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RecName: Full=Boron transporter 1 [Arabidopsis thaliana] Arabidopsis thali... 1333 1333 100% 0.0 100.00% 704 QBVYRT.1
RecName: Full=Probable boron fransporter 2 [Arabidopsis thaliana) Arabidopsis thali 1180 1190 97% 00 9112% 703 QSM1P7.1
RecName: Full=Probable boron fransporter 3 [Arabidopsis thaliana] Arabidopsis thali 946 946 91% 00 7360% 732 Q937131

RecName: Full=Boron transporter 4 [Arabi is thaliana] Arabidopsis thali... 760 760 90% 0.0 60.81% 683 Q9XI123.1

RecName: Full=Putative boron transporter 5 [Ar: is thaliana] ol 739 739 91% 0.0 58.23% 683 Q9SSG5.1

707 707 90% 0.0 5688% 671 Q3E9542

¥ RechName: Full=Probable boron iransporter 6 [Arabidopsis thaliana] ~ ~
@ el v m A R FXF D

,ﬂ\RecNama Full=Probabls boron fransporter 7 [Arabidopsis thaliana]
)QecNama Full=Boron transporter 1 [Saccharomyces cerevisiae S24:C1 }\ ? N X »d:c’ — ﬂ — 1

RecName: Full=Putative transporter C543.05¢ [Schizosaccharomycgs

695 695 91% 0.0 5493% 673 0Q9SUU13

150 150 50%  3e-37 3060% 576 P533381

143 143 83%  3e-35 2275% 517 Q9HGMS

RecName: Full=Band 3 anion transport protein; AliName: Full=Anion exchange protein 1; Shori=AE 1, Short=Anion... Mus musculus 100 100 46% 1e-20 23.68% 920 P048181

RecMame: Full=Anion exchange protein 2; Short=AE 2; Short=Anion exchanger 2; AltName: Full=Band 3-related pr... Mus musculus 97.8 978 47% 1e-19 2339% 1237 P133081

RecName: Full=Anicn exchange protein 3, Short=AE 3 Short=Anion exchanger 3; AltName: Full=Solute carrier fam .. Pongo abelii 967 176 66% 2e-10 2583% 1232 0O5RBES 1

RecName: Full=Anion exchange protein 3; Shori=AE 3 Short=Anion exchanfer = oo%  4e-18  Jo6d%  TJ3

%%%ﬁﬁ*

RecName: Full=Anion exchange protein 3. Short=AE 3 Shori=Anion exchanye!

RecName: Full=Anion exchange protein 3, Shori=AE 3 Shori=Anion exchanfier 2 1‘1 e-19 122
RecMame: Full=Anion exchange protein 3; Shori=AE 3 Short=Anion exchanfer 3 >/ 7 ‘-+‘ 52 — E*Hﬂ I%!- 19

RecMame: Full=Band 3 anion transport protein; AltMame: Full=Anion exchanfe profein 1 Anio 947 947 1e-18

RecName: Full=Anicn exchange protein 2; Short=AE 2 Short=Anion exchan| -flatesar 7E B(_O H)A &:1 I{ %}ﬁ 2

RecName: Full=Band 3 anion transport protein; AltName: Full=Anion exchanl- AL 3 3 A6% 2ec18  2476% 927 P

RecName: Full=Anion exchange protein 2. Short=AE 2 Shori=Anion exchanger 2; AltName: Full=Non-erythroid ba... Cavia porcellus 936 936 47% 2e-18 2419% 1238 0Q9Z058.1

RecMame: Full=Anion exchange protein 3; Short=AE 3; Short=Anion exchanger 3; AltName: Full=Solute carrier fam Plecturocebus m . 913 173 66%  1e-17 2500% 1232 BIMTLO.1

RecName: Full=Solute carrier family 4 member 11; AltName: Fu 1 borate C ter 1, Short=NaBC1 [H... Homo sapiens 90.1 152 45% 2e-17  3022% 875 QSNBS3.
RecName: Full=Band 3 anion fransport protel ltName: Full=Solute carrier family 4 member 1 [Gallus gallus] Gallus gallus 882 169 67%  Oe17 2306% 922 P155751
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RecName: Féii=Boron transporter 1 [Saccharomyces cerevisiae 5288C]

Sequence ID: P53838.1 Length: 576 Number of Matches: 1
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