Structure-based sequence alignment of TM3

Helix 3 PIP
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OsPIP1;1
OsPIP1;2
OsPIP1;3
OsPIP1:;4
OsPIP1;5
OsPIP2;1
OsPIP2;2
OsPIP2;3
OsPIP2:;4
OsPIP2;5
OsPIP2;6
OsPIP2;7
OsPIP2;8
ZmPIP1;1
ZmPIP1;2
ZmPIP1;3
ZmPIP1;4
ZmPIP1;5
ZmPIP1;6
ZmPIP2;1
ZmPIP2;2
ZmPIP2;3
ZmPIP2;4
ZmPIP2;5
ZmPIP2;6
ZmPIP2;7
AtPIP1;1
AtPIP1;2
AtPIP1;3
AtPIP1:;4
AtPIP1;5
AtPIP2;1
AtPIP2;2
AtPIP2;3
AtPIP2:;4
AtPIP2;5
AtPIP2;6
AtPIP2;7
AtPIP2:;8

92
82
77
115
82
96

SVLRAIMY I 1AQCVGAIVATAILSG
DKRKVIPFI1VSQVAGAFCAAALVYG
PAKEVVGYVIAQVVGG I VAAALLYL
SLLRALVYMIAQCLGAICGVGLVKA
SLLRAICYVVAQLLGAVAGAAVLYS
PGREVVPY I lAQLLGAAFGSFIFLQ
SLTRAIFY1VMQCLGAICGAGVVKG
SLTRALFYMVMQCLGAICGAGVVKG
SLTRAVFYMAMQCLGAICGAGVVKG
SLSRAIFYILMQCLGAICRTGFVKG
SLTRALFYMVMQCLGAICGAGVVKG
SLVRAILY1VAQCLGAICGVGLVKA
SLIRAVLY 1 TAQCLGAICGVGLVKG
SLVRAVLY IVAQSLGAICGVGLVKG
SLVRALLYMAAQCLGAICGVALVKG
SLVRAILY IVAQCLGAVCGVALVKG
SVIRAVMY IVAQCLGGIVGVGIVKG
SLVRTVLYVVAQCLGAIAGAGIVKG
SLPRAALYTMAQCVGAVCGAGLARA
SLTRAVFY I IMQCLGAICGRGVVKG
SLTRALFY I IMQCLGAVCGAGVVKG
SLTRAIFY1IMQCLGAICGAGVVKG
SLTRAIFY1IMQCLGAICGAGVVKG
SLTRALFYMVMQCLGAICGAGVVKG
SLTRAVYYVVMQCLGAVCGAGVVKA
SLVRALLY IVAQCLGAICGVGLVKA
SLVRALLYMVAQCLGAVCGVGLVKA
SLVRALLY 1 TAQCLGAICGVGLVKG
SLVRALLY I AQCLGAICGVGLVKG
SLVRALLY IVAQCLGAICGVGLVKG
SLVRALLYMAAQSLGAICGVALVKG
SLVRALLYMIAQCAGAICGAGLAKG
SLTRALYY IVMQCLGAICGAGVVKG
SLTRAVYY IVMQCLGAICGAGVVKG
SLTRAVFY IVMQCLGAICGAGVVKG
SLTRAVFYMIMQCLGAICGAGVVKG
SLTRALFY 1VMQCLGAICGAGVVKG
SLPRALLY 1 TAQCLGAICGVGFVKA
SLIRAVLYMVAQCLGAICGVGFVKA
SLIRAVLYMVAQCLGAICGVGFVKA
SLVRTVLY IVAQCLGAICGCGFVKA
TLVRAVMYMVAQCLGAICGVALVKA
SLVRAVSYMVAQCLGATCGVGLVKV
SLVRALGYMIAQCLGAICGVGFVKA
SLPRAVAYMVAQCLGAICGVGLVKA
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Helix 3
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1798
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2F2B

OsTIP1;1
OsTIP1;2
OsTIP2;1
OsTIP2;2
OsTIP2;3
OsTIP3;1
OsTIP3;2
OsTIP4;1
0sTIP4;2
0sTIP4;3
OsTIP5;1
ZmTIP1;1
ZmTIP1;2
ZmTIP2;1
mTIP2;2
ZmTIP2;3
ZmTIP3;1
ZmTIP4;1
ZmTIP4;2
ZmTIP4;3
ZmTIP4:;4
ZmTIP5;1
AtTIP1;1
AtTIP1;2
AtTIP1;3
AtTIP2;1
AtTIP2;2
AtTIP2;3
AtTIP3;1
AtTIP3;2
AtTIP4;1
AtTIP5;1

TIP
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SVLRAIMY I 1AQCVGAIVATAILSG
DKRKVIPFIVSQVAGAFCAAALVYG
PAKEVVGYVIAQVVGG I VAAALLYL
SLLRALVYMIAQCLGAICGVGLVKA
SLLRAICYVVAQLLGAVAGAAVLYS
PGREVVPY I lAQLLGAAFGSFIFLQ
TLFRGLLYWIAQLLGSTVACFLLRF
SLVKAVVYWVAQLLGSVVACLLLKI
TILTGLFYWIAQLLGASIACLLLKF
TILTGVFYWIAQLLGAIVGAVLVQF
TILTGIFYWVAQLLGASVACLLCSS
SLIRALFYWLAQLLGAVVATLLLRL
SFARAALYWAAQLLGAVLAVLLLRL
TAFRSALYVAAQLLASSLACILLRY
TLFRSALYVAAQLAGSSLACLLLRC
TLFRSALYAAAQLLGSSLACLLLAA
TVPSAIFYWASQMLGSTFACLVLHY
TLFRGLLYWVAQLLGSTVACFLLRF
SLLKALVYWVAQLLGSVVACLLLKI
TILTGVFYWVAQLLGATVACLLLGF
TVLTGLFYWVAQLLGASVACLLLRF
TILTGILYWVAQLLGASVACFLLQY
SLVRAVLYWVAQLLGAVAATLLLRL
TKLRAVLYVAAQLLASSAACVLLRF
TKLRALLYVAAQLLASSLACILLRY
TLFRSSLY IAAQMLASSAACFLLRW
TLFRSALYVAAQLLGSTLACLLLAF
GVPSAMFYWASQLLGATFACLSLNL
TLLRGILYWIAQLLGSVVACLILKF
TLLRGILYWIAQLLGSVAACFLLSF
TLLRAILYWIAQLLGAVVACLLLKV
TVITGVFYWIAQLLGSTAACFLLKY
TVITGFFYWIAQCLGSIVACLLLVF
TLITGFFYWIAQCLGSIVACLLLVF
TAIRATYYWIAQLLGAILACLLLRL
SVIRATYYWVAQLIGAILACLLLRL
SVFRAFLYWIDQLLASSAACFLLSY
SVPTAMFYWTSQMIASVMACLVLKV
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Helix 3
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OsNIP1;1
OsNIP1;2
OsNIP1;3
OsNIP1;4
OsNIP1;5
OsNIP2;1
OsNIP2;2
OsNIP3;1
OsNIP3;2
OsNIP3;3
OsNIP3:;4
OsNIP3;5
OsNIP4;1
ZmNIP1;1
ZmNIP2;1
ZmNIP2;2
ZmNIP3;1
AtNIP1;1
AENIP1;2
AtNIP2;1
AtNIP3;1
AtNIP4;1
AtNIP4;2
AENIP5;1
AtNIPG6;1
AtNIP7;1

Helix 3

1J4N
1FX8
1RC2
1798
2B60
2F2B
0sSIP1;1
0sSIP2;1
ZmSI1P1;1
ZmSI1P1;2
ZmSIP2;1
AtSIP1;1
AtSIP1;2
AtSIP2;1

NIP

SIP
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SVLRAIMY 1 TAQCVGAIVATAILSG
DKRKVIPFI1VSQVAGAFCAAALVYG
PAKEVVGYVIAQVVGG I VAAALLYL
SLLRALVYMIAQCLGAICGVGLVKA
SLLRAICYVVAQLLGAVAGAAVLYS
PGREVVPY 1 l AQLLGAAFGSFIFLQ
PWRQVPAYAAAQMLGATLAAGTLRL
RWKQVPSYVVAQVLGSTMASLTLRV
PWRRVPAYAAAQVAGSAAASAALRA
PWRRAPAYALAQTAAATAASVVLRL
VVINVPSYVVAQVLGSTMASLTLRV
PWIQVPFYWAAQFTGAICASFVLKA
PWIQVPFYWAAQFTGAMCAAFVLRA
PWLQVPAYVAVQVLGS I CAGFALKG
PPAHLLPY 1AAQILGS ITASFAVKG
PSAHLLPY 1SSQILGAVAASFAVKG
QPAHLLPYAAAQVLGAVAAAAAVDG
PPAHLLPYAAVQTAASLAAAFLAKG
VWPKLPLYVAAQLAGSLLACLSVNA
PWRQLPAYVLAQMLGATLASGTLRL
PWIQVPFYWAAQFTGS ICASFVLKA
PWIQVPFYWAAQFTGAMCAAFVLKA
PWLQVPAYVAVQALASVCAAFALKG
PLKQVPAYVISQVIGSTLAAATLRL
PLKQVPAYVISQVIGSTLAAATLRL
PLNQVPAY ITVQVIGSTLASATLRL
PENQVPGY IAAQLLGSTLAAAVLRL
PWHQVPLY I GAQFAGSLLASLTLRL
PWYQVPLY IGAQLTGSLLASLTLRL
PWAHVPAY 1AAQVSAS I CASFALKG
PWKHVPVY 1GAQVMASVSAAFALKA
PWSQVPLY ITAQTLGATAATLVGVS

SVLRAIMY 1 TAQCVGAIVATAILSG
DKRKVIPFI1VSQVAGAFCAAALVYG
PAKEVVGYVIAQVVGGIVAAALLYL
SLLRALVYMIAQCLGAICGVGLVKA
SLLRAICYVVAQLLGAVAGAAVLYS
PGREVVPY 1 l AQLLGAAFGSFIFLQ
SLFPLALRFPAQAAGAVGGAMAISE
YLFAAFVRMPAQVFGS ILGVKL IRA
SLFSVALRFPAQAAGAVGGALAISE
SLFSIALRLPAQAAGAVGGALAISE
YLFTAFARIPAQV IGAVLGVKLIQV
TLFSLAIRLPAQAIGAAGGALAIME
SLFSLAIRSPAQAIGAAGGAITIME
FIFSVFVRIPVEVIGSILAVKHI IH

116
106
101
139
106
120

116
106
101
139
106
120



