, yejE, yejB, yejA and bacA (C) and of NCR280, NCR247, NCR183
and NCR169 (D) in the meristem, early infection zone, late infection zone, interzone and fixation zone of M.
truncatula nodules are displayed. The expression patterns of the S. meliloti nifH gene, encoding a nitrogenase
subunit, and of the M. truncatula leghemoglobin genes (MtLb) are included in (C) and (D) respectively, as a
reference indicating the completion of bacteroid formation and the onset of nitrogen fixation. Data was extracted
from (1) and was obtained by RNA-seq analysis on laser-microdissected nodule tissues (2).
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