
Name p -value Motif Locations

ALC46598.1 1.29e-59

BAE72064.1 1.25e-59

XP_065161368.1 6.32e-61

XP_018915216.2 1.03e-62

XP_071441779.1 2.30e-63

XP_072759379.1 3.95e-64

XP_018316556.1 1.98e-60

XP_071627977.1 9.48e-61

AIO11840.1 9.19e-58

CAG2193064.1 2.06e-51

CAH1258069.1 4.58e-64

KAL6105622.1 1.16e-63

KAK2511378.1 5.23e-63

NP_001071424.1 3.40e-63

NP_001308657.1 6.65e-64

NP_001100069.1 8.34e-64

NP_062726.3 8.34e-64

KAJ3391556.1 4.17e-44

KAJ3102890.1 3.11e-47

KAJ3394642.1 2.09e-44

KAJ3076431.1 4.39e-39

AFL66235.1 8.79e-50

ADG90797.1 2.28e-48

ADM28434.1 2.63e-48

CAA06668.1 3.94e-39

QPV71895.1 3.14e-43

ADE37323.1 1.87e-38

ADI73878.1 6.20e-43

AEW68444.1 1.03e-43

AAC38203.1 1.10e-46

ACO74207.1 1.38e-45

ALQ02093.1 1.28e-47

AAA70164.1 3.46e-44

QFG75472.1 3.93e-41

KAF0203863.1 2.18e-41

CAM1645160.1 6.76e-48

CAM1635532.1 2.98e-48

CAM1644434.1 1.71e-48

QFS94113.1 1.72e-23

RGC70201.1 1.54e-25

Motif Symbol Motif Consensus
1. MEYIQTDAAINPGNSGGPLVNLDGEVIGINT
2. LGDSSDLRPGEFVVAIGSPFG
3. MKVTAGISFAIPIBRAKEFLD

Suppl. Fig. S1 The locations of conserved motifs in the HtrA2 sequences. 


