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LININ 718 DVLMTE- SPPVPEALLSRRDHCEEAEELNNASIQEDTKR ******** FSRPKS----- QTLPP------- LSDSSGWNSLETG----------------- 779

MENIN 756 HVVMTENPTGAPLGVDHAFMHASNINIQDYHQLQEDLDTKQ- - LLLHFNNNN- - - - - - QILPPRPTVAWNNNNSSSSTLLERG----------------- 830
PsNIN 742 HLVMTE - NLAAPSAVDALMQHASTINIQDYQQLQEDHDTKQ - - LLLHFNNNNNNNSNNQTLPPRPTVIWNNNNSSSSGLLERG----------------- 821
AtNLP1 746 ---NIL---VAEDADAVLKRAHSEAQIHNVNQEETKCLART- - - - - - QSHKT------ FKEPLVLDNSSPLTGSSNTSLRARG----------------- 810
AtNLP2 791 TTSNTVITLMAENASAILKRARSE HTMNQDETKSLSRT - - - - - - LSHKT------ FSEHPLFENPPRLPENSSRKLKAGG----------------- 861
LjNLP1 745 VACNKDPVVGKDSADVVLKRIRS KSHSENKAKLFPRSLSQET------------ LGEHTKTEYQSYLLKTCHKATPKED----------------- 815
AtNLP4 693 DPPSTD------- VGGALKKTSSEIREQSSSLDETILTLSSLENIP------------ QOGTNLLSS-QDDD- - --------------------------- 743
AtNLP5 684 D------------------ KTR-- - -@VSRSFKET----------------------- QTTHLSPSSQEDD----------------------------- 709
AtNLP3 624 ----------- QQLGGFQKPALSHPQIL TLSSMHEDQRPVRVT - - - - - - --------- SSLPPLPSATTPRKAKD------------------------- 672
LjNLP4 791 TLNSPSPIPIPDIVLTELQEPFGGMLIEDAGSS-KDLRNLCPS---------- AAEATLEDQVPEACPTNNPPGCSSLAPKRPVDTLGKTVTPFAAKKEM 879
AtNLP6 688 -PICETRFRLPTHNQ- - -- EPSRQVA!DDSDSSSKNMTNFWA ------------- HLTCODTASPTILQHK----------------------------- 740
AtNLP7 777 HDVSAASFAMPNRLLGSI-DHFRGMLIEDAGSS-KDLRNLCP------------- TAAFDDKFQDTNWMNNDNNSNNNLYAPPKEEATANVACEPSGSEM 861
AtNLP8 771 SD-GMDPTIRCS-GSIVEPNQSMSCSISDSSNGSGAVLRGSSS--------------- TSMED -WNQMRTHNSNSSESGST - - - ---------------- 833
AtNLP9Y 727 AGDGMNTRIERGNGTV-EPNHSISSSMSDSSNSSGAVLLGSSS--------------- ASLEQNWNQIRTHN-NSGESGSSS------------------ 791
LjNLP2 811 SFTDDEMGIDVDNDEVVELNHPTCS S!TGSSNGSSPMIHGSS ---------------- SSSQSFENQ- - SKGKSTTV-DRGS------------------ 873
LINLP3 820 SISLIELSGDGGNGAD-EHNHPTSSSMIDSSNGSGSMTLGCS---------------- SGSQSFENQKKSKAKSACVVDSGS------------------ 884
PB1

PLN-LANTF 872
PLN-LPNTF 923
PLNNLANSF 915
QVK - LSGSF 903
QVK - LGGSF 954
G- - -MRS- - 904
HHFPERSSA 837

LININ 780
MENIN 831
PSNIN 822
AtNLP1 811
AtNLP2 862 -ASKeNMIFGEAKVITLIZTWGFR -
LNLP1 816
AtNLP4 744

N O EEC DO X000

AtNLP5 710 SYLPERSSV 803
AtNLP3 673 HHPLSRPSFGS - - 767
LINLP4 880 HDITSNLGSSCES 973
AtNLP6 741 HDVTFNFGSSCES 833
AtNLP7 862 HDVITNLGSSCES 955
ALNLP8 834 RDLBAP-LGSSCE 925
AtNLP9 792 OEGA- - - - -FEILNGMRKH-EVK RDIPNTAMGSSAG 885
LjNLP2 874 ONGT- - - - OVEILDDIGTR* SVRFIMYRDLPCVSEAVSTE 966
LINLP3 885 Qe VETLGDIGAT - CVKFIYRDTTGVLRSRSSN 977
Vi
LJNIN 873 RNSSPS---- 878
MENIN 924 RNSSSSSPSS 933
PsNIN 916 RNNSSS-PSS 924
AtNLP1 904 GNTGLS---- 909
AtNLP2 955 GSIGLGPSL- 963
LINLPL 904 ---------- 904
AtNLP4 838 TEYSLWH--- 844
AtNLP5 804 SGCLS----- 808
AtNLP3 767 ---------- 767
LINLP4 974 SGE------- 976
AtNLP6 834 SEETMMCL- - 841
AtNLP7 956 TGEL------ 959
AtNLP8 926 SNGYLGTGL- 934
AtNLP9 886 SNGYLGTGT- 894
LJNLP2 967 A-AHSEL--- 972
LINLP3 978 S-CFLSESS- 985

Supplemental Fig. 1 Alignment of the amino acid sequences of NIN and its homologs from pea and M.
fruncatula and the NLPs from L. japonicus and A. thaliana. Conserved amino acid regions in the N-terminal
regions are highlighted with a yellow box. The RWP-RK DNA binding domain and the PB1 domain are indicated
with red and blue bars, respectively. Six blocks of conservation (blocks | to VI), which were previously proposed by
Schauser et al. (2005), are indicated by black underlines. Amino acid residues that are conserved in more than
half of the amino acid sequences are indicated by the black shading.
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