A

»[ Jemb |CAE00461.1] albumin 1 [Medicago truncatula]

Length=140
Egcore = 166 bits (419), Expect = 5e-51, Method: Compositional matrix adjust.
Identitiesz = 81/144 (56%), Positives = 997144 (&9%), Gaps = 137144 [9%)
Duery 4 ¥VELSPLALFLLATVFLMSPIEKAEATDCSCGVCSPFEMPPCGSTDCRCVPLGLFFGDCIY 63
¥++ + L +FLLA F + P EE ATDCSG CSEPFEMPPC S+DCRC4FP+GEL G C Y
Ebjet 3 YIRFAHLVVFLLA-AFSLVPTEEVGATDCSCGACSPFEMPPCRESDCRCIPIGLVAGYCTY 61

Query 64 PTSVEMNEMVDEHNHNLCESHDDCMERGSGSFCARYPHAD IEYGWCFASDSERQDMLETAS 123
r+5 + EMV+EH NLC+5H DC EEK SGSFCARYPN DIE+GWCF+5+ E& D+
Ebjet &2 PSSPTVMEMVEEHPNLCOSHADCTEKESGSFCARYPNPDIEHGWCFSSHNFEAY DV - —== 116

Query 124 NSEFTETFLEIASHNSGLAKSFLEM 147
F ++5H GL K L M

Shjet 117 ===-———-FFNVSSMNRGLIKDSLFM 133

[ Jref|XPF 003627383.1]| [S] z1bumin [Medicage truncatula]
gb |AET01859.1 Albumin [Medicago truncatula]
Length=145%

GENE ID: 11420704 MTR 8g022400 | Albumin [Medicago truncatula]

Score = 160 bits (404), Expect = le-48, Method: Compositional matrix adjust.
Identities = 77/127 (61%), Positives = 96/127 (T76%), Gaps = 2/127 (2%)
Duery 4 YVELSPLALFLLATLFFMSPMERADARDCSEVCSPFEMPPCGSTOCRCVEPWGLFVGDCIY 63
¥++L+ L +FLLAT + PM EA A DC G+CSPFEMPFC S5+ CRC4+F L G C+
Sbhjet 3 YLELAHLVVFLLATFSLIFPMMEA-AEDCLGICSPFEMPPCPSSSCRCIPVILIGGHCVD 61

Query 64 PTSVVMHEMVGEHNNLCKSHDDCMEKGSGSFCARYPNAD IEYGWCFASVSDAQDM-FEIA 122
F+5 + EMV +H HNLC+5H DC EKGSGSFCARYPN DIE¥GWCF+5 5 AQ++ F+I+
Sbjet 62 PSSPTITEMVERHANLCQSHADCTKEGSGSFCARYPNPDIEYGWCFS555RAQEVFFEIS 121

Query 123 SNSEFTK 129
SH +F K
Shiet 122 SNPQFIE 128



