Supplementary Figures 
Fig. S1. Clustering and clone of six CDS of ammonium transporter family members in Salicornia europaea. CDS: Coding sequences. RPKM: reads per kilobase of exon model per million mapped reads. Unigenes were produced from transcriptome assembly. Unigenes are parts of corresponding SeAMT cDNA, and the further assembly sequence were confirmed by PCR and Singer sequencing. 

Fig. S2. Phylogenetic and conserved structural characteristics analysis of ammonium transporters (AMTs) family in Salicornia europaea. (A) Conserved domain analysis of AMT proteins. The major predicted functional domains and their specific positions within the protein sequences are displayed. Different colored boxes represent distinct domains, highlighting the potential core functional modules of the protein. (B) Transmembrane domain prediction of SeAMT proteins. The predicted transmembrane helices are plotted, high peaks correspond to predicted transmembrane segments, indicating that the protein is membrane-bound.

Fig. S3. Expression level of SeAMTs unigenes in transcriptome indicated by RPKM value. These unigenes have been demonstrated to be parts of corresponding SeAMT transcript. SeAMT1;2a and SeAMT1;2b, expressing in root, are two highest expression SeAMT genes according to the RPKM values.

Fig. S4. Verification of SeAMT transgenic Arabidopsis lines for genomic insertion and mRNA expression. (A) Transgenic lines were verified by PCR using genomic DNA, with products resolved by agarose gel electrophoresis. M: marker; N: negative control; P: positive control. (B) Transcript levels of SeAMT transgenes were analyzed by RT-qPCR and semi-quantitative RT-PCR. CK, negative control. Band intensity reflects the expression level in semi-quantitative analysis. 

Fig. S5. Protein sequences alignment between Arabidopsis AtAMT1;1 and six Salicornia SeAMTs. The red arrow indicates the Ser-450 position in AtAMT1;1, which is subject to protein phosphorylation. 

Supplementary Tables
Supplementary Table S1. The AMT cDNA or protein sequences used in this study.
Supplementary Table S2. Sequences of primers used in this study.

